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The aspergilli are a ubiquitous group of filamentous fungi span-
ning over 200 million years of evolution. Among the over 185 as-
pergilli are several that have an impact on human health and so-
ciety, including 20 human pathogens as well as beneficial species 
used to produce foodstuffs and industrial enzymes.1 Within this 
genus, A. nidulans has a central role as a model organism. In con-
trast to most aspergilli, A. nidulans possesses a well-character-
ized sexual cycle and thus a well-developed genetics system. Half 
a century of A. nidulans research has advanced the study of eu-

karyotic cellular physiology, contributing to our understanding 
of metabolic regulation, development, cell cycle control, chroma-
tin structure, cytoskeletal function, DNA repair, pH control, mor-
phogenesis, mitochondrial DNA structure and human genetic 
diseases.

We present here the genome sequence for A. nidulans, and a 
comparative genomics study with two related aspergilli: A. fumig-
atus2 and A. oryzae.3 A. fumigatus is a life-threatening human patho-
gen, and A. oryzae is used in the production of sake, miso, and soy 
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Abstract: The aspergilli comprise a diverse group of filamentous fungi spanning over 200 million years of evolution. Here we re-
port the genome sequence of the model organism Aspergillus nidulans, and a comparative study with Aspergillus fumigatus, a 
serious human pathogen, and Aspergillus oryzae, used in the production of sake, miso, and soy sauce. Our analysis of genome 
structure provided a quantitative evaluation of forces driving long-term eukaryotic genome evolution. It also led to an experi-
mentally validated model of mating-type locus evolution, suggesting the potential for sexual reproduction in A. fumigatus and A. 
oryzae. Our analysis of sequence conservation revealed over 5,000 non-coding regions actively conserved across all three spe-
cies. Within these regions, we identified potential functional elements including a previously uncharacterized TPP riboswitch and 
motifs suggesting regulation in filamentous fungi by Puf family genes. We further obtained comparative and experimental evi-
dence indicating widespread translational regulation by upstream open reading frames. These results enhance our understand-
ing of these widely studied fungi as well as provide new insight into eukaryotic genome evolution and gene regulation.
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sauce. A. oryzae and A. fumigatus lack known sexual cycles, and 
their study relies on A. nidulans as a genetic model. Our analysis 
of these organisms focused on the genomic bases of their differ-
ing physiologies, while investigating their common eukaryotic bi-
ology. Our results yield new insights into eukaryotic genome evo-
lution, the evolution of mating-type loci, the potential for sexual 
reproduction in the two asexual species, and the role of conserved 
sequence elements in gene regulation.

Genome assembly and annotation
The genome sequence of A. nidulans was assembled from deep 
whole-genome shotgun (WGS) coverage obtained by paired-end se-
quencing from a variety of clone types (see Methods). An average 
of 13× sequence coverage was generated including ×3 coverage pro-
duced and provided by Monsanto. The Arachne package ( http://0-
www.broad.mit.edu/wga/ ) was used to assemble the sequence, 
and the resulting assembly consists of 248 sequence contigs with an 
N50 length of 282 kilobases (kb) (that is, 50% of all bases are con-
tained in contigs of at least 282 kb). Contigs were assembled into 89 
scaffolds with a total length of 30.06 megabases (Mb) (including gaps 
between contigs) and an N50 length of 2.44 Mb. A total of 28.5 Mb 
(95%) of the assembly was anchored to the A. nidulans genetic map4, 

5 through meiotically mapped markers with sequence and mark-
ers located by haploidization or hybridization to electrophoretically 
separated chromosomes (see Supplementary Information). By com-
parison with previously published pulse-field gel electrophoresis 
data, we estimate that the assembly comprises 96.3% of the complete 
genome. The assembly was annotated using the Calhoun system, as 
described in the Methods and Supplementary Information.

Phylogenetic relationship
Previous work based on large subunit rDNA data has led to a 
widely accepted phylogeny of the aspergilli in which A. nidulans 
and A. oryzae are more related to one another than A. fumigatus.6 
However, single gene phylogenies can contradict organismal phy-
logenies.7 In principle, whole-genome data provide greater resolv-
ing power by allowing trees to be constructed based on concate-
nated sets of genes.7 Using this approach to study the relationship 
of the three aspergilli, we find support for an alternative phylog-
eny.8 (Figure 1a)

We established this relationship using a set of 3,034 predicted 
orthologues across the three aspergilli, Neurospora crassa and Fu-
sarium graminearum. We constructed trees for 75 randomly se-
lected sets of 20 concatenated genes,7 using the N. crassa and F. 
graminearum genes to root the trees (see Methods). All 75 cases 
produced the phylogeny shown in Figure 1a in which A. fumiga-
tus and A. oryzae are sister taxa and A. nidulans branches earlier. 
This phylogeny is further supported by 86% of trees built for each 
of the 3,034 orthologues individually. Consistent with this phylog-
eny, A. fumigatus has over twice as many genes with top Blast hits 
to A. oryzae than to A. nidulans, and A. oryzae has almost twice as 
many genes closer to A. fumigatus than A. nidulans. A. nidulans has 
roughly a similar number of top hits to A. fumigatus and A. oryzae. 
To confirm further the rooting of the tree, we repeated the anal-
ysis using predicted gene fragments (see Methods) from the ge-
nome sequence of Coccidioides immitis as an outgroup (which is 
closer to the aspergilli than N. crassa and F. graminearum). Ninety-
four per cent (34 out of 36) of 50-gene phylogenies with C. immitis 
as the outgroup support the relationship of Figure 1a, as do 60.8% 
(93 out of 153) of single gene phylogenies (only 21% support the 
rDNA phylogeny).

Overall genome and proteome comparison
Although in the same genus, the three aspergilli differ consider-
ably in their genome sequences. Predicted orthologues shared by 
all three species (three-way orthologues) display an average of only 
68% amino acid identity. A. fumigatus and A. oryzae share 70% iden-
tity, and each has 66–67% identity with A. nidulans. This protein 
identity is comparable to that between mammals and fish,9 which 
diverged ~450 million years ago. The three species also differ con-
siderably in genome size (Table 1). The largest, A. oryzae (36 Mb), is 
31% bigger than the smallest, A. fumigatus (28 Mb), and 24% bigger 
than A. nidulans (30 Mb). This difference seems to be due to an ac-
quisition of sequence in A. oryzae3 rather than loss in both A. nidu-
lans and A. fumigatus. Finally, the genomes show extensive struc-
tural reorganization (Figure 1b).

Conserved synteny and genome evolution
These three aspergilli provide an opportunity to study eukaryotic 
genome evolution over a divergence approaching the limit of con-
served long-range synteny. To characterize pairwise conserved syn-
teny, we used an algorithm based on hierarchical clustering that 
delineates regions of conserved synteny while also retaining infor-
mation about internal micro-rearrangements (see Methods). Using 
this method, the majority (77–79%) of each genome assembly could 
be mapped to conserved syntenic blocks with at least one other 
genome (Table 2). Figure 2 shows a projection of the homologous 
blocks onto the chromosomes of A. nidulans and, contrasted with 
Figure 1b, illustrates the considerable extent of conserved synteny 
despite extensive rearrangement.

The results of this analysis reveal two notable trends. First, 
large regions lacking detectable long-range synteny are readily 
apparent. As has been observed for mammals, nematodes and 
yeasts,10 repeats and subtelomeric sequences are associated with 
these heavily rearranged regions. This may have specific impli-
cations for fungi, as subtelomeric regions in the aspergilli are en-
riched for secondary metabolite genes thought to have a role in 

Figure 1. Phylogenetic tree and representative dot plot. (a) Phy-
logenetic tree showing the relationship between three Aspergillus 
species compared using N. crassa and F. graminearum as an out-
group. Branch lengths correspond to substitutions per site calcu-
lated using a maximum likelihood approach. An identical topology 
was predicted using C. immitis as an outgroup. (b) Dot plot of A. 
nidulans (horizontal) and A. fumigatus (vertical) genomes. Axes 
represent the concatenation of all chromosomes for the corre-
sponding genome. Gridlines indicate the boundaries between chro-
mosomes and axis labels indicate chromosome number. Elements 
in the dot plot represent protein homology translated to genomic 
coordinates.
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niche adaptation and virulence. The rapid rearrangement of sub-
telomeric regions may facilitate the species-specific evolution of 
these genes (Supplementary Information).

The second notable trend is the distribution of lengths of un-
broken regions between micro-rearrangements within pairwise 
syntenic blocks. The random breakage model of genome evolution 
predicts that such lengths should be exponentially distributed. Al-
though the mean breakpoint lengths differ, in all three pairwise 
comparisons the distribution of lengths shows close agreement 
with the model prediction (Supplementary Information). It thus 
seems that syntenic blocks, comprising the majority of the Asper-
gillus chromosomes, are evolving in a manner consistent with ran-
dom breakage.

For each pairwise comparison, the third Aspergillus genome al-
lows the determination of rearrangements specific to each branch 
of the unrooted tree (see Methods). The results of this analysis 
provide a quantitative estimate of the different rearrangements 
contributing to long-term eukaryotic genome evolution (Figure 3).

Structural evolution not correlated with molecular 
evolution
In vertebrates, nematodes and arthropods, it has been reported 
that the rates of structural evolution and nucleotide evolution 
are correlated.11, 12, 13 However, our analysis of the Aspergillus ge-
nomes suggests that this expected correlation does not always 
hold for eukaryotes.

The data in Figure 3 reveal a considerably higher overall rate of 
genome reorganization in the lineage of A. oryzae compared to A. 
fumigatus. Nearly all categories of disruption are at least twofold 
greater in A. oryzae relative to A. fumigatus. For example, A. oryzae 
displays a more than twofold greater rate of insertion than A. fumig-
atus. This is consistent with the larger genome size of A. oryzae.3 Sur-
prisingly, our analysis also indicates that chromosomal breaks are 
more common in A. oryzae than A. fumigatus. Although apparent in-
trachromosomal rearrangements could arise from successive inver-
sion events, this cannot explain interchromosomal rearrangements. 
These interchromosomal breaks are also not the result of assembly 
error, as confirmed by optical mapping3 and polymerase chain reac-
tion (PCR) validation of eight predicted interchromosomal breaks.

In contrast, several measures indicate that the rates of amino 
acid evolution in predicted orthologues are similar between these 
two species. An examination of predicted three-way orthologues 

shows that the distribution of amino acid identity is roughly simi-
lar for both A. oryzae and A. fumigatus compared to A. nidulans, as 
are non-synonymous divergences (Supplementary Information). 
In addition, branch lengths predicted from phylogenetic trees (see 
above) indicate a comparable rate of substitution for both A. ory-
zae and A. fumigatus. Taken together, these data lead to the conclu-
sion that structural and molecular evolution in the aspergilli is not 
correlated. A similar conclusion has been reached in the analysis of 
two microsporidian genomes, although in this case gene evolution 
seems to be accelerated relative to genome rearrangement.14 Thus, 
large-scale and small-scale evolutionary processes in eukaryotes 
can operate at different relative rates in a species-specific manner.

Sex and the evolution of the mating-type loci
Unlike A. nidulans, which has a known sexual cycle, A. fumigatus 
and A. oryzae are only known to reproduce through asexual mi-
totic spores. We sought insight into the evolution of this apparent 
difference by comparing the three genomes. Our results, in con-
junction with an accompanying paper and another study,2, 15 sug-
gest that both A. fumigatus and A. oryzae may be capable of sexual 
reproduction.

Sexual reproduction in ascomycete filamentous fungi is gov-
erned, in part, by two different mating-type genes that establish 
sexual compatibility: one gene encodes a protein with a high mo-
bility group (HMG) domain, whereas the other encodes a pro-
tein with an alpha box domain. We refer to these genes here as 
the HMG and alpha mating-type genes, and to their chromosomal 
locations as MAT loci. Homothallic fungi typically possess both 
mating-type genes and are self-fertile. Heterothallic fungi possess 
only one mating-type gene and require a partner with a different 
mating-type gene. In heterothallics, the two mating-type genes 
typically occupy the same chromosomal location in different hap-
loid genomes but lack sequence similarity, and are thus termed id-
iomorphs rather than alleles.16

A. nidulans is known to be homothallic, and both HMG and al-
pha mating-type genes have been identified.17, 18 Our analysis con-
firmed that the HMG and alpha loci are unlinked, which is unusual 
although not unprecedented in homothallic fungi.19 We identified 
a single HMG mating-type gene in A. fumigatus, as previously re-
ported,20 and a single alpha mating-type gene in A. oryzae.

A comparison of all four MAT loci revealed extensive con-
served synteny (Figure 4a). The A. oryzae alpha locus and the A. 

Table 1. Comparison of genome characteristics

Genome characteristic A. nidulans A. fumigatus A. oryzae

General
 Assembly size (bp)  30,068,514  27,980,910  37,047,050
 G+C (%)  50  49  48
 Protein coding genes  9,541  9,926  14,063
 Protein coding genes >100 amino acids  9,396  9,009  12,074
Predicted protein coding sequences >100 amino acids
 Coding (%)  50  49  45
 Gene density (1 gene every n bp)  3,151  2,938  2,613
 Median gene length (mean)  1,547 (1,868)  1,389 (1,644)  1,152 (1,414)
 Average number of exons per gene  3.6  2.8  2.9

Table 2. Characteristics of pairwise conserved synteny

Reference            Coverage (Mb) (percentage of reference)*               Maximum/mean block length (kb)‡

                      A. nidulans   A. fumigatus    A. oryzae        Either †      A. nidulans   A. fumigatus    A. oryzae

A. nidulans  –  20.5 (68)  20.4 (68)  21.6 (72)  –  175  114
A. fumigatus  20.4 (73)  –  20.7 (74)  21.5 (77)  2,429  –  168
A. oryzae  23.3 (63)  24.3 (66)  –  25.4 (69)  943  1,159  –

* Coverage of reference organism assembly by pairwise conserved syntenic blocks (>10 kb in length) to each target genome.
† Coverage of reference organism assembly by pairwise conserved syntenic blocks (>10 kb in length) in either other genome.
‡ Upper right half shows mean blocks sizes and lower left half shows maximum sizes across all blocks using either organism as reference.
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Figure 2. Aspergillus comparative map. Conserved synteny between A. nidulans and A. oryzae and A. fumigatus. Syntenic regions are 
represented by two vertical columns of colored blocks. The left and right columns represent syntenic blocks to A. fumigatus and A. ory-
zae, respectively, colored by chromosome as indicated by the key. Nested blocks show synteny at finer resolutions. Blocks outlined in 
black are in opposite orientations in A. nidulans relative to those in red. Red blocks in black blocks (and vice versa) represent inversions. 
The green and purple lines display repeat density (Rep) and G + C content (G + C) in A. nidulans, both in 5-kb windows with increasing 
values to the left. Black circles represent centromeres.
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fumigatus HMG locus display conserved synteny over 1.7 Mb on 
either side of the mating-type genes. Within this region of con-
served synteny, the two mating-type genes occupy nearly iden-
tical positions, although offset with different orientations. Fur-
thermore, one flank of both the A. fumigatus and A. oryzae loci is 
syntenic with 409 kb of the A. nidulans HMG locus downstream 
region, whereas the other flank is syntenic with 34 kb of the A. ni-
dulans alpha locus downstream region (Figure 4a). The four loci 
also show conservation of a number of genes associated with MAT 
loci in other species including N. crassa or one of nine yeast species 
previously analyzed.21

Extending the analysis to 215 genes implicated in the fungal 
mating process, pheromone response, meiosis and fruiting body 
development revealed that every gene (except for the mating-type 
genes) that can be identified in A. nidulans is also present in both 
A. fumigatus and A. oryzae (Supplementary Information), includ-
ing several genes for which the only known function is related to 
sexual reproduction.

Although sexual reproduction may have been lost very re-
cently in both A. fumigatus and A. oryzae, providing one expla-
nation for the residual presence of mating process genes, these 
data suggested the possibility that both A. fumigatus and A. ory-
zae may be capable of sexual reproduction. Moreover, the pattern 
of synteny among the four MAT loci leads to an evolutionary sce-
nario for this hypothesis, as shown in Figure 4b. According to this 
model, it is predicted that A. oryzae and A. fumigatus isolates ex-
ist with the opposite mating-type genes to those present in the 
strains that were sequenced. In addition, these opposite mating-
type genes should be present at the identical locus, consistent with 
a heterothallic idiomorphic configuration.

As reported in detail in another study,15 these predictions have 
been experimentally verified. Using a PCR-based multiplex mat-
ing-type assay, isolates of both mating types of A. fumigatus and 
A. oryzae were identified. For both species, the opposite MAT lo-
cus from the complete genome was sequenced and demonstrated 
to have the idiomorphic organization predicted. Within the idio-
morphic region the opposite mating-type genes appear to be off-
set with respect to one another, as predicted by our model. In ad-
dition, the A. fumigatus alpha MAT locus was found to contain a 
360-base pair (bp) fragment of an HMG gene15 neighboring the id-
iomorphic region, suggesting that the transition from homothal-
lism to heterothallism in the A. oryzae and A. fumigatus ancestor 
occurred by gene loss (Figure 4b).

Although the model of Figure 4b predicts a homothallic ances-
tor for all three species, it is possible that heterothallism was an-
cestral and a transition to homothallism occurred in the A. nidu-
lans lineage. This would be consistent with data from Cochliobolus 
species for which heterothallism appears to be ancestral, and con-
versions to homothallism have been described.19 However, two 
factors conflict with this scenario for the aspergilli. First, the offset 
positions of the mating-type genes within the idiomorphic regions 
of the A. fumigatus and A. oryzae MAT loci, and the apparent frag-
ment of the HMG gene neighboring the A. fumigatus alpha locus, 
are consistent with gene loss from a homothallic ancestor. Second, 
heterothallism in the aspergilli is rare.22, 23 Only three heterothal-
lic aspergilli have been previously characterized, of which one, 
A. heterothallicus, groups in phylogenies with known homothallic 
species, suggesting a conversion to heterothallism in this case as 
well.22 Mitotic, homothallic and heterothallic species are observed 
intermixed in several fungal lineages, leading to debates about the 
fungal ancestral state.19, 24, 25, 26 Taken together, our results provide 
evidence that conversion from homothallism to heterothallism is 
possible, and suggest that the predominance of a particular sexual 
strategy may vary within different clades.

Although the finding of MAT genes in supposedly asexual 
fungi has been previously reported15, 27, 28, 29, 30, 31, 32 and genes re-
lated to sexual reproduction have been found in the “asexual” 
yeast Candida albicans, this report is the first comprehensive sur-

vey of sexual reproduction genes in two different filamentous 
fungi thought to be asexual. In addition, our results provide an 
experimentally supported evolutionary model associating large-
scale synteny and genome rearrangement with a specific and sig-
nificant difference in biology between these aspergilli. These re-
sults for A. fumigatus and A. oryzae have important and specific 
potential implications for health and industry. The lack of a sex-
ual cycle in A. fumigatus and A. oryzae has precluded classical ge-
netic analysis, impeding efforts to study these organisms and ne-
cessitating the use of the relatively distant A. nidulans as a genetic 
model. The possibility for mating—still speculative at this stage—
raises the medically and industrially important potential for de-
veloping genetic tools for these fungi.

Conserved non-coding sequences
Detecting and characterizing conservation of sequences outside 
of protein coding regions is a promising method for identifying 
potential functional elements. Regulation in yeast has been exten-
sively studied; however, in the aspergilli few transcription factor 
binding sites have been experimentally verified. Comparing the 
three aspergilli provides an opportunity to identify the most con-
strained functional elements.

To do so we aligned three-way orthologous genes includ-
ing 1 kb of sequence upstream and downstream using Mlagan.33 
Strict filters were then applied to delineate unambiguous orthol-
ogous intergenic regions (see Methods). Given the divergence 
of the aspergilli, it is expected that intergenic regions would not 
show significant conservation, and frequently this was found to 
be the case. However, in many instances, blocks of nearly perfect 

Figure 3: Rates of branch-specific rearrangements. (a) The rates 
of different breaks broken down by break type for each branch. 
Bars represent minimum and maximum values obtained using ei-
ther of the two non-target genomes as reference (see Methods). 
(b) A stacked plot of the same data showing the relative contri-
bution of break types within each branch for all three branches. 
See text and Methods for more details.
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three-way conservation are observed. An example for one inter-
genic region is shown in Figure 5a.

To assess which regions were conserved owing to purify-
ing selection rather than neutral mutation or chance, we devel-

oped models for alignments of neutral and random sequence. Un-
like mammals, where ancient conserved repeats provide a natural 
model for neutral evolution, few such repeats exist in the asper-
gilli (see below). Instead, we synthesized alignments of neutral 

Figure 4. Comparison and evolutionary model of Aspergillus MAT loci. (a) Conserved synteny between loci. Grey lines indicate predicted 
orthologues. Red genes indicate orthologues from the left flank (as drawn) of the A. nidulans alpha locus with the left flanks of the A. fu-
migatus and A. oryzae loci. Cyan genes indicate orthologues with the right flank of the A. nidulans HMG locus. The bottom panel shows 
the region near mating-type genes. Genes labeled and outlined in black are associated with MAT loci in other fungi. Only partial acces-
sion numbers (suffixes) are shown in the figure. For full accession numbers, the numbers shown in the panel should replace the aster-
isks in the following examples: A. nidulans (AN****.1); A. fumigatus (59.m0****); A. oryzae (AO0703270000**). (b) Model of struc-
tural evolution of the MAT loci. Braces represent multiple haplotypes at the same genomic locus. The experimental identification of other 
isolates (indicated by an asterisk) was reported in another study15. The light blue arrow indicates a 360-bp HMG gene fragment. AF, A. 
fumigatus; AN, A. nidulans; AO, A. oryzae.
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sequence by concatenating randomly selected aligned columns 
of fourfold degenerate sites. We also controlled for chance align-
ment introduced by potential aligner bias by aligning randomly 
selected intergenic regions. Using a simple conservation scoring 
function we calculated maximal scoring subsequences and com-
pared results between orthologous regions and the control mod-
els (Figure 5b). A noteworthy aspect of the data in Figure 5b is the 
similarity between the neutral and random models. According to 
our models, neutral sequence is effectively saturated for mutation, 
confirmed by an independent analysis of synonymous sites in pro-
tein coding sequences.

Comparing results between real and control alignments, we se-
lected a minimum score of 22 for regions unlikely (P < 0.015) to be 
conserved by neutral evolution or chance. We denote a subsequence 
scoring above this threshold as a high-scoring conserved sequence 
(HCS). On the basis of this analysis, we predict 5,801 HCSs corre-
sponding to ~2% of alignable orthologous intergenic regions.

Prediction of functional motifs
We expect HCSs to be enriched for functional elements. The chal-
lenge is to discover these functional elements and make testable 
predictions about their biological functions. In preliminary anal-
yses, several conserved regions could be identified as known 
functional elements. For example, we observed conservation de-
limiting a known 3’ untranslated region (UTR) element of the A. 
nidulans areA gene that regulates messenger RNA stability in re-
sponse to cellular nitrogen levels.34 We also identified three TPP 
binding riboswitches, one of which has not been described in As-
pergillus (Supplementary Information).

To enrich computationally HCSs for sequences correspond-
ing to functional elements, and to derive clues about their biologi-
cal functions, we modified the approach used by Reference 35 (see 
Methods). Briefly, we identified common subsequences (or ‘pat-
terns’) that appeared in at least four HCSs across all three Asper-
gillus genomes. These patterns were searched in three-way con-
served orthologues to identify genes in which the subsequence 
occurred in the 500-bp upstream or downstream regions (a “co-
occurrence”). A number of conservation criteria were then ap-
plied (see Methods). We identified a total of 69 conserved patterns 
(“conpats”), occurring in at least four HCSs, that showed enrich-
ment for co-occurrences and exhibited a bias for occurring 500 bp 
upstream or downstream of genes.

The results of this analysis for the 35 most common patterns 
are shown in Figure 6 (all 69 patterns available in Supplemen-
tary Information). These include motifs that match known or pre-
dicted Aspergillus or other fungal functional sequences. For ex-
ample, CPCA/GCN4, the master regulator of the cross pathway 
control system in fungi, is known to bind to the palindromic site 
TGASTCA.36 In yeast, microarray studies have identified 539 
genes probably regulated by GCN4 that show a preference for 
amino acid biosynthetic genes and several ribosomal proteins and 
translation factors.37 One of the patterns identified by our analy-
sis (ID 2483) matched the CPCA binding site, co-occurred prefer-
entially upstream of genes, and was enriched in genes associated 
with amino acid transport and metabolism (COG category E), and 
translation, ribosomal structure and biogenesis (category J). Fur-
thermore, the 19 genes with co-occurrences of this pattern include 
7 (37%) predicted orthologues to the 539 known yeast regulated 

Figure 5. Active conservation of non-coding regions. (a) Example region between a conserved pair of orthologous histone H2A and H2B 
genes (left and right blue arrows). The three lines from top to bottom correspond to the sequences of A. nidulans, A. fumigatus and A. 
oryzae aligned using Mlagan. Letters on the red background indicate 100% conserved bases. (b) Conservation scores of maximal subse-
quences for observed intergenic alignments (red), and models of neutral and random sequence alignment (both fixed and variable length).
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genes, representing a sixfold enrichment (P-value < 1 × 10-5). This 
includes two known A. nidulans CPCA regulated genes (trpB38 and 
hisHF39). This pattern probably corresponds to the known Asper-
gillus CPCA binding site.

A second pattern shows strong correspondence with the bind-
ing site for Puf family genes.40 Puf proteins regulate mRNA trans-
lation and mRNA decay through interactions with 3’ UTR se-
quences. In Saccharomyces cerevisiae, which has five Puf genes, 
Puf3p has been shown to bind specifically mRNAs encoding mi-
tochondrial proteins40 and requires a 3’ UTR motif with consensus 
UGUANAUA.40 Four different patterns identified by our analy-
sis (ID 1710, 2077, 1144 and 2378; see the full table in Supplemen-
tary Information) match or include the Puf binding motif and dis-
play a strong downstream bias. Three also show enrichment for 
predicted orthologues in S. cerevisiae that localize to mitochondria. 
Taking all four patterns together, we find a 6.8-fold enrichment (P 
< 4.3 × 10-11) for genes with orthologues to yeast mitochondrial 
genes. In addition, we find a threefold enrichment (P < 0.0003) 
for genes with yeast orthologues predicted to be bound by Puf 
genes in a genome-wide affinity tag analysis.40 Although a func-
tional role for the Puf family has not been experimentally demon-

strated in Aspergillus, all three genomes possess five loci with 5–8 
Puf domains, as predicted by HMMER and PFAM (including one 
with a predicted RNA binding domain, as with Puf1p and Puf2p 
in yeast). Together these data suggest that, as in yeast, Puf genes 
may bind to and regulate mitochondrial mRNAs in the aspergilli.

Only a small number of transcription factor binding sites and 
control elements are known for filamentous fungi in general, in-
cluding Aspergillus. These predicted patterns are thus promising 
targets for future experimental validation.

Regulatory upstream open reading frames
A significant proportion (32%) of HCSs are conservatively pre-
dicted to lie within transcribed but untranslated regions of genes 
(UTRs), consistent with the known role of UTRs in regulating 
gene expression, particularly mRNA translation (for example, 
Puf binding domains). One important class of translational con-
trol elements is short upstream open reading frames (uORFs) in 
5’ UTRs,41 which can regulate the expression of downstream pro-
tein-coding genes in several ways. First, they can modulate the ef-
ficiency of ribosome re-initiation at downstream start codons in 

Figure 6. Selected conserved patterns. Column one shows the conpat unique ID. Column two shows the sequence logo representa-
tion of conpat weight matrix. Column three shows fungal binding factors with sequence similarity to the conpat. Columns four and five 
show the number of genes with a co-occurrence of conpat upstream and downstream. Column six shows the preference for co-occurring 
preferentially 5’ or 3’ of the gene. Column seven shows the fraction of co-occurrences overlapping three-way conserved regions. Col-
umn eight shows the preference for co-occurring on a particular strand relative to the gene. Column nine shows COG categories show-
ing significant enrichment (the number of genes with co-occurring conpats in the category is indicated in parentheses). Enrichment re-
sults for yeast orthologue cellular location are available in the Supplementary Information. * P < 1 × 10-3; ** P < 1 × 10-4; *** P < 1 × 
10-5. bHLH, basic helix-loop-helix.
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a manner dependent on cellular state. Second, uORFs can pro-
duce cis-acting peptides that stall ribosomes. Finally, the pres-
ence of uORFs can affect mRNA stability. Functional uORFs can 
be as short as three amino acids and occur at varying distances 
and multiplicity upstream of the protein-coding gene, occasion-
ally overlapping the downstream start codon. Functional uORFs 
have been reported in a range of species including plants, animals 
and fungi.41 In Aspergillus, a small number of genes with validated 
uORFs have been reported (Supplementary Information). To de-
termine the full extent with which they may regulate gene expres-
sion, we analyzed the three Aspergillus genomes for uORFs.

We identified UTR sequences using expressed sequence tag 
(EST) alignments for A. nidulans genes, and examined them for 
open reading frames (see Methods). Of 1,606 genes with identi-
fied UTRs, 21% (358) have upstream ORFs. A similar proportion 
was found (18% or 82 out of 463) when we restricted our analy-
sis to three-way orthologues for which the start codons align ex-
actly within multiple alignments, suggesting that these uORFs are 
not due to misannotation. A corresponding analysis of genes with 
ESTs in the N. crassa, F. graminearum and Magnaporthe grisea ge-
nomes found uORFs associated with 22%, 10% and 16% of genes, 
respectively. We further extended the analysis in A. nidulans using 
a conservative estimate of 5’ UTR length (see Methods), and iden-
tified an additional 958 genes with potential uORFs of which 165 
genes have three-way orthologues. In total, 1,316 genes in A. nidu-
lans are predicted to possess uORFs.

Not all identified uORFs have a detectable impact on gene ex-
pression.41 To enrich the set of predicted uORFs for those likely 
to be functional, we looked for those conserved in all three asper-
gilli. On the basis of a strict criterion requiring alignment of the 
uORF start and stop codons, we find 38 conserved uORFs (13% 
of 331 genes with uORFs and predicted orthologues) (Supple-
mentary Information). Of these corresponding Aspergillus genes, 
14 have predicted uORFs upstream of orthologues in N. crassa, F. 
graminearum or M. grisea. Additionally, three also have predicted 
orthologues in S. cerevisiae with uORFs conserved across four re-
lated yeast species.

These 38 conserved uORFs represent strong candidates for ex-
perimental investigation. As a preliminary validation, we tested 
two novel conserved uORFs for their ability to modulate pro-
tein synthesis in vitro (Figure 7). Briefly, oligonucleotides contain-
ing each uORF were fused to a luciferase reporter gene, and con-
trols were constructed with disabled uORF and/or reporter gene 
start codons. Differential expression in a cell-free translation sys-
tem between intact and control constructs measures the impact of 
the uORF on translation. This system can detect small (twofold) 
changes in translation, and can discriminate uORFs that do not re-
duce translation in vivo from those that do (see Methods). As can 
be seen in Figure 7, both uORFs tested display a 5–10-fold repres-
sive effect on the translation of the downstream reporter gene.

These results provide the first genome-wide list of predicted 
conserved uORFs for any organism, and suggest that uORFs could 
have a substantial role in regulating gene expression in Aspergillus. 
Previous reports estimate that 2–4% of genes in S. cerevisiae con-
tain uORFs,42 whereas a review of sequences in UTRdb predicted 
that 5–10% of eukaryotic UTRs contain ORFs.43 Our results predict 
that in filamentous fungi the proportion may be twice as high.

Aspergillus physiology
Peroxisomes are organelles containing enzymes for the break-
down of fatty acids (β-oxidation), removal of hydrogen peroxide 
and synthesis of cholesterol and bile acids. Peroxisomes have crit-
ical roles in fungi where they are involved in growth, secondary 
metabolism and pathogenesis. In mammals, defects can lead to de-
velopmental and neurological disorders. Proteins are targeted to 
the peroxisome either by a carboxy-terminal tripeptide sequence 
or an amino-terminal nine-amino-acid sequence. Using these sig-

nals we predicted peroxisomal proteins in Aspergillus (Supple-
mentary Information). Our analysis reveals peroxisomes in Asper-
gillus to be more similar to mammals than yeasts in two respects. 
First, our data suggest that the aspergilli, like mammalian cells, 
perform β-oxidation in both peroxisomes and mitochondria and 
possess two sets of genes for all β-oxidation enzymes targeted to 
both the mitochondria and the peroxisome, as supported by re-
cent experimental results.44 In contrast, S. cerevisiae metabolizes 
fatty acids fully to acetyl-CoA only in peroxisomes.45 Second, As-
pergillus peroxisomes are more similar to those of mammals than 
those of yeasts in that they possess putative peroxisomal acyl-CoA 
dehydrogenases. In addition, all three aspergilli appear to encode 
both mitochondrial and peroxisome forms of an ATP-dependent 
protease of the LON (La domain) family associated with peroxi-
somes in mammals.46 S. cerevisiae has a single copy of this protease 
(Pim1/Lon1) targeted to mitochondria.47

One of the hallmarks of the filamentous fungi is their ability 
to undergo polarized hyphal growth. This requires positional cues 
that mark polarized growth sites, locally activating Rho-related 
GTPase signaling modules that promote cytoskeletal reorganiza-
tion.48 The three aspergilli possess the expected genes involved in 
signaling and cytoskeletal organization for polarized growth, but 
there is a marked lack of known positional markers (such as the 
yeast bud site markers Bud3p, Bud8p and Bud9p; see Supplemen-
tary Information). Proteins implicated in the transport or modifi-
cation of bud markers, including Axl1p, Rax1p, and Bud7p, were 
predicted, however. This suggests that filamentous fungi mark 
polarized growth sites with positional cues, but that the markers 
themselves may consist of novel cell wall proteins.

Most of the interspersed repeats in all three genome sequences 
correspond to relics of transposable elements (see Supplemen-
tary Information). Surprisingly, only 1.3% of the largest genome 

Figure 7. Prediction and validation of conserved uORFs. Conserved 
uORFs show a 5–10 times repressive effect on reporter gene trans-
lation. (a) Alignments of two tested uORFs. uORFs are shown in 
purple boxes, and protein-coding genes in a blue background. 
Conserved bases are in upper case and start/stop codons are high-
lighted. (b) Experimental design. The A. nidulans sequence from 
26 nucleotides upstream of each uORF to four codons in the pro-
tein-coding gene was fused with a firefly luciferase gene. Controls 
were generated with start codons for both the uORF and the lucif-
erase gene (+/+), the luciferase gene only (-/+), and the uORF 
only (+/-). Starts were deleted by alteration to ATT. mRNA from 
each construct was used to program a cell-free translation system. 
c, Results of translation assays. The luciferase activity of all con-
structs (normalized to the -/+ construct) is shown on the y axis. 
Error bars show the average of the absolute deviation from the 
mean. The autoradiogram shows 35S-Met-labeled firefly luciferase 
obtained by in vitro translation of the same mRNAs.
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assembly of A. oryzae consists of transposable elements, compared 
to 3% of A. nidulans and A. fumigatus. All three genomes contain 
essentially all major classes of eukaryotic transposable elements, 
although the overall variety is relatively low. A number of unusual 
features were also observed in Aspergillus transposable elements 
(Supplementary Information). Copy numbers per family range 
from 1 to ~100; there are also many fragments and “footprints” 
(evidence of recombinational excision). In addition, some mem-
bers of all transposable element families longer than ~400 nucleo-
tides are characterized by numerous C to T transitions. In A. nidu-
lans and A. fumigatus, these predominantly affect cytosines in CpG 
and CpA doublets (no preference is apparent in A. oryzae). More-
over, repeat density is correlated with A + T richness in all three 
species (Figure 2). The predominance of transition mutations is 
consistent with the operation of RIP (repeat-induced point muta-
tion),49 and all three aspergilli have a single predicted homologue 
(called DmtA) to the DNA methyltransferase rid that is essential 
for RIP in N. crassa.49 Apart from the putative rid homologue, no 
additional DNA methyltransferase genes were identified, consis-
tent with failures to demonstrate methylation in these fungi. Al-
though RIP has not been demonstrated in any Aspergillus species, 
if active it may be more similar to the mild form in M. grisea,49 as 
many transposable elements in these species are mutation-free.

Conclusion and perspective
The A. nidulans genome sequence and our comparative analy-
sis with the genome sequences of A. fumigatus and A. oryzae have 
shed new light on the physiology of these fungi, as well as insight 
into aspects of genome evolution and gene regulation likely to be 
common to all eukaryotes. These results represent the initial step 
in realizing the full potential of these genomes. As a result of the 
genome analysis, efforts are underway to cross different isolates 
of A. fumigatus and A. oryzae. The identified conserved sequences 
also represent a rich set of targets for further experimental inves-
tigation. These efforts and ongoing sequencing projects for ad-
ditional aspergilli promise to change fundamentally our under-
standing of this important group of medically, industrially and 
scientifically relevant fungi.

Methods
Complete details of the methods used are available in the Supplementary 
Information section.

A. nidulans sequencing, assembly and analysis
The A. nidulans genome strain FGSC A4 was sequenced by the WGS method 
to a depth of 10 ×. An additional 3 × sequence coverage was provided by 
Monsanto ( http://www.monsanto.com/ ). All sequence was assembled us-
ing Arachne. The A. nidulans genome was annotated as described in Supple-
mentary Information. A. fumigatus and A. oryzae were assembled and anno-
tated as described separately.2, 3

Phylogenetic analysis
A total of 3,034 predicted orthologues among A. nidulans, A. oryzae, A. fu-
migatus, N. crassa and F. graminearum were aligned at the protein level, back 
translated to DNA codons, and large gaps (> 9 bp) were removed. Random 
sets of 20 DNA alignments were concatenated and passed to Phylip to gen-
erate 100 bootstrap replicates and a consensus maximum parsimony tree. 
Maximum likelihood trees were calculated on each replicate and a consen-
sus tree was produced. Repeating with 1,000 bootstrap samples led to es-
sentially identical results. For rooting with C. immitis, C. immitis ortholo-
gous CDS regions based on TBlastN were retrieved, translated and aligned 
at the protein level with the aligned portions of the Aspergillus genes. Max-
imum parsimony trees were then generated and filtered for those with 
100% bootstrap values at all nodes. The C. immitis sequence is available at 
http://www.broad.mit.edu/annotation/genome/coccidioides_immitis/
MultiHome.html   

Hierarchical synteny mapping and branch-specific 
rearrangements
Protein homology anchors were detected using BlastP and filtered to re-
tain only hits scoring >80% of the score of the best hit to each query pro-

tein. Contiguous sets of homologous proteins with conserved order and 
orientation were grouped into clusters. Pairs of clusters were then merged 
into successively larger clusters by tolerating successively larger breaks be-
tween clusters. Branch-specific breaks were determined by identifying re-
gions without breaks between a reference species and query species, and 
then identifying breaks in that region between the reference and the third 
(target) species. Such breaks were considered specific to the third species. 
Breaks were classified according to the pattern of apparent rearrangement.

Identification of non-coding conserved sequences
Genomic sequence for predicted three-way orthologues, including 1 kb up-
stream and downstream, were multiply aligned using Mlagan.33 An additive 
scoring function was used to identify maximal scoring subsequences. A cut-
off of 22 was used to define HCSs unlikely to occur by chance (P < 0.015) ac-
cording to models of neutral sequence and random sequence alignment. To 
model alignments of neutrally evolving sequence, aligned columns of four-
fold degenerate sites were selected randomly and concatenated. To model 
alignments of random sequence, randomly selected intergenic regions from 
each genome were aligned. Fixed and variable length alignments were gen-
erated for both models. For each model, 1,000 simulated alignments were 
generated and maximal scoring subsequences were identified. The number 
of subsequences for each score was normalized by the number of aligned nu-
cleotides. These rates were used to determine the score cutoff above.

Prediction of functional motifs
Each HCS was represented as a position-specific probability matrix 
(PSPM) derived from the three-way alignment. Each PSPM was com-
pared to each other PSPM and matching PSPMs were clustered. Lo-
cal multiple alignments for each cluster were generated and the result-
ing multiple alignments and corresponding weight matrices were termed 
conpats. For each conpat, we used the corresponding weight matrix with 
MAST to identify instances where the conpat co-occurred upstream or 
downstream of orthologous genes in all three of the aspergilli. A series of 
conservation tests was then applied to the set of predicted co-occurrences 
for each conpat as described in Supplementary Information.

Prediction and validation of upstream open reading frames
Genome sequences for three-way orthologues, including 1,000 bp upstream 
and downstream, were multiply aligned using Mlagan. For 25% of A. ni-
dulans genes 5’ UTR sequences were predicted from EST alignments. On 
the basis of the length distribution of these EST-predicted UTRs, we used 
60 bp upstream of predicted AUG codons as a conservative estimate of 5’ 
UTRs for genes lacking ESTs. When no ESTs were available, UTRs for or-
thologues where considered when all three annotated start codons aligned 
within 40 bp. We identified uORFs ≥ 12 bp, with a maximum 1-bp overlap 
with the protein-coding gene’s ATG. Conserved uORFs were identified as 
those for which the start and stop codons were exactly aligned within the 
multiple alignments. To experimentally validate uORFs, synthetic oligonu-
cleotides containing each uORF, 26 nucleotides upstream of the uORF, the 
region between the uORF and the protein coding AUG, and the first four 
codons of the protein coding gene were fused in frame with a firefly lucif-
erase gene. Three different control constructs were also generated. Capped 
and polyadenylated synthetic mRNA were prepared from each construct 
and equal amounts were used to program cell-free extracts from N. crassa. 
Differential translation between the intact construct and the controls was 
measured using a luciferase activity assay as well as through the produc-
tion of 35S-Met-labeled firefly luciferase obtained by in vitro translation of 
the same mRNAs.

The A. nidulans genome sequence is available at http://www.broad.mit.
edu/annotation/genome/aspergillus_nidulans/MultiHome.html  and 
has been deposited at DDBJ/EMBL/GenBank under the project accession 
AACD00000000.
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§S0. Detailed Methods 
 

A. nidulans Sequencing and Assembly.  The A. nidulans genome strain FGSC A4 was 

sequenced by the whole-genome shotgun method.  A total of 10x coverage was produced 

at the Broad Institute from Plasmid (4kb and 10kb inserts), Fosmids (40kb inserts), and 

BACs (110kb inserts) 

(http://www.broad.mit.edu/annotation/fungi/aspergillus/background.html).   The BAC 

library for strain FGSC A4 was provided by Ralph Dean at North Carolina State 

University and is available at Clemson University Genomics Institute 

(https://www.genome.clemson.edu/orders/).  All inserts were sequenced from both ends 

to generate paired-reads.  An additional 3x sequence coverage was provided by Monsanto 

(http://www.monsanto.com/).  All sequence was assembled using Arachne1.  The 

assembly was anchored to a genetic map based on 260 markers (201 with unambiguous 

sequences in Genbank).  Six discrepancies in the genome assembly were detected by 

comparison with the genetic map and corrected (see 

http://www.broad.mit.edu/annotation/fungi/aspergillus/markers.html for more details).  A. 

fumigatus and A. oryzae genomes were assembled as described in separate reports2,3.   

A. nidulans Annotation and Analysis.  The A. nidulans genome was annotated using the 

Calhoun annotation system.  The genome sequence was searched against the public 

protein databases using BLASTX with threshold E<1e-5.  Genes were predicted using a 

combination of FGENESH, FGENESH+, and GENEWISE.  Predicted genes were 

validated against ESTs aligned to the genome using Blat4.  All predicted proteins were 

searched against the PFAM set of hidden Markov models5 using the HMMER program 

and the public protein databases using BLASTP. Transfer RNAs were identified using 

the tRNAScan-SE program6.  Repeat sequences were detected by searching the genome 

sequence against itself using CrossMatch, filtering for alignments longer than 200bp in 
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length, and clustering pairs based on region overlap.  Repeats were characterized using 

RepeatMasker (http://ftp.genome.washington.edu/RM/RepeatMasker.html) and RepBase7 followed 

by manual inspection.  The A. fumigatus and A. oryzae genomes were annotated as 

described in separated reports2,3.   

 

Phylogenetic Analysis.  A total of 3034 orthologs among A. nidulans, A. oryzae, A. 

fumigatus, N. crassa, and F. graminearum were predicted using the COG definition8 

using BlastP (e<10-5 and alignment length at least 60% of both genes) and aligned at the 

protein level using ClustalW9.  Alignments were then back translated to DNA codons and 

large gaps (>9b) were removed.  Random sets of 20 DNA alignments were concatenated 

and passed to Phylip to generate 100 bootstrap replicates of alignments using seqboot and 

a consensus maximum parsimony tree using protpars and consense.  Maximum likelihood 

trees were calculated on each replicate and a consensus tree produced.  Repeating the 

analysis with 1000 bootstrap samples led to essentially identical results.   For rooting 

with C. immitis, orthologs from each Aspergillus species were compared to the C. immitis 

genome sequence with TBlastN (e<1e-10).  Results were filtered such that: (1) only 

genes in the Aspergilli that hit to a single locus in C. immitis were considered, (2) the best 

HSP for each gene must not contain a stop codon in C. immitis not aligned with a gap 

position, and (3) all three Aspergillus orthologs must hit the same locus in C. immitis.  

Regions of the C. immitis genome corresponding to the intersection of the Aspergillus 

hits were retrieved, translated, and aligned at the protein level with the aligned portions of 

the Aspergillus genes.  Alignment regions with large gaps (>9bp) were removed.  

Maximum parsimony trees were then generated using the protpars program of Phylip and 

trees filtered for those with 100% bootstrap values at all nodes.  Raw data are available in 

Supplementary Material.  The C. immitis genome sequence is available at 

http://www.broad.mit.edu/annotation/fungi/coccidioides_immitis/. 



3 
 

 

Hierarchical Synteny Mapping.  Protein homology anchors were detected using BlastP 

(e<1e-5 and length >60% of longest protein) and then filtering to retain only those hits 

scoring >80% of the score of the best hit to each query protein.  The clustering algorithm 

was initiated by finding contiguous sets of homologous proteins with conserved order and 

orientation and grouping each into a cluster.  Then during each iteration of the algorithm, 

pairs of clusters were merged into successively larger clusters by tolerating successively 

larger breaks between clusters.  The distance between cluster X and Y was the Euclidean 

distance between the two nearest points of the rectangle bounding the clusters in a dot 

plot if (1) the cluster X is orientated toward cluster Y and (2) both are on the same 

supercontig. Otherwise the distance was infinite.  After merging two clusters, the slope of 

the resulting merged cluster was determined as the slope of a line through the merged 

clusters.  During each merge, the characteristics of the break (microrearrangement) 

between the merged clusters were tracked.  The algorithm was terminated when no 

clusters within 100Kb of one another were available to be merged.   

Branch-Specific Rearrangements.  Branch-specific breaks were determined by 

identifying regions without breaks between a reference species, R, and query species, Q, 

and then identifying breaks in that region between R and a target species, T.  Such breaks 

are considered specific to T.  For example, if region 1-10Kb in A. nidulans (R) is 

conserved without microrearrangements when compared to A. fumigatus (Q), but the 

same region shows an inversion when compared to A. oryzae (T), this inversion would be 

considered an A. oryzae-specific rearrangement.  For a given R, Q, and T, only pairwise 

blocks longer than 20kb, breaks between R and T larger than 10 kb on either genome, and 

breaks between R and Q larger than 5kb on either genome were considered.  Also, breaks 

between R and T within 5 kb of contig ends were not considered.  Breaks in T that are 

wholly contained within an inversion between R and Q were considered T specific 
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breaks.  The number of breaks specific to T was converted to a rate by dividing by the 

total number of nucleotides in R used in the analysis.  For each target genome, two 

different R versus Q comparisons were possible.  The error bars in Error! Reference 

source not found.A correspond to the minimum and maximum values for the two 

comparisons.  Breaks were characterized as follows: 

• Insertion – at least 10Kb is present in T that does not map to R,Q 

• Deletion – at least 10Kb is present in R,Q but does not map to T 

• Complex Indel – a combination of Insertion and Deletion 

• Inversion – a block of at least 10kb is inverted in T relative to R,Q 

• Intrachromosomal Translocation – a break between two syntenic blocks between R,T 

that are adjacent in R and where the blocks between R,T are on the same 

chromosome. 

• Interchromosomal Translocation – a break between two syntenic blocks between R,T 

that are adjacent in R and where the blocks between R,T are on different 

chromosome. 

 

Identification of Non-coding Conserved Sequences.  Pairwise orthologs were identified 

as best bidirectional hits (BBHs) within all-vs-all comparison of two genome protein sets 

using Blastp (e<1e-5) and requiring > 60% coverage of each gene.  Threeway orthologs 

were identified as sets of three genes from each genome in which each gene is a BBH of 

each of the other two genes.  A total of 4936 threeway orthologs were thus predicted. 

 

Genomic sequence for threeway orthologs including 1kb upstream and downstream 

were multiply aligned using the Mlagan program10 with the phylogenetic tree (AN, (AF, 

AO)).  Within the multiple alignments, unambiguous non-coding regions were defined as 

regions not annotated as a coding sequence in any of the three genomes.  Duplicate 

regions in alignments of neighboring genes were removed.  An additive scoring function 
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(match=3, mismatch=-2, and gap=-20) was used with a linear time algorithm11 to identify 

maximal scoring subsequences.  A score cutoff of 22 was used to define High-scoring 

Conserved Sequences (HCSs) unlikely to occur by chance (p<0.015) according to models 

of neutral sequence and random sequence alignment as described next. 

 

Models of Neutral and Random Alignments.  To model alignments of neutrally 

evolving sequence, ortholog protein sequences were aligned using ClustalW and 

subsequently back-translated to DNA codons.  Aligned columns of 4-fold degenerate 

sites from these alignments were placed into a pool, and columns from this pool were 

then selected randomly with replacement and concatenated to generate synthetic aligned 

sequences.  Both 1000bp fixed length synthetic alignments were generated as well as 

variable length alignments drawn from a normal distribution approximating observed 

intergenic lengths in A. nidulans (μ=1110, σ=140).  To model alignments of random 

sequence, randomly selected intergenic regions were aligned from unrelated loci from 

each of the three genomes.  Both fixed length alignments (800bp clipped from selected 

intergenic regions) and variable length alignments (full length of each intergenic region 

aligned) were generated. 

 

A total of 1000 simulated alignments from both the fixed and variable length 

neutral and random models were generated.  For each set of alignments from each model, 

maximal scoring subsequences were identified as described above.  The number of 

subsequences for each score was normalized by the number of aligned nucleotides in the 

set of the alignments to produce a spatial rate of the number of subsequences of score X 

per Mb.  These distributions were used to determine a threshold for identifying HCSs as 

described in the text. 
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Prediction of Functional Motifs.   Each HCS was represented as a position specific 

probability matrix (PSPM) derived from the threeway alignment.  The probability 

assigned to each base at each position of the matrix was (Cn+B/4)/(N+B) where Cn is the 

number of occurrences of the letter at that position, N is the number of sequences, and B 

is the total number of pseudocounts added at each position (0.001).  Pseudocounts adjust 

for the small number of observed sequences by preventing entries of zero in the PSPM as 

required for log-odds scoring12.  Each PSPM was then compared to each other PSPM to 

find the best scoring pairwise local alignment.  Local alignments were scored by 

summing a log-odds function, F, across each aligned column where F=log2(q/p) and 

q=dot-product of the columns from the two PSPMs and p=0.25. A minimum length of 

8bp and score of 12 was required for local alignments.  PSPMs were then clustered 

according to an iterative greedy clustering algorithm.  Specifically, at each iteration if 

PSPMs X and Y share a local alignment and are part of cluster C, and PSPMs X and Z 

share a local alignment, and if the local alignments overlap on X within 3bp at each 

boundary, Z would be added to cluster C.  The region of X and Z covered by the 

corresponding local alignment was then masked, and the algorithm re-iterated.  Given 

clusters of PSPMs, local multiple alignments for each cluster were generated from the 

genomic sequences corresponding to each PSPM.  Specifically, the sequences from all 

three species corresponding to each PSPM, as well as 6bp of padding on each side, were 

aligned using the program MEME13 (with the “oops” model).  The resulting multiple 

alignments and corresponding weight matrices were termed CONserved PATterns 

(conpats).  Raw conpats from MEME were trimmed to require 2 consecutive bases with 

information content exceeding 0.75 bits/position at each end.  Additionally, low quality 

patterns (MEME expect >1e-5 or conpats with <1.2 bits/base information content) were 

removed. 
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For each conpat, we used the corresponding weight matrix with the MAST14 

program to identify instances where the conpat co-occurred upstream or co-occurred 

downstream of orthologous genes in each of the three Aspergillus species.  Matches on 

either strand were permitted.  To associate matches with upstream/downstream regions, 

we identified a unique non-coding “upstream-half region” and “downstream-half region” 

for each ortholog triplet: for orthologs with no neighboring gene within 1000bp, 500bp of 

aligned sequence upstream/downstream was used; for orthologs with a neighboring gene, 

the unambiguous intergenic region was split in half.  The MAST expect threshold was 

determined in order to generate <1 false positive co-occurrence in the 4936 orthologous 

genes, based on a null model assuming randomly occurring motifs will occur 

independently in each of 3 orthologous regions according to background base frequency.  

A series of conservation tests were then applied to the set of predicted co-occurrences for 

each conpat: 

◊ Co-occurrence enrichment:  used to identify conpats that co-occur more 

often than random patterns of the same length and degeneracy.  For each conpat, 

we generated 1000 different patterns by randomly assigning the weights at each 

position of the conpat to letters (A,C,G,T).  Co-occurrences of randomized patterns 

were then identified as described above.  The co-occurrence p-value was defined 

based on the number of random patterns with co-occurrence counts at least as great 

as the actual conpat.  Conpats with p-values <0.01 were considered enriched by this 

test. 

◊ Upstream/Downstream Bias:  used to identify conpats with a preference 

for co-occurring in upstream or downstream regions.  We assigned p-values based 

on binomial distribution with Prob(upstream co-occurrence)=p=0.56 (calculated 

from upstream/downstream distribution of all HCSs).  Conpats with p-values <0.01 

were considered biased by this test. 
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◊ Functional Category Enrichment:  used to identify conpats that were 

enriched in co-occurrences neighboring genes of particular COG categories.  COG 

categories were assigned using the NCBI COG database followed by manual 

inspection.  For each conpat and each category C, we calculated the enrichment p-

value according to a hypergeometric distribution and corrected for multiple testing 

using the Bonferroni correction (multiplying by the number of categories associated 

with the particular conpat).  If a conpat exhibits upstream/downstream preference, 

only the corresponding upstream/downstream co-occurrences were used for 

category enrichment testing.  Categories with corrected p-values<0.01 were 

considered enriched. 

◊ Cellular Location Enrichment:  used to identify conpats that are enriched 

in co-occurrences associated with genes whose predicted yeast BBHs have a 

particular cellular localization.  Cellular localization for S. cerevisiae genes from 

http://yeastgfp.ucsf.edu/15.  Categories “ambiguous” and “punctuate” were not 

considered.  The enrichment p-value was calculated using a hypergeometric 

distribution with Bonferroni corrections in the same manner as with the functional 

category enrichment test.     

Conpats with similar weight matrices (CompareACE16 score>0.85 and manual 

inspection) and identical statistical signatures were collapsed.  A total of 69 conserved 

patterns (“conpats”) that occurred in at least 4 HCSs, showed enrichment in co-

occurrences, and a bias for occurring upstream or downstream of genes were identified 

and considered in this analysis.  The full set of conpats are provided in Supplementary 

Material. 
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Prediction of Upstream Open Reading Frames.  Genome sequences for the set of 4936 

ortholog triplets, including 1000bp upstream and downstream, were multiply aligned 

using Mlagan.  For 25% of A. nidulans genes with overlapping EST alignments, the 

entire length of the EST alignment upstream of the predicted AUG was taken as the 5’ 

UTR.  Using the length distribution of these EST-predicted UTRs, we found that 60% of 

all predicted 5’ UTR first exons were longer than 60bp.  Thus for genes lacking EST 

alignments, we used 60bp upstream of predicted AUGs as a conservative estimate of 5’ 

UTRs.  To correct for annotation ambiguities when no ESTs were available, UTRs for 

orthologs where considered when all three annotated start codons aligned within 40bp.  

For each species, we identified all upstream open reading frames >= 12bp, with a 

maximum 1bp overlap with the protein-coding gene’s ATG.  Conserved uORFs were 

identified as those whose start and stop codons were aligned within the multiple species 

alignment, with no minimum uORF protein identity.   

 

Experimental Validation of Upstream Open Reading Frames.  The impact of 

predicted uORFs on downstream gene translation was assessed by adapting a protocol 

previously described17-20.  Synthetic oligonucleotides were designed to obtain 5’-leader 

sequences containing each uORF including 26nt upstream of the uORF, the region 

between the uORF and the protein coding AUG, and the first four codons of the protein 

coding gene.  Oligonucleotides were obtained from Sigma-Genosys.  These leader 

sequences were fused in frame with a firefly luciferase gene.  Three different control 

constructs were also generated: one eliminated the initiation codon for the uORF, one 

eliminated the initiation codon for the predicted gene luciferase fusion, and the third 

eliminated both.  Thus four constructs were made for each uORF:  +/+ (both uORF and 

downstream product AUG codons), -/+ (no uORF AUG), +/- (no downstream AUG) and 

-/- (neither AUG).  The first two constructs evaluate uORF function; the latter two 
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establish that reporter activity is arising from initiation at the correct downstream start 

codon.  Capped and polyadenylated synthetic mRNA were prepared from each construct 

and equal amounts were used to program cell-free extracts from N. crassa.  Each set of 

transcripts was produced by two independent transcription reactions and analyzed in the 

linear activity range using two independently prepared extracts from each organism.  All 

reactions contained Renilla luciferase mRNA as an internal control for normalization.  

Differential expression of the reporter gene between the intact construct and the controls 

was measured using a luciferase activity assay21 as well as through the production of 35S-

Met labeled firefly luciferase obtained by in vitro translation of the same mRNAs.   

 
Only a small number of genes in Aspergillus with validated uORFs have been previously 
reported22-27. 
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§S1 Aspergillus Phylogenetic Analysis - Raw Data

Methods

A total of 3034 orthologs between A. nidulans, A. oryzae, A. fumigatus, N. crassa, and F. graminearum  were 
predicted using the COG definition89 using BlastP (e<10-5 and alignment length at least 60% of both genes) and 
aligned at the protein level using ClustalW90.  Alignments were then back translated to DNA codons and large 
gaps (>9b) were removed.  Random sets of 20 DNA alignments were concatenated and passed to Phylip to 
generate 100 bootstrap replicates of alignments and a consensus maximum parsimony tree.  Maximum likelihood 
trees were calculated on each replicate and a consensus tree produced.  For rooting with C. immitis , orthologs 
from each Aspergillus species were compared to the C. immitis  genome sequence with TBlastN (e<1e-10).  
Results were filtered such that: (1) only genes in the Aspergilli that hit to a single locus in C. immitis  were 
considered, (2) the best HSP for each gene must not contain a stop codon in C. immitis  not aligned with a gap 
position, and (3) all three Aspergillus orthologs must hit the same locus in C. immitis .  Regions of the C. immitis 
genome corresponding to the intersection of the Aspergillus hits were retrieved, translated, and aligned at the 
protein level with the aligned portions of the Aspergillus genes.  Alignment regions with large gaps (>9bp) were 
removed.  Maximum parsimony trees were then generated using the protpars program of Phylip and trees filtered 
for those with 100% bootstrap values at all nodes.

Tabs
Orthologs: Five way orthologs (A. nidulans, A. oryzae, A. fumigatus, F. graminearum , and N. crassa ) used in 
analysis

Concatenated Genes: The random sets of concatenated genes.  Each set is identified by an "ID" (i.e. concat1), 
and for each ID there are 20 groups of five way orthologs

Concatenated Tree Topologies: Summary of tree topologies for all concatenated gene sets

Single Gene Topologies: Summary of  topologies for all single fiveway ortholog trees
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1099.1 70.m15774 AO070285000041 FG04118.1 NCU00006.1
AN6886.1 71.m16031 AO070314000039 FG05524.1 NCU00007.1
AN2464.1 69.m15203 AO070264000006 FG05525.1 NCU00008.1
AN4517.1 57.m05611 AO070321000123 FG05527.1 NCU00010.1
AN7254.1 72.m19795 AO070297000010 FG05530.1 NCU00018.1
AN2854.1 59.m08698 AO070338000167 FG05388.1 NCU00019.1
AN4908.1 59.m08812 AO070338000038 FG05387.1 NCU00021.1
AN4906.1 59.m08810 AO070338000039 FG05385.1 NCU00023.1
AN4209.1 54.m07042 AO070231000015 FG05384.1 NCU00025.1
AN8406.1 52.m04077 AO070302000057 FG04703.1 NCU00028.1
AN6122.1 72.m19037 AO070340000075 FG06685.1 NCU00029.1
AN2185.1 72.m19038 AO070340000081 FG06686.1 NCU00030.1
AN6162.1 72.m19009 AO070340000046 FG06689.1 NCU00034.1
AN6159.1 72.m19006 AO070340000043 FG06688.1 NCU00035.1
AN6160.1 72.m19007 AO070340000044 FG06687.1 NCU00037.1
AN2748.1 54.m06683 AO070338000223 FG06684.1 NCU00038.1
AN2743.1 54.m06688 AO070338000228 FG07237.1 NCU00040.1
AN2741.1 54.m06957 AO070338000230 FG07234.1 NCU00042.1
AN0410.1 54.m06664 AO070294000082 FG07233.1 NCU00043.1
AN6675.1 65.m07305 AO070289000014 FG07232.1 NCU00045.1
AN0409.1 54.m07007 AO070338000252 FG07231.1 NCU00046.1
AN3895.1 54.m06704 AO070342000047 FG03666.1 NCU00052.1
AN7489.1 57.m05949 AO070287000051 FG07226.1 NCU00056.1
AN2259.1 71.m15900 AO070326000104 FG06660.1 NCU00058.1
AN2258.1 71.m15899 AO070326000105 FG06661.1 NCU00059.1
AN0956.1 70.m15605 AO070320000158 FG07217.1 NCU00065.1
AN9448.1 54.m06486 AO070334000061 FG07212.1 NCU00068.1
AN4559.1 57.m05571 AO070321000169 FG06723.1 NCU00075.1
AN4553.1 57.m05564 AO070321000177 FG06720.1 NCU00078.1
AN4556.1 57.m05568 AO070321000172 FG06717.1 NCU00080.1
AN4062.1 54.m06705 AO070342000050 FG06715.1 NCU00083.1
AN2970.1 59.m09047 AO070337000156 FG06718.1 NCU00088.1
AN4534.1 57.m05587 AO070321000148 FG06972.1 NCU00092.1
AN8838.1 71.m15970 AO070271000039 FG06948.1 NCU00095.1
AN2240.1 71.m16107 AO070326000134 FG05478.1 NCU00101.1
AN0860.1 70.m15469 AO070320000008 FG05481.1 NCU00102.1
AN8491.1 72.m19790 AO070297000017 FG06962.1 NCU00105.1
AN5817.1 72.m18945 AO070260000030 FG06961.1 NCU00106.1
AN5815.1 72.m18944 AO070260000032 FG06959.1 NCU00108.1
AN5814.1 72.m18943 AO070260000033 FG06963.1 NCU00109.1
AN7731.1 71.m15755 AO070325000145 FG02604.1 NCU00113.1
AN6492.1 62.m03078 AO070222000005 FG02608.1 NCU00116.1
AN6493.1 62.m03441 AO070222000006 FG02609.1 NCU00117.1
AN6494.1 62.m03081 AO070222000007 FG02610.1 NCU00118.1
AN5456.1 69.m15476 AO070341000410 FG06694.1 NCU00120.1
AN6107.1 72.m19051 AO070340000100 FG05555.1 NCU00121.1
AN2966.1 59.m09423 AO070337000161 FG06655.1 NCU00122.1
AN4201.1 54.m07043 AO070231000023 FG07277.1 NCU00129.1
AN9183.1 55.m03198 AO070315000076 FG01685.1 NCU00130.1
AN0812.1 70.m15412 AO070288000092 FG07274.1 NCU00130.1
AN6687.1 65.m07501 AO070339000094 FG02518.1 NCU00133.1
AN8787.1 71.m15583 AO070276000074 FG06659.1 NCU00134.1
AN6577.1 62.m03163 AO070326000023 FG02594.1 NCU00136.1
AN7742.1 71.m15770 AO070325000166 FG07269.1 NCU00137.1
AN9527.1 62.m03164 AO070326000022 FG02600.1 NCU00147.1
AN6532.1 62.m03120 AO070270000032 FG02599.1 NCU00148.1
AN2293.1 71.m15941 AO070295000072 FG07313.1 NCU00150.1
AN5307.1 70.m15393 AO070316000053 FG07263.1 NCU00153.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1491.1 55.m02999 AO070334000203 FG02532.1 NCU00157.1
AN0632.1 70.m15650 AO070318000122 FG02533.1 NCU00158.1
AN0631.1 70.m15651 AO070318000121 FG02534.1 NCU00159.1
AN3751.1 65.m07382 AO070309000071 FG05442.1 NCU00161.1
AN7302.1 72.m19765 AO070297000048 FG02529.1 NCU00162.1
AN7301.1 72.m19764 AO070297000049 FG02528.1 NCU00163.1
AN7303.1 72.m20021 AO070297000050 FG02527.1 NCU00164.1
AN6139.1 72.m19025 AO070340000063 FG06642.1 NCU00168.1
AN0834.1 70.m15804 AO070255000011 FG06644.1 NCU00169.1
AN4192.1 54.m06754 AO070342000112 FG06678.1 NCU00170.1
AN0268.1 54.m06475 AO070334000074 FG06680.1 NCU00172.1
AN8782.1 71.m15582 AO070289000007 FG06681.1 NCU00173.1
AN6541.1 62.m03133 AO070270000044 FG02506.1 NCU00177.1
AN2499.1 59.m09383 AO070312000049 FG05531.1 NCU00178.1
AN6894.1 71.m16019 AO070314000028 FG05403.1 NCU00181.1
AN6041.1 72.m19117 AO070340000241 FG05405.1 NCU00183.1
AN3805.1 57.m05678 AO070337000222 FG11137.1 NCU00187.1
AN1632.1 58.m07722 AO070299000042 FG05547.1 NCU00188.1
AN1811.1 58.m07714 AO070299000060 FG05545.1 NCU00193.1
AN1810.1 58.m07713 AO070299000061 FG05546.1 NCU00194.1
AN2282.1 71.m16112 AO070295000059 FG04217.1 NCU00195.1
AN7649.1 57.m05407 AO070268000005 FG05543.1 NCU00198.1
AN6341.1 72.m19517 AO070298000009 FG07311.1 NCU00202.1
AN8783.1 71.m15597 AO070289000008 FG05504.1 NCU00205.1
AN7230.1 72.m20024 AO070290000040 FG09085.1 NCU00206.1
AN6143.1 72.m19021 AO070340000060 FG05487.1 NCU00209.1
AN6138.1 72.m19026 AO070340000064 FG05492.1 NCU00213.1
AN6365.1 72.m19495 AO070340000205 FG05495.1 NCU00215.1
AN6366.1 72.m19494 AO070279000052 FG06947.1 NCU00216.1
AN0837.1 70.m15437 AO070255000006 FG06641.1 NCU00219.1
AN4112.1 54.m07047 AO070342000107 FG06666.1 NCU00222.1
AN4900.1 59.m08799 AO070338000044 FG06664.1 NCU00223.1
AN1489.1 55.m02996 AO070334000202 FG06669.1 NCU00226.1
AN0988.1 70.m15629 AO070318000150 FG06637.1 NCU00230.1
AN0951.1 70.m15597 AO070320000152 FG06635.1 NCU00232.1
AN0876.1 70.m15479 AO070320000035 FG06634.1 NCU00236.1
AN0842.1 70.m15442 AO070216000002 FG06631.1 NCU00239.1
AN2862.1 59.m08708 AO070338000160 FG06627.1 NCU00243.1
AN1257.1 56.m02387 AO070327000016 FG10282.1 NCU00244.1
AN4917.1 59.m08820 AO070338000026 FG06588.1 NCU00257.1
AN4916.1 59.m08819 AO070338000027 FG06587.1 NCU00258.1
AN2860.1 59.m08704 AO070338000162 FG06619.1 NCU00260.1
AN8825.1 71.m15957 AO070271000056 FG05558.1 NCU00269.1
AN0038.1 71.m15313 AO070314000116 FG05519.1 NCU00274.1
AN0040.1 71.m15315 AO070314000119 FG05516.1 NCU00276.1
AN1934.1 58.m08870 AO070342000199 FG07035.1 NCU00279.1
AN6596.1 62.m03202 AO070326000045 FG05557.1 NCU00280.1
AN0568.1 69.m15274 AO070272000047 FG04683.1 NCU00289.1
AN6369.1 72.m19491 AO070279000072 FG05589.1 NCU00290.1
AN8204.1 53.m03770 AO070310000113 FG05580.1 NCU00293.1
AN1122.1 70.m15112 AO070331000114 FG06924.1 NCU00294.1
AN7335.1 72.m19736 AO070297000108 FG05515.1 NCU00295.1
AN2591.1 58.m08876 AO070245000015 FG04215.1 NCU00298.1
AN0653.1 70.m15257 AO070343000573 FG05533.1 NCU00303.1
AN0732.1 70.m15321 AO070343000493 FG03725.1 NCU00306.1
AN0625.1 70.m15660 AO070280000077 FG06776.1 NCU00308.1
AN0407.1 54.m06667 AO070338000247 FG05376.1 NCU00310.1
AN0406.1 54.m06668 AO070338000246 FG05377.1 NCU00311.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN0256.1 54.m06525 AO070334000101 FG05380.1 NCU00317.1
AN6304.1 72.m19330 AO070308000059 FG05459.1 NCU00324.1
AN6309.1 72.m19325 AO070308000064 FG05460.1 NCU00325.1
AN1688.1 58.m07763 AO070305000008 FG06649.1 NCU00326.1
AN0634.1 70.m15648 AO070318000124 FG05510.1 NCU00333.1
AN6111.1 72.m19047 AO070340000094 FG05509.1 NCU00334.1
AN5455.1 69.m15477 AO070341000411 FG07262.1 NCU00336.1
AN7260.1 72.m19789 AO070297000018 FG05465.1 NCU00337.1
AN6487.1 62.m03075 AO070222000002 FG05471.1 NCU00338.1
AN2290.1 71.m15938 AO070295000069 FG07310.1 NCU00340.1
AN6068.1 72.m19057 AO070340000109 FG05573.1 NCU00345.1
AN7291.1 72.m20019 AO070297000031 FG06745.1 NCU00349.1
AN6112.1 72.m19046 AO070340000093 FG06743.1 NCU00352.1
AN9339.1 52.m03838 AO070315000069 FG06733.1 NCU00355.1
AN2055.1 58.m07643 AO070292000025 FG06736.1 NCU00357.1
AN1854.1 58.m08938 AO070292000029 FG06735.1 NCU00358.1
AN1859.1 58.m07653 AO070292000036 FG06737.1 NCU00359.1
AN1860.1 58.m08924 AO070292000037 FG06738.1 NCU00360.1
AN6067.1 72.m19056 AO070340000108 FG05425.1 NCU00366.1
AN6348.1 72.m19507 AO070275000017 FG05578.1 NCU00371.1
AN6349.1 72.m19506 AO070275000018 FG06925.1 NCU00372.1
AN4088.1 54.m06733 AO070342000091 FG06917.1 NCU00373.1
AN0953.1 70.m15600 AO070320000154 FG05438.1 NCU00376.1
AN4211.1 54.m06770 AO070231000013 FG07253.1 NCU00377.1
AN1689.1 58.m07764 AO070305000009 FG02273.1 NCU00378.1
AN4071.1 54.m06996 AO070342000060 FG07239.1 NCU00387.1
AN4080.1 54.m06721 AO070342000072 FG07241.1 NCU00389.1
AN4077.1 54.m06720 AO070342000069 FG07243.1 NCU00392.1
AN5452.1 69.m15743 AO070239000031 FG07245.1 NCU00396.1
AN6064.1 72.m19053 AO070340000104 FG04677.1 NCU00397.1
AN8333.1 52.m03916 AO070330000167 FG07988.1 NCU00399.1
AN8834.1 71.m15964 AO070271000043 FG05466.1 NCU00404.1
AN8835.1 71.m15965 AO070271000044 FG06958.1 NCU00405.1
AN8836.1 71.m15967 AO070271000042 FG06957.1 NCU00406.1
AN8853.1 71.m15988 AO070271000021 FG06927.1 NCU00410.1
AN2272.1 71.m15917 AO070295000048 FG06932.1 NCU00414.1
AN8857.1 71.m15995 AO070271000016 FG06935.1 NCU00417.1
AN6558.1 62.m03146 AO070270000062 FG06937.1 NCU00419.1
AN6560.1 62.m03147 AO070326000001 FG06938.1 NCU00420.1
AN7299.1 72.m19767 AO070297000045 FG06955.1 NCU00422.1
AN7296.1 72.m19770 AO070297000039 FG06953.1 NCU00424.1
AN6893.1 71.m16018 AO070314000027 FG05523.1 NCU00427.1
AN6895.1 71.m15245 AO070314000026 FG05522.1 NCU00428.1
AN7250.1 72.m19799 AO070297000005 FG04095.1 NCU00430.1
AN1105.1 70.m15127 AO070285000033 FG04115.1 NCU00431.1
AN0071.1 71.m15347 AO070314000160 FG04110.1 NCU00432.1
AN6892.1 71.m15247 AO070314000029 FG04111.1 NCU00434.1
AN6898.1 71.m16034 AO070314000023 FG04112.1 NCU00435.1
AN0662.1 70.m15265 AO070343000558 FG04114.1 NCU00438.1
AN0081.1 71.m15359 AO070311000136 FG04104.1 NCU00440.1
AN0082.1 71.m15360 AO070311000135 FG04105.1 NCU00441.1
AN0083.1 71.m16062 AO070311000134 FG04108.1 NCU00444.1
AN6889.1 71.m15250 AO070314000032 FG04109.1 NCU00445.1
AN1103.1 70.m15129 AO070285000035 FG04103.1 NCU00446.1
AN1102.1 70.m15130 AO070285000036 FG04102.1 NCU00447.1
AN2289.1 71.m15936 AO070295000068 FG06890.1 NCU00450.1
AN7252.1 72.m19797 AO070297000007 FG04101.1 NCU00455.1
AN7350.1 72.m19727 AO070278000050 FG02575.1 NCU00457.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN7348.1 72.m19729 AO070278000051 FG02577.1 NCU00459.1
AN7451.1 57.m05891 AO070229000024 FG04117.1 NCU00461.1
AN7354.1 72.m19725 AO070278000046 FG04137.1 NCU00464.1
AN7360.1 72.m19716 AO070278000039 FG04121.1 NCU00465.1
AN2129.1 72.m19712 AO070278000034 FG02584.1 NCU00467.1
AN5959.1 72.m19175 AO070340000312 FG04139.1 NCU00468.1
AN5934.1 72.m19195 AO070340000336 FG04140.1 NCU00469.1
AN1855.1 58.m07647 AO070292000031 FG06730.1 NCU00473.1
AN5441.1 69.m15493 AO070333000104 FG06893.1 NCU00475.1
AN5443.1 69.m15491 AO070333000106 FG06894.1 NCU00476.1
AN5442.1 69.m15492 AO070333000105 FG06895.1 NCU00477.1
AN2740.1 54.m06691 AO070338000231 FG06914.1 NCU00478.1
AN6354.1 72.m19501 AO070275000057 FG06912.1 NCU00480.1
AN8044.1 53.m03900 AO070292000105 FG06911.1 NCU00481.1
AN4543.1 57.m05576 AO070321000163 FG05429.1 NCU00487.1
AN4087.1 54.m06728 AO070342000080 FG05433.1 NCU00489.1
AN0924.1 70.m15807 AO070320000103 FG05434.1 NCU00490.1
AN0922.1 70.m15529 AO070320000101 FG05436.1 NCU00493.1
AN4066.1 54.m06710 AO070342000056 FG06926.1 NCU00495.1
AN0955.1 70.m15604 AO070320000157 FG06901.1 NCU00497.1
AN0947.1 70.m15586 AO070320000146 FG06900.1 NCU00498.1
AN1536.1 55.m03054 AO070334000256 FG00515.1 NCU00499.1
AN1533.1 55.m03051 AO070334000253 FG00372.1 NCU00501.1
AN1534.1 55.m03052 AO070334000254 FG00373.1 NCU00502.1
AN2104.1 57.m05805 AO070341000262 FG00357.1 NCU00504.1
AN2105.1 57.m05806 AO070341000263 FG00358.1 NCU00505.1
AN7588.1 72.m19610 AO070343000302 FG00589.1 NCU00519.1
AN7554.1 72.m19572 AO070277000055 FG00590.1 NCU00520.1
AN0681.1 71.m15200 AO070303000069 FG00454.1 NCU00522.1
AN4633.1 57.m05544 AO070340000373 FG09220.1 NCU00527.1
AN4632.1 57.m05543 AO070340000375 FG09221.1 NCU00528.1
AN8565.1 71.m15702 AO070311000007 FG00186.1 NCU00536.1
AN1451.1 55.m02953 AO070302000016 FG00185.1 NCU00537.1
AN7749.1 71.m15779 AO070325000178 FG00243.1 NCU00541.1
AN5236.1 71.m15778 AO070325000177 FG00257.1 NCU00542.1
AN4706.1 71.m15694 AO070329000170 FG08719.1 NCU00551.1
AN4793.1 59.m09188 AO070329000053 FG08498.1 NCU00554.1
AN4771.1 59.m09211 AO070329000081 FG00265.1 NCU00560.1
AN4768.1 59.m09217 AO070329000089 FG09414.1 NCU00562.1
AN4611.1 57.m05983 AO070267000026 FG00168.1 NCU00564.1
AN9486.1 59.m09213 AO070329000083 FG09444.1 NCU00565.1
AN8769.1 62.m03316 AO070343000429 FG08537.1 NCU00566.1
AN4219.1 54.m06799 AO070315000080 FG08551.1 NCU00570.1
AN4220.1 54.m06798 AO070315000079 FG08550.1 NCU00571.1
AN0866.1 70.m15462 AO070320000017 FG08548.1 NCU00573.1
AN8686.1 62.m03486 AO070315000105 FG08776.1 NCU00577.1
AN8680.1 62.m03391 AO070315000100 FG08777.1 NCU00578.1
AN9063.1 66.m04527 AO070332000210 FG08586.1 NCU00579.1
AN0868.1 70.m15459 AO070320000019 FG08585.1 NCU00580.1
AN6140.1 72.m19024 AO070340000062 FG08779.1 NCU00581.1
AN4615.1 57.m05532 AO070267000032 FG08692.1 NCU00586.1
AN0931.1 70.m15539 AO070320000122 FG08691.1 NCU00587.1
AN0930.1 70.m15538 AO070320000120 FG08690.1 NCU00589.1
AN4690.1 71.m15673 AO070284000045 FG08688.1 NCU00591.1
AN4783.1 59.m09200 AO070329000067 FG00182.1 NCU00593.1
AN4613.1 57.m05530 AO070267000029 FG09447.1 NCU00599.1
AN4782.1 59.m09201 AO070329000068 FG00170.1 NCU00600.1
AN4774.1 59.m09209 AO070329000078 FG09448.1 NCU00602.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN4714.1 71.m16089 AO070337000217 FG09413.1 NCU00605.1
AN4659.1 71.m15715 AO070316000143 FG09424.1 NCU00608.1
AN4716.1 71.m15704 AO070311000005 FG09425.1 NCU00609.1
AN4728.1 71.m15638 AO070284000080 FG00261.1 NCU00614.1
AN4635.1 57.m05546 AO070248000030 FG06405.1 NCU00615.1
AN4561.1 57.m05556 AO070321000186 FG06406.1 NCU00617.1
AN4777.1 59.m09469 AO070329000074 FG06407.1 NCU00618.1
AN0846.1 70.m15445 AO070216000005 FG06408.1 NCU00619.1
AN4639.1 57.m05552 AO070321000194 FG08704.1 NCU00621.1
AN4564.1 57.m05553 AO070321000192 FG08703.1 NCU00622.1
AN6626.1 62.m03217 AO070315000108 FG05676.1 NCU00623.1
AN6628.1 62.m03224 AO070326000079 FG08784.1 NCU00624.1
AN3224.1 67.m02932 AO070330000074 FG08541.1 NCU00628.1
AN3223.1 67.m02931 AO070330000073 FG09456.1 NCU00629.1
AN5483.1 69.m15470 AO070341000402 FG08540.1 NCU00631.1
AN7550.1 72.m19567 AO070277000047 FG08539.1 NCU00632.1
AN6629.1 62.m03225 AO070326000081 FG08561.1 NCU00634.1
AN6630.1 62.m03226 AO070326000082 FG08560.1 NCU00635.1
AN0756.1 70.m15358 AO070343000444 FG03904.1 NCU00642.1
AN0942.1 70.m15574 AO070320000137 FG00655.1 NCU00643.1
AN0943.1 70.m15575 AO070320000138 FG00656.1 NCU00644.1
AN9116.1 66.m04582 AO070332000151 FG00269.1 NCU00649.1
AN3794.1 57.m05968 AO070337000233 FG00270.1 NCU00650.1
AN3787.1 57.m05696 AO070337000242 FG00271.1 NCU00651.1
AN9401.1 52.m04028 AO070274000016 FG08521.1 NCU00655.1
AN4709.1 71.m15697 AO070329000166 FG08522.1 NCU00656.1
AN4711.1 71.m15699 AO070329000164 FG11353.1 NCU00659.1
AN4672.1 71.m15660 AO070284000034 FG06411.1 NCU00662.1
AN4707.1 71.m15695 AO070329000169 FG00188.1 NCU00664.1
AN9402.1 52.m04029 AO070274000015 FG00259.1 NCU00665.1
AN4719.1 71.m15707 AO070311000002 FG08572.1 NCU00668.1
AN4683.1 71.m15667 AO070284000018 FG00189.1 NCU00669.1
AN0239.1 71.m15643 AO070284000068 FG00191.1 NCU00671.1
AN0238.1 71.m15644 AO070284000067 FG00192.1 NCU00673.1
AN2496.1 59.m08494 AO070312000124 FG08819.1 NCU00675.1
AN9062.1 66.m04526 AO070332000211 FG08841.1 NCU00676.1
AN6639.1 62.m03234 AO070326000091 FG08851.1 NCU00680.1
AN7784.1 71.m15815 AO070286000028 FG08728.1 NCU00681.1
AN4717.1 71.m15705 AO070311000004 FG08729.1 NCU00682.1
AN4563.1 57.m05554 AO070321000191 FG08731.1 NCU00685.1
AN8691.1 62.m03474 AO070315000112 FG08642.1 NCU00690.1
AN4616.1 57.m05533 AO070267000033 FG08644.1 NCU00692.1
AN4617.1 57.m05535 AO070267000034 FG08645.1 NCU00693.1
AN0768.1 70.m15371 AO070316000076 FG02859.1 NCU00695.1
AN2985.1 59.m09028 AO070337000137 FG03726.1 NCU00711.1
AN3817.1 57.m05666 AO070311000014 FG09197.1 NCU00712.1
AN3809.1 57.m05673 AO070337000220 FG09196.1 NCU00713.1
AN6226.1 72.m19427 AO070304000076 FG01713.1 NCU00722.1
AN6721.1 53.m03953 AO070335000072 FG05798.1 NCU00722.1
AN3814.1 57.m05668 AO070311000012 FG00777.1 NCU00726.1
AN9125.1 66.m04585 AO070332000149 FG00778.1 NCU00727.1
AN2327.1 71.m15526 AO070323000030 FG05028.1 NCU00736.1
AN0356.1 54.m06398 AO070318000032 FG05024.1 NCU00741.1
AN0351.1 54.m06404 AO070318000028 FG05023.1 NCU00742.1
AN0352.1 54.m06403 AO070318000029 FG09704.1 NCU00743.1
AN8122.1 53.m03834 AO070322000030 FG09697.1 NCU00754.1
AN0581.1 69.m15267 AO070280000003 FG03080.1 NCU00755.1
AN1433.1 55.m02939 AO070232000013 FG03601.1 NCU00761.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN9090.1 66.m04770 AO070332000188 FG05737.1 NCU00768.1
AN5774.1 69.m14823 AO070249000018 FG05736.1 NCU00770.1
AN5675.1 65.m07401 AO070309000090 FG05735.1 NCU00771.1
AN5790.1 69.m14806 AO070249000036 FG05733.1 NCU00775.1
AN7060.1 70.m15693 AO070336000179 FG05628.1 NCU00776.1
AN5789.1 69.m14807 AO070249000035 FG05728.1 NCU00777.1
AN0628.1 70.m15655 AO070299000112 FG09696.1 NCU00780.1
AN0375.1 54.m06372 AO070228000007 FG05238.1 NCU00782.1
AN1111.1 70.m15122 AO070285000025 FG09695.1 NCU00784.1
AN0385.1 54.m06359 AO070318000082 FG05696.1 NCU00792.1
AN4262.1 65.m07437 AO070277000028 FG05697.1 NCU00793.1
AN0361.1 54.m06388 AO070318000041 FG05698.1 NCU00794.1
AN3378.1 53.m03951 AO070317000065 FG09214.1 NCU00799.1
AN9377.1 52.m03906 AO070315000006 FG04176.1 NCU00811.1
AN3812.1 57.m05670 AO070311000009 FG09363.1 NCU00812.1
AN0248.1 54.m06701 AO070338000241 FG09362.1 NCU00813.1
AN4492.1 57.m05639 AO070311000044 FG00781.1 NCU00823.1
AN4493.1 57.m05638 AO070343000131 FG00780.1 NCU00824.1
AN1483.1 55.m03255 AO070334000189 FG00622.1 NCU00828.1
AN3208.1 69.m15514 AO070333000140 FG06060.1 NCU00829.1
AN3813.1 57.m05669 AO070311000011 FG00773.1 NCU00830.1
AN7231.1 72.m19815 AO070290000019 FG02204.1 NCU00831.1
AN3772.1 63.m00625 AO070330000061 FG09303.1 NCU00860.1
AN8099.1 72.m19551 AO070309000130 FG06612.1 NCU00865.1
AN9483.1 56.m02448 AO070313000069 FG11114.1 NCU00866.1
AN7705.1 71.m15730 AO070325000111 FG02812.1 NCU00879.1
AN7704.1 71.m15725 AO070325000110 FG02811.1 NCU00880.1
AN4702.1 71.m15684 AO070329000178 FG02810.1 NCU00881.1
AN4701.1 71.m15685 AO070329000177 FG02809.1 NCU00882.1
AN4177.1 56.m02500 AO070319000001 FG02822.1 NCU00884.1
AN9072.1 66.m04522 AO070332000216 FG00808.1 NCU00889.1
AN3368.1 66.m04636 AO070281000024 FG04679.1 NCU00890.1
AN9064.1 66.m04521 AO070332000217 FG04922.1 NCU00891.1
AN3840.1 58.m07816 AO070305000075 FG00684.1 NCU00892.1
AN3843.1 58.m07819 AO070305000078 FG00686.1 NCU00894.1
AN3841.1 58.m07817 AO070305000076 FG00688.1 NCU00896.1
AN0430.1 54.m06619 AO070338000280 FG00716.1 NCU00897.1
AN0436.1 54.m06621 AO070338000281 FG00715.1 NCU00898.1
AN0416.1 54.m06658 AO070338000264 FG00714.1 NCU00899.1
AN3619.1 58.m07406 AO070342000161 FG00711.1 NCU00901.1
AN3607.1 58.m07405 AO070342000160 FG00710.1 NCU00902.1
AN9066.1 66.m04520 AO070332000218 FG00706.1 NCU00904.1
AN0827.1 70.m15428 AO070255000018 FG00700.1 NCU00913.1
AN4550.1 57.m05560 AO070321000181 FG04554.1 NCU00915.1
AN9070.1 66.m04524 AO070332000215 FG00698.1 NCU00918.1
AN0944.1 70.m15576 AO070320000139 FG00877.1 NCU00919.1
AN3362.1 66.m04778 AO070281000034 FG00690.1 NCU00920.1
AN3802.1 57.m05972 AO070337000226 FG00691.1 NCU00921.1
AN3803.1 57.m05973 AO070337000224 FG00693.1 NCU00923.1
AN3826.1 58.m07802 AO070305000062 FG00694.1 NCU00924.1
AN3827.1 58.m07803 AO070305000064 FG00695.1 NCU00925.1
AN3363.1 66.m04629 AO070281000032 FG00697.1 NCU00927.1
AN0428.1 54.m06617 AO070338000279 FG00875.1 NCU00931.1
AN3829.1 58.m07805 AO070305000066 FG06752.1 NCU00936.1
AN3620.1 58.m07407 AO070342000132 FG00281.1 NCU00942.1
AN7564.1 72.m19997 AO070343000407 FG05623.1 NCU00944.1
AN2967.1 59.m09040 AO070337000149 FG06863.1 NCU00950.1
AN2968.1 59.m09041 AO070337000151 FG00496.1 NCU00951.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN0293.1 54.m06491 AO070334000049 FG00587.1 NCU00954.1
AN5400.1 69.m15773 AO070333000134 FG03163.1 NCU00955.1
AN1445.1 55.m02948 AO070302000002 FG01355.1 NCU00956.1
AN1467.1 55.m02969 AO070306000090 FG05611.1 NCU00958.1
AN2332.1 71.m15534 AO070323000014 FG05610.1 NCU00959.1
AN1524.1 55.m03268 AO070334000242 FG00417.1 NCU00963.1
AN1525.1 55.m03280 AO070334000243 FG05600.1 NCU00965.1
AN1526.1 55.m03269 AO070334000244 FG05601.1 NCU00966.1
AN1444.1 55.m02947 AO070302000001 FG00393.1 NCU00969.1
AN5997.1 72.m19143 AO070340000279 FG00395.1 NCU00971.1
AN5727.1 54.m06847 AO070324000124 FG11048.1 NCU00972.1
AN2927.1 59.m09068 AO070337000182 FG01137.1 NCU00978.1
AN5996.1 72.m19144 AO070340000281 FG05605.1 NCU00979.1
AN2926.1 59.m09069 AO070337000185 FG01135.1 NCU00981.1
AN2395.1 72.m19542 AO070298000064 FG03320.1 NCU00985.1
AN5734.1 69.m14862 AO070341000025 FG06235.1 NCU00988.1
AN4377.1 58.m07955 AO070261000012 FG07387.1 NCU00998.1
AN4375.1 58.m07954 AO070261000014 FG07446.1 NCU00999.1
AN6743.1 66.m04708 AO070313000143 FG04970.1 NCU01000.1
AN0665.1 70.m15268 AO070343000555 FG10180.1 NCU01002.1
AN3188.1 59.m08502 AO070312000135 FG10007.1 NCU01004.1
AN7450.1 57.m05893 AO070229000023 FG10217.1 NCU01006.1
AN6171.1 72.m19002 AO070340000034 FG10219.1 NCU01008.1
AN1403.1 70.m14821 AO070233000018 FG10080.1 NCU01013.1
AN1350.1 70.m14882 AO070237000010 FG10072.1 NCU01016.1
AN1354.1 70.m14876 AO070237000006 FG10076.1 NCU01022.1
AN1348.1 70.m14885 AO070247000017 FG10077.1 NCU01023.1
AN1950.1 58.m07346 AO070342000218 FG10167.1 NCU01036.1
AN8361.1 57.m05343 AO070286000054 FG02643.1 NCU01039.1
AN7745.1 71.m15773 AO070325000172 FG02090.1 NCU01047.1
AN2110.1 57.m05816 AO070341000275 FG02691.1 NCU01057.1
AN2045.1 58.m07633 AO070292000012 FG01892.1 NCU01059.1
AN1181.1 70.m15760 AO070331000179 FG00620.1 NCU01065.1
AN1808.1 65.m07153 AO070319000057 FG04716.1 NCU01066.1
AN2211.1 71.m15854 AO070294000011 FG02126.1 NCU01067.1
AN8831.1 71.m15962 AO070271000048 FG02092.1 NCU01069.1
AN8832.1 71.m15963 AO070271000047 FG02093.1 NCU01070.1
AN7663.1 57.m05430 AO070268000034 FG02407.1 NCU01078.1
AN8231.1 53.m03738 AO070310000077 FG09035.1 NCU01083.1
AN4099.1 69.m15711 AO070343000059 FG09059.1 NCU01089.1
AN3888.1 72.m19605 AO070343000294 FG08575.1 NCU01095.1
AN8796.1 71.m15603 AO070276000064 FG05865.1 NCU01099.1
AN8228.1 53.m03745 AO070310000083 FG05864.1 NCU01100.1
AN3305.1 71.m15151 AO070329000026 FG07570.1 NCU01107.1
AN4105.1 54.m07046 AO070342000105 FG06995.1 NCU01111.1
AN8404.1 52.m03910 AO070276000017 FG02975.1 NCU01112.1
AN8806.1 71.m16076 AO070276000052 FG05955.1 NCU01116.1
AN8805.1 71.m15612 AO070276000053 FG05948.1 NCU01121.1
AN3083.1 52.m03887 AO070339000016 FG07661.1 NCU01123.1
AN4148.1 58.m07369 AO070342000182 FG01484.1 NCU01132.1
AN2037.1 55.m03233 AO070281000048 FG02886.1 NCU01138.1
AN8060.1 54.m06354 AO070323000153 FG08346.1 NCU01138.1
AN2261.1 71.m15902 AO070326000103 FG09004.1 NCU01141.1
AN2140.1 72.m20004 AO070343000185 FG07412.1 NCU01146.1
AN8145.1 71.m15392 AO070311000100 FG03521.1 NCU01149.1
AN3150.1 59.m08509 AO070191000004 FG09991.1 NCU01157.1
AN7659.1 57.m05423 AO070268000028 FG10087.1 NCU01160.1
AN7658.1 57.m05422 AO070268000027 FG10361.1 NCU01161.1

7



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 1 - Orthologs

A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN7657.1 57.m05419 AO070268000020 FG09980.1 NCU01162.1
AN5102.1 54.m06919 AO070291000077 FG10040.1 NCU01164.1
AN5100.1 54.m06960 AO070291000079 FG10041.1 NCU01165.1
AN4987.1 59.m08890 AO070288000055 FG09908.1 NCU01166.1
AN4244.1 54.m06806 AO070324000168 FG09907.1 NCU01167.1
AN8810.1 71.m15616 AO070276000047 FG06805.1 NCU01170.1
AN7994.1 53.m03853 AO070322000052 FG06777.1 NCU01171.1
AN7993.1 53.m03854 AO070322000053 FG06778.1 NCU01172.1
AN8013.1 53.m03861 AO070322000061 FG06781.1 NCU01174.1
AN8012.1 53.m03860 AO070322000060 FG06784.1 NCU01175.1
AN8032.1 53.m03880 AO070322000129 FG06786.1 NCU01177.1
AN6510.1 62.m03096 AO070270000003 FG07331.1 NCU01179.1
AN2267.1 71.m16116 AO070295000039 FG07332.1 NCU01180.1
AN2244.1 71.m15878 AO070326000129 FG05139.1 NCU01183.1
AN2245.1 71.m15879 AO070326000128 FG05138.1 NCU01184.1
AN2247.1 71.m15881 AO070326000126 FG05136.1 NCU01186.1
AN2246.1 71.m15880 AO070326000127 FG05135.1 NCU01187.1
AN0226.1 71.m16095 AO070284000066 FG05134.1 NCU01188.1
AN6515.1 62.m03102 AO070270000010 FG07320.1 NCU01190.1
AN7325.1 72.m19745 AO070297000077 FG07175.1 NCU01192.1
AN4376.1 58.m07953 AO070261000018 FG07174.1 NCU01195.1
AN1158.1 70.m15083 AO070331000148 FG07009.1 NCU01197.1
AN4467.1 58.m07853 AO070305000123 FG07439.1 NCU01200.1
AN5685.1 65.m07411 AO070309000100 FG07442.1 NCU01203.1
AN5686.1 65.m07412 AO070309000101 FG07443.1 NCU01204.1
AN5687.1 65.m07413 AO070309000102 FG07444.1 NCU01205.1
AN6550.1 62.m03123 AO070270000035 FG05195.1 NCU01210.1
AN7732.1 71.m15754 AO070325000143 FG02049.1 NCU01211.1
AN4216.1 54.m06773 AO070231000008 FG02096.1 NCU01218.1
AN4215.1 54.m06772 AO070231000009 FG02097.1 NCU01219.1
AN4202.1 54.m06762 AO070231000022 FG02099.1 NCU01221.1
AN2295.1 71.m15944 AO070295000075 FG02030.1 NCU01227.1
AN2294.1 71.m15943 AO070295000074 FG02040.1 NCU01229.1
AN6095.1 72.m19092 AO070340000163 FG05882.1 NCU01231.1
AN8016.1 53.m03863 AO070322000065 FG05858.1 NCU01234.1
AN8015.1 53.m04142 AO070322000064 FG05857.1 NCU01235.1
AN8211.1 53.m03763 AO070310000102 FG05855.1 NCU01238.1
AN8797.1 71.m15604 AO070276000063 FG05861.1 NCU01240.1
AN8785.1 65.m07308 AO070289000010 FG07131.1 NCU01241.1
AN2136.1 72.m19704 AO070343000181 FG07133.1 NCU01243.1
AN2144.1 72.m19697 AO070343000192 FG07138.1 NCU01246.1
AN2143.1 72.m19698 AO070343000190 FG07139.1 NCU01247.1
AN2141.1 72.m19700 AO070343000187 FG07140.1 NCU01248.1
AN2142.1 72.m19699 AO070343000188 FG07141.1 NCU01249.1
AN0275.1 54.m06468 AO070334000082 FG07129.1 NCU01250.1
AN0078.1 71.m15357 AO070311000137 FG07456.1 NCU01252.1
AN1076.1 70.m15150 AO070285000076 FG07454.1 NCU01254.1
AN1093.1 70.m15138 AO070285000054 FG07453.1 NCU01255.1
AN1092.1 70.m15139 AO070285000055 FG06147.1 NCU01256.1
AN7331.1 72.m19738 AO070297000093 FG07458.1 NCU01258.1
AN2146.1 72.m19695 AO070343000195 FG07460.1 NCU01259.1
AN0664.1 70.m15267 AO070343000556 FG05898.1 NCU01266.1
AN2965.1 59.m09050 AO070337000162 FG01908.1 NCU01269.1
AN3846.1 58.m07821 AO070305000083 FG05903.1 NCU01271.1
AN3853.1 58.m07830 AO070305000093 FG05902.1 NCU01272.1
AN3852.1 58.m07832 AO070305000091 FG05918.1 NCU01274.1
AN3855.1 58.m07827 AO070305000095 FG05919.1 NCU01275.1
AN2745.1 54.m06686 AO070338000226 FG01906.1 NCU01276.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1382.1 70.m14839 AO070243000014 FG10376.1 NCU01279.1
AN4240.1 54.m06803 AO070324000174 FG10092.1 NCU01282.1
AN9101.1 66.m04562 AO070332000172 FG10185.1 NCU01284.1
AN4482.1 57.m05649 AO070311000031 FG07881.1 NCU01285.1
AN8851.1 71.m15986 AO070271000025 FG07206.1 NCU01290.1
AN6536.1 62.m03136 AO070270000048 FG06093.1 NCU01300.1
AN0266.1 54.m06496 AO070334000087 FG01895.1 NCU01310.1
AN0265.1 54.m06967 AO070334000094 FG01916.1 NCU01315.1
AN0261.1 54.m06965 AO070334000097 FG01917.1 NCU01318.1
AN6114.1 72.m19045 AO070340000090 FG01896.1 NCU01321.1
AN6166.1 72.m19013 AO070340000049 FG01903.1 NCU01322.1
AN2963.1 59.m09052 AO070337000166 FG01910.1 NCU01323.1
AN2940.1 59.m09054 AO070337000170 FG01909.1 NCU01324.1
AN7680.1 57.m05457 AO070325000070 FG10348.1 NCU01327.1
AN0688.1 70.m15291 AO070343000525 FG09998.1 NCU01328.1
AN0925.1 70.m15533 AO070320000104 FG10000.1 NCU01330.1
AN1319.1 57.m05886 AO070287000068 FG10001.1 NCU01331.1
AN3088.1 59.m09372 AO070266000041 FG10002.1 NCU01332.1
AN5184.1 54.m07057 AO070291000019 FG10003.1 NCU01333.1
AN4385.1 58.m08969 AO070261000030 FG10381.1 NCU01335.1
AN4384.1 58.m07940 AO070261000029 FG10379.1 NCU01337.1
AN2510.1 59.m09341 AO070263000047 FG10378.1 NCU01338.1
AN2911.1 59.m09396 AO070338000094 FG10142.1 NCU01345.1
AN6869.1 71.m15260 AO070314000053 FG02206.1 NCU01348.1
AN4645.1 57.m05476 AO070316000119 FG10018.1 NCU01356.1
AN4188.1 54.m06746 AO070342000109 FG01911.1 NCU01361.1
AN0077.1 71.m16046 AO070311000138 FG07012.1 NCU01364.1
AN4456.1 58.m07868 AO070173000001 FG06802.1 NCU01367.1
AN4457.1 58.m07867 AO070305000136 FG06803.1 NCU01368.1
AN5931.1 72.m19952 AO070340000344 FG04132.1 NCU01369.1
AN7723.1 71.m15750 AO070325000138 FG06122.1 NCU01370.1
AN2493.1 59.m08496 AO070312000127 FG07375.1 NCU01376.1
AN8002.1 53.m03844 AO070322000044 FG06092.1 NCU01377.1
AN1482.1 55.m02988 AO070334000186 FG06090.1 NCU01378.1
AN8000.1 53.m04194 AO070322000046 FG06089.1 NCU01379.1
AN8120.1 53.m03831 AO070322000028 FG07371.1 NCU01387.1
AN8119.1 53.m03830 AO070322000027 FG07370.1 NCU01388.1
AN8167.1 53.m03810 AO070266000001 FG05979.1 NCU01395.1
AN5638.1 58.m07325 AO070342000239 FG10110.1 NCU01397.1
AN0657.1 70.m15789 AO070343000569 FG10106.1 NCU01401.1
AN9108.1 66.m04760 AO070332000164 FG09040.1 NCU01402.1
AN9099.1 66.m04767 AO070332000175 FG10105.1 NCU01409.1
AN5656.1 58.m08892 AO070342000244 FG10120.1 NCU01411.1
AN5799.1 72.m18927 AO070260000050 FG10121.1 NCU01412.1
AN5833.1 72.m18961 AO070260000012 FG10126.1 NCU01417.1
AN7194.1 54.m06399 AO070197000003 FG10124.1 NCU01419.1
AN5005.1 59.m08905 AO070255000035 FG09912.1 NCU01421.1
AN2996.1 59.m09439 AO070337000121 FG10179.1 NCU01422.1
AN7594.1 72.m19619 AO070343000316 FG10177.1 NCU01424.1
AN0654.1 70.m15258 AO070343000572 FG10097.1 NCU01427.1
AN2409.1 62.m03436 AO070298000018 FG05221.1 NCU01429.1
AN5733.1 69.m14863 AO070341000027 FG06234.1 NCU01430.1
AN8863.1 71.m16001 AO070271000008 FG07467.1 NCU01438.1
AN8866.1 71.m16005 AO070271000005 FG07468.1 NCU01439.1
AN8862.1 71.m16000 AO070271000009 FG07469.1 NCU01440.1
AN8868.1 71.m16007 AO070271000003 FG07473.1 NCU01444.1
AN8869.1 71.m16009 AO070271000002 FG07475.1 NCU01446.1
AN7660.1 57.m05936 AO070268000029 FG07477.1 NCU01449.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN8870.1 71.m16010 AO070271000001 FG07480.1 NCU01452.1
AN2014.1 58.m07622 AO070202000006 FG01900.1 NCU01455.1
AN6913.1 71.m15219 AO070219000018 FG06107.1 NCU01457.1
AN6119.1 72.m19041 AO070340000085 FG01898.1 NCU01464.1
AN6851.1 71.m16037 AO070314000088 FG08998.1 NCU01471.1
AN6842.1 71.m15299 AO070314000097 FG09002.1 NCU01473.1
AN6843.1 71.m15300 AO070314000096 FG09003.1 NCU01474.1
AN4558.1 57.m05570 AO070321000170 FG06810.1 NCU01478.1
AN4557.1 57.m05569 AO070321000171 FG06816.1 NCU01479.1
AN4428.1 58.m09004 AO070273000065 FG04398.1 NCU01481.1
AN5741.1 69.m14856 AO070341000018 FG04401.1 NCU01485.1
AN4413.1 58.m08967 AO070273000034 FG04361.1 NCU01486.1
AN4410.1 58.m07898 AO070273000030 FG04362.1 NCU01487.1
AN2005.1 58.m07613 AO070301000107 FG04363.1 NCU01489.1
AN6243.1 72.m19414 AO070304000097 FG04418.1 NCU01498.1
AN6265.1 72.m19392 AO070304000023 FG04404.1 NCU01502.1
AN6266.1 72.m19391 AO070304000022 FG04403.1 NCU01503.1
AN6249.1 72.m19407 AO070304000039 FG01450.1 NCU01504.1
AN5624.1 58.m07546 AO070301000021 FG04378.1 NCU01510.1
AN0232.1 72.m19983 AO070304000024 FG04402.1 NCU01511.1
AN6253.1 72.m19404 AO070304000103 FG01449.1 NCU01512.1
AN6254.1 72.m19981 AO070304000034 FG01448.1 NCU01514.1
AN6252.1 72.m19410 AO070304000035 FG01447.1 NCU01515.1
AN6248.1 72.m19405 AO070304000104 FG00305.1 NCU01516.1
AN7402.1 57.m05372 AO070293000033 FG06278.1 NCU01517.1
AN0347.1 54.m06410 AO070318000025 FG04327.1 NCU01523.1
AN8042.1 53.m04190 AO070330000004 FG04324.1 NCU01525.1
AN8041.1 53.m03905 AO070330000005 FG06257.1 NCU01528.1
AN6258.1 72.m19398 AO070304000030 FG04329.1 NCU01535.1
AN5121.1 54.m06903 AO070291000058 FG10738.1 NCU01547.1
AN5126.1 54.m06899 AO070291000052 FG10736.1 NCU01549.1
AN5122.1 54.m06902 AO070291000057 FG10737.1 NCU01550.1
AN2172.1 72.m19668 AO070343000243 FG04355.1 NCU01563.1
AN0115.1 71.m15391 AO070311000099 FG04351.1 NCU01569.1
AN0114.1 71.m15390 AO070311000098 FG04358.1 NCU01570.1
AN1981.1 58.m08945 AO070301000066 FG10730.1 NCU01571.1
AN2169.1 72.m19671 AO070343000239 FG10727.1 NCU01575.1
AN0138.1 71.m15421 AO070321000114 FG10862.1 NCU01580.1
AN9413.1 53.m03669 AO070310000006 FG06242.1 NCU01584.1
AN2317.1 71.m16072 AO070323000039 FG06245.1 NCU01587.1
AN6089.1 72.m19080 AO070340000143 FG06246.1 NCU01589.1
AN4226.1 54.m06790 AO070234000023 FG01446.1 NCU01595.1
AN9303.1 59.m08580 AO070275000031 FG00828.1 NCU01598.1
AN3178.1 59.m08579 AO070256000001 FG00827.1 NCU01599.1
AN6288.1 72.m19347 AO070308000004 FG00301.1 NCU01605.1
AN6287.1 72.m19348 AO070308000005 FG00300.1 NCU01606.1
AN0145.1 71.m15429 AO070321000098 FG01557.1 NCU01608.1
AN1059.1 70.m15175 AO070218000002 FG00840.1 NCU01611.1
AN0133.1 71.m15417 AO070321000120 FG10757.1 NCU01612.1
AN0134.1 71.m15418 AO070321000119 FG10756.1 NCU01613.1
AN2456.1 69.m15673 AO070264000017 FG10760.1 NCU01615.1
AN9436.1 70.m15786 AO070343000484 FG04295.1 NCU01625.1
AN0734.1 70.m15319 AO070343000495 FG05491.1 NCU01634.1
AN0733.1 70.m15320 AO070343000494 FG04290.1 NCU01635.1
AN3849.1 58.m07833 AO070332000050 FG07224.1 NCU01636.1
AN0727.1 70.m15330 AO070343000486 FG04292.1 NCU01637.1
AN0707.1 70.m15314 AO070343000502 FG10716.1 NCU01643.1
AN0706.1 70.m15313 AO070343000503 FG10717.1 NCU01644.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN5107.1 54.m06915 AO070291000072 FG01533.1 NCU01646.1
AN5106.1 54.m06916 AO070291000073 FG01534.1 NCU01647.1
AN5105.1 54.m06917 AO070291000074 FG01535.1 NCU01648.1
AN8277.1 53.m04091 AO070310000023 FG01417.1 NCU01652.1
AN8280.1 53.m03681 AO070310000020 FG01419.1 NCU01654.1
AN4349.1 58.m07968 AO070240000029 FG06284.1 NCU01659.1
AN4430.1 58.m07895 AO070273000027 FG06282.1 NCU01666.1
AN4409.1 58.m07897 AO070273000029 FG06281.1 NCU01667.1
AN4408.1 58.m07896 AO070273000028 FG06280.1 NCU01668.1
AN3096.1 59.m08647 AO070334000138 FG10718.1 NCU01669.1
AN6267.1 72.m19390 AO070304000021 FG06277.1 NCU01674.1
AN6200.1 72.m19298 AO070308000096 FG01553.1 NCU01675.1
AN0318.1 54.m06983 AO070334000014 FG01425.1 NCU01680.1
AN8274.1 53.m03686 AO070310000027 FG01421.1 NCU01689.1
AN8275.1 53.m03685 AO070310000026 FG01422.1 NCU01692.1
AN5123.1 54.m06901 AO070291000056 FG00320.1 NCU01704.1
AN5116.1 54.m06907 AO070291000063 FG00317.1 NCU01713.1
AN6049.1 72.m19110 AO070340000217 FG00316.1 NCU01715.1
AN3925.1 69.m15003 AO070324000121 FG00314.1 NCU01720.1
AN5155.1 54.m06863 AO070291000012 FG01444.1 NCU01725.1
AN5144.1 54.m06876 AO070291000029 FG01445.1 NCU01728.1
AN5157.1 54.m07060 AO070291000010 FG01439.1 NCU01737.1
AN5127.1 54.m06892 AO070291000046 FG01435.1 NCU01741.1
AN5134.1 54.m06889 AO070291000041 FG01433.1 NCU01744.1
AN5143.1 54.m06878 AO070291000032 FG01432.1 NCU01745.1
AN0137.1 71.m15420 AO070321000115 FG01473.1 NCU01747.1
AN0315.1 54.m06443 AO070334000017 FG00640.1 NCU01750.1
AN1014.1 70.m15232 AO070312000004 FG06012.1 NCU01751.1
AN3767.1 65.m07499 AO070309000038 FG09141.1 NCU01753.1
AN8979.1 66.m04668 AO070295000065 FG10855.1 NCU01754.1
AN0140.1 71.m15423 AO070321000112 FG10856.1 NCU01756.1
AN0139.1 71.m15422 AO070321000113 FG10857.1 NCU01757.1
AN5110.1 54.m07050 AO070291000069 FG05197.1 NCU01758.1
AN5109.1 54.m06913 AO070296000005 FG06240.1 NCU01759.1
AN9411.1 53.m04180 AO070310000008 FG05198.1 NCU01765.1
AN5722.1 54.m06842 AO070324000128 FG05205.1 NCU01767.1
AN6286.1 72.m19991 AO070308000006 FG00299.1 NCU01768.1
AN1051.1 70.m15778 AO070336000071 FG00844.1 NCU01771.1
AN0321.1 54.m06984 AO070334000005 FG00843.1 NCU01772.1
AN0445.1 54.m06637 AO070338000307 FG00845.1 NCU01776.1
AN0446.1 54.m06638 AO070338000308 FG00846.1 NCU01777.1
AN3169.1 59.m09379 AO070256000021 FG10840.1 NCU01786.1
AN2701.1 71.m15184 AO070313000083 FG10835.1 NCU01789.1
AN6920.1 71.m15192 AO070313000059 FG10832.1 NCU01791.1
AN6922.1 71.m15188 AO070313000063 FG10829.1 NCU01795.1
AN0144.1 71.m15427 AO070321000101 FG04382.1 NCU01797.1
AN6250.1 72.m19408 AO070304000038 FG10878.1 NCU01803.1
AN6251.1 72.m19409 AO070304000036 FG10876.1 NCU01804.1
AN6244.1 72.m19413 AO070304000098 FG10879.1 NCU01806.1
AN6245.1 72.m19412 AO070304000099 FG10880.1 NCU01807.1
AN1366.1 70.m14863 AO070215000015 FG10882.1 NCU01809.1
AN5152.1 54.m07059 AO070291000016 FG06003.1 NCU01814.1
AN3093.1 59.m08651 AO070334000133 FG05993.1 NCU01817.1
AN1342.1 70.m14891 AO070247000022 FG10893.1 NCU01821.1
AN1341.1 70.m15733 AO070247000023 FG01552.1 NCU01822.1
AN3102.1 59.m08641 AO070334000143 FG05996.1 NCU01823.1
AN3112.1 59.m08626 AO070303000038 FG05997.1 NCU01824.1
AN3113.1 59.m09373 AO070303000036 FG05998.1 NCU01826.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN4222.1 54.m06795 AO070234000028 FG05999.1 NCU01827.1
AN3101.1 59.m08643 AO070334000142 FG05990.1 NCU01833.1
AN8900.1 66.m04787 AO070317000064 FG02944.1 NCU01839.1
AN3134.1 59.m08591 AO070303000010 FG05985.1 NCU01843.1
AN4983.1 59.m08885 AO070288000051 FG05987.1 NCU01845.1
AN4310.1 58.m09009 AO070207000015 FG01544.1 NCU01847.1
AN5113.1 54.m07051 AO070291000066 FG02804.1 NCU01850.1
AN6274.1 65.m07379 AO070309000069 FG02792.1 NCU01861.1
AN5099.1 54.m06962 AO070291000080 FG02791.1 NCU01862.1
AN8534.1 71.m15593 AO070323000188 FG11617.1 NCU01882.1
AN7699.1 71.m15724 AO070325000105 FG08949.1 NCU01894.1
AN1477.1 55.m02982 AO070334000159 FG08946.1 NCU01900.1
AN8743.1 62.m03337 AO070250000032 FG08945.1 NCU01901.1
AN8706.1 62.m03363 AO070315000133 FG08944.1 NCU01902.1
AN3889.1 70.m15376 AO070316000069 FG08943.1 NCU01904.1
AN5986.1 72.m19155 AO070340000293 FG08941.1 NCU01906.1
AN9526.1 59.m09117 AO070327000084 FG08940.1 NCU01907.1
AN4759.1 59.m09224 AO070327000057 FG08936.1 NCU01911.1
AN4761.1 59.m09222 AO070327000055 FG08935.1 NCU01912.1
AN4798.1 59.m09183 AO070329000048 FG08932.1 NCU01914.1
AN8698.1 62.m03470 AO070315000125 FG08919.1 NCU01918.1
AN8699.1 62.m03370 AO070315000126 FG08920.1 NCU01919.1
AN3717.1 69.m15422 AO070341000346 FG08923.1 NCU01922.1
AN0770.1 70.m15373 AO070316000074 FG08927.1 NCU01928.1
AN4678.1 71.m15665 AO070284000022 FG08914.1 NCU01936.1
AN6006.1 72.m19136 AO070340000272 FG08910.1 NCU01939.1
AN3222.1 67.m02930 AO070330000072 FG11629.1 NCU01945.1
AN2757.1 59.m09254 AO070327000036 FG08905.1 NCU01947.1
AN4802.1 59.m09174 AO070329000037 FG08895.1 NCU01948.1
AN4803.1 59.m09173 AO070329000036 FG08896.1 NCU01949.1
AN4788.1 59.m09460 AO070329000059 FG08897.1 NCU01950.1
AN7755.1 71.m15787 AO070325000188 FG08901.1 NCU01954.1
AN7718.1 71.m15744 AO070325000132 FG08900.1 NCU01955.1
AN4736.1 59.m09248 AO070327000041 FG08889.1 NCU01961.1
AN4735.1 59.m09246 AO070327000042 FG08887.1 NCU01963.1
AN1484.1 55.m02990 AO070334000191 FG06850.1 NCU01965.1
AN4787.1 59.m09462 AO070329000060 FG08670.1 NCU01966.1
AN4817.1 59.m09158 AO070327000170 FG08672.1 NCU01968.1
AN1009.1 70.m15227 AO070312000024 FG08507.1 NCU01970.1
AN4804.1 59.m09172 AO070329000035 FG08501.1 NCU01971.1
AN4740.1 59.m09244 AO070329000136 FG08886.1 NCU01975.1
AN0764.1 70.m15368 AO070316000081 FG11347.1 NCU01979.1
AN8721.1 62.m03352 AO070315000143 FG08879.1 NCU01980.1
AN4769.1 59.m09216 AO070329000088 FG08875.1 NCU01985.1
AN4636.1 57.m05549 AO070248000018 FG08504.1 NCU01989.1
AN4814.1 59.m09162 AO070329000018 FG08873.1 NCU01990.1
AN4547.1 57.m05557 AO070321000185 FG08840.1 NCU01992.1
AN4778.1 59.m09470 AO070329000073 FG08706.1 NCU01993.1
AN4857.1 59.m09114 AO070327000081 FG08709.1 NCU01997.1
AN4221.1 54.m06797 AO070234000030 FG08813.1 NCU02001.1
AN4218.1 54.m06800 AO070315000081 FG08811.1 NCU02003.1
AN4770.1 59.m09215 AO070329000086 FG08528.1 NCU02005.1
AN0906.1 70.m15515 AO070320000082 FG09454.1 NCU02011.1
AN8696.1 62.m03488 AO070315000121 FG08527.1 NCU02014.1
AN4763.1 59.m09489 AO070327000053 FG08531.1 NCU02015.1
AN4762.1 59.m09221 AO070327000054 FG08530.1 NCU02016.1
AN9357.1 52.m04075 AO070315000043 FG09216.1 NCU02018.1
AN8683.1 62.m03388 AO070315000103 FG08579.1 NCU02020.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN8700.1 62.m03368 AO070315000128 FG02343.1 NCU02023.1
AN8748.1 62.m03453 AO070250000024 FG06404.1 NCU02027.1
AN8764.1 62.m03313 AO070277000062 FG06401.1 NCU02028.1
AN9384.1 54.m06360 AO070253000015 FG08320.1 NCU02031.1
AN6638.1 62.m03233 AO070326000090 FG08648.1 NCU02034.1
AN8671.1 62.m03399 AO070315000088 FG08650.1 NCU02036.1
AN1284.1 70.m14923 AO070332000035 FG02764.1 NCU02044.1
AN1280.1 70.m14929 AO070332000040 FG02766.1 NCU02048.1
AN1494.1 55.m03004 AO070334000211 FG09406.1 NCU02052.1
AN3909.1 69.m15021 AO070324000094 FG01035.1 NCU02053.1
AN3924.1 69.m15005 AO070324000120 FG01036.1 NCU02054.1
AN4050.1 54.m06541 AO070328000106 FG00718.1 NCU02056.1
AN0304.1 54.m06978 AO070334000034 FG00736.1 NCU02060.1
AN9512.1 69.m15026 AO070324000088 FG06864.1 NCU02064.1
AN6268.1 72.m19984 AO070304000019 FG00912.1 NCU02065.1
AN0946.1 70.m15580 AO070320000143 FG00292.1 NCU02066.1
AN4053.1 54.m06538 AO070342000038 FG00748.1 NCU02069.1
AN4056.1 54.m07014 AO070342000042 FG00724.1 NCU02070.1
AN1510.1 55.m03022 AO070334000228 FG04911.1 NCU02074.1
AN3411.1 66.m04621 AO070281000041 FG00286.1 NCU02076.1
AN1413.1 55.m03241 AO070242000017 FG04907.1 NCU02082.1
AN9083.1 66.m04541 AO070332000196 FG00722.1 NCU02090.1
AN4486.1 57.m05645 AO070311000037 FG00719.1 NCU02094.1
AN0809.1 70.m15793 AO070239000006 FG00916.1 NCU02103.1
AN0808.1 70.m15409 AO070239000007 FG00915.1 NCU02104.1
AN0804.1 70.m15405 AO070239000013 FG00914.1 NCU02105.1
AN3417.1 66.m04616 AO070203000003 FG00287.1 NCU02107.1
AN9094.1 66.m04552 AO070332000181 FG00872.1 NCU02109.1
AN5457.1 69.m15475 AO070341000409 FG00739.1 NCU02110.1
AN1558.1 55.m03276 AO070339000295 FG01410.1 NCU02111.1
AN8701.1 62.m03367 AO070315000129 FG08557.1 NCU02112.1
AN8702.1 62.m03366 AO070315000130 FG08558.1 NCU02113.1
AN3795.1 57.m05687 AO070337000232 FG00941.1 NCU02114.1
AN1947.1 71.m15303 AO070342000209 FG10497.1 NCU02116.1
AN1565.1 55.m03091 AO070339000287 FG01411.1 NCU02118.1
AN4708.1 71.m15696 AO070329000168 FG08517.1 NCU02123.1
AN8664.1 62.m03479 AO070205000007 FG08780.1 NCU02124.1
AN4688.1 71.m15671 AO070284000043 FG08510.1 NCU02126.1
AN4687.1 71.m15670 AO070284000042 FG08509.1 NCU02127.1
AN4691.1 71.m15674 AO070284000047 FG08511.1 NCU02128.1
AN7783.1 71.m15816 AO070286000029 FG08568.1 NCU02131.1
AN0241.1 71.m15641 AO070284000071 FG08721.1 NCU02133.1
AN0242.1 71.m15640 AO070284000072 FG08722.1 NCU02134.1
AN0240.1 71.m15642 AO070284000070 FG08723.1 NCU02136.1
AN7736.1 71.m15766 AO070325000157 FG08845.1 NCU02147.1
AN4684.1 71.m15668 AO070284000040 FG08571.1 NCU02148.1
AN4800.1 59.m09180 AO070329000041 FG08872.1 NCU02151.1
AN4743.1 59.m09236 AO070327000077 FG08857.1 NCU02160.1
AN4753.1 59.m09232 AO070327000066 FG08860.1 NCU02162.1
AN4751.1 59.m09234 AO070327000068 FG08849.1 NCU02169.1
AN4986.1 59.m08889 AO070288000054 FG08717.1 NCU02176.1
AN4792.1 59.m09189 AO070329000054 FG08715.1 NCU02179.1
AN7535.1 72.m19814 AO070299000067 FG10918.1 NCU02191.1
AN9490.1 66.m04696 AO070214000003 FG00161.1 NCU02195.1
AN8233.1 53.m03736 AO070310000075 FG08917.1 NCU02200.1
AN7786.1 63.m00612 AO070167000003 FG02964.1 NCU02206.1
AN0381.1 54.m06365 AO070318000065 FG05778.1 NCU02207.1
AN0359.1 54.m06392 AO070318000037 FG05777.1 NCU02208.1

13



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 1 - Orthologs

A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1037.1 70.m15195 AO070336000072 FG05784.1 NCU02209.1
AN3752.1 65.m07375 AO070309000065 FG05780.1 NCU02211.1
AN4453.1 58.m07872 AO070273000002 FG05769.1 NCU02218.1
AN3036.1 59.m08981 AO070337000078 FG06302.1 NCU02219.1
AN2767.1 59.m09256 AO070327000034 FG06045.1 NCU02224.1
AN1038.1 70.m15196 AO070336000073 FG05054.1 NCU02225.1
AN4290.1 58.m08029 AO070158000001 FG05053.1 NCU02226.1
AN5749.1 69.m14847 AO070341000006 FG03481.1 NCU02227.1
AN5760.1 69.m14838 AO070193000006 FG05766.1 NCU02228.1
AN5006.1 59.m08904 AO070255000034 FG06330.1 NCU02230.1
AN3010.1 59.m09008 AO070337000106 FG06338.1 NCU02231.1
AN3033.1 59.m08985 AO070337000074 FG06339.1 NCU02232.1
AN3013.1 59.m09003 AO070337000103 FG06325.1 NCU02233.1
AN4273.1 65.m07451 AO070277000013 FG09691.1 NCU02244.1
AN5759.1 69.m14839 AO070193000004 FG05764.1 NCU02245.1
AN1624.1 58.m07694 AO070299000090 FG06048.1 NCU02250.1
AN3059.1 59.m08959 AO070337000014 FG06055.1 NCU02252.1
AN5001.1 59.m08901 AO070255000031 FG06049.1 NCU02256.1
AN4598.1 57.m05520 AO070267000015 FG10768.1 NCU02259.1
AN2904.1 59.m08755 AO070338000101 FG10769.1 NCU02260.1
AN4997.1 59.m09454 AO070288000080 FG10779.1 NCU02263.1
AN4602.1 57.m05525 AO070267000019 FG06294.1 NCU02264.1
AN4250.1 54.m06812 AO070324000162 FG06300.1 NCU02269.1
AN4884.1 59.m08778 AO070338000076 FG06301.1 NCU02270.1
AN4875.1 59.m09495 AO070338000085 FG10780.1 NCU02271.1
AN2898.1 59.m08748 AO070338000110 FG10781.1 NCU02272.1
AN2903.1 59.m08754 AO070338000102 FG10782.1 NCU02273.1
AN3058.1 59.m08957 AO070337000016 FG06290.1 NCU02274.1
AN4894.1 59.m08792 AO070338000062 FG06291.1 NCU02276.1
AN4895.1 59.m08794 AO070338000061 FG06292.1 NCU02277.1
AN4991.1 59.m08894 AO070288000071 FG00338.1 NCU02282.1
AN3065.1 59.m08933 AO070337000007 FG00337.1 NCU02283.1
AN0247.1 54.m06700 AO070338000240 FG00732.1 NCU02284.1
AN1699.1 58.m07775 AO070305000023 FG10790.1 NCU02287.1
AN2761.1 59.m09263 AO070327000023 FG10805.1 NCU02289.1
AN2762.1 59.m09262 AO070327000024 FG10804.1 NCU02291.1
AN5008.1 59.m08910 AO070255000045 FG10793.1 NCU02293.1
AN2766.1 59.m09488 AO070327000031 FG10792.1 NCU02295.1
AN4603.1 57.m05527 AO070267000024 FG10934.1 NCU02296.1
AN6817.1 65.m07380 AO070309000070 FG10920.1 NCU02299.1
AN9039.1 66.m04597 AO070332000128 FG02001.1 NCU02302.1
AN4282.1 53.m03675 AO070310000014 FG01604.1 NCU02319.1
AN1715.1 58.m08959 AO070305000031 FG05330.1 NCU02322.1
AN5566.1 52.m03724 AO070279000055 FG10358.1 NCU02325.1
AN6423.1 52.m03708 AO070342000207 FG10974.1 NCU02329.1
AN2901.1 59.m08751 AO070338000106 FG10967.1 NCU02333.1
AN1548.1 55.m03068 AO070339000306 FG11409.1 NCU02335.1
AN5103.1 54.m06964 AO070291000076 FG02041.1 NCU02337.1
AN3438.1 59.m09298 AO070265000012 FG06992.1 NCU02347.1
AN5527.1 69.m15430 AO070341000362 FG07962.1 NCU02348.1
AN4623.1 57.m05537 AO070267000035 FG07940.1 NCU02349.1
AN3445.1 59.m09479 AO070265000021 FG07937.1 NCU02351.1
AN3449.1 59.m09312 AO070265000024 FG07965.1 NCU02353.1
AN4578.1 57.m05942 AO070316000167 FG07966.1 NCU02360.1
AN4577.1 57.m05504 AO070316000168 FG09042.1 NCU02361.1
AN3125.1 59.m09374 AO070303000022 FG07968.1 NCU02363.1
AN5525.1 69.m15433 AO070341000364 FG07953.1 NCU02366.1
AN4372.1 56.m03102 AO070275000045 FG11011.1 NCU02369.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN3716.1 69.m15421 AO070341000345 FG07956.1 NCU02374.1
AN3711.1 69.m15416 AO070341000337 FG07958.1 NCU02375.1
AN5524.1 69.m15434 AO070341000365 FG07959.1 NCU02376.1
AN3714.1 69.m15418 AO070341000340 FG07960.1 NCU02378.1
AN5662.1 58.m07312 AO070342000256 FG01248.1 NCU02380.1
AN5661.1 58.m08891 AO070342000254 FG06370.1 NCU02381.1
AN3453.1 59.m09483 AO070265000029 FG06362.1 NCU02382.1
AN3018.1 59.m08991 AO070337000096 FG06378.1 NCU02388.1
AN3720.1 69.m15726 AO070341000352 FG06384.1 NCU02391.1
AN3719.1 69.m15727 AO070341000350 FG06385.1 NCU02393.1
AN3004.1 59.m09010 AO070337000108 FG06386.1 NCU02394.1
AN4888.1 59.m08784 AO070338000070 FG09834.1 NCU02397.1
AN5848.1 72.m18979 AO070340000006 FG06366.1 NCU02399.1
AN3063.1 59.m08951 AO070337000010 FG09837.1 NCU02401.1
AN3460.1 59.m09482 AO070265000037 FG09838.1 NCU02402.1
AN3738.1 69.m15377 AO070342000269 FG09839.1 NCU02403.1
AN4581.1 57.m05499 AO070316000164 FG09843.1 NCU02406.1
AN4592.1 57.m05515 AO070267000008 FG09845.1 NCU02408.1
AN3062.1 59.m08952 AO070337000011 FG06364.1 NCU02411.1
AN4881.1 59.m08776 AO070338000078 FG06368.1 NCU02412.1
AN3688.1 69.m15397 AO070341000311 FG06359.1 NCU02413.1
AN4880.1 59.m09409 AO070338000081 FG06369.1 NCU02415.1
AN4992.1 59.m08895 AO070288000075 FG06375.1 NCU02416.1
AN4993.1 59.m08896 AO070288000076 FG06376.1 NCU02417.1
AN3691.1 69.m15402 AO070341000316 FG09851.1 NCU02420.1
AN3723.1 69.m15392 AO070342000294 FG09850.1 NCU02421.1
AN3690.1 69.m15716 AO070341000315 FG09849.1 NCU02423.1
AN3463.1 59.m09324 AO070265000041 FG09848.1 NCU02424.1
AN5671.1 69.m15375 AO070342000266 FG06373.1 NCU02425.1
AN2759.1 59.m09265 AO070327000021 FG09853.1 NCU02428.1
AN3456.1 59.m09318 AO070265000032 FG09855.1 NCU02430.1
AN9060.1 59.m09514 AO070265000048 FG09857.1 NCU02432.1
AN3469.1 59.m09329 AO070265000045 FG11626.1 NCU02435.1
AN3466.1 59.m09327 AO070265000043 FG07970.1 NCU02438.1
AN3830.1 58.m07808 AO070305000068 FG00296.1 NCU02450.1
AN3838.1 58.m07814 AO070305000073 FG09393.1 NCU02452.1
AN3373.1 66.m04641 AO070281000015 FG01406.1 NCU02457.1
AN3789.1 57.m05693 AO070337000239 FG00949.1 NCU02459.1
AN3416.1 66.m04618 AO070203000005 FG00950.1 NCU02460.1
AN1133.1 71.m15635 AO070276000007 FG09422.1 NCU02463.1
AN4667.1 71.m15708 AO070311000001 FG09421.1 NCU02464.1
AN4332.1 58.m07986 AO070240000011 FG09423.1 NCU02468.1
AN1063.1 70.m15759 AO070218000007 FG09547.1 NCU02472.1
AN7630.1 71.m15820 AO070294000040 FG09544.1 NCU02477.1
AN6654.1 62.m03256 AO070269000012 FG00178.1 NCU02479.1
AN6655.1 62.m03451 AO070269000011 FG00177.1 NCU02480.1
AN8755.1 62.m03322 AO070250000017 FG00176.1 NCU02481.1
AN6650.1 62.m03250 AO070269000001 FG00175.1 NCU02482.1
AN5770.1 69.m14828 AO070249000008 FG07359.1 NCU02490.1
AN3938.1 69.m14987 AO070341000049 FG00567.1 NCU02494.1
AN3937.1 69.m14989 AO070341000048 FG00566.1 NCU02495.1
AN3941.1 69.m14983 AO070341000053 FG00565.1 NCU02496.1
AN3939.1 69.m14985 AO070341000051 FG00359.1 NCU02498.1
AN4475.1 58.m07845 AO070305000110 FG01081.1 NCU02509.1
AN4463.1 58.m07848 AO070305000114 FG05619.1 NCU02510.1
AN8073.1 53.m03926 AO070330000031 FG06243.1 NCU02511.1
AN5994.1 72.m19938 AO070340000283 FG01069.1 NCU02513.1
AN2946.1 59.m09093 AO070337000196 FG05621.1 NCU02515.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1639.1 58.m07718 AO070299000037 FG01085.1 NCU02520.1
AN4276.1 65.m07454 AO070277000008 FG01068.1 NCU02526.1
AN2417.1 72.m19468 AO070228000027 FG00363.1 NCU02531.1
AN2416.1 72.m19467 AO070228000028 FG00364.1 NCU02532.1
AN2415.1 72.m19466 AO070228000029 FG00365.1 NCU02533.1
AN2414.1 72.m19465 AO070228000030 FG00376.1 NCU02534.1
AN3586.1 58.m07385 AO070342000163 FG00375.1 NCU02536.1
AN6080.1 72.m19927 AO070340000130 FG00505.1 NCU02538.1
AN6070.1 72.m19062 AO070340000114 FG00504.1 NCU02539.1
AN7472.1 57.m05872 AO070287000054 FG00499.1 NCU02541.1
AN7459.1 57.m05882 AO070287000066 FG00500.1 NCU02542.1
AN5194.1 69.m14893 AO070237000024 FG01388.1 NCU02544.1
AN1666.1 58.m07732 AO070299000048 FG01386.1 NCU02546.1
AN3089.1 59.m08658 AO070334000128 FG00731.1 NCU02548.1
AN0747.1 70.m15361 AO070343000435 FG00863.1 NCU02549.1
AN3874.1 58.m08993 AO070305000055 FG00862.1 NCU02550.1
AN9421.1 55.m02908 AO070242000003 FG00883.1 NCU02552.1
AN0244.1 54.m06697 AO070338000236 FG00881.1 NCU02554.1
AN3907.1 69.m15658 AO070324000091 FG09338.1 NCU02556.1
AN0442.1 54.m06632 AO070338000299 FG09305.1 NCU02559.1
AN4861.1 59.m09110 AO070329000146 FG00902.1 NCU02563.1
AN1513.1 55.m03253 AO070334000232 FG00903.1 NCU02564.1
AN1512.1 55.m03031 AO070334000233 FG00905.1 NCU02565.1
AN9419.1 55.m02906 AO070242000001 FG00906.1 NCU02566.1
AN0810.1 70.m15803 AO070239000005 FG00909.1 NCU02569.1
AN0806.1 70.m15407 AO070239000011 FG09322.1 NCU02570.1
AN1409.1 55.m02916 AO070242000012 FG09321.1 NCU02571.1
AN1408.1 55.m02915 AO070242000011 FG09320.1 NCU02572.1
AN1407.1 55.m02914 AO070242000010 FG09319.1 NCU02573.1
AN1546.1 55.m03274 AO070339000308 FG09306.1 NCU02578.1
AN1543.1 55.m03061 AO070339000311 FG09341.1 NCU02580.1
AN1710.1 58.m07790 AO070305000038 FG04934.1 NCU02585.1
AN5224.1 57.m05709 AO070337000254 FG09167.1 NCU02586.1
AN1668.1 58.m07735 AO070299000050 FG09166.1 NCU02587.1
AN5181.1 69.m14878 AO070247000011 FG09165.1 NCU02588.1
AN1669.1 58.m07734 AO070299000051 FG00682.1 NCU02589.1
AN2096.1 57.m05799 AO070341000255 FG09327.1 NCU02591.1
AN8750.1 62.m03325 AO070250000010 FG08564.1 NCU02595.1
AN6856.1 71.m15269 AO070314000073 FG08562.1 NCU02596.1
AN0819.1 70.m15802 AO070288000083 FG00898.1 NCU02599.1
AN4729.1 71.m15637 AO070276000001 FG10971.1 NCU02600.1
AN2536.1 59.m08417 AO070300000039 FG00048.1 NCU02603.1
AN1995.1 58.m07604 AO070301000090 FG00887.1 NCU02609.1
AN0814.1 70.m15414 AO070288000089 FG00660.1 NCU02616.1
AN0813.1 70.m15413 AO070288000091 FG00661.1 NCU02617.1
AN1511.1 55.m03024 AO070334000229 FG00666.1 NCU02618.1
AN0818.1 70.m15418 AO070288000084 FG00665.1 NCU02619.1
AN0817.1 70.m15416 AO070288000087 FG00662.1 NCU02621.1
AN1066.1 70.m15166 AO070218000011 FG00663.1 NCU02623.1
AN8283.1 65.m07459 AO070277000005 FG01000.1 NCU02624.1
AN8286.1 65.m07462 AO070277000002 FG01004.1 NCU02626.1
AN4464.1 58.m07849 AO070305000118 FG00969.1 NCU02629.1
AN1163.1 70.m15058 AO070331000153 FG01015.1 NCU02630.1
AN3666.1 58.m07426 AO070342000003 FG01007.1 NCU02631.1
AN3665.1 58.m07425 AO070342000001 FG01006.1 NCU02632.1
AN1188.1 70.m15761 AO070331000183 FG01010.1 NCU02633.1
AN1167.1 70.m15053 AO070331000161 FG01009.1 NCU02634.1
AN7672.1 57.m05448 AO070325000052 FG06856.1 NCU02635.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN1883.1 57.m05730 AO070306000016 FG06098.1 NCU02639.1
AN4699.1 71.m15687 AO070329000175 FG08733.1 NCU02644.1
AN4775.1 59.m09208 AO070329000077 FG09432.1 NCU02650.1
AN1222.1 70.m15003 AO070331000222 FG00421.1 NCU02657.1
AN1522.1 55.m03041 AO070334000240 FG01219.1 NCU02660.1
AN1521.1 55.m03040 AO070334000239 FG01220.1 NCU02661.1
AN6697.1 65.m07286 AO070339000128 FG01351.1 NCU02668.1
AN8880.1 56.m02291 AO070293000010 FG00615.1 NCU02669.1
AN1652.1 58.m07719 AO070299000039 FG06871.1 NCU02671.1
AN1436.1 55.m02941 AO070232000009 FG01101.1 NCU02674.1
AN1474.1 55.m02975 AO070306000096 FG01102.1 NCU02675.1
AN5999.1 72.m19141 AO070340000277 FG01217.1 NCU02677.1
AN1432.1 55.m02938 AO070232000014 FG06985.1 NCU02678.1
AN0295.1 54.m06466 AO070334000046 FG01216.1 NCU02680.1
AN1442.1 55.m02942 AO070232000005 FG01215.1 NCU02681.1
AN1478.1 55.m02985 AO070334000161 FG01210.1 NCU02685.1
AN2969.1 59.m09048 AO070337000155 FG01208.1 NCU02687.1
AN7577.1 72.m19594 AO070343000422 FG01207.1 NCU02688.1
AN7576.1 72.m19595 AO070343000423 FG01204.1 NCU02689.1
AN1266.1 70.m14945 AO070332000014 FG01024.1 NCU02696.1
AN4321.1 58.m08002 AO070230000012 FG11021.1 NCU02701.1
AN1230.1 70.m14989 AO070331000242 FG01019.1 NCU02705.1
AN1229.1 70.m14990 AO070331000241 FG01020.1 NCU02706.1
AN1166.1 70.m15054 AO070331000160 FG01016.1 NCU02707.1
AN1455.1 55.m02957 AO070302000021 FG00430.1 NCU02708.1
AN4914.1 59.m09399 AO070338000033 FG01297.1 NCU02712.1
AN1260.1 70.m14959 AO070214000005 FG01299.1 NCU02716.1
AN1259.1 70.m14960 AO070214000006 FG01300.1 NCU02717.1
AN1288.1 70.m14920 AO070303000049 FG01304.1 NCU02720.1
AN1198.1 70.m15021 AO070331000203 FG01151.1 NCU02727.1
AN4032.1 54.m06561 AO070328000123 FG00448.1 NCU02728.1
AN0310.1 54.m06449 AO070334000023 FG00449.1 NCU02729.1
AN3576.1 58.m07374 AO070342000173 FG00439.1 NCU02733.1
AN3577.1 58.m07375 AO070342000172 FG00440.1 NCU02734.1
AN2988.1 59.m09025 AO070337000134 FG00443.1 NCU02737.1
AN1237.1 70.m14981 AO070331000251 FG01157.1 NCU02741.1
AN3642.1 58.m07459 AO070328000088 FG01155.1 NCU02743.1
AN9465.1 70.m14852 AO070215000004 FG01154.1 NCU02744.1
AN1211.1 70.m15009 AO070331000217 FG01152.1 NCU02746.1
AN4028.1 54.m06555 AO070328000115 FG00437.1 NCU02747.1
AN0308.1 54.m06450 AO070334000026 FG00435.1 NCU02749.1
AN7563.1 72.m19998 AO070343000404 FG00433.1 NCU02751.1
AN3651.1 58.m07448 AO070342000036 FG01292.1 NCU02753.1
AN3649.1 58.m07450 AO070328000097 FG01290.1 NCU02757.1
AN3648.1 58.m07451 AO070328000096 FG01291.1 NCU02758.1
AN1168.1 70.m15052 AO070331000162 FG01364.1 NCU02762.1
AN5480.1 69.m15473 AO070341000406 FG01267.1 NCU02765.1
AN2733.1 54.m07005 AO070338000215 FG01361.1 NCU02771.1
AN0363.1 54.m06386 AO070318000043 FG01362.1 NCU02775.1
AN5676.1 65.m07402 AO070309000091 FG01030.1 NCU02776.1
AN1637.1 58.m07727 AO070299000056 FG01107.1 NCU02777.1
AN5748.1 69.m14846 AO070341000005 FG00612.1 NCU02778.1
AN5778.1 69.m14819 AO070249000023 FG00610.1 NCU02781.1
AN1673.1 58.m09023 AO070299000007 FG01486.1 NCU02785.1
AN1661.1 58.m07742 AO070299000021 FG01511.1 NCU02788.1
AN3753.1 65.m07374 AO070309000064 FG01042.1 NCU02791.1
AN9148.1 66.m04587 AO070332000144 FG00524.1 NCU02797.1
AN7544.1 72.m19561 AO070277000041 FG01106.1 NCU02800.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN8959.1 52.m03755 AO070336000205 FG01031.1 NCU02801.1
AN8881.1 56.m02292 AO070293000011 FG01032.1 NCU02802.1
AN1634.1 58.m09021 AO070299000045 FG06849.1 NCU02803.1
AN1636.1 58.m07726 AO070299000057 FG06848.1 NCU02804.1
AN4501.1 57.m05629 AO070311000054 FG06847.1 NCU02806.1
AN4470.1 58.m07860 AO070305000129 FG06843.1 NCU02810.1
AN4264.1 65.m07441 AO070277000021 FG06842.1 NCU02811.1
AN4259.1 65.m07433 AO070277000032 FG07122.1 NCU02813.1
AN4265.1 65.m07442 AO070277000020 FG07115.1 NCU02828.1
AN5772.1 69.m15634 AO070249000014 FG07113.1 NCU02829.1
AN9079.1 66.m04537 AO070332000200 FG07119.1 NCU02833.1
AN2918.1 59.m09095 AO070329000153 FG00558.1 NCU02839.1
AN2917.1 59.m09096 AO070329000154 FG00559.1 NCU02840.1
AN6890.1 71.m15249 AO070314000031 FG09180.1 NCU02846.1
AN3613.1 52.m03647 AO070315000027 FG10999.1 NCU02855.1
AN4487.1 57.m05644 AO070311000038 FG03825.1 NCU02877.1
AN1833.1 58.m07676 AO070318000086 FG06331.1 NCU02879.1
AN8597.1 70.m15665 AO070319000106 FG03466.1 NCU02887.1
AN2948.1 59.m09085 AO070337000205 FG00762.1 NCU02888.1
AN8898.1 56.m02311 AO070293000031 FG11298.1 NCU02894.1
AN1202.1 71.m15197 AO070328000070 FG09179.1 NCU02895.1
AN4030.1 54.m06559 AO070328000122 FG00800.1 NCU02896.1
AN4024.1 54.m06547 AO070328000111 FG00804.1 NCU02899.1
AN6933.1 66.m04776 AO070332000207 FG00805.1 NCU02906.1
AN8482.1 52.m03715 AO070342000378 FG04160.1 NCU02917.1
AN7292.1 72.m20020 AO070297000033 FG06744.1 NCU02924.1
AN1731.1 69.m15037 AO070324000062 FG04886.1 NCU02936.1
AN4511.1 57.m05617 AO070311000067 FG04885.1 NCU02937.1
AN4495.1 57.m05636 AO070311000047 FG04883.1 NCU02940.1
AN4491.1 57.m05640 AO070311000043 FG09360.1 NCU02942.1
AN4490.1 57.m05641 AO070311000042 FG09359.1 NCU02943.1
AN0297.1 54.m06465 AO070334000045 FG01403.1 NCU02948.1
AN5203.1 69.m15625 AO070199000002 FG01394.1 NCU02951.1
AN5206.1 69.m14903 AO070199000006 FG01392.1 NCU02954.1
AN3832.1 58.m07811 AO070305000070 FG01391.1 NCU02955.1
AN7553.1 72.m19570 AO070277000052 FG01173.1 NCU02957.1
AN1516.1 55.m03035 AO070334000235 FG01174.1 NCU02960.1
AN7566.1 72.m19585 AO070343000409 FG01167.1 NCU02961.1
AN1205.1 70.m15017 AO070331000209 FG01334.1 NCU02963.1
AN1207.1 70.m15767 AO070331000213 FG01336.1 NCU02965.1
AN1208.1 70.m15013 AO070331000214 FG01337.1 NCU02966.1
AN1209.1 70.m15768 AO070331000215 FG01338.1 NCU02967.1
AN1210.1 70.m15011 AO070331000216 FG01339.1 NCU02968.1
AN3673.1 58.m07433 AO070342000015 FG01377.1 NCU02970.1
AN3663.1 58.m07435 AO070342000021 FG01375.1 NCU02973.1
AN4224.1 54.m06793 AO070234000026 FG01373.1 NCU02977.1
AN8872.1 56.m03128 AO070293000001 FG01371.1 NCU02979.1
AN8875.1 56.m03110 AO070293000004 FG01370.1 NCU02980.1
AN7579.1 72.m19597 AO070343000426 FG01123.1 NCU02982.1
AN7578.1 72.m19596 AO070343000425 FG01122.1 NCU02983.1
AN7589.1 72.m19611 AO070343000303 FG01120.1 NCU02988.1
AN1148.1 70.m15090 AO070331000139 FG01150.1 NCU02996.1
AN0160.1 71.m16052 AO070321000087 FG00452.1 NCU02997.1
AN3431.1 59.m09294 AO070265000010 FG09549.1 NCU02998.1
AN9403.1 52.m04030 AO070274000014 FG02782.1 NCU03004.1
AN5610.1 58.m07534 AO070301000010 FG06041.1 NCU03010.1
AN1131.1 70.m15105 AO070331000123 FG00576.1 NCU03013.1
AN7458.1 57.m05884 AO070287000067 FG00485.1 NCU03018.1

18



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 1 - Orthologs

A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN7471.1 57.m05873 AO070287000055 FG00486.1 NCU03020.1
AN1844.1 58.m07667 AO070292000063 FG01029.1 NCU03021.1
AN2736.1 54.m07003 AO070338000218 FG00870.1 NCU03024.1
AN0299.1 54.m06976 AO070334000042 FG00952.1 NCU03026.1
AN1709.1 58.m08968 AO070305000039 FG00744.1 NCU03030.1
AN0896.1 70.m15502 AO070320000070 FG00743.1 NCU03031.1
AN5914.1 72.m19959 AO070248000032 FG00742.1 NCU03032.1
AN7545.1 72.m19562 AO070277000042 FG00352.1 NCU03033.1
AN6678.1 65.m07302 AO070289000018 FG07046.1 NCU03036.1
AN6679.1 65.m07301 AO070289000019 FG07048.1 NCU03038.1
AN6681.1 65.m07299 AO070289000025 FG07049.1 NCU03039.1
AN6682.1 65.m07298 AO070289000024 FG07050.1 NCU03040.1
AN2420.1 72.m19472 AO070228000003 FG07051.1 NCU03042.1
AN6685.1 65.m07296 AO070339000093 FG07053.1 NCU03045.1
AN1538.1 55.m03057 AO070334000262 FG01116.1 NCU03047.1
AN1537.1 55.m03277 AO070334000260 FG00512.1 NCU03048.1
AN8757.1 62.m03452 AO070321000005 FG11270.1 NCU03049.1
AN0306.1 54.m06979 AO070334000032 FG07054.1 NCU03050.1
AN0305.1 54.m06453 AO070334000033 FG07055.1 NCU03051.1
AN1535.1 55.m03053 AO070334000255 FG00514.1 NCU03054.1
AN4184.1 57.m05471 AO070325000093 FG03942.1 NCU03057.1
AN1226.1 70.m14994 AO070331000235 FG00460.1 NCU03059.1
AN1255.1 70.m14969 AO070223000014 FG07102.1 NCU03060.1
AN1256.1 70.m14971 AO070223000013 FG07101.1 NCU03061.1
AN1249.1 70.m14972 AO070223000012 FG07100.1 NCU03062.1
AN1248.1 70.m15738 AO070223000011 FG07099.1 NCU03063.1
AN3657.1 58.m07443 AO070342000031 FG01184.1 NCU03065.1
AN1215.1 70.m14996 AO070331000233 FG01185.1 NCU03066.1
AN1216.1 70.m14997 AO070331000232 FG07096.1 NCU03068.1
AN1180.1 70.m15037 AO070331000178 FG00408.1 NCU03071.1
AN1221.1 70.m15002 AO070331000223 FG07098.1 NCU03072.1
AN1733.1 69.m15036 AO070324000063 FG01141.1 NCU03076.1
AN9466.1 70.m15753 AO070215000006 FG01142.1 NCU03079.1
AN1372.1 70.m14857 AO070215000009 FG00461.1 NCU03080.1
AN1115.1 70.m15120 AO070331000106 FG00465.1 NCU03084.1
AN4866.1 59.m09106 AO070329000152 FG00999.1 NCU03091.1
AN3954.1 69.m14968 AO070341000069 FG01111.1 NCU03100.1
AN3930.1 69.m14997 AO070341000033 FG01112.1 NCU03101.1
AN5222.1 57.m05712 AO070337000256 FG00671.1 NCU03102.1
AN5221.1 57.m05713 AO070337000257 FG00672.1 NCU03103.1
AN4019.1 54.m06552 AO070328000118 FG00924.1 NCU03107.1
AN4018.1 54.m06553 AO070328000117 FG00925.1 NCU03108.1
AN0432.1 54.m06625 AO070338000285 FG00926.1 NCU03112.1
AN3819.1 57.m05664 AO070311000016 FG00929.1 NCU03113.1
AN3810.1 57.m05672 AO070337000218 FG00930.1 NCU03114.1
AN3815.1 57.m05667 AO070311000013 FG00932.1 NCU03115.1
AN9463.1 57.m05660 AO070311000018 FG01497.1 NCU03116.1
AN1485.1 55.m02991 AO070334000192 FG00677.1 NCU03124.1
AN9067.1 66.m04519 AO070332000219 FG00728.1 NCU03125.1
AN0431.1 54.m06627 AO070338000291 FG00740.1 NCU03127.1
AN0936.1 70.m15567 AO070320000127 FG00749.1 NCU03129.1
AN0897.1 70.m15501 AO070320000071 FG00751.1 NCU03130.1
AN6939.1 71.m15187 AO070313000064 FG10537.1 NCU03131.1
AN0803.1 70.m15404 AO070239000014 FG00869.1 NCU03136.1
AN0802.1 70.m15403 AO070239000016 FG00866.1 NCU03137.1
AN0797.1 70.m15398 AO070239000020 FG00865.1 NCU03139.1
AN1675.1 58.m07753 AO070299000004 FG02073.1 NCU03141.1
AN1795.1 72.m19547 AO070309000136 FG00947.1 NCU03145.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN6086.1 72.m19076 AO070340000137 FG09324.1 NCU03146.1
AN8766.1 62.m03315 AO070277000060 FG08674.1 NCU03147.1
AN8746.1 62.m03333 AO070250000027 FG08675.1 NCU03148.1
AN8704.1 62.m03491 AO070315000132 FG08676.1 NCU03150.1
AN8692.1 62.m03473 AO070315000113 FG08677.1 NCU03151.1
AN9446.1 59.m09152 AO070327000156 FG08680.1 NCU03154.1
AN8763.1 62.m03312 AO070277000063 FG08566.1 NCU03156.1
AN5175.1 69.m14872 AO070247000006 FG03947.1 NCU03158.1
AN8682.1 62.m03389 AO070315000102 FG08578.1 NCU03159.1
AN4841.1 59.m09136 AO070327000129 FG08581.1 NCU03170.1
AN7597.1 72.m19615 AO070343000314 FG08669.1 NCU03171.1
AN4549.1 57.m05559 AO070321000182 FG09541.1 NCU03173.1
AN4851.1 59.m09124 AO070327000095 FG08589.1 NCU03175.1
AN0929.1 70.m15537 AO070320000117 FG09539.1 NCU03176.1
AN4842.1 59.m09137 AO070327000130 FG09542.1 NCU03177.1
AN8723.1 62.m03343 AO070315000151 FG09409.1 NCU03179.1
AN8741.1 62.m03339 AO070250000041 FG09410.1 NCU03184.1
AN9504.1 62.m03341 AO070315000153 FG09408.1 NCU03187.1
AN0836.1 70.m15436 AO070255000007 FG08694.1 NCU03188.1
AN8679.1 62.m03392 AO070315000099 FG08577.1 NCU03191.1
AN3626.1 58.m07413 AO070342000124 FG10669.1 NCU03194.1
AN4980.1 59.m08882 AO070288000047 FG00469.1 NCU03197.1
AN4238.1 54.m07034 AO070234000002 FG00472.1 NCU03200.1
AN3632.1 58.m07469 AO070328000069 FG00475.1 NCU03204.1
AN1254.1 70.m14968 AO070223000015 FG00477.1 NCU03206.1
AN4862.1 59.m09109 AO070329000148 FG00562.1 NCU03207.1
AN5230.1 57.m05701 AO070337000247 FG00670.1 NCU03211.1
AN4528.1 57.m05598 AO070321000138 FG09163.1 NCU03214.1
AN4504.1 57.m05627 AO070311000057 FG00294.1 NCU03215.1
AN0259.1 54.m06522 AO070334000099 FG09162.1 NCU03216.1
AN2939.1 59.m09055 AO070337000169 FG09158.1 NCU03217.1
AN3584.1 58.m07383 AO070342000165 FG09157.1 NCU03218.1
AN3583.1 58.m07381 AO070342000166 FG09156.1 NCU03219.1
AN1493.1 55.m03317 AO070334000206 FG09403.1 NCU03222.1
AN4505.1 57.m05626 AO070311000058 FG04914.1 NCU03226.1
AN1281.1 70.m14927 AO070332000039 FG02761.1 NCU03229.1
AN3131.1 59.m08594 AO070303000013 FG02769.1 NCU03231.1
AN3921.1 69.m15007 AO070324000117 FG01197.1 NCU03232.1
AN3923.1 69.m15006 AO070324000119 FG01194.1 NCU03234.1
AN2730.1 54.m06671 AO070338000210 FG02163.1 NCU03235.1
AN0281.1 54.m06477 AO070334000072 FG01065.1 NCU03237.1
AN5151.1 69.m14882 AO070237000013 FG01064.1 NCU03238.1
AN3908.1 69.m15023 AO070324000092 FG01058.1 NCU03242.1
AN3927.1 69.m15001 AO070341000039 FG01057.1 NCU03243.1
AN3926.1 69.m15002 AO070341000040 FG00414.1 NCU03244.1
AN5057.1 59.m08669 AO070338000201 FG00543.1 NCU03246.1
AN8363.1 52.m04104 AO070274000030 FG00530.1 NCU03255.1
AN7463.1 57.m05879 AO070287000063 FG00529.1 NCU03257.1
AN9362.1 52.m03849 AO070315000035 FG06860.1 NCU03261.1
AN9149.1 66.m04586 AO070332000147 FG06885.1 NCU03263.1
AN8877.1 56.m03107 AO070293000006 FG06859.1 NCU03264.1
AN5048.1 59.m08678 AO070338000188 FG01100.1 NCU03266.1
AN7666.1 57.m05437 AO070268000051 FG07150.1 NCU03267.1
AN0679.1 70.m15283 AO070343000536 FG01092.1 NCU03269.1
AN3905.1 69.m15030 AO070324000083 FG09229.1 NCU03269.1
AN3757.1 65.m07367 AO070309000049 FG07077.1 NCU03276.1
AN5681.1 65.m07407 AO070309000096 FG07078.1 NCU03277.1
AN5682.1 65.m07408 AO070309000097 FG07062.1 NCU03278.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN2938.1 59.m09056 AO070337000168 FG07060.1 NCU03280.1
AN2930.1 59.m09064 AO070337000178 FG07057.1 NCU03283.1
AN2572.1 72.m19060 AO070340000111 FG01095.1 NCU03290.1
AN7465.1 57.m05876 AO070287000061 FG00509.1 NCU03291.1
AN7464.1 57.m05877 AO070287000062 FG00508.1 NCU03292.1
AN3758.1 65.m07366 AO070309000048 FG05598.1 NCU03296.1
AN1630.1 58.m07716 AO070299000035 FG01245.1 NCU03297.1
AN8288.1 65.m07464 AO070190000002 FG01243.1 NCU03298.1
AN5744.1 69.m15615 AO070341000001 FG01241.1 NCU03300.1
AN5777.1 69.m14820 AO070249000022 FG01240.1 NCU03301.1
AN4449.1 58.m07876 AO070273000004 FG01236.1 NCU03304.1
AN5743.1 69.m14841 AO070193000002 FG01265.1 NCU03305.1
AN6073.1 72.m19947 AO070340000117 FG01119.1 NCU03310.1
AN5856.1 72.m18985 AO070340000012 FG00371.1 NCU03312.1
AN7560.1 72.m19581 AO070343000400 FG05608.1 NCU03316.1
AN4864.1 59.m09108 AO070329000150 FG05607.1 NCU03317.1
AN1117.1 70.m15118 AO070331000109 FG00538.1 NCU03319.1
AN1367.1 70.m14862 AO070215000014 FG11603.1 NCU03321.1
AN9287.1 57.m05386 AO070294000075 FG02360.1 NCU03322.1
AN0573.1 69.m15273 AO070272000052 FG01644.1 NCU03330.1
AN0574.1 69.m15771 AO070272000053 FG01469.1 NCU03332.1
AN4440.1 58.m07885 AO070273000014 FG01670.1 NCU03334.1
AN4441.1 58.m09014 AO070273000013 FG01620.1 NCU03335.1
AN0932.1 70.m15540 AO070320000123 FG05183.1 NCU03339.1
AN1988.1 58.m07595 AO070301000075 FG05181.1 NCU03341.1
AN4434.1 58.m08979 AO070273000023 FG01653.1 NCU03343.1
AN5616.1 58.m08957 AO070301000016 FG01560.1 NCU03347.1
AN5613.1 58.m07536 AO070301000012 FG01561.1 NCU03350.1
AN6293.1 72.m19341 AO070308000051 FG01562.1 NCU03352.1
AN4442.1 58.m09016 AO070273000012 FG01568.1 NCU03357.1
AN5977.1 72.m19939 AO070281000046 FG01476.1 NCU03358.1
AN5588.1 58.m07509 AO070328000021 FG01475.1 NCU03359.1
AN4435.1 58.m08980 AO070273000022 FG00627.1 NCU03360.1
AN1968.1 58.m08921 AO070301000052 FG00629.1 NCU03362.1
AN4412.1 58.m08981 AO070273000032 FG01656.1 NCU03363.1
AN0575.1 69.m15270 AO070272000054 FG05179.1 NCU03364.1
AN1390.1 70.m14831 AO070342000349 FG10854.1 NCU03368.1
AN1460.1 55.m03259 AO070306000076 FG05168.1 NCU03369.1
AN4353.1 58.m07978 AO070240000022 FG10853.1 NCU03372.1
AN3176.1 59.m08566 AO070256000014 FG10896.1 NCU03380.1
AN3177.1 59.m08567 AO070256000013 FG10897.1 NCU03381.1
AN3098.1 59.m08645 AO070334000139 FG10903.1 NCU03387.1
AN3163.1 59.m08551 AO070256000032 FG10909.1 NCU03388.1
AN3172.1 59.m08562 AO070256000018 FG10905.1 NCU03393.1
AN3173.1 59.m08563 AO070256000017 FG10906.1 NCU03394.1
AN3168.1 59.m08557 AO070256000022 FG10907.1 NCU03395.1
AN3167.1 59.m09511 AO070256000023 FG10908.1 NCU03396.1
AN5141.1 54.m06880 AO070291000035 FG10820.1 NCU03399.1
AN0862.1 70.m15466 AO070320000011 FG10822.1 NCU03401.1
AN4055.1 54.m06944 AO070342000041 FG07678.1 NCU03404.1
AN2687.1 71.m15175 AO070313000101 FG00304.1 NCU03407.1
AN0554.1 69.m15293 AO070272000027 FG00979.1 NCU03415.1
AN0131.1 71.m15415 AO070321000122 FG01466.1 NCU03423.1
AN3031.1 59.m08989 AO070331000089 FG05713.1 NCU03425.1
AN0129.1 71.m15409 AO070311000084 FG04296.1 NCU03426.1
AN0504.1 69.m15297 AO070226000008 FG01464.1 NCU03436.1
AN4919.1 59.m08822 AO070338000024 FG00822.1 NCU03438.1
AN4918.1 59.m08821 AO070338000025 FG00823.1 NCU03439.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN0127.1 71.m15413 AO070311000081 FG04297.1 NCU03441.1
AN5595.1 58.m07519 AO070328000009 FG05208.1 NCU03458.1
AN5600.1 58.m07524 AO070328000004 FG00298.1 NCU03460.1
AN5568.1 58.m07492 AO070328000040 FG00817.1 NCU03462.1
AN5606.1 58.m07529 AO070301000003 FG00818.1 NCU03463.1
AN1355.1 70.m14875 AO070237000005 FG05212.1 NCU03471.1
AN0990.1 70.m15631 AO070318000147 FG00819.1 NCU03479.1
AN1971.1 58.m07576 AO070301000055 FG05150.1 NCU03482.1
AN6323.1 72.m19441 AO070304000044 FG05152.1 NCU03483.1
AN0919.1 70.m15526 AO070320000099 FG05156.1 NCU03488.1
AN0917.1 70.m15524 AO070320000097 FG05165.1 NCU03491.1
AN0918.1 70.m15525 AO070320000098 FG05164.1 NCU03492.1
AN2167.1 72.m19673 AO070343000229 FG05163.1 NCU03493.1
AN0914.1 70.m15523 AO070320000095 FG05162.1 NCU03495.1
AN5591.1 58.m07515 AO070328000012 FG05169.1 NCU03500.1
AN0903.1 70.m15512 AO070320000077 FG05167.1 NCU03501.1
AN6874.1 71.m16021 AO070314000047 FG01640.1 NCU03503.1
AN2688.1 71.m15176 AO070313000100 FG06028.1 NCU03504.1
AN1394.1 70.m14828 AO070233000008 FG06035.1 NCU03515.1
AN1387.1 70.m14829 AO070233000007 FG06033.1 NCU03517.1
AN2450.1 69.m15208 AO070264000026 FG06030.1 NCU03526.1
AN4360.1 58.m07961 AO070261000003 FG05172.1 NCU03537.1
AN4425.1 58.m09002 AO070273000062 FG05173.1 NCU03538.1
AN4380.1 58.m07945 AO070261000025 FG05174.1 NCU03539.1
AN0861.1 70.m15468 AO070320000009 FG01574.1 NCU03543.1
AN0978.1 70.m15616 AO070341000131 FG01575.1 NCU03548.1
AN5612.1 58.m08906 AO070301000011 FG10842.1 NCU03554.1
AN4280.1 53.m03677 AO070310000016 FG00308.1 NCU03556.1
AN8273.1 53.m03687 AO070310000028 FG00644.1 NCU03559.1
AN8272.1 53.m04172 AO070310000029 FG00645.1 NCU03560.1
AN3185.1 59.m08569 AO070256000011 FG04385.1 NCU03563.1
AN5557.1 57.m05387 AO070294000076 FG03375.1 NCU03566.1
AN3107.1 59.m08630 AO070334000152 FG04359.1 NCU03567.1
AN3110.1 59.m08628 AO070303000041 FG10725.1 NCU03571.1
AN4225.1 54.m06792 AO070234000025 FG10724.1 NCU03572.1
AN0705.1 70.m15312 AO070343000504 FG10722.1 NCU03575.1
AN3095.1 59.m08648 AO070334000137 FG10723.1 NCU03576.1
AN4223.1 54.m06794 AO070234000027 FG00647.1 NCU03578.1
AN9481.1 71.m15629 AO070276000025 FG05981.1 NCU03588.1
AN9482.1 71.m15630 AO070276000024 FG05982.1 NCU03589.1
AN2011.1 58.m08942 AO070202000001 FG09020.1 NCU03592.1
AN2009.1 58.m07618 AO070179000005 FG09019.1 NCU03593.1
AN6853.1 71.m15279 AO070314000087 FG05890.1 NCU03596.1
AN6855.1 71.m15277 AO070314000086 FG07021.1 NCU03597.1
AN9121.1 66.m04577 AO070332000155 FG10132.1 NCU03600.1
AN1331.1 70.m14901 AO070303000094 FG10170.1 NCU03601.1
AN1330.1 70.m14902 AO070303000093 FG10169.1 NCU03602.1
AN5828.1 72.m18955 AO070260000018 FG10193.1 NCU03603.1
AN7423.1 57.m05922 AO070197000002 FG10122.1 NCU03606.1
AN2525.1 59.m08455 AO070286000098 FG10119.1 NCU03607.1
AN2526.1 59.m08453 AO070220000001 FG10118.1 NCU03608.1
AN2523.1 59.m08459 AO070286000091 FG10116.1 NCU03611.1
AN2522.1 59.m08460 AO070286000088 FG10115.1 NCU03613.1
AN5832.1 72.m18960 AO070260000013 FG10114.1 NCU03616.1
AN5830.1 72.m18958 AO070260000016 FG10113.1 NCU03617.1
AN8798.1 71.m15605 AO070276000062 FG05978.1 NCU03622.1
AN8258.1 53.m03703 AO070310000045 FG05977.1 NCU03623.1
AN8821.1 71.m15632 AO070276000021 FG05966.1 NCU03624.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN4460.1 58.m07864 AO070305000133 FG06788.1 NCU03628.1
AN3867.1 58.m07839 AO070305000103 FG05911.1 NCU03632.1
AN3869.1 58.m07841 AO070305000105 FG05912.1 NCU03633.1
AN8046.1 53.m04164 AO070336000153 FG05906.1 NCU03639.1
AN3904.1 69.m15656 AO070324000068 FG03570.1 NCU03641.1
AN4271.1 65.m07448 AO070277000015 FG05905.1 NCU03649.1
AN5773.1 69.m15638 AO070249000017 FG07413.1 NCU03652.1
AN8284.1 65.m07460 AO070277000004 FG07414.1 NCU03653.1
AN8285.1 65.m07461 AO070277000003 FG07423.1 NCU03659.1
AN5768.1 69.m14831 AO070249000004 FG07425.1 NCU03660.1
AN6618.1 62.m03214 AO070326000068 FG05191.1 NCU03661.1
AN0076.1 71.m15354 AO070311000140 FG07011.1 NCU03662.1
AN4214.1 54.m06959 AO070231000010 FG02002.1 NCU03667.1
AN0831.1 70.m15432 AO070255000014 FG01852.1 NCU03678.1
AN7298.1 72.m19768 AO070297000040 FG01849.1 NCU03682.1
AN0928.1 70.m15535 AO070320000113 FG01853.1 NCU03686.1
AN0926.1 70.m15808 AO070320000110 FG01854.1 NCU03690.1
AN0864.1 70.m15464 AO070320000014 FG01855.1 NCU03691.1
AN0865.1 70.m15463 AO070320000016 FG01856.1 NCU03692.1
AN0910.1 70.m15519 AO070320000091 FG01865.1 NCU03695.1
AN2343.1 71.m15577 AO070319000157 FG01866.1 NCU03696.1
AN2042.1 58.m07630 AO070292000002 FG01867.1 NCU03697.1
AN1500.1 55.m03010 AO070334000217 FG01877.1 NCU03699.1
AN0776.1 70.m15382 AO070316000062 FG01871.1 NCU03703.1
AN0927.1 70.m15536 AO070320000116 FG01863.1 NCU03704.1
AN4541.1 70.m15825 AO070321000164 FG01875.1 NCU03708.1
AN0089.1 71.m16059 AO070311000126 FG05141.1 NCU03711.1
AN1082.1 70.m15156 AO070285000082 FG05143.1 NCU03713.1
AN6915.1 71.m16035 AO070219000020 FG05144.1 NCU03714.1
AN6863.1 71.m15274 AO070314000083 FG07143.1 NCU03715.1
AN1080.1 70.m15154 AO070285000079 FG07146.1 NCU03717.1
AN6609.1 62.m03184 AO070326000058 FG07155.1 NCU03719.1
AN7709.1 71.m15733 AO070325000116 FG05131.1 NCU03730.1
AN7710.1 71.m15734 AO070325000117 FG05132.1 NCU03731.1
AN2238.1 71.m15825 AO070326000135 FG05133.1 NCU03732.1
AN0600.1 69.m15248 AO070280000025 FG07160.1 NCU03735.1
AN1084.1 70.m15158 AO070285000084 FG07182.1 NCU03737.1
AN0075.1 71.m15353 AO070311000141 FG07180.1 NCU03739.1
AN6824.1 71.m15292 AO070314000104 FG07150.1 NCU03741.1
AN5601.1 58.m07525 AO070328000003 FG00346.1 NCU03748.1
AN9496.1 72.m19484 AO070241000013 FG07151.1 NCU03752.1
AN8206.1 53.m03768 AO070310000111 FG00712.1 NCU03755.1
AN8172.1 53.m03806 AO070209000006 FG07188.1 NCU03756.1
AN8176.1 53.m03803 AO070209000002 FG07186.1 NCU03757.1
AN3865.1 58.m07837 AO070305000101 FG05909.1 NCU03759.1
AN4217.1 54.m06777 AO070342000115 FG07162.1 NCU03761.1
AN4469.1 58.m07855 AO070305000124 FG06821.1 NCU03764.1
AN5679.1 65.m07405 AO070309000094 FG06819.1 NCU03766.1
AN8169.1 53.m03812 AO070266000003 FG07410.1 NCU03768.1
AN8170.1 53.m03814 AO070266000007 FG07377.1 NCU03769.1
AN6844.1 71.m15301 AO070314000095 FG07019.1 NCU03777.1
AN0034.1 71.m16043 AO070314000113 FG07017.1 NCU03779.1
AN3847.1 58.m08991 AO070305000084 FG05145.1 NCU03781.1
AN9467.1 53.m03848 AO070322000047 FG05894.1 NCU03786.1
AN8200.1 53.m03775 AO070310000119 FG05892.1 NCU03791.1
AN8053.1 53.m04098 AO070322000147 FG05891.1 NCU03792.1
AN7517.1 53.m03773 AO070310000116 FG07378.1 NCU03793.1
AN8183.1 53.m03796 AO070310000142 FG07379.1 NCU03794.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN8182.1 53.m03797 AO070310000143 FG07380.1 NCU03795.1
AN9461.1 53.m03781 AO070310000129 FG07381.1 NCU03796.1
AN8059.1 53.m03884 AO070322000124 FG06120.1 NCU03798.1
AN8180.1 53.m03800 AO070310000147 FG06116.1 NCU03799.1
AN8194.1 53.m03779 AO070310000126 FG06115.1 NCU03800.1
AN7568.1 72.m19587 AO070343000414 FG05953.1 NCU03802.1
AN8819.1 71.m15627 AO070276000028 FG10025.1 NCU03803.1
AN8820.1 71.m15631 AO070276000022 FG06103.1 NCU03804.1
AN6549.1 62.m03124 AO070270000036 FG06100.1 NCU03809.1
AN6551.1 62.m03122 AO070270000034 FG06097.1 NCU03811.1
AN6525.1 62.m03114 AO070270000024 FG06127.1 NCU03813.1
AN6526.1 62.m03435 AO070270000025 FG07128.1 NCU03814.1
AN6614.1 62.m03213 AO070326000063 FG05149.1 NCU03818.1
AN6615.1 62.m03212 AO070326000064 FG05213.1 NCU03819.1
AN8841.1 71.m15972 AO070271000036 FG07396.1 NCU03822.1
AN6572.1 62.m03169 AO070326000015 FG07397.1 NCU03823.1
AN6561.1 62.m03148 AO070326000002 FG07399.1 NCU03824.1
AN6563.1 62.m03150 AO070326000004 FG07401.1 NCU03826.1
AN6564.1 62.m03151 AO070326000005 FG07402.1 NCU03827.1
AN6566.1 62.m03153 AO070326000009 FG07404.1 NCU03833.1
AN6567.1 62.m03154 AO070326000010 FG07405.1 NCU03834.1
AN6569.1 62.m03156 AO070326000012 FG07406.1 NCU03836.1
AN6570.1 62.m03157 AO070326000013 FG07407.1 NCU03837.1
AN7355.1 72.m19724 AO070278000045 FG02630.1 NCU03846.1
AN3735.1 69.m15380 AO070342000272 FG10353.1 NCU03852.1
AN4583.1 57.m05507 AO070316000171 FG10352.1 NCU03853.1
AN4584.1 57.m05945 AO070316000173 FG10351.1 NCU03854.1
AN2999.1 59.m09440 AO070337000118 FG10347.1 NCU03857.1
AN4178.1 70.m14840 AO070243000013 FG09989.1 NCU03859.1
AN1383.1 70.m14838 AO070243000016 FG09990.1 NCU03860.1
AN5642.1 58.m07334 AO070342000232 FG10270.1 NCU03874.1
AN5643.1 58.m07335 AO070342000231 FG10269.1 NCU03875.1
AN2997.1 59.m09019 AO070337000120 FG10268.1 NCU03876.1
AN2998.1 59.m09018 AO070337000119 FG10267.1 NCU03877.1
AN1357.1 70.m14873 AO070237000003 FG10005.1 NCU03880.1
AN1333.1 70.m14898 AO070303000098 FG09951.1 NCU03882.1
AN1334.1 70.m14897 AO070303000099 FG09952.1 NCU03883.1
AN1337.1 70.m14896 AO070303000102 FG09954.1 NCU03885.1
AN4171.1 69.m14953 AO070341000090 FG08449.1 NCU03886.1
AN4170.1 69.m15618 AO070341000092 FG08448.1 NCU03887.1
AN4168.1 69.m14950 AO070341000095 FG09497.1 NCU03888.1
AN2068.1 57.m05768 AO070341000217 FG09491.1 NCU03897.1
AN4969.1 59.m08873 AO070288000035 FG09262.1 NCU03899.1
AN2890.1 59.m08737 AO070338000122 FG09264.1 NCU03903.1
AN7513.1 69.m15155 AO070258000018 FG08800.1 NCU03905.1
AN2082.1 57.m05781 AO070341000235 FG08744.1 NCU03906.1
AN1753.1 69.m15054 AO070324000040 FG08628.1 NCU03908.1
AN5498.1 69.m15455 AO070341000387 FG08619.1 NCU03909.1
AN2069.1 57.m05769 AO070341000218 FG08620.1 NCU03910.1
AN2126.1 69.m15671 AO070306000108 FG08621.1 NCU03911.1
AN8559.1 52.m03757 AO070306000062 FG08622.1 NCU03913.1
AN7533.1 69.m15085 AO070324000008 FG08623.1 NCU03914.1
AN7549.1 72.m19566 AO070277000046 FG09267.1 NCU03921.1
AN4923.1 59.m08826 AO070338000020 FG09266.1 NCU03922.1
AN3660.1 58.m07438 AO070342000025 FG08400.1 NCU03924.1
AN3661.1 58.m07437 AO070342000024 FG08751.1 NCU03925.1
AN2883.1 59.m08730 AO070338000131 FG09285.1 NCU03932.1
AN2882.1 59.m08729 AO070338000132 FG09284.1 NCU03935.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN7468.1 57.m05952 AO070287000059 FG08626.1 NCU03938.1
AN7466.1 57.m05951 AO070287000060 FG00226.1 NCU03942.1
AN1339.1 70.m14893 AO070247000025 FG10272.1 NCU03947.1
AN4268.1 65.m07446 AO070343000043 FG10065.1 NCU03949.1
AN4298.1 58.m08025 AO070189000008 FG10033.1 NCU03952.1
AN4297.1 58.m08027 AO070189000005 FG10276.1 NCU03953.1
AN0676.1 70.m15280 AO070343000539 FG09993.1 NCU03954.1
AN3443.1 59.m09515 AO070265000017 FG09917.1 NCU03955.1
AN4570.1 57.m05491 AO070316000153 FG09919.1 NCU03956.1
AN4569.1 57.m05490 AO070316000152 FG09918.1 NCU03957.1
AN2077.1 57.m05776 AO070341000230 FG08439.1 NCU03961.1
AN4166.1 69.m15622 AO070341000097 FG08447.1 NCU03965.1
AN4167.1 69.m15621 AO070341000096 FG08446.1 NCU03966.1
AN7469.1 57.m05953 AO070287000057 FG08627.1 NCU03970.1
AN1922.1 69.m14940 AO070341000114 FG08444.1 NCU03972.1
AN1997.1 58.m07606 AO070301000092 FG08617.1 NCU03975.1
AN1904.1 69.m14918 AO070341000146 FG09465.1 NCU03980.1
AN2062.1 57.m05760 AO070341000205 FG09471.1 NCU03982.1
AN5800.1 72.m19917 AO070260000049 FG09866.1 NCU03988.1
AN5801.1 72.m19905 AO070260000048 FG09865.1 NCU03989.1
AN5803.1 72.m18931 AO070260000046 FG09862.1 NCU03992.1
AN1402.1 70.m14822 AO070233000017 FG10069.1 NCU04001.1
AN4446.1 58.m09017 AO070273000007 FG10067.1 NCU04003.1
AN5757.1 69.m14854 AO070341000016 FG10066.1 NCU04005.1
AN4293.1 58.m08028 AO070189000002 FG09965.1 NCU04007.1
AN3426.1 59.m09280 AO070327000005 FG09961.1 NCU04009.1
AN5644.1 58.m07332 AO070342000235 FG09960.1 NCU04013.1
AN2072.1 57.m05770 AO070341000219 FG08544.1 NCU04014.1
AN1873.1 57.m05745 AO070341000189 FG03103.1 NCU04016.1
AN1745.1 69.m15048 AO070324000051 FG09476.1 NCU04019.1
AN1913.1 69.m14928 AO070341000134 FG08761.1 NCU04020.1
AN8812.1 71.m15619 AO070276000042 FG08373.1 NCU04021.1
AN1286.1 70.m14922 AO070303000047 FG05344.1 NCU04035.1
AN5330.1 62.m03273 AO070333000250 FG08082.1 NCU04039.1
AN1751.1 69.m15052 AO070324000042 FG09300.1 NCU04040.1
AN1750.1 69.m15051 AO070324000043 FG05336.1 NCU04041.1
AN1767.1 69.m15070 AO070324000025 FG09298.1 NCU04042.1
AN5629.1 58.m07554 AO070301000028 FG09250.1 NCU04044.1
AN4315.1 58.m08009 AO070230000003 FG09528.1 NCU04051.1
AN1182.1 70.m15763 AO070331000182 FG09530.1 NCU04054.1
AN5499.1 69.m15454 AO070341000386 FG05337.1 NCU04059.1
AN4317.1 58.m08007 AO070230000006 FG09271.1 NCU04063.1
AN1769.1 69.m15067 AO070324000028 FG09532.1 NCU04069.1
AN1151.1 69.m15307 AO070226000022 FG09485.1 NCU04071.1
AN8566.1 52.m03913 AO070307000099 FG03349.1 NCU04072.1
AN1728.1 69.m15042 AO070324000059 FG09234.1 NCU04074.1
AN3117.1 59.m08620 AO070303000031 FG08466.1 NCU04076.1
AN1752.1 69.m15053 AO070324000041 FG08463.1 NCU04077.1
AN8024.1 53.m03869 AO070322000071 FG01991.1 NCU04086.1
AN5602.1 58.m07526 AO070328000002 FG09535.1 NCU04087.1
AN5603.1 58.m08909 AO070328000001 FG09534.1 NCU04088.1
AN7359.1 52.m03956 AO070302000084 FG01745.1 NCU04089.1
AN2119.1 69.m15159 AO070332000052 FG09254.1 NCU04090.1
AN0828.1 70.m15429 AO070255000017 FG03177.1 NCU04092.1
AN6512.1 62.m03099 AO070270000007 FG07165.1 NCU04097.1
AN4304.1 58.m08020 AO070207000008 FG04567.1 NCU04098.1
AN9522.1 53.m04094 AO070310000070 FG07173.1 NCU04099.1
AN8023.1 53.m03868 AO070322000070 FG07172.1 NCU04100.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN6591.1 62.m03207 AO070326000039 FG07169.1 NCU04104.1
AN2648.1 54.m06312 AO070263000025 FG07838.1 NCU04108.1
AN4905.1 59.m08809 AO070338000040 FG02000.1 NCU04109.1
AN3604.1 58.m07402 AO070342000157 FG01846.1 NCU04111.1
AN2049.1 58.m07637 AO070292000016 FG01886.1 NCU04116.1
AN8859.1 71.m15997 AO070271000014 FG07421.1 NCU04118.1
AN2048.1 58.m07636 AO070292000015 FG01890.1 NCU04119.1
AN2047.1 58.m07635 AO070292000014 FG01891.1 NCU04120.1
AN4207.1 54.m06766 AO070231000017 FG01893.1 NCU04121.1
AN0762.1 70.m15365 AO070316000082 FG01873.1 NCU04124.1
AN5658.1 58.m07323 AO070342000246 FG04564.1 NCU04130.1
AN6600.1 62.m03197 AO070326000049 FG07166.1 NCU04131.1
AN0292.1 54.m06490 AO070334000050 FG02010.1 NCU04136.1
AN3594.1 58.m08904 AO070342000146 FG02011.1 NCU04137.1
AN6347.1 72.m19508 AO070275000012 FG01842.1 NCU04143.1
AN4208.1 54.m06767 AO070231000016 FG02016.1 NCU04144.1
AN4204.1 54.m06763 AO070231000020 FG02003.1 NCU04147.1
AN6522.1 62.m03111 AO070270000021 FG05220.1 NCU04149.1
AN0072.1 71.m15348 AO070314000161 FG07326.1 NCU04153.1
AN0451.1 54.m06643 AO070328000185 FG07315.1 NCU04156.1
AN8168.1 53.m03813 AO070266000006 FG07197.1 NCU04158.1
AN6443.1 58.m08930 AO070238000002 FG11028.1 NCU04161.1
AN2262.1 71.m15903 AO070295000025 FG07195.1 NCU04165.1
AN2263.1 71.m15904 AO070295000026 FG07194.1 NCU04166.1
AN2268.1 71.m15913 AO070295000040 FG07333.1 NCU04171.1
AN6543.1 62.m03131 AO070270000041 FG07334.1 NCU04172.1
AN6542.1 62.m03132 AO070253000011 FG07335.1 NCU04173.1
AN6511.1 62.m03098 AO070270000006 FG07338.1 NCU04176.1
AN6502.1 62.m03090 AO070222000018 FG07341.1 NCU04180.1
AN6508.1 62.m03095 AO070270000001 FG07329.1 NCU04185.1
AN6507.1 62.m03094 AO070222000023 FG07328.1 NCU04187.1
AN6544.1 62.m03493 AO070270000040 FG07322.1 NCU04188.1
AN7730.1 71.m16098 AO070325000147 FG06999.1 NCU04190.1
AN6514.1 62.m03101 AO070270000009 FG07345.1 NCU04191.1
AN8252.1 53.m03709 AO070310000055 FG06133.1 NCU04192.1
AN4854.1 59.m09119 AO070327000089 FG04161.1 NCU04193.1
AN8799.1 71.m15606 AO070276000061 FG05964.1 NCU04196.1
AN8237.1 53.m03732 AO070310000071 FG06138.1 NCU04199.1
AN4733.1 71.m16082 AO070276000009 FG06139.1 NCU04201.1
AN8216.1 53.m03757 AO070310000096 FG05972.1 NCU04202.1
AN3504.1 54.m06814 AO070306000123 FG02920.1 NCU04203.1
AN8217.1 53.m03756 AO070310000095 FG05973.1 NCU04203.1
AN7571.1 72.m19590 AO070343000417 FG05974.1 NCU04207.1
AN4162.1 58.m07363 AO070342000192 FG10159.1 NCU04212.1
AN4329.1 58.m07991 AO070240000007 FG10160.1 NCU04213.1
AN6637.1 62.m03232 AO070326000089 FG05278.1 NCU04216.1
AN4912.1 59.m08815 AO070338000036 FG02119.1 NCU04218.1
AN5635.1 58.m07328 AO070342000242 FG09895.1 NCU04221.1
AN5657.1 58.m07322 AO070342000247 FG10356.1 NCU04224.1
AN3458.1 59.m09319 AO070265000035 FG10355.1 NCU04225.1
AN4647.1 57.m05486 AO070316000121 FG10257.1 NCU04228.1
AN3811.1 57.m05671 AO070311000008 FG10221.1 NCU04229.1
AN5634.1 58.m07331 AO070342000238 FG09896.1 NCU04230.1
AN9489.1 65.m07290 AO070339000098 FG09915.1 NCU04232.1
AN1748.1 66.m04624 AO070320000028 FG02113.1 NCU04234.1
AN4305.1 58.m08019 AO070330000015 FG04568.1 NCU04237.1
AN7440.1 57.m05911 AO070229000004 FG10032.1 NCU04238.1
AN0646.1 70.m15248 AO070343000583 FG09930.1 NCU04242.1
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A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN0647.1 70.m15249 AO070343000582 FG09929.1 NCU04243.1
AN7687.1 57.m05468 AO070325000085 FG09927.1 NCU04245.1
AN1953.1 58.m07342 AO070342000222 FG10385.1 NCU04247.1
AN1952.1 58.m07343 AO070342000221 FG10386.1 NCU04249.1
AN4566.1 57.m05488 AO070316000145 FG10327.1 NCU04251.1
AN2518.1 59.m08469 AO070286000074 FG10345.1 NCU04252.1
AN3425.1 59.m09279 AO070327000006 FG10259.1 NCU04256.1
AN1948.1 58.m07348 AO070342000213 FG09976.1 NCU04258.1
AN4386.1 58.m08970 AO070261000031 FG09938.1 NCU04259.1
AN2825.1 67.m02963 AO070330000091 FG07016.1 NCU04262.1
AN8421.1 52.m03816 AO070302000061 FG07016.1 NCU04262.1
AN4819.1 59.m09156 AO070327000168 FG10043.1 NCU04264.1
AN3428.1 59.m09284 AO070265000001 FG09995.1 NCU04272.1
AN3427.1 59.m09282 AO070327000003 FG10156.1 NCU04273.1
AN4411.1 58.m08982 AO070273000031 FG10157.1 NCU04274.1
AN4407.1 58.m08972 AO070273000067 FG10158.1 NCU04275.1
AN8843.1 71.m15975 AO070271000034 FG10211.1 NCU04277.1
AN1326.1 70.m14905 AO070303000090 FG10196.1 NCU04279.1
AN3894.1 54.m07025 AO070324000132 FG10198.1 NCU04280.1
AN1335.1 70.m14899 AO070303000097 FG10251.1 NCU04281.1
AN1379.1 70.m14844 AO070243000010 FG10280.1 NCU04288.1
AN4303.1 58.m08021 AO070207000007 FG04571.1 NCU04289.1
AN5957.1 72.m19941 AO070340000309 FG04570.1 NCU04292.1
AN7679.1 57.m05456 AO070325000069 FG10388.1 NCU04293.1
AN4350.1 58.m07970 AO070240000028 FG10031.1 NCU04298.1
AN4399.1 58.m07932 AO070261000044 FG09935.1 NCU04302.1
AN4401.1 58.m07925 AO070261000045 FG09934.1 NCU04303.1
AN4402.1 58.m07924 AO070261000046 FG09933.1 NCU04304.1
AN4295.1 58.m09012 AO070207000004 FG10319.1 NCU04307.1
AN4382.1 58.m07943 AO070261000027 FG10322.1 NCU04309.1
AN4378.1 58.m08998 AO070261000021 FG10028.1 NCU04310.1
AN1384.1 70.m14837 AO070243000018 FG10145.1 NCU04316.1
AN4867.1 59.m08762 AO070338000092 FG09910.1 NCU04319.1
AN2531.1 59.m08446 AO070300000119 FG10029.1 NCU04322.1
AN4160.1 58.m07365 AO070342000189 FG10148.1 NCU04325.1
AN5822.1 72.m18953 AO070260000020 FG10228.1 NCU04326.1
AN2491.1 59.m08498 AO070312000129 FG02622.1 NCU04327.1
AN1013.1 70.m15230 AO070312000015 FG10010.1 NCU04331.1
AN0116.1 71.m15395 AO070311000103 FG06204.1 NCU04336.1
AN0117.1 71.m15396 AO070311000104 FG05072.1 NCU04337.1
AN7995.1 53.m03852 AO070322000050 FG05114.1 NCU04339.1
AN7620.1 72.m19654 AO070343000264 FG05647.1 NCU04343.1
AN0167.1 71.m15442 AO070321000079 FG05648.1 NCU04344.1
AN2174.1 72.m19665 AO070343000247 FG09689.1 NCU04370.1
AN2178.1 72.m19662 AO070343000251 FG09568.1 NCU04374.1
AN6014.1 72.m19129 AO070340000265 FG08543.1 NCU04380.1
AN5886.1 72.m19244 AO070245000021 FG09589.1 NCU04385.1
AN5880.1 72.m19251 AO070245000028 FG09587.1 NCU04387.1
AN5879.1 72.m19252 AO070245000029 FG09586.1 NCU04388.1
AN5891.1 72.m19239 AO070245000016 FG09585.1 NCU04389.1
AN2334.1 71.m16080 AO070323000005 FG08044.1 NCU04401.1
AN1170.1 70.m15051 AO070331000165 FG02778.1 NCU04402.1
AN1177.1 70.m15040 AO070331000173 FG02780.1 NCU04404.1
AN1179.1 70.m15038 AO070331000176 FG11637.1 NCU04406.1
AN1296.1 70.m14912 AO070303000056 FG11594.1 NCU04410.1
AN3634.1 58.m07467 AO070328000078 FG00598.1 NCU04411.1
AN3635.1 58.m07466 AO070328000079 FG11596.1 NCU04412.1
AN4236.1 54.m06779 AO070234000007 FG11597.1 NCU04414.1
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AN4940.1 59.m08844 AO070338000003 FG11602.1 NCU04415.1
AN2427.1 72.m19482 AO070241000010 FG00986.1 NCU04421.1
AN0697.1 70.m15300 AO070343000515 FG04946.1 NCU04427.1
AN0696.1 70.m15299 AO070343000516 FG04944.1 NCU04428.1
AN0716.1 70.m15351 AO070343000451 FG04945.1 NCU04429.1
AN8445.1 52.m03678 AO070341000302 FG04936.1 NCU04430.1
AN0589.1 69.m15260 AO070280000011 FG05687.1 NCU04439.1
AN4727.1 71.m15496 AO070323000057 FG05689.1 NCU04442.1
AN0158.1 71.m15435 AO070321000089 FG05690.1 NCU04443.1
AN2149.1 72.m19692 AO070343000198 FG05250.1 NCU04448.1
AN2150.1 72.m19691 AO070343000199 FG05249.1 NCU04449.1
AN0730.1 70.m15326 AO070343000491 FG09683.1 NCU04450.1
AN5228.1 57.m05703 AO070337000249 FG03262.1 NCU04452.1
AN0729.1 70.m15328 AO070343000488 FG05243.1 NCU04454.1
AN6299.1 72.m18968 AO070260000007 FG09673.1 NCU04457.1
AN6182.1 72.m19274 AO070308000124 FG05668.1 NCU04460.1
AN5861.1 72.m19272 AO070308000126 FG05670.1 NCU04462.1
AN6738.1 65.m07229 AO070339000184 FG05671.1 NCU04463.1
AN6188.1 72.m19286 AO070308000113 FG08678.1 NCU04470.1
AN8058.1 53.m03885 AO070322000142 FG07500.1 NCU04474.1
AN7503.1 57.m05836 AO070287000009 FG05686.1 NCU04485.1
AN5158.1 54.m06858 AO070291000007 FG04981.1 NCU04495.1
AN4232.1 54.m06784 AO070234000014 FG04027.1 NCU04503.1
AN4233.1 54.m06783 AO070234000013 FG04028.1 NCU04504.1
AN5535.1 58.m07481 AO070328000056 FG03976.1 NCU04505.1
AN5536.1 58.m07482 AO070328000055 FG04038.1 NCU04507.1
AN3122.1 59.m08614 AO070303000025 FG04031.1 NCU04511.1
AN3123.1 59.m08613 AO070303000024 FG04030.1 NCU04512.1
AN3126.1 59.m09375 AO070303000021 FG03999.1 NCU04519.1
AN7484.1 57.m05866 AO070287000045 FG04003.1 NCU04522.1
AN6197.1 69.m15437 AO070305000025 FG05038.1 NCU04534.1
AN5632.1 58.m07556 AO070301000031 FG10503.1 NCU04541.1
AN3067.1 59.m08932 AO070337000006 FG06065.1 NCU04548.1
AN4871.1 59.m08766 AO070338000089 FG10939.1 NCU04554.1
AN3972.1 69.m15765 AO070333000216 FG10203.1 NCU04569.1
AN2505.1 59.m08485 AO070312000059 FG10047.1 NCU04576.1
AN6346.1 72.m19509 AO070275000011 FG02056.1 NCU04579.1
AN6345.1 72.m19510 AO070275000008 FG02055.1 NCU04580.1
AN6340.1 72.m19518 AO070298000007 FG02054.1 NCU04581.1
AN5806.1 72.m18936 AO070260000042 FG10186.1 NCU04584.1
AN2393.1 54.m06368 AO070296000121 FG04251.1 NCU04592.1
AN5232.1 69.m15308 AO070343000101 FG10039.1 NCU04594.1
AN2513.1 59.m08471 AO070263000053 FG10037.1 NCU04595.1
AN2514.1 59.m08472 AO070263000052 FG10036.1 NCU04596.1
AN7681.1 57.m05947 AO070325000071 FG10035.1 NCU04597.1
AN1358.1 70.m15731 AO070237000002 FG10239.1 NCU04600.1
AN7447.1 57.m05898 AO070229000019 FG10242.1 NCU04606.1
AN3424.1 59.m09278 AO070327000007 FG09981.1 NCU04610.1
AN3423.1 59.m09501 AO070327000008 FG09904.1 NCU04611.1
AN3422.1 59.m09275 AO070327000010 FG09903.1 NCU04612.1
AN1945.1 58.m07351 AO070342000203 FG09902.1 NCU04613.1
AN7448.1 57.m05896 AO070229000021 FG09900.1 NCU04614.1
AN1800.1 57.m05369 AO070335000095 FG10042.1 NCU04615.1
AN0980.1 70.m15621 AO070250000038 FG03343.1 NCU04623.1
AN8262.1 53.m04209 AO070310000038 FG07716.1 NCU04626.1
AN2508.1 59.m08476 AO070263000056 FG10049.1 NCU04636.1
AN7683.1 57.m05461 AO070325000076 FG09968.1 NCU04639.1
AN5492.1 69.m15459 AO070341000393 FG10205.1 NCU04642.1
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AN0260.1 54.m06521 AO070334000098 FG01839.1 NCU04646.1
AN2190.1 69.m14881 AO070247000014 FG07428.1 NCU04647.1
AN8203.1 53.m03771 AO070310000114 FG07398.1 NCU04648.1
AN8291.1 65.m07469 AO070190000007 FG07432.1 NCU04652.1
AN4712.1 71.m16086 AO070329000163 FG07373.1 NCU04653.1
AN8214.1 53.m03759 AO070310000098 FG07374.1 NCU04654.1
AN8822.1 71.m15633 AO070276000020 FG07372.1 NCU04655.1
AN8899.1 57.m05984 AO070294000091 FG02678.1 NCU04657.1
AN1940.1 58.m07359 AO070342000196 FG10046.1 NCU04661.1
AN5849.1 72.m19897 AO070281000056 FG10057.1 NCU04663.1
AN5324.1 69.m15364 AO070323000167 FG10051.1 NCU04667.1
AN6169.1 72.m19000 AO070340000031 FG02709.1 NCU04669.1
AN6870.1 71.m15261 AO070314000052 FG02207.1 NCU04672.1
AN7175.1 65.m07223 AO070335000146 FG04216.1 NCU04695.1
AN4663.1 71.m15712 AO070250000002 FG09525.1 NCU04698.1
AN1376.1 70.m14847 AO070243000006 FG08613.1 NCU04699.1
AN1900.1 57.m05718 AO070341000154 FG09462.1 NCU04713.1
AN1902.1 57.m05716 AO070341000151 FG09457.1 NCU04718.1
AN1007.1 70.m15225 AO070312000026 FG08402.1 NCU04720.1
AN4245.1 54.m06807 AO070324000167 FG04738.1 NCU04721.1
AN1768.1 69.m15068 AO070324000027 FG08615.1 NCU04724.1
AN1428.1 55.m02927 AO070242000023 FG08396.1 NCU04725.1
AN1416.1 55.m02923 AO070242000019 FG08395.1 NCU04726.1
AN1418.1 55.m02924 AO070242000020 FG08398.1 NCU04727.1
AN4255.1 65.m07427 AO070309000125 FG08399.1 NCU04728.1
AN1519.1 55.m03038 AO070334000237 FG08752.1 NCU04730.1
AN7661.1 57.m05428 AO070268000032 FG08403.1 NCU04731.1
AN3797.1 57.m05686 AO070337000231 FG08405.1 NCU04733.1
AN1189.1 70.m15033 AO070331000187 FG09515.1 NCU04736.1
AN4959.1 59.m08864 AO070288000021 FG09520.1 NCU04738.1
AN4958.1 59.m08863 AO070288000020 FG09519.1 NCU04740.1
AN4960.1 59.m08865 AO070288000022 FG09517.1 NCU04742.1
AN4967.1 59.m08870 AO070288000032 FG09516.1 NCU04743.1
AN1171.1 70.m15050 AO070331000166 FG09274.1 NCU04747.1
AN3653.1 58.m07446 AO070342000034 FG09509.1 NCU04749.1
AN1374.1 70.m14849 AO070215000001 FG08748.1 NCU04750.1
AN3655.1 58.m07445 AO070342000033 FG09511.1 NCU04753.1
AN4323.1 58.m08000 AO070230000015 FG09512.1 NCU04754.1
AN4322.1 58.m08001 AO070230000013 FG09513.1 NCU04755.1
AN4929.1 59.m08831 AO070338000014 FG09507.1 NCU04757.1
AN2868.1 59.m08713 AO070338000154 FG08476.1 NCU04761.1
AN4973.1 59.m08876 AO070288000039 FG08471.1 NCU04765.1
AN4965.1 59.m08868 AO070288000030 FG08474.1 NCU04766.1
AN4977.1 59.m09403 AO070288000044 FG08425.1 NCU04768.1
AN4976.1 59.m08879 AO070288000043 FG08427.1 NCU04770.1
AN4975.1 59.m08878 AO070288000042 FG08428.1 NCU04771.1
AN4943.1 59.m08847 AO070338000001 FG08430.1 NCU04772.1
AN5520.1 69.m15439 AO070341000371 FG08478.1 NCU04779.1
AN0450.1 54.m06642 AO070165000001 FG08479.1 NCU04780.1
AN5640.1 58.m07562 AO070301000036 FG08481.1 NCU04782.1
AN3696.1 69.m15403 AO070341000317 FG08485.1 NCU04783.1
AN5627.1 58.m08920 AO070301000027 FG08487.1 NCU04784.1
AN7525.1 69.m15143 AO070258000031 FG08382.1 NCU04788.1
AN2081.1 57.m05780 AO070341000234 FG08604.1 NCU04789.1
AN2080.1 57.m05779 AO070341000233 FG08603.1 NCU04790.1
AN5646.1 58.m07559 AO070301000034 FG09503.1 NCU04796.1
AN5604.1 58.m07528 AO070301000002 FG09280.1 NCU04797.1
AN3999.1 54.m06592 AO070328000163 FG08422.1 NCU04800.1
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AN1921.1 69.m14938 AO070341000116 FG09281.1 NCU04802.1
AN8801.1 71.m15608 AO070276000060 FG08435.1 NCU04803.1
AN6247.1 72.m19980 AO070304000102 FG08420.1 NCU04808.1
AN5549.1 69.m14939 AO070341000115 FG04957.1 NCU04809.1
AN1876.1 57.m05742 AO070341000183 FG09484.1 NCU04814.1
AN4174.1 69.m14956 AO070341000088 FG09482.1 NCU04815.1
AN1915.1 69.m14931 AO070341000128 FG08760.1 NCU04817.1
AN1924.1 69.m14942 AO070341000109 FG08393.1 NCU04830.1
AN9008.1 69.m15086 AO070336000118 FG08608.1 NCU04834.1
AN1299.1 70.m14909 AO070303000060 FG08489.1 NCU04837.1
AN2073.1 57.m05774 AO070341000227 FG08490.1 NCU04838.1
AN2076.1 57.m05775 AO070341000228 FG08491.1 NCU04840.1
AN8687.1 62.m03487 AO070315000106 FG02462.1 NCU04855.1
AN1563.1 55.m03084 AO070339000290 FG02203.1 NCU04857.1
AN6093.1 55.m03163 AO070340000162 FG11049.1 NCU04870.1
AN8019.1 54.m06297 AO070236000022 FG03980.1 NCU04881.1
AN3146.1 59.m08519 AO070256000046 FG02460.1 NCU04898.1
AN6717.1 65.m07257 AO070339000157 FG02461.1 NCU04899.1
AN8100.1 69.m14871 AO070281000022 FG01995.1 NCU04902.1
AN3511.1 69.m15741 AO070263000017 FG07314.1 NCU04908.1
AN2404.1 55.m03089 AO070339000289 FG04609.1 NCU04921.1
AN5563.1 58.m07489 AO070328000044 FG07908.1 NCU04923.1
AN5564.1 58.m07490 AO070328000043 FG07907.1 NCU04924.1
AN3421.1 67.m02958 AO070323000200 FG08465.1 NCU04933.1
AN5552.1 69.m15337 AO070335000011 FG00202.1 NCU04935.1
AN7527.1 69.m15119 AO070343000364 FG08125.1 NCU04940.1
AN1797.1 72.m19549 AO070309000134 FG02641.1 NCU04963.1
AN4949.1 59.m08854 AO070288000001 FG04050.1 NCU04986.1
AN4932.1 59.m08836 AO070338000011 FG04051.1 NCU04987.1
AN6452.1 66.m04679 AO070337000057 FG03427.1 NCU04991.1
AN7401.1 69.m15499 AO070333000099 FG06445.1 NCU04997.1
AN2064.1 52.m03876 AO070323000172 FG10617.1 NCU05000.1
AN3447.1 59.m09478 AO070265000023 FG07864.1 NCU05007.1
AN0172.1 71.m15445 AO070321000073 FG04299.1 NCU05013.1
AN5528.1 69.m15427 AO070341000360 FG10911.1 NCU05029.1
AN3440.1 59.m09302 AO070265000015 FG08084.1 NCU05045.1
AN1628.1 58.m07687 AO070299000099 FG04919.1 NCU05046.1
AN4248.1 54.m07032 AO070324000164 FG07933.1 NCU05053.1
AN3418.1 66.m04615 AO070203000002 FG08253.1 NCU05057.1
AN9383.1 72.m19553 AO070336000233 FG02866.1 NCU05063.1
AN5003.1 59.m08907 AO070255000039 FG07928.1 NCU05064.1
AN7962.1 58.m07307 AO070336000161 FG08289.1 NCU05071.1
AN3461.1 59.m09322 AO070265000039 FG07875.1 NCU05075.1
AN3464.1 59.m09325 AO070265000042 FG07872.1 NCU05078.1
AN2746.1 54.m06685 AO070338000225 FG08229.1 NCU05089.1
AN0052.1 71.m15330 AO070314000137 FG03318.1 NCU05094.1
AN3824.1 57.m05656 AO070311000023 FG01104.1 NCU05095.1
AN9119.1 66.m04780 AO070332000153 FG02662.1 NCU05117.1
AN2953.1 59.m09089 AO070337000200 FG09885.1 NCU05136.1
AN4913.1 59.m08816 AO070338000034 FG06553.1 NCU05151.1
AN5918.1 72.m19885 AO070340000367 FG05695.1 NCU05169.1
AN7418.1 57.m05460 AO070323000154 FG09110.1 NCU05188.1
AN0228.1 71.m15484 AO070323000081 FG02470.1 NCU05194.1
AN7310.1 72.m19754 AO070297000058 FG04259.1 NCU05195.1
AN4328.1 58.m09008 AO070240000006 FG03985.1 NCU05198.1
AN5436.1 69.m15503 AO070333000093 FG05095.1 NCU05200.1
AN1022.1 70.m15780 AO070343000592 FG05070.1 NCU05202.1
AN1019.1 70.m15237 AO070343000596 FG09616.1 NCU05204.1
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AN1016.1 70.m15234 AO070312000002 FG09614.1 NCU05206.1
AN2341.1 71.m15579 AO070319000152 FG04851.1 NCU05208.1
AN7311.1 72.m19752 AO070297000059 FG04266.1 NCU05213.1
AN7493.1 57.m05851 AO070287000024 FG04252.1 NCU05214.1
AN7497.1 57.m05844 AO070287000017 FG02474.1 NCU05221.1
AN7501.1 57.m05838 AO070287000012 FG02475.1 NCU05222.1
AN7502.1 57.m05837 AO070287000010 FG02476.1 NCU05224.1
AN7500.1 57.m05839 AO070287000013 FG02477.1 NCU05225.1
AN0561.1 69.m15286 AO070272000038 FG09732.1 NCU05226.1
AN4731.1 71.m15500 AO070323000053 FG09733.1 NCU05227.1
AN4732.1 71.m15501 AO070323000052 FG09734.1 NCU05228.1
AN5950.1 72.m19166 AO070340000303 FG09735.1 NCU05232.1
AN7494.1 57.m05849 AO070287000022 FG02478.1 NCU05233.1
AN4560.1 57.m05572 AO070321000168 FG06724.1 NCU05235.1
AN7601.1 72.m19646 AO070343000271 FG02481.1 NCU05237.1
AN7600.1 72.m19648 AO070343000270 FG02482.1 NCU05238.1
AN6733.1 65.m07235 AO070339000179 FG09770.1 NCU05242.1
AN7306.1 72.m19759 AO070297000054 FG09756.1 NCU05245.1
AN6222.1 72.m19976 AO070304000059 FG06157.1 NCU05246.1
AN7498.1 57.m05843 AO070287000016 FG09773.1 NCU05252.1
AN6711.1 65.m07264 AO070339000151 FG04261.1 NCU05254.1
AN6731.1 65.m07239 AO070339000175 FG06184.1 NCU05259.1
AN6193.1 72.m19291 AO070308000106 FG06183.1 NCU05261.1
AN6325.1 72.m19443 AO070304000043 FG06179.1 NCU05264.1
AN6326.1 72.m19445 AO070304000041 FG06181.1 NCU05266.1
AN6695.1 65.m07491 AO070339000125 FG01948.1 NCU05267.1
AN1047.1 70.m15203 AO070313000109 FG01950.1 NCU05269.1
AN4036.1 54.m06576 AO070328000140 FG01953.1 NCU05272.1
AN4014.1 54.m06948 AO070328000150 FG01954.1 NCU05273.1
AN4016.1 54.m06578 AO070328000142 FG01956.1 NCU05275.1
AN4017.1 54.m06577 AO070328000141 FG01957.1 NCU05276.1
AN4042.1 54.m06570 AO070328000135 FG01959.1 NCU05278.1
AN1026.1 70.m15209 AO070312000119 FG09794.1 NCU05280.1
AN1005.1 70.m15223 AO070312000029 FG09793.1 NCU05282.1
AN5895.1 72.m19235 AO070245000008 FG06166.1 NCU05288.1
AN5865.1 72.m19269 AO070308000129 FG06165.1 NCU05289.1
AN5884.1 72.m19247 AO070245000024 FG06164.1 NCU05290.1
AN6741.1 65.m07476 AO070339000188 FG06162.1 NCU05292.1
AN5871.1 72.m19263 AO070308000137 FG06161.1 NCU05293.1
AN5872.1 72.m19262 AO070308000138 FG06159.1 NCU05295.1
AN5873.1 72.m19261 AO070308000139 FG06158.1 NCU05296.1
AN1006.1 70.m15224 AO070312000028 FG01947.1 NCU05298.1
AN5971.1 72.m19187 AO070340000329 FG01941.1 NCU05299.1
AN0889.1 70.m15493 AO070320000058 FG09745.1 NCU05302.1
AN0212.1 71.m15475 AO070321000032 FG05308.1 NCU05306.1
AN0751.1 70.m15349 AO070343000448 FG09749.1 NCU05307.1
AN4048.1 54.m07017 AO070328000128 FG05311.1 NCU05309.1
AN6224.1 72.m19430 AO070304000073 FG05313.1 NCU05312.1
AN8038.1 53.m03908 AO070330000008 FG01629.1 NCU05343.1
AN8039.1 53.m03907 AO070330000007 FG01627.1 NCU05347.1
AN5154.1 54.m06864 AO070291000014 FG01632.1 NCU05375.1
AN2219.1 71.m15846 AO070326000185 FG10532.1 NCU05377.1
AN4365.1 58.m09005 AO070261000008 FG01614.1 NCU05385.1
AN4364.1 58.m07963 AO070261000007 FG01613.1 NCU05386.1
AN7367.1 69.m15484 AO070239000027 FG01698.1 NCU05387.1
AN0870.1 70.m15456 AO070320000023 FG01591.1 NCU05390.1
AN0128.1 71.m16053 AO070311000082 FG04298.1 NCU05392.1
AN1325.1 70.m14906 AO070303000088 FG00643.1 NCU05400.1
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AN1150.1 72.m19355 AO070308000028 FG01573.1 NCU05410.1
AN3075.1 59.m08921 AO070224000009 FG10812.1 NCU05414.1
AN8075.1 53.m03928 AO070330000033 FG00323.1 NCU05418.1
AN5731.1 54.m06850 AO070341000029 FG01643.1 NCU05420.1
AN5732.1 54.m06851 AO070341000028 FG01642.1 NCU05421.1
AN2461.1 69.m15676 AO070264000008 FG01612.1 NCU05422.1
AN5569.1 58.m07493 AO070328000037 FG04308.1 NCU05423.1
AN5571.1 58.m07497 AO070328000034 FG04309.1 NCU05425.1
AN1385.1 70.m14836 AO070243000019 FG04304.1 NCU05426.1
AN0349.1 54.m06406 AO070318000027 FG04314.1 NCU05427.1
AN2314.1 71.m15520 AO070323000036 FG04313.1 NCU05429.1
AN2315.1 71.m15519 AO070323000037 FG04312.1 NCU05430.1
AN5098.1 53.m04123 AO070310000002 FG04320.1 NCU05452.1
AN4287.1 53.m03672 AO070310000009 FG04319.1 NCU05453.1
AN1396.1 70.m14826 AO070233000012 FG03249.1 NCU05454.1
AN2316.1 71.m15518 AO070323000038 FG04315.1 NCU05457.1
AN6004.1 72.m19138 AO070340000274 FG08365.1 NCU05488.1
AN9370.1 71.m15574 AO070333000225 FG03772.1 NCU05492.1
AN1378.1 70.m14845 AO070243000008 FG08359.1 NCU05498.1
AN1897.1 57.m05721 AO070341000158 FG06450.1 NCU05499.1
AN2230.1 55.m03093 AO070330000121 FG10229.1 NCU05500.1
AN5693.1 65.m07417 AO070309000108 FG08333.1 NCU05515.1
AN6055.1 72.m19102 AO070340000199 FG08329.1 NCU05516.1
AN7641.1 71.m15823 AO070294000037 FG02271.1 NCU05518.1
AN3221.1 67.m02927 AO070330000069 FG11084.1 NCU05519.1
AN6059.1 72.m19094 AO070340000190 FG08327.1 NCU05521.1
AN1896.1 57.m05722 AO070341000159 FG06449.1 NCU05537.1
AN5701.1 65.m07424 AO070309000122 FG08338.1 NCU05548.1
AN5988.1 72.m19152 AO070340000290 FG08325.1 NCU05575.1
AN7396.1 70.m15691 AO070343000134 FG03387.1 NCU05577.1
AN5983.1 72.m19943 AO070340000297 FG08316.1 NCU05578.1
AN3220.1 67.m02928 AO070330000070 FG10483.1 NCU05585.1
AN7633.1 72.m19474 AO070181000001 FG06515.1 NCU05586.1
AN5694.1 65.m07419 AO070309000110 FG08158.1 NCU05588.1
AN1420.1 55.m02936 AO070232000016 FG08128.1 NCU05589.1
AN0771.1 70.m15374 AO070316000073 FG08312.1 NCU05591.1
AN7621.1 65.m07418 AO070309000109 FG08131.1 NCU05594.1
AN1421.1 55.m02935 AO070232000017 FG08388.1 NCU05602.1
AN5697.1 65.m07421 AO070309000115 FG08126.1 NCU05606.1
AN5982.1 72.m19942 AO070340000299 FG08133.1 NCU05608.1
AN5607.1 58.m08908 AO070301000004 FG06417.1 NCU05620.1
AN1892.1 57.m05726 AO070341000163 FG06415.1 NCU05623.1
AN1287.1 70.m14921 AO070303000048 FG09294.1 NCU05633.1
AN1775.1 69.m15062 AO070324000034 FG02191.1 NCU05644.1
AN1776.1 69.m15061 AO070324000035 FG02192.1 NCU05645.1
AN3295.1 56.m02513 AO070319000059 FG07015.1 NCU05647.1
AN3508.1 53.m03968 AO070296000076 FG02084.1 NCU05649.1
AN2120.1 69.m15160 AO070332000051 FG02233.1 NCU05650.1
AN0086.1 71.m15362 AO070311000130 FG02714.1 NCU05680.1
AN4058.1 54.m07016 AO070342000043 FG02717.1 NCU05683.1
AN4515.1 57.m05614 AO070311000076 FG02720.1 NCU05686.1
AN0629.1 70.m15652 AO070318000119 FG05830.1 NCU05706.1
AN7249.1 72.m20026 AO070297000004 FG02732.1 NCU05715.1
AN1069.1 70.m15145 AO070285000067 FG02729.1 NCU05720.1
AN1089.1 70.m15143 AO070285000061 FG02738.1 NCU05721.1
AN1096.1 70.m15136 AO070285000048 FG02730.1 NCU05726.1
AN3108.1 59.m08629 AO070303000042 FG05279.1 NCU05733.1
AN3301.1 58.m07301 AO070299000104 FG04426.1 NCU05735.1
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AN2509.1 59.m08475 AO070263000057 FG02657.1 NCU05752.1
AN3656.1 58.m07444 AO070342000032 FG00821.1 NCU05757.1
AN7388.1 56.m02393 AO070293000057 FG02974.1 NCU05770.1
AN7777.1 57.m05337 AO070286000057 FG01382.1 NCU05775.1
AN8990.1 56.m02476 AO070272000025 FG06473.1 NCU05776.1
AN7422.1 57.m05923 AO070197000001 FG02640.1 NCU05777.1
AN7424.1 57.m05921 AO070197000004 FG02637.1 NCU05782.1
AN9087.1 66.m04545 AO070332000190 FG02650.1 NCU05791.1
AN9086.1 66.m04759 AO070332000191 FG02649.1 NCU05796.1
AN9085.1 66.m04772 AO070332000192 FG02648.1 NCU05797.1
AN5839.1 72.m18975 AO070340000003 FG09875.1 NCU05802.1
AN5840.1 72.m18976 AO070340000004 FG09874.1 NCU05803.1
AN5835.1 72.m18963 AO070260000010 FG08350.1 NCU05805.1
AN4163.1 58.m07362 AO070342000193 FG09870.1 NCU05810.1
AN3085.1 59.m08662 AO070334000123 FG09881.1 NCU05818.1
AN5678.1 65.m07404 AO070309000093 FG00613.1 NCU05830.1
AN5579.1 58.m07506 AO070328000025 FG10530.1 NCU05837.1
AN9103.1 66.m04564 AO070332000170 FG02433.1 NCU05850.1
AN0012.1 71.m15481 AO070300000077 FG11360.1 NCU05852.1
AN0233.1 69.m15589 AO070283000035 FG05720.1 NCU05853.1
AN1967.1 58.m07572 AO070301000051 FG10960.1 NCU05858.1
AN4351.1 58.m07976 AO070240000023 FG01703.1 NCU05876.1
AN2015.1 58.m07623 AO070202000008 FG05770.1 NCU05878.1
AN9166.1 71.m15125 AO070343000045 FG11184.1 NCU05882.1
AN2320.1 62.m03412 AO070269000057 FG03637.1 NCU05883.1
AN2321.1 62.m03411 AO070283000059 FG03636.1 NCU05884.1
AN2558.1 59.m08403 AO070268000059 FG11568.1 NCU05885.1
AN2562.1 59.m08408 AO070343000339 FG11567.1 NCU05886.1
AN2559.1 59.m08405 AO070268000057 FG11566.1 NCU05887.1
AN9004.1 70.m15707 AO070330000107 FG11565.1 NCU05888.1
AN2907.1 59.m08758 AO070338000098 FG06073.1 NCU05889.1
AN5010.1 59.m08913 AO070224000002 FG06070.1 NCU05894.1
AN5011.1 59.m08914 AO070224000003 FG06069.1 NCU05895.1
AN5742.1 69.m14840 AO070193000003 FG01593.1 NCU05897.1
AN6177.1 72.m19918 AO070340000022 FG01705.1 NCU05899.1
AN2772.1 59.m09271 AO070327000014 FG06074.1 NCU05901.1
AN4876.1 59.m08772 AO070338000084 FG06075.1 NCU05902.1
AN1818.1 58.m07683 AO070333000196 FG11304.1 NCU05924.1
AN1912.1 69.m14927 AO070341000136 FG05351.1 NCU05936.1
AN5517.1 69.m15442 AO070341000376 FG02237.1 NCU05939.1
AN2124.1 69.m15163 AO070306000103 FG05366.1 NCU05941.1
AN1757.1 69.m15056 AO070324000038 FG05365.1 NCU05942.1
AN1777.1 69.m15060 AO070324000036 FG05364.1 NCU05943.1
AN0323.1 54.m06433 AO070334000004 FG04347.1 NCU05953.1
AN7781.1 57.m05368 AO070343000355 FG03905.1 NCU05965.1
AN1780.1 69.m15651 AO070324000015 FG09309.1 NCU05971.1
AN1779.1 69.m15647 AO070324000017 FG09310.1 NCU05972.1
AN1782.1 69.m15081 AO070324000013 FG09514.1 NCU05973.1
AN1503.1 55.m03013 AO070334000220 FG09521.1 NCU05977.1
AN1375.1 70.m15754 AO070243000005 FG08612.1 NCU05979.1
AN2237.1 71.m15826 AO070326000136 FG08454.1 NCU05980.1
AN1999.1 58.m07607 AO070301000093 FG08453.1 NCU05982.1
AN5497.1 69.m15456 AO070341000388 FG08452.1 NCU05983.1
AN3629.1 58.m07472 AO070328000067 FG08451.1 NCU05984.1
AN5599.1 58.m07523 AO070328000005 FG08766.1 NCU05985.1
AN5596.1 58.m07520 AO070328000008 FG09490.1 NCU05990.1
AN2944.1 59.m09073 AO070337000189 FG09524.1 NCU05994.1
AN2000.1 58.m08944 AO070301000095 FG08768.1 NCU05995.1
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AN2002.1 58.m07610 AO070301000101 FG08771.1 NCU05999.1
AN5586.1 58.m07511 AO070328000020 FG08773.1 NCU06003.1
AN3916.1 69.m15661 AO070324000103 FG03247.1 NCU06005.1
AN9474.1 58.m07532 AO070301000008 FG01809.1 NCU06009.1
AN3365.1 66.m04631 AO070281000028 FG01508.1 NCU06017.1
AN5177.1 69.m14874 AO070247000008 FG07494.1 NCU06021.1
AN1136.1 70.m15101 AO070331000127 FG05701.1 NCU06022.1
AN1135.1 70.m15102 AO070331000126 FG05702.1 NCU06023.1
AN1140.1 70.m15097 AO070331000131 FG03879.1 NCU06024.1
AN1137.1 70.m15100 AO070331000128 FG05704.1 NCU06025.1
AN1138.1 70.m15099 AO070331000129 FG00107.1 NCU06026.1
AN1132.1 70.m15104 AO070331000124 FG05709.1 NCU06027.1
AN1694.1 58.m07769 AO070305000018 FG07479.1 NCU06029.1
AN3973.1 55.m03215 AO070263000041 FG07536.1 NCU06031.1
AN5192.1 69.m14892 AO070237000022 FG07539.1 NCU06032.1
AN5150.1 69.m14884 AO070237000015 FG07540.1 NCU06033.1
AN1162.1 70.m15059 AO070331000152 FG01008.1 NCU06035.1
AN1695.1 58.m07771 AO070305000019 FG07525.1 NCU06039.1
AN5226.1 57.m05706 AO070337000252 FG09374.1 NCU06043.1
AN3413.1 66.m04623 AO070281000039 FG01509.1 NCU06047.1
AN3376.1 66.m04646 AO070281000020 FG09381.1 NCU06054.1
AN3371.1 66.m04639 AO070281000010 FG09384.1 NCU06056.1
AN3370.1 66.m04638 AO070281000023 FG09385.1 NCU06057.1
AN6723.1 65.m07247 AO070339000166 FG09061.1 NCU06058.1
AN3367.1 66.m04635 AO070281000025 FG09386.1 NCU06059.1
AN0403.1 70.m15669 AO070280000032 FG04335.1 NCU06061.1
AN6234.1 52.m04099 AO070302000121 FG04334.1 NCU06062.1
AN0609.1 70.m15670 AO070280000031 FG04333.1 NCU06063.1
AN5592.1 58.m07516 AO070328000011 FG10511.1 NCU06067.1
AN5210.1 69.m14907 AO070337000270 FG07528.1 NCU06075.1
AN3034.1 59.m08984 AO070337000075 FG07041.1 NCU06086.1
AN3035.1 59.m08982 AO070337000077 FG07043.1 NCU06089.1
AN5705.1 54.m06820 AO070324000154 FG06346.1 NCU06091.1
AN4878.1 59.m09408 AO070338000082 FG06356.1 NCU06095.1
AN2775.1 59.m09269 AO070327000017 FG06353.1 NCU06099.1
AN2888.1 59.m08735 AO070338000126 FG06347.1 NCU06102.1
AN5711.1 54.m06826 AO070324000151 FG06349.1 NCU06104.1
AN3928.1 69.m15000 AO070341000038 FG02469.1 NCU06110.1
AN3434.1 59.m09474 AO070265000007 FG07024.1 NCU06111.1
AN4998.1 59.m09453 AO070255000029 FG00355.1 NCU06122.1
AN8430.1 71.m15302 AO070317000096 FG05828.1 NCU06131.1
AN4481.1 57.m05651 AO070311000027 FG08802.1 NCU06167.1
AN5179.1 69.m14876 AO070247000010 FG07484.1 NCU06168.1
AN4270.1 65.m07444 AO070277000018 FG06945.1 NCU06171.1
AN8858.1 71.m15996 AO070271000015 FG06944.1 NCU06173.1
AN2280.1 71.m15925 AO070295000057 FG06943.1 NCU06174.1
AN2281.1 71.m15926 AO070295000058 FG06942.1 NCU06175.1
AN8828.1 71.m15960 AO070271000052 FG06941.1 NCU06176.1
AN2269.1 71.m15914 AO070295000041 FG05484.1 NCU06182.1
AN2266.1 71.m15910 AO070295000038 FG05469.1 NCU06183.1
AN2284.1 71.m15930 AO070295000061 FG07266.1 NCU06189.1
AN6531.1 62.m03119 AO070270000031 FG02595.1 NCU06192.1
AN9528.1 62.m03165 AO070326000021 FG02596.1 NCU06193.1
AN8848.1 71.m15983 AO070271000028 FG02699.1 NCU06198.1
AN2056.1 58.m07644 AO070292000026 FG06749.1 NCU06200.1
AN4194.1 54.m06757 AO070315000084 FG05586.1 NCU06202.1
AN6505.1 62.m03092 AO070222000021 FG02501.1 NCU06205.1
AN6506.1 62.m03093 AO070222000022 FG02502.1 NCU06207.1
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AN6500.1 62.m03439 AO070222000014 FG02503.1 NCU06210.1
AN6499.1 62.m03087 AO070222000013 FG02504.1 NCU06211.1
AN8056.1 53.m03887 AO070322000144 FG02510.1 NCU06216.1
AN8844.1 71.m15978 AO070271000032 FG02497.1 NCU06224.1
AN8855.1 71.m15990 AO070271000019 FG02492.1 NCU06227.1
AN0912.1 70.m15521 AO070320000093 FG06675.1 NCU06232.1
AN5911.1 72.m19954 AO070248000037 FG06670.1 NCU06238.1
AN6307.1 72.m19327 AO070308000062 FG07250.1 NCU06242.1
AN2947.1 59.m09084 AO070337000207 FG06693.1 NCU06245.1
AN4536.1 57.m05585 AO070321000153 FG06970.1 NCU06249.1
AN4535.1 57.m05586 AO070321000149 FG06969.1 NCU06250.1
AN4546.1 57.m05579 AO070321000159 FG06979.1 NCU06251.1
AN4544.1 57.m05577 AO070321000162 FG06977.1 NCU06252.1
AN6351.1 72.m19504 AO070275000048 FG06950.1 NCU06259.1
AN7473.1 57.m05871 AO070287000053 FG06951.1 NCU06260.1
AN2133.1 72.m19708 AO070278000026 FG04155.1 NCU06261.1
AN3627.1 58.m07414 AO070342000123 FG02585.1 NCU06265.1
AN0091.1 71.m15366 AO070311000124 FG02567.1 NCU06266.1
AN0090.1 71.m15365 AO070311000125 FG02566.1 NCU06267.1
AN6911.1 71.m15221 AO070219000015 FG02565.1 NCU06268.1
AN1104.1 70.m15128 AO070285000034 FG02563.1 NCU06270.1
AN0093.1 71.m15368 AO070311000122 FG02562.1 NCU06271.1
AN2147.1 72.m19694 AO070343000196 FG02561.1 NCU06272.1
AN9523.1 71.m15373 AO070311000118 FG02581.1 NCU06273.1
AN7256.1 72.m19794 AO070297000012 FG03351.1 NCU06275.1
AN6907.1 71.m15230 AO070314000006 FG02570.1 NCU06278.1
AN5954.1 72.m19170 AO070340000308 FG02571.1 NCU06279.1
AN8523.1 71.m15587 AO070323000193 FG11302.1 NCU06282.1
AN4951.1 59.m08856 AO070288000003 FG02756.1 NCU06284.1
AN4925.1 59.m08827 AO070338000018 FG02757.1 NCU06285.1
AN9200.1 67.m02973 AO070289000054 FG00055.1 NCU06294.1
AN8660.1 62.m03415 AO070269000054 FG07636.1 NCU06296.1
AN7636.1 57.m05400 AO070294000081 FG01630.1 NCU06303.1
AN7609.1 72.m19650 AO070343000267 FG05016.1 NCU06308.1
AN3779.1 53.m03765 AO070310000104 FG05014.1 NCU06310.1
AN0161.1 71.m16051 AO070321000086 FG04996.1 NCU06314.1
AN0156.1 71.m15433 AO070321000094 FG04998.1 NCU06315.1
AN2312.1 71.m15515 AO070323000042 FG05001.1 NCU06317.1
AN4721.1 71.m15491 AO070323000062 FG05002.1 NCU06318.1
AN5901.1 72.m19229 AO070248000039 FG05247.1 NCU06322.1
AN7646.1 57.m05380 AO070294000051 FG09291.1 NCU06326.1
AN4046.1 54.m06564 AO070328000129 FG05008.1 NCU06332.1
AN6269.1 72.m19366 AO070304000007 FG06177.1 NCU06333.1
AN9406.1 52.m04033 AO070274000011 FG09705.1 NCU06336.1
AN5406.1 69.m15507 AO070333000120 FG09801.1 NCU06338.1
AN1423.1 55.m02933 AO070232000019 FG09804.1 NCU06341.1
AN1023.1 70.m15244 AO070343000591 FG09721.1 NCU06347.1
AN7188.1 69.m15181 AO070252000016 FG09782.1 NCU06352.1
AN6735.1 65.m07233 AO070339000181 FG02746.1 NCU06354.1
AN0717.1 70.m15350 AO070343000449 FG09647.1 NCU06360.1
AN5404.1 69.m15505 AO070333000090 FG09796.1 NCU06361.1
AN5407.1 69.m15524 AO070333000121 FG09797.1 NCU06362.1
AN5925.1 72.m19206 AO070340000359 FG01945.1 NCU06365.1
AN5821.1 72.m18948 AO070260000024 FG01802.1 NCU06366.1
AN4725.1 71.m15494 AO070323000059 FG09685.1 NCU06368.1
AN4726.1 71.m15495 AO070323000058 FG05870.1 NCU06369.1
AN4723.1 71.m15492 AO070323000061 FG09022.1 NCU06371.1
AN7491.1 57.m05853 AO070287000026 FG08668.1 NCU06372.1
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AN5450.1 69.m15482 AO070239000029 FG09665.1 NCU06374.1
AN5453.1 69.m15478 AO070341000414 FG09038.1 NCU06376.1
AN7673.1 57.m05449 AO070325000053 FG05293.1 NCU06380.1
AN7950.1 52.m03642 AO070342000340 FG05292.1 NCU06381.1
AN7715.1 71.m15740 AO070325000127 FG06214.1 NCU06386.1
AN7750.1 71.m15776 AO070325000175 FG06212.1 NCU06389.1
AN8907.1 56.m02323 AO070319000030 FG09830.1 NCU06402.1
AN4096.1 54.m06739 AO070342000097 FG05503.1 NCU06407.1
AN4915.1 59.m09401 AO070338000028 FG05501.1 NCU06410.1
AN0051.1 71.m15331 AO070314000138 FG07303.1 NCU06416.1
AN0050.1 71.m15332 AO070314000139 FG07302.1 NCU06417.1
AN4903.1 59.m08803 AO070338000043 FG07296.1 NCU06418.1
AN4189.1 54.m06745 AO070342000110 FG07295.1 NCU06419.1
AN0984.1 70.m15624 AO070318000164 FG07294.1 NCU06428.1
AN7707.1 71.m16102 AO070325000113 FG07284.1 NCU06429.1
AN0246.1 54.m06699 AO070338000238 FG07290.1 NCU06430.1
AN0907.1 70.m15516 AO070320000083 FG07291.1 NCU06431.1
AN4073.1 54.m06715 AO070342000062 FG07292.1 NCU06432.1
AN8201.1 53.m03774 AO070310000118 FG07280.1 NCU06438.1
AN8054.1 53.m03889 AO070322000146 FG07282.1 NCU06440.1
AN6311.1 72.m19323 AO070308000066 FG05451.1 NCU06444.1
AN5910.1 72.m19955 AO070248000036 FG07289.1 NCU06446.1
AN5915.1 72.m19953 AO070340000372 FG07288.1 NCU06447.1
AN8029.1 53.m03875 AO070322000075 FG07279.1 NCU06449.1
AN8057.1 53.m03886 AO070322000143 FG07287.1 NCU06452.1
AN7487.1 57.m05868 AO070287000049 FG05447.1 NCU06454.1
AN7479.1 57.m05859 AO070287000036 FG08865.1 NCU06457.1
AN7480.1 57.m05861 AO070287000037 FG05444.1 NCU06459.1
AN0641.1 70.m15635 AO070318000142 FG02523.1 NCU06464.1
AN0640.1 70.m15636 AO070318000141 FG02522.1 NCU06465.1
AN6310.1 72.m19324 AO070308000065 FG07258.1 NCU06468.1
AN2057.1 58.m07659 AO070292000042 FG07257.1 NCU06469.1
AN4355.1 52.m03842 AO070315000047 FG07255.1 NCU06471.1
AN6214.1 72.m19992 AO070308000078 FG07254.1 NCU06472.1
AN6069.1 72.m19058 AO070340000110 FG05453.1 NCU06481.1
AN5162.1 54.m06852 AO070291000001 FG05454.1 NCU06482.1
AN6217.1 72.m19316 AO070308000074 FG05455.1 NCU06483.1
AN2283.1 71.m15929 AO070295000060 FG05550.1 NCU06485.1
AN7737.1 71.m15767 AO070325000160 FG05549.1 NCU06486.1
AN2278.1 71.m15923 AO070295000054 FG07306.1 NCU06488.1
AN2214.1 71.m15852 AO070294000008 FG07307.1 NCU06489.1
AN0966.1 70.m15611 AO070320000170 FG07308.1 NCU06491.1
AN0651.1 70.m15256 AO070343000576 FG05535.1 NCU06493.1
AN6594.1 62.m03203 AO070326000044 FG05537.1 NCU06497.1
AN2130.1 72.m19711 AO070278000033 FG05398.1 NCU06500.1
AN9538.1 72.m19710 AO070278000028 FG05399.1 NCU06503.1
AN6589.1 62.m03178 AO070326000037 FG05591.1 NCU06508.1
AN4443.1 58.m07882 AO070273000010 FG10825.1 NCU06512.1
AN6277.1 72.m19363 AO070304000003 FG07564.1 NCU06519.1
AN0204.1 71.m15469 AO070321000040 FG09740.1 NCU06520.1
AN3515.1 55.m03225 AO070302000082 FG10661.1 NCU06522.1
AN3516.1 55.m03299 AO070302000081 FG10662.1 NCU06523.1
AN2497.1 59.m08493 AO070312000123 FG04980.1 NCU06530.1
AN5909.1 72.m19222 AO070245000003 FG09678.1 NCU06532.1
AN0731.1 70.m15325 AO070343000492 FG10979.1 NCU06533.1
AN9437.1 70.m15333 AO070343000483 FG04948.1 NCU06534.1
AN2751.1 71.m15497 AO070323000056 FG09663.1 NCU06540.1
AN0824.1 70.m15426 AO070255000021 FG09661.1 NCU06543.1
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AN6141.1 72.m19023 AO070340000061 FG05036.1 NCU06549.1
AN7725.1 71.m15752 AO070325000141 FG05035.1 NCU06550.1
AN0170.1 71.m15444 AO070321000076 FG02403.1 NCU06556.1
AN0174.1 71.m15447 AO070321000070 FG01730.1 NCU06558.1
AN0593.1 69.m15255 AO070280000019 FG05284.1 NCU06559.1
AN0162.1 71.m16050 AO070321000085 FG05283.1 NCU06560.1
AN0163.1 71.m15438 AO070321000084 FG05282.1 NCU06561.1
AN0164.1 71.m15439 AO070321000083 FG05281.1 NCU06563.1
AN0166.1 71.m15441 AO070321000080 FG05288.1 NCU06568.1
AN0165.1 71.m15440 AO070321000081 FG05286.1 NCU06569.1
AN2139.1 72.m20010 AO070343000184 FG07145.1 NCU06572.1
AN2164.1 72.m20017 AO070343000224 FG05276.1 NCU06578.1
AN6186.1 72.m19284 AO070308000114 FG05269.1 NCU06585.1
AN0577.1 69.m15692 AO070272000057 FG05259.1 NCU06601.1
AN0596.1 69.m15251 AO070280000022 FG05252.1 NCU06605.1
AN2306.1 71.m15513 AO070323000044 FG05251.1 NCU06606.1
AN4941.1 59.m08845 AO070338000002 FG05255.1 NCU06610.1
AN2430.1 69.m15231 AO070188000004 FG05256.1 NCU06611.1
AN3868.1 58.m07840 AO070305000104 FG01992.1 NCU06614.1
AN6732.1 65.m07236 AO070339000178 FG05235.1 NCU06617.1
AN6442.1 55.m03221 AO070325000114 FG09039.1 NCU06619.1
AN0211.1 71.m15474 AO070321000033 FG05305.1 NCU06622.1
AN2308.1 71.m15511 AO070323000046 FG05303.1 NCU06624.1
AN0576.1 69.m15269 AO070272000056 FG05306.1 NCU06626.1
AN2318.1 71.m15516 AO070323000040 FG09811.1 NCU06628.1
AN6391.1 69.m15695 AO070343000154 FG09815.1 NCU06630.1
AN0560.1 69.m15287 AO070272000037 FG09816.1 NCU06631.1
AN0559.1 69.m15288 AO070272000036 FG09817.1 NCU06632.1
AN0502.1 69.m15301 AO070226000015 FG09818.1 NCU06633.1
AN0655.1 70.m15259 AO070343000571 FG10100.1 NCU06636.1
AN7677.1 57.m05454 AO070325000067 FG10096.1 NCU06637.1
AN7678.1 57.m05455 AO070325000068 FG10095.1 NCU06638.1
AN5484.1 69.m15469 AO070341000401 FG10064.1 NCU06643.1
AN2529.1 59.m08450 AO070300000122 FG09979.1 NCU06647.1
AN4496.1 57.m05635 AO070311000048 FG10016.1 NCU06648.1
AN9109.1 66.m04576 AO070332000159 FG10199.1 NCU06649.1
AN7632.1 57.m05406 AO070268000004 FG10200.1 NCU06652.1
AN3084.1 59.m08663 AO070334000122 FG10308.1 NCU06655.1
AN0689.1 70.m15292 AO070343000524 FG09921.1 NCU06656.1
AN0690.1 70.m15293 AO070343000523 FG09923.1 NCU06658.1
AN5014.1 59.m08665 AO070334000120 FG09974.1 NCU06661.1
AN7671.1 57.m05939 AO070325000051 FG09975.1 NCU06662.1
AN7625.1 57.m05404 AO070294000090 FG09940.1 NCU06666.1
AN7428.1 57.m05916 AO070197000009 FG10226.1 NCU06672.1
AN9460.1 53.m03783 AO070310000131 FG06800.1 NCU06677.1
AN8185.1 53.m03793 AO070310000139 FG06799.1 NCU06678.1
AN8187.1 53.m03792 AO070310000138 FG06798.1 NCU06679.1
AN8010.1 53.m03857 AO070322000057 FG06822.1 NCU06687.1
AN8051.1 53.m03891 AO070292000094 FG07349.1 NCU06688.1
AN8117.1 53.m03827 AO070322000025 FG07347.1 NCU06694.1
AN1146.1 70.m15385 AO070316000058 FG01883.1 NCU06699.1
AN2296.1 71.m15945 AO070295000077 FG07420.1 NCU06701.1
AN2279.1 71.m15924 AO070295000056 FG07419.1 NCU06702.1
AN6604.1 62.m03192 AO070326000055 FG05227.1 NCU06706.1
AN8488.1 58.m08926 AO070299000105 FG06394.1 NCU06708.1
AN6601.1 62.m03196 AO070326000052 FG05224.1 NCU06710.1
AN6548.1 62.m03125 AO070270000037 FG05223.1 NCU06711.1
AN6547.1 62.m03126 AO070270000038 FG05222.1 NCU06712.1
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AN6546.1 62.m03127 AO070270000039 FG05194.1 NCU06713.1
AN6533.1 62.m03121 AO070270000033 FG06239.1 NCU06715.1
AN2909.1 59.m08759 AO070338000097 FG09891.1 NCU06717.1
AN7431.1 57.m05913 AO070229000002 FG09892.1 NCU06718.1
AN7688.1 57.m05465 AO070325000082 FG10309.1 NCU06719.1
AN2555.1 57.m05650 AO070319000164 FG05797.1 NCU06720.1
AN3462.1 59.m09323 AO070265000040 FG04578.1 NCU06721.1
AN4159.1 58.m08894 AO070342000188 FG10264.1 NCU06724.1
AN5486.1 69.m15721 AO070341000397 FG10250.1 NCU06726.1
AN0687.1 70.m15290 AO070343000527 FG10249.1 NCU06727.1
AN5812.1 72.m18942 AO070260000035 FG10188.1 NCU06732.1
AN1363.1 70.m14866 AO070243000001 FG01545.1 NCU06735.1
AN6257.1 72.m19399 AO070304000031 FG06265.1 NCU06738.1
AN6256.1 72.m19400 AO070304000032 FG06266.1 NCU06739.1
AN4307.1 58.m09013 AO070207000012 FG01542.1 NCU06748.1
AN3771.1 70.m15746 AO070233000011 FG06571.1 NCU06750.1
AN1364.1 70.m14865 AO070215000017 FG01540.1 NCU06751.1
AN0444.1 54.m06635 AO070338000306 FG06272.1 NCU06756.1
AN6291.1 72.m19344 AO070308000001 FG00958.1 NCU06758.1
AN6207.1 72.m19305 AO070308000086 FG04416.1 NCU06760.1
AN1989.1 58.m07597 AO070301000077 FG04413.1 NCU06761.1
AN1969.1 58.m07574 AO070301000053 FG04412.1 NCU06762.1
AN6725.1 65.m07245 AO070339000169 FG04411.1 NCU06763.1
AN6726.1 65.m07244 AO070339000170 FG04410.1 NCU06764.1
AN6303.1 72.m19331 AO070308000058 FG00327.1 NCU06767.1
AN6302.1 72.m19332 AO070308000057 FG00328.1 NCU06768.1
AN6300.1 72.m19334 AO070308000056 FG00329.1 NCU06769.1
AN6289.1 72.m19346 AO070308000003 FG00957.1 NCU06774.1
AN4417.1 58.m07906 AO070273000038 FG10865.1 NCU06776.1
AN4416.1 58.m07905 AO070273000037 FG10864.1 NCU06777.1
AN5724.1 54.m06844 AO070324000127 FG10863.1 NCU06778.1
AN5725.1 54.m06845 AO070324000126 FG10858.1 NCU06779.1
AN0141.1 71.m15424 AO070321000108 FG10860.1 NCU06780.1
AN0558.1 69.m15289 AO070272000034 FG06037.1 NCU06781.1
AN2435.1 69.m15223 AO070264000043 FG06039.1 NCU06783.1
AN1991.1 58.m07600 AO070301000081 FG06043.1 NCU06790.1
AN1048.1 70.m15205 AO070313000110 FG01615.1 NCU06792.1
AN5447.1 69.m15487 AO070333000115 FG01572.1 NCU06803.1
AN7606.1 72.m19640 AO070343000278 FG04302.1 NCU06804.1
AN6282.1 72.m19357 AO070308000029 FG01571.1 NCU06809.1
AN7604.1 72.m19642 AO070343000276 FG04294.1 NCU06812.1
AN0135.1 71.m15419 AO070321000117 FG10861.1 NCU06821.1
AN6875.1 71.m15259 AO070314000048 FG01690.1 NCU06832.1
AN5619.1 58.m08956 AO070301000020 FG11224.1 NCU06834.1
AN5626.1 58.m07549 AO070301000025 FG00330.1 NCU06836.1
AN3693.1 69.m15405 AO070341000321 FG00332.1 NCU06838.1
AN3692.1 69.m15406 AO070341000323 FG00333.1 NCU06839.1
AN6202.1 72.m19301 AO070308000092 FG06289.1 NCU06843.1
AN6203.1 72.m19302 AO070308000091 FG06288.1 NCU06844.1
AN4227.1 54.m06789 AO070234000022 FG01453.1 NCU06845.1
AN4316.1 58.m08008 AO070230000004 FG04369.1 NCU06846.1
AN0328.1 54.m06431 AO070334000002 FG06256.1 NCU06855.1
AN0329.1 54.m06432 AO070334000003 FG06255.1 NCU06856.1
AN0339.1 54.m06418 AO070318000017 FG04322.1 NCU06857.1
AN2771.1 59.m09272 AO070327000013 FG06352.1 NCU06859.1
AN4241.1 54.m06804 AO070324000173 FG06354.1 NCU06860.1
AN7313.1 56.m03103 AO070319000136 FG11366.1 NCU06861.1
AN3073.1 59.m08925 AO070224000013 FG10797.1 NCU06866.1

38



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 1 - Orthologs

A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN3080.1 59.m08918 AO070224000006 FG10799.1 NCU06868.1
AN3082.1 59.m08916 AO070224000004 FG10795.1 NCU06869.1
AN3708.1 69.m15413 AO070341000333 FG07949.1 NCU06876.1
AN3687.1 69.m15395 AO070342000308 FG00353.1 NCU06880.1
AN5669.1 69.m15371 AO070342000262 FG06342.1 NCU06881.1
AN3689.1 69.m15400 AO070341000313 FG07044.1 NCU06882.1
AN4594.1 57.m05517 AO070267000010 FG05493.1 NCU06892.1
AN9007.1 62.m03484 AO070315000107 FG06068.1 NCU06895.1
AN5660.1 58.m07314 AO070342000252 FG10787.1 NCU06910.1
AN0046.1 58.m07386 AO070342000162 FG06880.1 NCU06914.1
AN6730.1 65.m07240 AO070339000174 FG07495.1 NCU06918.1
AN5196.1 69.m14895 AO070237000026 FG01399.1 NCU06921.1
AN5195.1 69.m14894 AO070237000025 FG01398.1 NCU06922.1
AN5199.1 69.m14898 AO070237000029 FG01397.1 NCU06923.1
AN5200.1 69.m14899 AO070237000030 FG01395.1 NCU06924.1
AN3833.1 58.m07812 AO070305000071 FG09396.1 NCU06927.1
AN1698.1 58.m07774 AO070305000022 FG07524.1 NCU06929.1
AN3061.1 59.m08953 AO070337000012 FG10964.1 NCU06942.1
AN3069.1 59.m08928 AO070337000005 FG10940.1 NCU06943.1
AN8354.1 63.m00662 AO070342000083 FG03042.1 NCU06945.1
AN5558.1 58.m07484 AO070328000053 FG03315.1 NCU06949.1
AN5578.1 58.m07505 AO070328000026 FG10526.1 NCU06950.1
AN6036.1 72.m19121 AO070340000252 FG05873.1 NCU06959.1
AN8891.1 56.m02304 AO070293000026 FG07551.1 NCU06961.1
AN8761.1 62.m03458 AO070277000065 FG10708.1 NCU06961.1
AN1965.1 58.m07570 AO070301000046 FG09299.1 NCU06970.1
AN0118.1 71.m15397 AO070311000095 FG09607.1 NCU06976.1
AN7719.1 71.m15745 AO070325000133 FG06186.1 NCU06979.1
AN0229.1 71.m15482 AO070323000079 FG05653.1 NCU06986.1
AN0823.1 70.m15424 AO070255000022 FG05645.1 NCU06989.1
AN9399.1 52.m04025 AO070274000017 FG09564.1 NCU06993.1
AN7495.1 57.m05848 AO070287000021 FG09807.1 NCU06994.1
AN7492.1 57.m05852 AO070287000025 FG09810.1 NCU06998.1
AN2216.1 71.m15848 AO070294000003 FG09604.1 NCU07000.1
AN2229.1 71.m15836 AO070326000151 FG05658.1 NCU07001.1
AN6472.1 57.m05371 AO070290000063 FG09751.1 NCU07005.1
AN8293.1 52.m04044 AO070274000002 FG05081.1 NCU07011.1
AN5979.1 72.m19162 AO070307000027 FG05640.1 NCU07014.1
AN2233.1 71.m15832 AO070326000146 FG09598.1 NCU07019.1
AN2224.1 71.m15842 AO070326000179 FG09600.1 NCU07020.1
AN2223.1 71.m15843 AO070326000180 FG05083.1 NCU07021.1
AN0774.1 70.m15380 AO070316000064 FG08942.1 NCU07022.1
AN1018.1 70.m15236 AO070343000597 FG09615.1 NCU07023.1
AN1017.1 70.m15235 AO070343000598 FG09612.1 NCU07024.1
AN1015.1 70.m15233 AO070312000003 FG09613.1 NCU07027.1
AN6221.1 72.m19434 AO070304000053 FG05073.1 NCU07039.1
AN5875.1 72.m19257 AO070308000144 FG06203.1 NCU07041.1
AN6229.1 72.m19424 AO070304000080 FG06202.1 NCU07042.1
AN0476.1 54.m06594 AO070328000164 FG08747.1 NCU07057.1
AN7524.1 69.m15112 AO070258000032 FG08746.1 NCU07059.1
AN1909.1 69.m14923 AO070341000140 FG08629.1 NCU07060.1
AN7537.1 69.m15084 AO070324000009 FG08631.1 NCU07062.1
AN0787.1 70.m15397 AO070239000021 FG03922.1 NCU07067.1
AN1290.1 55.m03194 AO070339000255 FG02820.1 NCU07068.1
AN6374.1 72.m19487 AO070241000031 FG02752.1 NCU07070.1
AN3669.1 58.m07430 AO070342000010 FG09275.1 NCU07071.1
AN0471.1 54.m06598 AO070328000167 FG08758.1 NCU07075.1
AN0472.1 54.m07063 AO070328000166 FG08757.1 NCU07076.1
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AN6240.1 72.m19417 AO070304000091 FG08756.1 NCU07078.1
AN0313.1 54.m06445 AO070334000019 FG01975.1 NCU07081.1
AN0314.1 54.m06444 AO070334000018 FG01976.1 NCU07082.1
AN1826.1 66.m04793 AO070275000025 FG11291.1 NCU07111.1
AN8346.1 66.m04732 AO070275000024 FG03259.1 NCU07112.1
AN5823.1 72.m18952 AO070260000021 FG05371.1 NCU07117.1
AN7959.1 71.m15297 AO070314000099 FG10480.1 NCU07120.1
AN1878.1 57.m05738 AO070341000173 FG02232.1 NCU07125.1
AN3712.1 69.m15419 AO070341000341 FG02231.1 NCU07127.1
AN2112.1 57.m05818 AO070341000294 FG11348.1 NCU07143.1
AN3459.1 59.m09320 AO070265000036 FG09893.1 NCU07153.1
AN7430.1 57.m05914 AO070229000001 FG09984.1 NCU07156.1
AN7454.1 57.m05889 AO070287000072 FG09986.1 NCU07158.1
AN0667.1 70.m15270 AO070343000553 FG04481.1 NCU07165.1
AN8968.1 70.m15193 AO070342000435 FG05942.1 NCU07167.1
AN8417.1 70.m15784 AO070343000540 FG04486.1 NCU07170.1
AN0673.1 70.m15275 AO070343000547 FG04485.1 NCU07171.1
AN2489.1 59.m08500 AO070312000131 FG04484.1 NCU07172.1
AN5020.1 59.m09512 AO070338000180 FG04483.1 NCU07173.1
AN0670.1 70.m15272 AO070343000550 FG04473.1 NCU07188.1
AN8583.1 70.m15077 AO070339000078 FG11217.1 NCU07195.1
AN5022.1 59.m09494 AO070338000182 FG10315.1 NCU07196.1
AN6362.1 69.m15744 AO070337000045 FG00756.1 NCU07197.1
AN5101.1 54.m06961 AO070291000078 FG00028.1 NCU07200.1
AN0055.1 71.m15326 AO070314000132 FG07700.1 NCU07231.1
AN8162.1 53.m03978 AO070322000035 FG11232.1 NCU07234.1
AN0675.1 70.m15787 AO070343000544 FG10216.1 NCU07240.1
AN3154.1 59.m08507 AO070312000165 FG10384.1 NCU07246.1
AN0871.1 70.m15455 AO070320000029 FG09635.1 NCU07259.1
AN5346.1 69.m15558 AO070333000176 FG09631.1 NCU07261.1
AN5356.1 69.m15551 AO070333000156 FG09633.1 NCU07263.1
AN5351.1 69.m15553 AO070333000172 FG09630.1 NCU07264.1
AN0714.1 70.m15347 AO070343000454 FG09629.1 NCU07265.1
AN0720.1 70.m15343 AO070343000474 FG09628.1 NCU07266.1
AN3132.1 59.m08593 AO070303000012 FG09261.1 NCU07271.1
AN7676.1 57.m05453 AO070325000057 FG06565.1 NCU07276.1
AN5973.1 72.m19189 AO070340000333 FG05845.1 NCU07280.1
AN6037.1 72.m19944 AO070340000248 FG05843.1 NCU07281.1
AN2872.1 59.m08720 AO070338000142 FG00591.1 NCU07283.1
AN4939.1 59.m08843 AO070338000004 FG02758.1 NCU07286.1
AN4928.1 59.m08830 AO070338000015 FG00597.1 NCU07289.1
AN4239.1 54.m06802 AO070324000175 FG01193.1 NCU07290.1
AN3685.1 58.m07474 AO070328000065 FG01189.1 NCU07295.1
AN5529.1 58.m07475 AO070328000064 FG01188.1 NCU07296.1
AN4230.1 54.m06786 AO070234000016 FG00600.1 NCU07298.1
AN5530.1 58.m07476 AO070328000063 FG01187.1 NCU07299.1
AN3677.1 58.m07423 AO070194000005 FG00604.1 NCU07300.1
AN3678.1 58.m07422 AO070194000003 FG00581.1 NCU07301.1
AN9408.1 52.m04035 AO070274000009 FG05322.1 NCU07307.1
AN9407.1 52.m04034 AO070274000010 FG05321.1 NCU07308.1
AN5972.1 72.m19188 AO070340000330 FG05844.1 NCU07319.1
AN0243.1 71.m15639 AO070284000073 FG04985.1 NCU07320.1
AN5512.1 69.m15451 AO070341000384 FG04986.1 NCU07321.1
AN5338.1 69.m15570 AO070333000229 FG06539.1 NCU07332.1
AN0660.1 70.m15781 AO070343000564 FG05277.1 NCU07334.1
AN7534.1 69.m15544 AO070330000186 FG08902.1 NCU07338.1
AN0494.1 69.m15310 AO070285000063 FG00571.1 NCU07340.1
AN0635.1 70.m15647 AO070318000125 FG02806.1 NCU07345.1
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AN3024.1 59.m08997 AO070337000065 FG10915.1 NCU07349.1
AN9286.1 71.m15143 AO070279000041 FG03629.1 NCU07351.1
AN4051.1 54.m06540 AO070328000105 FG07925.1 NCU07352.1
AN1961.1 58.m08999 AO070301000041 FG00976.1 NCU07358.1
AN1469.1 55.m02972 AO070306000092 FG01028.1 NCU07360.1
AN1539.1 55.m03058 AO070334000263 FG00623.1 NCU07361.1
AN5146.1 54.m07055 AO070291000027 FG01027.1 NCU07362.1
AN0301.1 54.m06460 AO070334000040 FG01026.1 NCU07363.1
AN5783.1 69.m14814 AO070249000028 FG01200.1 NCU07365.1
AN5747.1 69.m14845 AO070341000004 FG01198.1 NCU07367.1
AN5935.1 72.m19194 AO070340000335 FG01311.1 NCU07375.1
AN7572.1 72.m19591 AO070343000419 FG01312.1 NCU07378.1
AN7542.1 72.m19558 AO070277000038 FG01313.1 NCU07379.1
AN7540.1 72.m19557 AO070277000037 FG01314.1 NCU07380.1
AN0440.1 54.m06630 AO070338000297 FG00741.1 NCU07383.1
AN7569.1 72.m19588 AO070343000415 FG01038.1 NCU07384.1
AN1458.1 55.m02962 AO070306000074 FG01039.1 NCU07385.1
AN5148.1 69.m14887 AO070237000017 FG07069.1 NCU07386.1
AN5169.1 69.m14867 AO070247000004 FG07068.1 NCU07389.1
AN1848.1 58.m07662 AO070292000046 FG07067.1 NCU07392.1
AN7652.1 57.m05411 AO070268000009 FG06867.1 NCU07395.1
AN1476.1 55.m02978 AO070306000099 FG02675.1 NCU07399.1
AN1475.1 55.m02977 AO070306000098 FG06823.1 NCU07400.1
AN1845.1 58.m07666 AO070292000060 FG01033.1 NCU07403.1
AN2936.1 59.m09058 AO070337000172 FG06831.1 NCU07404.1
AN2734.1 54.m06676 AO070338000217 FG06827.1 NCU07408.1
AN2735.1 54.m07004 AO070338000216 FG06826.1 NCU07409.1
AN2739.1 54.m06953 AO070338000234 FG06834.1 NCU07411.1
AN2731.1 54.m06673 AO070338000213 FG06825.1 NCU07414.1
AN2092.1 57.m05795 AO070341000250 FG06836.1 NCU07415.1
AN3578.1 58.m07376 AO070342000171 FG06839.1 NCU07418.1
AN2933.1 59.m09061 AO070337000174 FG06840.1 NCU07419.1
AN8676.1 62.m03394 AO070315000096 FG08696.1 NCU07430.1
AN8712.1 62.m03357 AO070315000138 FG08655.1 NCU07437.1
AN8713.1 62.m03468 AO070315000139 FG08658.1 NCU07440.1
AN6636.1 62.m03467 AO070326000087 FG08596.1 NCU07442.1
AN8672.1 62.m03398 AO070315000089 FG08595.1 NCU07443.1
AN8674.1 62.m03396 AO070315000092 FG08593.1 NCU07446.1
AN1380.1 70.m14843 AO070343000393 FG08614.1 NCU07451.1
AN4231.1 54.m06785 AO070234000015 FG01131.1 NCU07456.1
AN3118.1 59.m08619 AO070303000030 FG01132.1 NCU07457.1
AN4234.1 54.m06782 AO070234000012 FG01133.1 NCU07458.1
AN1370.1 70.m14859 AO070215000011 FG00518.1 NCU07460.1
AN1231.1 70.m14988 AO070331000243 FG00621.1 NCU07461.1
AN2977.1 59.m09424 AO070337000144 FG01230.1 NCU07465.1
AN2976.1 59.m09037 AO070337000145 FG01229.1 NCU07466.1
AN3590.1 58.m07390 AO070342000142 FG01228.1 NCU07467.1
AN0254.1 54.m06529 AO070334000106 FG01227.1 NCU07468.1
AN0290.1 54.m06489 AO070334000051 FG01226.1 NCU07471.1
AN3588.1 58.m07388 AO070342000139 FG01233.1 NCU07472.1
AN1607.1 55.m03177 AO070309000147 FG01530.1 NCU07473.1
AN6087.1 72.m19077 AO070340000139 FG09323.1 NCU07478.1
AN2983.1 59.m09031 AO070337000139 FG00910.1 NCU07481.1
AN7435.1 57.m05905 AO070229000009 FG00911.1 NCU07482.1
AN1796.1 72.m19548 AO070309000135 FG00283.1 NCU07483.1
AN2227.1 71.m15838 AO070326000160 FG00088.1 NCU07487.1
AN3793.1 57.m05691 AO070337000236 FG00852.1 NCU07489.1
AN5213.1 69.m14911 AO070337000268 FG00849.1 NCU07491.1
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AN5215.1 69.m14913 AO070337000264 FG00848.1 NCU07492.1
AN5217.1 69.m14916 AO070337000262 FG00900.1 NCU07495.1
AN7437.1 57.m05908 AO070229000007 FG01225.1 NCU07504.1
AN5782.1 69.m14815 AO070249000027 FG11179.1 NCU07506.1
AN3747.1 65.m07387 AO070309000075 FG07110.1 NCU07509.1
AN6132.1 72.m19030 AO070340000067 FG06568.1 NCU07513.1
AN1472.1 55.m02974 AO070306000093 FG03643.1 NCU07517.1
AN2861.1 59.m08707 AO070338000161 FG06615.1 NCU07521.1
AN6165.1 72.m19014 AO070340000051 FG06586.1 NCU07528.1
AN5633.1 58.m07557 AO070301000032 FG10466.1 NCU07530.1
AN2304.1 71.m15953 AO070271000061 FG06767.1 NCU07542.1
AN6574.1 62.m03168 AO070326000017 FG06769.1 NCU07544.1
AN6902.1 71.m15234 AO070314000013 FG06705.1 NCU07547.1
AN6904.1 71.m15232 AO070314000010 FG06703.1 NCU07549.1
AN6900.1 71.m15236 AO070314000015 FG06702.1 NCU07550.1
AN6364.1 72.m19496 AO070279000050 FG06754.1 NCU07554.1
AN6313.1 72.m19320 AO070308000069 FG06759.1 NCU07558.1
AN7284.1 72.m19781 AO070297000024 FG06755.1 NCU07560.1
AN7294.1 72.m19772 AO070297000036 FG06756.1 NCU07561.1
AN7293.1 72.m19774 AO070297000034 FG06758.1 NCU07563.1
AN5167.1 69.m14865 AO070247000001 FG06762.1 NCU07565.1
AN1851.1 58.m07660 AO070292000043 FG06761.1 NCU07567.1
AN0902.1 70.m15511 AO070320000074 FG06382.1 NCU07575.1
AN2184.1 72.m19039 AO070340000082 FG05395.1 NCU07577.1
AN8261.1 53.m03696 AO070310000040 FG05393.1 NCU07580.1
AN3144.1 59.m08521 AO070256000047 FG04221.1 NCU07584.1
AN6715.1 65.m07269 AO070339000143 FG04220.1 NCU07587.1
AN5336.1 69.m15573 AO070333000217 FG04235.1 NCU07590.1
AN2434.1 69.m15225 AO070264000045 FG04211.1 NCU07604.1
AN6703.1 65.m07276 AO070339000139 FG04204.1 NCU07607.1
AN2440.1 69.m15218 AO070264000039 FG02480.1 NCU07608.1
AN6230.1 72.m19977 AO070304000083 FG02471.1 NCU07617.1
AN3799.1 57.m05681 AO070337000228 FG02589.1 NCU07621.1
AN8943.1 69.m15305 AO070226000019 FG09370.1 NCU07649.1
AN6709.1 65.m07261 AO070339000154 FG04168.1 NCU07658.1
AN6708.1 65.m07259 AO070339000155 FG04171.1 NCU07659.1
AN0880.1 70.m15483 AO070320000040 FG05109.1 NCU07662.1
AN0881.1 70.m15484 AO070320000049 FG05110.1 NCU07663.1
AN0891.1 70.m15490 AO070320000062 FG05120.1 NCU07669.1
AN0894.1 70.m15505 AO070320000067 FG05108.1 NCU07670.1
AN5900.1 72.m19230 AO070248000034 FG05099.1 NCU07672.1
AN6190.1 72.m19288 AO070308000111 FG05101.1 NCU07674.1
AN5899.1 72.m19231 AO070248000035 FG05105.1 NCU07679.1
AN5867.1 72.m19267 AO070308000132 FG01939.1 NCU07682.1
AN1025.1 70.m15210 AO070312000120 FG06193.1 NCU07688.1
AN5883.1 72.m19248 AO070245000025 FG09572.1 NCU07690.1
AN1003.1 70.m15221 AO070312000031 FG09580.1 NCU07697.1
AN1002.1 70.m15220 AO070312000032 FG09579.1 NCU07698.1
AN6330.1 72.m19449 AO070304000108 FG09574.1 NCU07700.1
AN6328.1 72.m19447 AO070304000106 FG09576.1 NCU07701.1
AN6329.1 72.m19448 AO070304000107 FG09575.1 NCU07702.1
AN5808.1 72.m18938 AO070260000039 FG05068.1 NCU07705.1
AN7504.1 57.m05835 AO070287000007 FG09765.1 NCU07707.1
AN0583.1 69.m15265 AO070280000005 FG09766.1 NCU07712.1
AN0590.1 69.m15259 AO070280000012 FG09767.1 NCU07713.1
AN0582.1 69.m15266 AO070280000004 FG09724.1 NCU07717.1
AN0579.1 69.m15690 AO070280000001 FG09722.1 NCU07719.1
AN0125.1 71.m15406 AO070311000087 FG09783.1 NCU07721.1
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AN0124.1 71.m15405 AO070311000088 FG09784.1 NCU07722.1
AN5887.1 72.m19243 AO070245000020 FG00053.1 NCU07723.1
AN6866.1 71.m15266 AO070314000070 FG09602.1 NCU07725.1
AN6865.1 71.m15267 AO070314000071 FG09601.1 NCU07726.1
AN2243.1 71.m15877 AO070326000130 FG09554.1 NCU07732.1
AN2299.1 71.m15948 AO070295000080 FG02008.1 NCU07739.1
AN8089.1 66.m04728 AO070332000054 FG10823.1 NCU07740.1
AN8837.1 71.m15968 AO070271000041 FG02072.1 NCU07742.1
AN1631.1 58.m07723 AO070299000043 FG02145.1 NCU07754.1
AN0057.1 71.m15510 AO070253000025 FG07436.1 NCU07755.1
AN8793.1 71.m15600 AO070276000066 FG09012.1 NCU07756.1
AN8232.1 53.m03737 AO070310000076 FG09011.1 NCU07757.1
AN6534.1 62.m03432 AO070270000051 FG03803.1 NCU07761.1
AN7996.1 53.m03851 AO070322000049 FG08969.1 NCU07771.1
AN3597.1 58.m07396 AO070342000150 FG02047.1 NCU07778.1
AN3602.1 58.m07399 AO070342000154 FG02043.1 NCU07779.1
AN3600.1 58.m07398 AO070342000153 FG02044.1 NCU07784.1
AN6273.1 72.m19370 AO070304000011 FG11205.1 NCU07787.1
AN8248.1 53.m03717 AO070310000058 FG06111.1 NCU07793.1
AN2875.1 59.m08724 AO070338000136 FG02770.1 NCU07807.1
AN8945.1 56.m03091 AO070319000047 FG04837.1 NCU07815.1
AN0362.1 63.m00629 AO070318000042 FG02190.1 NCU07817.1
AN4111.1 52.m03714 AO070342000382 FG04667.1 NCU07819.1
AN4109.1 52.m04073 AO070342000385 FG11475.1 NCU07820.1
AN6901.1 71.m15235 AO070314000014 FG02590.1 NCU07824.1
AN4060.1 54.m06703 AO070342000045 FG02588.1 NCU07826.1
AN5960.1 72.m19174 AO070340000311 FG02541.1 NCU07830.1
AN7258.1 72.m19792 AO070297000014 FG04119.1 NCU07842.1
AN6046.1 72.m19945 AO070340000236 FG04123.1 NCU07850.1
AN6045.1 72.m19114 AO070340000237 FG04124.1 NCU07851.1
AN9469.1 72.m19180 AO070340000318 FG04125.1 NCU07852.1
AN9470.1 72.m19181 AO070340000319 FG04126.1 NCU07853.1
AN5958.1 72.m19176 AO070340000315 FG04127.1 NCU07854.1
AN5688.1 65.m07414 AO070309000104 FG05593.1 NCU07859.1
AN4843.1 59.m09135 AO070327000126 FG01235.1 NCU07860.1
AN4471.1 58.m07861 AO070305000130 FG05585.1 NCU07864.1
AN5932.1 72.m19197 AO070340000348 FG05421.1 NCU07870.1
AN1091.1 70.m15141 AO070285000058 FG05417.1 NCU07874.1
AN8791.1 71.m15585 AO070276000072 FG05506.1 NCU07879.1
AN0066.1 71.m15343 AO070314000155 FG05414.1 NCU07884.1
AN0065.1 71.m15342 AO070314000154 FG05413.1 NCU07885.1
AN0067.1 71.m15344 AO070314000157 FG05409.1 NCU07887.1
AN0061.1 71.m15337 AO070314000148 FG05410.1 NCU07888.1
AN1244.1 70.m14975 AO070223000006 FG03979.1 NCU07911.1
AN1246.1 70.m14974 AO070223000009 FG03992.1 NCU07914.1
AN1247.1 70.m15739 AO070223000010 FG03994.1 NCU07915.1
AN6700.1 65.m07265 AO070339000147 FG04181.1 NCU07922.1
AN9157.1 57.m05493 AO070286000083 FG02555.1 NCU07926.1
AN1261.1 70.m14958 AO070214000004 FG05613.1 NCU07928.1
AN1270.1 70.m14937 AO070332000019 FG05614.1 NCU07929.1
AN1263.1 70.m14953 AO070332000001 FG05615.1 NCU07930.1
AN5534.1 58.m07480 AO070328000057 FG04024.1 NCU07931.1
AN8767.1 52.m03894 AO070299000022 FG02772.1 NCU07934.1
AN3628.1 58.m07473 AO070328000066 FG02774.1 NCU07936.1
AN6047.1 72.m19946 AO070340000229 FG09738.1 NCU07939.1
AN6048.1 72.m19935 AO070340000228 FG09739.1 NCU07941.1
AN1239.1 66.m04595 AO070315000009 FG01385.1 NCU07943.1
AN3147.1 59.m08516 AO070256000043 FG01974.1 NCU07947.1
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AN5353.1 69.m15760 AO070302000060 FG03674.1 NCU07948.1
AN5726.1 54.m06846 AO070324000125 FG01341.1 NCU07952.1
AN2099.1 57.m05801 AO070341000258 FG01342.1 NCU07953.1
AN5786.1 69.m14811 AO070249000032 FG01344.1 NCU07955.1
AN5785.1 69.m14812 AO070249000030 FG01345.1 NCU07956.1
AN7770.1 71.m15812 AO070286000023 FG00407.1 NCU07958.1
AN8063.1 53.m03914 AO070330000019 FG00406.1 NCU07959.1
AN5763.1 69.m15632 AO070193000009 FG00405.1 NCU07960.1
AN4947.1 59.m08852 AO070166000003 FG04044.1 NCU07965.1
AN2880.1 59.m08727 AO070338000135 FG04042.1 NCU07971.1
AN2256.1 71.m15896 AO070326000107 FG09828.1 NCU07975.1
AN4956.1 59.m08861 AO070288000018 FG01086.1 NCU07982.1
AN9491.1 72.m19436 AO070304000051 FG01931.1 NCU07986.1
AN4035.1 54.m07018 AO070328000127 FG06915.1 NCU08000.1
AN6194.1 72.m19293 AO070308000104 FG05329.1 NCU08001.1
AN6279.1 72.m19361 AO070308000038 FG01924.1 NCU08002.1
AN6705.1 65.m07280 AO070339000135 FG01925.1 NCU08003.1
AN6272.1 72.m19369 AO070304000012 FG01927.1 NCU08005.1
AN0991.1 70.m15632 AO070318000146 FG02168.1 NCU08011.1
AN0331.1 54.m06427 AO070318000004 FG03940.1 NCU08017.1
AN7312.1 72.m19751 AO070297000060 FG04282.1 NCU08022.1
AN0112.1 71.m15387 AO070311000096 FG04279.1 NCU08023.1
AN2153.1 72.m19688 AO070343000202 FG04277.1 NCU08026.1
AN0210.1 71.m15473 AO070321000034 FG04270.1 NCU08027.1
AN0193.1 71.m15463 AO070321000051 FG04272.1 NCU08029.1
AN0191.1 71.m15461 AO070321000052 FG04274.1 NCU08031.1
AN0190.1 71.m15460 AO070321000053 FG04275.1 NCU08032.1
AN2442.1 69.m15216 AO070264000033 FG04276.1 NCU08033.1
AN0109.1 71.m16048 AO070311000111 FG04286.1 NCU08034.1
AN0111.1 71.m15386 AO070311000109 FG04284.1 NCU08036.1
AN2441.1 69.m15217 AO070264000038 FG04268.1 NCU08040.1
AN0179.1 71.m16064 AO070321000059 FG04260.1 NCU08044.1
AN2154.1 72.m20002 AO070343000203 FG05066.1 NCU08045.1
AN6652.1 62.m03252 AO070269000016 FG00166.1 NCU08054.1
AN6581.1 62.m03171 AO070326000030 FG07383.1 NCU08056.1
AN3862.1 71.m15562 AO070308000044 FG02137.1 NCU08060.1
AN2754.1 71.m16097 AO070276000006 FG09437.1 NCU08066.1
AN7698.1 71.m15720 AO070325000103 FG09435.1 NCU08067.1
AN4612.1 57.m05529 AO070267000028 FG09434.1 NCU08068.1
AN7701.1 71.m15727 AO070325000108 FG09438.1 NCU08071.1
AN4779.1 59.m09204 AO070329000071 FG09429.1 NCU08092.1
AN4776.1 59.m09207 AO070329000076 FG09431.1 NCU08094.1
AN6072.1 72.m19948 AO070340000116 FG00501.1 NCU08111.1
AN0013.1 69.m15595 AO070333000040 FG11495.1 NCU08114.1
AN3749.1 65.m07385 AO070309000073 FG07112.1 NCU08115.1
AN5991.1 72.m19149 AO070340000286 FG07104.1 NCU08118.1
AN5992.1 72.m19148 AO070340000285 FG07105.1 NCU08119.1
AN3744.1 65.m07391 AO070309000079 FG07106.1 NCU08120.1
AN3745.1 65.m07390 AO070309000078 FG07107.1 NCU08121.1
AN8317.1 70.m15829 AO070323000152 FG08715.1 NCU08126.1
AN1708.1 58.m07794 AO070305000041 FG07549.1 NCU08135.1
AN5753.1 69.m14851 AO070329000011 FG10755.1 NCU08137.1
AN4415.1 58.m07904 AO070273000036 FG10422.1 NCU08138.1
AN9394.1 52.m04017 AO070274000022 FG02146.1 NCU08145.1
AN7664.1 57.m05434 AO070268000037 FG04995.1 NCU08147.1
AN5493.1 69.m15460 AO070341000392 FG10531.1 NCU08148.1
AN5751.1 69.m14849 AO070341000008 FG10482.1 NCU08151.1
AN6923.1 59.m08483 AO070318000108 FG01734.1 NCU08152.1
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AN8622.1 69.m15032 AO070289000005 FG06610.1 NCU08153.1
AN4419.1 58.m07908 AO070273000041 FG10516.1 NCU08158.1
AN5758.1 69.m14855 AO070341000017 FG10514.1 NCU08161.1
AN2914.1 59.m09099 AO070329000158 FG03694.1 NCU08162.1
AN1783.1 56.m02532 AO070329000184 FG01586.1 NCU08164.1
AN2003.1 58.m07611 AO070301000104 FG10425.1 NCU08166.1
AN0455.1 54.m06616 AO070328000183 FG10426.1 NCU08167.1
AN1633.1 58.m07728 AO070299000055 FG07485.1 NCU08169.1
AN3337.1 55.m03098 AO070293000073 FG02386.1 NCU08176.1
AN1665.1 58.m07733 AO070299000047 FG07520.1 NCU08177.1
AN5537.1 57.m05385 AO070294000074 FG07519.1 NCU08178.1
AN6368.1 72.m19492 AO070279000054 FG06576.1 NCU08195.1
AN3268.1 69.m15764 AO070304000069 FG06556.1 NCU08199.1
AN5820.1 72.m18947 AO070260000026 FG06544.1 NCU08216.1
AN5819.1 72.m18946 AO070260000028 FG06543.1 NCU08217.1
AN5824.1 72.m18951 AO070260000022 FG06542.1 NCU08218.1
AN6115.1 72.m19044 AO070340000089 FG06513.1 NCU08225.1
AN9172.1 56.m02468 AO070317000027 FG04232.1 NCU08228.1
AN9159.1 56.m02469 AO070317000031 FG01701.1 NCU08233.1
AN0120.1 71.m15400 AO070311000093 FG09800.1 NCU08268.1
AN2357.1 52.m03833 AO070307000082 FG05295.1 NCU08275.1
AN3156.1 59.m08547 AO070256000036 FG06220.1 NCU08277.1
AN6690.1 65.m07291 AO070339000097 FG06222.1 NCU08278.1
AN0565.1 69.m15281 AO070272000043 FG09638.1 NCU08287.1
AN7752.1 71.m15784 AO070325000184 FG05316.1 NCU08291.1
AN1045.1 70.m15201 AO070336000078 FG01968.1 NCU08295.1
AN5164.1 54.m06854 AO070291000003 FG05327.1 NCU08296.1
AN6688.1 65.m07502 AO070339000095 FG05315.1 NCU08297.1
AN6211.1 72.m19309 AO070308000082 FG01969.1 NCU08298.1
AN0997.1 70.m15214 AO070312000043 FG01970.1 NCU08299.1
AN0122.1 71.m15403 AO070311000090 FG09725.1 NCU08303.1
AN0126.1 71.m15408 AO070311000085 FG09728.1 NCU08309.1
AN4724.1 71.m15493 AO070323000060 FG09686.1 NCU08312.1
AN4576.1 57.m05496 AO070316000158 FG05063.1 NCU08315.1
AN5893.1 72.m19237 AO070245000013 FG06228.1 NCU08319.1
AN9398.1 52.m04024 AO070274000018 FG05229.1 NCU08323.1
AN9409.1 52.m04039 AO070274000006 FG05230.1 NCU08324.1
AN7304.1 72.m20022 AO070297000051 FG06226.1 NCU08326.1
AN0123.1 71.m15404 AO070311000089 FG06224.1 NCU08329.1
AN4015.1 54.m06579 AO070328000151 FG01955.1 NCU08332.1
AN1128.1 70.m15107 AO070331000120 FG09914.1 NCU08338.1
AN1126.1 70.m15114 AO070331000119 FG01014.1 NCU08340.1
AN3624.1 58.m07411 AO070342000127 FG01501.1 NCU08341.1
AN3622.1 58.m07409 AO070342000129 FG01503.1 NCU08343.1
AN5495.1 69.m15458 AO070341000391 FG01505.1 NCU08345.1
AN5494.1 69.m15722 AO070341000390 FG01506.1 NCU08346.1
AN5496.1 69.m15723 AO070341000389 FG00923.1 NCU08348.1
AN3581.1 58.m07379 AO070342000168 FG00871.1 NCU08352.1
AN0303.1 54.m06455 AO070334000035 FG00955.1 NCU08354.1
AN3785.1 57.m05971 AO070337000246 FG00667.1 NCU08357.1
AN8957.1 71.m15746 AO070319000071 FG00669.1 NCU08358.1
AN2721.1 70.m15715 AO070309000062 FG02280.1 NCU08361.1
AN1721.1 58.m07788 AO070305000036 FG00276.1 NCU08363.1
AN5449.1 69.m15483 AO070239000028 FG01496.1 NCU08364.1
AN1720.1 58.m08961 AO070305000035 FG01495.1 NCU08365.1
AN1696.1 58.m07772 AO070305000020 FG10081.1 NCU08366.1
AN1486.1 55.m02992 AO070334000193 FG01490.1 NCU08368.1
AN1996.1 58.m07605 AO070301000091 FG01498.1 NCU08370.1
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AN1798.1 72.m19550 AO070309000133 FG05597.1 NCU08372.1
AN2925.1 59.m09078 AO070337000214 FG05596.1 NCU08373.1
AN3589.1 58.m07389 AO070342000140 FG01263.1 NCU08375.1
AN3913.1 69.m15016 AO070324000100 FG01234.1 NCU08377.1
AN0426.1 54.m06650 AO070338000276 FG01526.1 NCU08382.1
AN0433.1 54.m06624 AO070338000284 FG01516.1 NCU08389.1
AN0987.1 70.m15627 AO070317000115 FG01514.1 NCU08390.1
AN8412.1 56.m02506 AO070336000018 FG10464.1 NCU08399.1
AN8731.1 52.m03823 AO070327000127 FG04229.1 NCU08406.1
AN5653.1 52.m03867 AO070335000212 FG10989.1 NCU08406.1
AN6231.1 72.m19978 AO070304000084 FG10743.1 NCU08409.1
AN1993.1 58.m07603 AO070301000084 FG10746.1 NCU08411.1
AN9393.1 52.m04014 AO070274000027 FG03330.1 NCU08425.1
AN8064.1 53.m03915 AO070330000020 FG06027.1 NCU08427.1
AN5019.1 59.m08688 AO070338000179 FG07880.1 NCU08434.1
AN4179.1 69.m15306 AO070226000020 FG01581.1 NCU08436.1
AN6237.1 52.m03954 AO070302000118 FG04336.1 NCU08439.1
AN6236.1 52.m03953 AO070302000119 FG03747.1 NCU08441.1
AN1324.1 70.m14907 AO070303000087 FG04366.1 NCU08468.1
AN4281.1 53.m03676 AO070310000015 FG10873.1 NCU08477.1
AN5139.1 54.m07054 AO070291000038 FG10869.1 NCU08484.1
AN1056.1 70.m15179 AO070336000055 FG10870.1 NCU08485.1
AN1980.1 58.m08946 AO070301000065 FG00632.1 NCU08499.1
AN0465.1 54.m06603 AO070328000172 FG00631.1 NCU08500.1
AN1964.1 58.m07569 AO070301000045 FG00634.1 NCU08502.1
AN2455.1 69.m15204 AO070264000021 FG01470.1 NCU08507.1
AN2449.1 69.m15211 AO070264000029 FG01480.1 NCU08510.1
AN2447.1 69.m15212 AO070264000030 FG01481.1 NCU08511.1
AN8035.1 53.m03912 AO070330000012 FG00946.1 NCU08512.1
AN8061.1 53.m03913 AO070330000013 FG00945.1 NCU08514.1
AN6232.1 72.m19422 AO070304000085 FG00637.1 NCU08515.1
AN3184.1 59.m08570 AO070256000010 FG01829.1 NCU08516.1
AN6126.1 72.m19031 AO070340000068 FG06580.1 NCU08535.1
AN5811.1 72.m18941 AO070260000036 FG06524.1 NCU08550.1
AN7287.1 72.m19777 AO070297000028 FG06566.1 NCU08561.1
AN6359.1 72.m19499 AO070279000047 FG05455.1 NCU08563.1
AN2877.1 59.m08718 AO070338000146 FG02771.1 NCU08578.1
AN2873.1 59.m08723 AO070338000139 FG00380.1 NCU08579.1
AN2101.1 57.m05803 AO070341000259 FG00552.1 NCU08600.1
AN8562.1 67.m02865 AO070332000127 FG00550.1 NCU08603.1
AN2085.1 57.m05786 AO070341000243 FG00367.1 NCU08605.1
AN0302.1 54.m06459 AO070334000037 FG00368.1 NCU08606.1
AN2738.1 54.m06679 AO070338000220 FG00369.1 NCU08607.1
AN3933.1 69.m14994 AO070341000044 FG05627.1 NCU08616.1
AN9468.1 72.m19967 AO070340000317 FG04136.1 NCU08620.1
AN0387.1 54.m06351 AO070290000083 FG00797.1 NCU08626.1
AN4519.1 57.m05609 AO070321000125 FG00796.1 NCU08637.1
AN4510.1 57.m05618 AO070311000065 FG00816.1 NCU08642.1
AN2360.1 66.m04689 AO070298000079 FG04504.1 NCU08643.1
AN0189.1 71.m15459 AO070321000054 FG04185.1 NCU08660.1
AN0205.1 71.m15470 AO070321000039 FG04187.1 NCU08661.1
AN1711.1 72.m19761 AO070297000053 FG09760.1 NCU08663.1
AN9498.1 69.m15234 AO070188000007 FG04190.1 NCU08664.1
AN9497.1 69.m15233 AO070188000006 FG04189.1 NCU08666.1
AN7305.1 72.m19762 AO070297000052 FG09761.1 NCU08668.1
AN2311.1 71.m15506 AO070323000049 FG09764.1 NCU08671.1
AN7771.1 71.m15811 AO070286000022 FG00549.1 NCU08676.1
AN4953.1 59.m08858 AO070288000006 FG04068.1 NCU08683.1
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AN8121.1 53.m03832 AO070322000029 FG09440.1 NCU08685.1
AN4957.1 59.m08862 AO070288000019 FG04085.1 NCU08687.1
AN7314.1 72.m19749 AO070297000067 FG04280.1 NCU08689.1
AN6010.1 72.m19133 AO070340000269 FG06154.1 NCU08693.1
AN1975.1 58.m07580 AO070301000060 FG10890.1 NCU08708.1
AN0458.1 54.m06612 AO070328000180 FG10749.1 NCU08712.1
AN0154.1 71.m15432 AO070321000096 FG01623.1 NCU08729.1
AN4439.1 58.m07886 AO070273000015 FG01611.1 NCU08736.1
AN6888.1 71.m15251 AO070314000034 FG07775.1 NCU08739.1
AN8071.1 53.m03924 AO070330000029 FG01665.1 NCU08741.1
AN3784.1 53.m03922 AO070330000028 FG01666.1 NCU08742.1
AN4102.1 54.m06742 AO070342000101 FG06605.1 NCU08755.1
AN1602.1 55.m03185 AO070339000250 FG06397.1 NCU08760.1
AN4095.1 54.m06738 AO070342000096 FG06607.1 NCU08761.1
AN4094.1 54.m06498 AO070342000095 FG06606.1 NCU08762.1
AN6360.1 72.m19498 AO070279000048 FG06510.1 NCU08766.1
AN6363.1 72.m19497 AO070279000049 FG06502.1 NCU08767.1
AN8829.1 72.m19523 AO070271000051 FG06585.1 NCU08770.1
AN6336.1 72.m19456 AO070236000020 FG06557.1 NCU08771.1
AN2425.1 72.m19478 AO070241000006 FG06493.1 NCU08779.1
AN3017.1 59.m09446 AO070337000098 FG01765.1 NCU08783.1
AN8637.1 62.m03219 AO070326000073 FG06554.1 NCU08791.1
AN0464.1 54.m06604 AO070328000173 FG08553.1 NCU08795.1
AN3957.1 69.m14963 AO070341000077 FG03963.1 NCU08803.1
AN6845.1 71.m16044 AO070314000094 FG05096.1 NCU08804.1
AN6195.1 72.m19295 AO070308000098 FG09715.1 NCU08807.1
AN6034.1 72.m19950 AO070340000254 FG09713.1 NCU08810.1
AN6033.1 72.m19123 AO070340000255 FG09712.1 NCU08811.1
AN0183.1 71.m15454 AO070321000057 FG09776.1 NCU08824.1
AN2155.1 72.m19686 AO070343000207 FG09774.1 NCU08825.1
AN3129.1 71.m15827 AO070341000298 FG05924.1 NCU08852.1
AN5985.1 72.m19156 AO070340000294 FG02751.1 NCU08856.1
AN2957.1 58.m07219 AO070307000048 FG11338.1 NCU08857.1
AN5917.1 72.m19214 AO070340000369 FG10747.1 NCU08858.1
AN8234.1 53.m03735 AO070310000074 FG08986.1 NCU08859.1
AN6343.1 72.m19512 AO070298000012 FG02048.1 NCU08869.1
AN6825.1 71.m15291 AO070314000105 FG05888.1 NCU08874.1
AN2458.1 69.m15196 AO070264000020 FG05884.1 NCU08875.1
AN1074.1 70.m15148 AO070285000074 FG08351.1 NCU08877.1
AN1199.1 70.m15020 AO070331000204 FG10375.1 NCU08880.1
AN2208.1 71.m15856 AO070294000014 FG02075.1 NCU08882.1
AN6640.1 62.m03237 AO070295000024 FG02121.1 NCU08886.1
AN4086.1 54.m06727 AO070342000079 FG05431.1 NCU08888.1
AN8225.1 53.m03749 AO070310000087 FG05932.1 NCU08893.1
AN8224.1 53.m03750 AO070310000088 FG04582.1 NCU08894.1
AN3128.1 59.m08597 AO070303000018 FG06509.1 NCU08895.1
AN7721.1 71.m15748 AO070325000136 FG09016.1 NCU08897.1
AN6521.1 71.m15675 AO070270000019 FG10949.1 NCU08898.1
AN6167.1 72.m19901 AO070343000365 FG04755.1 NCU08900.1
AN8043.1 53.m03902 AO070330000003 FG04735.1 NCU08907.1
AN3730.1 69.m15387 AO070342000284 FG02022.1 NCU08909.1
AN2210.1 71.m15855 AO070294000012 FG02025.1 NCU08920.1
AN5111.1 54.m06911 AO070291000068 FG10286.1 NCU08923.1
AN6394.1 69.m15243 AO070343000149 FG10285.1 NCU08924.1
AN5025.1 59.m08679 AO070338000186 FG10284.1 NCU08925.1
AN5491.1 69.m15461 AO070341000394 FG10283.1 NCU08926.1
AN4405.1 58.m07921 AO070261000048 FG10374.1 NCU08927.1
AN5827.1 72.m18954 AO070260000019 FG10391.1 NCU08928.1
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AN4397.1 58.m07930 AO070261000042 FG10362.1 NCU08935.1
AN4390.1 58.m07933 AO070261000036 FG10089.1 NCU08936.1
AN4389.1 58.m07935 AO070261000034 FG10090.1 NCU08938.1
AN4395.1 58.m07928 AO070261000040 FG10091.1 NCU08939.1
AN4387.1 58.m07937 AO070261000033 FG10295.1 NCU08941.1
AN1264.1 70.m14950 AO070332000010 FG10026.1 NCU08943.1
AN1328.1 70.m14903 AO070303000092 FG10299.1 NCU08944.1
AN5013.1 59.m08664 AO070334000121 FG10307.1 NCU08945.1
AN0686.1 70.m15288 AO070343000532 FG10306.1 NCU08946.1
AN1343.1 70.m14890 AO070247000021 FG10302.1 NCU08948.1
AN4299.1 58.m09011 AO070207000001 FG10303.1 NCU08949.1
AN1344.1 70.m14889 AO070247000020 FG10301.1 NCU08952.1
AN4406.1 58.m07920 AO070261000049 FG10373.1 NCU08956.1
AN5719.1 54.m06840 AO070324000131 FG10368.1 NCU08960.1
AN6081.1 72.m19926 AO070340000131 FG10244.1 NCU08962.1
AN6082.1 72.m19923 AO070340000132 FG10245.1 NCU08963.1
AN6083.1 72.m19924 AO070340000133 FG10246.1 NCU08964.1
AN6084.1 72.m19074 AO070340000134 FG10247.1 NCU08965.1
AN3313.1 65.m07345 AO070339000070 FG05049.1 NCU08968.1
AN4870.1 59.m08765 AO070338000090 FG10254.1 NCU08972.1
AN0627.1 70.m15658 AO070280000079 FG06897.1 NCU08974.1
AN0981.1 70.m15622 AO070318000167 FG06896.1 NCU08976.1
AN0623.1 70.m15662 AO070280000074 FG06918.1 NCU08977.1
AN1094.1 70.m15137 AO070285000053 FG04130.1 NCU08980.1
AN0848.1 70.m15448 AO070216000007 FG05390.1 NCU08981.1
AN0874.1 70.m15477 AO070320000033 FG05389.1 NCU08983.1
AN1068.1 70.m15144 AO070285000068 FG07305.1 NCU08984.1
AN5912.1 72.m19957 AO070248000038 FG06920.1 NCU08989.1
AN2302.1 71.m15951 AO070271000063 FG06922.1 NCU08991.1
AN6598.1 62.m03431 AO070326000047 FG06903.1 NCU08993.1
AN4057.1 54.m06534 AO070342000044 FG04151.1 NCU08995.1
AN4516.1 57.m05613 AO070311000077 FG04152.1 NCU08997.1
AN2248.1 71.m15887 AO070326000122 FG05554.1 NCU08998.1
AN8850.1 71.m15985 AO070271000026 FG05566.1 NCU09000.1
AN7628.1 71.m15822 AO070294000038 FG05565.1 NCU09001.1
AN7629.1 71.m15821 AO070294000039 FG05564.1 NCU09002.1
AN7720.1 71.m15747 AO070325000135 FG05563.1 NCU09003.1
AN8824.1 71.m15956 AO070271000057 FG05428.1 NCU09004.1
AN2298.1 71.m15947 AO070295000079 FG05561.1 NCU09006.1
AN7729.1 71.m15765 AO070325000156 FG05571.1 NCU09012.1
AN8050.1 53.m03894 AO070292000100 FG06908.1 NCU09013.1
AN8045.1 53.m03898 AO070292000104 FG06907.1 NCU09014.1
AN1706.1 58.m07796 AO070305000044 FG09401.1 NCU09018.1
AN2900.1 59.m08750 AO070338000107 FG06078.1 NCU09025.1
AN1772.1 69.m15064 AO070324000030 FG02133.1 NCU09026.1
AN5673.1 65.m07399 AO070309000086 FG09884.1 NCU09033.1
AN5672.1 65.m07398 AO070309000085 FG09883.1 NCU09034.1
AN4186.1 65.m07397 AO070309000084 FG09882.1 NCU09035.1
AN0895.1 70.m15504 AO070320000068 FG00150.1 NCU09040.1
AN7590.1 72.m19633 AO070343000286 FG04826.1 NCU09041.1
AN2824.1 67.m02987 AO070330000093 FG02314.1 NCU09042.1
AN2773.1 59.m09486 AO070327000015 FG10788.1 NCU09056.1
AN2896.1 59.m08746 AO070338000112 FG06084.1 NCU09058.1
AN4597.1 57.m05519 AO070267000013 FG10944.1 NCU09063.1
AN8742.1 62.m03338 AO070250000039 FG08702.1 NCU09065.1
AN8667.1 62.m03407 AO070269000068 FG08634.1 NCU09068.1
AN8751.1 62.m03324 AO070250000011 FG08635.1 NCU09071.1
AN4830.1 59.m09147 AO070327000152 FG08803.1 NCU09090.1
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AN8668.1 62.m03405 AO070269000064 FG08598.1 NCU09094.1
AN5140.1 54.m06882 AO070291000036 FG08810.1 NCU09098.1
AN4836.1 59.m09142 AO070327000142 FG08805.1 NCU09101.1
AN1156.1 70.m15086 AO070331000145 FG08786.1 NCU09104.1
AN2973.1 59.m09039 AO070337000148 FG01275.1 NCU09106.1
AN2975.1 59.m09038 AO070337000146 FG01276.1 NCU09107.1
AN2980.1 59.m09034 AO070337000142 FG01278.1 NCU09109.1
AN2981.1 59.m09033 AO070337000141 FG01279.1 NCU09111.1
AN6338.1 72.m19971 AO070236000016 FG01285.1 NCU09116.1
AN0253.1 54.m06530 AO070334000107 FG06874.1 NCU09118.1
AN0252.1 54.m06531 AO070334000108 FG06875.1 NCU09119.1
AN2412.1 72.m19463 AO070236000002 FG06878.1 NCU09123.1
AN1452.1 55.m02954 AO070302000017 FG00398.1 NCU09131.1
AN3636.1 58.m07465 AO070328000080 FG00423.1 NCU09135.1
AN2577.1 53.m04034 AO070234000010 FG04688.1 NCU09138.1
AN5531.1 58.m07477 AO070328000062 FG00425.1 NCU09139.1
AN1454.1 55.m02959 AO070302000024 FG00428.1 NCU09142.1
AN4530.1 57.m05596 AO070321000140 FG02702.1 NCU09161.1
AN4608.1 65.m07143 AO070337000243 FG09372.1 NCU09169.1
AN2533.1 52.m03778 AO070325000028 FG03049.1 NCU09170.1
AN4673.1 71.m15661 AO070284000033 FG05679.1 NCU09173.1
AN1857.1 58.m07651 AO070292000034 FG04829.1 NCU09183.1
AN6718.1 65.m07256 AO070339000158 FG04177.1 NCU09187.1
AN6079.1 72.m19071 AO070340000129 FG08738.1 NCU09191.1
AN0913.1 70.m15522 AO070320000094 FG05154.1 NCU09192.1
AN5720.1 54.m07022 AO070324000130 FG08496.1 NCU09195.1
AN5311.1 52.m03720 AO070285000028 FG11450.1 NCU09199.1
AN1065.1 70.m15167 AO070218000010 FG02797.1 NCU09203.1
AN4483.1 57.m05648 AO070311000032 FG00786.1 NCU09212.1
AN9511.1 69.m15659 AO070324000090 FG07093.1 NCU09218.1
AN2094.1 57.m05797 AO070341000252 FG07084.1 NCU09219.1
AN2090.1 57.m05792 AO070341000248 FG07094.1 NCU09227.1
AN1638.1 58.m07724 AO070299000044 FG08340.1 NCU09228.1
AN1446.1 55.m02949 AO070302000003 FG01177.1 NCU09230.1
AN0591.1 69.m15257 AO070280000017 FG10410.1 NCU09233.1
AN2089.1 57.m05789 AO070341000245 FG01055.1 NCU09237.1
AN2088.1 57.m05790 AO070341000246 FG01054.1 NCU09238.1
AN2107.1 57.m05807 AO070341000264 FG01359.1 NCU09241.1
AN0312.1 54.m06982 AO070334000021 FG07086.1 NCU09247.1
AN4034.1 54.m06562 AO070328000126 FG07087.1 NCU09248.1
AN1437.1 55.m03263 AO070232000002 FG00584.1 NCU09252.1
AN7443.1 57.m05901 AO070229000015 FG00583.1 NCU09253.1
AN6085.1 72.m19075 AO070340000136 FG01357.1 NCU09254.1
AN1520.1 55.m03039 AO070334000238 FG00614.1 NCU09259.1
AN3940.1 69.m14984 AO070341000052 FG00482.1 NCU09261.1
AN2369.1 59.m08374 AO070289000068 FG07869.1 NCU09262.1
AN3593.1 58.m08903 AO070342000145 FG00493.1 NCU09264.1
AN3592.1 58.m07392 AO070342000144 FG00491.1 NCU09265.1
AN3591.1 58.m07391 AO070342000143 FG00490.1 NCU09266.1
AN5482.1 69.m15746 AO070341000403 FG01099.1 NCU09269.1
AN8184.1 53.m03795 AO070310000141 FG11536.1 NCU09274.1
AN6881.1 55.m03218 AO070342000371 FG07895.1 NCU09277.1
AN3873.1 58.m08992 AO070305000057 FG00236.1 NCU09285.1
AN2869.1 59.m08714 AO070338000153 FG00830.1 NCU09287.1
AN3756.1 65.m07368 AO070309000050 FG05631.1 NCU09290.1
AN8047.1 53.m04165 AO070330000001 FG06574.1 NCU09295.1
AN3451.1 59.m09314 AO070265000026 FG07854.1 NCU09297.1
AN3444.1 59.m09309 AO070265000020 FG07857.1 NCU09298.1
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AN2902.1 59.m08753 AO070338000104 FG07853.1 NCU09300.1
AN4601.1 57.m05524 AO070267000018 FG07850.1 NCU09301.1
AN3737.1 69.m15379 AO070342000271 FG07849.1 NCU09302.1
AN3932.1 69.m14995 AO070341000043 FG06886.1 NCU09309.1
AN8884.1 56.m02296 AO070293000016 FG01252.1 NCU09310.1
AN8878.1 56.m02289 AO070293000007 FG01256.1 NCU09312.1
AN8879.1 56.m02290 AO070293000008 FG01257.1 NCU09313.1
AN8271.1 53.m03690 AO070310000030 FG00545.1 NCU09315.1
AN2737.1 54.m06678 AO070338000219 FG00547.1 NCU09317.1
AN3910.1 69.m15017 AO070324000099 FG00374.1 NCU09319.1
AN1554.1 55.m03071 AO070339000300 FG01273.1 NCU09322.1
AN1555.1 55.m03072 AO070339000298 FG01272.1 NCU09324.1
AN9151.1 66.m04614 AO070332000109 FG01251.1 NCU09327.1
AN1459.1 55.m02963 AO070306000075 FG00608.1 NCU09332.1
AN7583.1 72.m19608 AO070343000298 FG04452.1 NCU09335.1
AN5614.1 58.m07537 AO070301000013 FG10742.1 NCU09337.1
AN8009.1 53.m03858 AO070322000058 FG01672.1 NCU09345.1
AN1949.1 58.m07347 AO070342000215 FG04350.1 NCU09349.1
AN8102.1 52.m03735 AO070319000053 FG04345.1 NCU09350.1
AN5784.1 69.m14813 AO070249000029 FG01160.1 NCU09366.1
AN4278.1 65.m07508 AO070277000007 FG01161.1 NCU09367.1
AN5049.1 63.m00628 AO070338000189 FG01162.1 NCU09368.1
AN9146.1 66.m04608 AO070332000116 FG01166.1 NCU09374.1
AN1545.1 55.m03064 AO070339000309 FG01369.1 NCU09377.1
AN1235.1 70.m14984 AO070331000248 FG01128.1 NCU09380.1
AN3646.1 58.m07456 AO070328000091 FG01129.1 NCU09381.1
AN3668.1 58.m07429 AO070342000007 FG01365.1 NCU09388.1
AN6075.1 72.m19066 AO070340000119 FG09311.1 NCU09391.1
AN8144.1 69.m15536 AO070340000167 FG04461.1 NCU09400.1
AN1713.1 58.m07780 AO070305000029 FG07555.1 NCU09407.1
AN6422.1 57.m05357 AO070337000266 FG03612.1 NCU09416.1
AN1884.1 57.m05728 AO070341000165 FG01048.1 NCU09419.1
AN4890.1 59.m08787 AO070338000068 FG00343.1 NCU09432.1
AN4892.1 59.m08790 AO070338000064 FG00349.1 NCU09435.1
AN3455.1 59.m09317 AO070265000031 FG06340.1 NCU09437.1
AN3014.1 59.m09004 AO070337000102 FG06322.1 NCU09438.1
AN1662.1 58.m07743 AO070299000024 FG07515.1 NCU09442.1
AN9315.1 52.m03741 AO070315000078 FG07389.1 NCU09447.1
AN1700.1 58.m07776 AO070305000026 FG07499.1 NCU09450.1
AN5519.1 69.m15725 AO070341000374 FG06007.1 NCU09461.1
AN3702.1 69.m15408 AO070341000324 FG06009.1 NCU09463.1
AN0624.1 70.m15661 AO070280000076 FG06026.1 NCU09466.1
AN0316.1 54.m06442 AO070334000016 FG00639.1 NCU09468.1
AN0317.1 54.m06441 AO070334000015 FG05182.1 NCU09469.1
AN0843.1 70.m15443 AO070216000003 FG06019.1 NCU09475.1
AN4064.1 54.m06707 AO070342000052 FG06021.1 NCU09477.1
AN0954.1 70.m15601 AO070320000155 FG06024.1 NCU09480.1
AN0847.1 70.m15446 AO070216000006 FG10819.1 NCU09485.1
AN0463.1 54.m06605 AO070328000174 FG06016.1 NCU09492.1
AN9492.1 72.m19804 AO070297000001 FG02743.1 NCU09496.1
AN7248.1 72.m19802 AO070297000002 FG02733.1 NCU09499.1
AN0048.1 71.m15322 AO070314000127 FG02735.1 NCU09511.1
AN0047.1 71.m16041 AO070314000125 FG02736.1 NCU09513.1
AN0056.1 71.m15325 AO070314000131 FG02489.1 NCU09514.1
AN0044.1 71.m15319 AO070314000123 FG02724.1 NCU09516.1
AN0043.1 71.m15318 AO070314000122 FG02725.1 NCU09517.1
AN2515.1 59.m08473 AO070263000051 FG02703.1 NCU09519.1
AN2859.1 59.m08702 AO070338000163 FG05128.1 NCU09532.1
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AN2858.1 59.m08701 AO070338000164 FG05130.1 NCU09533.1
AN2846.1 59.m08667 AO070334000118 FG06150.1 NCU09534.1
AN0224.1 69.m15127 AO070336000254 FG07437.1 NCU09538.1
AN8165.1 53.m03816 AO070266000010 FG07006.1 NCU09540.1
AN8181.1 53.m03799 AO070310000145 FG07005.1 NCU09541.1
AN8215.1 53.m03758 AO070310000097 FG07127.1 NCU09545.1
AN4458.1 58.m07866 AO070305000135 FG06789.1 NCU09547.1
AN7332.1 63.m00650 AO070342000220 FG00625.1 NCU09549.1
AN1820.1 55.m03202 AO070333000048 FG04170.1 NCU09549.1
AN1766.1 69.m15071 AO070324000026 FG05127.1 NCU09551.1
AN5021.1 59.m08684 AO070338000181 FG04456.1 NCU09559.1
AN5577.1 58.m07504 AO070328000027 FG04454.1 NCU09560.1
AN5574.1 58.m07500 AO070328000032 FG04453.1 NCU09561.1
AN8956.1 56.m02375 AO070319000056 FG02426.1 NCU09564.1
AN2812.1 52.m03911 AO070303000084 FG02426.1 NCU09564.1
AN8066.1 53.m03917 AO070330000022 FG01601.1 NCU09571.1
AN5321.1 59.m08511 AO070191000002 FG03687.1 NCU09575.1
AN2813.1 57.m05965 AO070251000001 FG07852.1 NCU09579.1
AN1243.1 70.m14976 AO070223000005 FG03033.1 NCU09580.1
AN6053.1 72.m19105 AO070340000201 FG00831.1 NCU09595.1
AN5137.1 54.m06886 AO070291000040 FG00836.1 NCU09598.1
AN5129.1 54.m06894 AO070291000048 FG00838.1 NCU09602.1
AN5114.1 54.m06909 AO070291000065 FG00834.1 NCU09608.1
AN1085.1 70.m15159 AO070285000085 FG00833.1 NCU09610.1
AN6815.1 69.m15180 AO070252000017 FG02941.1 NCU09621.1
AN8095.1 70.m15204 AO070298000078 FG08749.1 NCU09640.1
AN3157.1 59.m08548 AO070256000037 FG04242.1 NCU09642.1
AN5166.1 54.m06857 AO070291000006 FG04237.1 NCU09643.1
AN1050.1 70.m15207 AO070312000117 FG04243.1 NCU09646.1
AN3205.1 56.m03099 AO070336000134 FG02220.1 NCU09648.1
AN3776.1 52.m03795 AO070302000047 FG03956.1 NCU09654.1
AN5376.1 69.m15731 AO070333000163 FG02819.1 NCU09656.1
AN6228.1 72.m19426 AO070304000079 FG04184.1 NCU09657.1
AN6714.1 65.m07271 AO070339000148 FG04183.1 NCU09658.1
AN7741.1 71.m16099 AO070325000162 FG02105.1 NCU09673.1
AN2251.1 71.m15889 AO070326000115 FG06575.1 NCU09677.1
AN0993.1 69.m15282 AO070272000042 FG04668.1 NCU09678.1
AN4572.1 57.m05494 AO070316000155 FG04016.1 NCU09683.1
AN8795.1 71.m15602 AO070276000071 FG08982.1 NCU09688.1
AN8246.1 53.m04204 AO070310000061 FG08964.1 NCU09696.1
AN5713.1 54.m06828 AO070324000145 FG06306.1 NCU09700.1
AN3432.1 59.m09292 AO070265000009 FG06059.1 NCU09705.1
AN4883.1 59.m08777 AO070338000077 FG06316.1 NCU09706.1
AN3055.1 59.m08960 AO070337000019 FG06315.1 NCU09707.1
AN3056.1 59.m08955 AO070337000018 FG06314.1 NCU09708.1
AN3070.1 59.m08929 AO070337000004 FG06313.1 NCU09709.1
AN3005.1 59.m09009 AO070337000107 FG06052.1 NCU09711.1
AN5523.1 69.m15435 AO070341000366 FG06051.1 NCU09715.1
AN3029.1 59.m08990 AO070337000071 FG06317.1 NCU09721.1
AN2239.1 71.m15830 AO070326000142 FG09557.1 NCU09727.1
AN5343.1 69.m15563 AO070333000181 FG05088.1 NCU09730.1
AN7307.1 72.m19758 AO070297000055 FG04255.1 NCU09737.1
AN0594.1 69.m15254 AO070280000020 FG09787.1 NCU09740.1
AN0595.1 69.m15252 AO070280000021 FG09786.1 NCU09741.1
AN2439.1 69.m15219 AO070264000040 FG06219.1 NCU09744.1
AN2438.1 69.m15220 AO070264000041 FG05298.1 NCU09745.1
AN3778.1 72.m19643 AO070343000274 FG05299.1 NCU09746.1
AN7603.1 72.m19644 AO070343000273 FG05300.1 NCU09747.1
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AN2181.1 72.m19657 AO070343000260 FG05301.1 NCU09748.1
AN1986.1 58.m07593 AO070301000073 FG06006.1 NCU09754.1
AN0636.1 70.m15646 AO070318000126 FG00960.1 NCU09757.1
AN4369.1 58.m07958 AO070261000009 FG10889.1 NCU09758.1
AN0392.1 54.m06345 AO070278000009 FG03365.1 NCU09759.1
AN1547.1 55.m03067 AO070339000307 FG08266.1 NCU09770.1
AN1427.1 55.m02928 AO070242000025 FG07917.1 NCU09771.1
AN5267.1 72.m19543 AO070275000042 FG11036.1 NCU09774.1
AN1571.1 69.m15602 AO070298000116 FG03813.1 NCU09775.1
AN4182.1 69.m14961 AO070341000081 FG08468.1 NCU09778.1
AN0893.1 70.m15488 AO070320000065 FG05187.1 NCU09789.1
AN5515.1 69.m15446 AO070341000381 FG05346.1 NCU09792.1
AN7353.1 72.m20007 AO070278000047 FG02628.1 NCU09794.1
AN8329.1 67.m02964 AO070330000092 FG03475.1 NCU09798.1
AN8018.1 53.m04191 AO070322000067 FG03429.1 NCU09799.1
AN8594.1 70.m15668 AO070280000033 FG07590.1 NCU09800.1
AN7567.1 72.m19586 AO070343000413 FG01317.1 NCU09803.1
AN8874.1 56.m02287 AO070293000003 FG01320.1 NCU09808.1
AN3658.1 58.m07442 AO070342000030 FG09376.1 NCU09811.1
AN1191.1 70.m15030 AO070331000192 FG01322.1 NCU09813.1
AN1190.1 70.m15031 AO070331000190 FG01323.1 NCU09814.1
AN0357.1 54.m06397 AO070318000033 FG00561.1 NCU09816.1
AN0354.1 54.m06940 AO070318000031 FG00478.1 NCU09817.1
AN0380.1 54.m06366 AO070318000064 FG00480.1 NCU09819.1
AN3679.1 58.m08026 AO070189000006 FG00578.1 NCU09821.1
AN8794.1 71.m15601 AO070276000069 FG09009.1 NCU09826.1
AN8489.1 52.m03751 AO070342000405 FG08830.1 NCU09830.1
AN7747.1 71.m15775 AO070325000174 FG02078.1 NCU09838.1
AN4648.1 57.m05479 AO070316000120 FG10060.1 NCU09843.1
AN5085.1 52.m03801 AO070246000035 FG03582.1 NCU09858.1
AN1743.1 69.m15046 AO070324000053 FG09239.1 NCU09862.1
AN1726.1 69.m15044 AO070324000057 FG09240.1 NCU09864.1
AN0462.1 54.m06607 AO070328000176 FG09244.1 NCU09869.1
AN1918.1 69.m14936 AO070341000122 FG08601.1 NCU09873.1
AN0700.1 70.m15303 AO070343000510 FG10719.1 NCU09874.1
AN6761.1 65.m07180 AO070339000213 FG10950.1 NCU09885.1
AN5191.1 69.m15628 AO070237000021 FG10948.1 NCU09886.1
AN1201.1 70.m15018 AO070331000207 FG01333.1 NCU09892.1
AN1200.1 70.m15019 AO070331000206 FG01332.1 NCU09894.1
AN1747.1 69.m15050 AO070324000049 FG01330.1 NCU09895.1
AN1196.1 70.m15024 AO070331000200 FG01330.1 NCU09895.1
AN1194.1 70.m15765 AO070331000198 FG01329.1 NCU09896.1
AN1195.1 70.m15025 AO070331000199 FG01328.1 NCU09897.1
AN1293.1 70.m14915 AO070303000055 FG01324.1 NCU09900.1
AN6651.1 62.m03251 AO070269000002 FG08532.1 NCU09903.1
AN0418.1 54.m06657 AO070338000266 FG03111.1 NCU09909.1
AN0495.1 69.m15311 AO070226000029 FG08971.1 NCU09911.1
AN6623.1 62.m03222 AO070326000077 FG00152.1 NCU09912.1
AN8401.1 52.m03820 AO070302000072 FG07993.1 NCU09923.1
AN2060.1 57.m05964 AO070328000072 FG03054.1 NCU09924.1
AN6032.1 72.m19949 AO070340000256 FG09710.1 NCU09930.1
AN9405.1 52.m04032 AO070274000012 FG02789.1 NCU09972.1
AN8164.1 53.m03817 AO070266000011 FG02787.1 NCU09974.1
AN2528.1 59.m08451 AO070300000123 FG04848.1 NCU09976.1
AN1057.1 70.m15178 AO070336000001 FG09417.1 NCU09980.1
AN2886.1 59.m08733 AO070338000128 FG00383.1 NCU09996.1
AN2887.1 59.m08734 AO070338000127 FG00382.1 NCU09998.1
AN6653.1 62.m03255 AO070269000013 FG08700.1 NCU10007.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 1 - Orthologs

A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
AN8707.1 62.m03362 AO070315000134 FG08712.1 NCU10008.1
AN5631.1 58.m08951 AO070301000030 FG10524.1 NCU10018.1
AN4514.1 57.m05978 AO070311000070 FG00815.1 NCU10029.1
AN4342.1 58.m07982 AO070240000017 FG04395.1 NCU10034.1
AN4333.1 58.m09007 AO070240000012 FG04394.1 NCU10035.1
AN5746.1 69.m14844 AO070341000003 FG01346.1 NCU10042.1
AN3946.1 69.m14975 AO070341000066 FG01347.1 NCU10043.1
AN3390.1 55.m03190 AO070290000088 FG03406.1 NCU10045.1
AN1761.1 69.m15654 AO070324000020 FG09313.1 NCU10046.1
AN1778.1 69.m15077 AO070324000018 FG09312.1 NCU10048.1
AN3361.1 66.m04779 AO070281000037 FG07554.1 NCU10055.1
AN2867.1 59.m08711 AO070338000157 FG00387.1 NCU10058.1
AN2866.1 59.m08710 AO070338000158 FG00389.1 NCU10059.1
AN4869.1 59.m08764 AO070338000091 FG10255.1 NCU10061.1
AN3026.1 59.m09001 AO070337000068 FG07939.1 NCU10066.1
AN3019.1 59.m09445 AO070337000095 FG07938.1 NCU10067.1
AN8873.1 56.m02286 AO070293000002 FG01316.1 NCU10073.1
AN4247.1 54.m07033 AO070324000165 FG07924.1 NCU10080.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat1 AN1510.1 55.m03022 AO070334000228 FG04911.1 NCU02074.1
concat1 AN0472.1 54.m07063 AO070328000166 FG08757.1 NCU07076.1
concat1 AN1048.1 70.m15205 AO070313000110 FG01615.1 NCU06792.1
concat1 AN5986.1 72.m19155 AO070340000293 FG08941.1 NCU01906.1
concat1 AN3577.1 58.m07375 AO070342000172 FG00440.1 NCU02734.1
concat1 AN9357.1 52.m04075 AO070315000043 FG09216.1 NCU02018.1
concat1 AN1343.1 70.m14890 AO070247000021 FG10302.1 NCU08948.1
concat1 AN4163.1 58.m07362 AO070342000193 FG09870.1 NCU05810.1
concat1 AN7628.1 71.m15822 AO070294000038 FG05565.1 NCU09001.1
concat1 AN7629.1 71.m15821 AO070294000039 FG05564.1 NCU09002.1
concat1 AN1099.1 70.m15774 AO070285000041 FG04118.1 NCU00006.1
concat1 AN9166.1 71.m15125 AO070343000045 FG11184.1 NCU05882.1
concat1 AN6064.1 72.m19053 AO070340000104 FG04677.1 NCU00397.1
concat1 AN0866.1 70.m15462 AO070320000017 FG08548.1 NCU00573.1
concat1 AN8050.1 53.m03894 AO070292000100 FG06908.1 NCU09013.1
concat1 AN0091.1 71.m15366 AO070311000124 FG02567.1 NCU06266.1
concat1 AN2918.1 59.m09095 AO070329000153 FG00558.1 NCU02839.1
concat1 AN0416.1 54.m06658 AO070338000264 FG00714.1 NCU00899.1
concat1 AN6572.1 62.m03169 AO070326000015 FG07397.1 NCU03823.1
concat1 AN8363.1 52.m04104 AO070274000030 FG00530.1 NCU03255.1
concat3 AN7742.1 71.m15770 AO070325000166 FG07269.1 NCU00137.1
concat3 AN4983.1 59.m08885 AO070288000051 FG05987.1 NCU01845.1
concat3 AN2283.1 71.m15929 AO070295000060 FG05550.1 NCU06485.1
concat3 AN5744.1 69.m15615 AO070341000001 FG01241.1 NCU03300.1
concat3 AN2440.1 69.m15218 AO070264000039 FG02480.1 NCU07608.1
concat3 AN6570.1 62.m03157 AO070326000013 FG07407.1 NCU03837.1
concat3 AN7718.1 71.m15744 AO070325000132 FG08900.1 NCU01955.1
concat3 AN8216.1 53.m03757 AO070310000096 FG05972.1 NCU04202.1
concat3 AN6923.1 59.m08483 AO070318000108 FG01734.1 NCU08152.1
concat3 AN3128.1 59.m08597 AO070303000018 FG06509.1 NCU08895.1
concat3 AN0842.1 70.m15442 AO070216000002 FG06631.1 NCU00239.1
concat3 AN2762.1 59.m09262 AO070327000024 FG10804.1 NCU02291.1
concat3 AN5988.1 72.m19152 AO070340000290 FG08325.1 NCU05575.1
concat3 AN2969.1 59.m09048 AO070337000155 FG01208.1 NCU02687.1
concat3 AN2357.1 52.m03833 AO070307000082 FG05295.1 NCU08275.1
concat3 AN4163.1 58.m07362 AO070342000193 FG09870.1 NCU05810.1
concat3 AN5673.1 65.m07399 AO070309000086 FG09884.1 NCU09033.1
concat3 AN1195.1 70.m15025 AO070331000199 FG01328.1 NCU09897.1
concat3 AN7254.1 72.m19795 AO070297000010 FG05530.1 NCU00018.1
concat3 AN0137.1 71.m15420 AO070321000115 FG01473.1 NCU01747.1
concat4 AN7495.1 57.m05848 AO070287000021 FG09807.1 NCU06994.1
concat4 AN5661.1 58.m08891 AO070342000254 FG06370.1 NCU02381.1
concat4 AN3849.1 58.m07833 AO070332000050 FG07224.1 NCU01636.1
concat4 AN1339.1 70.m14893 AO070247000025 FG10272.1 NCU03947.1
concat4 AN4817.1 59.m09158 AO070327000170 FG08672.1 NCU01968.1
concat4 AN4329.1 58.m07991 AO070240000007 FG10160.1 NCU04213.1
concat4 AN1711.1 72.m19761 AO070297000053 FG09760.1 NCU08663.1
concat4 AN4015.1 54.m06579 AO070328000151 FG01955.1 NCU08332.1
concat4 AN9200.1 67.m02973 AO070289000054 FG00055.1 NCU06294.1
concat4 AN6067.1 72.m19056 AO070340000108 FG05425.1 NCU00366.1
concat4 AN5865.1 72.m19269 AO070308000129 FG06165.1 NCU05289.1
concat4 AN3753.1 65.m07374 AO070309000064 FG01042.1 NCU02791.1
concat4 AN7458.1 57.m05884 AO070287000067 FG00485.1 NCU03018.1
concat4 AN1637.1 58.m07727 AO070299000056 FG01107.1 NCU02777.1
concat4 AN7299.1 72.m19767 AO070297000045 FG06955.1 NCU00422.1
concat4 AN7348.1 72.m19729 AO070278000051 FG02577.1 NCU00459.1
concat4 AN4836.1 59.m09142 AO070327000142 FG08805.1 NCU09101.1
concat4 AN1524.1 55.m03268 AO070334000242 FG00417.1 NCU00963.1
concat4 AN5442.1 69.m15492 AO070333000105 FG06895.1 NCU00477.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat4 AN1913.1 69.m14928 AO070341000134 FG08761.1 NCU04020.1
concat5 AN3075.1 59.m08921 AO070224000009 FG10812.1 NCU05414.1
concat5 AN6114.1 72.m19045 AO070340000090 FG01896.1 NCU01321.1
concat5 AN1668.1 58.m07735 AO070299000050 FG09166.1 NCU02587.1
concat5 AN7683.1 57.m05461 AO070325000076 FG09968.1 NCU04639.1
concat5 AN5693.1 65.m07417 AO070309000108 FG08333.1 NCU05515.1
concat5 AN7680.1 57.m05457 AO070325000070 FG10348.1 NCU01327.1
concat5 AN8216.1 53.m03757 AO070310000096 FG05972.1 NCU04202.1
concat5 AN6870.1 71.m15261 AO070314000052 FG02207.1 NCU04672.1
concat5 AN1380.1 70.m14843 AO070343000393 FG08614.1 NCU07451.1
concat5 AN4792.1 59.m09189 AO070329000054 FG08715.1 NCU02179.1
concat5 AN6082.1 72.m19923 AO070340000132 FG10245.1 NCU08963.1
concat5 AN8824.1 71.m15956 AO070271000057 FG05428.1 NCU09004.1
concat5 AN9483.1 56.m02448 AO070313000069 FG11114.1 NCU00866.1
concat5 AN1706.1 58.m07796 AO070305000044 FG09401.1 NCU09018.1
concat5 AN2425.1 72.m19478 AO070241000006 FG06493.1 NCU08779.1
concat5 AN6351.1 72.m19504 AO070275000048 FG06950.1 NCU06259.1
concat5 AN6913.1 71.m15219 AO070219000018 FG06107.1 NCU01457.1
concat5 AN9286.1 71.m15143 AO070279000041 FG03629.1 NCU07351.1
concat5 AN1394.1 70.m14828 AO070233000008 FG06035.1 NCU03515.1
concat5 AN1093.1 70.m15138 AO070285000054 FG07453.1 NCU01255.1
concat6 AN6300.1 72.m19334 AO070308000056 FG00329.1 NCU06769.1
concat6 AN5184.1 54.m07057 AO070291000019 FG10003.1 NCU01333.1
concat6 AN5563.1 58.m07489 AO070328000044 FG07908.1 NCU04923.1
concat6 AN0787.1 70.m15397 AO070239000021 FG03922.1 NCU07067.1
concat6 AN5101.1 54.m06961 AO070291000078 FG00028.1 NCU07200.1
concat6 AN2738.1 54.m06679 AO070338000220 FG00369.1 NCU08607.1
concat6 AN3591.1 58.m07391 AO070342000143 FG00490.1 NCU09266.1
concat6 AN9498.1 69.m15234 AO070188000007 FG04190.1 NCU08664.1
concat6 AN0067.1 71.m15344 AO070314000157 FG05409.1 NCU07887.1
concat6 AN1699.1 58.m07775 AO070305000023 FG10790.1 NCU02287.1
concat6 AN2509.1 59.m08475 AO070263000057 FG02657.1 NCU05752.1
concat6 AN8430.1 71.m15302 AO070317000096 FG05828.1 NCU06131.1
concat6 AN1986.1 58.m07593 AO070301000073 FG06006.1 NCU09754.1
concat6 AN7299.1 72.m19767 AO070297000045 FG06955.1 NCU00422.1
concat6 AN5515.1 69.m15446 AO070341000381 FG05346.1 NCU09792.1
concat6 AN0430.1 54.m06619 AO070338000280 FG00716.1 NCU00897.1
concat6 AN2142.1 72.m19699 AO070343000188 FG07141.1 NCU01249.1
concat6 AN2970.1 59.m09047 AO070337000156 FG06718.1 NCU00088.1
concat6 AN3014.1 59.m09004 AO070337000102 FG06322.1 NCU09438.1
concat6 AN2214.1 71.m15852 AO070294000008 FG07307.1 NCU06489.1
concat7 AN1558.1 55.m03276 AO070339000295 FG01410.1 NCU02111.1
concat7 AN6244.1 72.m19413 AO070304000098 FG10879.1 NCU01806.1
concat7 AN7718.1 71.m15744 AO070325000132 FG08900.1 NCU01955.1
concat7 AN7606.1 72.m19640 AO070343000278 FG04302.1 NCU06804.1
concat7 AN4992.1 59.m08895 AO070288000075 FG06375.1 NCU02416.1
concat7 AN1768.1 69.m15068 AO070324000027 FG08615.1 NCU04724.1
concat7 AN1065.1 70.m15167 AO070218000010 FG02797.1 NCU09203.1
concat7 AN0328.1 54.m06431 AO070334000002 FG06256.1 NCU06855.1
concat7 AN5891.1 72.m19239 AO070245000016 FG09585.1 NCU04389.1
concat7 AN1166.1 70.m15054 AO070331000160 FG01016.1 NCU02707.1
concat7 AN1022.1 70.m15780 AO070343000592 FG05070.1 NCU05202.1
concat7 AN4458.1 58.m07866 AO070305000135 FG06789.1 NCU09547.1
concat7 AN5376.1 69.m15731 AO070333000163 FG02819.1 NCU09656.1
concat7 AN4194.1 54.m06757 AO070315000084 FG05586.1 NCU06202.1
concat7 AN6888.1 71.m15251 AO070314000034 FG07775.1 NCU08739.1
concat7 AN0233.1 69.m15589 AO070283000035 FG05720.1 NCU05853.1
concat7 AN5151.1 69.m14882 AO070237000013 FG01064.1 NCU03238.1
concat7 AN1778.1 69.m15077 AO070324000018 FG09312.1 NCU10048.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat7 AN7709.1 71.m15733 AO070325000116 FG05131.1 NCU03730.1
concat7 AN0651.1 70.m15256 AO070343000576 FG05535.1 NCU06493.1
concat8 AN4317.1 58.m08007 AO070230000006 FG09271.1 NCU04063.1
concat8 AN9094.1 66.m04552 AO070332000181 FG00872.1 NCU02109.1
concat8 AN3424.1 59.m09278 AO070327000007 FG09981.1 NCU04610.1
concat8 AN2172.1 72.m19668 AO070343000243 FG04355.1 NCU01563.1
concat8 AN2456.1 69.m15673 AO070264000017 FG10760.1 NCU01615.1
concat8 AN0314.1 54.m06444 AO070334000018 FG01976.1 NCU07082.1
concat8 AN6640.1 62.m03237 AO070295000024 FG02121.1 NCU08886.1
concat8 AN5768.1 69.m14831 AO070249000004 FG07425.1 NCU03660.1
concat8 AN7454.1 57.m05889 AO070287000072 FG09986.1 NCU07158.1
concat8 AN4814.1 59.m09162 AO070329000018 FG08873.1 NCU01990.1
concat8 AN4268.1 65.m07446 AO070343000043 FG10065.1 NCU03949.1
concat8 AN1089.1 70.m15143 AO070285000061 FG02738.1 NCU05721.1
concat8 AN1715.1 58.m08959 AO070305000031 FG05330.1 NCU02322.1
concat8 AN4174.1 69.m14956 AO070341000088 FG09482.1 NCU04815.1
concat8 AN7463.1 57.m05879 AO070287000063 FG00529.1 NCU03257.1
concat8 AN9007.1 62.m03484 AO070315000107 FG06068.1 NCU06895.1
concat8 AN3080.1 59.m08918 AO070224000006 FG10799.1 NCU06868.1
concat8 AN7350.1 72.m19727 AO070278000050 FG02575.1 NCU00457.1
concat8 AN0299.1 54.m06976 AO070334000042 FG00952.1 NCU03026.1
concat8 AN4159.1 58.m08894 AO070342000188 FG10264.1 NCU06724.1

concat12 AN1536.1 55.m03054 AO070334000256 FG00515.1 NCU00499.1
concat12 AN4050.1 54.m06541 AO070328000106 FG00718.1 NCU02056.1
concat12 AN0167.1 71.m15442 AO070321000079 FG05648.1 NCU04344.1
concat12 AN1945.1 58.m07351 AO070342000203 FG09902.1 NCU04613.1
concat12 AN0802.1 70.m15403 AO070239000016 FG00866.1 NCU03137.1
concat12 AN1290.1 55.m03194 AO070339000255 FG02820.1 NCU07068.1
concat12 AN7175.1 65.m07223 AO070335000146 FG04216.1 NCU04695.1
concat12 AN8275.1 53.m03685 AO070310000026 FG01422.1 NCU01692.1
concat12 AN2085.1 57.m05786 AO070341000243 FG00367.1 NCU08605.1
concat12 AN2427.1 72.m19482 AO070241000010 FG00986.1 NCU04421.1
concat12 AN7629.1 71.m15821 AO070294000039 FG05564.1 NCU09002.1
concat12 AN6140.1 72.m19024 AO070340000062 FG08779.1 NCU00581.1
concat12 AN3656.1 58.m07444 AO070342000032 FG00821.1 NCU05757.1
concat12 AN4492.1 57.m05639 AO070311000044 FG00781.1 NCU00823.1
concat12 AN8667.1 62.m03407 AO070269000068 FG08634.1 NCU09068.1
concat12 AN6651.1 62.m03251 AO070269000002 FG08532.1 NCU09903.1
concat12 AN0657.1 70.m15789 AO070343000569 FG10106.1 NCU01401.1
concat12 AN3954.1 69.m14968 AO070341000069 FG01111.1 NCU03100.1
concat12 AN4709.1 71.m15697 AO070329000166 FG08522.1 NCU00656.1
concat12 AN1752.1 69.m15053 AO070324000041 FG08463.1 NCU04077.1
concat13 AN6546.1 62.m03127 AO070270000039 FG05194.1 NCU06713.1
concat13 AN3511.1 69.m15741 AO070263000017 FG07314.1 NCU04908.1
concat13 AN8706.1 62.m03363 AO070315000133 FG08944.1 NCU01902.1
concat13 AN3666.1 58.m07426 AO070342000003 FG01007.1 NCU02631.1
concat13 AN6237.1 52.m03954 AO070302000118 FG04336.1 NCU08439.1
concat13 AN6688.1 65.m07502 AO070339000095 FG05315.1 NCU08297.1
concat13 AN8271.1 53.m03690 AO070310000030 FG00545.1 NCU09315.1
concat13 AN5778.1 69.m14819 AO070249000023 FG00610.1 NCU02781.1
concat13 AN4601.1 57.m05524 AO070267000018 FG07850.1 NCU09301.1
concat13 AN4095.1 54.m06738 AO070342000096 FG06607.1 NCU08761.1
concat13 AN3624.1 58.m07411 AO070342000127 FG01501.1 NCU08341.1
concat13 AN0756.1 70.m15358 AO070343000444 FG03904.1 NCU00642.1
concat13 AN1050.1 70.m15207 AO070312000117 FG04243.1 NCU09646.1
concat13 AN4550.1 57.m05560 AO070321000181 FG04554.1 NCU00915.1
concat13 AN5141.1 54.m06880 AO070291000035 FG10820.1 NCU03399.1
concat13 AN4616.1 57.m05533 AO070267000033 FG08644.1 NCU00692.1
concat13 AN6601.1 62.m03196 AO070326000052 FG05224.1 NCU06710.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat13 AN1221.1 70.m15002 AO070331000223 FG07098.1 NCU03072.1
concat13 AN0966.1 70.m15611 AO070320000170 FG07308.1 NCU06491.1
concat13 AN0947.1 70.m15586 AO070320000146 FG06900.1 NCU00498.1
concat14 AN2141.1 72.m19700 AO070343000187 FG07140.1 NCU01248.1
concat14 AN0647.1 70.m15249 AO070343000582 FG09929.1 NCU04243.1
concat14 AN2957.1 58.m07219 AO070307000048 FG11338.1 NCU08857.1
concat14 AN5848.1 72.m18979 AO070340000006 FG06366.1 NCU02399.1
concat14 AN6055.1 72.m19102 AO070340000199 FG08329.1 NCU05516.1
concat14 AN0876.1 70.m15479 AO070320000035 FG06634.1 NCU00236.1
concat14 AN0732.1 70.m15321 AO070343000493 FG03725.1 NCU00306.1
concat14 AN2914.1 59.m09099 AO070329000158 FG03694.1 NCU08162.1
concat14 AN2417.1 72.m19468 AO070228000027 FG00363.1 NCU02531.1
concat14 AN4030.1 54.m06559 AO070328000122 FG00800.1 NCU02896.1
concat14 AN8099.1 72.m19551 AO070309000130 FG06612.1 NCU00865.1
concat14 AN3957.1 69.m14963 AO070341000077 FG03963.1 NCU08803.1
concat14 AN8857.1 71.m15995 AO070271000016 FG06935.1 NCU00417.1
concat14 AN5166.1 54.m06857 AO070291000006 FG04237.1 NCU09643.1
concat14 AN4707.1 71.m15695 AO070329000169 FG00188.1 NCU00664.1
concat14 AN3946.1 69.m14975 AO070341000066 FG01347.1 NCU10043.1
concat14 AN4425.1 58.m09002 AO070273000062 FG05173.1 NCU03538.1
concat14 AN0655.1 70.m15259 AO070343000571 FG10100.1 NCU06636.1
concat14 AN7747.1 71.m15775 AO070325000174 FG02078.1 NCU09838.1
concat14 AN4440.1 58.m07885 AO070273000014 FG01670.1 NCU03334.1
concat15 AN0240.1 71.m15642 AO070284000070 FG08723.1 NCU02136.1
concat15 AN0134.1 71.m15418 AO070321000119 FG10756.1 NCU01613.1
concat15 AN1367.1 70.m14862 AO070215000014 FG11603.1 NCU03321.1
concat15 AN1179.1 70.m15038 AO070331000176 FG11637.1 NCU04406.1
concat15 AN4060.1 54.m06703 AO070342000045 FG02588.1 NCU07826.1
concat15 AN2105.1 57.m05806 AO070341000263 FG00358.1 NCU00505.1
concat15 AN1442.1 55.m02942 AO070232000005 FG01215.1 NCU02681.1
concat15 AN1416.1 55.m02923 AO070242000019 FG08395.1 NCU04726.1
concat15 AN0189.1 71.m15459 AO070321000054 FG04185.1 NCU08660.1
concat15 AN2969.1 59.m09048 AO070337000155 FG01208.1 NCU02687.1
concat15 AN7601.1 72.m19646 AO070343000271 FG02481.1 NCU05237.1
concat15 AN3268.1 69.m15764 AO070304000069 FG06556.1 NCU08199.1
concat15 AN3089.1 59.m08658 AO070334000128 FG00731.1 NCU02548.1
concat15 AN8875.1 56.m03110 AO070293000004 FG01370.1 NCU02980.1
concat15 AN5672.1 65.m07398 AO070309000085 FG09883.1 NCU09034.1
concat15 AN3070.1 59.m08929 AO070337000004 FG06313.1 NCU09709.1
concat15 AN3146.1 59.m08519 AO070256000046 FG02460.1 NCU04898.1
concat15 AN7770.1 71.m15812 AO070286000023 FG00407.1 NCU07958.1
concat15 AN0410.1 54.m06664 AO070294000082 FG07233.1 NCU00043.1
concat15 AN3758.1 65.m07366 AO070309000048 FG05598.1 NCU03296.1
concat16 AN3426.1 59.m09280 AO070327000005 FG09961.1 NCU04009.1
concat16 AN2825.1 67.m02963 AO070330000091 FG07016.1 NCU04262.1
concat16 AN3717.1 69.m15422 AO070341000346 FG08923.1 NCU01922.1
concat16 AN6139.1 72.m19025 AO070340000063 FG06642.1 NCU00168.1
concat16 AN4880.1 59.m09409 AO070338000081 FG06369.1 NCU02415.1
concat16 AN6900.1 71.m15236 AO070314000015 FG06702.1 NCU07550.1
concat16 AN1162.1 70.m15059 AO070331000152 FG01008.1 NCU06035.1
concat16 AN4613.1 57.m05530 AO070267000029 FG09447.1 NCU00599.1
concat16 AN3034.1 59.m08984 AO070337000075 FG07041.1 NCU06086.1
concat16 AN2269.1 71.m15914 AO070295000041 FG05484.1 NCU06182.1
concat16 AN2321.1 62.m03411 AO070283000059 FG03636.1 NCU05884.1
concat16 AN3840.1 58.m07816 AO070305000075 FG00684.1 NCU00892.1
concat16 AN2529.1 59.m08450 AO070300000122 FG09979.1 NCU06647.1
concat16 AN4570.1 57.m05491 AO070316000153 FG09919.1 NCU03956.1
concat16 AN6499.1 62.m03087 AO070222000013 FG02504.1 NCU06211.1
concat16 AN1524.1 55.m03268 AO070334000242 FG00417.1 NCU00963.1

57



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat16 AN1076.1 70.m15150 AO070285000076 FG07454.1 NCU01254.1
concat16 AN7256.1 72.m19794 AO070297000012 FG03351.1 NCU06275.1
concat16 AN5338.1 69.m15570 AO070333000229 FG06539.1 NCU07332.1
concat16 AN4442.1 58.m09016 AO070273000012 FG01568.1 NCU03357.1
concat18 AN8100.1 69.m14871 AO070281000022 FG01995.1 NCU04902.1
concat18 AN7504.1 57.m05835 AO070287000007 FG09765.1 NCU07707.1
concat18 AN3693.1 69.m15405 AO070341000321 FG00332.1 NCU06838.1
concat18 AN8231.1 53.m03738 AO070310000077 FG09035.1 NCU01083.1
concat18 AN6443.1 58.m08930 AO070238000002 FG11028.1 NCU04161.1
concat18 AN4736.1 59.m09248 AO070327000041 FG08889.1 NCU01961.1
concat18 AN1486.1 55.m02992 AO070334000193 FG01490.1 NCU08368.1
concat18 AN6875.1 71.m15259 AO070314000048 FG01690.1 NCU06832.1
concat18 AN1246.1 70.m14974 AO070223000009 FG03992.1 NCU07914.1
concat18 AN8791.1 71.m15585 AO070276000072 FG05506.1 NCU07879.1
concat18 AN2861.1 59.m08707 AO070338000161 FG06615.1 NCU07521.1
concat18 AN2416.1 72.m19467 AO070228000028 FG00364.1 NCU02532.1
concat18 AN3651.1 58.m07448 AO070342000036 FG01292.1 NCU02753.1
concat18 AN5549.1 69.m14939 AO070341000115 FG04957.1 NCU04809.1
concat18 AN2360.1 66.m04689 AO070298000079 FG04504.1 NCU08643.1
concat18 AN3432.1 59.m09292 AO070265000009 FG06059.1 NCU09705.1
concat18 AN2528.1 59.m08451 AO070300000123 FG04848.1 NCU09976.1
concat18 AN8176.1 53.m03803 AO070209000002 FG07186.1 NCU03757.1
concat18 AN2057.1 58.m07659 AO070292000042 FG07257.1 NCU06469.1
concat18 AN5757.1 69.m14854 AO070341000016 FG10066.1 NCU04005.1
concat19 AN4441.1 58.m09014 AO070273000013 FG01620.1 NCU03335.1
concat19 AN6705.1 65.m07280 AO070339000135 FG01925.1 NCU08003.1
concat19 AN1710.1 58.m07790 AO070305000038 FG04934.1 NCU02585.1
concat19 AN1201.1 70.m15018 AO070331000207 FG01333.1 NCU09892.1
concat19 AN3154.1 59.m08507 AO070312000165 FG10384.1 NCU07246.1
concat19 AN1111.1 70.m15122 AO070285000025 FG09695.1 NCU00784.1
concat19 AN5217.1 69.m14916 AO070337000262 FG00900.1 NCU07495.1
concat19 AN2341.1 71.m15579 AO070319000152 FG04851.1 NCU05208.1
concat19 AN2282.1 71.m16112 AO070295000059 FG04217.1 NCU00195.1
concat19 AN5376.1 69.m15731 AO070333000163 FG02819.1 NCU09656.1
concat19 AN4883.1 59.m08777 AO070338000077 FG06316.1 NCU09706.1
concat19 AN7491.1 57.m05853 AO070287000026 FG08668.1 NCU06372.1
concat19 AN5746.1 69.m14844 AO070341000003 FG01346.1 NCU10042.1
concat19 AN0428.1 54.m06617 AO070338000279 FG00875.1 NCU00931.1
concat19 AN1084.1 70.m15158 AO070285000084 FG07182.1 NCU03737.1
concat19 AN0139.1 71.m15422 AO070321000113 FG10857.1 NCU01757.1
concat19 AN3778.1 72.m19643 AO070343000274 FG05299.1 NCU09746.1
concat19 AN7354.1 72.m19725 AO070278000046 FG04137.1 NCU00464.1
concat19 AN1387.1 70.m14829 AO070233000007 FG06033.1 NCU03517.1
concat19 AN2866.1 59.m08710 AO070338000158 FG00389.1 NCU10059.1
concat22 AN3305.1 71.m15151 AO070329000026 FG07570.1 NCU01107.1
concat22 AN6289.1 72.m19346 AO070308000003 FG00957.1 NCU06774.1
concat22 AN7620.1 72.m19654 AO070343000264 FG05647.1 NCU04343.1
concat22 AN1800.1 57.m05369 AO070335000095 FG10042.1 NCU04615.1
concat22 AN5528.1 69.m15427 AO070341000360 FG10911.1 NCU05029.1
concat22 AN0465.1 54.m06603 AO070328000172 FG00631.1 NCU08500.1
concat22 AN1136.1 70.m15101 AO070331000127 FG05701.1 NCU06022.1
concat22 AN1375.1 70.m15754 AO070243000005 FG08612.1 NCU05979.1
concat22 AN3838.1 58.m07814 AO070305000073 FG09393.1 NCU02452.1
concat22 AN2914.1 59.m09099 AO070329000158 FG03694.1 NCU08162.1
concat22 AN8898.1 56.m02311 AO070293000031 FG11298.1 NCU02894.1
concat22 AN4232.1 54.m06784 AO070234000014 FG04027.1 NCU04503.1
concat22 AN3932.1 69.m14995 AO070341000043 FG06886.1 NCU09309.1
concat22 AN1103.1 70.m15129 AO070285000035 FG04103.1 NCU00446.1
concat22 AN5687.1 65.m07413 AO070309000102 FG07444.1 NCU01205.1
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concat22 AN1545.1 55.m03064 AO070339000309 FG01369.1 NCU09377.1
concat22 AN2927.1 59.m09068 AO070337000182 FG01137.1 NCU00978.1
concat22 AN1493.1 55.m03317 AO070334000206 FG09403.1 NCU03222.1
concat22 AN6226.1 72.m19427 AO070304000076 FG01713.1 NCU00722.1
concat22 AN4053.1 54.m06538 AO070342000038 FG00748.1 NCU02069.1
concat23 AN1630.1 58.m07716 AO070299000035 FG01245.1 NCU03297.1
concat23 AN2224.1 71.m15842 AO070326000179 FG09600.1 NCU07020.1
concat23 AN6240.1 72.m19417 AO070304000091 FG08756.1 NCU07078.1
concat23 AN4412.1 58.m08981 AO070273000032 FG01656.1 NCU03363.1
concat23 AN2734.1 54.m06676 AO070338000217 FG06827.1 NCU07408.1
concat23 AN5688.1 65.m07414 AO070309000104 FG05593.1 NCU07859.1
concat23 AN1133.1 71.m15635 AO070276000007 FG09422.1 NCU02463.1
concat23 AN3220.1 67.m02928 AO070330000070 FG10483.1 NCU05585.1
concat23 AN1266.1 70.m14945 AO070332000014 FG01024.1 NCU02696.1
concat23 AN2164.1 72.m20017 AO070343000224 FG05276.1 NCU06578.1
concat23 AN3367.1 66.m04635 AO070281000025 FG09386.1 NCU06059.1
concat23 AN5453.1 69.m15478 AO070341000414 FG09038.1 NCU06376.1
concat23 AN5407.1 69.m15524 AO070333000121 FG09797.1 NCU06362.1
concat23 AN5155.1 54.m06863 AO070291000012 FG01444.1 NCU01725.1
concat23 AN8054.1 53.m03889 AO070322000146 FG07282.1 NCU06440.1
concat23 AN2872.1 59.m08720 AO070338000142 FG00591.1 NCU07283.1
concat23 AN0093.1 71.m15368 AO070311000122 FG02562.1 NCU06271.1
concat23 AN2214.1 71.m15852 AO070294000008 FG07307.1 NCU06489.1
concat23 AN1752.1 69.m15053 AO070324000041 FG08463.1 NCU04077.1
concat23 AN2233.1 71.m15832 AO070326000146 FG09598.1 NCU07019.1
concat24 AN6639.1 62.m03234 AO070326000091 FG08851.1 NCU00680.1
concat24 AN6345.1 72.m19510 AO070275000008 FG02055.1 NCU04580.1
concat24 AN0472.1 54.m07063 AO070328000166 FG08757.1 NCU07076.1
concat24 AN9303.1 59.m08580 AO070275000031 FG00828.1 NCU01598.1
concat24 AN1370.1 70.m14859 AO070215000011 FG00518.1 NCU07460.1
concat24 AN1179.1 70.m15038 AO070331000176 FG11637.1 NCU04406.1
concat24 AN2047.1 58.m07635 AO070292000014 FG01891.1 NCU04120.1
concat24 AN1264.1 70.m14950 AO070332000010 FG10026.1 NCU08943.1
concat24 AN6711.1 65.m07264 AO070339000151 FG04261.1 NCU05254.1
concat24 AN3451.1 59.m09314 AO070265000026 FG07854.1 NCU09297.1
concat24 AN8682.1 62.m03389 AO070315000102 FG08578.1 NCU03159.1
concat24 AN4218.1 54.m06800 AO070315000081 FG08811.1 NCU02003.1
concat24 AN3376.1 66.m04646 AO070281000020 FG09381.1 NCU06054.1
concat24 AN6487.1 62.m03075 AO070222000002 FG05471.1 NCU00338.1
concat24 AN3874.1 58.m08993 AO070305000055 FG00862.1 NCU02550.1
concat24 AN0226.1 71.m16095 AO070284000066 FG05134.1 NCU01188.1
concat24 AN6895.1 71.m15245 AO070314000026 FG05522.1 NCU00428.1
concat24 AN5972.1 72.m19188 AO070340000330 FG05844.1 NCU07319.1
concat24 AN5747.1 69.m14845 AO070341000004 FG01198.1 NCU07367.1
concat24 AN0893.1 70.m15488 AO070320000065 FG05187.1 NCU09789.1
concat25 AN2143.1 72.m19698 AO070343000190 FG07139.1 NCU01247.1
concat25 AN2283.1 71.m15929 AO070295000060 FG05550.1 NCU06485.1
concat25 AN2933.1 59.m09061 AO070337000174 FG06840.1 NCU07419.1
concat25 AN0077.1 71.m16046 AO070311000138 FG07012.1 NCU01364.1
concat25 AN7537.1 69.m15084 AO070324000009 FG08631.1 NCU07062.1
concat25 AN1390.1 70.m14831 AO070342000349 FG10854.1 NCU03368.1
concat25 AN3629.1 58.m07472 AO070328000067 FG08451.1 NCU05984.1
concat25 AN6111.1 72.m19047 AO070340000094 FG05509.1 NCU00334.1
concat25 AN7501.1 57.m05838 AO070287000012 FG02475.1 NCU05222.1
concat25 AN2449.1 69.m15211 AO070264000029 FG01480.1 NCU08510.1
concat25 AN6193.1 72.m19291 AO070308000106 FG06183.1 NCU05261.1
concat25 AN0913.1 70.m15522 AO070320000094 FG05154.1 NCU09192.1
concat25 AN7332.1 63.m00650 AO070342000220 FG00625.1 NCU09549.1
concat25 AN1636.1 58.m07726 AO070299000057 FG06848.1 NCU02804.1
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concat25 AN3432.1 59.m09292 AO070265000009 FG06059.1 NCU09705.1
concat25 AN4036.1 54.m06576 AO070328000140 FG01953.1 NCU05272.1
concat25 AN5656.1 58.m08892 AO070342000244 FG10120.1 NCU01411.1
concat25 AN2917.1 59.m09096 AO070329000154 FG00559.1 NCU02840.1
concat25 AN0893.1 70.m15488 AO070320000065 FG05187.1 NCU09789.1
concat25 AN8787.1 71.m15583 AO070276000074 FG06659.1 NCU00134.1
concat27 AN5681.1 65.m07407 AO070309000096 FG07078.1 NCU03277.1
concat27 AN7560.1 72.m19581 AO070343000400 FG05608.1 NCU03316.1
concat27 AN5977.1 72.m19939 AO070281000046 FG01476.1 NCU03358.1
concat27 AN1146.1 70.m15385 AO070316000058 FG01883.1 NCU06699.1
concat27 AN0932.1 70.m15540 AO070320000123 FG05183.1 NCU03339.1
concat27 AN6300.1 72.m19334 AO070308000056 FG00329.1 NCU06769.1
concat27 AN9490.1 66.m04696 AO070214000003 FG00161.1 NCU02195.1
concat27 AN9437.1 70.m15333 AO070343000483 FG04948.1 NCU06534.1
concat27 AN4578.1 57.m05942 AO070316000167 FG07966.1 NCU02360.1
concat27 AN7718.1 71.m15744 AO070325000132 FG08900.1 NCU01955.1
concat27 AN2875.1 59.m08724 AO070338000136 FG02770.1 NCU07807.1
concat27 AN7310.1 72.m19754 AO070297000058 FG04259.1 NCU05195.1
concat27 AN1949.1 58.m07347 AO070342000215 FG04350.1 NCU09349.1
concat27 AN4774.1 59.m09209 AO070329000078 FG09448.1 NCU00602.1
concat27 AN1661.1 58.m07742 AO070299000021 FG01511.1 NCU02788.1
concat27 AN8045.1 53.m03898 AO070292000104 FG06907.1 NCU09014.1
concat27 AN6915.1 71.m16035 AO070219000020 FG05144.1 NCU03714.1
concat27 AN6171.1 72.m19002 AO070340000034 FG10219.1 NCU01008.1
concat27 AN2496.1 59.m08494 AO070312000124 FG08819.1 NCU00675.1
concat27 AN3658.1 58.m07442 AO070342000030 FG09376.1 NCU09811.1
concat30 AN6525.1 62.m03114 AO070270000024 FG06127.1 NCU03813.1
concat30 AN1536.1 55.m03054 AO070334000256 FG00515.1 NCU00499.1
concat30 AN9538.1 72.m19710 AO070278000028 FG05399.1 NCU06503.1
concat30 AN2172.1 72.m19668 AO070343000243 FG04355.1 NCU01563.1
concat30 AN6640.1 62.m03237 AO070295000024 FG02121.1 NCU08886.1
concat30 AN5917.1 72.m19214 AO070340000369 FG10747.1 NCU08858.1
concat30 AN2461.1 69.m15676 AO070264000008 FG01612.1 NCU05422.1
concat30 AN7783.1 71.m15816 AO070286000029 FG08568.1 NCU02131.1
concat30 AN3220.1 67.m02928 AO070330000070 FG10483.1 NCU05585.1
concat30 AN8064.1 53.m03915 AO070330000020 FG06027.1 NCU08427.1
concat30 AN7554.1 72.m19572 AO070277000055 FG00590.1 NCU00520.1
concat30 AN6359.1 72.m19499 AO070279000047 FG05455.1 NCU08563.1
concat30 AN0066.1 71.m15343 AO070314000155 FG05414.1 NCU07884.1
concat30 AN6325.1 72.m19443 AO070304000043 FG06179.1 NCU05264.1
concat30 AN1731.1 69.m15037 AO070324000062 FG04886.1 NCU02936.1
concat30 AN5748.1 69.m14846 AO070341000005 FG00612.1 NCU02778.1
concat30 AN8039.1 53.m03907 AO070330000007 FG01627.1 NCU05347.1
concat30 AN4467.1 58.m07853 AO070305000123 FG07439.1 NCU01200.1
concat30 AN0047.1 71.m16041 AO070314000125 FG02736.1 NCU09513.1
concat30 AN5121.1 54.m06903 AO070291000058 FG10738.1 NCU01547.1
concat31 AN8046.1 53.m04164 AO070336000153 FG05906.1 NCU03639.1
concat31 AN8075.1 53.m03928 AO070330000033 FG00323.1 NCU05418.1
concat31 AN8404.1 52.m03910 AO070276000017 FG02975.1 NCU01112.1
concat31 AN4678.1 71.m15665 AO070284000022 FG08914.1 NCU01936.1
concat31 AN4099.1 69.m15711 AO070343000059 FG09059.1 NCU01089.1
concat31 AN7730.1 71.m16098 AO070325000147 FG06999.1 NCU04190.1
concat31 AN2862.1 59.m08708 AO070338000160 FG06627.1 NCU00243.1
concat31 AN7498.1 57.m05843 AO070287000016 FG09773.1 NCU05252.1
concat31 AN0771.1 70.m15374 AO070316000073 FG08312.1 NCU05591.1
concat31 AN2767.1 59.m09256 AO070327000034 FG06045.1 NCU02224.1
concat31 AN4762.1 59.m09221 AO070327000054 FG08530.1 NCU02016.1
concat31 AN0874.1 70.m15477 AO070320000033 FG05389.1 NCU08983.1
concat31 AN4055.1 54.m06944 AO070342000041 FG07678.1 NCU03404.1
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concat31 AN9467.1 53.m03848 AO070322000047 FG05894.1 NCU03786.1
concat31 AN1953.1 58.m07342 AO070342000222 FG10385.1 NCU04247.1
concat31 AN8010.1 53.m03857 AO070322000057 FG06822.1 NCU06687.1
concat31 AN1662.1 58.m07743 AO070299000024 FG07515.1 NCU09442.1
concat31 AN8041.1 53.m03905 AO070330000005 FG06257.1 NCU01528.1
concat31 AN2523.1 59.m08459 AO070286000091 FG10116.1 NCU03611.1
concat31 AN4303.1 58.m08021 AO070207000007 FG04571.1 NCU04289.1
concat32 AN4553.1 57.m05564 AO070321000177 FG06720.1 NCU00078.1
concat32 AN8421.1 52.m03816 AO070302000061 FG07016.1 NCU04262.1
concat32 AN7303.1 72.m20021 AO070297000050 FG02527.1 NCU00164.1
concat32 AN1900.1 57.m05718 AO070341000154 FG09462.1 NCU04713.1
concat32 AN1038.1 70.m15196 AO070336000073 FG05054.1 NCU02225.1
concat32 AN3888.1 72.m19605 AO070343000294 FG08575.1 NCU01095.1
concat32 AN3738.1 69.m15377 AO070342000269 FG09839.1 NCU02403.1
concat32 AN4993.1 59.m08896 AO070288000076 FG06376.1 NCU02417.1
concat32 AN3010.1 59.m09008 AO070337000106 FG06338.1 NCU02231.1
concat32 AN2812.1 52.m03911 AO070303000084 FG02426.1 NCU09564.1
concat32 AN4071.1 54.m06996 AO070342000060 FG07239.1 NCU00387.1
concat32 AN3928.1 69.m15000 AO070341000038 FG02469.1 NCU06110.1
concat32 AN1673.1 58.m09023 AO070299000007 FG01486.1 NCU02785.1
concat32 AN4714.1 71.m16089 AO070337000217 FG09413.1 NCU00605.1
concat32 AN6598.1 62.m03431 AO070326000047 FG06903.1 NCU08993.1
concat32 AN4515.1 57.m05614 AO070311000076 FG02720.1 NCU05686.1
concat32 AN4014.1 54.m06948 AO070328000150 FG01954.1 NCU05273.1
concat32 AN0363.1 54.m06386 AO070318000043 FG01362.1 NCU02775.1
concat32 AN2238.1 71.m15825 AO070326000135 FG05133.1 NCU03732.1
concat32 AN8018.1 53.m04191 AO070322000067 FG03429.1 NCU09799.1
concat33 AN1384.1 70.m14837 AO070243000018 FG10145.1 NCU04316.1
concat33 AN7540.1 72.m19557 AO070277000037 FG01314.1 NCU07380.1
concat33 AN2499.1 59.m09383 AO070312000049 FG05531.1 NCU00178.1
concat33 AN7786.1 63.m00612 AO070167000003 FG02964.1 NCU02206.1
concat33 AN5732.1 54.m06851 AO070341000028 FG01642.1 NCU05421.1
concat33 AN6330.1 72.m19449 AO070304000108 FG09574.1 NCU07700.1
concat33 AN2154.1 72.m20002 AO070343000203 FG05066.1 NCU08045.1
concat33 AN5918.1 72.m19885 AO070340000367 FG05695.1 NCU05169.1
concat33 AN6365.1 72.m19495 AO070340000205 FG05495.1 NCU00215.1
concat33 AN4732.1 71.m15501 AO070323000052 FG09734.1 NCU05228.1
concat33 AN0310.1 54.m06449 AO070334000023 FG00449.1 NCU02729.1
concat33 AN1378.1 70.m14845 AO070243000008 FG08359.1 NCU05498.1
concat33 AN4298.1 58.m08025 AO070189000008 FG10033.1 NCU03952.1
concat33 AN4560.1 57.m05572 AO070321000168 FG06724.1 NCU05235.1
concat33 AN4916.1 59.m08819 AO070338000027 FG06587.1 NCU00258.1
concat33 AN9498.1 69.m15234 AO070188000007 FG04190.1 NCU08664.1
concat33 AN0123.1 71.m15404 AO070311000089 FG06224.1 NCU08329.1
concat33 AN5192.1 69.m14892 AO070237000022 FG07539.1 NCU06032.1
concat33 AN9007.1 62.m03484 AO070315000107 FG06068.1 NCU06895.1
concat33 AN8797.1 71.m15604 AO070276000063 FG05861.1 NCU01240.1
concat34 AN4684.1 71.m15668 AO070284000040 FG08571.1 NCU02148.1
concat34 AN0928.1 70.m15535 AO070320000113 FG01853.1 NCU03686.1
concat34 AN5217.1 69.m14916 AO070337000262 FG00900.1 NCU07495.1
concat34 AN3888.1 72.m19605 AO070343000294 FG08575.1 NCU01095.1
concat34 AN1007.1 70.m15225 AO070312000026 FG08402.1 NCU04720.1
concat34 AN5749.1 69.m14847 AO070341000006 FG03481.1 NCU02227.1
concat34 AN4992.1 59.m08895 AO070288000075 FG06375.1 NCU02416.1
concat34 AN1486.1 55.m02992 AO070334000193 FG01490.1 NCU08368.1
concat34 AN0013.1 69.m15595 AO070333000040 FG11495.1 NCU08114.1
concat34 AN1138.1 70.m15099 AO070331000129 FG00107.1 NCU06026.1
concat34 AN4390.1 58.m07933 AO070261000036 FG10089.1 NCU08936.1
concat34 AN0997.1 70.m15214 AO070312000043 FG01970.1 NCU08299.1
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concat34 AN4470.1 58.m07860 AO070305000129 FG06843.1 NCU02810.1
concat34 AN0866.1 70.m15462 AO070320000017 FG08548.1 NCU00573.1
concat34 AN7658.1 57.m05422 AO070268000027 FG10361.1 NCU01161.1
concat34 AN1700.1 58.m07776 AO070305000026 FG07499.1 NCU09450.1
concat34 AN0870.1 70.m15456 AO070320000023 FG01591.1 NCU05390.1
concat34 AN0657.1 70.m15789 AO070343000569 FG10106.1 NCU01401.1
concat34 AN0436.1 54.m06621 AO070338000281 FG00715.1 NCU00898.1
concat34 AN6249.1 72.m19407 AO070304000039 FG01450.1 NCU01504.1
concat35 AN5867.1 72.m19267 AO070308000132 FG01939.1 NCU07682.1
concat35 AN4399.1 58.m07932 AO070261000044 FG09935.1 NCU04302.1
concat35 AN0301.1 54.m06460 AO070334000040 FG01026.1 NCU07363.1
concat35 AN8566.1 52.m03913 AO070307000099 FG03349.1 NCU04072.1
concat35 AN1989.1 58.m07597 AO070301000077 FG04413.1 NCU06761.1
concat35 AN6274.1 65.m07379 AO070309000069 FG02792.1 NCU01861.1
concat35 AN2953.1 59.m09089 AO070337000200 FG09885.1 NCU05136.1
concat35 AN4276.1 65.m07454 AO070277000008 FG01068.1 NCU02526.1
concat35 AN2090.1 57.m05792 AO070341000248 FG07094.1 NCU09227.1
concat35 AN3591.1 58.m07391 AO070342000143 FG00490.1 NCU09266.1
concat35 AN3508.1 53.m03968 AO070296000076 FG02084.1 NCU05649.1
concat35 AN1820.1 55.m03202 AO070333000048 FG04170.1 NCU09549.1
concat35 AN0623.1 70.m15662 AO070280000074 FG06918.1 NCU08977.1
concat35 AN6505.1 62.m03092 AO070222000021 FG02501.1 NCU06205.1
concat35 AN4278.1 65.m07508 AO070277000007 FG01161.1 NCU09367.1
concat35 AN6678.1 65.m07302 AO070289000018 FG07046.1 NCU03036.1
concat35 AN4550.1 57.m05560 AO070321000181 FG04554.1 NCU00915.1
concat35 AN6638.1 62.m03233 AO070326000090 FG08648.1 NCU02034.1
concat35 AN0635.1 70.m15647 AO070318000125 FG02806.1 NCU07345.1
concat35 AN4305.1 58.m08019 AO070330000015 FG04568.1 NCU04237.1
concat36 AN6525.1 62.m03114 AO070270000024 FG06127.1 NCU03813.1
concat36 AN0163.1 71.m15438 AO070321000084 FG05282.1 NCU06561.1
concat36 AN0193.1 71.m15463 AO070321000051 FG04272.1 NCU08029.1
concat36 AN7435.1 57.m05905 AO070229000009 FG00911.1 NCU07482.1
concat36 AN0040.1 71.m15315 AO070314000119 FG05516.1 NCU00276.1
concat36 AN4957.1 59.m08862 AO070288000019 FG04085.1 NCU08687.1
concat36 AN1638.1 58.m07724 AO070299000044 FG08340.1 NCU09228.1
concat36 AN8700.1 62.m03368 AO070315000128 FG02343.1 NCU02023.1
concat36 AN8060.1 54.m06354 AO070323000153 FG08346.1 NCU01138.1
concat36 AN0061.1 71.m15337 AO070314000148 FG05410.1 NCU07888.1
concat36 AN9377.1 52.m03906 AO070315000006 FG04176.1 NCU00811.1
concat36 AN1860.1 58.m08924 AO070292000037 FG06738.1 NCU00360.1
concat36 AN2869.1 59.m08714 AO070338000153 FG00830.1 NCU09287.1
concat36 AN0363.1 54.m06386 AO070318000043 FG01362.1 NCU02775.1
concat36 AN9406.1 52.m04033 AO070274000011 FG09705.1 NCU06336.1
concat36 AN3907.1 69.m15658 AO070324000091 FG09338.1 NCU02556.1
concat36 AN0281.1 54.m06477 AO070334000072 FG01065.1 NCU03237.1
concat36 AN5048.1 59.m08678 AO070338000188 FG01100.1 NCU03266.1
concat36 AN1873.1 57.m05745 AO070341000189 FG03103.1 NCU04016.1
concat36 AN3438.1 59.m09298 AO070265000012 FG06992.1 NCU02347.1
concat37 AN8272.1 53.m04172 AO070310000029 FG00645.1 NCU03560.1
concat37 AN1728.1 69.m15042 AO070324000059 FG09234.1 NCU04074.1
concat37 AN3594.1 58.m08904 AO070342000146 FG02011.1 NCU04137.1
concat37 AN5569.1 58.m07493 AO070328000037 FG04308.1 NCU05423.1
concat37 AN2047.1 58.m07635 AO070292000014 FG01891.1 NCU04120.1
concat37 AN6544.1 62.m03493 AO070270000040 FG07322.1 NCU04188.1
concat37 AN7175.1 65.m07223 AO070335000146 FG04216.1 NCU04695.1
concat37 AN1416.1 55.m02923 AO070242000019 FG08395.1 NCU04726.1
concat37 AN6900.1 71.m15236 AO070314000015 FG06702.1 NCU07550.1
concat37 AN4917.1 59.m08820 AO070338000026 FG06588.1 NCU00257.1
concat37 AN2094.1 57.m05797 AO070341000252 FG07084.1 NCU09219.1
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concat37 AN3313.1 65.m07345 AO070339000070 FG05049.1 NCU08968.1
concat37 AN1131.1 70.m15105 AO070331000123 FG00576.1 NCU03013.1
concat37 AN4707.1 71.m15695 AO070329000169 FG00188.1 NCU00664.1
concat37 AN4876.1 59.m08772 AO070338000084 FG06075.1 NCU05902.1
concat37 AN1427.1 55.m02928 AO070242000025 FG07917.1 NCU09771.1
concat37 AN4216.1 54.m06773 AO070231000008 FG02096.1 NCU01218.1
concat37 AN0317.1 54.m06441 AO070334000015 FG05182.1 NCU09469.1
concat37 AN0679.1 70.m15283 AO070343000536 FG01092.1 NCU03269.1
concat37 AN5747.1 69.m14845 AO070341000004 FG01198.1 NCU07367.1
concat39 AN2211.1 71.m15854 AO070294000011 FG02126.1 NCU01067.1
concat39 AN6591.1 62.m03207 AO070326000039 FG07169.1 NCU04104.1
concat39 AN4684.1 71.m15668 AO070284000040 FG08571.1 NCU02148.1
concat39 AN1728.1 69.m15042 AO070324000059 FG09234.1 NCU04074.1
concat39 AN3805.1 57.m05678 AO070337000222 FG11137.1 NCU00187.1
concat39 AN8837.1 71.m15968 AO070271000041 FG02072.1 NCU07742.1
concat39 AN7466.1 57.m05951 AO070287000060 FG00226.1 NCU03942.1
concat39 AN9159.1 56.m02469 AO070317000031 FG01701.1 NCU08233.1
concat39 AN2861.1 59.m08707 AO070338000161 FG06615.1 NCU07521.1
concat39 AN5640.1 58.m07562 AO070301000036 FG08481.1 NCU04782.1
concat39 AN0154.1 71.m15432 AO070321000096 FG01623.1 NCU08729.1
concat39 AN0226.1 71.m16095 AO070284000066 FG05134.1 NCU01188.1
concat39 AN8185.1 53.m03793 AO070310000139 FG06799.1 NCU06678.1
concat39 AN5442.1 69.m15492 AO070333000105 FG06895.1 NCU00477.1
concat39 AN8863.1 71.m16001 AO070271000008 FG07467.1 NCU01438.1
concat39 AN5195.1 69.m14894 AO070237000025 FG01398.1 NCU06922.1
concat39 AN8010.1 53.m03857 AO070322000057 FG06822.1 NCU06687.1
concat39 AN4446.1 58.m09017 AO070273000007 FG10067.1 NCU04003.1
concat39 AN1092.1 70.m15139 AO070285000055 FG06147.1 NCU01256.1
concat39 AN3758.1 65.m07366 AO070309000048 FG05598.1 NCU03296.1
concat40 AN5817.1 72.m18945 AO070260000030 FG06961.1 NCU00106.1
concat40 AN2190.1 69.m14881 AO070247000014 FG07428.1 NCU04647.1
concat40 AN6443.1 58.m08930 AO070238000002 FG11028.1 NCU04161.1
concat40 AN0865.1 70.m15463 AO070320000016 FG01856.1 NCU03692.1
concat40 AN0141.1 71.m15424 AO070321000108 FG10860.1 NCU06780.1
concat40 AN0465.1 54.m06603 AO070328000172 FG00631.1 NCU08500.1
concat40 AN1652.1 58.m07719 AO070299000039 FG06871.1 NCU02671.1
concat40 AN0407.1 54.m06667 AO070338000247 FG05376.1 NCU00310.1
concat40 AN4611.1 57.m05983 AO070267000026 FG00168.1 NCU00564.1
concat40 AN8700.1 62.m03368 AO070315000128 FG02343.1 NCU02023.1
concat40 AN4519.1 57.m05609 AO070321000125 FG00796.1 NCU08637.1
concat40 AN8769.1 62.m03316 AO070343000429 FG08537.1 NCU00566.1
concat40 AN0756.1 70.m15358 AO070343000444 FG03904.1 NCU00642.1
concat40 AN6500.1 62.m03439 AO070222000014 FG02503.1 NCU06210.1
concat40 AN1409.1 55.m02916 AO070242000012 FG09321.1 NCU02571.1
concat40 AN7657.1 57.m05419 AO070268000020 FG09980.1 NCU01162.1
concat40 AN0919.1 70.m15526 AO070320000099 FG05156.1 NCU03488.1
concat40 AN6601.1 62.m03196 AO070326000052 FG05224.1 NCU06710.1
concat40 AN5103.1 54.m06964 AO070291000076 FG02041.1 NCU02337.1
concat40 AN6069.1 72.m19058 AO070340000110 FG05453.1 NCU06481.1
concat41 AN0936.1 70.m15567 AO070320000127 FG00749.1 NCU03129.1
concat41 AN0440.1 54.m06630 AO070338000297 FG00741.1 NCU07383.1
concat41 AN0301.1 54.m06460 AO070334000040 FG01026.1 NCU07363.1
concat41 AN2531.1 59.m08446 AO070300000119 FG10029.1 NCU04322.1
concat41 AN6166.1 72.m19013 AO070340000049 FG01903.1 NCU01322.1
concat41 AN0628.1 70.m15655 AO070299000112 FG09696.1 NCU00780.1
concat41 AN4416.1 58.m07905 AO070273000037 FG10864.1 NCU06777.1
concat41 AN0716.1 70.m15351 AO070343000451 FG04945.1 NCU04429.1
concat41 AN3665.1 58.m07425 AO070342000001 FG01006.1 NCU02632.1
concat41 AN2341.1 71.m15579 AO070319000152 FG04851.1 NCU05208.1
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concat41 AN1378.1 70.m14845 AO070243000008 FG08359.1 NCU05498.1
concat41 AN7601.1 72.m19646 AO070343000271 FG02481.1 NCU05237.1
concat41 AN8047.1 53.m04165 AO070330000001 FG06574.1 NCU09295.1
concat41 AN1446.1 55.m02949 AO070302000003 FG01177.1 NCU09230.1
concat41 AN9486.1 59.m09213 AO070329000083 FG09444.1 NCU00565.1
concat41 AN7388.1 56.m02393 AO070293000057 FG02974.1 NCU05770.1
concat41 AN2918.1 59.m09095 AO070329000153 FG00558.1 NCU02839.1
concat41 AN2057.1 58.m07659 AO070292000042 FG07257.1 NCU06469.1
concat41 AN2184.1 72.m19039 AO070340000082 FG05395.1 NCU07577.1
concat41 AN8488.1 58.m08926 AO070299000105 FG06394.1 NCU06708.1
concat42 AN4553.1 57.m05564 AO070321000177 FG06720.1 NCU00078.1
concat42 AN6250.1 72.m19408 AO070304000038 FG10878.1 NCU01803.1
concat42 AN8180.1 53.m03800 AO070310000147 FG06116.1 NCU03799.1
concat42 AN9183.1 55.m03198 AO070315000076 FG01685.1 NCU00130.1
concat42 AN4385.1 58.m08969 AO070261000030 FG10381.1 NCU01335.1
concat42 AN6508.1 62.m03095 AO070270000001 FG07329.1 NCU04185.1
concat42 AN4779.1 59.m09204 AO070329000071 FG09429.1 NCU08092.1
concat42 AN4817.1 59.m09158 AO070327000170 FG08672.1 NCU01968.1
concat42 AN4162.1 58.m07363 AO070342000192 FG10159.1 NCU04212.1
concat42 AN5116.1 54.m06907 AO070291000063 FG00317.1 NCU01713.1
concat42 AN1638.1 58.m07724 AO070299000044 FG08340.1 NCU09228.1
concat42 AN1005.1 70.m15223 AO070312000029 FG09793.1 NCU05282.1
concat42 AN7305.1 72.m19762 AO070297000052 FG09761.1 NCU08668.1
concat42 AN4032.1 54.m06561 AO070328000123 FG00448.1 NCU02728.1
concat42 AN1207.1 70.m15767 AO070331000213 FG01336.1 NCU02965.1
concat42 AN0717.1 70.m15350 AO070343000449 FG09647.1 NCU06360.1
concat42 AN4496.1 57.m05635 AO070311000048 FG10016.1 NCU06648.1
concat42 AN1525.1 55.m03280 AO070334000243 FG05600.1 NCU00965.1
concat42 AN0955.1 70.m15604 AO070320000157 FG06901.1 NCU00497.1
concat42 AN0966.1 70.m15611 AO070320000170 FG07308.1 NCU06491.1
concat43 AN1331.1 70.m14901 AO070303000094 FG10170.1 NCU03601.1
concat43 AN5085.1 52.m03801 AO070246000035 FG03582.1 NCU09858.1
concat43 AN4434.1 58.m08979 AO070273000023 FG01653.1 NCU03343.1
concat43 AN1163.1 70.m15058 AO070331000153 FG01015.1 NCU02630.1
concat43 AN1779.1 69.m15647 AO070324000017 FG09310.1 NCU05972.1
concat43 AN0910.1 70.m15519 AO070320000091 FG01865.1 NCU03695.1
concat43 AN2976.1 59.m09037 AO070337000145 FG01229.1 NCU07466.1
concat43 AN0349.1 54.m06406 AO070318000027 FG04314.1 NCU05427.1
concat43 AN7494.1 57.m05849 AO070287000022 FG02478.1 NCU05233.1
concat43 AN5861.1 72.m19272 AO070308000126 FG05670.1 NCU04462.1
concat43 AN1711.1 72.m19761 AO070297000053 FG09760.1 NCU08663.1
concat43 AN3156.1 59.m08547 AO070256000036 FG06220.1 NCU08277.1
concat43 AN7749.1 71.m15779 AO070325000178 FG00243.1 NCU00541.1
concat43 AN8824.1 71.m15956 AO070271000057 FG05428.1 NCU09004.1
concat43 AN8810.1 71.m15616 AO070276000047 FG06805.1 NCU01170.1
concat43 AN1713.1 58.m07780 AO070305000029 FG07555.1 NCU09407.1
concat43 AN1355.1 70.m14875 AO070237000005 FG05212.1 NCU03471.1
concat43 AN3946.1 69.m14975 AO070341000066 FG01347.1 NCU10043.1
concat43 AN1158.1 70.m15083 AO070331000148 FG07009.1 NCU01197.1
concat43 AN0808.1 70.m15409 AO070239000007 FG00915.1 NCU02104.1
concat44 AN5486.1 69.m15721 AO070341000397 FG10250.1 NCU06726.1
concat44 AN8075.1 53.m03928 AO070330000033 FG00323.1 NCU05418.1
concat44 AN2442.1 69.m15216 AO070264000033 FG04276.1 NCU08033.1
concat44 AN1989.1 58.m07597 AO070301000077 FG04413.1 NCU06761.1
concat44 AN6274.1 65.m07379 AO070309000069 FG02792.1 NCU01861.1
concat44 AN3464.1 59.m09325 AO070265000042 FG07872.1 NCU05078.1
concat44 AN0302.1 54.m06459 AO070334000037 FG00368.1 NCU08606.1
concat44 AN1775.1 69.m15062 AO070324000034 FG02191.1 NCU05644.1
concat44 AN6083.1 72.m19924 AO070340000133 FG10246.1 NCU08964.1
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concat44 AN6234.1 52.m04099 AO070302000121 FG04334.1 NCU06062.1
concat44 AN2873.1 59.m08723 AO070338000139 FG00380.1 NCU08579.1
concat44 AN7741.1 71.m16099 AO070325000162 FG02105.1 NCU09673.1
concat44 AN7388.1 56.m02393 AO070293000057 FG02974.1 NCU05770.1
concat44 AN6628.1 62.m03224 AO070326000079 FG08784.1 NCU00624.1
concat44 AN8959.1 52.m03755 AO070336000205 FG01031.1 NCU02801.1
concat44 AN5746.1 69.m14844 AO070341000003 FG01346.1 NCU10042.1
concat44 AN4469.1 58.m07855 AO070305000124 FG06821.1 NCU03764.1
concat44 AN6221.1 72.m19434 AO070304000053 FG05073.1 NCU07039.1
concat44 AN8117.1 53.m03827 AO070322000025 FG07347.1 NCU06694.1
concat44 AN5525.1 69.m15433 AO070341000364 FG07953.1 NCU02366.1
concat45 AN3425.1 59.m09279 AO070327000006 FG10259.1 NCU04256.1
concat45 AN6217.1 72.m19316 AO070308000074 FG05455.1 NCU06483.1
concat45 AN5828.1 72.m18955 AO070260000018 FG10193.1 NCU03603.1
concat45 AN4932.1 59.m08836 AO070338000011 FG04051.1 NCU04987.1
concat45 AN4867.1 59.m08762 AO070338000092 FG09910.1 NCU04319.1
concat45 AN4417.1 58.m07906 AO070273000038 FG10865.1 NCU06776.1
concat45 AN4888.1 59.m08784 AO070338000070 FG09834.1 NCU02397.1
concat45 AN5169.1 69.m14867 AO070247000004 FG07068.1 NCU07389.1
concat45 AN1491.1 55.m02999 AO070334000203 FG02532.1 NCU00157.1
concat45 AN1037.1 70.m15195 AO070336000072 FG05784.1 NCU02209.1
concat45 AN1230.1 70.m14989 AO070331000242 FG01019.1 NCU02705.1
concat45 AN1135.1 70.m15102 AO070331000126 FG05702.1 NCU06023.1
concat45 AN5932.1 72.m19197 AO070340000348 FG05421.1 NCU07870.1
concat45 AN1247.1 70.m15739 AO070223000010 FG03994.1 NCU07915.1
concat45 AN4603.1 57.m05527 AO070267000024 FG10934.1 NCU02296.1
concat45 AN7424.1 57.m05921 AO070197000004 FG02637.1 NCU05782.1
concat45 AN7332.1 63.m00650 AO070342000220 FG00625.1 NCU09549.1
concat45 AN2281.1 71.m15926 AO070295000058 FG06942.1 NCU06175.1
concat45 AN0594.1 69.m15254 AO070280000020 FG09787.1 NCU09740.1
concat45 AN4919.1 59.m08822 AO070338000024 FG00822.1 NCU03438.1
concat46 AN6594.1 62.m03203 AO070326000044 FG05537.1 NCU06497.1
concat46 AN1059.1 70.m15175 AO070218000002 FG00840.1 NCU01611.1
concat46 AN0664.1 70.m15267 AO070343000556 FG05898.1 NCU01266.1
concat46 AN1721.1 58.m07788 AO070305000036 FG00276.1 NCU08363.1
concat46 AN3096.1 59.m08647 AO070334000138 FG10718.1 NCU01669.1
concat46 AN1981.1 58.m08945 AO070301000066 FG10730.1 NCU01571.1
concat46 AN1379.1 70.m14844 AO070243000010 FG10280.1 NCU04288.1
concat46 AN0124.1 71.m15405 AO070311000088 FG09784.1 NCU07722.1
concat46 AN3665.1 58.m07425 AO070342000001 FG01006.1 NCU02632.1
concat46 AN7335.1 72.m19736 AO070297000108 FG05515.1 NCU00295.1
concat46 AN6232.1 72.m19422 AO070304000085 FG00637.1 NCU08515.1
concat46 AN1378.1 70.m14845 AO070243000008 FG08359.1 NCU05498.1
concat46 AN4940.1 59.m08844 AO070338000003 FG11602.1 NCU04415.1
concat46 AN9339.1 52.m03838 AO070315000069 FG06733.1 NCU00355.1
concat46 AN0913.1 70.m15522 AO070320000094 FG05154.1 NCU09192.1
concat46 AN0554.1 69.m15293 AO070272000027 FG00979.1 NCU03415.1
concat46 AN6651.1 62.m03251 AO070269000002 FG08532.1 NCU09903.1
concat46 AN8488.1 58.m08926 AO070299000105 FG06394.1 NCU06708.1
concat46 AN7479.1 57.m05859 AO070287000036 FG08865.1 NCU06457.1
concat46 AN8787.1 71.m15583 AO070276000074 FG06659.1 NCU00134.1
concat47 AN6564.1 62.m03151 AO070326000005 FG07402.1 NCU03827.1
concat47 AN8180.1 53.m03800 AO070310000147 FG06116.1 NCU03799.1
concat47 AN7537.1 69.m15084 AO070324000009 FG08631.1 NCU07062.1
concat47 AN1163.1 70.m15058 AO070331000153 FG01015.1 NCU02630.1
concat47 AN4612.1 57.m05529 AO070267000028 FG09434.1 NCU08068.1
concat47 AN2154.1 72.m20002 AO070343000203 FG05066.1 NCU08045.1
concat47 AN8945.1 56.m03091 AO070319000047 FG04837.1 NCU07815.1
concat47 AN1264.1 70.m14950 AO070332000010 FG10026.1 NCU08943.1

65



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat47 AN7535.1 72.m19814 AO070299000067 FG10918.1 NCU02191.1
concat47 AN5861.1 72.m19272 AO070308000126 FG05670.1 NCU04462.1
concat47 AN1140.1 70.m15097 AO070331000131 FG03879.1 NCU06024.1
concat47 AN8683.1 62.m03388 AO070315000103 FG08579.1 NCU02020.1
concat47 AN2877.1 59.m08718 AO070338000146 FG02771.1 NCU08578.1
concat47 AN0561.1 69.m15286 AO070272000038 FG09732.1 NCU05226.1
concat47 AN7194.1 54.m06399 AO070197000003 FG10124.1 NCU01419.1
concat47 AN6391.1 69.m15695 AO070343000154 FG09815.1 NCU06630.1
concat47 AN9496.1 72.m19484 AO070241000013 FG07151.1 NCU03752.1
concat47 AN2496.1 59.m08494 AO070312000124 FG08819.1 NCU00675.1
concat47 AN9125.1 66.m04585 AO070332000149 FG00778.1 NCU00727.1
concat47 AN8363.1 52.m04104 AO070274000030 FG00530.1 NCU03255.1
concat49 AN2223.1 71.m15843 AO070326000180 FG05083.1 NCU07021.1
concat49 AN7524.1 69.m15112 AO070258000032 FG08746.1 NCU07059.1
concat49 AN6244.1 72.m19413 AO070304000098 FG10879.1 NCU01806.1
concat49 AN4743.1 59.m09236 AO070327000077 FG08857.1 NCU02160.1
concat49 AN6055.1 72.m19102 AO070340000199 FG08329.1 NCU05516.1
concat49 AN6347.1 72.m19508 AO070275000012 FG01842.1 NCU04143.1
concat49 AN2757.1 59.m09254 AO070327000036 FG08905.1 NCU01947.1
concat49 AN2858.1 59.m08701 AO070338000164 FG05130.1 NCU09533.1
concat49 AN5025.1 59.m08679 AO070338000186 FG10284.1 NCU08925.1
concat49 AN1132.1 70.m15104 AO070331000124 FG05709.1 NCU06027.1
concat49 AN7422.1 57.m05923 AO070197000001 FG02640.1 NCU05777.1
concat49 AN3371.1 66.m04639 AO070281000010 FG09384.1 NCU06056.1
concat49 AN1293.1 70.m14915 AO070303000055 FG01324.1 NCU09900.1
concat49 AN0806.1 70.m15407 AO070239000011 FG09322.1 NCU02570.1
concat49 AN2887.1 59.m08734 AO070338000127 FG00382.1 NCU09998.1
concat49 AN7732.1 71.m15754 AO070325000143 FG02049.1 NCU01211.1
concat49 AN4709.1 71.m15697 AO070329000166 FG08522.1 NCU00656.1
concat49 AN1452.1 55.m02954 AO070302000017 FG00398.1 NCU09131.1
concat49 AN8794.1 71.m15601 AO070276000069 FG09009.1 NCU09826.1
concat49 AN3905.1 69.m15030 AO070324000083 FG09229.1 NCU03269.1
concat50 AN2146.1 72.m19695 AO070343000195 FG07460.1 NCU01259.1
concat50 AN8283.1 65.m07459 AO070277000005 FG01000.1 NCU02624.1
concat50 AN6169.1 72.m19000 AO070340000031 FG02709.1 NCU04669.1
concat50 AN6890.1 71.m15249 AO070314000031 FG09180.1 NCU02846.1
concat50 AN4236.1 54.m06779 AO070234000007 FG11597.1 NCU04414.1
concat50 AN4923.1 59.m08826 AO070338000020 FG09266.1 NCU03922.1
concat50 AN1257.1 56.m02387 AO070327000016 FG10282.1 NCU00244.1
concat50 AN8799.1 71.m15606 AO070276000061 FG05964.1 NCU04196.1
concat50 AN0403.1 70.m15669 AO070280000032 FG04335.1 NCU06061.1
concat50 AN7664.1 57.m05434 AO070268000037 FG04995.1 NCU08147.1
concat50 AN8748.1 62.m03453 AO070250000024 FG06404.1 NCU02027.1
concat50 AN8667.1 62.m03407 AO070269000068 FG08634.1 NCU09068.1
concat50 AN6626.1 62.m03217 AO070315000108 FG05676.1 NCU00623.1
concat50 AN8751.1 62.m03324 AO070250000011 FG08635.1 NCU09071.1
concat50 AN6499.1 62.m03087 AO070222000013 FG02504.1 NCU06211.1
concat50 AN2167.1 72.m19673 AO070343000229 FG05163.1 NCU03493.1
concat50 AN1545.1 55.m03064 AO070339000309 FG01369.1 NCU09377.1
concat50 AN8054.1 53.m03889 AO070322000146 FG07282.1 NCU06440.1
concat50 AN3169.1 59.m09379 AO070256000021 FG10840.1 NCU01786.1
concat50 AN1394.1 70.m14828 AO070233000008 FG06035.1 NCU03515.1
concat51 AN4223.1 54.m06794 AO070234000027 FG00647.1 NCU03578.1
concat51 AN6541.1 62.m03133 AO070270000044 FG02506.1 NCU00177.1
concat51 AN0583.1 69.m15265 AO070280000005 FG09766.1 NCU07712.1
concat51 AN0802.1 70.m15403 AO070239000016 FG00866.1 NCU03137.1
concat51 AN3421.1 67.m02958 AO070323000200 FG08465.1 NCU04933.1
concat51 AN1007.1 70.m15225 AO070312000026 FG08402.1 NCU04720.1
concat51 AN0141.1 71.m15424 AO070321000108 FG10860.1 NCU06780.1
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concat51 AN6059.1 72.m19094 AO070340000190 FG08327.1 NCU05521.1
concat51 AN2227.1 71.m15838 AO070326000160 FG00088.1 NCU07487.1
concat51 AN2237.1 71.m15826 AO070326000136 FG08454.1 NCU05980.1
concat51 AN3132.1 59.m08593 AO070303000012 FG09261.1 NCU07271.1
concat51 AN5114.1 54.m06909 AO070291000065 FG00834.1 NCU09608.1
concat51 AN0256.1 54.m06525 AO070334000101 FG05380.1 NCU00317.1
concat51 AN7484.1 57.m05866 AO070287000045 FG04003.1 NCU04522.1
concat51 AN1949.1 58.m07347 AO070342000215 FG04350.1 NCU09349.1
concat51 AN4615.1 57.m05532 AO070267000032 FG08692.1 NCU00586.1
concat51 AN0896.1 70.m15502 AO070320000070 FG00743.1 NCU03031.1
concat51 AN0212.1 71.m15475 AO070321000032 FG05308.1 NCU05306.1
concat51 AN7463.1 57.m05879 AO070287000063 FG00529.1 NCU03257.1
concat51 AN2289.1 71.m15936 AO070295000068 FG06890.1 NCU00450.1
concat52 AN8262.1 53.m04209 AO070310000038 FG07716.1 NCU04626.1
concat52 AN3305.1 71.m15151 AO070329000026 FG07570.1 NCU01107.1
concat52 AN5806.1 72.m18936 AO070260000042 FG10186.1 NCU04584.1
concat52 AN2456.1 69.m15673 AO070264000017 FG10760.1 NCU01615.1
concat52 AN4691.1 71.m15674 AO070284000047 FG08511.1 NCU02128.1
concat52 AN6194.1 72.m19293 AO070308000104 FG05329.1 NCU08001.1
concat52 AN3723.1 69.m15392 AO070342000294 FG09850.1 NCU02421.1
concat52 AN0072.1 71.m15348 AO070314000161 FG07326.1 NCU04153.1
concat52 AN4255.1 65.m07427 AO070309000125 FG08399.1 NCU04728.1
concat52 AN8850.1 71.m15985 AO070271000026 FG05566.1 NCU09000.1
concat52 AN0126.1 71.m15408 AO070311000085 FG09728.1 NCU08309.1
concat52 AN5549.1 69.m14939 AO070341000115 FG04957.1 NCU04809.1
concat52 AN0627.1 70.m15658 AO070280000079 FG06897.1 NCU08974.1
concat52 AN4244.1 54.m06806 AO070324000168 FG09907.1 NCU01167.1
concat52 AN3737.1 69.m15379 AO070342000271 FG07849.1 NCU09302.1
concat52 AN6558.1 62.m03146 AO070270000062 FG06937.1 NCU00419.1
concat52 AN4241.1 54.m06804 AO070324000173 FG06354.1 NCU06860.1
concat52 AN2918.1 59.m09095 AO070329000153 FG00558.1 NCU02839.1
concat52 AN8057.1 53.m03886 AO070322000143 FG07287.1 NCU06452.1
concat52 AN0243.1 71.m15639 AO070284000073 FG04985.1 NCU07320.1
concat54 AN3134.1 59.m08591 AO070303000010 FG05985.1 NCU01843.1
concat54 AN3817.1 57.m05666 AO070311000014 FG09197.1 NCU00712.1
concat54 AN2515.1 59.m08473 AO070263000051 FG02703.1 NCU09519.1
concat54 AN2909.1 59.m08759 AO070338000097 FG09891.1 NCU06717.1
concat54 AN2825.1 67.m02963 AO070330000091 FG07016.1 NCU04262.1
concat54 AN0260.1 54.m06521 AO070334000098 FG01839.1 NCU04646.1
concat54 AN3504.1 54.m06814 AO070306000123 FG02920.1 NCU04203.1
concat54 AN4408.1 58.m07896 AO070273000028 FG06280.1 NCU01668.1
concat54 AN5158.1 54.m06858 AO070291000007 FG04981.1 NCU04495.1
concat54 AN6197.1 69.m15437 AO070305000025 FG05038.1 NCU04534.1
concat54 AN5895.1 72.m19235 AO070245000008 FG06166.1 NCU05288.1
concat54 AN1715.1 58.m08959 AO070305000031 FG05330.1 NCU02322.1
concat54 AN2562.1 59.m08408 AO070343000339 FG11567.1 NCU05886.1
concat54 AN6892.1 71.m15247 AO070314000029 FG04111.1 NCU00434.1
concat54 AN6560.1 62.m03147 AO070326000001 FG06938.1 NCU00420.1
concat54 AN2248.1 71.m15887 AO070326000122 FG05554.1 NCU08998.1
concat54 AN3224.1 67.m02932 AO070330000074 FG08541.1 NCU00628.1
concat54 AN8329.1 67.m02964 AO070330000092 FG03475.1 NCU09798.1
concat54 AN1215.1 70.m14996 AO070331000233 FG01185.1 NCU03066.1
concat54 AN4182.1 69.m14961 AO070341000081 FG08468.1 NCU09778.1
concat57 AN7495.1 57.m05848 AO070287000021 FG09807.1 NCU06994.1
concat57 AN5832.1 72.m18960 AO070260000013 FG10114.1 NCU03616.1
concat57 AN9538.1 72.m19710 AO070278000028 FG05399.1 NCU06503.1
concat57 AN5986.1 72.m19155 AO070340000293 FG08941.1 NCU01906.1
concat57 AN0163.1 71.m15438 AO070321000084 FG05282.1 NCU06561.1
concat57 AN2210.1 71.m15855 AO070294000012 FG02025.1 NCU08920.1
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concat57 AN7493.1 57.m05851 AO070287000024 FG04252.1 NCU05214.1
concat57 AN5535.1 58.m07481 AO070328000056 FG03976.1 NCU04505.1
concat57 AN5021.1 59.m08684 AO070338000181 FG04456.1 NCU09559.1
concat57 AN1299.1 70.m14909 AO070303000060 FG08489.1 NCU04837.1
concat57 AN4841.1 59.m09136 AO070327000129 FG08581.1 NCU03170.1
concat57 AN1128.1 70.m15107 AO070331000120 FG09914.1 NCU08338.1
concat57 AN0577.1 69.m15692 AO070272000057 FG05259.1 NCU06601.1
concat57 AN6391.1 69.m15695 AO070343000154 FG09815.1 NCU06630.1
concat57 AN4594.1 57.m05517 AO070267000010 FG05493.1 NCU06892.1
concat57 AN0306.1 54.m06979 AO070334000032 FG07054.1 NCU03050.1
concat57 AN0139.1 71.m15422 AO070321000113 FG10857.1 NCU01757.1
concat57 AN2045.1 58.m07633 AO070292000012 FG01892.1 NCU01059.1
concat57 AN1286.1 70.m14922 AO070303000047 FG05344.1 NCU04035.1
concat57 AN0044.1 71.m15319 AO070314000123 FG02724.1 NCU09516.1
concat58 AN1200.1 70.m15019 AO070331000206 FG01332.1 NCU09894.1
concat58 AN2146.1 72.m19695 AO070343000195 FG07460.1 NCU01259.1
concat58 AN8832.1 71.m15963 AO070271000047 FG02093.1 NCU01070.1
concat58 AN9491.1 72.m19436 AO070304000051 FG01931.1 NCU07986.1
concat58 AN4577.1 57.m05504 AO070316000168 FG09042.1 NCU02361.1
concat58 AN6141.1 72.m19023 AO070340000061 FG05036.1 NCU06549.1
concat58 AN1522.1 55.m03041 AO070334000240 FG01219.1 NCU02660.1
concat58 AN4608.1 65.m07143 AO070337000243 FG09372.1 NCU09169.1
concat58 AN4993.1 59.m08896 AO070288000076 FG06376.1 NCU02417.1
concat58 AN4329.1 58.m07991 AO070240000007 FG10160.1 NCU04213.1
concat58 AN7292.1 72.m20020 AO070297000033 FG06744.1 NCU02924.1
concat58 AN9087.1 66.m04545 AO070332000190 FG02650.1 NCU05791.1
concat58 AN7544.1 72.m19561 AO070277000041 FG01106.1 NCU02800.1
concat58 AN2772.1 59.m09271 AO070327000014 FG06074.1 NCU05901.1
concat58 AN2996.1 59.m09439 AO070337000121 FG10179.1 NCU01422.1
concat58 AN2926.1 59.m09069 AO070337000185 FG01135.1 NCU00981.1
concat58 AN7568.1 72.m19587 AO070343000414 FG05953.1 NCU03802.1
concat58 AN4051.1 54.m06540 AO070328000105 FG07925.1 NCU07352.1
concat58 AN1485.1 55.m02991 AO070334000192 FG00677.1 NCU03124.1
concat60 AN0431.1 54.m06627 AO070338000291 FG00740.1 NCU03127.1
concat60 AN7302.1 72.m19765 AO070297000048 FG02529.1 NCU00162.1
concat60 AN8699.1 62.m03370 AO070315000126 FG08920.1 NCU01919.1
concat60 AN8234.1 53.m03735 AO070310000074 FG08986.1 NCU08859.1
concat60 AN2510.1 59.m09341 AO070263000047 FG10378.1 NCU01338.1
concat60 AN5139.1 54.m07054 AO070291000038 FG10869.1 NCU08484.1
concat60 AN1779.1 69.m15647 AO070324000017 FG09310.1 NCU05972.1
concat60 AN2977.1 59.m09424 AO070337000144 FG01230.1 NCU07465.1
concat60 AN0733.1 70.m15320 AO070343000494 FG04290.1 NCU01635.1
concat60 AN7314.1 72.m19749 AO070297000067 FG04280.1 NCU08689.1
concat60 AN1437.1 55.m03263 AO070232000002 FG00584.1 NCU09252.1
concat60 AN6626.1 62.m03217 AO070315000108 FG05676.1 NCU00623.1
concat60 AN0392.1 54.m06345 AO070278000009 FG03365.1 NCU09759.1
concat60 AN8401.1 52.m03820 AO070302000072 FG07993.1 NCU09923.1
concat60 AN0445.1 54.m06637 AO070338000307 FG00845.1 NCU01776.1
concat60 AN2014.1 58.m07622 AO070202000006 FG01900.1 NCU01455.1
concat60 AN4514.1 57.m05978 AO070311000070 FG00815.1 NCU10029.1
concat60 AN0229.1 71.m15482 AO070323000079 FG05653.1 NCU06986.1
concat60 AN0860.1 70.m15469 AO070320000008 FG05481.1 NCU00102.1
concat60 AN0293.1 54.m06491 AO070334000049 FG00587.1 NCU00954.1
concat61 AN1358.1 70.m15731 AO070237000002 FG10239.1 NCU04600.1
concat63 AN6569.1 62.m03156 AO070326000012 FG07406.1 NCU03836.1
concat63 AN4880.1 59.m09409 AO070338000081 FG06369.1 NCU02415.1
concat63 AN5768.1 69.m14831 AO070249000004 FG07425.1 NCU03660.1
concat63 AN0988.1 70.m15629 AO070318000150 FG06637.1 NCU00230.1
concat63 AN3222.1 67.m02930 AO070330000072 FG11629.1 NCU01945.1
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concat63 AN0818.1 70.m15418 AO070288000084 FG00665.1 NCU02619.1
concat63 AN1521.1 55.m03040 AO070334000239 FG01220.1 NCU02661.1
concat63 AN1688.1 58.m07763 AO070305000008 FG06649.1 NCU00326.1
concat63 AN1652.1 58.m07719 AO070299000039 FG06871.1 NCU02671.1
concat63 AN0247.1 54.m06700 AO070338000240 FG00732.1 NCU02284.1
concat63 AN7705.1 71.m15730 AO070325000111 FG02812.1 NCU00879.1
concat63 AN2896.1 59.m08746 AO070338000112 FG06084.1 NCU09058.1
concat63 AN5656.1 58.m08892 AO070342000244 FG10120.1 NCU01411.1
concat63 AN7603.1 72.m19644 AO070343000273 FG05300.1 NCU09747.1
concat63 AN6874.1 71.m16021 AO070314000047 FG01640.1 NCU03503.1
concat63 AN3107.1 59.m08630 AO070334000152 FG04359.1 NCU03567.1
concat63 AN8488.1 58.m08926 AO070299000105 FG06394.1 NCU06708.1
concat63 AN1778.1 69.m15077 AO070324000018 FG09312.1 NCU10048.1
concat63 AN3462.1 59.m09323 AO070265000040 FG04578.1 NCU06721.1
concat63 AN7681.1 57.m05947 AO070325000071 FG10035.1 NCU04597.1
concat64 AN5602.1 58.m07526 AO070328000002 FG09535.1 NCU04087.1
concat64 AN6705.1 65.m07280 AO070339000135 FG01925.1 NCU08003.1
concat64 AN0431.1 54.m06627 AO070338000291 FG00740.1 NCU03127.1
concat64 AN7302.1 72.m19765 AO070297000048 FG02529.1 NCU00162.1
concat64 AN3449.1 59.m09312 AO070265000024 FG07965.1 NCU02353.1
concat64 AN1969.1 58.m07574 AO070301000053 FG04412.1 NCU06762.1
concat64 AN3693.1 69.m15405 AO070341000321 FG00332.1 NCU06838.1
concat64 AN1013.1 70.m15230 AO070312000015 FG10010.1 NCU04331.1
concat64 AN5528.1 69.m15427 AO070341000360 FG10911.1 NCU05029.1
concat64 AN3440.1 59.m09302 AO070265000015 FG08084.1 NCU05045.1
concat64 AN4227.1 54.m06789 AO070234000022 FG01453.1 NCU06845.1
concat64 AN6900.1 71.m15236 AO070314000015 FG06702.1 NCU07550.1
concat64 AN8683.1 62.m03388 AO070315000103 FG08579.1 NCU02020.1
concat64 AN7576.1 72.m19595 AO070343000423 FG01204.1 NCU02689.1
concat64 AN7250.1 72.m19799 AO070297000005 FG04095.1 NCU00430.1
concat64 AN6064.1 72.m19053 AO070340000104 FG04677.1 NCU00397.1
concat64 AN0081.1 71.m15359 AO070311000136 FG04104.1 NCU00440.1
concat64 AN1023.1 70.m15244 AO070343000591 FG09721.1 NCU06347.1
concat64 AN7431.1 57.m05913 AO070229000002 FG09892.1 NCU06718.1
concat64 AN7360.1 72.m19716 AO070278000039 FG04121.1 NCU00465.1
concat65 AN2092.1 57.m05795 AO070341000250 FG06836.1 NCU07415.1
concat65 AN6567.1 62.m03154 AO070326000010 FG07405.1 NCU03834.1
concat65 AN4401.1 58.m07925 AO070261000045 FG09934.1 NCU04303.1
concat65 AN8702.1 62.m03366 AO070315000130 FG08558.1 NCU02113.1
concat65 AN6618.1 62.m03214 AO070326000068 FG05191.1 NCU03661.1
concat65 AN5351.1 69.m15553 AO070333000172 FG09630.1 NCU07264.1
concat65 AN0158.1 71.m15435 AO070321000089 FG05690.1 NCU04443.1
concat65 AN6313.1 72.m19320 AO070308000069 FG06759.1 NCU07558.1
concat65 AN4458.1 58.m07866 AO070305000135 FG06789.1 NCU09547.1
concat65 AN3367.1 66.m04635 AO070281000025 FG09386.1 NCU06059.1
concat65 AN3827.1 58.m07803 AO070305000064 FG00695.1 NCU00925.1
concat65 AN4270.1 65.m07444 AO070277000018 FG06945.1 NCU06171.1
concat65 AN3833.1 58.m07812 AO070305000071 FG09396.1 NCU06927.1
concat65 AN8012.1 53.m03860 AO070322000060 FG06784.1 NCU01175.1
concat65 AN8797.1 71.m15604 AO070276000063 FG05861.1 NCU01240.1
concat65 AN6119.1 72.m19041 AO070340000085 FG01898.1 NCU01464.1
concat65 AN4053.1 54.m06538 AO070342000038 FG00748.1 NCU02069.1
concat65 AN3905.1 69.m15030 AO070324000083 FG09229.1 NCU03269.1
concat65 AN6726.1 65.m07244 AO070339000170 FG04410.1 NCU06764.1
concat65 AN6907.1 71.m15230 AO070314000006 FG02570.1 NCU06278.1
concat66 AN8841.1 71.m15972 AO070271000036 FG07396.1 NCU03822.1
concat66 AN9303.1 59.m08580 AO070275000031 FG00828.1 NCU01598.1
concat66 AN1290.1 55.m03194 AO070339000255 FG02820.1 NCU07068.1
concat66 AN8851.1 71.m15986 AO070271000025 FG07206.1 NCU01290.1
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concat66 AN1607.1 55.m03177 AO070309000147 FG01530.1 NCU07473.1
concat66 AN0988.1 70.m15629 AO070318000150 FG06637.1 NCU00230.1
concat66 AN3461.1 59.m09322 AO070265000039 FG07875.1 NCU05075.1
concat66 AN1380.1 70.m14843 AO070343000393 FG08614.1 NCU07451.1
concat66 AN5150.1 69.m14884 AO070237000015 FG07540.1 NCU06033.1
concat66 AN6900.1 71.m15236 AO070314000015 FG06702.1 NCU07550.1
concat66 AN7601.1 72.m19646 AO070343000271 FG02481.1 NCU05237.1
concat66 AN0442.1 54.m06632 AO070338000299 FG09305.1 NCU02559.1
concat66 AN2902.1 59.m08753 AO070338000104 FG07853.1 NCU09300.1
concat66 AN1451.1 55.m02953 AO070302000016 FG00185.1 NCU00537.1
concat66 AN5678.1 65.m07404 AO070309000093 FG00613.1 NCU05830.1
concat66 AN1715.1 58.m08959 AO070305000031 FG05330.1 NCU02322.1
concat66 AN8824.1 71.m15956 AO070271000057 FG05428.1 NCU09004.1
concat66 AN6560.1 62.m03147 AO070326000001 FG06938.1 NCU00420.1
concat66 AN5833.1 72.m18961 AO070260000012 FG10126.1 NCU01417.1
concat66 AN1777.1 69.m15060 AO070324000036 FG05364.1 NCU05943.1
concat67 AN3692.1 69.m15406 AO070341000323 FG00333.1 NCU06839.1
concat67 AN4384.1 58.m07940 AO070261000029 FG10379.1 NCU01337.1
concat67 AN4208.1 54.m06767 AO070231000016 FG02016.1 NCU04144.1
concat67 AN7435.1 57.m05905 AO070229000009 FG00911.1 NCU07482.1
concat67 AN6236.1 52.m03953 AO070302000119 FG03747.1 NCU08441.1
concat67 AN2107.1 57.m05807 AO070341000264 FG01359.1 NCU09241.1
concat67 AN7672.1 57.m05448 AO070325000052 FG06856.1 NCU02635.1
concat67 AN4297.1 58.m08027 AO070189000005 FG10276.1 NCU03953.1
concat67 AN7601.1 72.m19646 AO070343000271 FG02481.1 NCU05237.1
concat67 AN2311.1 71.m15506 AO070323000049 FG09764.1 NCU08671.1
concat67 AN4406.1 58.m07920 AO070261000049 FG10373.1 NCU08956.1
concat67 AN4194.1 54.m06757 AO070315000084 FG05586.1 NCU06202.1
concat67 AN8872.1 56.m03128 AO070293000001 FG01371.1 NCU02979.1
concat67 AN5893.1 72.m19237 AO070245000013 FG06228.1 NCU08319.1
concat67 AN4259.1 65.m07433 AO070277000032 FG07122.1 NCU02813.1
concat67 AN2824.1 67.m02987 AO070330000093 FG02314.1 NCU09042.1
concat67 AN5143.1 54.m06878 AO070291000032 FG01432.1 NCU01745.1
concat67 AN8820.1 71.m15631 AO070276000022 FG06103.1 NCU03804.1
concat67 AN0690.1 70.m15293 AO070343000523 FG09923.1 NCU06658.1
concat67 AN8117.1 53.m03827 AO070322000025 FG07347.1 NCU06694.1
concat69 AN6250.1 72.m19408 AO070304000038 FG10878.1 NCU01803.1
concat69 AN8843.1 71.m15975 AO070271000034 FG10211.1 NCU04277.1
concat69 AN9538.1 72.m19710 AO070278000028 FG05399.1 NCU06503.1
concat69 AN8168.1 53.m03813 AO070266000006 FG07197.1 NCU04158.1
concat69 AN0164.1 71.m15439 AO070321000083 FG05281.1 NCU06563.1
concat69 AN5528.1 69.m15427 AO070341000360 FG10911.1 NCU05029.1
concat69 AN5491.1 69.m15461 AO070341000394 FG10283.1 NCU08926.1
concat69 AN5213.1 69.m14911 AO070337000268 FG00849.1 NCU07491.1
concat69 AN3122.1 59.m08614 AO070303000025 FG04031.1 NCU04511.1
concat69 AN1675.1 58.m07753 AO070299000004 FG02073.1 NCU03141.1
concat69 AN7629.1 71.m15821 AO070294000039 FG05564.1 NCU09002.1
concat69 AN3940.1 69.m14984 AO070341000052 FG00482.1 NCU09261.1
concat69 AN1126.1 70.m15114 AO070331000119 FG01014.1 NCU08340.1
concat69 AN6064.1 72.m19053 AO070340000104 FG04677.1 NCU00397.1
concat69 AN2246.1 71.m15880 AO070326000127 FG05135.1 NCU01187.1
concat69 AN1547.1 55.m03067 AO070339000307 FG08266.1 NCU09770.1
concat69 AN6911.1 71.m15221 AO070219000015 FG02565.1 NCU06268.1
concat69 AN6226.1 72.m19427 AO070304000076 FG01713.1 NCU00722.1
concat69 AN5529.1 58.m07475 AO070328000064 FG01188.1 NCU07296.1
concat69 AN3758.1 65.m07366 AO070309000048 FG05598.1 NCU03296.1
concat70 AN1051.1 70.m15778 AO070336000071 FG00844.1 NCU01771.1
concat70 AN0831.1 70.m15432 AO070255000014 FG01852.1 NCU03678.1
concat70 AN5113.1 54.m07051 AO070291000066 FG02804.1 NCU01850.1
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concat70 AN8676.1 62.m03394 AO070315000096 FG08696.1 NCU07430.1
concat70 AN0242.1 71.m15640 AO070284000072 FG08722.1 NCU02134.1
concat70 AN0310.1 54.m06449 AO070334000023 FG00449.1 NCU02729.1
concat70 AN0065.1 71.m15342 AO070314000154 FG05413.1 NCU07885.1
concat70 AN2304.1 71.m15953 AO070271000061 FG06767.1 NCU07542.1
concat70 AN2311.1 71.m15506 AO070323000049 FG09764.1 NCU08671.1
concat70 AN8764.1 62.m03313 AO070277000062 FG06401.1 NCU02028.1
concat70 AN2761.1 59.m09263 AO070327000023 FG10805.1 NCU02289.1
concat70 AN4639.1 57.m05552 AO070321000194 FG08704.1 NCU00621.1
concat70 AN3607.1 58.m07405 AO070342000160 FG00710.1 NCU00902.1
concat70 AN4716.1 71.m15704 AO070311000005 FG09425.1 NCU00609.1
concat70 AN6093.1 55.m03163 AO070340000162 FG11049.1 NCU04870.1
concat70 AN0942.1 70.m15574 AO070320000137 FG00655.1 NCU00643.1
concat70 AN9149.1 66.m04586 AO070332000147 FG06885.1 NCU03263.1
concat70 AN6893.1 71.m16018 AO070314000027 FG05523.1 NCU00427.1
concat70 AN0229.1 71.m15482 AO070323000079 FG05653.1 NCU06986.1
concat70 AN1366.1 70.m14863 AO070215000015 FG10882.1 NCU01809.1
concat71 AN1190.1 70.m15031 AO070331000190 FG01323.1 NCU09814.1
concat71 AN7679.1 57.m05456 AO070325000069 FG10388.1 NCU04293.1
concat71 AN6340.1 72.m19518 AO070298000007 FG02054.1 NCU04581.1
concat71 AN8288.1 65.m07464 AO070190000002 FG01243.1 NCU03298.1
concat71 AN0731.1 70.m15325 AO070343000492 FG10979.1 NCU06533.1
concat71 AN0347.1 54.m06410 AO070318000025 FG04327.1 NCU01523.1
concat71 AN5564.1 58.m07490 AO070328000043 FG07907.1 NCU04924.1
concat71 AN5849.1 72.m19897 AO070281000056 FG10057.1 NCU04663.1
concat71 AN8346.1 66.m04732 AO070275000024 FG03259.1 NCU07112.1
concat71 AN6869.1 71.m15260 AO070314000053 FG02206.1 NCU01348.1
concat71 AN6543.1 62.m03131 AO070270000041 FG07334.1 NCU04172.1
concat71 AN4332.1 58.m07986 AO070240000011 FG09423.1 NCU02468.1
concat71 AN5536.1 58.m07482 AO070328000055 FG04038.1 NCU04507.1
concat71 AN6070.1 72.m19062 AO070340000114 FG00504.1 NCU02539.1
concat71 AN9066.1 66.m04520 AO070332000218 FG00706.1 NCU00904.1
concat71 AN4569.1 57.m05490 AO070316000152 FG09918.1 NCU03957.1
concat71 AN0075.1 71.m15353 AO070311000141 FG07180.1 NCU03739.1
concat71 AN6653.1 62.m03255 AO070269000013 FG08700.1 NCU10007.1
concat71 AN6160.1 72.m19007 AO070340000044 FG06687.1 NCU00037.1
concat71 AN6351.1 72.m19504 AO070275000048 FG06950.1 NCU06259.1
concat73 AN5524.1 69.m15434 AO070341000365 FG07959.1 NCU02376.1
concat73 AN7303.1 72.m20021 AO070297000050 FG02527.1 NCU00164.1
concat73 AN1981.1 58.m08945 AO070301000066 FG10730.1 NCU01571.1
concat73 AN1037.1 70.m15195 AO070336000072 FG05784.1 NCU02209.1
concat73 AN1486.1 55.m02992 AO070334000193 FG01490.1 NCU08368.1
concat73 AN6072.1 72.m19948 AO070340000116 FG00501.1 NCU08111.1
concat73 AN1063.1 70.m15759 AO070218000007 FG09547.1 NCU02472.1
concat73 AN0065.1 71.m15342 AO070314000154 FG05413.1 NCU07885.1
concat73 AN4733.1 71.m16082 AO070276000009 FG06139.1 NCU04201.1
concat73 AN2873.1 59.m08723 AO070338000139 FG00380.1 NCU08579.1
concat73 AN3622.1 58.m07409 AO070342000129 FG01503.1 NCU08343.1
concat73 AN5685.1 65.m07411 AO070309000100 FG07442.1 NCU01203.1
concat73 AN3168.1 59.m08557 AO070256000022 FG10907.1 NCU03395.1
concat73 AN2185.1 72.m19038 AO070340000081 FG06686.1 NCU00030.1
concat73 AN6679.1 65.m07301 AO070289000019 FG07048.1 NCU03038.1
concat73 AN2907.1 59.m08758 AO070338000098 FG06073.1 NCU05889.1
concat73 AN4189.1 54.m06745 AO070342000110 FG07295.1 NCU06419.1
concat73 AN1150.1 72.m19355 AO070308000028 FG01573.1 NCU05410.1
concat73 AN8029.1 53.m03875 AO070322000075 FG07279.1 NCU06449.1
concat73 AN8489.1 52.m03751 AO070342000405 FG08830.1 NCU09830.1
concat74 AN1059.1 70.m15175 AO070218000002 FG00840.1 NCU01611.1
concat74 AN0593.1 69.m15255 AO070280000019 FG05284.1 NCU06559.1
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concat74 AN3188.1 59.m08502 AO070312000135 FG10007.1 NCU01004.1
concat74 AN1721.1 58.m07788 AO070305000036 FG00276.1 NCU08363.1
concat74 AN5449.1 69.m15483 AO070239000028 FG01496.1 NCU08364.1
concat74 AN1797.1 72.m19549 AO070309000134 FG02641.1 NCU04963.1
concat74 AN5528.1 69.m15427 AO070341000360 FG10911.1 NCU05029.1
concat74 AN6869.1 71.m15260 AO070314000053 FG02206.1 NCU01348.1
concat74 AN1964.1 58.m07569 AO070301000045 FG00634.1 NCU08502.1
concat74 AN4778.1 59.m09470 AO070329000073 FG08706.1 NCU01993.1
concat74 AN2357.1 52.m03833 AO070307000082 FG05295.1 NCU08275.1
concat74 AN7600.1 72.m19648 AO070343000270 FG02482.1 NCU05238.1
concat74 AN5228.1 57.m05703 AO070337000249 FG03262.1 NCU04452.1
concat74 AN4861.1 59.m09110 AO070329000146 FG00902.1 NCU02563.1
concat74 AN8824.1 71.m15956 AO070271000057 FG05428.1 NCU09004.1
concat74 AN3458.1 59.m09319 AO070265000035 FG10355.1 NCU04225.1
concat74 AN8874.1 56.m02287 AO070293000003 FG01320.1 NCU09808.1
concat74 AN2133.1 72.m19708 AO070278000026 FG04155.1 NCU06261.1
concat74 AN6549.1 62.m03124 AO070270000036 FG06100.1 NCU03809.1
concat74 AN1546.1 55.m03274 AO070339000308 FG09306.1 NCU02578.1
concat75 AN0991.1 70.m15632 AO070318000146 FG02168.1 NCU08011.1
concat75 AN8258.1 53.m03703 AO070310000045 FG05977.1 NCU03623.1
concat75 AN8821.1 71.m15632 AO070276000021 FG05966.1 NCU03624.1
concat75 AN5498.1 69.m15455 AO070341000387 FG08619.1 NCU03909.1
concat75 AN1111.1 70.m15122 AO070285000025 FG09695.1 NCU00784.1
concat75 AN7995.1 53.m03852 AO070322000050 FG05114.1 NCU04339.1
concat75 AN4316.1 58.m08008 AO070230000004 FG04369.1 NCU06846.1
concat75 AN1924.1 69.m14942 AO070341000109 FG08393.1 NCU04830.1
concat75 AN1446.1 55.m02949 AO070302000003 FG01177.1 NCU09230.1
concat75 AN5158.1 54.m06858 AO070291000007 FG04981.1 NCU04495.1
concat75 AN4077.1 54.m06720 AO070342000069 FG07243.1 NCU00392.1
concat75 AN6112.1 72.m19046 AO070340000093 FG06743.1 NCU00352.1
concat75 AN8723.1 62.m03343 AO070315000151 FG09409.1 NCU03179.1
concat75 AN4550.1 57.m05560 AO070321000181 FG04554.1 NCU00915.1
concat75 AN6162.1 72.m19009 AO070340000046 FG06689.1 NCU00034.1
concat75 AN5821.1 72.m18948 AO070260000024 FG01802.1 NCU06366.1
concat75 AN4544.1 57.m05577 AO070321000162 FG06977.1 NCU06252.1
concat75 AN5634.1 58.m07331 AO070342000238 FG09896.1 NCU04230.1
concat75 AN2523.1 59.m08459 AO070286000091 FG10116.1 NCU03611.1
concat75 AN5499.1 69.m15454 AO070341000386 FG05337.1 NCU04059.1
concat76 AN1710.1 58.m07790 AO070305000038 FG04934.1 NCU02585.1
concat76 AN3188.1 59.m08502 AO070312000135 FG10007.1 NCU01004.1
concat76 AN7430.1 57.m05914 AO070229000001 FG09984.1 NCU07156.1
concat76 AN6143.1 72.m19021 AO070340000060 FG05487.1 NCU00209.1
concat76 AN6141.1 72.m19023 AO070340000061 FG05036.1 NCU06549.1
concat76 AN2268.1 71.m15913 AO070295000040 FG07333.1 NCU04171.1
concat76 AN8280.1 53.m03681 AO070310000020 FG01419.1 NCU01654.1
concat76 AN8622.1 69.m15032 AO070289000005 FG06610.1 NCU08153.1
concat76 AN2314.1 71.m15520 AO070323000036 FG04313.1 NCU05429.1
concat76 AN6047.1 72.m19946 AO070340000229 FG09738.1 NCU07939.1
concat76 AN6313.1 72.m19320 AO070308000069 FG06759.1 NCU07558.1
concat76 AN5574.1 58.m07500 AO070328000032 FG04453.1 NCU09561.1
concat76 AN1921.1 69.m14938 AO070341000116 FG09281.1 NCU04802.1
concat76 AN8766.1 62.m03315 AO070277000060 FG08674.1 NCU03147.1
concat76 AN3177.1 59.m08567 AO070256000013 FG10897.1 NCU03381.1
concat76 AN9166.1 71.m15125 AO070343000045 FG11184.1 NCU05882.1
concat76 AN6391.1 69.m15695 AO070343000154 FG09815.1 NCU06630.1
concat76 AN6422.1 57.m05357 AO070337000266 FG03612.1 NCU09416.1
concat76 AN7296.1 72.m19770 AO070297000039 FG06953.1 NCU00424.1
concat76 AN3390.1 55.m03190 AO070290000088 FG03406.1 NCU10045.1
concat77 AN8566.1 52.m03913 AO070307000099 FG03349.1 NCU04072.1
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concat77 AN0163.1 71.m15438 AO070321000084 FG05282.1 NCU06561.1
concat77 AN2048.1 58.m07636 AO070292000015 FG01890.1 NCU04119.1
concat77 AN6825.1 71.m15291 AO070314000105 FG05888.1 NCU08874.1
concat77 AN1432.1 55.m02938 AO070232000014 FG06985.1 NCU02678.1
concat77 AN1980.1 58.m08946 AO070301000065 FG00632.1 NCU08499.1
concat77 AN2862.1 59.m08708 AO070338000160 FG06627.1 NCU00243.1
concat77 AN5811.1 72.m18941 AO070260000036 FG06524.1 NCU08550.1
concat77 AN4917.1 59.m08820 AO070338000026 FG06588.1 NCU00257.1
concat77 AN0730.1 70.m15326 AO070343000491 FG09683.1 NCU04450.1
concat77 AN3649.1 58.m07450 AO070328000097 FG01290.1 NCU02757.1
concat77 AN2280.1 71.m15925 AO070295000057 FG06943.1 NCU06174.1
concat77 AN4244.1 54.m06806 AO070324000168 FG09907.1 NCU01167.1
concat77 AN1045.1 70.m15201 AO070336000078 FG01968.1 NCU08295.1
concat77 AN0981.1 70.m15622 AO070318000167 FG06896.1 NCU08976.1
concat77 AN0600.1 69.m15248 AO070280000025 FG07160.1 NCU03735.1
concat77 AN3073.1 59.m08925 AO070224000013 FG10797.1 NCU06866.1
concat77 AN0139.1 71.m15422 AO070321000113 FG10857.1 NCU01757.1
concat77 AN0902.1 70.m15511 AO070320000074 FG06382.1 NCU07575.1
concat77 AN5103.1 54.m06964 AO070291000076 FG02041.1 NCU02337.1
concat78 AN4372.1 56.m03102 AO070275000045 FG11011.1 NCU02369.1
concat78 AN2648.1 54.m06312 AO070263000025 FG07838.1 NCU04108.1
concat78 AN3588.1 58.m07388 AO070342000139 FG01233.1 NCU07472.1
concat78 AN0579.1 69.m15690 AO070280000001 FG09722.1 NCU07719.1
concat78 AN0124.1 71.m15405 AO070311000088 FG09784.1 NCU07722.1
concat78 AN6534.1 62.m03432 AO070270000051 FG03803.1 NCU07761.1
concat78 AN4923.1 59.m08826 AO070338000020 FG09266.1 NCU03922.1
concat78 AN6711.1 65.m07264 AO070339000151 FG04261.1 NCU05254.1
concat78 AN6080.1 72.m19927 AO070340000130 FG00505.1 NCU02538.1
concat78 AN9085.1 66.m04772 AO070332000192 FG02648.1 NCU05797.1
concat78 AN4517.1 57.m05611 AO070321000123 FG05527.1 NCU00010.1
concat78 AN5785.1 69.m14812 AO070249000030 FG01345.1 NCU07956.1
concat78 AN4241.1 54.m06804 AO070324000173 FG06354.1 NCU06860.1
concat78 AN6604.1 62.m03192 AO070326000055 FG05227.1 NCU06706.1
concat78 AN0462.1 54.m06607 AO070328000176 FG09244.1 NCU09869.1
concat78 AN1748.1 66.m04624 AO070320000028 FG02113.1 NCU04234.1
concat78 AN5338.1 69.m15570 AO070333000229 FG06539.1 NCU07332.1
concat78 AN4442.1 58.m09016 AO070273000012 FG01568.1 NCU03357.1
concat78 AN4019.1 54.m06552 AO070328000118 FG00924.1 NCU03107.1
concat78 AN6494.1 62.m03081 AO070222000007 FG02610.1 NCU00118.1
concat80 AN1536.1 55.m03054 AO070334000256 FG00515.1 NCU00499.1
concat80 AN5997.1 72.m19143 AO070340000279 FG00395.1 NCU00971.1
concat80 AN0125.1 71.m15406 AO070311000087 FG09783.1 NCU07721.1
concat80 AN3869.1 58.m07841 AO070305000105 FG05912.1 NCU03633.1
concat80 AN6890.1 71.m15249 AO070314000031 FG09180.1 NCU02846.1
concat80 AN0732.1 70.m15321 AO070343000493 FG03725.1 NCU00306.1
concat80 AN1833.1 58.m07676 AO070318000086 FG06331.1 NCU02879.1
concat80 AN4633.1 57.m05544 AO070340000373 FG09220.1 NCU00527.1
concat80 AN0591.1 69.m15257 AO070280000017 FG10410.1 NCU09233.1
concat80 AN7720.1 71.m15747 AO070325000135 FG05563.1 NCU09003.1
concat80 AN6723.1 65.m07247 AO070339000166 FG09061.1 NCU06058.1
concat80 AN5893.1 72.m19237 AO070245000013 FG06228.1 NCU08319.1
concat80 AN5914.1 72.m19959 AO070248000032 FG00742.1 NCU03032.1
concat80 AN5005.1 59.m08905 AO070255000035 FG09912.1 NCU01421.1
concat80 AN4425.1 58.m09002 AO070273000062 FG05173.1 NCU03538.1
concat80 AN4719.1 71.m15707 AO070311000002 FG08572.1 NCU00668.1
concat80 AN0922.1 70.m15529 AO070320000101 FG05436.1 NCU00493.1
concat80 AN3846.1 58.m07821 AO070305000083 FG05903.1 NCU01271.1
concat80 AN2555.1 57.m05650 AO070319000164 FG05797.1 NCU06720.1
concat80 AN1191.1 70.m15030 AO070331000192 FG01322.1 NCU09813.1
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concat81 AN6240.1 72.m19417 AO070304000091 FG08756.1 NCU07078.1
concat81 AN2825.1 67.m02963 AO070330000091 FG07016.1 NCU04262.1
concat81 AN9491.1 72.m19436 AO070304000051 FG01931.1 NCU07986.1
concat81 AN1607.1 55.m03177 AO070309000147 FG01530.1 NCU07473.1
concat81 AN5661.1 58.m08891 AO070342000254 FG06370.1 NCU02381.1
concat81 AN4332.1 58.m07986 AO070240000011 FG09423.1 NCU02468.1
concat81 AN5753.1 69.m14851 AO070329000011 FG10755.1 NCU08137.1
concat81 AN4762.1 59.m09221 AO070327000054 FG08530.1 NCU02016.1
concat81 AN1924.1 69.m14942 AO070341000109 FG08393.1 NCU04830.1
concat81 AN8850.1 71.m15985 AO070271000026 FG05566.1 NCU09000.1
concat81 AN1005.1 70.m15223 AO070312000029 FG09793.1 NCU05282.1
concat81 AN8679.1 62.m03392 AO070315000099 FG08577.1 NCU03191.1
concat81 AN4842.1 59.m09137 AO070327000130 FG09542.1 NCU03177.1
concat81 AN7350.1 72.m19727 AO070278000050 FG02575.1 NCU00457.1
concat81 AN7707.1 71.m16102 AO070325000113 FG07284.1 NCU06429.1
concat81 AN4709.1 71.m15697 AO070329000166 FG08522.1 NCU00656.1
concat81 AN2741.1 54.m06957 AO070338000230 FG07234.1 NCU00042.1
concat81 AN0315.1 54.m06443 AO070334000017 FG00640.1 NCU01750.1
concat81 AN1256.1 70.m14971 AO070223000013 FG07101.1 NCU03061.1
concat81 AN8201.1 53.m03774 AO070310000118 FG07280.1 NCU06438.1
concat83 AN8059.1 53.m03884 AO070322000124 FG06120.1 NCU03798.1
concat83 AN1115.1 70.m15120 AO070331000106 FG00465.1 NCU03084.1
concat83 AN1334.1 70.m14897 AO070303000099 FG09952.1 NCU03883.1
concat83 AN7402.1 57.m05372 AO070293000033 FG06278.1 NCU01517.1
concat83 AN7755.1 71.m15787 AO070325000188 FG08901.1 NCU01954.1
concat83 AN2963.1 59.m09052 AO070337000166 FG01910.1 NCU01323.1
concat83 AN0164.1 71.m15439 AO070321000083 FG05281.1 NCU06563.1
concat83 AN6328.1 72.m19447 AO070304000106 FG09576.1 NCU07701.1
concat83 AN2096.1 57.m05799 AO070341000255 FG09327.1 NCU02591.1
concat83 AN8945.1 56.m03091 AO070319000047 FG04837.1 NCU07815.1
concat83 AN4875.1 59.m09495 AO070338000085 FG10780.1 NCU02271.1
concat83 AN0458.1 54.m06612 AO070328000180 FG10749.1 NCU08712.1
concat83 AN2771.1 59.m09272 AO070327000013 FG06352.1 NCU06859.1
concat83 AN6506.1 62.m03093 AO070222000022 FG02502.1 NCU06207.1
concat83 AN0654.1 70.m15258 AO070343000572 FG10097.1 NCU01427.1
concat83 AN9401.1 52.m04028 AO070274000016 FG08521.1 NCU00655.1
concat83 AN7451.1 57.m05891 AO070229000024 FG04117.1 NCU00461.1
concat83 AN2572.1 72.m19060 AO070340000111 FG01095.1 NCU03290.1
concat83 AN9523.1 71.m15373 AO070311000118 FG02581.1 NCU06273.1
concat83 AN4446.1 58.m09017 AO070273000007 FG10067.1 NCU04003.1
concat84 AN2092.1 57.m05795 AO070341000250 FG06836.1 NCU07415.1
concat84 AN0774.1 70.m15380 AO070316000064 FG08942.1 NCU07022.1
concat84 AN1363.1 70.m14866 AO070243000001 FG01545.1 NCU06735.1
concat84 AN0593.1 69.m15255 AO070280000019 FG05284.1 NCU06559.1
concat84 AN4751.1 59.m09234 AO070327000068 FG08849.1 NCU02169.1
concat84 AN8698.1 62.m03470 AO070315000125 FG08919.1 NCU01918.1
concat84 AN3747.1 65.m07387 AO070309000075 FG07110.1 NCU07509.1
concat84 AN9172.1 56.m02468 AO070317000027 FG04232.1 NCU08228.1
concat84 AN7563.1 72.m19998 AO070343000404 FG00433.1 NCU02751.1
concat84 AN7609.1 72.m19650 AO070343000267 FG05016.1 NCU06308.1
concat84 AN1105.1 70.m15127 AO070285000033 FG04115.1 NCU00431.1
concat84 AN8406.1 52.m04077 AO070302000057 FG04703.1 NCU00028.1
concat84 AN7307.1 72.m19758 AO070297000055 FG04255.1 NCU09737.1
concat84 AN8032.1 53.m03880 AO070322000129 FG06786.1 NCU01177.1
concat84 AN6638.1 62.m03233 AO070326000090 FG08648.1 NCU02034.1
concat84 AN2930.1 59.m09064 AO070337000178 FG07057.1 NCU03283.1
concat84 AN6853.1 71.m15279 AO070314000087 FG05890.1 NCU03596.1
concat84 AN2968.1 59.m09041 AO070337000151 FG00496.1 NCU00951.1
concat84 AN1548.1 55.m03068 AO070339000306 FG11409.1 NCU02335.1
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concat84 AN2450.1 69.m15208 AO070264000026 FG06030.1 NCU03526.1
concat85 AN3425.1 59.m09279 AO070327000006 FG10259.1 NCU04256.1
concat85 AN0647.1 70.m15249 AO070343000582 FG09929.1 NCU04243.1
concat85 AN4867.1 59.m08762 AO070338000092 FG09910.1 NCU04319.1
concat85 AN1796.1 72.m19548 AO070309000135 FG00283.1 NCU07483.1
concat85 AN1500.1 55.m03010 AO070334000217 FG01877.1 NCU03699.1
concat85 AN2085.1 57.m05786 AO070341000243 FG00367.1 NCU08605.1
concat85 AN0450.1 54.m06642 AO070165000001 FG08479.1 NCU04780.1
concat85 AN1999.1 58.m07607 AO070301000093 FG08453.1 NCU05982.1
concat85 AN1421.1 55.m02935 AO070232000017 FG08388.1 NCU05602.1
concat85 AN3826.1 58.m07802 AO070305000062 FG00694.1 NCU00924.1
concat85 AN6064.1 72.m19053 AO070340000104 FG04677.1 NCU00397.1
concat85 AN5155.1 54.m06863 AO070291000012 FG01444.1 NCU01725.1
concat85 AN5144.1 54.m06876 AO070291000029 FG01445.1 NCU01728.1
concat85 AN1706.1 58.m07796 AO070305000044 FG09401.1 NCU09018.1
concat85 AN9402.1 52.m04029 AO070274000015 FG00259.1 NCU00665.1
concat85 AN2259.1 71.m15900 AO070326000104 FG06660.1 NCU00058.1
concat85 AN7603.1 72.m19644 AO070343000273 FG05300.1 NCU09747.1
concat85 AN1494.1 55.m03004 AO070334000211 FG09406.1 NCU02052.1
concat85 AN0860.1 70.m15469 AO070320000008 FG05481.1 NCU00102.1
concat85 AN7747.1 71.m15775 AO070325000174 FG02078.1 NCU09838.1
concat86 AN3669.1 58.m07430 AO070342000010 FG09275.1 NCU07071.1
concat86 AN4407.1 58.m08972 AO070273000067 FG10158.1 NCU04275.1
concat86 AN5085.1 52.m03801 AO070246000035 FG03582.1 NCU09858.1
concat86 AN8283.1 65.m07459 AO070277000005 FG01000.1 NCU02624.1
concat86 AN0347.1 54.m06410 AO070318000025 FG04327.1 NCU01523.1
concat86 AN5671.1 69.m15375 AO070342000266 FG06373.1 NCU02425.1
concat86 AN1902.1 57.m05716 AO070341000151 FG09457.1 NCU04718.1
concat86 AN7494.1 57.m05849 AO070287000022 FG02478.1 NCU05233.1
concat86 AN0681.1 71.m15200 AO070303000069 FG00454.1 NCU00522.1
concat86 AN3013.1 59.m09003 AO070337000103 FG06325.1 NCU02233.1
concat86 AN1783.1 56.m02532 AO070329000184 FG01586.1 NCU08164.1
concat86 AN6211.1 72.m19309 AO070308000082 FG01969.1 NCU08298.1
concat86 AN5895.1 72.m19235 AO070245000008 FG06166.1 NCU05288.1
concat86 AN2318.1 71.m15516 AO070323000040 FG09811.1 NCU06628.1
concat86 AN5821.1 72.m18948 AO070260000024 FG01802.1 NCU06366.1
concat86 AN1757.1 69.m15056 AO070324000038 FG05365.1 NCU05942.1
concat86 AN7469.1 57.m05953 AO070287000057 FG08627.1 NCU03970.1
concat86 AN3361.1 66.m04779 AO070281000037 FG07554.1 NCU10055.1
concat86 AN3799.1 57.m05681 AO070337000228 FG02589.1 NCU07621.1
concat86 AN7360.1 72.m19716 AO070278000039 FG04121.1 NCU00465.1
concat87 AN6594.1 62.m03203 AO070326000044 FG05537.1 NCU06497.1
concat87 AN2223.1 71.m15843 AO070326000180 FG05083.1 NCU07021.1
concat87 AN5146.1 54.m07055 AO070291000027 FG01027.1 NCU07362.1
concat87 AN4802.1 59.m09174 AO070329000037 FG08895.1 NCU01948.1
concat87 AN4581.1 57.m05499 AO070316000164 FG09843.1 NCU02406.1
concat87 AN6167.1 72.m19901 AO070343000365 FG04755.1 NCU08900.1
concat87 AN4929.1 59.m08831 AO070338000014 FG09507.1 NCU04757.1
concat87 AN4997.1 59.m09454 AO070288000080 FG10779.1 NCU02263.1
concat87 AN1474.1 55.m02975 AO070306000096 FG01102.1 NCU02675.1
concat87 AN5633.1 58.m07557 AO070301000032 FG10466.1 NCU07530.1
concat87 AN1854.1 58.m08938 AO070292000029 FG06735.1 NCU00358.1
concat87 AN2877.1 59.m08718 AO070338000146 FG02771.1 NCU08578.1
concat87 AN1006.1 70.m15224 AO070312000028 FG01947.1 NCU05298.1
concat87 AN6115.1 72.m19044 AO070340000089 FG06513.1 NCU08225.1
concat87 AN8099.1 72.m19551 AO070309000130 FG06612.1 NCU00865.1
concat87 AN6630.1 62.m03226 AO070326000082 FG08560.1 NCU00635.1
concat87 AN3833.1 58.m07812 AO070305000071 FG09396.1 NCU06927.1
concat87 AN8877.1 56.m03107 AO070293000006 FG06859.1 NCU03264.1
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concat87 AN3110.1 59.m08628 AO070303000041 FG10725.1 NCU03571.1
concat87 AN7681.1 57.m05947 AO070325000071 FG10035.1 NCU04597.1
concat90 AN5499.1 69.m15454 AO070341000386 FG05337.1 NCU04059.1
concat91 AN1510.1 55.m03022 AO070334000228 FG04911.1 NCU02074.1
concat91 AN1996.1 58.m07605 AO070301000091 FG01498.1 NCU08370.1
concat91 AN5106.1 54.m06916 AO070291000073 FG01534.1 NCU01647.1
concat91 AN4735.1 59.m09246 AO070327000042 FG08887.1 NCU01963.1
concat91 AN3797.1 57.m05686 AO070337000231 FG08405.1 NCU04733.1
concat91 AN3849.1 58.m07833 AO070332000050 FG07224.1 NCU01636.1
concat91 AN1455.1 55.m02957 AO070302000021 FG00430.1 NCU02708.1
concat91 AN5215.1 69.m14913 AO070337000264 FG00848.1 NCU07492.1
concat91 AN6325.1 72.m19443 AO070304000043 FG06179.1 NCU05264.1
concat91 AN8039.1 53.m03907 AO070330000007 FG01627.1 NCU05347.1
concat91 AN1820.1 55.m03202 AO070333000048 FG04170.1 NCU09549.1
concat91 AN8742.1 62.m03338 AO070250000039 FG08702.1 NCU09065.1
concat91 AN5568.1 58.m07492 AO070328000040 FG00817.1 NCU03462.1
concat91 AN8045.1 53.m03898 AO070292000104 FG06907.1 NCU09014.1
concat91 AN5141.1 54.m06880 AO070291000035 FG10820.1 NCU03399.1
concat91 AN1971.1 58.m07576 AO070301000055 FG05150.1 NCU03482.1
concat91 AN4557.1 57.m05569 AO070321000171 FG06816.1 NCU01479.1
concat91 AN0246.1 54.m06699 AO070338000238 FG07290.1 NCU06430.1
concat91 AN2184.1 72.m19039 AO070340000082 FG05395.1 NCU07577.1
concat91 AN9062.1 66.m04526 AO070332000211 FG08841.1 NCU00676.1
concat92 AN6243.1 72.m19414 AO070304000097 FG04418.1 NCU01498.1
concat92 AN8262.1 53.m04209 AO070310000038 FG07716.1 NCU04626.1
concat92 AN3712.1 69.m15419 AO070341000341 FG02231.1 NCU07127.1
concat92 AN4456.1 58.m07868 AO070173000001 FG06802.1 NCU01367.1
concat92 AN8859.1 71.m15997 AO070271000014 FG07421.1 NCU04118.1
concat92 AN6200.1 72.m19298 AO070308000096 FG01553.1 NCU01675.1
concat92 AN4975.1 59.m08878 AO070288000042 FG08428.1 NCU04771.1
concat92 AN6596.1 62.m03202 AO070326000045 FG05557.1 NCU00280.1
concat92 AN6079.1 72.m19071 AO070340000129 FG08738.1 NCU09191.1
concat92 AN9470.1 72.m19181 AO070340000319 FG04126.1 NCU07853.1
concat92 AN3832.1 58.m07811 AO070305000070 FG01391.1 NCU02955.1
concat92 AN4177.1 56.m02500 AO070319000001 FG02822.1 NCU00884.1
concat92 AN9486.1 59.m09213 AO070329000083 FG09444.1 NCU00565.1
concat92 AN0339.1 54.m06418 AO070318000017 FG04322.1 NCU06857.1
concat92 AN9398.1 52.m04024 AO070274000018 FG05229.1 NCU08323.1
concat92 AN1084.1 70.m15158 AO070285000084 FG07182.1 NCU03737.1
concat92 AN7350.1 72.m19727 AO070278000050 FG02575.1 NCU00457.1
concat92 AN4725.1 71.m15494 AO070323000059 FG09685.1 NCU06368.1
concat92 AN1284.1 70.m14923 AO070332000035 FG02764.1 NCU02044.1
concat92 AN1092.1 70.m15139 AO070285000055 FG06147.1 NCU01256.1
concat93 AN0581.1 69.m15267 AO070280000003 FG03080.1 NCU00755.1
concat93 AN6277.1 72.m19363 AO070304000003 FG07564.1 NCU06519.1
concat93 AN2963.1 59.m09052 AO070337000166 FG01910.1 NCU01323.1
concat93 AN2126.1 69.m15671 AO070306000108 FG08621.1 NCU03911.1
concat93 AN3635.1 58.m07466 AO070328000079 FG11596.1 NCU04412.1
concat93 AN9172.1 56.m02468 AO070317000027 FG04232.1 NCU08228.1
concat93 AN4405.1 58.m07921 AO070261000048 FG10374.1 NCU08927.1
concat93 AN5353.1 69.m15760 AO070302000060 FG03674.1 NCU07948.1
concat93 AN5713.1 54.m06828 AO070324000145 FG06306.1 NCU09700.1
concat93 AN2244.1 71.m15878 AO070326000129 FG05139.1 NCU01183.1
concat93 AN2298.1 71.m15947 AO070295000079 FG05561.1 NCU09006.1
concat93 AN2247.1 71.m15881 AO070326000126 FG05136.1 NCU01186.1
concat93 AN5144.1 54.m06876 AO070291000029 FG01445.1 NCU01728.1
concat93 AN0128.1 71.m16053 AO070311000082 FG04298.1 NCU05392.1
concat93 AN1535.1 55.m03053 AO070334000255 FG00514.1 NCU03054.1
concat93 AN0416.1 54.m06658 AO070338000264 FG00714.1 NCU00899.1
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concat93 AN8169.1 53.m03812 AO070266000003 FG07410.1 NCU03768.1
concat93 AN4819.1 59.m09156 AO070327000168 FG10043.1 NCU04264.1
concat93 AN1093.1 70.m15138 AO070285000054 FG07453.1 NCU01255.1
concat93 AN1444.1 55.m02947 AO070302000001 FG00393.1 NCU00969.1
concat94 AN6577.1 62.m03163 AO070326000023 FG02594.1 NCU00136.1
concat94 AN4386.1 58.m08970 AO070261000031 FG09938.1 NCU04259.1
concat94 AN3719.1 69.m15727 AO070341000350 FG06385.1 NCU02393.1
concat94 AN5107.1 54.m06915 AO070291000072 FG01533.1 NCU01646.1
concat94 AN4486.1 57.m05645 AO070311000037 FG00719.1 NCU02094.1
concat94 AN7230.1 72.m20024 AO070290000040 FG09085.1 NCU00206.1
concat94 AN3795.1 57.m05687 AO070337000232 FG00941.1 NCU02114.1
concat94 AN5599.1 58.m07523 AO070328000005 FG08766.1 NCU05985.1
concat94 AN2154.1 72.m20002 AO070343000203 FG05066.1 NCU08045.1
concat94 AN7418.1 57.m05460 AO070323000154 FG09110.1 NCU05188.1
concat94 AN1229.1 70.m14990 AO070331000241 FG01020.1 NCU02706.1
concat94 AN1066.1 70.m15166 AO070218000011 FG00663.1 NCU02623.1
concat94 AN7287.1 72.m19777 AO070297000028 FG06566.1 NCU08561.1
concat94 AN0067.1 71.m15344 AO070314000157 FG05409.1 NCU07887.1
concat94 AN9004.1 70.m15707 AO070330000107 FG11565.1 NCU05888.1
concat94 AN2056.1 58.m07644 AO070292000026 FG06749.1 NCU06200.1
concat94 AN2332.1 71.m15534 AO070323000014 FG05610.1 NCU00959.1
concat94 AN0446.1 54.m06638 AO070338000308 FG00846.1 NCU01777.1
concat94 AN0034.1 71.m16043 AO070314000113 FG07017.1 NCU03779.1
concat94 AN6494.1 62.m03081 AO070222000007 FG02610.1 NCU00118.1
concat95 AN5997.1 72.m19143 AO070340000279 FG00395.1 NCU00971.1
concat95 AN1025.1 70.m15210 AO070312000120 FG06193.1 NCU07688.1
concat95 AN0814.1 70.m15414 AO070288000089 FG00660.1 NCU02616.1
concat95 AN0381.1 54.m06365 AO070318000065 FG05778.1 NCU02207.1
concat95 AN5569.1 58.m07493 AO070328000037 FG04308.1 NCU05423.1
concat95 AN4751.1 59.m09234 AO070327000068 FG08849.1 NCU02169.1
concat95 AN3824.1 57.m05656 AO070311000023 FG01104.1 NCU05095.1
concat95 AN6313.1 72.m19320 AO070308000069 FG06759.1 NCU07558.1
concat95 AN7443.1 57.m05901 AO070229000015 FG00583.1 NCU09253.1
concat95 AN1068.1 70.m15144 AO070285000068 FG07305.1 NCU08984.1
concat95 AN4861.1 59.m09110 AO070329000146 FG00902.1 NCU02563.1
concat95 AN2737.1 54.m06678 AO070338000219 FG00547.1 NCU09317.1
concat95 AN0929.1 70.m15537 AO070320000117 FG09539.1 NCU03176.1
concat95 AN7729.1 71.m15765 AO070325000156 FG05571.1 NCU09012.1
concat95 AN1409.1 55.m02916 AO070242000012 FG09321.1 NCU02571.1
concat95 AN2247.1 71.m15881 AO070326000126 FG05136.1 NCU01186.1
concat95 AN2896.1 59.m08746 AO070338000112 FG06084.1 NCU09058.1
concat95 AN7750.1 71.m15776 AO070325000175 FG06212.1 NCU06389.1
concat95 AN2743.1 54.m06688 AO070338000228 FG07237.1 NCU00040.1
concat95 AN0574.1 69.m15771 AO070272000053 FG01469.1 NCU03332.1
concat96 AN4983.1 59.m08885 AO070288000051 FG05987.1 NCU01845.1
concat96 AN2064.1 52.m03876 AO070323000172 FG10617.1 NCU05000.1
concat96 AN4775.1 59.m09208 AO070329000077 FG09432.1 NCU02650.1
concat96 AN0426.1 54.m06650 AO070338000276 FG01526.1 NCU08382.1
concat96 AN0141.1 71.m15424 AO070321000108 FG10860.1 NCU06780.1
concat96 AN1230.1 70.m14989 AO070331000242 FG01019.1 NCU02705.1
concat96 AN6870.1 71.m15261 AO070314000052 FG02207.1 NCU04672.1
concat96 AN7498.1 57.m05843 AO070287000016 FG09773.1 NCU05252.1
concat96 AN3690.1 69.m15716 AO070341000315 FG09849.1 NCU02423.1
concat96 AN3033.1 59.m08985 AO070337000074 FG06339.1 NCU02232.1
concat96 AN3628.1 58.m07473 AO070328000066 FG02774.1 NCU07936.1
concat96 AN1602.1 55.m03185 AO070339000250 FG06397.1 NCU08760.1
concat96 AN4998.1 59.m09453 AO070255000029 FG00355.1 NCU06122.1
concat96 AN4174.1 69.m14956 AO070341000088 FG09482.1 NCU04815.1
concat96 AN0504.1 69.m15297 AO070226000008 FG01464.1 NCU03436.1
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concat96 AN8979.1 66.m04668 AO070295000065 FG10855.1 NCU01754.1
concat96 AN8054.1 53.m03889 AO070322000146 FG07282.1 NCU06440.1
concat96 AN0914.1 70.m15523 AO070320000095 FG05162.1 NCU03495.1
concat96 AN1182.1 70.m15763 AO070331000182 FG09530.1 NCU04054.1
concat96 AN4440.1 58.m07885 AO070273000014 FG01670.1 NCU03334.1
concat97 AN1751.1 69.m15052 AO070324000042 FG09300.1 NCU04040.1
concat97 AN0880.1 70.m15483 AO070320000040 FG05109.1 NCU07662.1
concat97 AN6244.1 72.m19413 AO070304000098 FG10879.1 NCU01806.1
concat97 AN4168.1 69.m14950 AO070341000095 FG09497.1 NCU03888.1
concat97 AN1797.1 72.m19549 AO070309000134 FG02641.1 NCU04963.1
concat97 AN3634.1 58.m07467 AO070328000078 FG00598.1 NCU04411.1
concat97 AN4732.1 71.m15501 AO070323000052 FG09734.1 NCU05228.1
concat97 AN3033.1 59.m08985 AO070337000074 FG06339.1 NCU02232.1
concat97 AN1857.1 58.m07651 AO070292000034 FG04829.1 NCU09183.1
concat97 AN1478.1 55.m02985 AO070334000161 FG01210.1 NCU02685.1
concat97 AN4762.1 59.m09221 AO070327000054 FG08530.1 NCU02016.1
concat97 AN4016.1 54.m06578 AO070328000142 FG01956.1 NCU05275.1
concat97 AN4034.1 54.m06562 AO070328000126 FG07087.1 NCU09248.1
concat97 AN8990.1 56.m02476 AO070272000025 FG06473.1 NCU05776.1
concat97 AN5154.1 54.m06864 AO070291000014 FG01632.1 NCU05375.1
concat97 AN7431.1 57.m05913 AO070229000002 FG09892.1 NCU06718.1
concat97 AN4616.1 57.m05533 AO070267000033 FG08644.1 NCU00692.1
concat97 AN8010.1 53.m03857 AO070322000057 FG06822.1 NCU06687.1
concat97 AN6687.1 65.m07501 AO070339000094 FG02518.1 NCU00133.1
concat97 AN5338.1 69.m15570 AO070333000229 FG06539.1 NCU07332.1
concat98 AN1146.1 70.m15385 AO070316000058 FG01883.1 NCU06699.1
concat98 AN6265.1 72.m19392 AO070304000023 FG04404.1 NCU01502.1
concat98 AN5773.1 69.m15638 AO070249000017 FG07413.1 NCU03652.1
concat98 AN1968.1 58.m08921 AO070301000052 FG00629.1 NCU03362.1
concat98 AN8089.1 66.m04728 AO070332000054 FG10823.1 NCU07740.1
concat98 AN3083.1 52.m03887 AO070339000016 FG07661.1 NCU01123.1
concat98 AN1720.1 58.m08961 AO070305000035 FG01495.1 NCU08365.1
concat98 AN2946.1 59.m09093 AO070337000196 FG05621.1 NCU02515.1
concat98 AN9157.1 57.m05493 AO070286000083 FG02555.1 NCU07926.1
concat98 AN1022.1 70.m15780 AO070343000592 FG05070.1 NCU05202.1
concat98 AN0067.1 71.m15344 AO070314000157 FG05409.1 NCU07887.1
concat98 AN4177.1 56.m02500 AO070319000001 FG02822.1 NCU00884.1
concat98 AN5376.1 69.m15731 AO070333000163 FG02819.1 NCU09656.1
concat98 AN9403.1 52.m04030 AO070274000014 FG02782.1 NCU03004.1
concat98 AN4504.1 57.m05627 AO070311000057 FG00294.1 NCU03215.1
concat98 AN4541.1 70.m15825 AO070321000164 FG01875.1 NCU03708.1
concat98 AN5496.1 69.m15723 AO070341000389 FG00923.1 NCU08348.1
concat98 AN6653.1 62.m03255 AO070269000013 FG08700.1 NCU10007.1
concat98 AN5972.1 72.m19188 AO070340000330 FG05844.1 NCU07319.1
concat98 AN6726.1 65.m07244 AO070339000170 FG04410.1 NCU06764.1
concat99 AN3785.1 57.m05971 AO070337000246 FG00667.1 NCU08357.1
concat99 AN8214.1 53.m03759 AO070310000098 FG07374.1 NCU04654.1
concat99 AN1720.1 58.m08961 AO070305000035 FG01495.1 NCU08365.1
concat99 AN5596.1 58.m07520 AO070328000008 FG09490.1 NCU05990.1
concat99 AN2976.1 59.m09037 AO070337000145 FG01229.1 NCU07466.1
concat99 AN3613.1 52.m03647 AO070315000027 FG10999.1 NCU02855.1
concat99 AN5646.1 58.m07559 AO070301000034 FG09503.1 NCU04796.1
concat99 AN1421.1 55.m02935 AO070232000017 FG08388.1 NCU05602.1
concat99 AN4633.1 57.m05544 AO070340000373 FG09220.1 NCU00527.1
concat99 AN5114.1 54.m06909 AO070291000065 FG00834.1 NCU09608.1
concat99 AN0126.1 71.m15408 AO070311000085 FG09728.1 NCU08309.1
concat99 AN0868.1 70.m15459 AO070320000019 FG08585.1 NCU00580.1
concat99 AN1512.1 55.m03031 AO070334000233 FG00905.1 NCU02565.1
concat99 AN4501.1 57.m05629 AO070311000054 FG06847.1 NCU02806.1

78



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 2 - Concatenated Genes

ID A. nidulans A. fumigatus A. oryzae F. graminearum N. crassa
concat99 AN3624.1 58.m07411 AO070342000127 FG01501.1 NCU08341.1
concat99 AN1915.1 69.m14931 AO070341000128 FG08760.1 NCU04817.1
concat99 AN3827.1 58.m07803 AO070305000064 FG00695.1 NCU00925.1
concat99 AN4369.1 58.m07958 AO070261000009 FG10889.1 NCU09758.1
concat99 AN8691.1 62.m03474 AO070315000112 FG08642.1 NCU00690.1
concat99 AN6214.1 72.m19992 AO070308000078 FG07254.1 NCU06472.1

concat100 AN6345.1 72.m19510 AO070275000008 FG02055.1 NCU04580.1
concat100 AN5336.1 69.m15573 AO070333000217 FG04235.1 NCU07590.1
concat100 AN1364.1 70.m14865 AO070215000017 FG01540.1 NCU06751.1
concat100 AN1151.1 69.m15307 AO070226000022 FG09485.1 NCU04071.1
concat100 AN0664.1 70.m15267 AO070343000556 FG05898.1 NCU01266.1
concat100 AN8421.1 52.m03816 AO070302000061 FG07016.1 NCU04262.1
concat100 AN3661.1 58.m07437 AO070342000024 FG08751.1 NCU03925.1
concat100 AN1768.1 69.m15068 AO070324000027 FG08615.1 NCU04724.1
concat100 AN5101.1 54.m06961 AO070291000078 FG00028.1 NCU07200.1
concat100 AN2089.1 57.m05789 AO070341000245 FG01055.1 NCU09237.1
concat100 AN3613.1 52.m03647 AO070315000027 FG10999.1 NCU02855.1
concat100 AN4030.1 54.m06559 AO070328000122 FG00800.1 NCU02896.1
concat100 AN4491.1 57.m05640 AO070311000043 FG09360.1 NCU02942.1
concat100 AN9465.1 70.m14852 AO070215000004 FG01154.1 NCU02744.1
concat100 AN3432.1 59.m09292 AO070265000009 FG06059.1 NCU09705.1
concat100 AN3583.1 58.m07381 AO070342000166 FG09156.1 NCU03219.1
concat100 AN5517.1 69.m15442 AO070341000376 FG02237.1 NCU05939.1
concat100 AN4216.1 54.m06773 AO070231000008 FG02096.1 NCU01218.1
concat100 AN0048.1 71.m15322 AO070314000127 FG02735.1 NCU09511.1
concat100 AN1526.1 55.m03269 AO070334000244 FG05601.1 NCU00966.1
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§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 3 - Concatenated Tree Topologies

num treenum MPtree MP bootstrap MLtree ML bootstrap
1 concat1 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):98.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 98 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):96.0):100.0,NCUcat:100.0); 96
3 concat3 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
4 concat4 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
5 concat5 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):97.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 97 (FGcat:100.0,(ANcat:100.0,(AOcat:100.0,AFcat:100.0):91.0):100.0,NCUcat:100.0); 91
6 concat6 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):99.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 99 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
7 concat7 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
8 concat8 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100

12 concat12 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):97.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 97 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):92.0):100.0,NCUcat:100.0); 92
13 concat13 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
14 concat14 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
15 concat15 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
16 concat16 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
18 concat18 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
19 concat19 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
22 concat22 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
23 concat23 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):93.0):100.0,NCUcat:100.0); 93
24 concat24 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
25 concat25 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
27 concat27 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
30 concat30 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):99.0):100.0,NCUcat:100.0); 99
31 concat31 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
32 concat32 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
33 concat33 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
34 concat34 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
35 concat35 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
36 concat36 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
37 concat37 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):98.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 98 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
39 concat39 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):99.5,ANcat:100.0):100.0):100.0,NCUcat:100.0); 99.5 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
40 concat40 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
41 concat41 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):91.0):100.0,NCUcat:100.0); 91
42 concat42 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
43 concat43 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
44 concat44 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):99.0):100.0,NCUcat:100.0); 99
45 concat45 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):97.0,ANcat:100.0):100.0,NCUcat:100.0); 97
46 concat46 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
47 concat47 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
49 concat49 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):99.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 99 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):92.0):100.0,NCUcat:100.0); 92
50 concat50 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
51 concat51 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):98.0):100.0,NCUcat:100.0); 98
52 concat52 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
54 concat54 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
57 concat57 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
58 concat58 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
60 concat60 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
63 concat63 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
64 concat64 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
65 concat65 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
66 concat66 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AOcat:100.0,AFcat:100.0):97.0):100.0,NCUcat:100.0); 97

80



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 3 - Concatenated Tree Topologies

num treenum MPtree MP bootstrap MLtree ML bootstrap
67 concat67 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):95.0):100.0,NCUcat:100.0); 95
69 concat69 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
70 concat70 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
71 concat71 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):85.0):100.0,NCUcat:100.0); 85
73 concat73 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):98.0):100.0,NCUcat:100.0); 98
74 concat74 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
75 concat75 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
76 concat76 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):62.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 62 (FGcat:100.0,((ANcat:100.0,AOcat:100.0):82.0,AFcat:100.0):100.0,NCUcat:100.0); 82
77 concat77 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):95.0):100.0,NCUcat:100.0); 95
78 concat78 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
80 concat80 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
81 concat81 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
83 concat83 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):84.0):100.0,NCUcat:100.0); 84
84 concat84 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
85 concat85 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
86 concat86 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):61.0,ANcat:100.0):100.0,NCUcat:100.0); 61
87 concat87 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):97.0,ANcat:100.0):100.0,NCUcat:100.0); 97
91 concat91 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
92 concat92 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
93 concat93 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
94 concat94 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):95.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 95 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):80.0):100.0,NCUcat:100.0); 80
95 concat95 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
96 concat96 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
97 concat97 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
98 concat98 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100
99 concat99 ((FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):100.0):100.0):100.0,NCUcat:100.0); 100 (FGcat:100.0,((AFcat:100.0,AOcat:100.0):100.0,ANcat:100.0):100.0,NCUcat:100.0); 100

100 concat100 ((FGcat:100.0,((AOcat:100.0,AFcat:100.0):97.0,ANcat:100.0):100.0):100.0,NCUcat:100.0); 97 (FGcat:100.0,(ANcat:100.0,(AFcat:100.0,AOcat:100.0):86.0):100.0,NCUcat:100.0); 86
97.44
6.23
0.16
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ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
1 70.m15774 AN1099.1 AO070285000041 FG04118.1 ANAO yes yes ((FG04118.1:100.0,(70.m15774:100.0,(AN1099.1:100.0,AO07028500:100.0):97.0):100.0):100.0,
2 71.m16031 AN6886.1 AO070314000039 FG05524.1 AFAO yes ((FG05524.1:100.0,((AO07031400:100.0,71.m16031:100.0):77.5,AN6886.1:100.0):100.0):100.0,
3 69.m15203 AN2464.1 AO070264000006 FG05525.1 AFAN yes ((FG05525.1:100.0,(AO07026400:100.0,(AN2464.1:100.0,69.m15203:100.0):76.0):100.0):100.0,
4 57.m05611 AN4517.1 AO070321000123 FG05527.1 AFAO ((FG05527.1:100.0,((AO07032100:100.0,57.m05611:100.0):55.5,AN4517.1:100.0):100.0):100.0,
5 72.m19795 AN7254.1 AO070297000010 FG05530.1 AFAO ((FG05530.1:100.0,((72.m19795:100.0,AO07029700:100.0):62.5,AN7254.1:100.0):100.0):100.0,
6 59.m08698 AN2854.1 AO070338000167 FG05388.1 AFAN yes ((FG05388.1:100.0,(AO07033800:100.0,(AN2854.1:100.0,59.m08698:100.0):84.0):100.0):100.0,
7 59.m08812 AN4908.1 AO070338000038 FG05387.1 AFAO yes yes ((FG05387.1:100.0,((59.m08812:100.0,AO07033800:100.0):91.5,AN4908.1:100.0):100.0):100.0,
8 59.m08810 AN4906.1 AO070338000039 FG05385.1 AFAO yes ((FG05385.1:100.0,((AO07033800:100.0,59.m08810:100.0):76.5,AN4906.1:100.0):100.0):100.0,
9 54.m07042 AN4209.1 AO070231000015 FG05384.1 ANAO ((FG05384.1:100.0,(54.m07042:100.0,(AN4209.1:100.0,AO07023100:100.0):68.5):100.0):100.0,

10 52.m04077 AN8406.1 AO070302000057 FG04703.1 ANAO yes (((52.m04077:100.0,(AN8406.1:100.0,AO07030200:100.0):75.0):96.0,FG04703.1:100.0):100.0,
11 72.m19037 AN6122.1 AO070340000075 FG06685.1 AFAO ((FG06685.1:100.0,((72.m19037:100.0,AO07034000:100.0):55.5,AN6122.1:100.0):100.0):100.0,
12 72.m19038 AN2185.1 AO070340000081 FG06686.1 AFAO yes yes ((FG06686.1:100.0,((AO07034000:100.0,72.m19038:100.0):98.0,AN2185.1:100.0):100.0):100.0,
13 72.m19009 AN6162.1 AO070340000046 FG06689.1 AFAN ((FG06689.1:100.0,(AO07034000:100.0,(AN6162.1:100.0,72.m19009:100.0):65.5):100.0):100.0,
14 72.m19006 AN6159.1 AO070340000043 FG06688.1 AFAO yes yes ((FG06688.1:100.0,((AO07034000:100.0,72.m19006:100.0):98.5,AN6159.1:100.0):100.0):100.0,
15 72.m19007 AN6160.1 AO070340000044 FG06687.1 ANAO yes ((FG06687.1:100.0,(72.m19007:100.0,(AN6160.1:100.0,AO07034000:100.0):78.5):100.0):100.0,
16 54.m06683 AN2748.1 AO070338000223 FG06684.1 ANAO ((FG06684.1:100.0,((AO07033800:100.0,AN2748.1:100.0):73.0,54.m06683:100.0):100.0):100.0,
17 54.m06688 AN2743.1 AO070338000228 FG07237.1 ANAO ((FG07237.1:100.0,(54.m06688:100.0,(AN2743.1:100.0,AO07033800:100.0):66.5):100.0):100.0,
18 54.m06957 AN2741.1 AO070338000230 FG07234.1 ANAO yes ((((AN2741.1:100.0,AO07033800:100.0):78.0,54.m06957:100.0):89.5,FG07234.1:100.0):100.0,
19 54.m06664 AN0410.1 AO070294000082 FG07233.1 AFAO (((AN0410.1:100.0,(AO07029400:100.0,54.m06664:100.0):46.5):72.0,FG07233.1:100.0):100.0,
20 65.m07305 AN6675.1 AO070289000014 FG07232.1 AFAN ((FG07232.1:100.0,((65.m07305:100.0,AN6675.1:100.0):41.0,AO07028900:100.0):100.0):100.0,
21 54.m07007 AN0409.1 AO070338000252 FG07231.1 ANAO ((FG07231.1:100.0,(54.m07007:100.0,(AN0409.1:100.0,AO07033800:100.0):63.2):100.0):100.0,
22 54.m06704 AN3895.1 AO070342000047 FG03666.1 AFAO yes yes ((FG03666.1:100.0,((AO07034200:100.0,54.m06704:100.0):98.5,AN3895.1:100.0):100.0):100.0,
23 57.m05949 AN7489.1 AO070287000051 FG07226.1 AFAO ((FG07226.1:100.0,((AO07028700:100.0,57.m05949:100.0):48.0,AN7489.1:100.0):100.0):100.0,
24 71.m15900 AN2259.1 AO070326000104 FG06660.1 AFAO yes yes ((FG06660.1:100.0,((AO07032600:100.0,71.m15900:100.0):98.0,AN2259.1:100.0):100.0):100.0,
25 71.m15899 AN2258.1 AO070326000105 FG06661.1 AFAO yes ((FG06661.1:100.0,((AO07032600:100.0,71.m15899:100.0):86.5,AN2258.1:100.0):100.0):100.0,
26 70.m15605 AN0956.1 AO070320000158 FG07217.1 AFAO yes ((FG07217.1:100.0,((AO07032000:100.0,70.m15605:100.0):86.0,AN0956.1:100.0):100.0):100.0,
27 54.m06486 AN9448.1 AO070334000061 FG07212.1 AFAO yes yes ((FG07212.1:100.0,((54.m06486:100.0,AO07033400:100.0):91.5,AN9448.1:100.0):100.0):100.0,
28 57.m05571 AN4559.1 AO070321000169 FG06723.1 AFAO ((FG06723.1:100.0,((AO07032100:100.0,57.m05571:100.0):51.3,AN4559.1:100.0):100.0):100.0,
29 57.m05564 AN4553.1 AO070321000177 FG06720.1 AFAO (((AN4553.1:100.0,(57.m05564:100.0,AO07032100:100.0):73.3):93.8,FG06720.1:100.0):100.0,
30 57.m05568 AN4556.1 AO070321000172 FG06717.1 AFAN ((FG06717.1:100.0,(AO07032100:100.0,(AN4556.1:100.0,57.m05568:100.0):46.8):100.0):100.0,
31 54.m06705 AN4062.1 AO070342000050 FG06715.1 AFAO ((FG06715.1:100.0,((54.m06705:100.0,AO07034200:100.0):73.0,AN4062.1:100.0):100.0):100.0,
32 59.m09047 AN2970.1 AO070337000156 FG06718.1 AFAN ((FG06718.1:100.0,(AO07033700:100.0,(AN2970.1:100.0,59.m09047:100.0):57.8):100.0):100.0,
33 57.m05587 AN4534.1 AO070321000148 FG06972.1 AFAO yes yes ((FG06972.1:100.0,((AO07032100:100.0,57.m05587:100.0):98.0,AN4534.1:100.0):100.0):100.0,
34 71.m15970 AN8838.1 AO070271000039 FG06948.1 ANAO ((FG06948.1:100.0,((AO07027100:100.0,AN8838.1:100.0):53.5,71.m15970:100.0):100.0):100.0,
35 71.m16107 AN2240.1 AO070326000134 FG05478.1 AFAO ((FG05478.1:100.0,((AO07032600:100.0,71.m16107:100.0):61.5,AN2240.1:100.0):100.0):100.0,
36 70.m15469 AN0860.1 AO070320000008 FG05481.1 AFAO yes ((FG05481.1:100.0,((70.m15469:100.0,AO07032000:100.0):79.0,AN0860.1:100.0):100.0):100.0,
37 72.m19790 AN8491.1 AO070297000017 FG06962.1 yes ((((72.m19790:100.0,AO07029700:100.0):100.0,FG06962.1:100.0):85.8,AN8491.1:100.0):100.0,
38 72.m18945 AN5817.1 AO070260000030 FG06961.1 AFAO ((FG06961.1:100.0,((72.m18945:100.0,AO07026000:100.0):73.5,AN5817.1:100.0):100.0):100.0,
39 72.m18944 AN5815.1 AO070260000032 FG06959.1 ANAO ((FG06959.1:100.0,(72.m18944:100.0,(AN5815.1:100.0,AO07026000:100.0):50.5):100.0):100.0,
40 72.m18943 AN5814.1 AO070260000033 FG06963.1 AFAO yes ((FG06963.1:100.0,((AO07026000:100.0,72.m18943:100.0):83.5,AN5814.1:100.0):100.0):100.0,
41 71.m15755 AN7731.1 AO070325000145 FG02604.1 AFAO ((FG02604.1:100.0,((AO07032500:100.0,71.m15755:100.0):63.0,AN7731.1:100.0):100.0):100.0,
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ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
42 62.m03078 AN6492.1 AO070222000005 FG02608.1 AFAO ((FG02608.1:100.0,((62.m03078:100.0,AO07022200:100.0):65.0,AN6492.1:100.0):100.0):100.0,
43 62.m03441 AN6493.1 AO070222000006 FG02609.1 AFAN ((FG02609.1:100.0,(AO07022200:100.0,(AN6493.1:100.0,62.m03441:100.0):67.0):100.0):100.0,
44 62.m03081 AN6494.1 AO070222000007 FG02610.1 ANAO ((FG02610.1:100.0,(62.m03081:100.0,(AN6494.1:100.0,AO07022200:100.0):43.5):100.0):100.0,
45 69.m15476 AN5456.1 AO070341000410 FG06694.1 AFAO yes ((FG06694.1:100.0,((AO07034100:100.0,69.m15476:100.0):81.5,AN5456.1:100.0):100.0):100.0,
46 72.m19051 AN6107.1 AO070340000100 FG05555.1 AFAO yes ((FG05555.1:100.0,((AO07034000:100.0,72.m19051:100.0):78.5,AN6107.1:100.0):100.0):100.0,
47 59.m09423 AN2966.1 AO070337000161 FG06655.1 AFAO yes ((FG06655.1:100.0,((AO07033700:100.0,59.m09423:100.0):84.0,AN2966.1:100.0):100.0):100.0,
48 54.m07043 AN4201.1 AO070231000023 FG07277.1 ANAO ((FG07277.1:100.0,((AO07023100:100.0,AN4201.1:100.0):69.0,54.m07043:100.0):100.0):100.0,
49 55.m03198 AN9183.1 AO070315000076 FG01685.1 ((AO07031500:100.0,((55.m03198:100.0,AN9183.1:100.0):69.5,FG01685.1:100.0):91.0):100.0,
50 70.m15412 AN0812.1 AO070288000092 FG07274.1 ANAO ((FG07274.1:100.0,((AO07028800:100.0,AN0812.1:100.0):49.0,70.m15412:100.0):100.0):100.0,
51 65.m07501 AN6687.1 AO070339000094 FG02518.1 AFAN ((FG02518.1:100.0,(AO07033900:100.0,(AN6687.1:100.0,65.m07501:100.0):64.5):100.0):100.0,
52 71.m15583 AN8787.1 AO070276000074 FG06659.1 AFAO yes yes ((FG06659.1:100.0,((AO07027600:100.0,71.m15583:100.0):97.5,AN8787.1:100.0):100.0):100.0,
53 62.m03163 AN6577.1 AO070326000023 FG02594.1 AFAO yes yes ((FG02594.1:100.0,((AO07032600:100.0,62.m03163:100.0):98.0,AN6577.1:100.0):100.0):100.0,
54 71.m15770 AN7742.1 AO070325000166 FG07269.1 AFAO yes yes ((((AO07032500:100.0,71.m15770:100.0):100.0,AN7742.1:100.0):99.5,FG07269.1:100.0):100.0,
55 62.m03164 AN9527.1 AO070326000022 FG02600.1 AFAO ((FG02600.1:100.0,(AN9527.1:100.0,(62.m03164:100.0,AO07032600:100.0):62.2):93.7):100.0,
56 62.m03120 AN6532.1 AO070270000032 FG02599.1 AFAO ((FG02599.1:100.0,((AO07027000:100.0,62.m03120:100.0):65.0,AN6532.1:100.0):100.0):100.0,
57 71.m15941 AN2293.1 AO070295000072 FG07313.1 AFAO yes ((FG07313.1:100.0,((AO07029500:100.0,71.m15941:100.0):86.0,AN2293.1:100.0):100.0):100.0,
58 70.m15393 AN5307.1 AO070316000053 FG07263.1 AFAO yes ((FG07263.1:100.0,((AO07031600:100.0,70.m15393:100.0):79.0,AN5307.1:100.0):100.0):100.0,
59 55.m02999 AN1491.1 AO070334000203 FG02532.1 AFAO yes ((FG02532.1:100.0,((55.m02999:100.0,AO07033400:100.0):86.8,AN1491.1:100.0):100.0):100.0,
60 70.m15650 AN0632.1 AO070318000122 FG02533.1 ANAO ((FG02533.1:100.0,((AO07031800:100.0,AN0632.1:100.0):40.0,70.m15650:100.0):100.0):100.0,
61 70.m15651 AN0631.1 AO070318000121 FG02534.1 AFAO yes ((FG02534.1:100.0,((AO07031800:100.0,70.m15651:100.0):88.0,AN0631.1:100.0):100.0):100.0,
62 65.m07382 AN3751.1 AO070309000071 FG05442.1 AFAO yes yes ((FG05442.1:100.0,(AN3751.1:100.0,(65.m07382:100.0,AO07030900:100.0):100.0):100.0):100.0,
63 72.m19765 AN7302.1 AO070297000048 FG02529.1 AFAO ((FG02529.1:100.0,((AO07029700:100.0,72.m19765:100.0):56.0,AN7302.1:100.0):100.0):100.0,
64 72.m19764 AN7301.1 AO070297000049 FG02528.1 AFAO yes yes ((FG02528.1:100.0,(AN7301.1:100.0,(72.m19764:100.0,AO07029700:100.0):100.0):100.0):100.0,
65 72.m20021 AN7303.1 AO070297000050 FG02527.1 AFAO yes yes ((FG02527.1:100.0,((AO07029700:100.0,72.m20021:100.0):97.5,AN7303.1:100.0):100.0):100.0,
66 72.m19025 AN6139.1 AO070340000063 FG06642.1 AFAO ((FG06642.1:100.0,((AO07034000:100.0,72.m19025:100.0):56.3,AN6139.1:100.0):100.0):100.0,
67 70.m15804 AN0834.1 AO070255000011 FG06644.1 AFAO ((FG06644.1:100.0,((70.m15804:100.0,AO07025500:100.0):57.5,AN0834.1:100.0):100.0):100.0,
68 54.m06754 AN4192.1 AO070342000112 FG06678.1 AFAN ((FG06678.1:100.0,(AO07034200:100.0,(AN4192.1:100.0,54.m06754:100.0):58.8):100.0):100.0,
69 54.m06475 AN0268.1 AO070334000074 FG06680.1 ANAO yes ((FG06680.1:100.0,(54.m06475:100.0,(AN0268.1:100.0,AO07033400:100.0):86.5):100.0):100.0,
70 71.m15582 AN8782.1 AO070289000007 FG06681.1 AFAO ((FG06681.1:100.0,((AO07028900:100.0,71.m15582:100.0):49.0,AN8782.1:100.0):100.0):100.0,
71 62.m03133 AN6541.1 AO070270000044 FG02506.1 AFAO ((FG02506.1:100.0,((AO07027000:100.0,62.m03133:100.0):71.0,AN6541.1:100.0):100.0):100.0,
72 59.m09383 AN2499.1 AO070312000049 FG05531.1 AFAN ((FG05531.1:100.0,(AO07031200:100.0,(AN2499.1:100.0,59.m09383:100.0):52.0):100.0):100.0,
73 71.m16019 AN6894.1 AO070314000028 FG05403.1 AFAN ((FG05403.1:100.0,(AO07031400:100.0,(AN6894.1:100.0,71.m16019:100.0):58.5):100.0):100.0,
74 72.m19117 AN6041.1 AO070340000241 FG05405.1 AFAN yes yes ((FG05405.1:100.0,((AN6041.1:100.0,72.m19117:100.0):100.0,AO07034000:100.0):100.0):100.0,
75 57.m05678 AN3805.1 AO070337000222 FG11137.1 AFAO (((AN3805.1:100.0,(AO07033700:100.0,57.m05678:100.0):69.5):99.0,FG11137.1:100.0):100.0,
76 58.m07722 AN1632.1 AO070299000042 FG05547.1 AFAO yes yes ((FG05547.1:100.0,(AN1632.1:100.0,(58.m07722:100.0,AO07029900:100.0):100.0):100.0):100.0,
77 58.m07714 AN1811.1 AO070299000060 FG05545.1 AFAN yes ((FG05545.1:100.0,(AO07029900:100.0,(AN1811.1:100.0,58.m07714:100.0):88.5):100.0):100.0,
78 58.m07713 AN1810.1 AO070299000061 FG05546.1 AFAO yes yes ((FG05546.1:100.0,((AO07029900:100.0,58.m07713:100.0):95.0,AN1810.1:100.0):100.0):100.0,
79 71.m16112 AN2282.1 AO070295000059 FG04217.1 AFAO ((FG04217.1:100.0,((AO07029500:100.0,71.m16112:100.0):66.0,AN2282.1:100.0):100.0):100.0,
80 57.m05407 AN7649.1 AO070268000005 FG05543.1 AFAN ((FG05543.1:100.0,(AO07026800:100.0,(AN7649.1:100.0,57.m05407:100.0):74.3):100.0):100.0,
81 72.m19517 AN6341.1 AO070298000009 FG07311.1 AFAN yes ((FG07311.1:100.0,(AO07029800:100.0,(AN6341.1:100.0,72.m19517:100.0):89.0):100.0):100.0,
82 71.m15597 AN8783.1 AO070289000008 FG05504.1 ANAO ((FG05504.1:100.0,(71.m15597:100.0,(AN8783.1:100.0,AO07028900:100.0):60.5):100.0):100.0,
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83 72.m20024 AN7230.1 AO070290000040 FG09085.1 AFAO yes ((FG09085.1:100.0,((AO07029000:100.0,72.m20024:100.0):75.5,AN7230.1:100.0):100.0):100.0,
84 72.m19021 AN6143.1 AO070340000060 FG05487.1 AFAO ((FG05487.1:100.0,((72.m19021:100.0,AO07034000:100.0):49.5,AN6143.1:100.0):100.0):100.0,
85 72.m19026 AN6138.1 AO070340000064 FG05492.1 AFAO yes yes ((FG05492.1:100.0,((AO07034000:100.0,72.m19026:100.0):94.5,AN6138.1:100.0):100.0):100.0,
86 72.m19495 AN6365.1 AO070340000205 FG05495.1 AFAN yes yes ((FG05495.1:100.0,(AO07034000:100.0,(72.m19495:100.0,AN6365.1:100.0):99.0):100.0):100.0,
87 72.m19494 AN6366.1 AO070279000052 FG06947.1 ANAO ((FG06947.1:100.0,(72.m19494:100.0,(AN6366.1:100.0,AO07027900:100.0):70.5):100.0):100.0,
88 70.m15437 AN0837.1 AO070255000006 FG06641.1 AFAO yes yes ((FG06641.1:100.0,((AO07025500:100.0,70.m15437:100.0):95.5,AN0837.1:100.0):100.0):100.0,
89 54.m07047 AN4112.1 AO070342000107 FG06666.1 AFAO ((FG06666.1:100.0,((AO07034200:100.0,54.m07047:100.0):42.8,AN4112.1:100.0):100.0):100.0,
90 59.m08799 AN4900.1 AO070338000044 FG06664.1 ANAO ((FG06664.1:100.0,(59.m08799:100.0,(AN4900.1:100.0,AO07033800:100.0):66.0):100.0):100.0,
91 55.m02996 AN1489.1 AO070334000202 FG06669.1 AFAN ((FG06669.1:100.0,(AO07033400:100.0,(AN1489.1:100.0,55.m02996:100.0):56.0):100.0):100.0,
92 70.m15629 AN0988.1 AO070318000150 FG06637.1 AFAN ((FG06637.1:100.0,(AO07031800:100.0,(AN0988.1:100.0,70.m15629:100.0):59.5):100.0):100.0,
93 70.m15597 AN0951.1 AO070320000152 FG06635.1 AFAO yes yes ((FG06635.1:100.0,((AO07032000:100.0,70.m15597:100.0):99.0,AN0951.1:100.0):100.0):100.0,
94 70.m15479 AN0876.1 AO070320000035 FG06634.1 AFAO ((FG06634.1:100.0,((70.m15479:100.0,AO07032000:100.0):54.3,AN0876.1:100.0):100.0):100.0,
95 70.m15442 AN0842.1 AO070216000002 FG06631.1 AFAO yes ((FG06631.1:100.0,((AO07021600:100.0,70.m15442:100.0):83.5,AN0842.1:100.0):100.0):100.0,
96 59.m08708 AN2862.1 AO070338000160 FG06627.1 AFAN ((FG06627.1:100.0,(AO07033800:100.0,(AN2862.1:100.0,59.m08708:100.0):43.3):100.0):100.0,
97 56.m02387 AN1257.1 AO070327000016 FG10282.1 ((((FG10282.1:100.0,AN1257.1:100.0):41.0,AO07032700:100.0):36.0,56.m02387:100.0):100.0,
98 59.m08820 AN4917.1 AO070338000026 FG06588.1 AFAO yes ((FG06588.1:100.0,((AO07033800:100.0,59.m08820:100.0):83.5,AN4917.1:100.0):100.0):100.0,
99 59.m08819 AN4916.1 AO070338000027 FG06587.1 AFAO ((FG06587.1:100.0,((59.m08819:100.0,AO07033800:100.0):70.3,AN4916.1:100.0):100.0):100.0,

100 59.m08704 AN2860.1 AO070338000162 FG06619.1 ANAO ((FG06619.1:100.0,((AO07033800:100.0,AN2860.1:100.0):70.8,59.m08704:100.0):100.0):100.0,
101 71.m15957 AN8825.1 AO070271000056 FG05558.1 AFAO ((FG05558.1:100.0,((AO07027100:100.0,71.m15957:100.0):55.0,AN8825.1:100.0):100.0):100.0,
102 71.m15313 AN0038.1 AO070314000116 FG05519.1 AFAO yes yes ((FG05519.1:100.0,((AO07031400:100.0,71.m15313:100.0):95.5,AN0038.1:100.0):100.0):100.0,
103 71.m15315 AN0040.1 AO070314000119 FG05516.1 AFAO yes yes ((FG05516.1:100.0,((AO07031400:100.0,71.m15315:100.0):96.0,AN0040.1:100.0):100.0):100.0,
104 58.m08870 AN1934.1 AO070342000199 FG07035.1 AFAO yes yes ((FG07035.1:100.0,(AN1934.1:100.0,(58.m08870:100.0,AO07034200:100.0):100.0):100.0):100.0,
105 62.m03202 AN6596.1 AO070326000045 FG05557.1 AFAO yes yes ((FG05557.1:100.0,((AO07032600:100.0,62.m03202:100.0):91.0,AN6596.1:100.0):100.0):100.0,
106 69.m15274 AN0568.1 AO070272000047 FG04683.1 AFAO ((FG04683.1:100.0,((AO07027200:100.0,69.m15274:100.0):55.0,AN0568.1:100.0):100.0):100.0,
107 72.m19491 AN6369.1 AO070279000072 FG05589.1 AFAO ((FG05589.1:100.0,((72.m19491:100.0,AO07027900:100.0):68.0,AN6369.1:100.0):100.0):100.0,
108 53.m03770 AN8204.1 AO070310000113 FG05580.1 AFAN ((FG05580.1:100.0,(AO07031000:100.0,(AN8204.1:100.0,53.m03770:100.0):40.5):100.0):100.0,
109 70.m15112 AN1122.1 AO070331000114 FG06924.1 ANAO ((FG06924.1:100.0,((AO07033100:100.0,AN1122.1:100.0):47.5,70.m15112:100.0):100.0):100.0,
110 72.m19736 AN7335.1 AO070297000108 FG05515.1 AFAO yes yes ((FG05515.1:100.0,((AO07029700:100.0,72.m19736:100.0):97.0,AN7335.1:100.0):100.0):100.0,
111 58.m08876 AN2591.1 AO070245000015 FG04215.1 ((((58.m08876:100.0,AO07024500:100.0):100.0,FG04215.1:100.0):60.5,AN2591.1:100.0):100.0,
112 70.m15257 AN0653.1 AO070343000573 FG05533.1 AFAN yes yes ((FG05533.1:100.0,(AO07034300:100.0,(AN0653.1:100.0,70.m15257:100.0):99.0):100.0):100.0,
113 70.m15321 AN0732.1 AO070343000493 FG03725.1 AFAO ((FG03725.1:100.0,((70.m15321:100.0,AO07034300:100.0):58.5,AN0732.1:100.0):100.0):100.0,
114 70.m15660 AN0625.1 AO070280000077 FG06776.1 AFAO ((FG06776.1:100.0,((AO07028000:100.0,70.m15660:100.0):59.0,AN0625.1:100.0):100.0):100.0,
115 54.m06667 AN0407.1 AO070338000247 FG05376.1 AFAO yes yes ((FG05376.1:100.0,((AO07033800:100.0,54.m06667:100.0):95.0,AN0407.1:100.0):100.0):100.0,
116 54.m06668 AN0406.1 AO070338000246 FG05377.1 AFAO yes yes ((FG05377.1:100.0,((AO07033800:100.0,54.m06668:100.0):92.5,AN0406.1:100.0):100.0):100.0,
117 54.m06525 AN0256.1 AO070334000101 FG05380.1 AFAO ((FG05380.1:100.0,((AO07033400:100.0,54.m06525:100.0):44.0,AN0256.1:100.0):100.0):100.0,
118 72.m19330 AN6304.1 AO070308000059 FG05459.1 ANAO yes ((FG05459.1:100.0,(72.m19330:100.0,(AN6304.1:100.0,AO07030800:100.0):79.0):100.0):100.0,
119 72.m19325 AN6309.1 AO070308000064 FG05460.1 ANAO ((FG05460.1:100.0,((AO07030800:100.0,AN6309.1:100.0):67.0,72.m19325:100.0):100.0):100.0,
120 58.m07763 AN1688.1 AO070305000008 FG06649.1 ANAO ((FG06649.1:100.0,(58.m07763:100.0,(AN1688.1:100.0,AO07030500:100.0):61.0):100.0):100.0,
121 70.m15648 AN0634.1 AO070318000124 FG05510.1 AFAO yes ((FG05510.1:100.0,((AO07031800:100.0,70.m15648:100.0):86.3,AN0634.1:100.0):100.0):100.0,
122 72.m19047 AN6111.1 AO070340000094 FG05509.1 AFAO ((FG05509.1:100.0,((AO07034000:100.0,72.m19047:100.0):73.5,AN6111.1:100.0):100.0):100.0,
123 69.m15477 AN5455.1 AO070341000411 FG07262.1 AFAO yes yes ((FG07262.1:100.0,(AN5455.1:100.0,(69.m15477:100.0,AO07034100:100.0):100.0):100.0):100.0,
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124 72.m19789 AN7260.1 AO070297000018 FG05465.1 AFAO yes yes ((FG05465.1:100.0,((AO07029700:100.0,72.m19789:100.0):96.5,AN7260.1:100.0):100.0):100.0,
125 62.m03075 AN6487.1 AO070222000002 FG05471.1 ANAO ((FG05471.1:100.0,((AO07022200:100.0,AN6487.1:100.0):59.0,62.m03075:100.0):100.0):100.0,
126 71.m15938 AN2290.1 AO070295000069 FG07310.1 ANAO yes ((FG07310.1:100.0,(71.m15938:100.0,(AN2290.1:100.0,AO07029500:100.0):85.0):100.0):100.0,
127 72.m19057 AN6068.1 AO070340000109 FG05573.1 AFAO ((FG05573.1:100.0,((AO07034000:100.0,72.m19057:100.0):70.5,AN6068.1:100.0):100.0):100.0,
128 72.m20019 AN7291.1 AO070297000031 FG06745.1 AFAO yes ((FG06745.1:100.0,((AO07029700:100.0,72.m20019:100.0):85.0,AN7291.1:100.0):100.0):100.0,
129 72.m19046 AN6112.1 AO070340000093 FG06743.1 AFAO yes ((FG06743.1:100.0,((72.m19046:100.0,AO07034000:100.0):86.0,AN6112.1:100.0):100.0):100.0,
130 52.m03838 AN9339.1 AO070315000069 FG06733.1 AFAO yes yes ((FG06733.1:100.0,((AO07031500:100.0,52.m03838:100.0):98.0,AN9339.1:100.0):100.0):100.0,
131 58.m07643 AN2055.1 AO070292000025 FG06736.1 ANAO ((FG06736.1:100.0,(58.m07643:100.0,(AN2055.1:100.0,AO07029200:100.0):52.5):100.0):100.0,
132 58.m08938 AN1854.1 AO070292000029 FG06735.1 AFAN ((FG06735.1:100.0,((58.m08938:100.0,AN1854.1:100.0):44.5,AO07029200:100.0):100.0):100.0,
133 58.m07653 AN1859.1 AO070292000036 FG06737.1 ANAO ((FG06737.1:100.0,((AO07029200:100.0,AN1859.1:100.0):62.5,58.m07653:100.0):100.0):100.0,
134 58.m08924 AN1860.1 AO070292000037 FG06738.1 ANAO yes ((FG06738.1:100.0,(58.m08924:100.0,(AN1860.1:100.0,AO07029200:100.0):83.5):100.0):100.0,
135 72.m19056 AN6067.1 AO070340000108 FG05425.1 AFAN ((FG05425.1:100.0,(AO07034000:100.0,(AN6067.1:100.0,72.m19056:100.0):63.0):100.0):100.0,
136 72.m19507 AN6348.1 AO070275000017 FG05578.1 AFAO ((FG05578.1:100.0,((AO07027500:100.0,72.m19507:100.0):65.5,AN6348.1:100.0):100.0):100.0,
137 72.m19506 AN6349.1 AO070275000018 FG06925.1 AFAO yes yes ((FG06925.1:100.0,(AN6349.1:100.0,(72.m19506:100.0,AO07027500:100.0):100.0):100.0):100.0,
138 54.m06733 AN4088.1 AO070342000091 FG06917.1 ANAO yes ((FG06917.1:100.0,((AO07034200:100.0,AN4088.1:100.0):77.0,54.m06733:100.0):100.0):100.0,
139 70.m15600 AN0953.1 AO070320000154 FG05438.1 ANAO yes ((FG05438.1:100.0,(70.m15600:100.0,(AN0953.1:100.0,AO07032000:100.0):84.5):100.0):100.0,
140 54.m06770 AN4211.1 AO070231000013 FG07253.1 ANAO ((FG07253.1:100.0,((AO07023100:100.0,AN4211.1:100.0):55.5,54.m06770:100.0):100.0):100.0,
141 58.m07764 AN1689.1 AO070305000009 FG02273.1 AFAO yes ((FG02273.1:100.0,((AO07030500:100.0,58.m07764:100.0):88.8,AN1689.1:100.0):100.0):100.0,
142 54.m06996 AN4071.1 AO070342000060 FG07239.1 ANAO yes ((FG07239.1:100.0,((AO07034200:100.0,AN4071.1:100.0):75.8,54.m06996:100.0):100.0):100.0,
143 54.m06721 AN4080.1 AO070342000072 FG07241.1 ANAO ((FG07241.1:100.0,(54.m06721:100.0,(AN4080.1:100.0,AO07034200:100.0):64.0):100.0):100.0,
144 54.m06720 AN4077.1 AO070342000069 FG07243.1 AFAO ((FG07243.1:100.0,((AO07034200:100.0,54.m06720:100.0):56.5,AN4077.1:100.0):100.0):100.0,
145 69.m15743 AN5452.1 AO070239000031 FG07245.1 AFAO yes ((FG07245.1:100.0,((AO07023900:100.0,69.m15743:100.0):86.5,AN5452.1:100.0):100.0):100.0,
146 72.m19053 AN6064.1 AO070340000104 FG04677.1 AFAN ((FG04677.1:100.0,(AO07034000:100.0,(72.m19053:100.0,AN6064.1:100.0):51.8):99.0):100.0,
147 52.m03916 AN8333.1 AO070330000167 FG07988.1 ANAO ((((AN8333.1:100.0,AO07033000:100.0):39.0,52.m03916:100.0):69.0,FG07988.1:100.0):100.0,
148 71.m15964 AN8834.1 AO070271000043 FG05466.1 AFAO ((FG05466.1:100.0,((AO07027100:100.0,71.m15964:100.0):69.0,AN8834.1:100.0):100.0):100.0,
149 71.m15965 AN8835.1 AO070271000044 FG06958.1 AFAO yes yes ((FG06958.1:100.0,((AO07027100:100.0,71.m15965:100.0):94.0,AN8835.1:100.0):100.0):100.0,
150 71.m15967 AN8836.1 AO070271000042 FG06957.1 AFAO ((FG06957.1:100.0,((71.m15967:100.0,AO07027100:100.0):68.5,AN8836.1:100.0):100.0):100.0,
151 71.m15988 AN8853.1 AO070271000021 FG06927.1 AFAO yes ((FG06927.1:100.0,((AO07027100:100.0,71.m15988:100.0):81.5,AN8853.1:100.0):100.0):100.0,
152 71.m15917 AN2272.1 AO070295000048 FG06932.1 AFAO ((FG06932.1:100.0,((AO07029500:100.0,71.m15917:100.0):69.0,AN2272.1:100.0):100.0):100.0,
153 71.m15995 AN8857.1 AO070271000016 FG06935.1 AFAO yes yes ((FG06935.1:100.0,((AO07027100:100.0,71.m15995:100.0):92.3,AN8857.1:100.0):100.0):100.0,
154 62.m03146 AN6558.1 AO070270000062 FG06937.1 ANAO yes ((FG06937.1:100.0,((AO07027000:100.0,AN6558.1:100.0):80.5,62.m03146:100.0):100.0):100.0,
155 62.m03147 AN6560.1 AO070326000001 FG06938.1 ANAO ((FG06938.1:100.0,(62.m03147:100.0,(AN6560.1:100.0,AO07032600:100.0):63.0):100.0):100.0,
156 72.m19767 AN7299.1 AO070297000045 FG06955.1 ANAO yes yes ((FG06955.1:100.0,(72.m19767:100.0,(AN7299.1:100.0,AO07029700:100.0):95.5):100.0):100.0,
157 72.m19770 AN7296.1 AO070297000039 FG06953.1 AFAO yes yes ((FG06953.1:100.0,((AO07029700:100.0,72.m19770:100.0):96.5,AN7296.1:100.0):100.0):100.0,
158 71.m16018 AN6893.1 AO070314000027 FG05523.1 AFAO yes yes ((FG05523.1:100.0,((AO07031400:100.0,71.m16018:100.0):99.0,AN6893.1:100.0):100.0):100.0,
159 71.m15245 AN6895.1 AO070314000026 FG05522.1 AFAO yes ((FG05522.1:100.0,((AO07031400:100.0,71.m15245:100.0):79.0,AN6895.1:100.0):100.0):100.0,
160 72.m19799 AN7250.1 AO070297000005 FG04095.1 AFAO yes ((FG04095.1:100.0,((AO07029700:100.0,72.m19799:100.0):85.5,AN7250.1:100.0):100.0):100.0,
161 70.m15127 AN1105.1 AO070285000033 FG04115.1 AFAN yes ((FG04115.1:100.0,(AO07028500:100.0,(AN1105.1:100.0,70.m15127:100.0):76.0):100.0):100.0,
162 71.m15347 AN0071.1 AO070314000160 FG04110.1 AFAO yes ((FG04110.1:100.0,((AO07031400:100.0,71.m15347:100.0):88.5,AN0071.1:100.0):100.0):100.0,
163 71.m15247 AN6892.1 AO070314000029 FG04111.1 AFAO yes ((FG04111.1:100.0,((AO07031400:100.0,71.m15247:100.0):82.0,AN6892.1:100.0):100.0):100.0,
164 71.m16034 AN6898.1 AO070314000023 FG04112.1 AFAO yes yes ((FG04112.1:100.0,((AO07031400:100.0,71.m16034:100.0):95.5,AN6898.1:100.0):100.0):100.0,
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165 70.m15265 AN0662.1 AO070343000558 FG04114.1 AFAN yes ((FG04114.1:100.0,((70.m15265:100.0,AN0662.1:100.0):93.0,AO07034300:100.0):83.5):100.0,
166 71.m15359 AN0081.1 AO070311000136 FG04104.1 AFAN ((FG04104.1:100.0,(AO07031100:100.0,(AN0081.1:100.0,71.m15359:100.0):73.0):100.0):100.0,
167 71.m15360 AN0082.1 AO070311000135 FG04105.1 AFAO ((FG04105.1:100.0,((AO07031100:100.0,71.m15360:100.0):67.2,AN0082.1:100.0):100.0):100.0,
168 71.m16062 AN0083.1 AO070311000134 FG04108.1 ANAO yes yes ((FG04108.1:100.0,(71.m16062:100.0,(AN0083.1:100.0,AO07031100:100.0):90.0):100.0):100.0,
169 71.m15250 AN6889.1 AO070314000032 FG04109.1 AFAO yes yes ((FG04109.1:100.0,((AO07031400:100.0,71.m15250:100.0):91.0,AN6889.1:100.0):100.0):100.0,
170 70.m15129 AN1103.1 AO070285000035 FG04103.1 ANAO ((FG04103.1:100.0,((AO07028500:100.0,AN1103.1:100.0):52.0,70.m15129:100.0):100.0):100.0,
171 70.m15130 AN1102.1 AO070285000036 FG04102.1 AFAO yes yes ((FG04102.1:100.0,((AO07028500:100.0,70.m15130:100.0):93.5,AN1102.1:100.0):100.0):100.0,
172 71.m15936 AN2289.1 AO070295000068 FG06890.1 AFAO ((FG06890.1:100.0,((AO07029500:100.0,71.m15936:100.0):47.0,AN2289.1:100.0):100.0):100.0,
173 72.m19797 AN7252.1 AO070297000007 FG04101.1 AFAO ((FG04101.1:100.0,((72.m19797:100.0,AO07029700:100.0):53.5,AN7252.1:100.0):100.0):100.0,
174 72.m19727 AN7350.1 AO070278000050 FG02575.1 AFAO yes yes ((FG02575.1:100.0,(AN7350.1:100.0,(72.m19727:100.0,AO07027800:100.0):100.0):100.0):100.0,
175 72.m19729 AN7348.1 AO070278000051 FG02577.1 AFAO yes yes ((FG02577.1:100.0,((AO07027800:100.0,72.m19729:100.0):95.0,AN7348.1:100.0):100.0):100.0,
176 57.m05891 AN7451.1 AO070229000024 FG04117.1 ANAO yes yes ((FG04117.1:100.0,(57.m05891:100.0,(AN7451.1:100.0,AO07022900:100.0):96.0):100.0):100.0,
177 72.m19725 AN7354.1 AO070278000046 FG04137.1 AFAN ((FG04137.1:100.0,(AO07027800:100.0,(AN7354.1:100.0,72.m19725:100.0):65.0):100.0):100.0,
178 72.m19716 AN7360.1 AO070278000039 FG04121.1 AFAO yes ((FG04121.1:100.0,((AO07027800:100.0,72.m19716:100.0):79.5,AN7360.1:100.0):100.0):100.0,
179 72.m19712 AN2129.1 AO070278000034 FG02584.1 ANAO yes ((FG02584.1:100.0,((AO07027800:100.0,AN2129.1:100.0):81.0,72.m19712:100.0):100.0):100.0,
180 72.m19175 AN5959.1 AO070340000312 FG04139.1 AFAO ((FG04139.1:100.0,((AO07034000:100.0,72.m19175:100.0):42.0,AN5959.1:100.0):100.0):100.0,
181 72.m19195 AN5934.1 AO070340000336 FG04140.1 AFAO yes ((FG04140.1:100.0,((AO07034000:100.0,72.m19195:100.0):79.5,AN5934.1:100.0):100.0):100.0,
182 58.m07647 AN1855.1 AO070292000031 FG06730.1 AFAO yes yes ((FG06730.1:100.0,((AO07029200:100.0,58.m07647:100.0):99.0,AN1855.1:100.0):100.0):100.0,
183 69.m15493 AN5441.1 AO070333000104 FG06893.1 ANAO ((FG06893.1:100.0,(69.m15493:100.0,(AO07033300:100.0,AN5441.1:100.0):37.5):98.2):100.0,
184 69.m15491 AN5443.1 AO070333000106 FG06894.1 ANAO ((FG06894.1:100.0,(69.m15491:100.0,(AN5443.1:100.0,AO07033300:100.0):66.0):100.0):100.0,
185 69.m15492 AN5442.1 AO070333000105 FG06895.1 AFAO yes ((FG06895.1:100.0,((AO07033300:100.0,69.m15492:100.0):79.5,AN5442.1:100.0):100.0):100.0,
186 54.m06691 AN2740.1 AO070338000231 FG06914.1 AFAO yes ((FG06914.1:100.0,((AO07033800:100.0,54.m06691:100.0):88.0,AN2740.1:100.0):100.0):100.0,
187 72.m19501 AN6354.1 AO070275000057 FG06912.1 AFAO ((FG06912.1:100.0,((AO07027500:100.0,72.m19501:100.0):73.5,AN6354.1:100.0):100.0):100.0,
188 53.m03900 AN8044.1 AO070292000105 FG06911.1 ANAO yes ((FG06911.1:100.0,((AO07029200:100.0,AN8044.1:100.0):76.0,53.m03900:100.0):100.0):100.0,
189 57.m05576 AN4543.1 AO070321000163 FG05429.1 AFAO yes yes ((FG05429.1:100.0,((AO07032100:100.0,57.m05576:100.0):99.5,AN4543.1:100.0):100.0):100.0,
190 54.m06728 AN4087.1 AO070342000080 FG05433.1 AFAO yes ((FG05433.1:100.0,((AO07034200:100.0,54.m06728:100.0):88.0,AN4087.1:100.0):100.0):100.0,
191 70.m15807 AN0924.1 AO070320000103 FG05434.1 AFAO ((FG05434.1:100.0,((AO07032000:100.0,70.m15807:100.0):52.5,AN0924.1:100.0):100.0):100.0,
192 70.m15529 AN0922.1 AO070320000101 FG05436.1 ANAO ((FG05436.1:100.0,(70.m15529:100.0,(AN0922.1:100.0,AO07032000:100.0):55.0):100.0):100.0,
193 54.m06710 AN4066.1 AO070342000056 FG06926.1 AFAO yes ((FG06926.1:100.0,((AO07034200:100.0,54.m06710:100.0):86.5,AN4066.1:100.0):100.0):100.0,
194 70.m15604 AN0955.1 AO070320000157 FG06901.1 ANAO ((FG06901.1:100.0,(70.m15604:100.0,(AN0955.1:100.0,AO07032000:100.0):67.0):100.0):100.0,
195 70.m15586 AN0947.1 AO070320000146 FG06900.1 AFAO ((FG06900.1:100.0,((AO07032000:100.0,70.m15586:100.0):67.8,AN0947.1:100.0):100.0):100.0,
196 55.m03054 AN1536.1 AO070334000256 FG00515.1 ANAO ((FG00515.1:100.0,(55.m03054:100.0,(AN1536.1:100.0,AO07033400:100.0):70.5):100.0):100.0,
197 55.m03051 AN1533.1 AO070334000253 FG00372.1 AFAO ((FG00372.1:100.0,((55.m03051:100.0,AO07033400:100.0):54.0,AN1533.1:100.0):100.0):100.0,
198 55.m03052 AN1534.1 AO070334000254 FG00373.1 ANAO ((FG00373.1:100.0,(55.m03052:100.0,(AN1534.1:100.0,AO07033400:100.0):58.5):100.0):100.0,
199 57.m05805 AN2104.1 AO070341000262 FG00357.1 AFAO yes yes ((FG00357.1:100.0,((AO07034100:100.0,57.m05805:100.0):98.0,AN2104.1:100.0):100.0):100.0,
200 57.m05806 AN2105.1 AO070341000263 FG00358.1 AFAN yes ((((AN2105.1:100.0,57.m05806:100.0):80.3,AO07034100:100.0):97.2,FG00358.1:100.0):100.0,
201 72.m19610 AN7588.1 AO070343000302 FG00589.1 AFAN ((FG00589.1:100.0,(AO07034300:100.0,(AN7588.1:100.0,72.m19610:100.0):44.8):100.0):100.0,
202 72.m19572 AN7554.1 AO070277000055 FG00590.1 AFAO yes yes ((FG00590.1:100.0,((AO07027700:100.0,72.m19572:100.0):94.0,AN7554.1:100.0):100.0):100.0,
203 71.m15200 AN0681.1 AO070303000069 FG00454.1 ANAO yes yes ((FG00454.1:100.0,(71.m15200:100.0,(AN0681.1:100.0,AO07030300:100.0):95.5):100.0):100.0,
204 57.m05544 AN4633.1 AO070340000373 FG09220.1 ANAO yes ((((AN4633.1:100.0,AO07034000:100.0):82.3,57.m05544:100.0):99.0,FG09220.1:100.0):100.0,
205 57.m05543 AN4632.1 AO070340000375 FG09221.1 AFAO yes ((FG09221.1:100.0,((AO07034000:100.0,57.m05543:100.0):83.5,AN4632.1:100.0):100.0):100.0,
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206 71.m15702 AN8565.1 AO070311000007 FG00186.1 AFAO yes yes ((FG00186.1:100.0,((AO07031100:100.0,71.m15702:100.0):97.5,AN8565.1:100.0):100.0):100.0,
207 55.m02953 AN1451.1 AO070302000016 FG00185.1 AFAO yes yes ((FG00185.1:100.0,((AO07030200:100.0,55.m02953:100.0):99.0,AN1451.1:100.0):100.0):100.0,
208 71.m15779 AN7749.1 AO070325000178 FG00243.1 AFAO ((FG00243.1:100.0,((AO07032500:100.0,71.m15779:100.0):62.0,AN7749.1:100.0):100.0):100.0,
209 71.m15778 AN5236.1 AO070325000177 FG00257.1 AFAO yes yes ((FG00257.1:100.0,(AN5236.1:100.0,(71.m15778:100.0,AO07032500:100.0):100.0):100.0):100.0,
210 71.m15694 AN4706.1 AO070329000170 FG08719.1 AFAO yes yes ((FG08719.1:100.0,((AO07032900:100.0,71.m15694:100.0):96.0,AN4706.1:100.0):100.0):100.0,
211 59.m09188 AN4793.1 AO070329000053 FG08498.1 ANAO ((FG08498.1:100.0,(59.m09188:100.0,(AN4793.1:100.0,AO07032900:100.0):55.0):100.0):100.0,
212 59.m09211 AN4771.1 AO070329000081 FG00265.1 AFAO ((FG00265.1:100.0,((AO07032900:100.0,59.m09211:100.0):68.5,AN4771.1:100.0):100.0):100.0,
213 59.m09217 AN4768.1 AO070329000089 FG09414.1 AFAO yes yes ((FG09414.1:100.0,((AO07032900:100.0,59.m09217:100.0):99.5,AN4768.1:100.0):100.0):100.0,
214 57.m05983 AN4611.1 AO070267000026 FG00168.1 AFAO yes ((FG00168.1:100.0,((AO07026700:100.0,57.m05983:100.0):76.5,AN4611.1:100.0):100.0):100.0,
215 59.m09213 AN9486.1 AO070329000083 FG09444.1 AFAN yes ((FG09444.1:100.0,(AO07032900:100.0,(AN9486.1:100.0,59.m09213:100.0):78.5):100.0):100.0,
216 62.m03316 AN8769.1 AO070343000429 FG08537.1 AFAO ((FG08537.1:100.0,((AO07034300:100.0,62.m03316:100.0):57.7,AN8769.1:100.0):100.0):100.0,
217 54.m06799 AN4219.1 AO070315000080 FG08551.1 AFAO ((FG08551.1:100.0,((AO07031500:100.0,54.m06799:100.0):68.0,AN4219.1:100.0):100.0):100.0,
218 54.m06798 AN4220.1 AO070315000079 FG08550.1 AFAO ((FG08550.1:100.0,((AO07031500:100.0,54.m06798:100.0):68.5,AN4220.1:100.0):100.0):100.0,
219 70.m15462 AN0866.1 AO070320000017 FG08548.1 ANAO ((FG08548.1:100.0,(70.m15462:100.0,(AN0866.1:100.0,AO07032000:100.0):69.5):100.0):100.0,
220 62.m03486 AN8686.1 AO070315000105 FG08776.1 ANAO ((FG08776.1:100.0,((AO07031500:100.0,AN8686.1:100.0):68.5,62.m03486:100.0):100.0):100.0,
221 62.m03391 AN8680.1 AO070315000100 FG08777.1 ANAO ((((AN8680.1:100.0,AO07031500:100.0):71.7,62.m03391:100.0):99.7,FG08777.1:100.0):100.0,
222 66.m04527 AN9063.1 AO070332000210 FG08586.1 AFAN ((FG08586.1:100.0,(AO07033200:100.0,(AN9063.1:100.0,66.m04527:100.0):54.5):100.0):100.0,
223 70.m15459 AN0868.1 AO070320000019 FG08585.1 ANAO ((FG08585.1:100.0,(70.m15459:100.0,(AN0868.1:100.0,AO07032000:100.0):54.5):100.0):100.0,
224 72.m19024 AN6140.1 AO070340000062 FG08779.1 AFAO yes yes ((FG08779.1:100.0,((AO07034000:100.0,72.m19024:100.0):99.5,AN6140.1:100.0):100.0):100.0,
225 57.m05532 AN4615.1 AO070267000032 FG08692.1 AFAO yes ((FG08692.1:100.0,((AO07026700:100.0,57.m05532:100.0):85.0,AN4615.1:100.0):100.0):100.0,
226 70.m15539 AN0931.1 AO070320000122 FG08691.1 AFAO yes yes ((FG08691.1:100.0,((AO07032000:100.0,70.m15539:100.0):98.0,AN0931.1:100.0):100.0):100.0,
227 70.m15538 AN0930.1 AO070320000120 FG08690.1 AFAN ((FG08690.1:100.0,(AO07032000:100.0,(AN0930.1:100.0,70.m15538:100.0):74.0):100.0):100.0,
228 71.m15673 AN4690.1 AO070284000045 FG08688.1 AFAO yes yes ((FG08688.1:100.0,((AO07028400:100.0,71.m15673:100.0):97.5,AN4690.1:100.0):100.0):100.0,
229 59.m09200 AN4783.1 AO070329000067 FG00182.1 ANAO yes ((FG00182.1:100.0,((AO07032900:100.0,AN4783.1:100.0):84.5,59.m09200:100.0):100.0):100.0,
230 57.m05530 AN4613.1 AO070267000029 FG09447.1 AFAO yes yes ((FG09447.1:100.0,((AO07026700:100.0,57.m05530:100.0):98.0,AN4613.1:100.0):100.0):100.0,
231 59.m09201 AN4782.1 AO070329000068 FG00170.1 ANAO ((FG00170.1:100.0,(59.m09201:100.0,(AN4782.1:100.0,AO07032900:100.0):65.5):100.0):100.0,
232 59.m09209 AN4774.1 AO070329000078 FG09448.1 AFAO ((FG09448.1:100.0,((59.m09209:100.0,AO07032900:100.0):62.0,AN4774.1:100.0):100.0):100.0,
233 71.m16089 AN4714.1 AO070337000217 FG09413.1 AFAO yes ((FG09413.1:100.0,((AO07033700:100.0,71.m16089:100.0):86.0,AN4714.1:100.0):100.0):100.0,
234 71.m15715 AN4659.1 AO070316000143 FG09424.1 AFAO yes ((FG09424.1:100.0,((AO07031600:100.0,71.m15715:100.0):79.0,AN4659.1:100.0):100.0):100.0,
235 71.m15704 AN4716.1 AO070311000005 FG09425.1 ANAO ((FG09425.1:100.0,(71.m15704:100.0,(AN4716.1:100.0,AO07031100:100.0):56.8):100.0):100.0,
236 71.m15638 AN4728.1 AO070284000080 FG00261.1 AFAO yes ((FG00261.1:100.0,((AO07028400:100.0,71.m15638:100.0):84.0,AN4728.1:100.0):100.0):100.0,
237 57.m05546 AN4635.1 AO070248000030 FG06405.1 AFAO yes ((FG06405.1:100.0,((57.m05546:100.0,AO07024800:100.0):80.5,AN4635.1:100.0):100.0):100.0,
238 57.m05556 AN4561.1 AO070321000186 FG06406.1 AFAO yes ((FG06406.1:100.0,((AO07032100:100.0,57.m05556:100.0):88.0,AN4561.1:100.0):100.0):100.0,
239 59.m09469 AN4777.1 AO070329000074 FG06407.1 ANAO yes ((FG06407.1:100.0,(59.m09469:100.0,(AN4777.1:100.0,AO07032900:100.0):83.3):100.0):100.0,
240 70.m15445 AN0846.1 AO070216000005 FG06408.1 AFAN ((FG06408.1:100.0,(AO07021600:100.0,(AN0846.1:100.0,70.m15445:100.0):63.5):100.0):100.0,
241 57.m05552 AN4639.1 AO070321000194 FG08704.1 AFAO yes ((FG08704.1:100.0,((AO07032100:100.0,57.m05552:100.0):87.5,AN4639.1:100.0):100.0):100.0,
242 57.m05553 AN4564.1 AO070321000192 FG08703.1 AFAN ((FG08703.1:100.0,((57.m05553:100.0,AN4564.1:100.0):63.5,AO07032100:100.0):100.0):100.0,
243 62.m03217 AN6626.1 AO070315000108 FG05676.1 yes (((62.m03217:100.0,AN6626.1:100.0):100.0,(FG05676.1:100.0,AO07031500:100.0):78.0):100.0,
244 62.m03224 AN6628.1 AO070326000079 FG08784.1 AFAO ((FG08784.1:100.0,((AO07032600:100.0,62.m03224:100.0):73.0,AN6628.1:100.0):100.0):100.0,
245 67.m02932 AN3224.1 AO070330000074 FG08541.1 AFAO yes yes ((FG08541.1:100.0,((AO07033000:100.0,67.m02932:100.0):99.0,AN3224.1:100.0):100.0):100.0,
246 67.m02931 AN3223.1 AO070330000073 FG09456.1 AFAN ((FG09456.1:100.0,(AO07033000:100.0,(AN3223.1:100.0,67.m02931:100.0):55.5):100.0):100.0,
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247 69.m15470 AN5483.1 AO070341000402 FG08540.1 AFAO yes ((FG08540.1:100.0,((AO07034100:100.0,69.m15470:100.0):84.5,AN5483.1:100.0):100.0):100.0,
248 72.m19567 AN7550.1 AO070277000047 FG08539.1 AFAO yes ((FG08539.1:100.0,((AO07027700:100.0,72.m19567:100.0):89.0,AN7550.1:100.0):100.0):100.0,
249 62.m03225 AN6629.1 AO070326000081 FG08561.1 AFAN ((FG08561.1:100.0,(AO07032600:100.0,(62.m03225:100.0,AN6629.1:100.0):68.5):100.0):100.0,
250 62.m03226 AN6630.1 AO070326000082 FG08560.1 AFAO yes yes ((FG08560.1:100.0,((AO07032600:100.0,62.m03226:100.0):92.0,AN6630.1:100.0):100.0):100.0,
251 70.m15358 AN0756.1 AO070343000444 FG03904.1 AFAO yes yes ((FG03904.1:100.0,(AN0756.1:100.0,(70.m15358:100.0,AO07034300:100.0):100.0):100.0):100.0,
252 70.m15574 AN0942.1 AO070320000137 FG00655.1 AFAO ((FG00655.1:100.0,((AO07032000:100.0,70.m15574:100.0):38.5,AN0942.1:100.0):100.0):100.0,
253 70.m15575 AN0943.1 AO070320000138 FG00656.1 ANAO ((FG00656.1:100.0,(70.m15575:100.0,(AN0943.1:100.0,AO07032000:100.0):46.0):100.0):100.0,
254 66.m04582 AN9116.1 AO070332000151 FG00269.1 ANAO ((FG00269.1:100.0,(66.m04582:100.0,(AN9116.1:100.0,AO07033200:100.0):48.5):100.0):100.0,
255 57.m05968 AN3794.1 AO070337000233 FG00270.1 AFAO yes yes ((FG00270.1:100.0,(AN3794.1:100.0,(57.m05968:100.0,AO07033700:100.0):100.0):100.0):100.0,
256 57.m05696 AN3787.1 AO070337000242 FG00271.1 AFAO yes yes ((FG00271.1:100.0,((AO07033700:100.0,57.m05696:100.0):93.5,AN3787.1:100.0):100.0):100.0,
257 52.m04028 AN9401.1 AO070274000016 FG08521.1 AFAO yes yes ((FG08521.1:100.0,(AN9401.1:100.0,(52.m04028:100.0,AO07027400:100.0):100.0):100.0):100.0,
258 71.m15697 AN4709.1 AO070329000166 FG08522.1 ANAO ((FG08522.1:100.0,((AO07032900:100.0,AN4709.1:100.0):66.0,71.m15697:100.0):100.0):100.0,
259 71.m15699 AN4711.1 AO070329000164 FG11353.1 AFAO yes yes ((FG11353.1:100.0,((AO07032900:100.0,71.m15699:100.0):97.0,AN4711.1:100.0):100.0):100.0,
260 71.m15660 AN4672.1 AO070284000034 FG06411.1 AFAO ((FG06411.1:100.0,((AO07028400:100.0,71.m15660:100.0):66.2,AN4672.1:100.0):100.0):100.0,
261 71.m15695 AN4707.1 AO070329000169 FG00188.1 AFAN ((FG00188.1:100.0,(AO07032900:100.0,(AN4707.1:100.0,71.m15695:100.0):65.0):100.0):100.0,
262 52.m04029 AN9402.1 AO070274000015 FG00259.1 AFAO yes yes ((FG00259.1:100.0,((AO07027400:100.0,52.m04029:100.0):95.0,AN9402.1:100.0):100.0):100.0,
263 71.m15707 AN4719.1 AO070311000002 FG08572.1 AFAO yes ((FG08572.1:100.0,((AO07031100:100.0,71.m15707:100.0):78.5,AN4719.1:100.0):100.0):100.0,
264 71.m15667 AN4683.1 AO070284000018 FG00189.1 AFAO yes ((FG00189.1:100.0,((AO07028400:100.0,71.m15667:100.0):83.0,AN4683.1:100.0):100.0):100.0,
265 71.m15643 AN0239.1 AO070284000068 FG00191.1 AFAO yes yes ((FG00191.1:100.0,((AO07028400:100.0,71.m15643:100.0):94.5,AN0239.1:100.0):100.0):100.0,
266 71.m15644 AN0238.1 AO070284000067 FG00192.1 AFAO yes yes ((FG00192.1:100.0,((71.m15644:100.0,AO07028400:100.0):99.5,AN0238.1:100.0):100.0):100.0,
267 59.m08494 AN2496.1 AO070312000124 FG08819.1 ANAO ((FG08819.1:100.0,(59.m08494:100.0,(AN2496.1:100.0,AO07031200:100.0):53.0):100.0):100.0,
268 66.m04526 AN9062.1 AO070332000211 FG08841.1 AFAO yes ((FG08841.1:100.0,((AO07033200:100.0,66.m04526:100.0):88.0,AN9062.1:100.0):100.0):100.0,
269 62.m03234 AN6639.1 AO070326000091 FG08851.1 AFAO ((FG08851.1:100.0,((62.m03234:100.0,AO07032600:100.0):58.0,AN6639.1:100.0):100.0):100.0,
270 71.m15815 AN7784.1 AO070286000028 FG08728.1 AFAO yes yes ((FG08728.1:100.0,(AN7784.1:100.0,(71.m15815:100.0,AO07028600:100.0):100.0):100.0):100.0,
271 71.m15705 AN4717.1 AO070311000004 FG08729.1 AFAO yes ((FG08729.1:100.0,((AO07031100:100.0,71.m15705:100.0):83.5,AN4717.1:100.0):100.0):100.0,
272 57.m05554 AN4563.1 AO070321000191 FG08731.1 AFAN yes ((FG08731.1:100.0,(AO07032100:100.0,(AN4563.1:100.0,57.m05554:100.0):78.0):100.0):100.0,
273 62.m03474 AN8691.1 AO070315000112 FG08642.1 AFAO yes yes ((FG08642.1:100.0,((AO07031500:100.0,62.m03474:100.0):97.5,AN8691.1:100.0):100.0):100.0,
274 57.m05533 AN4616.1 AO070267000033 FG08644.1 AFAO yes yes ((FG08644.1:100.0,((AO07026700:100.0,57.m05533:100.0):91.0,AN4616.1:100.0):100.0):100.0,
275 57.m05535 AN4617.1 AO070267000034 FG08645.1 AFAN yes ((FG08645.1:100.0,(AO07026700:100.0,(AN4617.1:100.0,57.m05535:100.0):78.0):100.0):100.0,
276 70.m15371 AN0768.1 AO070316000076 FG02859.1 AFAO yes ((FG02859.1:100.0,((AO07031600:100.0,70.m15371:100.0):85.5,AN0768.1:100.0):100.0):100.0,
277 59.m09028 AN2985.1 AO070337000137 FG03726.1 ANAO yes ((FG03726.1:100.0,(59.m09028:100.0,(AN2985.1:100.0,AO07033700:100.0):77.5):100.0):100.0,
278 57.m05666 AN3817.1 AO070311000014 FG09197.1 ANAO yes yes ((FG09197.1:100.0,(57.m05666:100.0,(AN3817.1:100.0,AO07031100:100.0):93.5):100.0):100.0,
279 57.m05673 AN3809.1 AO070337000220 FG09196.1 AFAN ((FG09196.1:100.0,(AO07033700:100.0,(AN3809.1:100.0,57.m05673:100.0):51.0):100.0):100.0,
280 72.m19427 AN6226.1 AO070304000076 FG01713.1 AFAO ((FG01713.1:100.0,((AO07030400:100.0,72.m19427:100.0):63.5,AN6226.1:100.0):100.0):100.0,
281 53.m03953 AN6721.1 AO070335000072 FG05798.1 ((((AN6721.1:100.0,53.m03953:100.0):77.0,FG05798.1:100.0):72.3,AO07033500:100.0):100.0,
282 57.m05668 AN3814.1 AO070311000012 FG00777.1 AFAN yes yes ((FG00777.1:100.0,((57.m05668:100.0,AN3814.1:100.0):94.5,AO07031100:100.0):100.0):100.0,
283 66.m04585 AN9125.1 AO070332000149 FG00778.1 AFAO yes ((FG00778.1:100.0,((AO07033200:100.0,66.m04585:100.0):83.0,AN9125.1:100.0):100.0):100.0,
284 71.m15526 AN2327.1 AO070323000030 FG05028.1 AFAN ((FG05028.1:100.0,(AO07032300:100.0,(AN2327.1:100.0,71.m15526:100.0):39.0):100.0):100.0,
285 54.m06398 AN0356.1 AO070318000032 FG05024.1 AFAO yes yes ((FG05024.1:100.0,(AN0356.1:100.0,(54.m06398:100.0,AO07031800:100.0):100.0):100.0):100.0,
286 54.m06404 AN0351.1 AO070318000028 FG05023.1 AFAO ((FG05023.1:100.0,((AO07031800:100.0,54.m06404:100.0):58.5,AN0351.1:100.0):100.0):100.0,
287 54.m06403 AN0352.1 AO070318000029 FG09704.1 AFAO ((FG09704.1:100.0,((AO07031800:100.0,54.m06403:100.0):62.0,AN0352.1:100.0):100.0):100.0,
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288 53.m03834 AN8122.1 AO070322000030 FG09697.1 AFAO yes ((FG09697.1:100.0,((AO07032200:100.0,53.m03834:100.0):88.5,AN8122.1:100.0):100.0):100.0,
289 69.m15267 AN0581.1 AO070280000003 FG03080.1 AFAO yes yes ((FG03080.1:100.0,((AO07028000:100.0,69.m15267:100.0):95.0,AN0581.1:100.0):100.0):100.0,
290 55.m02939 AN1433.1 AO070232000013 FG03601.1 AFAO yes ((FG03601.1:100.0,((55.m02939:100.0,AO07023200:100.0):86.5,AN1433.1:100.0):100.0):100.0,
291 66.m04770 AN9090.1 AO070332000188 FG05737.1 AFAO yes ((FG05737.1:100.0,((AO07033200:100.0,66.m04770:100.0):82.0,AN9090.1:100.0):100.0):100.0,
292 69.m14823 AN5774.1 AO070249000018 FG05736.1 AFAO yes yes ((FG05736.1:100.0,((AO07024900:100.0,69.m14823:100.0):96.0,AN5774.1:100.0):100.0):100.0,
293 65.m07401 AN5675.1 AO070309000090 FG05735.1 AFAO yes yes ((FG05735.1:100.0,((AO07030900:100.0,65.m07401:100.0):94.5,AN5675.1:100.0):100.0):100.0,
294 69.m14806 AN5790.1 AO070249000036 FG05733.1 AFAO ((FG05733.1:100.0,((69.m14806:100.0,AO07024900:100.0):60.2,AN5790.1:100.0):100.0):100.0,
295 70.m15693 AN7060.1 AO070336000179 FG05628.1 ANAO yes yes ((FG05628.1:100.0,((AN7060.1:100.0,AO07033600:100.0):100.0,70.m15693:100.0):100.0):100.0,
296 69.m14807 AN5789.1 AO070249000035 FG05728.1 AFAO ((FG05728.1:100.0,((69.m14807:100.0,AO07024900:100.0):53.5,AN5789.1:100.0):100.0):100.0,
297 70.m15655 AN0628.1 AO070299000112 FG09696.1 AFAO (((AN0628.1:100.0,(70.m15655:100.0,AO07029900:100.0):70.0):99.0,FG09696.1:100.0):100.0,
298 54.m06372 AN0375.1 AO070228000007 FG05238.1 AFAO ((FG05238.1:100.0,((AO07022800:100.0,54.m06372:100.0):64.0,AN0375.1:100.0):100.0):100.0,
299 70.m15122 AN1111.1 AO070285000025 FG09695.1 AFAO yes yes ((FG09695.1:100.0,(AN1111.1:100.0,(70.m15122:100.0,AO07028500:100.0):100.0):100.0):100.0,
300 54.m06359 AN0385.1 AO070318000082 FG05696.1 AFAO yes yes ((FG05696.1:100.0,(AN0385.1:100.0,(54.m06359:100.0,AO07031800:100.0):100.0):100.0):100.0,
301 65.m07437 AN4262.1 AO070277000028 FG05697.1 AFAO yes yes ((FG05697.1:100.0,((AO07027700:100.0,65.m07437:100.0):99.0,AN4262.1:100.0):100.0):100.0,
302 54.m06388 AN0361.1 AO070318000041 FG05698.1 AFAO ((FG05698.1:100.0,((AO07031800:100.0,54.m06388:100.0):46.3,AN0361.1:100.0):100.0):100.0,
303 53.m03951 AN3378.1 AO070317000065 FG09214.1 yes yes (((AN3378.1:100.0,AO07031700:100.0):100.0,(FG09214.1:100.0,53.m03951:100.0):96.5):100.0,
304 52.m03906 AN9377.1 AO070315000006 FG04176.1 AFAO ((FG04176.1:100.0,((AO07031500:100.0,52.m03906:100.0):57.3,AN9377.1:100.0):100.0):100.0,
305 57.m05670 AN3812.1 AO070311000009 FG09363.1 AFAO ((FG09363.1:100.0,((AO07031100:100.0,57.m05670:100.0):50.0,AN3812.1:100.0):100.0):100.0,
306 54.m06701 AN0248.1 AO070338000241 FG09362.1 AFAO ((FG09362.1:100.0,((54.m06701:100.0,AO07033800:100.0):64.0,AN0248.1:100.0):100.0):100.0,
307 57.m05639 AN4492.1 AO070311000044 FG00781.1 AFAO yes ((FG00781.1:100.0,((AO07031100:100.0,57.m05639:100.0):83.5,AN4492.1:100.0):100.0):100.0,
308 57.m05638 AN4493.1 AO070343000131 FG00780.1 AFAN yes yes ((((57.m05638:100.0,AN4493.1:100.0):100.0,AO07034300:100.0):96.0,FG00780.1:100.0):100.0,
309 55.m03255 AN1483.1 AO070334000189 FG00622.1 AFAO yes yes ((FG00622.1:100.0,((AO07033400:100.0,55.m03255:100.0):98.5,AN1483.1:100.0):100.0):100.0,
310 69.m15514 AN3208.1 AO070333000140 FG06060.1 AFAO yes yes ((FG06060.1:100.0,(AN3208.1:100.0,(69.m15514:100.0,AO07033300:100.0):100.0):100.0):100.0,
311 57.m05669 AN3813.1 AO070311000011 FG00773.1 AFAO ((((57.m05669:100.0,AO07031100:100.0):41.0,AN3813.1:100.0):67.5,FG00773.1:100.0):100.0,
312 72.m19815 AN7231.1 AO070290000019 FG02204.1 AFAO yes ((FG02204.1:100.0,((AO07029000:100.0,72.m19815:100.0):89.0,AN7231.1:100.0):100.0):100.0,
313 63.m00625 AN3772.1 AO070330000061 FG09303.1 AFAO ((FG09303.1:100.0,((AO07033000:100.0,63.m00625:100.0):65.0,AN3772.1:100.0):100.0):100.0,
314 72.m19551 AN8099.1 AO070309000130 FG06612.1 AFAO yes yes ((FG06612.1:100.0,((AO07030900:100.0,72.m19551:100.0):96.5,AN8099.1:100.0):100.0):100.0,
315 56.m02448 AN9483.1 AO070313000069 FG11114.1 AFAO ((FG11114.1:100.0,((AO07031300:100.0,56.m02448:100.0):65.0,AN9483.1:100.0):100.0):100.0,
316 71.m15730 AN7705.1 AO070325000111 FG02812.1 AFAN ((FG02812.1:100.0,(AO07032500:100.0,(AN7705.1:100.0,71.m15730:100.0):36.5):100.0):100.0,
317 71.m15725 AN7704.1 AO070325000110 FG02811.1 AFAO yes yes ((FG02811.1:100.0,((AO07032500:100.0,71.m15725:100.0):99.0,AN7704.1:100.0):100.0):100.0,
318 71.m15684 AN4702.1 AO070329000178 FG02810.1 AFAO yes yes ((FG02810.1:100.0,((AO07032900:100.0,71.m15684:100.0):94.0,AN4702.1:100.0):100.0):100.0,
319 71.m15685 AN4701.1 AO070329000177 FG02809.1 AFAO ((FG02809.1:100.0,((71.m15685:100.0,AO07032900:100.0):73.0,AN4701.1:100.0):100.0):100.0,
320 56.m02500 AN4177.1 AO070319000001 FG02822.1 AFAO ((FG02822.1:100.0,((AO07031900:100.0,56.m02500:100.0):71.0,AN4177.1:100.0):100.0):100.0,
321 66.m04522 AN9072.1 AO070332000216 FG00808.1 AFAN ((FG00808.1:100.0,(AO07033200:100.0,(AN9072.1:100.0,66.m04522:100.0):72.3):100.0):100.0,
322 66.m04636 AN3368.1 AO070281000024 FG04679.1 AFAO ((FG04679.1:100.0,((AO07028100:100.0,66.m04636:100.0):74.0,AN3368.1:100.0):100.0):100.0,
323 66.m04521 AN9064.1 AO070332000217 FG04922.1 AFAO ((FG04922.1:100.0,((AO07033200:100.0,66.m04521:100.0):38.5,AN9064.1:100.0):100.0):100.0,
324 58.m07816 AN3840.1 AO070305000075 FG00684.1 AFAO yes yes ((FG00684.1:100.0,((AO07030500:100.0,58.m07816:100.0):93.0,AN3840.1:100.0):100.0):100.0,
325 58.m07819 AN3843.1 AO070305000078 FG00686.1 AFAO yes yes ((FG00686.1:100.0,((AO07030500:100.0,58.m07819:100.0):99.0,AN3843.1:100.0):100.0):100.0,
326 58.m07817 AN3841.1 AO070305000076 FG00688.1 AFAO yes ((FG00688.1:100.0,((AO07030500:100.0,58.m07817:100.0):78.0,AN3841.1:100.0):100.0):100.0,
327 54.m06619 AN0430.1 AO070338000280 FG00716.1 AFAO yes ((FG00716.1:100.0,((AO07033800:100.0,54.m06619:100.0):76.5,AN0430.1:100.0):100.0):100.0,
328 54.m06621 AN0436.1 AO070338000281 FG00715.1 ANAO ((FG00715.1:100.0,(54.m06621:100.0,(AN0436.1:100.0,AO07033800:100.0):57.5):100.0):100.0,
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329 54.m06658 AN0416.1 AO070338000264 FG00714.1 AFAN ((FG00714.1:100.0,(AO07033800:100.0,(AN0416.1:100.0,54.m06658:100.0):49.0):100.0):100.0,
330 58.m07406 AN3619.1 AO070342000161 FG00711.1 AFAO ((FG00711.1:100.0,((AO07034200:100.0,58.m07406:100.0):59.0,AN3619.1:100.0):100.0):100.0,
331 58.m07405 AN3607.1 AO070342000160 FG00710.1 AFAO yes yes ((FG00710.1:100.0,(AN3607.1:100.0,(58.m07405:100.0,AO07034200:100.0):100.0):100.0):100.0,
332 66.m04520 AN9066.1 AO070332000218 FG00706.1 AFAO ((FG00706.1:100.0,((AO07033200:100.0,66.m04520:100.0):61.5,AN9066.1:100.0):100.0):100.0,
333 70.m15428 AN0827.1 AO070255000018 FG00700.1 AFAO yes ((FG00700.1:100.0,((AO07025500:100.0,70.m15428:100.0):75.0,AN0827.1:100.0):100.0):100.0,
334 57.m05560 AN4550.1 AO070321000181 FG04554.1 AFAO yes ((FG04554.1:100.0,((AO07032100:100.0,57.m05560:100.0):79.0,AN4550.1:100.0):100.0):100.0,
335 66.m04524 AN9070.1 AO070332000215 FG00698.1 AFAO ((FG00698.1:100.0,((AO07033200:100.0,66.m04524:100.0):46.0,AN9070.1:100.0):100.0):100.0,
336 70.m15576 AN0944.1 AO070320000139 FG00877.1 AFAO ((FG00877.1:100.0,((AO07032000:100.0,70.m15576:100.0):50.0,AN0944.1:100.0):100.0):100.0,
337 66.m04778 AN3362.1 AO070281000034 FG00690.1 AFAO ((FG00690.1:100.0,((AO07028100:100.0,66.m04778:100.0):73.5,AN3362.1:100.0):100.0):100.0,
338 57.m05972 AN3802.1 AO070337000226 FG00691.1 AFAO ((FG00691.1:100.0,((AO07033700:100.0,57.m05972:100.0):52.5,AN3802.1:100.0):100.0):100.0,
339 57.m05973 AN3803.1 AO070337000224 FG00693.1 AFAO ((FG00693.1:100.0,((AO07033700:100.0,57.m05973:100.0):71.5,AN3803.1:100.0):100.0):100.0,
340 58.m07802 AN3826.1 AO070305000062 FG00694.1 AFAO ((FG00694.1:100.0,((AO07030500:100.0,58.m07802:100.0):58.0,AN3826.1:100.0):100.0):100.0,
341 58.m07803 AN3827.1 AO070305000064 FG00695.1 AFAO yes yes ((FG00695.1:100.0,(AN3827.1:100.0,(58.m07803:100.0,AO07030500:100.0):100.0):100.0):100.0,
342 66.m04629 AN3363.1 AO070281000032 FG00697.1 AFAO ((FG00697.1:100.0,((AO07028100:100.0,66.m04629:100.0):69.5,AN3363.1:100.0):100.0):100.0,
343 54.m06617 AN0428.1 AO070338000279 FG00875.1 AFAO yes yes ((FG00875.1:100.0,(AN0428.1:100.0,(54.m06617:100.0,AO07033800:100.0):100.0):100.0):100.0,
344 58.m07805 AN3829.1 AO070305000066 FG06752.1 AFAO yes yes ((FG06752.1:100.0,((AO07030500:100.0,58.m07805:100.0):93.0,AN3829.1:100.0):100.0):100.0,
345 58.m07407 AN3620.1 AO070342000132 FG00281.1 AFAO yes yes ((FG00281.1:100.0,((AO07034200:100.0,58.m07407:100.0):94.0,AN3620.1:100.0):100.0):100.0,
346 72.m19997 AN7564.1 AO070343000407 FG05623.1 AFAO ((FG05623.1:100.0,((AO07034300:100.0,72.m19997:100.0):57.5,AN7564.1:100.0):100.0):100.0,
347 59.m09040 AN2967.1 AO070337000149 FG06863.1 AFAO yes yes ((FG06863.1:100.0,((AO07033700:100.0,59.m09040:100.0):95.5,AN2967.1:100.0):100.0):100.0,
348 59.m09041 AN2968.1 AO070337000151 FG00496.1 AFAO ((FG00496.1:100.0,((AO07033700:100.0,59.m09041:100.0):54.8,AN2968.1:100.0):100.0):100.0,
349 54.m06491 AN0293.1 AO070334000049 FG00587.1 AFAN ((FG00587.1:100.0,(AO07033400:100.0,(AN0293.1:100.0,54.m06491:100.0):66.5):100.0):100.0,
350 69.m15773 AN5400.1 AO070333000134 FG03163.1 ANAO ((FG03163.1:100.0,(69.m15773:100.0,(AN5400.1:100.0,AO07033300:100.0):45.0):100.0):100.0,
351 55.m02948 AN1445.1 AO070302000002 FG01355.1 AFAO ((FG01355.1:100.0,((AO07030200:100.0,55.m02948:100.0):48.8,AN1445.1:100.0):100.0):100.0,
352 55.m02969 AN1467.1 AO070306000090 FG05611.1 AFAO ((FG05611.1:100.0,((AO07030600:100.0,55.m02969:100.0):73.5,AN1467.1:100.0):100.0):100.0,
353 71.m15534 AN2332.1 AO070323000014 FG05610.1 AFAO yes ((FG05610.1:100.0,((AO07032300:100.0,71.m15534:100.0):78.0,AN2332.1:100.0):100.0):100.0,
354 55.m03268 AN1524.1 AO070334000242 FG00417.1 AFAO ((FG00417.1:100.0,((AO07033400:100.0,55.m03268:100.0):65.3,AN1524.1:100.0):100.0):100.0,
355 55.m03280 AN1525.1 AO070334000243 FG05600.1 AFAO ((FG05600.1:100.0,((AO07033400:100.0,55.m03280:100.0):58.0,AN1525.1:100.0):100.0):100.0,
356 55.m03269 AN1526.1 AO070334000244 FG05601.1 AFAO ((FG05601.1:100.0,((AO07033400:100.0,55.m03269:100.0):73.3,AN1526.1:100.0):100.0):100.0,
357 55.m02947 AN1444.1 AO070302000001 FG00393.1 AFAO yes ((FG00393.1:100.0,((AO07030200:100.0,55.m02947:100.0):84.0,AN1444.1:100.0):100.0):100.0,
358 72.m19143 AN5997.1 AO070340000279 FG00395.1 AFAO ((((72.m19143:100.0,AO07034000:100.0):71.5,AN5997.1:100.0):98.5,FG00395.1:100.0):100.0,
359 54.m06847 AN5727.1 AO070324000124 FG11048.1 ANAO yes yes ((FG11048.1:100.0,(54.m06847:100.0,(AN5727.1:100.0,AO07032400:100.0):99.0):100.0):100.0,
360 59.m09068 AN2927.1 AO070337000182 FG01137.1 ANAO yes ((FG01137.1:100.0,((AO07033700:100.0,AN2927.1:100.0):75.5,59.m09068:100.0):100.0):100.0,
361 72.m19144 AN5996.1 AO070340000281 FG05605.1 ANAO ((((AN5996.1:100.0,AO07034000:100.0):51.0,72.m19144:100.0):93.5,FG05605.1:100.0):100.0,
362 59.m09069 AN2926.1 AO070337000185 FG01135.1 ANAO yes ((FG01135.1:100.0,(59.m09069:100.0,(AN2926.1:100.0,AO07033700:100.0):85.0):100.0):100.0,
363 72.m19542 AN2395.1 AO070298000064 FG03320.1 AFAO yes yes ((FG03320.1:100.0,((AO07029800:100.0,72.m19542:100.0):96.5,AN2395.1:100.0):100.0):100.0,
364 69.m14862 AN5734.1 AO070341000025 FG06235.1 AFAO ((FG06235.1:100.0,((AO07034100:100.0,69.m14862:100.0):52.3,AN5734.1:100.0):100.0):100.0,
365 58.m07955 AN4377.1 AO070261000012 FG07387.1 AFAO yes yes ((FG07387.1:100.0,((AO07026100:100.0,58.m07955:100.0):95.0,AN4377.1:100.0):100.0):100.0,
366 58.m07954 AN4375.1 AO070261000014 FG07446.1 AFAO yes yes ((FG07446.1:100.0,(AN4375.1:100.0,(58.m07954:100.0,AO07026100:100.0):100.0):100.0):100.0,
367 66.m04708 AN6743.1 AO070313000143 FG04970.1 ANAO ((((AO07031300:100.0,AN6743.1:100.0):44.0,66.m04708:100.0):51.5,FG04970.1:100.0):100.0,
368 70.m15268 AN0665.1 AO070343000555 FG10180.1 AFAO yes yes ((FG10180.1:100.0,((AO07034300:100.0,70.m15268:100.0):97.0,AN0665.1:100.0):100.0):100.0,
369 59.m08502 AN3188.1 AO070312000135 FG10007.1 ANAO yes ((FG10007.1:100.0,(59.m08502:100.0,(AN3188.1:100.0,AO07031200:100.0):80.3):100.0):100.0,
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370 57.m05893 AN7450.1 AO070229000023 FG10217.1 AFAO ((FG10217.1:100.0,((AO07022900:100.0,57.m05893:100.0):72.0,AN7450.1:100.0):100.0):100.0,
371 72.m19002 AN6171.1 AO070340000034 FG10219.1 AFAN ((FG10219.1:100.0,(AO07034000:100.0,(AN6171.1:100.0,72.m19002:100.0):57.5):100.0):100.0,
372 70.m14821 AN1403.1 AO070233000018 FG10080.1 ANAO ((FG10080.1:100.0,(70.m14821:100.0,(AN1403.1:100.0,AO07023300:100.0):48.0):100.0):100.0,
373 70.m14882 AN1350.1 AO070237000010 FG10072.1 AFAO yes yes ((FG10072.1:100.0,((AO07023700:100.0,70.m14882:100.0):98.5,AN1350.1:100.0):100.0):100.0,
374 70.m14876 AN1354.1 AO070237000006 FG10076.1 ANAO yes ((FG10076.1:100.0,(70.m14876:100.0,(AN1354.1:100.0,AO07023700:100.0):86.5):100.0):100.0,
375 70.m14885 AN1348.1 AO070247000017 FG10077.1 ANAO ((FG10077.1:100.0,(70.m14885:100.0,(AN1348.1:100.0,AO07024700:100.0):74.0):100.0):100.0,
376 58.m07346 AN1950.1 AO070342000218 FG10167.1 AFAO yes yes ((FG10167.1:100.0,((AO07034200:100.0,58.m07346:100.0):97.5,AN1950.1:100.0):100.0):100.0,
377 57.m05343 AN8361.1 AO070286000054 FG02643.1 AFAO ((FG02643.1:100.0,((AO07028600:100.0,57.m05343:100.0):74.0,AN8361.1:100.0):100.0):100.0,
378 71.m15773 AN7745.1 AO070325000172 FG02090.1 AFAO yes yes ((FG02090.1:100.0,((71.m15773:100.0,AO07032500:100.0):93.0,AN7745.1:100.0):100.0):100.0,
379 57.m05816 AN2110.1 AO070341000275 FG02691.1 AFAO ((FG02691.1:100.0,((AO07034100:100.0,57.m05816:100.0):50.0,AN2110.1:100.0):100.0):100.0,
380 58.m07633 AN2045.1 AO070292000012 FG01892.1 AFAN ((FG01892.1:100.0,(AO07029200:100.0,(AN2045.1:100.0,58.m07633:100.0):36.8):100.0):100.0,
381 70.m15760 AN1181.1 AO070331000179 FG00620.1 AFAO ((FG00620.1:100.0,((AO07033100:100.0,70.m15760:100.0):53.0,AN1181.1:100.0):100.0):100.0,
382 65.m07153 AN1808.1 AO070319000057 FG04716.1 AFAN yes yes ((FG04716.1:100.0,((AN1808.1:100.0,65.m07153:100.0):100.0,AO07031900:100.0):100.0):100.0,
383 71.m15854 AN2211.1 AO070294000011 FG02126.1 AFAN ((FG02126.1:100.0,((71.m15854:100.0,AN2211.1:100.0):72.5,AO07029400:100.0):100.0):100.0,
384 71.m15962 AN8831.1 AO070271000048 FG02092.1 AFAO ((FG02092.1:100.0,((AO07027100:100.0,71.m15962:100.0):64.0,AN8831.1:100.0):100.0):100.0,
385 71.m15963 AN8832.1 AO070271000047 FG02093.1 AFAO yes ((FG02093.1:100.0,((71.m15963:100.0,AO07027100:100.0):87.0,AN8832.1:100.0):100.0):100.0,
386 57.m05430 AN7663.1 AO070268000034 FG02407.1 AFAO yes yes ((((AO07026800:100.0,57.m05430:100.0):100.0,AN7663.1:100.0):99.5,FG02407.1:100.0):100.0,
387 53.m03738 AN8231.1 AO070310000077 FG09035.1 ANAO ((FG09035.1:100.0,(53.m03738:100.0,(AN8231.1:100.0,AO07031000:100.0):67.5):100.0):100.0,
388 69.m15711 AN4099.1 AO070343000059 FG09059.1 AFAO ((FG09059.1:100.0,((AO07034300:100.0,69.m15711:100.0):42.0,AN4099.1:100.0):100.0):100.0,
389 72.m19605 AN3888.1 AO070343000294 FG08575.1 AFAO yes yes ((FG08575.1:100.0,((AO07034300:100.0,72.m19605:100.0):99.0,AN3888.1:100.0):100.0):100.0,
390 71.m15603 AN8796.1 AO070276000064 FG05865.1 AFAN ((FG05865.1:100.0,((71.m15603:100.0,AN8796.1:100.0):60.5,AO07027600:100.0):100.0):100.0,
391 53.m03745 AN8228.1 AO070310000083 FG05864.1 AFAO yes yes ((FG05864.1:100.0,((AO07031000:100.0,53.m03745:100.0):97.5,AN8228.1:100.0):100.0):100.0,
392 71.m15151 AN3305.1 AO070329000026 FG07570.1 AFAO ((FG07570.1:100.0,((AO07032900:100.0,71.m15151:100.0):62.8,AN3305.1:100.0):100.0):100.0,
393 54.m07046 AN4105.1 AO070342000105 FG06995.1 AFAO yes yes ((FG06995.1:100.0,(AN4105.1:100.0,(54.m07046:100.0,AO07034200:100.0):100.0):100.0):100.0,
394 52.m03910 AN8404.1 AO070276000017 FG02975.1 AFAO ((((AO07027600:100.0,52.m03910:100.0):43.0,AN8404.1:100.0):47.5,FG02975.1:100.0):100.0,
395 71.m16076 AN8806.1 AO070276000052 FG05955.1 AFAO yes ((FG05955.1:100.0,((71.m16076:100.0,AO07027600:100.0):85.0,AN8806.1:100.0):100.0):100.0,
396 71.m15612 AN8805.1 AO070276000053 FG05948.1 AFAO yes yes ((FG05948.1:100.0,(AN8805.1:100.0,(71.m15612:100.0,AO07027600:100.0):100.0):100.0):100.0,
397 52.m03887 AN3083.1 AO070339000016 FG07661.1 AFAN ((FG07661.1:100.0,(AO07033900:100.0,(AN3083.1:100.0,52.m03887:100.0):42.0):100.0):100.0,
398 58.m07369 AN4148.1 AO070342000182 FG01484.1 AFAO ((FG01484.1:100.0,((AO07034200:100.0,58.m07369:100.0):58.0,AN4148.1:100.0):100.0):100.0,
399 55.m03233 AN2037.1 AO070281000048 FG02886.1 AFAO (((AN2037.1:100.0,(55.m03233:100.0,AO07028100:100.0):97.0):68.0,FG02886.1:100.0):100.0,
400 54.m06354 AN8060.1 AO070323000153 FG08346.1 AFAO yes yes ((FG08346.1:100.0,((AO07032300:100.0,54.m06354:100.0):99.0,AN8060.1:100.0):100.0):100.0,
401 71.m15902 AN2261.1 AO070326000103 FG09004.1 AFAO yes yes ((FG09004.1:100.0,((AO07032600:100.0,71.m15902:100.0):96.5,AN2261.1:100.0):100.0):100.0,
402 72.m20004 AN2140.1 AO070343000185 FG07412.1 ANAO ((FG07412.1:100.0,(72.m20004:100.0,(AN2140.1:100.0,AO07034300:100.0):48.8):100.0):100.0,
403 71.m15392 AN8145.1 AO070311000100 FG03521.1 (((FG03521.1:100.0,AN8145.1:100.0):100.0,(AO07031100:100.0,71.m15392:100.0):69.5):100.0,
404 59.m08509 AN3150.1 AO070191000004 FG09991.1 AFAO ((FG09991.1:100.0,((AO07019100:100.0,59.m08509:100.0):61.5,AN3150.1:100.0):100.0):100.0,
405 57.m05423 AN7659.1 AO070268000028 FG10087.1 AFAO ((FG10087.1:100.0,((57.m05423:100.0,AO07026800:100.0):58.0,AN7659.1:100.0):100.0):100.0,
406 57.m05422 AN7658.1 AO070268000027 FG10361.1 AFAO ((FG10361.1:100.0,((AO07026800:100.0,57.m05422:100.0):49.0,AN7658.1:100.0):100.0):100.0,
407 57.m05419 AN7657.1 AO070268000020 FG09980.1 AFAO yes yes ((FG09980.1:100.0,((AO07026800:100.0,57.m05419:100.0):97.5,AN7657.1:100.0):100.0):100.0,
408 54.m06919 AN5102.1 AO070291000077 FG10040.1 AFAO yes ((FG10040.1:100.0,((54.m06919:100.0,AO07029100:100.0):75.5,AN5102.1:100.0):100.0):100.0,
409 54.m06960 AN5100.1 AO070291000079 FG10041.1 ANAO ((FG10041.1:100.0,((AO07029100:100.0,AN5100.1:100.0):51.0,54.m06960:100.0):98.5):100.0,
410 59.m08890 AN4987.1 AO070288000055 FG09908.1 AFAO yes yes ((FG09908.1:100.0,((AO07028800:100.0,59.m08890:100.0):92.0,AN4987.1:100.0):100.0):100.0,
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411 54.m06806 AN4244.1 AO070324000168 FG09907.1 ANAO yes yes ((FG09907.1:100.0,((AO07032400:100.0,AN4244.1:100.0):95.5,54.m06806:100.0):100.0):100.0,
412 71.m15616 AN8810.1 AO070276000047 FG06805.1 AFAO yes ((FG06805.1:100.0,((AO07027600:100.0,71.m15616:100.0):85.3,AN8810.1:100.0):100.0):100.0,
413 53.m03853 AN7994.1 AO070322000052 FG06777.1 AFAO yes ((FG06777.1:100.0,((AO07032200:100.0,53.m03853:100.0):88.0,AN7994.1:100.0):100.0):100.0,
414 53.m03854 AN7993.1 AO070322000053 FG06778.1 AFAO yes yes ((FG06778.1:100.0,((AO07032200:100.0,53.m03854:100.0):99.5,AN7993.1:100.0):100.0):100.0,
415 53.m03861 AN8013.1 AO070322000061 FG06781.1 ANAO ((FG06781.1:100.0,(53.m03861:100.0,(AN8013.1:100.0,AO07032200:100.0):46.5):100.0):100.0,
416 53.m03860 AN8012.1 AO070322000060 FG06784.1 ANAO yes ((FG06784.1:100.0,(53.m03860:100.0,(AN8012.1:100.0,AO07032200:100.0):79.0):100.0):100.0,
417 53.m03880 AN8032.1 AO070322000129 FG06786.1 AFAN ((FG06786.1:100.0,(AO07032200:100.0,(AN8032.1:100.0,53.m03880:100.0):59.0):100.0):100.0,
418 62.m03096 AN6510.1 AO070270000003 FG07331.1 AFAO yes yes ((FG07331.1:100.0,((AO07027000:100.0,62.m03096:100.0):97.0,AN6510.1:100.0):100.0):100.0,
419 71.m16116 AN2267.1 AO070295000039 FG07332.1 AFAO yes yes ((FG07332.1:100.0,((AO07029500:100.0,71.m16116:100.0):99.5,AN2267.1:100.0):100.0):100.0,
420 71.m15878 AN2244.1 AO070326000129 FG05139.1 ANAO ((FG05139.1:100.0,(71.m15878:100.0,(AN2244.1:100.0,AO07032600:100.0):66.0):100.0):100.0,
421 71.m15879 AN2245.1 AO070326000128 FG05138.1 AFAN yes yes ((FG05138.1:100.0,(AO07032600:100.0,(AN2245.1:100.0,71.m15879:100.0):95.5):100.0):100.0,
422 71.m15881 AN2247.1 AO070326000126 FG05136.1 AFAO yes yes ((FG05136.1:100.0,((AO07032600:100.0,71.m15881:100.0):94.5,AN2247.1:100.0):100.0):100.0,
423 71.m15880 AN2246.1 AO070326000127 FG05135.1 AFAO yes yes ((FG05135.1:100.0,((AO07032600:100.0,71.m15880:100.0):99.0,AN2246.1:100.0):100.0):100.0,
424 71.m16095 AN0226.1 AO070284000066 FG05134.1 AFAO ((FG05134.1:100.0,((AO07028400:100.0,71.m16095:100.0):58.5,AN0226.1:100.0):100.0):100.0,
425 62.m03102 AN6515.1 AO070270000010 FG07320.1 AFAO yes yes ((FG07320.1:100.0,((AO07027000:100.0,62.m03102:100.0):97.0,AN6515.1:100.0):100.0):100.0,
426 72.m19745 AN7325.1 AO070297000077 FG07175.1 AFAO ((FG07175.1:100.0,((AO07029700:100.0,72.m19745:100.0):59.5,AN7325.1:100.0):100.0):100.0,
427 58.m07953 AN4376.1 AO070261000018 FG07174.1 ANAO ((FG07174.1:100.0,((AO07026100:100.0,AN4376.1:100.0):51.0,58.m07953:100.0):100.0):100.0,
428 70.m15083 AN1158.1 AO070331000148 FG07009.1 AFAO ((FG07009.1:100.0,((AO07033100:100.0,70.m15083:100.0):61.5,AN1158.1:100.0):100.0):100.0,
429 58.m07853 AN4467.1 AO070305000123 FG07439.1 AFAO yes yes ((FG07439.1:100.0,((AO07030500:100.0,58.m07853:100.0):93.0,AN4467.1:100.0):100.0):100.0,
430 65.m07411 AN5685.1 AO070309000100 FG07442.1 ANAO ((FG07442.1:100.0,((AO07030900:100.0,AN5685.1:100.0):50.8,65.m07411:100.0):100.0):100.0,
431 65.m07412 AN5686.1 AO070309000101 FG07443.1 AFAO ((FG07443.1:100.0,((AO07030900:100.0,65.m07412:100.0):71.3,AN5686.1:100.0):100.0):100.0,
432 65.m07413 AN5687.1 AO070309000102 FG07444.1 AFAO ((FG07444.1:100.0,((AO07030900:100.0,65.m07413:100.0):62.5,AN5687.1:100.0):100.0):100.0,
433 62.m03123 AN6550.1 AO070270000035 FG05195.1 AFAO ((FG05195.1:100.0,((AO07027000:100.0,62.m03123:100.0):71.5,AN6550.1:100.0):100.0):100.0,
434 71.m15754 AN7732.1 AO070325000143 FG02049.1 AFAN ((FG02049.1:100.0,(AO07032500:100.0,(AN7732.1:100.0,71.m15754:100.0):74.5):100.0):100.0,
435 54.m06773 AN4216.1 AO070231000008 FG02096.1 AFAO yes yes ((FG02096.1:100.0,((AO07023100:100.0,54.m06773:100.0):99.0,AN4216.1:100.0):100.0):100.0,
436 54.m06772 AN4215.1 AO070231000009 FG02097.1 ANAO ((FG02097.1:100.0,((AO07023100:100.0,AN4215.1:100.0):51.8,54.m06772:100.0):99.7):100.0,
437 54.m06762 AN4202.1 AO070231000022 FG02099.1 AFAN ((FG02099.1:100.0,(AO07023100:100.0,(AN4202.1:100.0,54.m06762:100.0):65.5):100.0):100.0,
438 71.m15944 AN2295.1 AO070295000075 FG02030.1 ANAO ((FG02030.1:100.0,((AO07029500:100.0,AN2295.1:100.0):62.5,71.m15944:100.0):100.0):100.0,
439 71.m15943 AN2294.1 AO070295000074 FG02040.1 AFAN yes ((FG02040.1:100.0,(AO07029500:100.0,(AN2294.1:100.0,71.m15943:100.0):82.5):100.0):100.0,
440 72.m19092 AN6095.1 AO070340000163 FG05882.1 AFAO yes yes ((FG05882.1:100.0,((AO07034000:100.0,72.m19092:100.0):95.0,AN6095.1:100.0):100.0):100.0,
441 53.m03863 AN8016.1 AO070322000065 FG05858.1 AFAO yes yes ((FG05858.1:100.0,(AN8016.1:100.0,(53.m03863:100.0,AO07032200:100.0):100.0):100.0):100.0,
442 53.m04142 AN8015.1 AO070322000064 FG05857.1 AFAN ((FG05857.1:100.0,(AO07032200:100.0,(AN8015.1:100.0,53.m04142:100.0):49.0):100.0):100.0,
443 53.m03763 AN8211.1 AO070310000102 FG05855.1 AFAO yes yes ((FG05855.1:100.0,(AN8211.1:100.0,(53.m03763:100.0,AO07031000:100.0):100.0):100.0):100.0,
444 71.m15604 AN8797.1 AO070276000063 FG05861.1 AFAO ((FG05861.1:100.0,((71.m15604:100.0,AO07027600:100.0):52.3,AN8797.1:100.0):100.0):100.0,
445 65.m07308 AN8785.1 AO070289000010 FG07131.1 AFAO yes yes ((FG07131.1:100.0,((AO07028900:100.0,65.m07308:100.0):97.5,AN8785.1:100.0):100.0):100.0,
446 72.m19704 AN2136.1 AO070343000181 FG07133.1 AFAN ((FG07133.1:100.0,((72.m19704:100.0,AN2136.1:100.0):56.0,AO07034300:100.0):100.0):100.0,
447 72.m19697 AN2144.1 AO070343000192 FG07138.1 AFAO yes yes ((FG07138.1:100.0,((AO07034300:100.0,72.m19697:100.0):98.0,AN2144.1:100.0):100.0):100.0,
448 72.m19698 AN2143.1 AO070343000190 FG07139.1 AFAO ((FG07139.1:100.0,((AO07034300:100.0,72.m19698:100.0):57.5,AN2143.1:100.0):100.0):100.0,
449 72.m19700 AN2141.1 AO070343000187 FG07140.1 AFAO ((FG07140.1:100.0,((AO07034300:100.0,72.m19700:100.0):62.5,AN2141.1:100.0):100.0):100.0,
450 72.m19699 AN2142.1 AO070343000188 FG07141.1 ANAO ((FG07141.1:100.0,((AO07034300:100.0,AN2142.1:100.0):54.0,72.m19699:100.0):100.0):100.0,
451 54.m06468 AN0275.1 AO070334000082 FG07129.1 AFAN yes ((FG07129.1:100.0,(AO07033400:100.0,(AN0275.1:100.0,54.m06468:100.0):76.5):100.0):100.0,
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452 71.m15357 AN0078.1 AO070311000137 FG07456.1 AFAO yes yes ((FG07456.1:100.0,((AO07031100:100.0,71.m15357:100.0):92.0,AN0078.1:100.0):100.0):100.0,
453 70.m15150 AN1076.1 AO070285000076 FG07454.1 AFAO yes yes ((FG07454.1:100.0,((AO07028500:100.0,70.m15150:100.0):90.5,AN1076.1:100.0):100.0):100.0,
454 70.m15138 AN1093.1 AO070285000054 FG07453.1 AFAO ((FG07453.1:100.0,((AO07028500:100.0,70.m15138:100.0):42.5,AN1093.1:100.0):100.0):100.0,
455 70.m15139 AN1092.1 AO070285000055 FG06147.1 AFAO ((FG06147.1:100.0,((70.m15139:100.0,AO07028500:100.0):65.0,AN1092.1:100.0):100.0):100.0,
456 72.m19738 AN7331.1 AO070297000093 FG07458.1 AFAO yes ((FG07458.1:100.0,((72.m19738:100.0,AO07029700:100.0):81.7,AN7331.1:100.0):100.0):100.0,
457 72.m19695 AN2146.1 AO070343000195 FG07460.1 AFAO yes yes ((FG07460.1:100.0,((AO07034300:100.0,72.m19695:100.0):90.0,AN2146.1:100.0):100.0):100.0,
458 70.m15267 AN0664.1 AO070343000556 FG05898.1 AFAO yes yes ((FG05898.1:100.0,((AO07034300:100.0,70.m15267:100.0):99.0,AN0664.1:100.0):100.0):100.0,
459 59.m09050 AN2965.1 AO070337000162 FG01908.1 AFAO ((FG01908.1:100.0,((AO07033700:100.0,59.m09050:100.0):49.3,AN2965.1:100.0):100.0):100.0,
460 58.m07821 AN3846.1 AO070305000083 FG05903.1 AFAO yes yes ((FG05903.1:100.0,((AO07030500:100.0,58.m07821:100.0):98.0,AN3846.1:100.0):100.0):100.0,
461 58.m07830 AN3853.1 AO070305000093 FG05902.1 AFAO yes yes ((FG05902.1:100.0,(AN3853.1:100.0,(58.m07830:100.0,AO07030500:100.0):100.0):100.0):100.0,
462 58.m07832 AN3852.1 AO070305000091 FG05918.1 ANAO yes yes ((FG05918.1:100.0,(58.m07832:100.0,(AN3852.1:100.0,AO07030500:100.0):97.5):100.0):100.0,
463 58.m07827 AN3855.1 AO070305000095 FG05919.1 AFAO yes ((FG05919.1:100.0,((AO07030500:100.0,58.m07827:100.0):79.5,AN3855.1:100.0):100.0):100.0,
464 54.m06686 AN2745.1 AO070338000226 FG01906.1 AFAO ((FG01906.1:100.0,((AO07033800:100.0,54.m06686:100.0):61.0,AN2745.1:100.0):100.0):100.0,
465 70.m14839 AN1382.1 AO070243000014 FG10376.1 AFAN ((FG10376.1:100.0,((70.m14839:100.0,AN1382.1:100.0):49.0,AO07024300:100.0):100.0):100.0,
466 54.m06803 AN4240.1 AO070324000174 FG10092.1 AFAO yes yes ((FG10092.1:100.0,((AO07032400:100.0,54.m06803:100.0):99.5,AN4240.1:100.0):100.0):100.0,
467 66.m04562 AN9101.1 AO070332000172 FG10185.1 AFAO yes yes ((FG10185.1:100.0,(AN9101.1:100.0,(66.m04562:100.0,AO07033200:100.0):100.0):100.0):100.0,
468 57.m05649 AN4482.1 AO070311000031 FG07881.1 AFAO yes yes ((FG07881.1:100.0,(AN4482.1:100.0,(57.m05649:100.0,AO07031100:100.0):100.0):100.0):100.0,
469 71.m15986 AN8851.1 AO070271000025 FG07206.1 AFAO yes ((FG07206.1:100.0,((AO07027100:100.0,71.m15986:100.0):86.5,AN8851.1:100.0):100.0):100.0,
470 62.m03136 AN6536.1 AO070270000048 FG06093.1 ANAO ((FG06093.1:100.0,(62.m03136:100.0,(AN6536.1:100.0,AO07027000:100.0):71.5):100.0):100.0,
471 54.m06496 AN0266.1 AO070334000087 FG01895.1 AFAO yes yes ((FG01895.1:100.0,((AO07033400:100.0,54.m06496:100.0):92.5,AN0266.1:100.0):100.0):100.0,
472 54.m06967 AN0265.1 AO070334000094 FG01916.1 AFAO ((FG01916.1:100.0,((AO07033400:100.0,54.m06967:100.0):53.0,AN0265.1:100.0):100.0):100.0,
473 54.m06965 AN0261.1 AO070334000097 FG01917.1 AFAO yes ((FG01917.1:100.0,((AO07033400:100.0,54.m06965:100.0):84.0,AN0261.1:100.0):100.0):100.0,
474 72.m19045 AN6114.1 AO070340000090 FG01896.1 AFAO ((FG01896.1:100.0,((AO07034000:100.0,72.m19045:100.0):49.3,AN6114.1:100.0):100.0):100.0,
475 72.m19013 AN6166.1 AO070340000049 FG01903.1 ANAO ((FG01903.1:100.0,(72.m19013:100.0,(AN6166.1:100.0,AO07034000:100.0):59.5):100.0):100.0,
476 59.m09052 AN2963.1 AO070337000166 FG01910.1 AFAO ((FG01910.1:100.0,((AO07033700:100.0,59.m09052:100.0):70.5,AN2963.1:100.0):100.0):100.0,
477 59.m09054 AN2940.1 AO070337000170 FG01909.1 AFAO ((FG01909.1:100.0,((AO07033700:100.0,59.m09054:100.0):67.5,AN2940.1:100.0):100.0):100.0,
478 57.m05457 AN7680.1 AO070325000070 FG10348.1 AFAO yes ((FG10348.1:100.0,((AO07032500:100.0,57.m05457:100.0):76.5,AN7680.1:100.0):100.0):100.0,
479 70.m15291 AN0688.1 AO070343000525 FG09998.1 AFAO yes yes ((FG09998.1:100.0,((AO07034300:100.0,70.m15291:100.0):90.5,AN0688.1:100.0):100.0):100.0,
480 70.m15533 AN0925.1 AO070320000104 FG10000.1 ANAO yes ((FG10000.1:100.0,(70.m15533:100.0,(AN0925.1:100.0,AO07032000:100.0):76.5):100.0):100.0,
481 57.m05886 AN1319.1 AO070287000068 FG10001.1 AFAO yes ((FG10001.1:100.0,((57.m05886:100.0,AO07028700:100.0):90.5,AN1319.1:100.0):89.0):100.0,
482 59.m09372 AN3088.1 AO070266000041 FG10002.1 AFAN ((((AN3088.1:100.0,59.m09372:100.0):60.2,AO07026600:100.0):93.1,FG10002.1:100.0):100.0,
483 54.m07057 AN5184.1 AO070291000019 FG10003.1 AFAO yes ((FG10003.1:100.0,((AO07029100:100.0,54.m07057:100.0):85.5,AN5184.1:100.0):100.0):100.0,
484 58.m08969 AN4385.1 AO070261000030 FG10381.1 AFAO ((FG10381.1:100.0,((58.m08969:100.0,AO07026100:100.0):68.0,AN4385.1:100.0):100.0):100.0,
485 58.m07940 AN4384.1 AO070261000029 FG10379.1 ANAO ((FG10379.1:100.0,(58.m07940:100.0,(AN4384.1:100.0,AO07026100:100.0):54.0):100.0):100.0,
486 59.m09341 AN2510.1 AO070263000047 FG10378.1 AFAO yes yes ((FG10378.1:100.0,((AO07026300:100.0,59.m09341:100.0):95.5,AN2510.1:100.0):100.0):100.0,
487 59.m09396 AN2911.1 AO070338000094 FG10142.1 AFAO yes ((FG10142.1:100.0,((AO07033800:100.0,59.m09396:100.0):76.0,AN2911.1:100.0):100.0):100.0,
488 71.m15260 AN6869.1 AO070314000053 FG02206.1 AFAO ((FG02206.1:100.0,((71.m15260:100.0,AO07031400:100.0):60.5,AN6869.1:100.0):100.0):100.0,
489 57.m05476 AN4645.1 AO070316000119 FG10018.1 AFAO yes yes ((((AO07031600:100.0,57.m05476:100.0):100.0,AN4645.1:100.0):99.0,FG10018.1:100.0):100.0,
490 54.m06746 AN4188.1 AO070342000109 FG01911.1 AFAO yes yes ((FG01911.1:100.0,((AO07034200:100.0,54.m06746:100.0):93.0,AN4188.1:100.0):100.0):100.0,
491 71.m16046 AN0077.1 AO070311000138 FG07012.1 AFAO yes ((FG07012.1:100.0,((71.m16046:100.0,AO07031100:100.0):81.0,AN0077.1:100.0):100.0):100.0,
492 58.m07868 AN4456.1 AO070173000001 FG06802.1 AFAO ((FG06802.1:100.0,((AO07017300:100.0,58.m07868:100.0):63.5,AN4456.1:100.0):100.0):100.0,
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493 58.m07867 AN4457.1 AO070305000136 FG06803.1 AFAO ((FG06803.1:100.0,((AO07030500:100.0,58.m07867:100.0):74.5,AN4457.1:100.0):100.0):100.0,
494 72.m19952 AN5931.1 AO070340000344 FG04132.1 AFAO ((FG04132.1:100.0,((72.m19952:100.0,AO07034000:100.0):67.5,AN5931.1:100.0):100.0):100.0,
495 71.m15750 AN7723.1 AO070325000138 FG06122.1 AFAO yes ((FG06122.1:100.0,((AO07032500:100.0,71.m15750:100.0):82.5,AN7723.1:100.0):100.0):100.0,
496 59.m08496 AN2493.1 AO070312000127 FG07375.1 AFAO yes yes ((FG07375.1:100.0,((AO07031200:100.0,59.m08496:100.0):95.0,AN2493.1:100.0):100.0):100.0,
497 53.m03844 AN8002.1 AO070322000044 FG06092.1 AFAO yes yes ((FG06092.1:100.0,((AO07032200:100.0,53.m03844:100.0):98.0,AN8002.1:100.0):100.0):100.0,
498 55.m02988 AN1482.1 AO070334000186 FG06090.1 AFAO yes yes ((FG06090.1:100.0,(AN1482.1:100.0,(55.m02988:100.0,AO07033400:100.0):100.0):100.0):100.0,
499 53.m04194 AN8000.1 AO070322000046 FG06089.1 AFAO yes yes ((FG06089.1:100.0,(AN8000.1:100.0,(53.m04194:100.0,AO07032200:100.0):100.0):100.0):100.0,
500 53.m03831 AN8120.1 AO070322000028 FG07371.1 AFAO yes ((FG07371.1:100.0,((AO07032200:100.0,53.m03831:100.0):86.0,AN8120.1:100.0):100.0):100.0,
501 53.m03830 AN8119.1 AO070322000027 FG07370.1 AFAO yes yes ((FG07370.1:100.0,((AO07032200:100.0,53.m03830:100.0):92.5,AN8119.1:100.0):100.0):100.0,
502 53.m03810 AN8167.1 AO070266000001 FG05979.1 AFAO yes ((FG05979.1:100.0,((AO07026600:100.0,53.m03810:100.0):87.0,AN8167.1:100.0):100.0):100.0,
503 58.m07325 AN5638.1 AO070342000239 FG10110.1 AFAO yes yes ((FG10110.1:100.0,((AO07034200:100.0,58.m07325:100.0):91.0,AN5638.1:100.0):100.0):100.0,
504 70.m15789 AN0657.1 AO070343000569 FG10106.1 AFAN yes yes ((FG10106.1:100.0,(AO07034300:100.0,(AN0657.1:100.0,70.m15789:100.0):93.5):100.0):100.0,
505 66.m04760 AN9108.1 AO070332000164 FG09040.1 AFAN ((FG09040.1:100.0,(AO07033200:100.0,(AN9108.1:100.0,66.m04760:100.0):64.0):100.0):100.0,
506 66.m04767 AN9099.1 AO070332000175 FG10105.1 AFAO yes yes ((FG10105.1:100.0,(AN9099.1:100.0,(66.m04767:100.0,AO07033200:100.0):100.0):100.0):100.0,
507 58.m08892 AN5656.1 AO070342000244 FG10120.1 AFAO yes yes ((FG10120.1:100.0,((AO07034200:100.0,58.m08892:100.0):98.0,AN5656.1:100.0):100.0):100.0,
508 72.m18927 AN5799.1 AO070260000050 FG10121.1 AFAO ((FG10121.1:100.0,((AO07026000:100.0,72.m18927:100.0):53.5,AN5799.1:100.0):100.0):100.0,
509 72.m18961 AN5833.1 AO070260000012 FG10126.1 AFAO yes ((FG10126.1:100.0,((AO07026000:100.0,72.m18961:100.0):79.0,AN5833.1:100.0):100.0):100.0,
510 54.m06399 AN7194.1 AO070197000003 FG10124.1 ANAO ((FG10124.1:100.0,(54.m06399:100.0,(AN7194.1:100.0,AO07019700:100.0):47.0):100.0):100.0,
511 59.m08905 AN5005.1 AO070255000035 FG09912.1 AFAO yes ((FG09912.1:100.0,((AO07025500:100.0,59.m08905:100.0):89.5,AN5005.1:100.0):100.0):100.0,
512 59.m09439 AN2996.1 AO070337000121 FG10179.1 ANAO ((FG10179.1:100.0,(59.m09439:100.0,(AN2996.1:100.0,AO07033700:100.0):54.3):100.0):100.0,
513 72.m19619 AN7594.1 AO070343000316 FG10177.1 AFAO (((AN7594.1:100.0,(72.m19619:100.0,AO07034300:100.0):48.2):65.8,FG10177.1:100.0):100.0,
514 70.m15258 AN0654.1 AO070343000572 FG10097.1 AFAO ((FG10097.1:100.0,((70.m15258:100.0,AO07034300:100.0):56.3,AN0654.1:100.0):100.0):100.0,
515 62.m03436 AN2409.1 AO070298000018 FG05221.1 ANAO yes ((((AN2409.1:100.0,AO07029800:100.0):100.0,62.m03436:100.0):85.0,FG05221.1:100.0):100.0,
516 69.m14863 AN5733.1 AO070341000027 FG06234.1 ANAO ((FG06234.1:100.0,(69.m14863:100.0,(AN5733.1:100.0,AO07034100:100.0):73.0):100.0):100.0,
517 71.m16001 AN8863.1 AO070271000008 FG07467.1 ANAO yes ((FG07467.1:100.0,(71.m16001:100.0,(AN8863.1:100.0,AO07027100:100.0):77.5):100.0):100.0,
518 71.m16005 AN8866.1 AO070271000005 FG07468.1 AFAO yes ((FG07468.1:100.0,((AO07027100:100.0,71.m16005:100.0):76.5,AN8866.1:100.0):100.0):100.0,
519 71.m16000 AN8862.1 AO070271000009 FG07469.1 AFAO ((FG07469.1:100.0,((71.m16000:100.0,AO07027100:100.0):63.0,AN8862.1:100.0):100.0):100.0,
520 71.m16007 AN8868.1 AO070271000003 FG07473.1 ANAO ((FG07473.1:100.0,(71.m16007:100.0,(AN8868.1:100.0,AO07027100:100.0):60.5):100.0):100.0,
521 71.m16009 AN8869.1 AO070271000002 FG07475.1 AFAO yes ((FG07475.1:100.0,((71.m16009:100.0,AO07027100:100.0):87.5,AN8869.1:100.0):100.0):100.0,
522 57.m05936 AN7660.1 AO070268000029 FG07477.1 AFAO yes yes ((FG07477.1:100.0,((AO07026800:100.0,57.m05936:100.0):96.0,AN7660.1:100.0):100.0):100.0,
523 71.m16010 AN8870.1 AO070271000001 FG07480.1 AFAO yes ((FG07480.1:100.0,((AO07027100:100.0,71.m16010:100.0):85.5,AN8870.1:100.0):100.0):100.0,
524 58.m07622 AN2014.1 AO070202000006 FG01900.1 ANAO ((FG01900.1:100.0,((AO07020200:100.0,AN2014.1:100.0):38.0,58.m07622:100.0):100.0):100.0,
525 71.m15219 AN6913.1 AO070219000018 FG06107.1 AFAN ((FG06107.1:100.0,((71.m15219:100.0,AN6913.1:100.0):70.5,AO07021900:100.0):100.0):100.0,
526 72.m19041 AN6119.1 AO070340000085 FG01898.1 AFAO yes yes ((FG01898.1:100.0,(AN6119.1:100.0,(72.m19041:100.0,AO07034000:100.0):100.0):100.0):100.0,
527 71.m16037 AN6851.1 AO070314000088 FG08998.1 AFAN ((FG08998.1:100.0,(AO07031400:100.0,(AN6851.1:100.0,71.m16037:100.0):39.8):100.0):100.0,
528 71.m15299 AN6842.1 AO070314000097 FG09002.1 AFAO ((FG09002.1:100.0,((AO07031400:100.0,71.m15299:100.0):43.0,AN6842.1:100.0):100.0):100.0,
529 71.m15300 AN6843.1 AO070314000096 FG09003.1 AFAO yes ((FG09003.1:100.0,((71.m15300:100.0,AO07031400:100.0):83.3,AN6843.1:100.0):100.0):100.0,
530 57.m05570 AN4558.1 AO070321000170 FG06810.1 AFAN ((FG06810.1:100.0,(AO07032100:100.0,(AN4558.1:100.0,57.m05570:100.0):38.5):100.0):100.0,
531 57.m05569 AN4557.1 AO070321000171 FG06816.1 AFAO yes yes ((FG06816.1:100.0,((AO07032100:100.0,57.m05569:100.0):99.5,AN4557.1:100.0):100.0):100.0,
532 58.m09004 AN4428.1 AO070273000065 FG04398.1 AFAN ((FG04398.1:100.0,(AO07027300:100.0,(AN4428.1:100.0,58.m09004:100.0):48.0):100.0):100.0,
533 69.m14856 AN5741.1 AO070341000018 FG04401.1 ANAO ((FG04401.1:100.0,((AO07034100:100.0,AN5741.1:100.0):57.5,69.m14856:100.0):100.0):100.0,
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534 58.m08967 AN4413.1 AO070273000034 FG04361.1 AFAO yes yes ((FG04361.1:100.0,(AN4413.1:100.0,(58.m08967:100.0,AO07027300:100.0):100.0):100.0):100.0,
535 58.m07898 AN4410.1 AO070273000030 FG04362.1 AFAO yes yes ((FG04362.1:100.0,((AO07027300:100.0,58.m07898:100.0):99.0,AN4410.1:100.0):100.0):100.0,
536 58.m07613 AN2005.1 AO070301000107 FG04363.1 ANAO ((((AN2005.1:100.0,AO07030100:100.0):60.0,58.m07613:100.0):99.0,FG04363.1:100.0):100.0,
537 72.m19414 AN6243.1 AO070304000097 FG04418.1 ANAO ((FG04418.1:100.0,(72.m19414:100.0,(AN6243.1:100.0,AO07030400:100.0):68.0):100.0):100.0,
538 72.m19392 AN6265.1 AO070304000023 FG04404.1 AFAO yes yes ((FG04404.1:100.0,(AN6265.1:100.0,(72.m19392:100.0,AO07030400:100.0):100.0):100.0):100.0,
539 72.m19391 AN6266.1 AO070304000022 FG04403.1 AFAO yes yes ((FG04403.1:100.0,((AO07030400:100.0,72.m19391:100.0):90.0,AN6266.1:100.0):100.0):100.0,
540 72.m19407 AN6249.1 AO070304000039 FG01450.1 AFAO yes ((FG01450.1:100.0,((AO07030400:100.0,72.m19407:100.0):87.0,AN6249.1:100.0):100.0):100.0,
541 58.m07546 AN5624.1 AO070301000021 FG04378.1 AFAO yes ((FG04378.1:100.0,((AO07030100:100.0,58.m07546:100.0):85.5,AN5624.1:100.0):100.0):100.0,
542 72.m19983 AN0232.1 AO070304000024 FG04402.1 AFAO ((FG04402.1:100.0,((AO07030400:100.0,72.m19983:100.0):71.5,AN0232.1:100.0):100.0):100.0,
543 72.m19404 AN6253.1 AO070304000103 FG01449.1 AFAO ((FG01449.1:100.0,((72.m19404:100.0,AO07030400:100.0):49.5,AN6253.1:100.0):100.0):100.0,
544 72.m19981 AN6254.1 AO070304000034 FG01448.1 AFAO ((FG01448.1:100.0,((AO07030400:100.0,72.m19981:100.0):69.0,AN6254.1:100.0):100.0):100.0,
545 72.m19410 AN6252.1 AO070304000035 FG01447.1 AFAN ((FG01447.1:100.0,(AO07030400:100.0,(AN6252.1:100.0,72.m19410:100.0):68.0):100.0):100.0,
546 72.m19405 AN6248.1 AO070304000104 FG00305.1 ANAO ((FG00305.1:100.0,(72.m19405:100.0,(AN6248.1:100.0,AO07030400:100.0):50.8):100.0):100.0,
547 57.m05372 AN7402.1 AO070293000033 FG06278.1 AFAN yes yes ((FG06278.1:100.0,((AN7402.1:100.0,57.m05372:100.0):100.0,AO07029300:100.0):100.0):100.0,
548 54.m06410 AN0347.1 AO070318000025 FG04327.1 ((AN0347.1:100.0,((AO07031800:100.0,54.m06410:100.0):98.2,FG04327.1:100.0):58.8):100.0,
549 53.m04190 AN8042.1 AO070330000004 FG04324.1 AFAO yes ((FG04324.1:100.0,((AO07033000:100.0,53.m04190:100.0):81.0,AN8042.1:100.0):100.0):100.0,
550 53.m03905 AN8041.1 AO070330000005 FG06257.1 AFAO ((FG06257.1:100.0,((AO07033000:100.0,53.m03905:100.0):61.5,AN8041.1:100.0):100.0):100.0,
551 72.m19398 AN6258.1 AO070304000030 FG04329.1 AFAO yes yes ((FG04329.1:100.0,((AO07030400:100.0,72.m19398:100.0):98.5,AN6258.1:100.0):100.0):100.0,
552 54.m06903 AN5121.1 AO070291000058 FG10738.1 ANAO ((FG10738.1:100.0,(54.m06903:100.0,(AN5121.1:100.0,AO07029100:100.0):53.5):100.0):100.0,
553 54.m06899 AN5126.1 AO070291000052 FG10736.1 AFAO yes yes ((FG10736.1:100.0,(AN5126.1:100.0,(54.m06899:100.0,AO07029100:100.0):100.0):100.0):100.0,
554 54.m06902 AN5122.1 AO070291000057 FG10737.1 AFAO yes yes ((FG10737.1:100.0,(AN5122.1:100.0,(54.m06902:100.0,AO07029100:100.0):100.0):100.0):100.0,
555 72.m19668 AN2172.1 AO070343000243 FG04355.1 AFAO yes yes ((FG04355.1:100.0,((AO07034300:100.0,72.m19668:100.0):90.0,AN2172.1:100.0):100.0):100.0,
556 71.m15391 AN0115.1 AO070311000099 FG04351.1 AFAO yes yes ((FG04351.1:100.0,((AO07031100:100.0,71.m15391:100.0):98.0,AN0115.1:100.0):100.0):100.0,
557 71.m15390 AN0114.1 AO070311000098 FG04358.1 AFAO yes ((FG04358.1:100.0,((AO07031100:100.0,71.m15390:100.0):83.0,AN0114.1:100.0):100.0):100.0,
558 58.m08945 AN1981.1 AO070301000066 FG10730.1 AFAO yes ((FG10730.1:100.0,((AO07030100:100.0,58.m08945:100.0):86.0,AN1981.1:100.0):100.0):100.0,
559 72.m19671 AN2169.1 AO070343000239 FG10727.1 AFAO ((FG10727.1:100.0,((AO07034300:100.0,72.m19671:100.0):63.0,AN2169.1:100.0):100.0):100.0,
560 71.m15421 AN0138.1 AO070321000114 FG10862.1 AFAO yes yes ((FG10862.1:100.0,((AO07032100:100.0,71.m15421:100.0):91.0,AN0138.1:100.0):100.0):100.0,
561 53.m03669 AN9413.1 AO070310000006 FG06242.1 ANAO yes yes ((FG06242.1:100.0,(53.m03669:100.0,(AN9413.1:100.0,AO07031000:100.0):94.0):100.0):100.0,
562 71.m16072 AN2317.1 AO070323000039 FG06245.1 AFAO yes ((FG06245.1:100.0,((AO07032300:100.0,71.m16072:100.0):75.5,AN2317.1:100.0):100.0):100.0,
563 72.m19080 AN6089.1 AO070340000143 FG06246.1 ANAO yes ((FG06246.1:100.0,(72.m19080:100.0,(AN6089.1:100.0,AO07034000:100.0):86.0):100.0):100.0,
564 54.m06790 AN4226.1 AO070234000023 FG01446.1 AFAO yes yes ((FG01446.1:100.0,((AO07023400:100.0,54.m06790:100.0):94.0,AN4226.1:100.0):100.0):100.0,
565 59.m08580 AN9303.1 AO070275000031 FG00828.1 AFAN ((((AN9303.1:100.0,59.m08580:100.0):56.0,AO07027500:100.0):93.5,FG00828.1:100.0):100.0,
566 59.m08579 AN3178.1 AO070256000001 FG00827.1 ANAO ((FG00827.1:100.0,(59.m08579:100.0,(AN3178.1:100.0,AO07025600:100.0):69.2):100.0):100.0,
567 72.m19347 AN6288.1 AO070308000004 FG00301.1 AFAO yes ((FG00301.1:100.0,((AO07030800:100.0,72.m19347:100.0):87.3,AN6288.1:100.0):100.0):100.0,
568 72.m19348 AN6287.1 AO070308000005 FG00300.1 AFAO yes yes ((FG00300.1:100.0,((AO07030800:100.0,72.m19348:100.0):94.5,AN6287.1:100.0):100.0):100.0,
569 71.m15429 AN0145.1 AO070321000098 FG01557.1 AFAO ((FG01557.1:100.0,((AO07032100:100.0,71.m15429:100.0):74.0,AN0145.1:100.0):100.0):100.0,
570 70.m15175 AN1059.1 AO070218000002 FG00840.1 AFAO yes yes ((FG00840.1:100.0,((AO07021800:100.0,70.m15175:100.0):98.0,AN1059.1:100.0):100.0):100.0,
571 71.m15417 AN0133.1 AO070321000120 FG10757.1 AFAO ((FG10757.1:100.0,((AO07032100:100.0,71.m15417:100.0):60.5,AN0133.1:100.0):100.0):100.0,
572 71.m15418 AN0134.1 AO070321000119 FG10756.1 AFAO yes yes ((FG10756.1:100.0,((AO07032100:100.0,71.m15418:100.0):92.5,AN0134.1:100.0):100.0):100.0,
573 69.m15673 AN2456.1 AO070264000017 FG10760.1 AFAO yes yes ((FG10760.1:100.0,(AN2456.1:100.0,(69.m15673:100.0,AO07026400:100.0):100.0):100.0):100.0,
574 70.m15786 AN9436.1 AO070343000484 FG04295.1 AFAO yes yes ((FG04295.1:100.0,((AO07034300:100.0,70.m15786:100.0):94.0,AN9436.1:100.0):100.0):100.0,
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575 70.m15319 AN0734.1 AO070343000495 FG05491.1 AFAO (((AN0734.1:100.0,(AO07034300:100.0,70.m15319:100.0):54.4):40.0,FG05491.1:100.0):100.0,
576 70.m15320 AN0733.1 AO070343000494 FG04290.1 AFAO yes yes (((AN0733.1:100.0,(70.m15320:100.0,AO07034300:100.0):91.0):99.5,FG04290.1:100.0):100.0,
577 58.m07833 AN3849.1 AO070332000050 FG07224.1 AFAN ((((58.m07833:100.0,AN3849.1:100.0):59.8,AO07033200:100.0):54.7,FG07224.1:100.0):100.0,
578 70.m15330 AN0727.1 AO070343000486 FG04292.1 ANAO yes ((FG04292.1:100.0,(70.m15330:100.0,(AN0727.1:100.0,AO07034300:100.0):86.0):100.0):100.0,
579 70.m15314 AN0707.1 AO070343000502 FG10716.1 AFAO yes ((FG10716.1:100.0,((AO07034300:100.0,70.m15314:100.0):86.0,AN0707.1:100.0):100.0):100.0,
580 70.m15313 AN0706.1 AO070343000503 FG10717.1 AFAO yes ((FG10717.1:100.0,((AO07034300:100.0,70.m15313:100.0):81.0,AN0706.1:100.0):100.0):100.0,
581 54.m06915 AN5107.1 AO070291000072 FG01533.1 ANAO yes ((FG01533.1:100.0,(54.m06915:100.0,(AN5107.1:100.0,AO07029100:100.0):77.0):100.0):100.0,
582 54.m06916 AN5106.1 AO070291000073 FG01534.1 AFAO ((FG01534.1:100.0,((AO07029100:100.0,54.m06916:100.0):67.0,AN5106.1:100.0):100.0):100.0,
583 54.m06917 AN5105.1 AO070291000074 FG01535.1 AFAO ((FG01535.1:100.0,((AO07029100:100.0,54.m06917:100.0):60.5,AN5105.1:100.0):100.0):100.0,
584 53.m04091 AN8277.1 AO070310000023 FG01417.1 AFAO yes ((FG01417.1:100.0,((53.m04091:100.0,AO07031000:100.0):79.5,AN8277.1:100.0):100.0):100.0,
585 53.m03681 AN8280.1 AO070310000020 FG01419.1 AFAO yes ((FG01419.1:100.0,((AO07031000:100.0,53.m03681:100.0):89.0,AN8280.1:100.0):100.0):100.0,
586 58.m07968 AN4349.1 AO070240000029 FG06284.1 AFAO yes yes ((FG06284.1:100.0,((AO07024000:100.0,58.m07968:100.0):92.0,AN4349.1:100.0):100.0):100.0,
587 58.m07895 AN4430.1 AO070273000027 FG06282.1 AFAO yes yes ((FG06282.1:100.0,((AO07027300:100.0,58.m07895:100.0):92.0,AN4430.1:100.0):100.0):100.0,
588 58.m07897 AN4409.1 AO070273000029 FG06281.1 AFAO yes ((FG06281.1:100.0,((AO07027300:100.0,58.m07897:100.0):89.5,AN4409.1:100.0):100.0):100.0,
589 58.m07896 AN4408.1 AO070273000028 FG06280.1 AFAO ((FG06280.1:100.0,((AO07027300:100.0,58.m07896:100.0):62.5,AN4408.1:100.0):100.0):100.0,
590 59.m08647 AN3096.1 AO070334000138 FG10718.1 ANAO ((FG10718.1:100.0,((AO07033400:100.0,AN3096.1:100.0):51.0,59.m08647:100.0):100.0):100.0,
591 72.m19390 AN6267.1 AO070304000021 FG06277.1 ANAO yes ((FG06277.1:100.0,(72.m19390:100.0,(AN6267.1:100.0,AO07030400:100.0):84.5):100.0):100.0,
592 72.m19298 AN6200.1 AO070308000096 FG01553.1 AFAO yes yes ((FG01553.1:100.0,((AO07030800:100.0,72.m19298:100.0):96.0,AN6200.1:100.0):100.0):100.0,
593 54.m06983 AN0318.1 AO070334000014 FG01425.1 AFAO ((FG01425.1:100.0,((AO07033400:100.0,54.m06983:100.0):62.5,AN0318.1:100.0):100.0):100.0,
594 53.m03686 AN8274.1 AO070310000027 FG01421.1 AFAO ((FG01421.1:100.0,((AO07031000:100.0,53.m03686:100.0):58.8,AN8274.1:100.0):100.0):100.0,
595 53.m03685 AN8275.1 AO070310000026 FG01422.1 ANAO ((FG01422.1:100.0,(53.m03685:100.0,(AN8275.1:100.0,AO07031000:100.0):56.5):100.0):100.0,
596 54.m06901 AN5123.1 AO070291000056 FG00320.1 AFAO yes yes ((FG00320.1:100.0,((AO07029100:100.0,54.m06901:100.0):97.0,AN5123.1:100.0):100.0):100.0,
597 54.m06907 AN5116.1 AO070291000063 FG00317.1 AFAO yes yes ((FG00317.1:100.0,((AO07029100:100.0,54.m06907:100.0):99.0,AN5116.1:100.0):100.0):100.0,
598 72.m19110 AN6049.1 AO070340000217 FG00316.1 AFAN ((FG00316.1:100.0,((72.m19110:100.0,AN6049.1:100.0):49.0,AO07034000:100.0):100.0):100.0,
599 69.m15003 AN3925.1 AO070324000121 FG00314.1 AFAO ((FG00314.1:100.0,((AO07032400:100.0,69.m15003:100.0):65.5,AN3925.1:100.0):100.0):100.0,
600 54.m06863 AN5155.1 AO070291000012 FG01444.1 ANAO ((FG01444.1:100.0,((AO07029100:100.0,AN5155.1:100.0):50.0,54.m06863:100.0):100.0):100.0,
601 54.m06876 AN5144.1 AO070291000029 FG01445.1 AFAO ((FG01445.1:100.0,((AO07029100:100.0,54.m06876:100.0):69.0,AN5144.1:100.0):100.0):100.0,
602 54.m07060 AN5157.1 AO070291000010 FG01439.1 AFAO yes ((FG01439.1:100.0,((AO07029100:100.0,54.m07060:100.0):78.0,AN5157.1:100.0):100.0):100.0,
603 54.m06892 AN5127.1 AO070291000046 FG01435.1 AFAO yes yes ((FG01435.1:100.0,((AO07029100:100.0,54.m06892:100.0):92.5,AN5127.1:100.0):100.0):100.0,
604 54.m06889 AN5134.1 AO070291000041 FG01433.1 AFAO yes yes ((FG01433.1:100.0,(AN5134.1:100.0,(54.m06889:100.0,AO07029100:100.0):100.0):100.0):100.0,
605 54.m06878 AN5143.1 AO070291000032 FG01432.1 AFAO ((FG01432.1:100.0,((AO07029100:100.0,54.m06878:100.0):60.0,AN5143.1:100.0):100.0):100.0,
606 71.m15420 AN0137.1 AO070321000115 FG01473.1 AFAO yes ((FG01473.1:100.0,((71.m15420:100.0,AO07032100:100.0):87.5,AN0137.1:100.0):100.0):100.0,
607 54.m06443 AN0315.1 AO070334000017 FG00640.1 AFAN yes ((FG00640.1:100.0,(AO07033400:100.0,(AN0315.1:100.0,54.m06443:100.0):88.0):100.0):100.0,
608 70.m15232 AN1014.1 AO070312000004 FG06012.1 AFAO ((FG06012.1:100.0,((AO07031200:100.0,70.m15232:100.0):60.5,AN1014.1:100.0):100.0):100.0,
609 65.m07499 AN3767.1 AO070309000038 FG09141.1 ANAO yes ((FG09141.1:100.0,(65.m07499:100.0,(AN3767.1:100.0,AO07030900:100.0):87.0):100.0):100.0,
610 66.m04668 AN8979.1 AO070295000065 FG10855.1 AFAN yes yes ((FG10855.1:100.0,((AN8979.1:100.0,66.m04668:100.0):100.0,AO07029500:100.0):100.0):100.0,
611 71.m15423 AN0140.1 AO070321000112 FG10856.1 ANAO ((FG10856.1:100.0,(71.m15423:100.0,(AN0140.1:100.0,AO07032100:100.0):70.5):100.0):100.0,
612 71.m15422 AN0139.1 AO070321000113 FG10857.1 ANAO yes yes ((FG10857.1:100.0,(71.m15422:100.0,(AN0139.1:100.0,AO07032100:100.0):90.5):100.0):100.0,
613 54.m07050 AN5110.1 AO070291000069 FG05197.1 AFAO yes yes ((FG05197.1:100.0,(AN5110.1:100.0,(54.m07050:100.0,AO07029100:100.0):100.0):100.0):100.0,
614 54.m06913 AN5109.1 AO070296000005 FG06240.1 AFAN yes yes ((FG06240.1:100.0,(AO07029600:100.0,(AN5109.1:100.0,54.m06913:100.0):97.0):100.0):100.0,
615 53.m04180 AN9411.1 AO070310000008 FG05198.1 AFAO yes yes ((FG05198.1:100.0,((AO07031000:100.0,53.m04180:100.0):96.5,AN9411.1:100.0):100.0):100.0,

96



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 4 - Single Gene Topologies

ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
616 54.m06842 AN5722.1 AO070324000128 FG05205.1 AFAO yes ((FG05205.1:100.0,((AO07032400:100.0,54.m06842:100.0):83.0,AN5722.1:100.0):100.0):100.0,
617 72.m19991 AN6286.1 AO070308000006 FG00299.1 AFAO ((FG00299.1:100.0,((72.m19991:100.0,AO07030800:100.0):49.5,AN6286.1:100.0):100.0):100.0,
618 70.m15778 AN1051.1 AO070336000071 FG00844.1 AFAO ((FG00844.1:100.0,((AO07033600:100.0,70.m15778:100.0):66.0,AN1051.1:100.0):100.0):100.0,
619 54.m06984 AN0321.1 AO070334000005 FG00843.1 ANAO yes ((FG00843.1:100.0,(54.m06984:100.0,(AN0321.1:100.0,AO07033400:100.0):80.0):100.0):100.0,
620 54.m06637 AN0445.1 AO070338000307 FG00845.1 AFAN ((FG00845.1:100.0,(AO07033800:100.0,(AN0445.1:100.0,54.m06637:100.0):61.5):100.0):100.0,
621 54.m06638 AN0446.1 AO070338000308 FG00846.1 AFAO yes ((FG00846.1:100.0,((AO07033800:100.0,54.m06638:100.0):85.0,AN0446.1:100.0):100.0):100.0,
622 59.m09379 AN3169.1 AO070256000021 FG10840.1 AFAN ((FG10840.1:100.0,(AO07025600:100.0,(AN3169.1:100.0,59.m09379:100.0):51.8):100.0):100.0,
623 71.m15184 AN2701.1 AO070313000083 FG10835.1 AFAO yes yes ((FG10835.1:100.0,((AO07031300:100.0,71.m15184:100.0):91.5,AN2701.1:100.0):100.0):100.0,
624 71.m15192 AN6920.1 AO070313000059 FG10832.1 AFAO yes ((FG10832.1:100.0,((AO07031300:100.0,71.m15192:100.0):77.5,AN6920.1:100.0):100.0):100.0,
625 71.m15188 AN6922.1 AO070313000063 FG10829.1 ANAO ((FG10829.1:100.0,(71.m15188:100.0,(AN6922.1:100.0,AO07031300:100.0):69.5):100.0):100.0,
626 71.m15427 AN0144.1 AO070321000101 FG04382.1 AFAO yes yes ((FG04382.1:100.0,((AO07032100:100.0,71.m15427:100.0):98.0,AN0144.1:100.0):100.0):100.0,
627 72.m19408 AN6250.1 AO070304000038 FG10878.1 AFAO yes yes ((FG10878.1:100.0,((AO07030400:100.0,72.m19408:100.0):90.5,AN6250.1:100.0):100.0):100.0,
628 72.m19409 AN6251.1 AO070304000036 FG10876.1 AFAO ((FG10876.1:100.0,((AO07030400:100.0,72.m19409:100.0):45.8,AN6251.1:100.0):100.0):100.0,
629 72.m19413 AN6244.1 AO070304000098 FG10879.1 AFAO yes yes ((FG10879.1:100.0,((AO07030400:100.0,72.m19413:100.0):98.0,AN6244.1:100.0):100.0):100.0,
630 72.m19412 AN6245.1 AO070304000099 FG10880.1 AFAO ((FG10880.1:100.0,((AO07030400:100.0,72.m19412:100.0):64.8,AN6245.1:100.0):100.0):100.0,
631 70.m14863 AN1366.1 AO070215000015 FG10882.1 ANAO ((FG10882.1:100.0,(70.m14863:100.0,(AN1366.1:100.0,AO07021500:100.0):48.5):100.0):100.0,
632 54.m07059 AN5152.1 AO070291000016 FG06003.1 AFAO ((FG06003.1:100.0,((AO07029100:100.0,54.m07059:100.0):70.8,AN5152.1:100.0):100.0):100.0,
633 59.m08651 AN3093.1 AO070334000133 FG05993.1 ANAO ((FG05993.1:100.0,(59.m08651:100.0,(AN3093.1:100.0,AO07033400:100.0):70.0):100.0):100.0,
634 70.m14891 AN1342.1 AO070247000022 FG10893.1 AFAO ((FG10893.1:100.0,((AO07024700:100.0,70.m14891:100.0):62.8,AN1342.1:100.0):100.0):100.0,
635 70.m15733 AN1341.1 AO070247000023 FG01552.1 ANAO ((FG01552.1:100.0,(70.m15733:100.0,(AN1341.1:100.0,AO07024700:100.0):48.3):100.0):100.0,
636 59.m08641 AN3102.1 AO070334000143 FG05996.1 AFAO yes yes ((FG05996.1:100.0,((AO07033400:100.0,59.m08641:100.0):98.0,AN3102.1:100.0):100.0):100.0,
637 59.m08626 AN3112.1 AO070303000038 FG05997.1 AFAO yes yes ((FG05997.1:100.0,((AO07030300:100.0,59.m08626:100.0):93.0,AN3112.1:100.0):100.0):100.0,
638 59.m09373 AN3113.1 AO070303000036 FG05998.1 AFAN yes yes ((FG05998.1:100.0,(AO07030300:100.0,(AN3113.1:100.0,59.m09373:100.0):94.0):100.0):100.0,
639 54.m06795 AN4222.1 AO070234000028 FG05999.1 AFAO yes ((FG05999.1:100.0,((AO07023400:100.0,54.m06795:100.0):80.8,AN4222.1:100.0):100.0):100.0,
640 59.m08643 AN3101.1 AO070334000142 FG05990.1 ANAO yes ((FG05990.1:100.0,(59.m08643:100.0,(AN3101.1:100.0,AO07033400:100.0):80.5):100.0):100.0,
641 66.m04787 AN8900.1 AO070317000064 FG02944.1 yes yes (((AO07031700:100.0,66.m04787:100.0):100.0,(FG02944.1:100.0,AN8900.1:100.0):90.0):100.0,
642 59.m08591 AN3134.1 AO070303000010 FG05985.1 AFAO ((FG05985.1:100.0,((59.m08591:100.0,AO07030300:100.0):50.0,AN3134.1:100.0):100.0):100.0,
643 59.m08885 AN4983.1 AO070288000051 FG05987.1 AFAO yes ((FG05987.1:100.0,((AO07028800:100.0,59.m08885:100.0):78.0,AN4983.1:100.0):100.0):100.0,
644 58.m09009 AN4310.1 AO070207000015 FG01544.1 AFAO ((FG01544.1:100.0,((AO07020700:100.0,58.m09009:100.0):49.0,AN4310.1:100.0):100.0):100.0,
645 54.m07051 AN5113.1 AO070291000066 FG02804.1 AFAO ((FG02804.1:100.0,((AO07029100:100.0,54.m07051:100.0):67.5,AN5113.1:100.0):100.0):100.0,
646 65.m07379 AN6274.1 AO070309000069 FG02792.1 AFAO yes yes ((FG02792.1:100.0,((AO07030900:100.0,65.m07379:100.0):98.0,AN6274.1:100.0):100.0):100.0,
647 54.m06962 AN5099.1 AO070291000080 FG02791.1 AFAO yes ((FG02791.1:100.0,((AO07029100:100.0,54.m06962:100.0):87.0,AN5099.1:100.0):100.0):100.0,
648 71.m15593 AN8534.1 AO070323000188 FG11617.1 AFAO yes yes ((FG11617.1:100.0,((AO07032300:100.0,71.m15593:100.0):90.8,AN8534.1:100.0):100.0):100.0,
649 71.m15724 AN7699.1 AO070325000105 FG08949.1 AFAO ((FG08949.1:100.0,((AO07032500:100.0,71.m15724:100.0):46.3,AN7699.1:100.0):100.0):100.0,
650 55.m02982 AN1477.1 AO070334000159 FG08946.1 ANAO yes yes ((FG08946.1:100.0,(55.m02982:100.0,(AN1477.1:100.0,AO07033400:100.0):90.5):100.0):100.0,
651 62.m03337 AN8743.1 AO070250000032 FG08945.1 ANAO ((FG08945.1:100.0,((AO07025000:100.0,AN8743.1:100.0):68.5,62.m03337:100.0):100.0):100.0,
652 62.m03363 AN8706.1 AO070315000133 FG08944.1 ANAO ((FG08944.1:100.0,(62.m03363:100.0,(AN8706.1:100.0,AO07031500:100.0):39.8):100.0):100.0,
653 70.m15376 AN3889.1 AO070316000069 FG08943.1 AFAO yes yes ((((AO07031600:100.0,70.m15376:100.0):100.0,AN3889.1:100.0):95.0,FG08943.1:100.0):100.0,
654 72.m19155 AN5986.1 AO070340000293 FG08941.1 AFAO yes yes ((((AO07034000:100.0,72.m19155:100.0):100.0,AN5986.1:100.0):99.5,FG08941.1:100.0):100.0,
655 59.m09117 AN9526.1 AO070327000084 FG08940.1 AFAO yes ((FG08940.1:100.0,((AO07032700:100.0,59.m09117:100.0):89.5,AN9526.1:100.0):100.0):100.0,
656 59.m09224 AN4759.1 AO070327000057 FG08936.1 AFAO yes ((FG08936.1:100.0,((AO07032700:100.0,59.m09224:100.0):86.5,AN4759.1:100.0):100.0):100.0,
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657 59.m09222 AN4761.1 AO070327000055 FG08935.1 AFAO yes ((FG08935.1:100.0,((AO07032700:100.0,59.m09222:100.0):86.5,AN4761.1:100.0):100.0):100.0,
658 59.m09183 AN4798.1 AO070329000048 FG08932.1 AFAO ((FG08932.1:100.0,((AO07032900:100.0,59.m09183:100.0):72.2,AN4798.1:100.0):100.0):100.0,
659 62.m03470 AN8698.1 AO070315000125 FG08919.1 ANAO ((FG08919.1:100.0,((AO07031500:100.0,AN8698.1:100.0):64.5,62.m03470:100.0):99.0):100.0,
660 62.m03370 AN8699.1 AO070315000126 FG08920.1 AFAO ((FG08920.1:100.0,((62.m03370:100.0,AO07031500:100.0):59.0,AN8699.1:100.0):100.0):100.0,
661 69.m15422 AN3717.1 AO070341000346 FG08923.1 ANAO ((FG08923.1:100.0,((AO07034100:100.0,AN3717.1:100.0):54.0,69.m15422:100.0):100.0):100.0,
662 70.m15373 AN0770.1 AO070316000074 FG08927.1 AFAO ((FG08927.1:100.0,((70.m15373:100.0,AO07031600:100.0):72.5,AN0770.1:100.0):100.0):100.0,
663 71.m15665 AN4678.1 AO070284000022 FG08914.1 AFAO yes yes ((FG08914.1:100.0,((AO07028400:100.0,71.m15665:100.0):93.5,AN4678.1:100.0):100.0):100.0,
664 72.m19136 AN6006.1 AO070340000272 FG08910.1 AFAO yes ((FG08910.1:100.0,((AO07034000:100.0,72.m19136:100.0):89.5,AN6006.1:100.0):100.0):100.0,
665 67.m02930 AN3222.1 AO070330000072 FG11629.1 AFAO yes yes ((FG11629.1:100.0,(AN3222.1:100.0,(67.m02930:100.0,AO07033000:100.0):100.0):100.0):100.0,
666 59.m09254 AN2757.1 AO070327000036 FG08905.1 AFAO ((FG08905.1:100.0,((AO07032700:100.0,59.m09254:100.0):59.5,AN2757.1:100.0):100.0):100.0,
667 59.m09174 AN4802.1 AO070329000037 FG08895.1 AFAO ((FG08895.1:100.0,((59.m09174:100.0,AO07032900:100.0):52.5,AN4802.1:100.0):100.0):100.0,
668 59.m09173 AN4803.1 AO070329000036 FG08896.1 AFAN ((FG08896.1:100.0,(AO07032900:100.0,(AN4803.1:100.0,59.m09173:100.0):56.3):100.0):100.0,
669 59.m09460 AN4788.1 AO070329000059 FG08897.1 AFAN yes ((FG08897.1:100.0,(AO07032900:100.0,(AN4788.1:100.0,59.m09460:100.0):80.5):100.0):100.0,
670 71.m15787 AN7755.1 AO070325000188 FG08901.1 ANAO ((FG08901.1:100.0,(71.m15787:100.0,(AN7755.1:100.0,AO07032500:100.0):52.0):100.0):100.0,
671 71.m15744 AN7718.1 AO070325000132 FG08900.1 AFAO ((FG08900.1:100.0,((AO07032500:100.0,71.m15744:100.0):56.0,AN7718.1:100.0):100.0):100.0,
672 59.m09248 AN4736.1 AO070327000041 FG08889.1 AFAO ((FG08889.1:100.0,((AO07032700:100.0,59.m09248:100.0):45.8,AN4736.1:100.0):100.0):100.0,
673 59.m09246 AN4735.1 AO070327000042 FG08887.1 AFAN ((FG08887.1:100.0,((59.m09246:100.0,AN4735.1:100.0):64.5,AO07032700:100.0):100.0):100.0,
674 55.m02990 AN1484.1 AO070334000191 FG06850.1 AFAO yes yes ((FG06850.1:100.0,((AO07033400:100.0,55.m02990:100.0):91.5,AN1484.1:100.0):100.0):100.0,
675 59.m09462 AN4787.1 AO070329000060 FG08670.1 AFAN (((AO07032900:100.0,(AN4787.1:100.0,59.m09462:100.0):59.7):83.0,FG08670.1:100.0):100.0,
676 59.m09158 AN4817.1 AO070327000170 FG08672.1 AFAO ((FG08672.1:100.0,((AO07032700:100.0,59.m09158:100.0):69.5,AN4817.1:100.0):100.0):100.0,
677 70.m15227 AN1009.1 AO070312000024 FG08507.1 AFAO ((FG08507.1:100.0,((AO07031200:100.0,70.m15227:100.0):62.2,AN1009.1:100.0):100.0):100.0,
678 59.m09172 AN4804.1 AO070329000035 FG08501.1 AFAO ((FG08501.1:100.0,((AO07032900:100.0,59.m09172:100.0):55.5,AN4804.1:100.0):100.0):100.0,
679 59.m09244 AN4740.1 AO070329000136 FG08886.1 AFAO ((FG08886.1:100.0,((AO07032900:100.0,59.m09244:100.0):56.7,AN4740.1:100.0):100.0):100.0,
680 70.m15368 AN0764.1 AO070316000081 FG11347.1 AFAO yes yes (((AN0764.1:100.0,(AO07031600:100.0,70.m15368:100.0):95.5):95.8,FG11347.1:100.0):100.0,
681 62.m03352 AN8721.1 AO070315000143 FG08879.1 AFAO yes yes ((FG08879.1:100.0,(AN8721.1:100.0,(62.m03352:100.0,AO07031500:100.0):100.0):100.0):100.0,
682 59.m09216 AN4769.1 AO070329000088 FG08875.1 AFAO yes yes ((FG08875.1:100.0,((AO07032900:100.0,59.m09216:100.0):93.0,AN4769.1:100.0):100.0):100.0,
683 57.m05549 AN4636.1 AO070248000018 FG08504.1 AFAO yes ((FG08504.1:100.0,((AO07024800:100.0,57.m05549:100.0):78.0,AN4636.1:100.0):100.0):100.0,
684 59.m09162 AN4814.1 AO070329000018 FG08873.1 AFAO yes ((FG08873.1:100.0,((AO07032900:100.0,59.m09162:100.0):86.5,AN4814.1:100.0):100.0):100.0,
685 57.m05557 AN4547.1 AO070321000185 FG08840.1 AFAO ((FG08840.1:100.0,((AO07032100:100.0,57.m05557:100.0):53.5,AN4547.1:100.0):100.0):100.0,
686 59.m09470 AN4778.1 AO070329000073 FG08706.1 AFAO ((FG08706.1:100.0,((AO07032900:100.0,59.m09470:100.0):58.5,AN4778.1:100.0):100.0):100.0,
687 59.m09114 AN4857.1 AO070327000081 FG08709.1 AFAO ((FG08709.1:100.0,((AO07032700:100.0,59.m09114:100.0):62.5,AN4857.1:100.0):100.0):100.0,
688 54.m06797 AN4221.1 AO070234000030 FG08813.1 AFAN ((FG08813.1:100.0,(AO07023400:100.0,(AN4221.1:100.0,54.m06797:100.0):57.0):100.0):100.0,
689 54.m06800 AN4218.1 AO070315000081 FG08811.1 AFAO ((FG08811.1:100.0,((AO07031500:100.0,54.m06800:100.0):63.5,AN4218.1:100.0):100.0):100.0,
690 59.m09215 AN4770.1 AO070329000086 FG08528.1 AFAO yes ((FG08528.1:100.0,((AO07032900:100.0,59.m09215:100.0):86.0,AN4770.1:100.0):100.0):100.0,
691 70.m15515 AN0906.1 AO070320000082 FG09454.1 AFAO yes yes ((FG09454.1:100.0,((AO07032000:100.0,70.m15515:100.0):97.0,AN0906.1:100.0):100.0):100.0,
692 62.m03488 AN8696.1 AO070315000121 FG08527.1 AFAO yes ((FG08527.1:100.0,((AO07031500:100.0,62.m03488:100.0):82.0,AN8696.1:100.0):100.0):100.0,
693 59.m09489 AN4763.1 AO070327000053 FG08531.1 ANAO ((FG08531.1:100.0,(59.m09489:100.0,(AN4763.1:100.0,AO07032700:100.0):59.5):100.0):100.0,
694 59.m09221 AN4762.1 AO070327000054 FG08530.1 AFAO yes yes ((FG08530.1:100.0,((AO07032700:100.0,59.m09221:100.0):90.8,AN4762.1:100.0):100.0):100.0,
695 52.m04075 AN9357.1 AO070315000043 FG09216.1 AFAO yes yes ((FG09216.1:100.0,((AO07031500:100.0,52.m04075:100.0):95.0,AN9357.1:100.0):100.0):100.0,
696 62.m03388 AN8683.1 AO070315000103 FG08579.1 AFAO yes yes ((FG08579.1:100.0,((AO07031500:100.0,62.m03388:100.0):91.0,AN8683.1:100.0):100.0):100.0,
697 62.m03368 AN8700.1 AO070315000128 FG02343.1 AFAO yes ((FG02343.1:100.0,((AO07031500:100.0,62.m03368:100.0):84.8,AN8700.1:100.0):100.0):100.0,
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698 62.m03453 AN8748.1 AO070250000024 FG06404.1 AFAN ((FG06404.1:100.0,((62.m03453:100.0,AN8748.1:100.0):52.5,AO07025000:100.0):100.0):100.0,
699 62.m03313 AN8764.1 AO070277000062 FG06401.1 AFAO ((FG06401.1:100.0,((62.m03313:100.0,AO07027700:100.0):60.5,AN8764.1:100.0):100.0):100.0,
700 54.m06360 AN9384.1 AO070253000015 FG08320.1 AFAO yes yes ((FG08320.1:100.0,((AO07025300:100.0,54.m06360:100.0):99.0,AN9384.1:100.0):100.0):100.0,
701 62.m03233 AN6638.1 AO070326000090 FG08648.1 AFAO ((FG08648.1:100.0,((AO07032600:100.0,62.m03233:100.0):74.0,AN6638.1:100.0):100.0):100.0,
702 62.m03399 AN8671.1 AO070315000088 FG08650.1 AFAO yes ((FG08650.1:100.0,((AO07031500:100.0,62.m03399:100.0):86.0,AN8671.1:100.0):100.0):100.0,
703 70.m14923 AN1284.1 AO070332000035 FG02764.1 AFAN ((FG02764.1:100.0,(AO07033200:100.0,(AN1284.1:100.0,70.m14923:100.0):72.0):100.0):100.0,
704 70.m14929 AN1280.1 AO070332000040 FG02766.1 AFAO yes yes ((FG02766.1:100.0,((AO07033200:100.0,70.m14929:100.0):97.0,AN1280.1:100.0):100.0):100.0,
705 55.m03004 AN1494.1 AO070334000211 FG09406.1 AFAO yes yes ((FG09406.1:100.0,(AN1494.1:100.0,(55.m03004:100.0,AO07033400:100.0):100.0):100.0):100.0,
706 69.m15021 AN3909.1 AO070324000094 FG01035.1 AFAO yes yes ((FG01035.1:100.0,(AN3909.1:100.0,(69.m15021:100.0,AO07032400:100.0):100.0):100.0):100.0,
707 69.m15005 AN3924.1 AO070324000120 FG01036.1 AFAO yes yes ((FG01036.1:100.0,((AO07032400:100.0,69.m15005:100.0):90.0,AN3924.1:100.0):100.0):100.0,
708 54.m06541 AN4050.1 AO070328000106 FG00718.1 AFAO yes yes ((FG00718.1:100.0,(AN4050.1:100.0,(54.m06541:100.0,AO07032800:100.0):100.0):100.0):100.0,
709 54.m06978 AN0304.1 AO070334000034 FG00736.1 AFAO yes yes ((FG00736.1:100.0,(AN0304.1:100.0,(54.m06978:100.0,AO07033400:100.0):100.0):100.0):100.0,
710 69.m15026 AN9512.1 AO070324000088 FG06864.1 AFAO yes yes ((FG06864.1:100.0,((AO07032400:100.0,69.m15026:100.0):92.5,AN9512.1:100.0):100.0):100.0,
711 72.m19984 AN6268.1 AO070304000019 FG00912.1 AFAO yes ((FG00912.1:100.0,((AO07030400:100.0,72.m19984:100.0):80.5,AN6268.1:100.0):100.0):100.0,
712 70.m15580 AN0946.1 AO070320000143 FG00292.1 AFAO yes yes ((FG00292.1:100.0,((AO07032000:100.0,70.m15580:100.0):98.5,AN0946.1:100.0):100.0):100.0,
713 54.m06538 AN4053.1 AO070342000038 FG00748.1 AFAO yes yes ((FG00748.1:100.0,((AO07034200:100.0,54.m06538:100.0):92.0,AN4053.1:100.0):100.0):100.0,
714 54.m07014 AN4056.1 AO070342000042 FG00724.1 AFAO yes yes ((FG00724.1:100.0,((AO07034200:100.0,54.m07014:100.0):99.0,AN4056.1:100.0):100.0):100.0,
715 55.m03022 AN1510.1 AO070334000228 FG04911.1 AFAO ((FG04911.1:100.0,((AO07033400:100.0,55.m03022:100.0):74.5,AN1510.1:100.0):100.0):100.0,
716 66.m04621 AN3411.1 AO070281000041 FG00286.1 AFAO ((FG00286.1:100.0,((AO07028100:100.0,66.m04621:100.0):59.0,AN3411.1:100.0):100.0):100.0,
717 55.m03241 AN1413.1 AO070242000017 FG04907.1 AFAO yes yes ((FG04907.1:100.0,((AO07024200:100.0,55.m03241:100.0):94.0,AN1413.1:100.0):100.0):100.0,
718 66.m04541 AN9083.1 AO070332000196 FG00722.1 AFAO yes yes ((FG00722.1:100.0,((AO07033200:100.0,66.m04541:100.0):90.5,AN9083.1:100.0):100.0):100.0,
719 57.m05645 AN4486.1 AO070311000037 FG00719.1 ANAO yes ((FG00719.1:100.0,(57.m05645:100.0,(AN4486.1:100.0,AO07031100:100.0):85.5):100.0):100.0,
720 70.m15793 AN0809.1 AO070239000006 FG00916.1 AFAO yes yes ((FG00916.1:100.0,((AO07023900:100.0,70.m15793:100.0):90.5,AN0809.1:100.0):100.0):100.0,
721 70.m15409 AN0808.1 AO070239000007 FG00915.1 AFAO yes ((FG00915.1:100.0,((AO07023900:100.0,70.m15409:100.0):77.0,AN0808.1:100.0):100.0):100.0,
722 70.m15405 AN0804.1 AO070239000013 FG00914.1 AFAN ((FG00914.1:100.0,(AO07023900:100.0,(AN0804.1:100.0,70.m15405:100.0):58.5):100.0):100.0,
723 66.m04616 AN3417.1 AO070203000003 FG00287.1 AFAN ((FG00287.1:100.0,(AO07020300:100.0,(AN3417.1:100.0,66.m04616:100.0):56.0):100.0):100.0,
724 66.m04552 AN9094.1 AO070332000181 FG00872.1 AFAN ((FG00872.1:100.0,(AO07033200:100.0,(AN9094.1:100.0,66.m04552:100.0):48.5):100.0):100.0,
725 69.m15475 AN5457.1 AO070341000409 FG00739.1 AFAO yes ((FG00739.1:100.0,((AO07034100:100.0,69.m15475:100.0):83.0,AN5457.1:100.0):100.0):100.0,
726 55.m03276 AN1558.1 AO070339000295 FG01410.1 AFAO yes yes ((FG01410.1:100.0,((AO07033900:100.0,55.m03276:100.0):91.0,AN1558.1:100.0):100.0):100.0,
727 62.m03367 AN8701.1 AO070315000129 FG08557.1 AFAO yes yes ((FG08557.1:100.0,((AO07031500:100.0,62.m03367:100.0):92.0,AN8701.1:100.0):100.0):100.0,
728 62.m03366 AN8702.1 AO070315000130 FG08558.1 AFAO ((FG08558.1:100.0,((62.m03366:100.0,AO07031500:100.0):53.0,AN8702.1:100.0):100.0):100.0,
729 57.m05687 AN3795.1 AO070337000232 FG00941.1 AFAO ((FG00941.1:100.0,((AO07033700:100.0,57.m05687:100.0):50.0,AN3795.1:100.0):100.0):100.0,
730 71.m15303 AN1947.1 AO070342000209 FG10497.1 ANAO ((FG10497.1:100.0,((AO07034200:100.0,AN1947.1:100.0):72.0,71.m15303:100.0):100.0):100.0,
731 55.m03091 AN1565.1 AO070339000287 FG01411.1 ANAO yes ((FG01411.1:100.0,(55.m03091:100.0,(AN1565.1:100.0,AO07033900:100.0):75.5):100.0):100.0,
732 71.m15696 AN4708.1 AO070329000168 FG08517.1 AFAO yes ((FG08517.1:100.0,((AO07032900:100.0,71.m15696:100.0):87.0,AN4708.1:100.0):100.0):100.0,
733 62.m03479 AN8664.1 AO070205000007 FG08780.1 AFAN ((FG08780.1:100.0,(AO07020500:100.0,(AN8664.1:100.0,62.m03479:100.0):51.0):100.0):100.0,
734 71.m15671 AN4688.1 AO070284000043 FG08510.1 ANAO ((FG08510.1:100.0,((AO07028400:100.0,AN4688.1:100.0):66.5,71.m15671:100.0):100.0):100.0,
735 71.m15670 AN4687.1 AO070284000042 FG08509.1 AFAO ((FG08509.1:100.0,((AO07028400:100.0,71.m15670:100.0):45.0,AN4687.1:100.0):100.0):100.0,
736 71.m15674 AN4691.1 AO070284000047 FG08511.1 AFAN ((FG08511.1:100.0,(AO07028400:100.0,(AN4691.1:100.0,71.m15674:100.0):48.8):100.0):100.0,
737 71.m15816 AN7783.1 AO070286000029 FG08568.1 AFAO yes ((FG08568.1:100.0,((AO07028600:100.0,71.m15816:100.0):82.5,AN7783.1:100.0):100.0):100.0,
738 71.m15641 AN0241.1 AO070284000071 FG08721.1 AFAO yes yes ((FG08721.1:100.0,((AO07028400:100.0,71.m15641:100.0):92.5,AN0241.1:100.0):100.0):100.0,
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739 71.m15640 AN0242.1 AO070284000072 FG08722.1 AFAO ((FG08722.1:100.0,((71.m15640:100.0,AO07028400:100.0):63.5,AN0242.1:100.0):100.0):100.0,
740 71.m15642 AN0240.1 AO070284000070 FG08723.1 AFAN yes ((((AN0240.1:100.0,71.m15642:100.0):82.5,AO07028400:100.0):99.0,FG08723.1:100.0):100.0,
741 71.m15766 AN7736.1 AO070325000157 FG08845.1 AFAO yes ((FG08845.1:100.0,((71.m15766:100.0,AO07032500:100.0):77.5,AN7736.1:100.0):100.0):100.0,
742 71.m15668 AN4684.1 AO070284000040 FG08571.1 AFAN ((FG08571.1:100.0,(AO07028400:100.0,(AN4684.1:100.0,71.m15668:100.0):74.5):100.0):100.0,
743 59.m09180 AN4800.1 AO070329000041 FG08872.1 AFAO yes yes ((FG08872.1:100.0,((AO07032900:100.0,59.m09180:100.0):98.0,AN4800.1:100.0):100.0):100.0,
744 59.m09236 AN4743.1 AO070327000077 FG08857.1 AFAO ((FG08857.1:100.0,((AO07032700:100.0,59.m09236:100.0):73.0,AN4743.1:100.0):100.0):100.0,
745 59.m09232 AN4753.1 AO070327000066 FG08860.1 AFAN ((FG08860.1:100.0,((59.m09232:100.0,AN4753.1:100.0):56.8,AO07032700:100.0):100.0):100.0,
746 59.m09234 AN4751.1 AO070327000068 FG08849.1 ANAO ((FG08849.1:100.0,(59.m09234:100.0,(AN4751.1:100.0,AO07032700:100.0):63.0):100.0):100.0,
747 59.m08889 AN4986.1 AO070288000054 FG08717.1 AFAO ((FG08717.1:100.0,((AO07028800:100.0,59.m08889:100.0):53.5,AN4986.1:100.0):100.0):100.0,
748 59.m09189 AN4792.1 AO070329000054 FG08715.1 AFAO yes ((FG08715.1:100.0,((AO07032900:100.0,59.m09189:100.0):75.5,AN4792.1:100.0):100.0):100.0,
749 72.m19814 AN7535.1 AO070299000067 FG10918.1 ((((72.m19814:100.0,AN7535.1:100.0):100.0,FG10918.1:100.0):61.0,AO07029900:100.0):100.0,
750 66.m04696 AN9490.1 AO070214000003 FG00161.1 ((((AN9490.1:100.0,66.m04696:100.0):68.0,FG00161.1:100.0):48.5,AO07021400:100.0):100.0,
751 53.m03736 AN8233.1 AO070310000075 FG08917.1 AFAO yes yes ((((AO07031000:100.0,53.m03736:100.0):97.5,AN8233.1:100.0):98.0,FG08917.1:100.0):100.0,
752 63.m00612 AN7786.1 AO070167000003 FG02964.1 AFAO yes yes ((((AO07016700:100.0,63.m00612:100.0):100.0,AN7786.1:100.0):95.5,FG02964.1:100.0):100.0,
753 54.m06365 AN0381.1 AO070318000065 FG05778.1 AFAO yes ((FG05778.1:100.0,((AO07031800:100.0,54.m06365:100.0):89.5,AN0381.1:100.0):100.0):100.0,
754 54.m06392 AN0359.1 AO070318000037 FG05777.1 AFAO ((FG05777.1:100.0,((AO07031800:100.0,54.m06392:100.0):53.5,AN0359.1:100.0):100.0):100.0,
755 70.m15195 AN1037.1 AO070336000072 FG05784.1 AFAO yes yes ((FG05784.1:100.0,((AO07033600:100.0,70.m15195:100.0):94.0,AN1037.1:100.0):100.0):100.0,
756 65.m07375 AN3752.1 AO070309000065 FG05780.1 AFAO yes yes ((FG05780.1:100.0,((AO07030900:100.0,65.m07375:100.0):96.0,AN3752.1:100.0):100.0):100.0,
757 58.m07872 AN4453.1 AO070273000002 FG05769.1 AFAO yes yes ((FG05769.1:100.0,((AO07027300:100.0,58.m07872:100.0):93.5,AN4453.1:100.0):100.0):100.0,
758 59.m08981 AN3036.1 AO070337000078 FG06302.1 AFAO yes yes ((FG06302.1:100.0,((AO07033700:100.0,59.m08981:100.0):94.0,AN3036.1:100.0):100.0):100.0,
759 59.m09256 AN2767.1 AO070327000034 FG06045.1 ANAO ((FG06045.1:100.0,((AO07032700:100.0,AN2767.1:100.0):50.5,59.m09256:100.0):100.0):100.0,
760 70.m15196 AN1038.1 AO070336000073 FG05054.1 AFAO ((FG05054.1:100.0,((70.m15196:100.0,AO07033600:100.0):54.0,AN1038.1:100.0):100.0):100.0,
761 58.m08029 AN4290.1 AO070158000001 FG05053.1 AFAO yes ((FG05053.1:100.0,((AO07015800:100.0,58.m08029:100.0):80.0,AN4290.1:100.0):100.0):100.0,
762 69.m14847 AN5749.1 AO070341000006 FG03481.1 AFAO yes yes ((FG03481.1:100.0,((AO07034100:100.0,69.m14847:100.0):93.0,AN5749.1:100.0):100.0):100.0,
763 69.m14838 AN5760.1 AO070193000006 FG05766.1 ANAO yes yes ((FG05766.1:100.0,(69.m14838:100.0,(AN5760.1:100.0,AO07019300:100.0):95.0):100.0):100.0,
764 59.m08904 AN5006.1 AO070255000034 FG06330.1 AFAO yes yes ((FG06330.1:100.0,((AO07025500:100.0,59.m08904:100.0):91.5,AN5006.1:100.0):100.0):100.0,
765 59.m09008 AN3010.1 AO070337000106 FG06338.1 AFAO yes yes ((FG06338.1:100.0,((AO07033700:100.0,59.m09008:100.0):99.0,AN3010.1:100.0):100.0):100.0,
766 59.m08985 AN3033.1 AO070337000074 FG06339.1 AFAO ((FG06339.1:100.0,((AO07033700:100.0,59.m08985:100.0):69.5,AN3033.1:100.0):100.0):100.0,
767 59.m09003 AN3013.1 AO070337000103 FG06325.1 AFAO yes ((FG06325.1:100.0,((AO07033700:100.0,59.m09003:100.0):79.5,AN3013.1:100.0):100.0):100.0,
768 65.m07451 AN4273.1 AO070277000013 FG09691.1 AFAO yes yes ((FG09691.1:100.0,((AO07027700:100.0,65.m07451:100.0):97.5,AN4273.1:100.0):100.0):100.0,
769 69.m14839 AN5759.1 AO070193000004 FG05764.1 ANAO yes yes ((FG05764.1:100.0,(69.m14839:100.0,(AN5759.1:100.0,AO07019300:100.0):92.5):100.0):100.0,
770 58.m07694 AN1624.1 AO070299000090 FG06048.1 AFAO yes yes ((FG06048.1:100.0,((AO07029900:100.0,58.m07694:100.0):91.5,AN1624.1:100.0):100.0):100.0,
771 59.m08959 AN3059.1 AO070337000014 FG06055.1 AFAO ((FG06055.1:100.0,((AO07033700:100.0,59.m08959:100.0):52.0,AN3059.1:100.0):100.0):100.0,
772 59.m08901 AN5001.1 AO070255000031 FG06049.1 AFAO yes yes ((FG06049.1:100.0,(AN5001.1:100.0,(59.m08901:100.0,AO07025500:100.0):100.0):100.0):100.0,
773 57.m05520 AN4598.1 AO070267000015 FG10768.1 AFAO yes ((FG10768.1:100.0,((AO07026700:100.0,57.m05520:100.0):79.3,AN4598.1:100.0):100.0):100.0,
774 59.m08755 AN2904.1 AO070338000101 FG10769.1 AFAO ((FG10769.1:100.0,((AO07033800:100.0,59.m08755:100.0):64.5,AN2904.1:100.0):100.0):100.0,
775 59.m09454 AN4997.1 AO070288000080 FG10779.1 AFAO yes yes ((FG10779.1:100.0,((AO07028800:100.0,59.m09454:100.0):90.0,AN4997.1:100.0):100.0):100.0,
776 57.m05525 AN4602.1 AO070267000019 FG06294.1 ANAO yes ((FG06294.1:100.0,(57.m05525:100.0,(AN4602.1:100.0,AO07026700:100.0):76.0):100.0):100.0,
777 54.m06812 AN4250.1 AO070324000162 FG06300.1 AFAO ((FG06300.1:100.0,((AO07032400:100.0,54.m06812:100.0):61.5,AN4250.1:100.0):100.0):100.0,
778 59.m08778 AN4884.1 AO070338000076 FG06301.1 AFAO yes yes ((FG06301.1:100.0,((AO07033800:100.0,59.m08778:100.0):93.0,AN4884.1:100.0):100.0):100.0,
779 59.m09495 AN4875.1 AO070338000085 FG10780.1 ANAO yes ((FG10780.1:100.0,(59.m09495:100.0,(AN4875.1:100.0,AO07033800:100.0):79.0):100.0):100.0,
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780 59.m08748 AN2898.1 AO070338000110 FG10781.1 AFAO yes yes ((FG10781.1:100.0,((AO07033800:100.0,59.m08748:100.0):96.5,AN2898.1:100.0):100.0):100.0,
781 59.m08754 AN2903.1 AO070338000102 FG10782.1 AFAO ((FG10782.1:100.0,((59.m08754:100.0,AO07033800:100.0):60.5,AN2903.1:100.0):100.0):100.0,
782 59.m08957 AN3058.1 AO070337000016 FG06290.1 AFAN yes ((FG06290.1:100.0,(AO07033700:100.0,(AN3058.1:100.0,59.m08957:100.0):80.5):100.0):100.0,
783 59.m08792 AN4894.1 AO070338000062 FG06291.1 AFAO yes ((FG06291.1:100.0,((AO07033800:100.0,59.m08792:100.0):84.0,AN4894.1:100.0):100.0):100.0,
784 59.m08794 AN4895.1 AO070338000061 FG06292.1 ANAO ((FG06292.1:100.0,((AO07033800:100.0,AN4895.1:100.0):64.5,59.m08794:100.0):100.0):100.0,
785 59.m08894 AN4991.1 AO070288000071 FG00338.1 ANAO ((FG00338.1:100.0,(59.m08894:100.0,(AN4991.1:100.0,AO07028800:100.0):48.0):100.0):100.0,
786 59.m08933 AN3065.1 AO070337000007 FG00337.1 AFAO ((FG00337.1:100.0,((AO07033700:100.0,59.m08933:100.0):65.8,AN3065.1:100.0):100.0):100.0,
787 54.m06700 AN0247.1 AO070338000240 FG00732.1 AFAO yes yes ((FG00732.1:100.0,((AO07033800:100.0,54.m06700:100.0):93.5,AN0247.1:100.0):100.0):100.0,
788 58.m07775 AN1699.1 AO070305000023 FG10790.1 AFAO yes yes ((FG10790.1:100.0,((AO07030500:100.0,58.m07775:100.0):91.3,AN1699.1:100.0):100.0):100.0,
789 59.m09263 AN2761.1 AO070327000023 FG10805.1 AFAN ((((59.m09263:100.0,AN2761.1:100.0):47.5,AO07032700:100.0):76.2,FG10805.1:100.0):100.0,
790 59.m09262 AN2762.1 AO070327000024 FG10804.1 ANAO yes ((FG10804.1:100.0,(59.m09262:100.0,(AN2762.1:100.0,AO07032700:100.0):81.0):100.0):100.0,
791 59.m08910 AN5008.1 AO070255000045 FG10793.1 AFAO ((FG10793.1:100.0,((59.m08910:100.0,AO07025500:100.0):57.8,AN5008.1:100.0):100.0):100.0,
792 59.m09488 AN2766.1 AO070327000031 FG10792.1 AFAO yes yes ((FG10792.1:100.0,((AO07032700:100.0,59.m09488:100.0):98.0,AN2766.1:100.0):100.0):100.0,
793 57.m05527 AN4603.1 AO070267000024 FG10934.1 ANAO yes yes ((FG10934.1:100.0,(57.m05527:100.0,(AN4603.1:100.0,AO07026700:100.0):90.0):100.0):100.0,
794 65.m07380 AN6817.1 AO070309000070 FG10920.1 AFAO yes yes ((FG10920.1:100.0,(AN6817.1:100.0,(65.m07380:100.0,AO07030900:100.0):100.0):100.0):100.0,
795 66.m04597 AN9039.1 AO070332000128 FG02001.1 ANAO ((FG02001.1:100.0,(66.m04597:100.0,(AN9039.1:100.0,AO07033200:100.0):63.0):100.0):100.0,
796 53.m03675 AN4282.1 AO070310000014 FG01604.1 AFAO ((FG01604.1:100.0,((AO07031000:100.0,53.m03675:100.0):68.0,AN4282.1:100.0):100.0):100.0,
797 58.m08959 AN1715.1 AO070305000031 FG05330.1 AFAO yes yes ((FG05330.1:100.0,((AO07030500:100.0,58.m08959:100.0):99.0,AN1715.1:100.0):100.0):100.0,
798 52.m03724 AN5566.1 AO070279000055 FG10358.1 AFAO yes ((((AO07027900:100.0,52.m03724:100.0):75.5,AN5566.1:100.0):81.5,FG10358.1:100.0):100.0,
799 52.m03708 AN6423.1 AO070342000207 FG10974.1 (((AN6423.1:100.0,52.m03708:100.0):59.0,(FG10974.1:100.0,AO07034200:100.0):76.5):100.0,
800 59.m08751 AN2901.1 AO070338000106 FG10967.1 ANAO ((FG10967.1:100.0,(59.m08751:100.0,(AN2901.1:100.0,AO07033800:100.0):66.5):100.0):100.0,
801 55.m03068 AN1548.1 AO070339000306 FG11409.1 ANAO yes ((((AN1548.1:100.0,AO07033900:100.0):77.0,55.m03068:100.0):97.5,FG11409.1:100.0):100.0,
802 54.m06964 AN5103.1 AO070291000076 FG02041.1 AFAO yes ((FG02041.1:100.0,((AO07029100:100.0,54.m06964:100.0):89.0,AN5103.1:100.0):100.0):100.0,
803 59.m09298 AN3438.1 AO070265000012 FG06992.1 AFAO ((FG06992.1:100.0,((59.m09298:100.0,AO07026500:100.0):71.5,AN3438.1:100.0):100.0):100.0,
804 69.m15430 AN5527.1 AO070341000362 FG07962.1 AFAO yes yes ((FG07962.1:100.0,((AO07034100:100.0,69.m15430:100.0):99.5,AN5527.1:100.0):100.0):100.0,
805 57.m05537 AN4623.1 AO070267000035 FG07940.1 AFAO yes yes ((FG07940.1:100.0,((AO07026700:100.0,57.m05537:100.0):90.0,AN4623.1:100.0):100.0):100.0,
806 59.m09479 AN3445.1 AO070265000021 FG07937.1 AFAO ((FG07937.1:100.0,((59.m09479:100.0,AO07026500:100.0):48.5,AN3445.1:100.0):100.0):100.0,
807 59.m09312 AN3449.1 AO070265000024 FG07965.1 AFAO yes yes ((FG07965.1:100.0,((AO07026500:100.0,59.m09312:100.0):99.0,AN3449.1:100.0):100.0):100.0,
808 57.m05942 AN4578.1 AO070316000167 FG07966.1 AFAO yes ((FG07966.1:100.0,((AO07031600:100.0,57.m05942:100.0):84.0,AN4578.1:100.0):100.0):100.0,
809 57.m05504 AN4577.1 AO070316000168 FG09042.1 AFAN ((FG09042.1:100.0,(AO07031600:100.0,(AN4577.1:100.0,57.m05504:100.0):62.5):100.0):100.0,
810 59.m09374 AN3125.1 AO070303000022 FG07968.1 AFAO yes yes ((FG07968.1:100.0,((AO07030300:100.0,59.m09374:100.0):99.0,AN3125.1:100.0):100.0):100.0,
811 69.m15433 AN5525.1 AO070341000364 FG07953.1 AFAN ((FG07953.1:100.0,(AO07034100:100.0,(AN5525.1:100.0,69.m15433:100.0):61.0):100.0):100.0,
812 56.m03102 AN4372.1 AO070275000045 FG11011.1 AFAO ((FG11011.1:100.0,((AO07027500:100.0,56.m03102:100.0):65.5,AN4372.1:100.0):100.0):100.0,
813 69.m15421 AN3716.1 AO070341000345 FG07956.1 AFAO yes ((FG07956.1:100.0,((AO07034100:100.0,69.m15421:100.0):75.0,AN3716.1:100.0):100.0):100.0,
814 69.m15416 AN3711.1 AO070341000337 FG07958.1 AFAN ((FG07958.1:100.0,((69.m15416:100.0,AN3711.1:100.0):73.0,AO07034100:100.0):100.0):100.0,
815 69.m15434 AN5524.1 AO070341000365 FG07959.1 AFAO yes yes ((FG07959.1:100.0,((AO07034100:100.0,69.m15434:100.0):96.0,AN5524.1:100.0):100.0):100.0,
816 69.m15418 AN3714.1 AO070341000340 FG07960.1 AFAO yes yes ((FG07960.1:100.0,((AO07034100:100.0,69.m15418:100.0):94.0,AN3714.1:100.0):100.0):100.0,
817 58.m07312 AN5662.1 AO070342000256 FG01248.1 AFAO yes yes ((FG01248.1:100.0,(AN5662.1:100.0,(58.m07312:100.0,AO07034200:100.0):100.0):100.0):100.0,
818 58.m08891 AN5661.1 AO070342000254 FG06370.1 AFAO yes ((FG06370.1:100.0,((AO07034200:100.0,58.m08891:100.0):81.5,AN5661.1:100.0):100.0):100.0,
819 59.m09483 AN3453.1 AO070265000029 FG06362.1 AFAO yes ((FG06362.1:100.0,((AO07026500:100.0,59.m09483:100.0):83.5,AN3453.1:100.0):100.0):100.0,
820 59.m08991 AN3018.1 AO070337000096 FG06378.1 AFAO ((FG06378.1:100.0,((AO07033700:100.0,59.m08991:100.0):45.0,AN3018.1:100.0):100.0):100.0,
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821 69.m15726 AN3720.1 AO070341000352 FG06384.1 AFAO yes yes ((FG06384.1:100.0,((AO07034100:100.0,69.m15726:100.0):97.5,AN3720.1:100.0):100.0):100.0,
822 69.m15727 AN3719.1 AO070341000350 FG06385.1 AFAN ((FG06385.1:100.0,(AO07034100:100.0,(AN3719.1:100.0,69.m15727:100.0):54.5):100.0):100.0,
823 59.m09010 AN3004.1 AO070337000108 FG06386.1 ANAO ((FG06386.1:100.0,((AO07033700:100.0,AN3004.1:100.0):48.5,59.m09010:100.0):100.0):100.0,
824 59.m08784 AN4888.1 AO070338000070 FG09834.1 ANAO ((FG09834.1:100.0,((AO07033800:100.0,AN4888.1:100.0):37.5,59.m08784:100.0):100.0):100.0,
825 72.m18979 AN5848.1 AO070340000006 FG06366.1 AFAO yes ((FG06366.1:100.0,((AO07034000:100.0,72.m18979:100.0):83.0,AN5848.1:100.0):100.0):100.0,
826 59.m08951 AN3063.1 AO070337000010 FG09837.1 AFAN ((FG09837.1:100.0,(AO07033700:100.0,(AN3063.1:100.0,59.m08951:100.0):57.5):100.0):100.0,
827 59.m09482 AN3460.1 AO070265000037 FG09838.1 AFAO yes yes ((FG09838.1:100.0,((AO07026500:100.0,59.m09482:100.0):93.0,AN3460.1:100.0):100.0):100.0,
828 69.m15377 AN3738.1 AO070342000269 FG09839.1 AFAO ((FG09839.1:100.0,((69.m15377:100.0,AO07034200:100.0):50.5,AN3738.1:100.0):100.0):100.0,
829 57.m05499 AN4581.1 AO070316000164 FG09843.1 AFAO ((FG09843.1:100.0,((AO07031600:100.0,57.m05499:100.0):60.5,AN4581.1:100.0):100.0):100.0,
830 57.m05515 AN4592.1 AO070267000008 FG09845.1 AFAO yes yes ((FG09845.1:100.0,(AN4592.1:100.0,(57.m05515:100.0,AO07026700:100.0):100.0):100.0):100.0,
831 59.m08952 AN3062.1 AO070337000011 FG06364.1 AFAO yes yes ((FG06364.1:100.0,((AO07033700:100.0,59.m08952:100.0):91.5,AN3062.1:100.0):100.0):100.0,
832 59.m08776 AN4881.1 AO070338000078 FG06368.1 AFAO yes yes ((FG06368.1:100.0,((AO07033800:100.0,59.m08776:100.0):90.5,AN4881.1:100.0):100.0):100.0,
833 69.m15397 AN3688.1 AO070341000311 FG06359.1 AFAO yes yes ((FG06359.1:100.0,(AN3688.1:100.0,(69.m15397:100.0,AO07034100:100.0):100.0):100.0):100.0,
834 59.m09409 AN4880.1 AO070338000081 FG06369.1 AFAO ((FG06369.1:100.0,((AO07033800:100.0,59.m09409:100.0):53.8,AN4880.1:100.0):100.0):100.0,
835 59.m08895 AN4992.1 AO070288000075 FG06375.1 AFAO ((FG06375.1:100.0,((AO07028800:100.0,59.m08895:100.0):46.3,AN4992.1:100.0):100.0):100.0,
836 59.m08896 AN4993.1 AO070288000076 FG06376.1 AFAO yes yes ((FG06376.1:100.0,((AO07028800:100.0,59.m08896:100.0):93.5,AN4993.1:100.0):100.0):100.0,
837 69.m15402 AN3691.1 AO070341000316 FG09851.1 AFAO yes ((FG09851.1:100.0,((AO07034100:100.0,69.m15402:100.0):81.5,AN3691.1:100.0):100.0):100.0,
838 69.m15392 AN3723.1 AO070342000294 FG09850.1 AFAO ((FG09850.1:100.0,((AO07034200:100.0,69.m15392:100.0):65.5,AN3723.1:100.0):100.0):100.0,
839 69.m15716 AN3690.1 AO070341000315 FG09849.1 AFAO ((FG09849.1:100.0,((AO07034100:100.0,69.m15716:100.0):40.2,AN3690.1:100.0):100.0):100.0,
840 59.m09324 AN3463.1 AO070265000041 FG09848.1 AFAO yes ((FG09848.1:100.0,((59.m09324:100.0,AO07026500:100.0):89.0,AN3463.1:100.0):100.0):100.0,
841 69.m15375 AN5671.1 AO070342000266 FG06373.1 AFAO yes yes ((FG06373.1:100.0,((AO07034200:100.0,69.m15375:100.0):92.5,AN5671.1:100.0):100.0):100.0,
842 59.m09265 AN2759.1 AO070327000021 FG09853.1 AFAO yes ((FG09853.1:100.0,((AO07032700:100.0,59.m09265:100.0):78.0,AN2759.1:100.0):100.0):100.0,
843 59.m09318 AN3456.1 AO070265000032 FG09855.1 AFAO yes yes ((FG09855.1:100.0,((AO07026500:100.0,59.m09318:100.0):99.0,AN3456.1:100.0):100.0):100.0,
844 59.m09514 AN9060.1 AO070265000048 FG09857.1 ANAO ((FG09857.1:100.0,((AO07026500:100.0,AN9060.1:100.0):44.5,59.m09514:100.0):100.0):100.0,
845 59.m09329 AN3469.1 AO070265000045 FG11626.1 ANAO ((FG11626.1:100.0,((AO07026500:100.0,AN3469.1:100.0):57.5,59.m09329:100.0):100.0):100.0,
846 59.m09327 AN3466.1 AO070265000043 FG07970.1 AFAO ((FG07970.1:100.0,((AO07026500:100.0,59.m09327:100.0):40.0,AN3466.1:100.0):100.0):100.0,
847 58.m07808 AN3830.1 AO070305000068 FG00296.1 AFAN ((FG00296.1:100.0,(AO07030500:100.0,(AN3830.1:100.0,58.m07808:100.0):60.0):100.0):100.0,
848 58.m07814 AN3838.1 AO070305000073 FG09393.1 AFAO yes ((FG09393.1:100.0,((58.m07814:100.0,AO07030500:100.0):77.5,AN3838.1:100.0):100.0):100.0,
849 66.m04641 AN3373.1 AO070281000015 FG01406.1 AFAO yes ((FG01406.1:100.0,((AO07028100:100.0,66.m04641:100.0):88.5,AN3373.1:100.0):100.0):100.0,
850 57.m05693 AN3789.1 AO070337000239 FG00949.1 AFAO yes ((FG00949.1:100.0,((AO07033700:100.0,57.m05693:100.0):78.0,AN3789.1:100.0):100.0):100.0,
851 66.m04618 AN3416.1 AO070203000005 FG00950.1 AFAO yes yes ((FG00950.1:100.0,(AN3416.1:100.0,(66.m04618:100.0,AO07020300:100.0):100.0):100.0):100.0,
852 71.m15635 AN1133.1 AO070276000007 FG09422.1 ANAO yes ((FG09422.1:100.0,(71.m15635:100.0,(AN1133.1:100.0,AO07027600:100.0):83.0):100.0):100.0,
853 71.m15708 AN4667.1 AO070311000001 FG09421.1 ANAO yes ((FG09421.1:100.0,(71.m15708:100.0,(AN4667.1:100.0,AO07031100:100.0):76.0):100.0):100.0,
854 58.m07986 AN4332.1 AO070240000011 FG09423.1 AFAO ((FG09423.1:100.0,((AO07024000:100.0,58.m07986:100.0):61.5,AN4332.1:100.0):100.0):100.0,
855 70.m15759 AN1063.1 AO070218000007 FG09547.1 AFAO ((FG09547.1:100.0,((AO07021800:100.0,70.m15759:100.0):48.0,AN1063.1:100.0):100.0):100.0,
856 71.m15820 AN7630.1 AO070294000040 FG09544.1 AFAO ((FG09544.1:100.0,((AO07029400:100.0,71.m15820:100.0):55.5,AN7630.1:100.0):100.0):100.0,
857 62.m03256 AN6654.1 AO070269000012 FG00178.1 ANAO ((FG00178.1:100.0,(62.m03256:100.0,(AN6654.1:100.0,AO07026900:100.0):72.0):100.0):100.0,
858 62.m03451 AN6655.1 AO070269000011 FG00177.1 AFAO yes ((FG00177.1:100.0,((AO07026900:100.0,62.m03451:100.0):86.0,AN6655.1:100.0):100.0):100.0,
859 62.m03322 AN8755.1 AO070250000017 FG00176.1 AFAO yes ((FG00176.1:100.0,((AO07025000:100.0,62.m03322:100.0):87.5,AN8755.1:100.0):100.0):100.0,
860 62.m03250 AN6650.1 AO070269000001 FG00175.1 AFAO yes yes ((FG00175.1:100.0,((AO07026900:100.0,62.m03250:100.0):97.0,AN6650.1:100.0):100.0):100.0,
861 69.m14828 AN5770.1 AO070249000008 FG07359.1 ANAO ((FG07359.1:100.0,(69.m14828:100.0,(AN5770.1:100.0,AO07024900:100.0):62.5):100.0):100.0,
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862 69.m14987 AN3938.1 AO070341000049 FG00567.1 AFAO yes yes ((FG00567.1:100.0,((AO07034100:100.0,69.m14987:100.0):95.0,AN3938.1:100.0):100.0):100.0,
863 69.m14989 AN3937.1 AO070341000048 FG00566.1 AFAO yes ((FG00566.1:100.0,((AO07034100:100.0,69.m14989:100.0):87.0,AN3937.1:100.0):100.0):100.0,
864 69.m14983 AN3941.1 AO070341000053 FG00565.1 AFAO ((FG00565.1:100.0,((AO07034100:100.0,69.m14983:100.0):51.5,AN3941.1:100.0):100.0):100.0,
865 69.m14985 AN3939.1 AO070341000051 FG00359.1 AFAO yes ((FG00359.1:100.0,((AO07034100:100.0,69.m14985:100.0):89.0,AN3939.1:100.0):100.0):100.0,
866 58.m07845 AN4475.1 AO070305000110 FG01081.1 AFAO yes ((FG01081.1:100.0,((AO07030500:100.0,58.m07845:100.0):79.5,AN4475.1:100.0):100.0):100.0,
867 58.m07848 AN4463.1 AO070305000114 FG05619.1 AFAO yes yes ((FG05619.1:100.0,((AO07030500:100.0,58.m07848:100.0):99.5,AN4463.1:100.0):100.0):100.0,
868 53.m03926 AN8073.1 AO070330000031 FG06243.1 AFAO yes ((FG06243.1:100.0,((AO07033000:100.0,53.m03926:100.0):84.5,AN8073.1:100.0):100.0):100.0,
869 72.m19938 AN5994.1 AO070340000283 FG01069.1 ANAO yes ((FG01069.1:100.0,(72.m19938:100.0,(AN5994.1:100.0,AO07034000:100.0):81.0):100.0):100.0,
870 59.m09093 AN2946.1 AO070337000196 FG05621.1 AFAO ((FG05621.1:100.0,((AO07033700:100.0,59.m09093:100.0):44.5,AN2946.1:100.0):100.0):100.0,
871 58.m07718 AN1639.1 AO070299000037 FG01085.1 AFAO yes ((FG01085.1:100.0,((AO07029900:100.0,58.m07718:100.0):86.5,AN1639.1:100.0):100.0):100.0,
872 65.m07454 AN4276.1 AO070277000008 FG01068.1 AFAO yes yes ((FG01068.1:100.0,((AO07027700:100.0,65.m07454:100.0):91.5,AN4276.1:100.0):100.0):100.0,
873 72.m19468 AN2417.1 AO070228000027 FG00363.1 AFAO yes ((FG00363.1:100.0,((AO07022800:100.0,72.m19468:100.0):83.0,AN2417.1:100.0):100.0):100.0,
874 72.m19467 AN2416.1 AO070228000028 FG00364.1 AFAO ((FG00364.1:100.0,((AO07022800:100.0,72.m19467:100.0):74.3,AN2416.1:100.0):100.0):100.0,
875 72.m19466 AN2415.1 AO070228000029 FG00365.1 AFAO ((FG00365.1:100.0,((AO07022800:100.0,72.m19466:100.0):49.8,AN2415.1:100.0):100.0):100.0,
876 72.m19465 AN2414.1 AO070228000030 FG00376.1 ANAO yes ((FG00376.1:100.0,(72.m19465:100.0,(AN2414.1:100.0,AO07022800:100.0):85.5):100.0):100.0,
877 58.m07385 AN3586.1 AO070342000163 FG00375.1 ANAO ((FG00375.1:100.0,((AO07034200:100.0,AN3586.1:100.0):53.0,58.m07385:100.0):100.0):100.0,
878 72.m19927 AN6080.1 AO070340000130 FG00505.1 AFAN ((FG00505.1:100.0,(AO07034000:100.0,(AN6080.1:100.0,72.m19927:100.0):42.3):100.0):100.0,
879 72.m19062 AN6070.1 AO070340000114 FG00504.1 AFAO ((FG00504.1:100.0,((72.m19062:100.0,AO07034000:100.0):54.5,AN6070.1:100.0):100.0):100.0,
880 57.m05872 AN7472.1 AO070287000054 FG00499.1 AFAO yes ((FG00499.1:100.0,((AO07028700:100.0,57.m05872:100.0):85.0,AN7472.1:100.0):100.0):100.0,
881 57.m05882 AN7459.1 AO070287000066 FG00500.1 AFAO yes ((FG00500.1:100.0,((AO07028700:100.0,57.m05882:100.0):86.5,AN7459.1:100.0):100.0):100.0,
882 69.m14893 AN5194.1 AO070237000024 FG01388.1 AFAO yes yes ((FG01388.1:100.0,(AN5194.1:100.0,(69.m14893:100.0,AO07023700:100.0):100.0):100.0):100.0,
883 58.m07732 AN1666.1 AO070299000048 FG01386.1 ANAO ((FG01386.1:100.0,(58.m07732:100.0,(AN1666.1:100.0,AO07029900:100.0):66.5):100.0):100.0,
884 59.m08658 AN3089.1 AO070334000128 FG00731.1 AFAO yes ((FG00731.1:100.0,((AO07033400:100.0,59.m08658:100.0):89.0,AN3089.1:100.0):100.0):100.0,
885 70.m15361 AN0747.1 AO070343000435 FG00863.1 AFAO yes yes ((FG00863.1:100.0,((AO07034300:100.0,70.m15361:100.0):93.5,AN0747.1:100.0):100.0):100.0,
886 58.m08993 AN3874.1 AO070305000055 FG00862.1 AFAO yes ((FG00862.1:100.0,((AO07030500:100.0,58.m08993:100.0):87.5,AN3874.1:100.0):100.0):100.0,
887 55.m02908 AN9421.1 AO070242000003 FG00883.1 AFAO yes yes ((FG00883.1:100.0,((AO07024200:100.0,55.m02908:100.0):93.0,AN9421.1:100.0):100.0):100.0,
888 54.m06697 AN0244.1 AO070338000236 FG00881.1 AFAO yes yes ((FG00881.1:100.0,((AO07033800:100.0,54.m06697:100.0):98.5,AN0244.1:100.0):100.0):100.0,
889 69.m15658 AN3907.1 AO070324000091 FG09338.1 AFAO yes yes ((FG09338.1:100.0,((AO07032400:100.0,69.m15658:100.0):99.5,AN3907.1:100.0):100.0):100.0,
890 54.m06632 AN0442.1 AO070338000299 FG09305.1 AFAO yes ((FG09305.1:100.0,((54.m06632:100.0,AO07033800:100.0):87.5,AN0442.1:100.0):100.0):100.0,
891 59.m09110 AN4861.1 AO070329000146 FG00902.1 AFAO ((FG00902.1:100.0,((59.m09110:100.0,AO07032900:100.0):56.5,AN4861.1:100.0):100.0):100.0,
892 55.m03253 AN1513.1 AO070334000232 FG00903.1 AFAO yes ((FG00903.1:100.0,((AO07033400:100.0,55.m03253:100.0):79.0,AN1513.1:100.0):100.0):100.0,
893 55.m03031 AN1512.1 AO070334000233 FG00905.1 AFAO ((FG00905.1:100.0,((AO07033400:100.0,55.m03031:100.0):73.5,AN1512.1:100.0):100.0):100.0,
894 55.m02906 AN9419.1 AO070242000001 FG00906.1 AFAN ((FG00906.1:100.0,(AO07024200:100.0,(AN9419.1:100.0,55.m02906:100.0):57.0):100.0):100.0,
895 70.m15803 AN0810.1 AO070239000005 FG00909.1 AFAO ((FG00909.1:100.0,((AO07023900:100.0,70.m15803:100.0):51.8,AN0810.1:100.0):100.0):100.0,
896 70.m15407 AN0806.1 AO070239000011 FG09322.1 AFAO ((FG09322.1:100.0,((AO07023900:100.0,70.m15407:100.0):49.0,AN0806.1:100.0):100.0):100.0,
897 55.m02916 AN1409.1 AO070242000012 FG09321.1 AFAO yes ((FG09321.1:100.0,((AO07024200:100.0,55.m02916:100.0):87.0,AN1409.1:100.0):100.0):100.0,
898 55.m02915 AN1408.1 AO070242000011 FG09320.1 AFAO ((FG09320.1:100.0,((55.m02915:100.0,AO07024200:100.0):61.0,AN1408.1:100.0):100.0):100.0,
899 55.m02914 AN1407.1 AO070242000010 FG09319.1 ANAO yes ((FG09319.1:100.0,(55.m02914:100.0,(AN1407.1:100.0,AO07024200:100.0):89.5):100.0):100.0,
900 55.m03274 AN1546.1 AO070339000308 FG09306.1 ANAO ((FG09306.1:100.0,((AO07033900:100.0,AN1546.1:100.0):67.5,55.m03274:100.0):100.0):100.0,
901 55.m03061 AN1543.1 AO070339000311 FG09341.1 AFAO ((FG09341.1:100.0,((55.m03061:100.0,AO07033900:100.0):71.0,AN1543.1:100.0):100.0):100.0,
902 58.m07790 AN1710.1 AO070305000038 FG04934.1 AFAN ((FG04934.1:100.0,(AO07030500:100.0,(AN1710.1:100.0,58.m07790:100.0):68.0):100.0):100.0,
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903 57.m05709 AN5224.1 AO070337000254 FG09167.1 AFAO yes yes ((FG09167.1:100.0,((AO07033700:100.0,57.m05709:100.0):96.5,AN5224.1:100.0):100.0):100.0,
904 58.m07735 AN1668.1 AO070299000050 FG09166.1 AFAO yes ((FG09166.1:100.0,((AO07029900:100.0,58.m07735:100.0):84.8,AN1668.1:100.0):100.0):100.0,
905 69.m14878 AN5181.1 AO070247000011 FG09165.1 AFAO yes ((FG09165.1:100.0,((AO07024700:100.0,69.m14878:100.0):76.5,AN5181.1:100.0):100.0):100.0,
906 58.m07734 AN1669.1 AO070299000051 FG00682.1 AFAO yes ((FG00682.1:100.0,((AO07029900:100.0,58.m07734:100.0):82.0,AN1669.1:100.0):100.0):100.0,
907 57.m05799 AN2096.1 AO070341000255 FG09327.1 AFAO ((FG09327.1:100.0,((57.m05799:100.0,AO07034100:100.0):55.0,AN2096.1:100.0):100.0):100.0,
908 62.m03325 AN8750.1 AO070250000010 FG08564.1 AFAO yes yes ((FG08564.1:100.0,((AO07025000:100.0,62.m03325:100.0):93.5,AN8750.1:100.0):100.0):100.0,
909 71.m15269 AN6856.1 AO070314000073 FG08562.1 AFAO yes yes ((((AO07031400:100.0,71.m15269:100.0):98.5,AN6856.1:100.0):98.5,FG08562.1:100.0):100.0,
910 70.m15802 AN0819.1 AO070288000083 FG00898.1 ANAO ((FG00898.1:100.0,(70.m15802:100.0,(AN0819.1:100.0,AO07028800:100.0):41.5):100.0):100.0,
911 71.m15637 AN4729.1 AO070276000001 FG10971.1 AFAO ((FG10971.1:100.0,((AO07027600:100.0,71.m15637:100.0):53.5,AN4729.1:100.0):100.0):100.0,
912 59.m08417 AN2536.1 AO070300000039 FG00048.1 ANAO ((FG00048.1:100.0,(59.m08417:100.0,(AN2536.1:100.0,AO07030000:100.0):73.0):100.0):100.0,
913 58.m07604 AN1995.1 AO070301000090 FG00887.1 AFAO yes ((FG00887.1:100.0,((AO07030100:100.0,58.m07604:100.0):82.0,AN1995.1:100.0):100.0):100.0,
914 70.m15414 AN0814.1 AO070288000089 FG00660.1 AFAO yes yes ((FG00660.1:100.0,((AO07028800:100.0,70.m15414:100.0):91.0,AN0814.1:100.0):100.0):100.0,
915 70.m15413 AN0813.1 AO070288000091 FG00661.1 AFAO yes yes ((FG00661.1:100.0,(AN0813.1:100.0,(70.m15413:100.0,AO07028800:100.0):100.0):100.0):100.0,
916 55.m03024 AN1511.1 AO070334000229 FG00666.1 AFAO yes yes ((FG00666.1:100.0,((AO07033400:100.0,55.m03024:100.0):95.5,AN1511.1:100.0):100.0):100.0,
917 70.m15418 AN0818.1 AO070288000084 FG00665.1 ANAO ((FG00665.1:100.0,((AO07028800:100.0,AN0818.1:100.0):47.0,70.m15418:100.0):100.0):100.0,
918 70.m15416 AN0817.1 AO070288000087 FG00662.1 ANAO ((FG00662.1:100.0,(70.m15416:100.0,(AN0817.1:100.0,AO07028800:100.0):58.0):100.0):100.0,
919 70.m15166 AN1066.1 AO070218000011 FG00663.1 AFAO yes ((FG00663.1:100.0,((AO07021800:100.0,70.m15166:100.0):87.0,AN1066.1:100.0):100.0):100.0,
920 65.m07459 AN8283.1 AO070277000005 FG01000.1 AFAO yes yes ((FG01000.1:100.0,((AO07027700:100.0,65.m07459:100.0):99.5,AN8283.1:100.0):100.0):100.0,
921 65.m07462 AN8286.1 AO070277000002 FG01004.1 AFAO yes yes ((FG01004.1:100.0,((AO07027700:100.0,65.m07462:100.0):98.0,AN8286.1:100.0):100.0):100.0,
922 58.m07849 AN4464.1 AO070305000118 FG00969.1 AFAO ((FG00969.1:100.0,((58.m07849:100.0,AO07030500:100.0):66.5,AN4464.1:100.0):100.0):100.0,
923 70.m15058 AN1163.1 AO070331000153 FG01015.1 ANAO ((FG01015.1:100.0,((AO07033100:100.0,AN1163.1:100.0):54.0,70.m15058:100.0):100.0):100.0,
924 58.m07426 AN3666.1 AO070342000003 FG01007.1 ANAO ((FG01007.1:100.0,(58.m07426:100.0,(AN3666.1:100.0,AO07034200:100.0):70.5):100.0):100.0,
925 58.m07425 AN3665.1 AO070342000001 FG01006.1 AFAO yes yes ((FG01006.1:100.0,(AN3665.1:100.0,(58.m07425:100.0,AO07034200:100.0):100.0):100.0):100.0,
926 70.m15761 AN1188.1 AO070331000183 FG01010.1 AFAO yes ((FG01010.1:100.0,((AO07033100:100.0,70.m15761:100.0):87.8,AN1188.1:100.0):100.0):100.0,
927 70.m15053 AN1167.1 AO070331000161 FG01009.1 AFAO yes yes ((FG01009.1:100.0,((AO07033100:100.0,70.m15053:100.0):95.0,AN1167.1:100.0):100.0):100.0,
928 57.m05448 AN7672.1 AO070325000052 FG06856.1 AFAO yes ((FG06856.1:100.0,((AO07032500:100.0,57.m05448:100.0):87.0,AN7672.1:100.0):100.0):100.0,
929 57.m05730 AN1883.1 AO070306000016 FG06098.1 AFAN yes yes ((FG06098.1:100.0,((AN1883.1:100.0,57.m05730:100.0):100.0,AO07030600:100.0):100.0):100.0,
930 71.m15687 AN4699.1 AO070329000175 FG08733.1 AFAO ((FG08733.1:100.0,((AO07032900:100.0,71.m15687:100.0):47.5,AN4699.1:100.0):100.0):100.0,
931 59.m09208 AN4775.1 AO070329000077 FG09432.1 ANAO ((FG09432.1:100.0,(59.m09208:100.0,(AN4775.1:100.0,AO07032900:100.0):45.8):100.0):100.0,
932 70.m15003 AN1222.1 AO070331000222 FG00421.1 AFAO yes yes ((FG00421.1:100.0,((AO07033100:100.0,70.m15003:100.0):92.0,AN1222.1:100.0):100.0):100.0,
933 55.m03041 AN1522.1 AO070334000240 FG01219.1 ANAO ((FG01219.1:100.0,(55.m03041:100.0,(AN1522.1:100.0,AO07033400:100.0):45.3):100.0):100.0,
934 55.m03040 AN1521.1 AO070334000239 FG01220.1 ANAO yes yes ((FG01220.1:100.0,(55.m03040:100.0,(AN1521.1:100.0,AO07033400:100.0):99.0):100.0):100.0,
935 65.m07286 AN6697.1 AO070339000128 FG01351.1 AFAN ((FG01351.1:100.0,((65.m07286:100.0,AN6697.1:100.0):52.5,AO07033900:100.0):100.0):100.0,
936 56.m02291 AN8880.1 AO070293000010 FG00615.1 AFAO yes yes ((FG00615.1:100.0,(AN8880.1:100.0,(56.m02291:100.0,AO07029300:100.0):100.0):100.0):100.0,
937 58.m07719 AN1652.1 AO070299000039 FG06871.1 AFAO yes yes ((FG06871.1:100.0,((AO07029900:100.0,58.m07719:100.0):93.5,AN1652.1:100.0):100.0):100.0,
938 55.m02941 AN1436.1 AO070232000009 FG01101.1 AFAO yes yes ((FG01101.1:100.0,(AN1436.1:100.0,(55.m02941:100.0,AO07023200:100.0):100.0):100.0):100.0,
939 55.m02975 AN1474.1 AO070306000096 FG01102.1 AFAN ((FG01102.1:100.0,((55.m02975:100.0,AN1474.1:100.0):45.0,AO07030600:100.0):100.0):100.0,
940 72.m19141 AN5999.1 AO070340000277 FG01217.1 AFAO ((FG01217.1:100.0,((72.m19141:100.0,AO07034000:100.0):55.8,AN5999.1:100.0):100.0):100.0,
941 55.m02938 AN1432.1 AO070232000014 FG06985.1 AFAO yes ((FG06985.1:100.0,((AO07023200:100.0,55.m02938:100.0):85.5,AN1432.1:100.0):100.0):100.0,
942 54.m06466 AN0295.1 AO070334000046 FG01216.1 ANAO ((FG01216.1:100.0,(54.m06466:100.0,(AN0295.1:100.0,AO07033400:100.0):63.5):100.0):100.0,
943 55.m02942 AN1442.1 AO070232000005 FG01215.1 AFAN ((FG01215.1:100.0,(AO07023200:100.0,(AN1442.1:100.0,55.m02942:100.0):56.0):100.0):100.0,
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944 55.m02985 AN1478.1 AO070334000161 FG01210.1 AFAO yes yes ((FG01210.1:100.0,(AN1478.1:100.0,(55.m02985:100.0,AO07033400:100.0):100.0):100.0):100.0,
945 59.m09048 AN2969.1 AO070337000155 FG01208.1 AFAO ((FG01208.1:100.0,((AO07033700:100.0,59.m09048:100.0):73.0,AN2969.1:100.0):100.0):100.0,
946 72.m19594 AN7577.1 AO070343000422 FG01207.1 ANAO yes yes ((FG01207.1:100.0,(72.m19594:100.0,(AN7577.1:100.0,AO07034300:100.0):90.0):100.0):100.0,
947 72.m19595 AN7576.1 AO070343000423 FG01204.1 AFAO yes ((FG01204.1:100.0,((AO07034300:100.0,72.m19595:100.0):79.5,AN7576.1:100.0):100.0):100.0,
948 70.m14945 AN1266.1 AO070332000014 FG01024.1 AFAO ((FG01024.1:100.0,((AO07033200:100.0,70.m14945:100.0):73.0,AN1266.1:100.0):100.0):100.0,
949 58.m08002 AN4321.1 AO070230000012 FG11021.1 ANAO ((FG11021.1:100.0,(58.m08002:100.0,(AN4321.1:100.0,AO07023000:100.0):43.5):100.0):100.0,
950 70.m14989 AN1230.1 AO070331000242 FG01019.1 AFAN ((FG01019.1:100.0,(AO07033100:100.0,(AN1230.1:100.0,70.m14989:100.0):59.5):100.0):100.0,
951 70.m14990 AN1229.1 AO070331000241 FG01020.1 AFAO yes yes ((FG01020.1:100.0,((AO07033100:100.0,70.m14990:100.0):91.0,AN1229.1:100.0):100.0):100.0,
952 70.m15054 AN1166.1 AO070331000160 FG01016.1 AFAN ((FG01016.1:100.0,(AO07033100:100.0,(AN1166.1:100.0,70.m15054:100.0):43.5):100.0):100.0,
953 55.m02957 AN1455.1 AO070302000021 FG00430.1 ANAO ((FG00430.1:100.0,(55.m02957:100.0,(AN1455.1:100.0,AO07030200:100.0):72.3):100.0):100.0,
954 59.m09399 AN4914.1 AO070338000033 FG01297.1 AFAO yes yes ((FG01297.1:100.0,((AO07033800:100.0,59.m09399:100.0):92.5,AN4914.1:100.0):100.0):100.0,
955 70.m14959 AN1260.1 AO070214000005 FG01299.1 ANAO yes yes ((FG01299.1:100.0,(70.m14959:100.0,(AN1260.1:100.0,AO07021400:100.0):95.0):100.0):100.0,
956 70.m14960 AN1259.1 AO070214000006 FG01300.1 ANAO yes yes ((FG01300.1:100.0,(70.m14960:100.0,(AN1259.1:100.0,AO07021400:100.0):90.5):100.0):100.0,
957 70.m14920 AN1288.1 AO070303000049 FG01304.1 AFAO yes ((FG01304.1:100.0,((AO07030300:100.0,70.m14920:100.0):88.5,AN1288.1:100.0):100.0):100.0,
958 70.m15021 AN1198.1 AO070331000203 FG01151.1 AFAO yes yes ((FG01151.1:100.0,((AO07033100:100.0,70.m15021:100.0):95.0,AN1198.1:100.0):100.0):100.0,
959 54.m06561 AN4032.1 AO070328000123 FG00448.1 AFAO yes yes ((FG00448.1:100.0,((AO07032800:100.0,54.m06561:100.0):93.0,AN4032.1:100.0):100.0):100.0,
960 54.m06449 AN0310.1 AO070334000023 FG00449.1 AFAN ((FG00449.1:100.0,(AO07033400:100.0,(AN0310.1:100.0,54.m06449:100.0):62.5):100.0):100.0,
961 58.m07374 AN3576.1 AO070342000173 FG00439.1 AFAN ((FG00439.1:100.0,(AO07034200:100.0,(AN3576.1:100.0,58.m07374:100.0):55.5):100.0):100.0,
962 58.m07375 AN3577.1 AO070342000172 FG00440.1 AFAO yes ((FG00440.1:100.0,((AO07034200:100.0,58.m07375:100.0):77.0,AN3577.1:100.0):100.0):100.0,
963 59.m09025 AN2988.1 AO070337000134 FG00443.1 AFAN yes yes ((FG00443.1:100.0,((AN2988.1:100.0,59.m09025:100.0):100.0,AO07033700:100.0):100.0):100.0,
964 70.m14981 AN1237.1 AO070331000251 FG01157.1 ANAO ((FG01157.1:100.0,(70.m14981:100.0,(AN1237.1:100.0,AO07033100:100.0):52.5):100.0):100.0,
965 58.m07459 AN3642.1 AO070328000088 FG01155.1 AFAO ((FG01155.1:100.0,((AO07032800:100.0,58.m07459:100.0):54.8,AN3642.1:100.0):100.0):100.0,
966 70.m14852 AN9465.1 AO070215000004 FG01154.1 AFAO yes ((FG01154.1:100.0,((AO07021500:100.0,70.m14852:100.0):75.3,AN9465.1:100.0):100.0):100.0,
967 70.m15009 AN1211.1 AO070331000217 FG01152.1 ANAO ((FG01152.1:100.0,(70.m15009:100.0,(AN1211.1:100.0,AO07033100:100.0):60.0):100.0):100.0,
968 54.m06555 AN4028.1 AO070328000115 FG00437.1 AFAO ((FG00437.1:100.0,((54.m06555:100.0,AO07032800:100.0):69.0,AN4028.1:100.0):100.0):100.0,
969 54.m06450 AN0308.1 AO070334000026 FG00435.1 AFAO yes ((FG00435.1:100.0,((54.m06450:100.0,AO07033400:100.0):81.0,AN0308.1:100.0):100.0):100.0,
970 72.m19998 AN7563.1 AO070343000404 FG00433.1 AFAO yes yes ((FG00433.1:100.0,((AO07034300:100.0,72.m19998:100.0):99.0,AN7563.1:100.0):100.0):100.0,
971 58.m07448 AN3651.1 AO070342000036 FG01292.1 AFAO yes ((FG01292.1:100.0,((58.m07448:100.0,AO07034200:100.0):76.0,AN3651.1:100.0):100.0):100.0,
972 58.m07450 AN3649.1 AO070328000097 FG01290.1 AFAO yes yes ((FG01290.1:100.0,((AO07032800:100.0,58.m07450:100.0):96.5,AN3649.1:100.0):100.0):100.0,
973 58.m07451 AN3648.1 AO070328000096 FG01291.1 AFAN yes yes ((FG01291.1:100.0,(AO07032800:100.0,(58.m07451:100.0,AN3648.1:100.0):94.0):100.0):100.0,
974 70.m15052 AN1168.1 AO070331000162 FG01364.1 AFAO yes ((FG01364.1:100.0,((AO07033100:100.0,70.m15052:100.0):78.5,AN1168.1:100.0):100.0):100.0,
975 69.m15473 AN5480.1 AO070341000406 FG01267.1 AFAN yes yes ((FG01267.1:100.0,(AO07034100:100.0,(AN5480.1:100.0,69.m15473:100.0):90.5):100.0):100.0,
976 54.m07005 AN2733.1 AO070338000215 FG01361.1 AFAO yes yes ((FG01361.1:100.0,(AN2733.1:100.0,(54.m07005:100.0,AO07033800:100.0):100.0):100.0):100.0,
977 54.m06386 AN0363.1 AO070318000043 FG01362.1 AFAO yes yes ((FG01362.1:100.0,((AO07031800:100.0,54.m06386:100.0):98.5,AN0363.1:100.0):100.0):100.0,
978 65.m07402 AN5676.1 AO070309000091 FG01030.1 AFAO ((FG01030.1:100.0,((AO07030900:100.0,65.m07402:100.0):56.0,AN5676.1:100.0):100.0):100.0,
979 58.m07727 AN1637.1 AO070299000056 FG01107.1 AFAO yes ((FG01107.1:100.0,((AO07029900:100.0,58.m07727:100.0):81.0,AN1637.1:100.0):100.0):100.0,
980 69.m14846 AN5748.1 AO070341000005 FG00612.1 AFAO yes ((FG00612.1:100.0,((AO07034100:100.0,69.m14846:100.0):80.5,AN5748.1:100.0):100.0):100.0,
981 69.m14819 AN5778.1 AO070249000023 FG00610.1 ANAO ((FG00610.1:100.0,(69.m14819:100.0,(AN5778.1:100.0,AO07024900:100.0):53.0):100.0):100.0,
982 58.m09023 AN1673.1 AO070299000007 FG01486.1 AFAO ((FG01486.1:100.0,((58.m09023:100.0,AO07029900:100.0):71.5,AN1673.1:100.0):100.0):100.0,
983 58.m07742 AN1661.1 AO070299000021 FG01511.1 ANAO ((FG01511.1:100.0,(58.m07742:100.0,(AN1661.1:100.0,AO07029900:100.0):57.5):100.0):100.0,
984 65.m07374 AN3753.1 AO070309000064 FG01042.1 AFAN ((FG01042.1:100.0,(AO07030900:100.0,(AN3753.1:100.0,65.m07374:100.0):50.0):100.0):100.0,
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985 66.m04587 AN9148.1 AO070332000144 FG00524.1 ANAO ((FG00524.1:100.0,(66.m04587:100.0,(AN9148.1:100.0,AO07033200:100.0):51.0):100.0):100.0,
986 72.m19561 AN7544.1 AO070277000041 FG01106.1 AFAO yes ((FG01106.1:100.0,((AO07027700:100.0,72.m19561:100.0):76.0,AN7544.1:100.0):100.0):100.0,
987 52.m03755 AN8959.1 AO070336000205 FG01031.1 AFAO yes (((AN8959.1:100.0,(52.m03755:100.0,AO07033600:100.0):76.0):99.5,FG01031.1:100.0):100.0,
988 56.m02292 AN8881.1 AO070293000011 FG01032.1 AFAO ((FG01032.1:100.0,((AO07029300:100.0,56.m02292:100.0):43.8,AN8881.1:100.0):100.0):100.0,
989 58.m09021 AN1634.1 AO070299000045 FG06849.1 AFAO ((FG06849.1:100.0,((AO07029900:100.0,58.m09021:100.0):66.5,AN1634.1:100.0):100.0):100.0,
990 58.m07726 AN1636.1 AO070299000057 FG06848.1 ANAO ((FG06848.1:100.0,((AO07029900:100.0,AN1636.1:100.0):35.5,58.m07726:100.0):100.0):100.0,
991 57.m05629 AN4501.1 AO070311000054 FG06847.1 AFAN yes yes ((FG06847.1:100.0,(AO07031100:100.0,(57.m05629:100.0,AN4501.1:100.0):91.5):100.0):100.0,
992 58.m07860 AN4470.1 AO070305000129 FG06843.1 AFAO yes ((FG06843.1:100.0,((AO07030500:100.0,58.m07860:100.0):81.0,AN4470.1:100.0):100.0):100.0,
993 65.m07441 AN4264.1 AO070277000021 FG06842.1 AFAO yes ((FG06842.1:100.0,((AO07027700:100.0,65.m07441:100.0):76.0,AN4264.1:100.0):100.0):100.0,
994 65.m07433 AN4259.1 AO070277000032 FG07122.1 AFAO yes yes ((FG07122.1:100.0,((AO07027700:100.0,65.m07433:100.0):97.5,AN4259.1:100.0):100.0):100.0,
995 65.m07442 AN4265.1 AO070277000020 FG07115.1 AFAO yes yes ((FG07115.1:100.0,((AO07027700:100.0,65.m07442:100.0):97.0,AN4265.1:100.0):100.0):100.0,
996 69.m15634 AN5772.1 AO070249000014 FG07113.1 ANAO yes ((FG07113.1:100.0,(69.m15634:100.0,(AN5772.1:100.0,AO07024900:100.0):82.5):100.0):100.0,
997 66.m04537 AN9079.1 AO070332000200 FG07119.1 AFAO yes ((FG07119.1:100.0,((AO07033200:100.0,66.m04537:100.0):81.0,AN9079.1:100.0):100.0):100.0,
998 59.m09095 AN2918.1 AO070329000153 FG00558.1 AFAO yes ((FG00558.1:100.0,((AO07032900:100.0,59.m09095:100.0):83.3,AN2918.1:100.0):100.0):100.0,
999 59.m09096 AN2917.1 AO070329000154 FG00559.1 AFAO ((FG00559.1:100.0,((59.m09096:100.0,AO07032900:100.0):73.8,AN2917.1:100.0):100.0):100.0,

1000 71.m15249 AN6890.1 AO070314000031 FG09180.1 ANAO ((FG09180.1:100.0,(71.m15249:100.0,(AN6890.1:100.0,AO07031400:100.0):67.3):100.0):100.0,
1001 52.m03647 AN3613.1 AO070315000027 FG10999.1 ANAO ((((AO07031500:100.0,AN3613.1:100.0):58.5,52.m03647:100.0):99.5,FG10999.1:100.0):100.0,
1002 57.m05644 AN4487.1 AO070311000038 FG03825.1 AFAO yes ((FG03825.1:100.0,((AO07031100:100.0,57.m05644:100.0):86.0,AN4487.1:100.0):100.0):100.0,
1003 58.m07676 AN1833.1 AO070318000086 FG06331.1 AFAO ((FG06331.1:100.0,((58.m07676:100.0,AO07031800:100.0):43.5,AN1833.1:100.0):100.0):100.0,
1004 70.m15665 AN8597.1 AO070319000106 FG03466.1 ANAO ((FG03466.1:100.0,(70.m15665:100.0,(AN8597.1:100.0,AO07031900:100.0):65.5):100.0):100.0,
1005 59.m09085 AN2948.1 AO070337000205 FG00762.1 ANAO yes ((FG00762.1:100.0,(59.m09085:100.0,(AN2948.1:100.0,AO07033700:100.0):77.5):100.0):100.0,
1006 56.m02311 AN8898.1 AO070293000031 FG11298.1 AFAO ((FG11298.1:100.0,((AO07029300:100.0,56.m02311:100.0):74.0,AN8898.1:100.0):100.0):100.0,
1007 71.m15197 AN1202.1 AO070328000070 FG09179.1 AFAN ((((AN1202.1:100.0,71.m15197:100.0):44.3,AO07032800:100.0):96.0,FG09179.1:100.0):100.0,
1008 54.m06559 AN4030.1 AO070328000122 FG00800.1 AFAO yes yes ((FG00800.1:100.0,((AO07032800:100.0,54.m06559:100.0):99.0,AN4030.1:100.0):100.0):100.0,
1009 54.m06547 AN4024.1 AO070328000111 FG00804.1 ANAO yes ((FG00804.1:100.0,(54.m06547:100.0,(AN4024.1:100.0,AO07032800:100.0):77.5):100.0):100.0,
1010 66.m04776 AN6933.1 AO070332000207 FG00805.1 AFAO yes yes ((FG00805.1:100.0,((AO07033200:100.0,66.m04776:100.0):90.0,AN6933.1:100.0):100.0):100.0,
1011 52.m03715 AN8482.1 AO070342000378 FG04160.1 AFAO yes yes ((FG04160.1:100.0,((AO07034200:100.0,52.m03715:100.0):95.0,AN8482.1:100.0):100.0):100.0,
1012 72.m20020 AN7292.1 AO070297000033 FG06744.1 AFAO yes yes ((FG06744.1:100.0,((AO07029700:100.0,72.m20020:100.0):94.0,AN7292.1:100.0):100.0):100.0,
1013 69.m15037 AN1731.1 AO070324000062 FG04886.1 AFAO yes yes ((FG04886.1:100.0,((AO07032400:100.0,69.m15037:100.0):99.0,AN1731.1:100.0):100.0):100.0,
1014 57.m05617 AN4511.1 AO070311000067 FG04885.1 ANAO ((FG04885.1:100.0,(57.m05617:100.0,(AN4511.1:100.0,AO07031100:100.0):48.0):100.0):100.0,
1015 57.m05636 AN4495.1 AO070311000047 FG04883.1 AFAO ((FG04883.1:100.0,((AO07031100:100.0,57.m05636:100.0):67.5,AN4495.1:100.0):100.0):100.0,
1016 57.m05640 AN4491.1 AO070311000043 FG09360.1 ANAO yes ((FG09360.1:100.0,((AO07031100:100.0,AN4491.1:100.0):82.0,57.m05640:100.0):100.0):100.0,
1017 57.m05641 AN4490.1 AO070311000042 FG09359.1 ANAO yes ((FG09359.1:100.0,(57.m05641:100.0,(AN4490.1:100.0,AO07031100:100.0):86.5):100.0):100.0,
1018 54.m06465 AN0297.1 AO070334000045 FG01403.1 AFAO ((FG01403.1:100.0,((AO07033400:100.0,54.m06465:100.0):57.0,AN0297.1:100.0):100.0):100.0,
1019 69.m15625 AN5203.1 AO070199000002 FG01394.1 AFAO ((FG01394.1:100.0,((69.m15625:100.0,AO07019900:100.0):51.2,AN5203.1:100.0):100.0):100.0,
1020 69.m14903 AN5206.1 AO070199000006 FG01392.1 AFAO ((FG01392.1:100.0,((AO07019900:100.0,69.m14903:100.0):69.0,AN5206.1:100.0):100.0):100.0,
1021 58.m07811 AN3832.1 AO070305000070 FG01391.1 AFAO ((FG01391.1:100.0,((58.m07811:100.0,AO07030500:100.0):60.0,AN3832.1:100.0):100.0):100.0,
1022 72.m19570 AN7553.1 AO070277000052 FG01173.1 AFAO yes yes ((FG01173.1:100.0,((AO07027700:100.0,72.m19570:100.0):95.5,AN7553.1:100.0):100.0):100.0,
1023 55.m03035 AN1516.1 AO070334000235 FG01174.1 AFAO yes yes ((FG01174.1:100.0,(AN1516.1:100.0,(55.m03035:100.0,AO07033400:100.0):100.0):100.0):100.0,
1024 72.m19585 AN7566.1 AO070343000409 FG01167.1 AFAO yes ((FG01167.1:100.0,((AO07034300:100.0,72.m19585:100.0):81.5,AN7566.1:100.0):100.0):100.0,
1025 70.m15017 AN1205.1 AO070331000209 FG01334.1 AFAN yes ((FG01334.1:100.0,((70.m15017:100.0,AN1205.1:100.0):79.0,AO07033100:100.0):100.0):100.0,
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1026 70.m15767 AN1207.1 AO070331000213 FG01336.1 AFAO ((FG01336.1:100.0,((AO07033100:100.0,70.m15767:100.0):69.3,AN1207.1:100.0):100.0):100.0,
1027 70.m15013 AN1208.1 AO070331000214 FG01337.1 ANAO ((FG01337.1:100.0,((AO07033100:100.0,AN1208.1:100.0):45.3,70.m15013:100.0):100.0):100.0,
1028 70.m15768 AN1209.1 AO070331000215 FG01338.1 AFAO yes ((FG01338.1:100.0,((AO07033100:100.0,70.m15768:100.0):88.5,AN1209.1:100.0):100.0):100.0,
1029 70.m15011 AN1210.1 AO070331000216 FG01339.1 AFAO yes ((FG01339.1:100.0,((AO07033100:100.0,70.m15011:100.0):89.0,AN1210.1:100.0):100.0):100.0,
1030 58.m07433 AN3673.1 AO070342000015 FG01377.1 AFAO yes (((AN3673.1:100.0,(AO07034200:100.0,58.m07433:100.0):79.8):97.0,FG01377.1:100.0):100.0,
1031 58.m07435 AN3663.1 AO070342000021 FG01375.1 AFAO yes yes ((FG01375.1:100.0,((AO07034200:100.0,58.m07435:100.0):90.5,AN3663.1:100.0):100.0):100.0,
1032 54.m06793 AN4224.1 AO070234000026 FG01373.1 AFAN ((FG01373.1:100.0,(AO07023400:100.0,(AN4224.1:100.0,54.m06793:100.0):58.0):100.0):100.0,
1033 56.m03128 AN8872.1 AO070293000001 FG01371.1 ANAO ((FG01371.1:100.0,(56.m03128:100.0,(AN8872.1:100.0,AO07029300:100.0):65.0):100.0):100.0,
1034 56.m03110 AN8875.1 AO070293000004 FG01370.1 AFAO yes yes ((FG01370.1:100.0,((AO07029300:100.0,56.m03110:100.0):98.0,AN8875.1:100.0):100.0):100.0,
1035 72.m19597 AN7579.1 AO070343000426 FG01123.1 AFAO yes ((FG01123.1:100.0,((AO07034300:100.0,72.m19597:100.0):87.5,AN7579.1:100.0):100.0):100.0,
1036 72.m19596 AN7578.1 AO070343000425 FG01122.1 AFAO yes yes ((FG01122.1:100.0,((AO07034300:100.0,72.m19596:100.0):95.0,AN7578.1:100.0):100.0):100.0,
1037 72.m19611 AN7589.1 AO070343000303 FG01120.1 AFAO yes yes ((FG01120.1:100.0,(AN7589.1:100.0,(72.m19611:100.0,AO07034300:100.0):100.0):100.0):100.0,
1038 70.m15090 AN1148.1 AO070331000139 FG01150.1 ANAO ((FG01150.1:100.0,(70.m15090:100.0,(AN1148.1:100.0,AO07033100:100.0):64.3):100.0):100.0,
1039 71.m16052 AN0160.1 AO070321000087 FG00452.1 yes (((AN0160.1:100.0,FG00452.1:100.0):86.5,(71.m16052:100.0,AO07032100:100.0):85.5):100.0,
1040 59.m09294 AN3431.1 AO070265000010 FG09549.1 AFAO yes yes ((FG09549.1:100.0,((AO07026500:100.0,59.m09294:100.0):99.0,AN3431.1:100.0):100.0):100.0,
1041 52.m04030 AN9403.1 AO070274000014 FG02782.1 AFAO ((FG02782.1:100.0,((52.m04030:100.0,AO07027400:100.0):74.3,AN9403.1:100.0):100.0):100.0,
1042 58.m07534 AN5610.1 AO070301000010 FG06041.1 AFAO yes yes ((FG06041.1:100.0,(AN5610.1:100.0,(58.m07534:100.0,AO07030100:100.0):100.0):100.0):100.0,
1043 70.m15105 AN1131.1 AO070331000123 FG00576.1 AFAN yes ((FG00576.1:100.0,(AO07033100:100.0,(AN1131.1:100.0,70.m15105:100.0):88.5):100.0):100.0,
1044 57.m05884 AN7458.1 AO070287000067 FG00485.1 AFAO yes yes ((FG00485.1:100.0,(AN7458.1:100.0,(57.m05884:100.0,AO07028700:100.0):100.0):100.0):100.0,
1045 57.m05873 AN7471.1 AO070287000055 FG00486.1 AFAO yes yes ((FG00486.1:100.0,(AN7471.1:100.0,(57.m05873:100.0,AO07028700:100.0):100.0):100.0):100.0,
1046 58.m07667 AN1844.1 AO070292000063 FG01029.1 AFAO yes yes ((FG01029.1:100.0,((AO07029200:100.0,58.m07667:100.0):92.0,AN1844.1:100.0):100.0):100.0,
1047 54.m07003 AN2736.1 AO070338000218 FG00870.1 AFAO ((FG00870.1:100.0,((AO07033800:100.0,54.m07003:100.0):61.5,AN2736.1:100.0):100.0):100.0,
1048 54.m06976 AN0299.1 AO070334000042 FG00952.1 ANAO ((FG00952.1:100.0,(54.m06976:100.0,(AO07033400:100.0,AN0299.1:100.0):68.5):100.0):100.0,
1049 58.m08968 AN1709.1 AO070305000039 FG00744.1 AFAO yes ((FG00744.1:100.0,((AO07030500:100.0,58.m08968:100.0):79.0,AN1709.1:100.0):100.0):100.0,
1050 70.m15502 AN0896.1 AO070320000070 FG00743.1 ANAO ((FG00743.1:100.0,((AO07032000:100.0,AN0896.1:100.0):55.7,70.m15502:100.0):100.0):100.0,
1051 72.m19959 AN5914.1 AO070248000032 FG00742.1 ANAO ((FG00742.1:100.0,((AO07024800:100.0,AN5914.1:100.0):73.0,72.m19959:100.0):100.0):100.0,
1052 72.m19562 AN7545.1 AO070277000042 FG00352.1 AFAO ((FG00352.1:100.0,((72.m19562:100.0,AO07027700:100.0):64.0,AN7545.1:100.0):100.0):100.0,
1053 65.m07302 AN6678.1 AO070289000018 FG07046.1 AFAO yes ((FG07046.1:100.0,((AO07028900:100.0,65.m07302:100.0):79.0,AN6678.1:100.0):100.0):100.0,
1054 65.m07301 AN6679.1 AO070289000019 FG07048.1 AFAN ((((65.m07301:100.0,AN6679.1:100.0):51.7,AO07028900:100.0):53.4,FG07048.1:100.0):100.0,
1055 65.m07299 AN6681.1 AO070289000025 FG07049.1 AFAO ((FG07049.1:100.0,((AO07028900:100.0,65.m07299:100.0):72.5,AN6681.1:100.0):100.0):100.0,
1056 65.m07298 AN6682.1 AO070289000024 FG07050.1 AFAO yes yes ((FG07050.1:100.0,((AO07028900:100.0,65.m07298:100.0):95.5,AN6682.1:100.0):100.0):100.0,
1057 72.m19472 AN2420.1 AO070228000003 FG07051.1 AFAO yes yes ((FG07051.1:100.0,((AO07022800:100.0,72.m19472:100.0):91.5,AN2420.1:100.0):100.0):100.0,
1058 65.m07296 AN6685.1 AO070339000093 FG07053.1 AFAO ((FG07053.1:100.0,((AO07033900:100.0,65.m07296:100.0):64.5,AN6685.1:100.0):100.0):100.0,
1059 55.m03057 AN1538.1 AO070334000262 FG01116.1 AFAN yes yes ((FG01116.1:100.0,(AO07033400:100.0,(AN1538.1:100.0,55.m03057:100.0):96.5):100.0):100.0,
1060 55.m03277 AN1537.1 AO070334000260 FG00512.1 ANAO ((FG00512.1:100.0,((AO07033400:100.0,AN1537.1:100.0):62.8,55.m03277:100.0):100.0):100.0,
1061 62.m03452 AN8757.1 AO070321000005 FG11270.1 AFAO ((FG11270.1:100.0,((AO07032100:100.0,62.m03452:100.0):55.3,AN8757.1:100.0):100.0):100.0,
1062 54.m06979 AN0306.1 AO070334000032 FG07054.1 AFAO ((FG07054.1:100.0,((54.m06979:100.0,AO07033400:100.0):60.0,AN0306.1:100.0):100.0):100.0,
1063 54.m06453 AN0305.1 AO070334000033 FG07055.1 ANAO ((FG07055.1:100.0,(54.m06453:100.0,(AN0305.1:100.0,AO07033400:100.0):52.0):100.0):100.0,
1064 55.m03053 AN1535.1 AO070334000255 FG00514.1 AFAO ((((AO07033400:100.0,55.m03053:100.0):57.3,AN1535.1:100.0):69.8,FG00514.1:100.0):100.0,
1065 57.m05471 AN4184.1 AO070325000093 FG03942.1 AFAO yes yes ((FG03942.1:100.0,((AO07032500:100.0,57.m05471:100.0):97.5,AN4184.1:100.0):100.0):100.0,
1066 70.m14994 AN1226.1 AO070331000235 FG00460.1 AFAO yes yes ((FG00460.1:100.0,((AO07033100:100.0,70.m14994:100.0):95.0,AN1226.1:100.0):100.0):100.0,
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1067 70.m14969 AN1255.1 AO070223000014 FG07102.1 ANAO yes yes ((FG07102.1:100.0,((AN1255.1:100.0,AO07022300:100.0):100.0,70.m14969:100.0):100.0):100.0,
1068 70.m14971 AN1256.1 AO070223000013 FG07101.1 AFAO yes yes ((FG07101.1:100.0,((AO07022300:100.0,70.m14971:100.0):90.0,AN1256.1:100.0):100.0):100.0,
1069 70.m14972 AN1249.1 AO070223000012 FG07100.1 AFAO yes yes ((FG07100.1:100.0,((70.m14972:100.0,AO07022300:100.0):91.0,AN1249.1:100.0):100.0):100.0,
1070 70.m15738 AN1248.1 AO070223000011 FG07099.1 AFAO yes yes ((FG07099.1:100.0,((AO07022300:100.0,70.m15738:100.0):99.0,AN1248.1:100.0):100.0):100.0,
1071 58.m07443 AN3657.1 AO070342000031 FG01184.1 AFAO yes ((FG01184.1:100.0,((AO07034200:100.0,58.m07443:100.0):88.0,AN3657.1:100.0):100.0):100.0,
1072 70.m14996 AN1215.1 AO070331000233 FG01185.1 AFAO ((FG01185.1:100.0,((70.m14996:100.0,AO07033100:100.0):49.0,AN1215.1:100.0):100.0):100.0,
1073 70.m14997 AN1216.1 AO070331000232 FG07096.1 ANAO ((FG07096.1:100.0,((AO07033100:100.0,AN1216.1:100.0):64.5,70.m14997:100.0):100.0):100.0,
1074 70.m15037 AN1180.1 AO070331000178 FG00408.1 AFAO ((FG00408.1:100.0,((AO07033100:100.0,70.m15037:100.0):73.5,AN1180.1:100.0):100.0):100.0,
1075 70.m15002 AN1221.1 AO070331000223 FG07098.1 AFAO yes yes ((FG07098.1:100.0,((AO07033100:100.0,70.m15002:100.0):94.5,AN1221.1:100.0):100.0):100.0,
1076 69.m15036 AN1733.1 AO070324000063 FG01141.1 AFAO ((FG01141.1:100.0,((AO07032400:100.0,69.m15036:100.0):73.5,AN1733.1:100.0):100.0):100.0,
1077 70.m15753 AN9466.1 AO070215000006 FG01142.1 AFAO ((FG01142.1:100.0,((AO07021500:100.0,70.m15753:100.0):69.0,AN9466.1:100.0):100.0):100.0,
1078 70.m14857 AN1372.1 AO070215000009 FG00461.1 ANAO ((FG00461.1:100.0,((AO07021500:100.0,AN1372.1:100.0):55.0,70.m14857:100.0):100.0):100.0,
1079 70.m15120 AN1115.1 AO070331000106 FG00465.1 AFAO yes ((FG00465.1:100.0,((70.m15120:100.0,AO07033100:100.0):87.0,AN1115.1:100.0):100.0):100.0,
1080 59.m09106 AN4866.1 AO070329000152 FG00999.1 AFAO ((FG00999.1:100.0,((AO07032900:100.0,59.m09106:100.0):70.5,AN4866.1:100.0):100.0):100.0,
1081 69.m14968 AN3954.1 AO070341000069 FG01111.1 AFAO yes yes ((FG01111.1:100.0,((AO07034100:100.0,69.m14968:100.0):98.0,AN3954.1:100.0):100.0):100.0,
1082 69.m14997 AN3930.1 AO070341000033 FG01112.1 AFAO ((FG01112.1:100.0,((69.m14997:100.0,AO07034100:100.0):71.5,AN3930.1:100.0):100.0):100.0,
1083 57.m05712 AN5222.1 AO070337000256 FG00671.1 AFAO ((FG00671.1:100.0,((AO07033700:100.0,57.m05712:100.0):47.3,AN5222.1:100.0):100.0):100.0,
1084 57.m05713 AN5221.1 AO070337000257 FG00672.1 AFAO yes yes ((FG00672.1:100.0,((AO07033700:100.0,57.m05713:100.0):91.5,AN5221.1:100.0):100.0):100.0,
1085 54.m06552 AN4019.1 AO070328000118 FG00924.1 AFAO yes yes ((FG00924.1:100.0,((AO07032800:100.0,54.m06552:100.0):96.5,AN4019.1:100.0):100.0):100.0,
1086 54.m06553 AN4018.1 AO070328000117 FG00925.1 AFAO yes ((FG00925.1:100.0,((54.m06553:100.0,AO07032800:100.0):81.0,AN4018.1:100.0):100.0):100.0,
1087 54.m06625 AN0432.1 AO070338000285 FG00926.1 AFAN ((FG00926.1:100.0,(AO07033800:100.0,(AN0432.1:100.0,54.m06625:100.0):58.0):100.0):100.0,
1088 57.m05664 AN3819.1 AO070311000016 FG00929.1 AFAN ((FG00929.1:100.0,(AO07031100:100.0,(AN3819.1:100.0,57.m05664:100.0):68.5):100.0):100.0,
1089 57.m05672 AN3810.1 AO070337000218 FG00930.1 AFAN yes ((FG00930.1:100.0,(AO07033700:100.0,(AN3810.1:100.0,57.m05672:100.0):79.0):100.0):100.0,
1090 57.m05667 AN3815.1 AO070311000013 FG00932.1 ANAO yes ((FG00932.1:100.0,((AO07031100:100.0,AN3815.1:100.0):77.0,57.m05667:100.0):100.0):100.0,
1091 57.m05660 AN9463.1 AO070311000018 FG01497.1 ANAO yes ((FG01497.1:100.0,(57.m05660:100.0,(AN9463.1:100.0,AO07031100:100.0):78.5):100.0):100.0,
1092 55.m02991 AN1485.1 AO070334000192 FG00677.1 ANAO yes ((FG00677.1:100.0,(55.m02991:100.0,(AN1485.1:100.0,AO07033400:100.0):88.0):100.0):100.0,
1093 66.m04519 AN9067.1 AO070332000219 FG00728.1 AFAO ((FG00728.1:100.0,((AO07033200:100.0,66.m04519:100.0):67.0,AN9067.1:100.0):100.0):100.0,
1094 54.m06627 AN0431.1 AO070338000291 FG00740.1 ANAO ((FG00740.1:100.0,(54.m06627:100.0,(AN0431.1:100.0,AO07033800:100.0):69.5):100.0):100.0,
1095 70.m15567 AN0936.1 AO070320000127 FG00749.1 AFAO ((FG00749.1:100.0,((AO07032000:100.0,70.m15567:100.0):69.5,AN0936.1:100.0):100.0):100.0,
1096 70.m15501 AN0897.1 AO070320000071 FG00751.1 ANAO ((FG00751.1:100.0,(70.m15501:100.0,(AN0897.1:100.0,AO07032000:100.0):52.5):100.0):100.0,
1097 71.m15187 AN6939.1 AO070313000064 FG10537.1 AFAN ((FG10537.1:100.0,((71.m15187:100.0,AN6939.1:100.0):69.0,AO07031300:100.0):84.5):100.0,
1098 70.m15404 AN0803.1 AO070239000014 FG00869.1 ANAO ((FG00869.1:100.0,(70.m15404:100.0,(AN0803.1:100.0,AO07023900:100.0):56.0):100.0):100.0,
1099 70.m15403 AN0802.1 AO070239000016 FG00866.1 ANAO ((FG00866.1:100.0,(70.m15403:100.0,(AN0802.1:100.0,AO07023900:100.0):43.5):100.0):100.0,
1100 70.m15398 AN0797.1 AO070239000020 FG00865.1 ANAO yes ((FG00865.1:100.0,(70.m15398:100.0,(AN0797.1:100.0,AO07023900:100.0):84.5):100.0):100.0,
1101 58.m07753 AN1675.1 AO070299000004 FG02073.1 AFAO yes yes ((FG02073.1:100.0,((AO07029900:100.0,58.m07753:100.0):95.5,AN1675.1:100.0):100.0):100.0,
1102 72.m19547 AN1795.1 AO070309000136 FG00947.1 AFAN ((FG00947.1:100.0,(AO07030900:100.0,(AN1795.1:100.0,72.m19547:100.0):61.5):100.0):100.0,
1103 72.m19076 AN6086.1 AO070340000137 FG09324.1 AFAN ((FG09324.1:100.0,(AO07034000:100.0,(AN6086.1:100.0,72.m19076:100.0):40.8):100.0):100.0,
1104 62.m03315 AN8766.1 AO070277000060 FG08674.1 AFAO yes ((FG08674.1:100.0,((AO07027700:100.0,62.m03315:100.0):80.0,AN8766.1:100.0):100.0):100.0,
1105 62.m03333 AN8746.1 AO070250000027 FG08675.1 AFAN yes ((FG08675.1:100.0,(AO07025000:100.0,(AN8746.1:100.0,62.m03333:100.0):76.0):100.0):100.0,
1106 62.m03491 AN8704.1 AO070315000132 FG08676.1 ANAO ((FG08676.1:100.0,(62.m03491:100.0,(AN8704.1:100.0,AO07031500:100.0):40.8):100.0):100.0,
1107 62.m03473 AN8692.1 AO070315000113 FG08677.1 AFAO ((FG08677.1:100.0,((62.m03473:100.0,AO07031500:100.0):74.3,AN8692.1:100.0):100.0):100.0,
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1108 59.m09152 AN9446.1 AO070327000156 FG08680.1 AFAO ((FG08680.1:100.0,((AO07032700:100.0,59.m09152:100.0):65.8,AN9446.1:100.0):100.0):100.0,
1109 62.m03312 AN8763.1 AO070277000063 FG08566.1 ANAO ((((AN8763.1:100.0,AO07027700:100.0):29.8,62.m03312:100.0):55.2,FG08566.1:100.0):100.0,
1110 69.m14872 AN5175.1 AO070247000006 FG03947.1 ANAO ((FG03947.1:100.0,(69.m14872:100.0,(AN5175.1:100.0,AO07024700:100.0):50.0):100.0):100.0,
1111 62.m03389 AN8682.1 AO070315000102 FG08578.1 AFAO yes yes ((FG08578.1:100.0,(AN8682.1:100.0,(62.m03389:100.0,AO07031500:100.0):100.0):100.0):100.0,
1112 59.m09136 AN4841.1 AO070327000129 FG08581.1 AFAN yes ((FG08581.1:100.0,(AO07032700:100.0,(AN4841.1:100.0,59.m09136:100.0):81.0):100.0):100.0,
1113 72.m19615 AN7597.1 AO070343000314 FG08669.1 AFAO yes ((FG08669.1:100.0,((AO07034300:100.0,72.m19615:100.0):75.0,AN7597.1:100.0):100.0):100.0,
1114 57.m05559 AN4549.1 AO070321000182 FG09541.1 AFAN ((FG09541.1:100.0,(AO07032100:100.0,(AN4549.1:100.0,57.m05559:100.0):40.0):100.0):100.0,
1115 59.m09124 AN4851.1 AO070327000095 FG08589.1 AFAO yes yes ((FG08589.1:100.0,((AO07032700:100.0,59.m09124:100.0):92.0,AN4851.1:100.0):100.0):100.0,
1116 70.m15537 AN0929.1 AO070320000117 FG09539.1 AFAN ((FG09539.1:100.0,(AO07032000:100.0,(AN0929.1:100.0,70.m15537:100.0):71.0):100.0):100.0,
1117 59.m09137 AN4842.1 AO070327000130 FG09542.1 AFAN yes yes ((FG09542.1:100.0,(AO07032700:100.0,(AN4842.1:100.0,59.m09137:100.0):99.5):100.0):100.0,
1118 62.m03343 AN8723.1 AO070315000151 FG09409.1 AFAO yes ((FG09409.1:100.0,((AO07031500:100.0,62.m03343:100.0):77.8,AN8723.1:100.0):100.0):100.0,
1119 62.m03339 AN8741.1 AO070250000041 FG09410.1 AFAO ((FG09410.1:100.0,((AO07025000:100.0,62.m03339:100.0):56.5,AN8741.1:100.0):100.0):100.0,
1120 62.m03341 AN9504.1 AO070315000153 FG09408.1 AFAO yes ((FG09408.1:100.0,((AO07031500:100.0,62.m03341:100.0):85.0,AN9504.1:100.0):100.0):100.0,
1121 70.m15436 AN0836.1 AO070255000007 FG08694.1 AFAO ((FG08694.1:100.0,((AO07025500:100.0,70.m15436:100.0):55.0,AN0836.1:100.0):100.0):100.0,
1122 62.m03392 AN8679.1 AO070315000099 FG08577.1 AFAO ((FG08577.1:100.0,((AO07031500:100.0,62.m03392:100.0):52.8,AN8679.1:100.0):100.0):100.0,
1123 58.m07413 AN3626.1 AO070342000124 FG10669.1 AFAO yes yes ((FG10669.1:100.0,((AO07034200:100.0,58.m07413:100.0):96.0,AN3626.1:100.0):100.0):100.0,
1124 59.m08882 AN4980.1 AO070288000047 FG00469.1 AFAO ((FG00469.1:100.0,((AO07028800:100.0,59.m08882:100.0):73.0,AN4980.1:100.0):100.0):100.0,
1125 54.m07034 AN4238.1 AO070234000002 FG00472.1 AFAO ((FG00472.1:100.0,((54.m07034:100.0,AO07023400:100.0):48.3,AN4238.1:100.0):100.0):100.0,
1126 58.m07469 AN3632.1 AO070328000069 FG00475.1 ANAO ((FG00475.1:100.0,(58.m07469:100.0,(AN3632.1:100.0,AO07032800:100.0):52.0):100.0):100.0,
1127 70.m14968 AN1254.1 AO070223000015 FG00477.1 AFAO yes yes ((FG00477.1:100.0,((AO07022300:100.0,70.m14968:100.0):92.0,AN1254.1:100.0):100.0):100.0,
1128 59.m09109 AN4862.1 AO070329000148 FG00562.1 AFAN ((FG00562.1:100.0,(AO07032900:100.0,(AN4862.1:100.0,59.m09109:100.0):36.0):100.0):100.0,
1129 57.m05701 AN5230.1 AO070337000247 FG00670.1 AFAO yes yes ((FG00670.1:100.0,((AO07033700:100.0,57.m05701:100.0):98.0,AN5230.1:100.0):100.0):100.0,
1130 57.m05598 AN4528.1 AO070321000138 FG09163.1 AFAO ((FG09163.1:100.0,((AO07032100:100.0,57.m05598:100.0):47.8,AN4528.1:100.0):100.0):100.0,
1131 57.m05627 AN4504.1 AO070311000057 FG00294.1 AFAO yes ((FG00294.1:100.0,((AO07031100:100.0,57.m05627:100.0):84.5,AN4504.1:100.0):100.0):100.0,
1132 54.m06522 AN0259.1 AO070334000099 FG09162.1 ANAO yes ((FG09162.1:100.0,(54.m06522:100.0,(AN0259.1:100.0,AO07033400:100.0):77.0):100.0):100.0,
1133 59.m09055 AN2939.1 AO070337000169 FG09158.1 ANAO ((FG09158.1:100.0,(59.m09055:100.0,(AN2939.1:100.0,AO07033700:100.0):51.0):100.0):100.0,
1134 58.m07383 AN3584.1 AO070342000165 FG09157.1 AFAN ((FG09157.1:100.0,(AO07034200:100.0,(AN3584.1:100.0,58.m07383:100.0):50.0):100.0):100.0,
1135 58.m07381 AN3583.1 AO070342000166 FG09156.1 AFAO ((FG09156.1:100.0,((AO07034200:100.0,58.m07381:100.0):45.3,AN3583.1:100.0):100.0):100.0,
1136 55.m03317 AN1493.1 AO070334000206 FG09403.1 ANAO yes yes ((FG09403.1:100.0,(55.m03317:100.0,(AN1493.1:100.0,AO07033400:100.0):90.5):100.0):100.0,
1137 57.m05626 AN4505.1 AO070311000058 FG04914.1 AFAO ((FG04914.1:100.0,((AO07031100:100.0,57.m05626:100.0):48.5,AN4505.1:100.0):100.0):100.0,
1138 70.m14927 AN1281.1 AO070332000039 FG02761.1 AFAO ((FG02761.1:100.0,((AO07033200:100.0,70.m14927:100.0):40.8,AN1281.1:100.0):100.0):100.0,
1139 59.m08594 AN3131.1 AO070303000013 FG02769.1 AFAO yes yes ((FG02769.1:100.0,(AN3131.1:100.0,(59.m08594:100.0,AO07030300:100.0):100.0):100.0):100.0,
1140 69.m15007 AN3921.1 AO070324000117 FG01197.1 AFAO ((FG01197.1:100.0,((AO07032400:100.0,69.m15007:100.0):53.5,AN3921.1:100.0):100.0):100.0,
1141 69.m15006 AN3923.1 AO070324000119 FG01194.1 AFAO yes ((FG01194.1:100.0,((AO07032400:100.0,69.m15006:100.0):78.5,AN3923.1:100.0):100.0):100.0,
1142 54.m06671 AN2730.1 AO070338000210 FG02163.1 AFAO yes yes ((FG02163.1:100.0,((AO07033800:100.0,54.m06671:100.0):92.0,AN2730.1:100.0):100.0):100.0,
1143 54.m06477 AN0281.1 AO070334000072 FG01065.1 ANAO ((FG01065.1:100.0,(54.m06477:100.0,(AN0281.1:100.0,AO07033400:100.0):69.0):100.0):100.0,
1144 69.m14882 AN5151.1 AO070237000013 FG01064.1 AFAO yes ((FG01064.1:100.0,((69.m14882:100.0,AO07023700:100.0):79.5,AN5151.1:100.0):100.0):100.0,
1145 69.m15023 AN3908.1 AO070324000092 FG01058.1 AFAO yes yes ((FG01058.1:100.0,((AO07032400:100.0,69.m15023:100.0):95.0,AN3908.1:100.0):100.0):100.0,
1146 69.m15001 AN3927.1 AO070341000039 FG01057.1 ANAO yes yes ((FG01057.1:100.0,(69.m15001:100.0,(AN3927.1:100.0,AO07034100:100.0):99.0):100.0):100.0,
1147 69.m15002 AN3926.1 AO070341000040 FG00414.1 AFAO yes yes ((FG00414.1:100.0,((AO07034100:100.0,69.m15002:100.0):98.0,AN3926.1:100.0):100.0):100.0,
1148 59.m08669 AN5057.1 AO070338000201 FG00543.1 AFAO yes yes ((FG00543.1:100.0,((AO07033800:100.0,59.m08669:100.0):96.5,AN5057.1:100.0):100.0):100.0,
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1149 52.m04104 AN8363.1 AO070274000030 FG00530.1 ANAO ((FG00530.1:100.0,(52.m04104:100.0,(AN8363.1:100.0,AO07027400:100.0):42.8):100.0):100.0,
1150 57.m05879 AN7463.1 AO070287000063 FG00529.1 AFAO ((FG00529.1:100.0,((57.m05879:100.0,AO07028700:100.0):62.0,AN7463.1:100.0):100.0):100.0,
1151 52.m03849 AN9362.1 AO070315000035 FG06860.1 AFAO ((FG06860.1:100.0,((AO07031500:100.0,52.m03849:100.0):68.3,AN9362.1:100.0):100.0):100.0,
1152 66.m04586 AN9149.1 AO070332000147 FG06885.1 AFAO yes yes ((FG06885.1:100.0,((AO07033200:100.0,66.m04586:100.0):93.0,AN9149.1:100.0):100.0):100.0,
1153 56.m03107 AN8877.1 AO070293000006 FG06859.1 ANAO ((FG06859.1:100.0,(56.m03107:100.0,(AN8877.1:100.0,AO07029300:100.0):69.5):100.0):100.0,
1154 59.m08678 AN5048.1 AO070338000188 FG01100.1 AFAO yes yes ((FG01100.1:100.0,((AO07033800:100.0,59.m08678:100.0):97.5,AN5048.1:100.0):100.0):100.0,
1155 57.m05437 AN7666.1 AO070268000051 FG07150.1 AFAN yes yes ((FG07150.1:100.0,(AO07026800:100.0,(AN7666.1:100.0,57.m05437:100.0):95.5):100.0):100.0,
1156 70.m15283 AN0679.1 AO070343000536 FG01092.1 AFAO yes yes ((FG01092.1:100.0,((AO07034300:100.0,70.m15283:100.0):93.5,AN0679.1:100.0):100.0):100.0,
1157 69.m15030 AN3905.1 AO070324000083 FG09229.1 AFAN yes yes ((FG09229.1:100.0,(AO07032400:100.0,(AN3905.1:100.0,69.m15030:100.0):96.0):100.0):100.0,
1158 65.m07367 AN3757.1 AO070309000049 FG07077.1 AFAO yes yes ((FG07077.1:100.0,((AO07030900:100.0,65.m07367:100.0):96.5,AN3757.1:100.0):100.0):100.0,
1159 65.m07407 AN5681.1 AO070309000096 FG07078.1 AFAO yes ((FG07078.1:100.0,((AO07030900:100.0,65.m07407:100.0):80.0,AN5681.1:100.0):100.0):100.0,
1160 65.m07408 AN5682.1 AO070309000097 FG07062.1 ANAO yes yes ((FG07062.1:100.0,(65.m07408:100.0,(AO07030900:100.0,AN5682.1:100.0):99.0):100.0):100.0,
1161 59.m09056 AN2938.1 AO070337000168 FG07060.1 AFAO ((FG07060.1:100.0,((AO07033700:100.0,59.m09056:100.0):56.0,AN2938.1:100.0):100.0):100.0,
1162 59.m09064 AN2930.1 AO070337000178 FG07057.1 AFAN ((FG07057.1:100.0,(AO07033700:100.0,(59.m09064:100.0,AN2930.1:100.0):71.5):100.0):100.0,
1163 72.m19060 AN2572.1 AO070340000111 FG01095.1 AFAO yes ((FG01095.1:100.0,((AO07034000:100.0,72.m19060:100.0):81.5,AN2572.1:100.0):100.0):100.0,
1164 57.m05876 AN7465.1 AO070287000061 FG00509.1 AFAO yes ((FG00509.1:100.0,((AO07028700:100.0,57.m05876:100.0):87.5,AN7465.1:100.0):100.0):100.0,
1165 57.m05877 AN7464.1 AO070287000062 FG00508.1 ANAO ((FG00508.1:100.0,((AO07028700:100.0,AN7464.1:100.0):52.5,57.m05877:100.0):100.0):100.0,
1166 65.m07366 AN3758.1 AO070309000048 FG05598.1 AFAN ((FG05598.1:100.0,(AO07030900:100.0,(AN3758.1:100.0,65.m07366:100.0):55.5):100.0):100.0,
1167 58.m07716 AN1630.1 AO070299000035 FG01245.1 AFAO yes yes ((FG01245.1:100.0,((58.m07716:100.0,AO07029900:100.0):90.5,AN1630.1:100.0):100.0):100.0,
1168 65.m07464 AN8288.1 AO070190000002 FG01243.1 AFAO yes ((FG01243.1:100.0,((65.m07464:100.0,AO07019000:100.0):80.5,AN8288.1:100.0):100.0):100.0,
1169 69.m15615 AN5744.1 AO070341000001 FG01241.1 AFAO yes yes ((FG01241.1:100.0,((AO07034100:100.0,69.m15615:100.0):95.5,AN5744.1:100.0):100.0):100.0,
1170 69.m14820 AN5777.1 AO070249000022 FG01240.1 AFAO yes ((FG01240.1:100.0,((AO07024900:100.0,69.m14820:100.0):87.5,AN5777.1:100.0):100.0):100.0,
1171 58.m07876 AN4449.1 AO070273000004 FG01236.1 AFAO ((FG01236.1:100.0,((AO07027300:100.0,58.m07876:100.0):66.0,AN4449.1:100.0):100.0):100.0,
1172 69.m14841 AN5743.1 AO070193000002 FG01265.1 AFAO yes yes ((FG01265.1:100.0,((AO07019300:100.0,69.m14841:100.0):91.0,AN5743.1:100.0):100.0):100.0,
1173 72.m19947 AN6073.1 AO070340000117 FG01119.1 AFAO yes ((FG01119.1:100.0,((72.m19947:100.0,AO07034000:100.0):82.5,AN6073.1:100.0):100.0):100.0,
1174 72.m18985 AN5856.1 AO070340000012 FG00371.1 ANAO ((FG00371.1:100.0,((AO07034000:100.0,AN5856.1:100.0):41.0,72.m18985:100.0):100.0):100.0,
1175 72.m19581 AN7560.1 AO070343000400 FG05608.1 AFAO ((FG05608.1:100.0,((AO07034300:100.0,72.m19581:100.0):56.5,AN7560.1:100.0):100.0):100.0,
1176 59.m09108 AN4864.1 AO070329000150 FG05607.1 ANAO ((FG05607.1:100.0,(59.m09108:100.0,(AN4864.1:100.0,AO07032900:100.0):71.5):100.0):100.0,
1177 70.m15118 AN1117.1 AO070331000109 FG00538.1 AFAN ((FG00538.1:100.0,(AO07033100:100.0,(AN1117.1:100.0,70.m15118:100.0):55.0):100.0):100.0,
1178 70.m14862 AN1367.1 AO070215000014 FG11603.1 AFAO ((FG11603.1:100.0,((AO07021500:100.0,70.m14862:100.0):69.0,AN1367.1:100.0):100.0):100.0,
1179 57.m05386 AN9287.1 AO070294000075 FG02360.1 yes yes (((FG02360.1:100.0,AN9287.1:100.0):100.0,(AO07029400:100.0,57.m05386:100.0):92.0):100.0,
1180 69.m15273 AN0573.1 AO070272000052 FG01644.1 AFAO yes yes ((FG01644.1:100.0,((AO07027200:100.0,69.m15273:100.0):99.0,AN0573.1:100.0):100.0):100.0,
1181 69.m15771 AN0574.1 AO070272000053 FG01469.1 AFAO yes (((AN0574.1:100.0,(69.m15771:100.0,AO07027200:100.0):79.0):92.5,FG01469.1:100.0):100.0,
1182 58.m07885 AN4440.1 AO070273000014 FG01670.1 AFAN ((FG01670.1:100.0,(AO07027300:100.0,(AN4440.1:100.0,58.m07885:100.0):53.8):100.0):100.0,
1183 58.m09014 AN4441.1 AO070273000013 FG01620.1 AFAO ((FG01620.1:100.0,((AO07027300:100.0,58.m09014:100.0):74.0,AN4441.1:100.0):100.0):100.0,
1184 70.m15540 AN0932.1 AO070320000123 FG05183.1 AFAN ((FG05183.1:100.0,(AO07032000:100.0,(AN0932.1:100.0,70.m15540:100.0):46.3):100.0):100.0,
1185 58.m07595 AN1988.1 AO070301000075 FG05181.1 ANAO ((FG05181.1:100.0,(58.m07595:100.0,(AN1988.1:100.0,AO07030100:100.0):65.5):100.0):100.0,
1186 58.m08979 AN4434.1 AO070273000023 FG01653.1 AFAO yes ((FG01653.1:100.0,((AO07027300:100.0,58.m08979:100.0):79.0,AN4434.1:100.0):100.0):100.0,
1187 58.m08957 AN5616.1 AO070301000016 FG01560.1 AFAO ((FG01560.1:100.0,((AO07030100:100.0,58.m08957:100.0):69.0,AN5616.1:100.0):100.0):100.0,
1188 58.m07536 AN5613.1 AO070301000012 FG01561.1 AFAO ((FG01561.1:100.0,((AO07030100:100.0,58.m07536:100.0):72.0,AN5613.1:100.0):100.0):100.0,
1189 72.m19341 AN6293.1 AO070308000051 FG01562.1 AFAO ((FG01562.1:100.0,((AO07030800:100.0,72.m19341:100.0):57.0,AN6293.1:100.0):100.0):100.0,
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1190 58.m09016 AN4442.1 AO070273000012 FG01568.1 AFAO yes ((FG01568.1:100.0,((AO07027300:100.0,58.m09016:100.0):89.0,AN4442.1:100.0):100.0):100.0,
1191 72.m19939 AN5977.1 AO070281000046 FG01476.1 AFAN yes yes ((FG01476.1:100.0,(AO07028100:100.0,(AN5977.1:100.0,72.m19939:100.0):99.5):100.0):100.0,
1192 58.m07509 AN5588.1 AO070328000021 FG01475.1 ANAO ((FG01475.1:100.0,((AO07032800:100.0,AN5588.1:100.0):57.0,58.m07509:100.0):100.0):100.0,
1193 58.m08980 AN4435.1 AO070273000022 FG00627.1 AFAO yes yes ((FG00627.1:100.0,((AO07027300:100.0,58.m08980:100.0):90.0,AN4435.1:100.0):100.0):100.0,
1194 58.m08921 AN1968.1 AO070301000052 FG00629.1 AFAO ((FG00629.1:100.0,((58.m08921:100.0,AO07030100:100.0):54.0,AN1968.1:100.0):100.0):100.0,
1195 58.m08981 AN4412.1 AO070273000032 FG01656.1 ANAO ((FG01656.1:100.0,(58.m08981:100.0,(AN4412.1:100.0,AO07027300:100.0):64.5):100.0):100.0,
1196 69.m15270 AN0575.1 AO070272000054 FG05179.1 ANAO ((FG05179.1:100.0,(69.m15270:100.0,(AN0575.1:100.0,AO07027200:100.0):66.5):100.0):100.0,
1197 70.m14831 AN1390.1 AO070342000349 FG10854.1 AFAO (((AN1390.1:100.0,(AO07034200:100.0,70.m14831:100.0):63.7):82.5,FG10854.1:100.0):100.0,
1198 55.m03259 AN1460.1 AO070306000076 FG05168.1 AFAO yes yes ((FG05168.1:100.0,((AO07030600:100.0,55.m03259:100.0):95.5,AN1460.1:100.0):100.0):100.0,
1199 58.m07978 AN4353.1 AO070240000022 FG10853.1 AFAO ((FG10853.1:100.0,((AO07024000:100.0,58.m07978:100.0):57.5,AN4353.1:100.0):100.0):100.0,
1200 59.m08566 AN3176.1 AO070256000014 FG10896.1 AFAO yes yes ((FG10896.1:100.0,(AN3176.1:100.0,(59.m08566:100.0,AO07025600:100.0):100.0):100.0):100.0,
1201 59.m08567 AN3177.1 AO070256000013 FG10897.1 AFAO ((FG10897.1:100.0,((AO07025600:100.0,59.m08567:100.0):57.0,AN3177.1:100.0):100.0):100.0,
1202 59.m08645 AN3098.1 AO070334000139 FG10903.1 AFAO yes yes ((FG10903.1:100.0,(AN3098.1:100.0,(59.m08645:100.0,AO07033400:100.0):100.0):100.0):100.0,
1203 59.m08551 AN3163.1 AO070256000032 FG10909.1 AFAO yes ((FG10909.1:100.0,((AO07025600:100.0,59.m08551:100.0):89.5,AN3163.1:100.0):100.0):100.0,
1204 59.m08562 AN3172.1 AO070256000018 FG10905.1 AFAO ((FG10905.1:100.0,((AO07025600:100.0,59.m08562:100.0):44.8,AN3172.1:100.0):100.0):100.0,
1205 59.m08563 AN3173.1 AO070256000017 FG10906.1 AFAO yes yes ((FG10906.1:100.0,((AO07025600:100.0,59.m08563:100.0):96.5,AN3173.1:100.0):100.0):100.0,
1206 59.m08557 AN3168.1 AO070256000022 FG10907.1 AFAN ((FG10907.1:100.0,(AO07025600:100.0,(AN3168.1:100.0,59.m08557:100.0):63.5):100.0):100.0,
1207 59.m09511 AN3167.1 AO070256000023 FG10908.1 AFAO yes yes ((FG10908.1:100.0,((AO07025600:100.0,59.m09511:100.0):93.0,AN3167.1:100.0):100.0):100.0,
1208 54.m06880 AN5141.1 AO070291000035 FG10820.1 AFAO yes yes ((FG10820.1:100.0,((AO07029100:100.0,54.m06880:100.0):97.5,AN5141.1:100.0):100.0):100.0,
1209 70.m15466 AN0862.1 AO070320000011 FG10822.1 AFAN ((FG10822.1:100.0,((70.m15466:100.0,AN0862.1:100.0):43.0,AO07032000:100.0):100.0):100.0,
1210 54.m06944 AN4055.1 AO070342000041 FG07678.1 AFAO yes yes ((FG07678.1:100.0,((AO07034200:100.0,54.m06944:100.0):97.0,AN4055.1:100.0):100.0):100.0,
1211 71.m15175 AN2687.1 AO070313000101 FG00304.1 AFAO yes yes ((FG00304.1:100.0,((AO07031300:100.0,71.m15175:100.0):90.5,AN2687.1:100.0):100.0):100.0,
1212 69.m15293 AN0554.1 AO070272000027 FG00979.1 ANAO ((FG00979.1:100.0,(69.m15293:100.0,(AN0554.1:100.0,AO07027200:100.0):74.5):100.0):100.0,
1213 71.m15415 AN0131.1 AO070321000122 FG01466.1 AFAO yes ((FG01466.1:100.0,((AO07032100:100.0,71.m15415:100.0):87.5,AN0131.1:100.0):100.0):100.0,
1214 59.m08989 AN3031.1 AO070331000089 FG05713.1 yes yes (((59.m08989:100.0,AN3031.1:100.0):100.0,(FG05713.1:100.0,AO07033100:100.0):97.5):100.0,
1215 71.m15409 AN0129.1 AO070311000084 FG04296.1 AFAO ((FG04296.1:100.0,((AO07031100:100.0,71.m15409:100.0):62.0,AN0129.1:100.0):100.0):100.0,
1216 69.m15297 AN0504.1 AO070226000008 FG01464.1 AFAO yes ((FG01464.1:100.0,((AO07022600:100.0,69.m15297:100.0):81.0,AN0504.1:100.0):100.0):100.0,
1217 59.m08822 AN4919.1 AO070338000024 FG00822.1 AFAO yes ((FG00822.1:100.0,((AO07033800:100.0,59.m08822:100.0):77.0,AN4919.1:100.0):100.0):100.0,
1218 59.m08821 AN4918.1 AO070338000025 FG00823.1 ANAO ((FG00823.1:100.0,(59.m08821:100.0,(AN4918.1:100.0,AO07033800:100.0):74.0):100.0):100.0,
1219 71.m15413 AN0127.1 AO070311000081 FG04297.1 AFAO yes ((FG04297.1:100.0,((AO07031100:100.0,71.m15413:100.0):78.8,AN0127.1:100.0):100.0):100.0,
1220 58.m07519 AN5595.1 AO070328000009 FG05208.1 AFAO yes ((FG05208.1:100.0,((AO07032800:100.0,58.m07519:100.0):84.0,AN5595.1:100.0):100.0):100.0,
1221 58.m07524 AN5600.1 AO070328000004 FG00298.1 AFAO ((FG00298.1:100.0,((58.m07524:100.0,AO07032800:100.0):59.5,AN5600.1:100.0):100.0):100.0,
1222 58.m07492 AN5568.1 AO070328000040 FG00817.1 ANAO ((FG00817.1:100.0,((AO07032800:100.0,AN5568.1:100.0):58.5,58.m07492:100.0):100.0):100.0,
1223 58.m07529 AN5606.1 AO070301000003 FG00818.1 AFAO yes ((FG00818.1:100.0,((AO07030100:100.0,58.m07529:100.0):86.5,AN5606.1:100.0):100.0):100.0,
1224 70.m14875 AN1355.1 AO070237000005 FG05212.1 AFAO yes ((FG05212.1:100.0,((AO07023700:100.0,70.m14875:100.0):87.5,AN1355.1:100.0):100.0):100.0,
1225 70.m15631 AN0990.1 AO070318000147 FG00819.1 AFAO yes ((FG00819.1:100.0,((AO07031800:100.0,70.m15631:100.0):87.5,AN0990.1:100.0):100.0):100.0,
1226 58.m07576 AN1971.1 AO070301000055 FG05150.1 AFAO ((FG05150.1:100.0,((AO07030100:100.0,58.m07576:100.0):65.0,AN1971.1:100.0):100.0):100.0,
1227 72.m19441 AN6323.1 AO070304000044 FG05152.1 AFAO yes yes ((FG05152.1:100.0,(AN6323.1:100.0,(72.m19441:100.0,AO07030400:100.0):100.0):100.0):100.0,
1228 70.m15526 AN0919.1 AO070320000099 FG05156.1 AFAO ((FG05156.1:100.0,((AO07032000:100.0,70.m15526:100.0):49.8,AN0919.1:100.0):100.0):100.0,
1229 70.m15524 AN0917.1 AO070320000097 FG05165.1 AFAO yes ((FG05165.1:100.0,((70.m15524:100.0,AO07032000:100.0):86.5,AN0917.1:100.0):100.0):100.0,
1230 70.m15525 AN0918.1 AO070320000098 FG05164.1 ANAO ((FG05164.1:100.0,(70.m15525:100.0,(AN0918.1:100.0,AO07032000:100.0):50.8):100.0):100.0,
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1231 72.m19673 AN2167.1 AO070343000229 FG05163.1 AFAO ((FG05163.1:100.0,((AO07034300:100.0,72.m19673:100.0):68.5,AN2167.1:100.0):100.0):100.0,
1232 70.m15523 AN0914.1 AO070320000095 FG05162.1 AFAO yes yes ((FG05162.1:100.0,((AO07032000:100.0,70.m15523:100.0):99.5,AN0914.1:100.0):100.0):100.0,
1233 58.m07515 AN5591.1 AO070328000012 FG05169.1 AFAO yes yes ((FG05169.1:100.0,((AO07032800:100.0,58.m07515:100.0):99.0,AN5591.1:100.0):100.0):100.0,
1234 70.m15512 AN0903.1 AO070320000077 FG05167.1 AFAO yes (((AN0903.1:100.0,(70.m15512:100.0,AO07032000:100.0):77.0):93.5,FG05167.1:100.0):100.0,
1235 71.m16021 AN6874.1 AO070314000047 FG01640.1 AFAO yes yes ((FG01640.1:100.0,((AO07031400:100.0,71.m16021:100.0):99.0,AN6874.1:100.0):100.0):100.0,
1236 71.m15176 AN2688.1 AO070313000100 FG06028.1 ANAO ((FG06028.1:100.0,(71.m15176:100.0,(AN2688.1:100.0,AO07031300:100.0):73.0):100.0):100.0,
1237 70.m14828 AN1394.1 AO070233000008 FG06035.1 AFAO yes ((FG06035.1:100.0,((AO07023300:100.0,70.m14828:100.0):82.0,AN1394.1:100.0):100.0):100.0,
1238 70.m14829 AN1387.1 AO070233000007 FG06033.1 AFAO yes ((FG06033.1:100.0,((AO07023300:100.0,70.m14829:100.0):87.5,AN1387.1:100.0):100.0):100.0,
1239 69.m15208 AN2450.1 AO070264000026 FG06030.1 AFAO ((FG06030.1:100.0,((69.m15208:100.0,AO07026400:100.0):59.5,AN2450.1:100.0):100.0):100.0,
1240 58.m07961 AN4360.1 AO070261000003 FG05172.1 ANAO ((FG05172.1:100.0,(58.m07961:100.0,(AN4360.1:100.0,AO07026100:100.0):54.0):100.0):100.0,
1241 58.m09002 AN4425.1 AO070273000062 FG05173.1 AFAO yes yes ((FG05173.1:100.0,(AN4425.1:100.0,(58.m09002:100.0,AO07027300:100.0):100.0):100.0):100.0,
1242 58.m07945 AN4380.1 AO070261000025 FG05174.1 AFAO yes ((FG05174.1:100.0,((AO07026100:100.0,58.m07945:100.0):86.5,AN4380.1:100.0):100.0):100.0,
1243 70.m15468 AN0861.1 AO070320000009 FG01574.1 AFAO ((FG01574.1:100.0,((AO07032000:100.0,70.m15468:100.0):58.5,AN0861.1:100.0):100.0):100.0,
1244 70.m15616 AN0978.1 AO070341000131 FG01575.1 AFAN yes yes ((FG01575.1:100.0,((AN0978.1:100.0,70.m15616:100.0):100.0,AO07034100:100.0):100.0):100.0,
1245 58.m08906 AN5612.1 AO070301000011 FG10842.1 AFAO yes yes ((FG10842.1:100.0,((AO07030100:100.0,58.m08906:100.0):99.0,AN5612.1:100.0):100.0):100.0,
1246 53.m03677 AN4280.1 AO070310000016 FG00308.1 AFAO yes ((FG00308.1:100.0,((AO07031000:100.0,53.m03677:100.0):88.5,AN4280.1:100.0):100.0):100.0,
1247 53.m03687 AN8273.1 AO070310000028 FG00644.1 AFAO yes yes ((FG00644.1:100.0,((AO07031000:100.0,53.m03687:100.0):92.5,AN8273.1:100.0):100.0):100.0,
1248 53.m04172 AN8272.1 AO070310000029 FG00645.1 AFAO ((FG00645.1:100.0,((53.m04172:100.0,AO07031000:100.0):55.0,AN8272.1:100.0):100.0):100.0,
1249 59.m08569 AN3185.1 AO070256000011 FG04385.1 AFAO yes yes ((FG04385.1:100.0,(AN3185.1:100.0,(59.m08569:100.0,AO07025600:100.0):100.0):100.0):100.0,
1250 57.m05387 AN5557.1 AO070294000076 FG03375.1 AFAO ((FG03375.1:100.0,((AO07029400:100.0,57.m05387:100.0):67.8,AN5557.1:100.0):100.0):100.0,
1251 59.m08630 AN3107.1 AO070334000152 FG04359.1 ANAO ((FG04359.1:100.0,(59.m08630:100.0,(AN3107.1:100.0,AO07033400:100.0):70.5):100.0):100.0,
1252 59.m08628 AN3110.1 AO070303000041 FG10725.1 AFAO ((FG10725.1:100.0,((AO07030300:100.0,59.m08628:100.0):70.5,AN3110.1:100.0):100.0):100.0,
1253 54.m06792 AN4225.1 AO070234000025 FG10724.1 ANAO ((FG10724.1:100.0,(54.m06792:100.0,(AN4225.1:100.0,AO07023400:100.0):55.5):100.0):100.0,
1254 70.m15312 AN0705.1 AO070343000504 FG10722.1 AFAO yes yes ((FG10722.1:100.0,(AN0705.1:100.0,(70.m15312:100.0,AO07034300:100.0):100.0):100.0):100.0,
1255 59.m08648 AN3095.1 AO070334000137 FG10723.1 ANAO ((FG10723.1:100.0,(59.m08648:100.0,(AN3095.1:100.0,AO07033400:100.0):70.8):100.0):100.0,
1256 54.m06794 AN4223.1 AO070234000027 FG00647.1 AFAO ((FG00647.1:100.0,((AO07023400:100.0,54.m06794:100.0):49.5,AN4223.1:100.0):100.0):100.0,
1257 71.m15629 AN9481.1 AO070276000025 FG05981.1 AFAO yes ((FG05981.1:100.0,((AO07027600:100.0,71.m15629:100.0):83.0,AN9481.1:100.0):100.0):100.0,
1258 71.m15630 AN9482.1 AO070276000024 FG05982.1 AFAO yes ((FG05982.1:100.0,((AO07027600:100.0,71.m15630:100.0):87.0,AN9482.1:100.0):100.0):100.0,
1259 58.m08942 AN2011.1 AO070202000001 FG09020.1 AFAO ((FG09020.1:100.0,((AO07020200:100.0,58.m08942:100.0):65.0,AN2011.1:100.0):100.0):100.0,
1260 58.m07618 AN2009.1 AO070179000005 FG09019.1 ANAO ((FG09019.1:100.0,((AO07017900:100.0,AN2009.1:100.0):64.3,58.m07618:100.0):100.0):100.0,
1261 71.m15279 AN6853.1 AO070314000087 FG05890.1 AFAO yes yes ((FG05890.1:100.0,((AO07031400:100.0,71.m15279:100.0):90.5,AN6853.1:100.0):100.0):100.0,
1262 71.m15277 AN6855.1 AO070314000086 FG07021.1 ANAO ((FG07021.1:100.0,((AO07031400:100.0,AN6855.1:100.0):50.5,71.m15277:100.0):100.0):100.0,
1263 66.m04577 AN9121.1 AO070332000155 FG10132.1 AFAO yes yes ((FG10132.1:100.0,((AO07033200:100.0,66.m04577:100.0):95.5,AN9121.1:100.0):100.0):100.0,
1264 70.m14901 AN1331.1 AO070303000094 FG10170.1 AFAO yes ((FG10170.1:100.0,((70.m14901:100.0,AO07030300:100.0):83.5,AN1331.1:100.0):100.0):100.0,
1265 70.m14902 AN1330.1 AO070303000093 FG10169.1 AFAO ((FG10169.1:100.0,((AO07030300:100.0,70.m14902:100.0):55.0,AN1330.1:100.0):100.0):100.0,
1266 72.m18955 AN5828.1 AO070260000018 FG10193.1 AFAO (((AN5828.1:100.0,(AO07026000:100.0,72.m18955:100.0):50.3):66.5,FG10193.1:100.0):100.0,
1267 57.m05922 AN7423.1 AO070197000002 FG10122.1 AFAO yes ((FG10122.1:100.0,((57.m05922:100.0,AO07019700:100.0):81.0,AN7423.1:100.0):100.0):100.0,
1268 59.m08455 AN2525.1 AO070286000098 FG10119.1 AFAN ((FG10119.1:100.0,(AO07028600:100.0,(AN2525.1:100.0,59.m08455:100.0):73.0):100.0):100.0,
1269 59.m08453 AN2526.1 AO070220000001 FG10118.1 AFAN ((FG10118.1:100.0,(AO07022000:100.0,(AN2526.1:100.0,59.m08453:100.0):57.0):100.0):100.0,
1270 59.m08459 AN2523.1 AO070286000091 FG10116.1 AFAO yes ((FG10116.1:100.0,((AO07028600:100.0,59.m08459:100.0):88.5,AN2523.1:100.0):100.0):100.0,
1271 59.m08460 AN2522.1 AO070286000088 FG10115.1 AFAO yes yes ((FG10115.1:100.0,((AO07028600:100.0,59.m08460:100.0):90.0,AN2522.1:100.0):100.0):100.0,
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1272 72.m18960 AN5832.1 AO070260000013 FG10114.1 AFAO ((FG10114.1:100.0,((AO07026000:100.0,72.m18960:100.0):55.5,AN5832.1:100.0):100.0):100.0,
1273 72.m18958 AN5830.1 AO070260000016 FG10113.1 AFAO yes ((FG10113.1:100.0,((AO07026000:100.0,72.m18958:100.0):80.5,AN5830.1:100.0):100.0):100.0,
1274 71.m15605 AN8798.1 AO070276000062 FG05978.1 AFAO yes ((FG05978.1:100.0,((AO07027600:100.0,71.m15605:100.0):85.5,AN8798.1:100.0):100.0):100.0,
1275 53.m03703 AN8258.1 AO070310000045 FG05977.1 AFAN ((FG05977.1:100.0,(AO07031000:100.0,(AN8258.1:100.0,53.m03703:100.0):52.8):100.0):100.0,
1276 71.m15632 AN8821.1 AO070276000021 FG05966.1 AFAO yes yes ((FG05966.1:100.0,(AN8821.1:100.0,(71.m15632:100.0,AO07027600:100.0):100.0):100.0):100.0,
1277 58.m07864 AN4460.1 AO070305000133 FG06788.1 AFAO yes ((FG06788.1:100.0,((AO07030500:100.0,58.m07864:100.0):81.5,AN4460.1:100.0):100.0):100.0,
1278 58.m07839 AN3867.1 AO070305000103 FG05911.1 AFAN ((FG05911.1:100.0,(AO07030500:100.0,(AN3867.1:100.0,58.m07839:100.0):70.0):100.0):100.0,
1279 58.m07841 AN3869.1 AO070305000105 FG05912.1 AFAO ((FG05912.1:100.0,((AO07030500:100.0,58.m07841:100.0):64.5,AN3869.1:100.0):100.0):100.0,
1280 53.m04164 AN8046.1 AO070336000153 FG05906.1 AFAN yes yes ((FG05906.1:100.0,(AO07033600:100.0,(AN8046.1:100.0,53.m04164:100.0):93.5):100.0):100.0,
1281 69.m15656 AN3904.1 AO070324000068 FG03570.1 AFAO yes yes ((FG03570.1:100.0,((69.m15656:100.0,AO07032400:100.0):92.0,AN3904.1:100.0):100.0):100.0,
1282 65.m07448 AN4271.1 AO070277000015 FG05905.1 AFAO yes ((FG05905.1:100.0,((65.m07448:100.0,AO07027700:100.0):77.0,AN4271.1:100.0):100.0):100.0,
1283 69.m15638 AN5773.1 AO070249000017 FG07413.1 AFAO yes yes ((FG07413.1:100.0,((AO07024900:100.0,69.m15638:100.0):92.5,AN5773.1:100.0):100.0):100.0,
1284 65.m07460 AN8284.1 AO070277000004 FG07414.1 AFAO yes yes ((FG07414.1:100.0,((AO07027700:100.0,65.m07460:100.0):96.5,AN8284.1:100.0):100.0):100.0,
1285 65.m07461 AN8285.1 AO070277000003 FG07423.1 AFAN yes ((((AN8285.1:100.0,65.m07461:100.0):88.0,AO07027700:100.0):97.0,FG07423.1:100.0):100.0,
1286 69.m14831 AN5768.1 AO070249000004 FG07425.1 AFAN ((FG07425.1:100.0,(AO07024900:100.0,(AN5768.1:100.0,69.m14831:100.0):44.5):100.0):100.0,
1287 62.m03214 AN6618.1 AO070326000068 FG05191.1 AFAO yes ((FG05191.1:100.0,((AO07032600:100.0,62.m03214:100.0):87.5,AN6618.1:100.0):100.0):100.0,
1288 71.m15354 AN0076.1 AO070311000140 FG07011.1 AFAO yes yes ((FG07011.1:100.0,(AN0076.1:100.0,(71.m15354:100.0,AO07031100:100.0):100.0):100.0):100.0,
1289 54.m06959 AN4214.1 AO070231000010 FG02002.1 AFAO yes ((FG02002.1:100.0,((AO07023100:100.0,54.m06959:100.0):83.5,AN4214.1:100.0):100.0):100.0,
1290 70.m15432 AN0831.1 AO070255000014 FG01852.1 ANAO yes ((FG01852.1:100.0,((AO07025500:100.0,AN0831.1:100.0):82.5,70.m15432:100.0):100.0):100.0,
1291 72.m19768 AN7298.1 AO070297000040 FG01849.1 ANAO yes yes ((FG01849.1:100.0,(72.m19768:100.0,(AO07029700:100.0,AN7298.1:100.0):96.5):100.0):100.0,
1292 70.m15535 AN0928.1 AO070320000113 FG01853.1 AFAO yes ((FG01853.1:100.0,((AO07032000:100.0,70.m15535:100.0):87.5,AN0928.1:100.0):100.0):100.0,
1293 70.m15808 AN0926.1 AO070320000110 FG01854.1 AFAO yes yes ((FG01854.1:100.0,((AO07032000:100.0,70.m15808:100.0):96.0,AN0926.1:100.0):100.0):100.0,
1294 70.m15464 AN0864.1 AO070320000014 FG01855.1 AFAO yes ((FG01855.1:100.0,((AO07032000:100.0,70.m15464:100.0):77.5,AN0864.1:100.0):100.0):100.0,
1295 70.m15463 AN0865.1 AO070320000016 FG01856.1 AFAO ((FG01856.1:100.0,((70.m15463:100.0,AO07032000:100.0):74.5,AN0865.1:100.0):100.0):100.0,
1296 70.m15519 AN0910.1 AO070320000091 FG01865.1 AFAO yes ((FG01865.1:100.0,((AO07032000:100.0,70.m15519:100.0):83.5,AN0910.1:100.0):100.0):100.0,
1297 71.m15577 AN2343.1 AO070319000157 FG01866.1 AFAN ((FG01866.1:100.0,(AO07031900:100.0,(AN2343.1:100.0,71.m15577:100.0):51.8):100.0):100.0,
1298 58.m07630 AN2042.1 AO070292000002 FG01867.1 ANAO ((FG01867.1:100.0,(58.m07630:100.0,(AN2042.1:100.0,AO07029200:100.0):65.5):100.0):100.0,
1299 55.m03010 AN1500.1 AO070334000217 FG01877.1 AFAO ((FG01877.1:100.0,((AO07033400:100.0,55.m03010:100.0):64.5,AN1500.1:100.0):100.0):100.0,
1300 70.m15382 AN0776.1 AO070316000062 FG01871.1 AFAN yes ((FG01871.1:100.0,((70.m15382:100.0,AN0776.1:100.0):86.0,AO07031600:100.0):100.0):100.0,
1301 70.m15536 AN0927.1 AO070320000116 FG01863.1 ANAO yes ((FG01863.1:100.0,(70.m15536:100.0,(AN0927.1:100.0,AO07032000:100.0):82.0):100.0):100.0,
1302 70.m15825 AN4541.1 AO070321000164 FG01875.1 AFAO ((FG01875.1:100.0,((AO07032100:100.0,70.m15825:100.0):73.0,AN4541.1:100.0):100.0):100.0,
1303 71.m16059 AN0089.1 AO070311000126 FG05141.1 AFAN ((((AN0089.1:100.0,71.m16059:100.0):52.0,AO07031100:100.0):99.0,FG05141.1:100.0):100.0,
1304 70.m15156 AN1082.1 AO070285000082 FG05143.1 AFAO ((FG05143.1:100.0,((AO07028500:100.0,70.m15156:100.0):67.5,AN1082.1:100.0):100.0):100.0,
1305 71.m16035 AN6915.1 AO070219000020 FG05144.1 ANAO ((FG05144.1:100.0,((AO07021900:100.0,AN6915.1:100.0):49.7,71.m16035:100.0):93.9):100.0,
1306 71.m15274 AN6863.1 AO070314000083 FG07143.1 AFAN ((FG07143.1:100.0,(AO07031400:100.0,(AN6863.1:100.0,71.m15274:100.0):55.5):100.0):100.0,
1307 70.m15154 AN1080.1 AO070285000079 FG07146.1 ANAO ((FG07146.1:100.0,(70.m15154:100.0,(AN1080.1:100.0,AO07028500:100.0):63.3):100.0):100.0,
1308 62.m03184 AN6609.1 AO070326000058 FG07155.1 AFAO ((FG07155.1:100.0,((62.m03184:100.0,AO07032600:100.0):73.0,AN6609.1:100.0):100.0):100.0,
1309 71.m15733 AN7709.1 AO070325000116 FG05131.1 AFAO yes yes ((FG05131.1:100.0,((AO07032500:100.0,71.m15733:100.0):92.5,AN7709.1:100.0):100.0):100.0,
1310 71.m15734 AN7710.1 AO070325000117 FG05132.1 AFAO yes ((FG05132.1:100.0,((AO07032500:100.0,71.m15734:100.0):88.0,AN7710.1:100.0):100.0):100.0,
1311 71.m15825 AN2238.1 AO070326000135 FG05133.1 AFAO ((FG05133.1:100.0,((AO07032600:100.0,71.m15825:100.0):64.0,AN2238.1:100.0):100.0):100.0,
1312 69.m15248 AN0600.1 AO070280000025 FG07160.1 AFAO yes ((FG07160.1:100.0,((69.m15248:100.0,AO07028000:100.0):87.0,AN0600.1:100.0):100.0):100.0,
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1313 70.m15158 AN1084.1 AO070285000084 FG07182.1 AFAO yes ((FG07182.1:100.0,((AO07028500:100.0,70.m15158:100.0):84.5,AN1084.1:100.0):100.0):100.0,
1314 71.m15353 AN0075.1 AO070311000141 FG07180.1 AFAO ((FG07180.1:100.0,((AO07031100:100.0,71.m15353:100.0):61.8,AN0075.1:100.0):100.0):100.0,
1315 71.m15292 AN6824.1 AO070314000104 FG07150.1 AFAO yes ((FG07150.1:100.0,((AO07031400:100.0,71.m15292:100.0):88.5,AN6824.1:100.0):100.0):100.0,
1316 58.m07525 AN5601.1 AO070328000003 FG00346.1 ANAO ((FG00346.1:100.0,(58.m07525:100.0,(AN5601.1:100.0,AO07032800:100.0):58.5):100.0):100.0,
1317 72.m19484 AN9496.1 AO070241000013 FG07151.1 AFAO ((FG07151.1:100.0,((AO07024100:100.0,72.m19484:100.0):68.5,AN9496.1:100.0):100.0):100.0,
1318 53.m03768 AN8206.1 AO070310000111 FG00712.1 AFAO yes yes ((FG00712.1:100.0,((AO07031000:100.0,53.m03768:100.0):99.0,AN8206.1:100.0):100.0):100.0,
1319 53.m03806 AN8172.1 AO070209000006 FG07188.1 AFAO ((FG07188.1:100.0,((AO07020900:100.0,53.m03806:100.0):72.5,AN8172.1:100.0):100.0):100.0,
1320 53.m03803 AN8176.1 AO070209000002 FG07186.1 AFAO yes yes ((FG07186.1:100.0,((AO07020900:100.0,53.m03803:100.0):94.5,AN8176.1:100.0):100.0):100.0,
1321 58.m07837 AN3865.1 AO070305000101 FG05909.1 AFAO yes ((FG05909.1:100.0,((AO07030500:100.0,58.m07837:100.0):80.5,AN3865.1:100.0):100.0):100.0,
1322 54.m06777 AN4217.1 AO070342000115 FG07162.1 ANAO yes ((FG07162.1:100.0,(54.m06777:100.0,(AN4217.1:100.0,AO07034200:100.0):75.5):100.0):100.0,
1323 58.m07855 AN4469.1 AO070305000124 FG06821.1 ANAO ((FG06821.1:100.0,(58.m07855:100.0,(AN4469.1:100.0,AO07030500:100.0):58.5):100.0):100.0,
1324 65.m07405 AN5679.1 AO070309000094 FG06819.1 AFAN ((((AN5679.1:100.0,65.m07405:100.0):66.5,AO07030900:100.0):74.7,FG06819.1:100.0):100.0,
1325 53.m03812 AN8169.1 AO070266000003 FG07410.1 AFAN ((FG07410.1:100.0,(AO07026600:100.0,(AN8169.1:100.0,53.m03812:100.0):61.0):100.0):100.0,
1326 53.m03814 AN8170.1 AO070266000007 FG07377.1 AFAN yes yes ((FG07377.1:100.0,(AO07026600:100.0,(AN8170.1:100.0,53.m03814:100.0):91.0):100.0):100.0,
1327 71.m15301 AN6844.1 AO070314000095 FG07019.1 AFAO yes yes ((FG07019.1:100.0,((AO07031400:100.0,71.m15301:100.0):98.5,AN6844.1:100.0):100.0):100.0,
1328 71.m16043 AN0034.1 AO070314000113 FG07017.1 AFAO yes yes ((FG07017.1:100.0,((AO07031400:100.0,71.m16043:100.0):95.0,AN0034.1:100.0):100.0):100.0,
1329 58.m08991 AN3847.1 AO070305000084 FG05145.1 AFAO yes yes ((FG05145.1:100.0,((AO07030500:100.0,58.m08991:100.0):98.5,AN3847.1:100.0):100.0):100.0,
1330 53.m03848 AN9467.1 AO070322000047 FG05894.1 AFAO yes ((FG05894.1:100.0,((AO07032200:100.0,53.m03848:100.0):81.0,AN9467.1:100.0):100.0):100.0,
1331 53.m03775 AN8200.1 AO070310000119 FG05892.1 AFAN ((FG05892.1:100.0,(AO07031000:100.0,(AN8200.1:100.0,53.m03775:100.0):59.8):100.0):100.0,
1332 53.m04098 AN8053.1 AO070322000147 FG05891.1 AFAO yes ((FG05891.1:100.0,((AO07032200:100.0,53.m04098:100.0):81.5,AN8053.1:100.0):100.0):100.0,
1333 53.m03773 AN7517.1 AO070310000116 FG07378.1 AFAO yes ((FG07378.1:100.0,((53.m03773:100.0,AO07031000:100.0):82.0,AN7517.1:100.0):100.0):100.0,
1334 53.m03796 AN8183.1 AO070310000142 FG07379.1 AFAO yes ((FG07379.1:100.0,((AO07031000:100.0,53.m03796:100.0):85.5,AN8183.1:100.0):100.0):100.0,
1335 53.m03797 AN8182.1 AO070310000143 FG07380.1 AFAO yes yes ((FG07380.1:100.0,((AO07031000:100.0,53.m03797:100.0):98.5,AN8182.1:100.0):100.0):100.0,
1336 53.m03781 AN9461.1 AO070310000129 FG07381.1 AFAO yes yes ((FG07381.1:100.0,((AO07031000:100.0,53.m03781:100.0):96.0,AN9461.1:100.0):100.0):100.0,
1337 53.m03884 AN8059.1 AO070322000124 FG06120.1 AFAO yes ((FG06120.1:100.0,((AO07032200:100.0,53.m03884:100.0):82.5,AN8059.1:100.0):100.0):100.0,
1338 53.m03800 AN8180.1 AO070310000147 FG06116.1 AFAO yes yes ((FG06116.1:100.0,((AO07031000:100.0,53.m03800:100.0):94.5,AN8180.1:100.0):100.0):100.0,
1339 53.m03779 AN8194.1 AO070310000126 FG06115.1 AFAO yes yes ((FG06115.1:100.0,((AO07031000:100.0,53.m03779:100.0):97.0,AN8194.1:100.0):100.0):100.0,
1340 72.m19587 AN7568.1 AO070343000414 FG05953.1 AFAN yes yes ((FG05953.1:100.0,(AO07034300:100.0,(72.m19587:100.0,AN7568.1:100.0):91.5):99.5):100.0,
1341 71.m15627 AN8819.1 AO070276000028 FG10025.1 AFAO ((FG10025.1:100.0,((71.m15627:100.0,AO07027600:100.0):59.5,AN8819.1:100.0):96.5):100.0,
1342 71.m15631 AN8820.1 AO070276000022 FG06103.1 AFAO yes yes ((FG06103.1:100.0,((AO07027600:100.0,71.m15631:100.0):97.5,AN8820.1:100.0):100.0):100.0,
1343 62.m03124 AN6549.1 AO070270000036 FG06100.1 AFAO yes yes ((FG06100.1:100.0,((AO07027000:100.0,62.m03124:100.0):97.0,AN6549.1:100.0):100.0):100.0,
1344 62.m03122 AN6551.1 AO070270000034 FG06097.1 AFAO yes yes ((FG06097.1:100.0,(AN6551.1:100.0,(62.m03122:100.0,AO07027000:100.0):100.0):100.0):100.0,
1345 62.m03114 AN6525.1 AO070270000024 FG06127.1 AFAO yes yes (((AN6525.1:100.0,(62.m03114:100.0,AO07027000:100.0):97.0):99.0,FG06127.1:100.0):100.0,
1346 62.m03435 AN6526.1 AO070270000025 FG07128.1 AFAO yes yes ((FG07128.1:100.0,(AN6526.1:100.0,(62.m03435:100.0,AO07027000:100.0):100.0):100.0):100.0,
1347 62.m03213 AN6614.1 AO070326000063 FG05149.1 ANAO ((FG05149.1:100.0,(62.m03213:100.0,(AN6614.1:100.0,AO07032600:100.0):55.5):100.0):100.0,
1348 62.m03212 AN6615.1 AO070326000064 FG05213.1 AFAO yes yes ((FG05213.1:100.0,((AO07032600:100.0,62.m03212:100.0):95.0,AN6615.1:100.0):100.0):100.0,
1349 71.m15972 AN8841.1 AO070271000036 FG07396.1 AFAO ((FG07396.1:100.0,((AO07027100:100.0,71.m15972:100.0):58.5,AN8841.1:100.0):100.0):100.0,
1350 62.m03169 AN6572.1 AO070326000015 FG07397.1 AFAO ((FG07397.1:100.0,((62.m03169:100.0,AO07032600:100.0):69.0,AN6572.1:100.0):100.0):100.0,
1351 62.m03148 AN6561.1 AO070326000002 FG07399.1 AFAO yes ((FG07399.1:100.0,((AO07032600:100.0,62.m03148:100.0):84.5,AN6561.1:100.0):100.0):100.0,
1352 62.m03150 AN6563.1 AO070326000004 FG07401.1 AFAO ((FG07401.1:100.0,((62.m03150:100.0,AO07032600:100.0):59.0,AN6563.1:100.0):100.0):100.0,
1353 62.m03151 AN6564.1 AO070326000005 FG07402.1 AFAO yes yes ((FG07402.1:100.0,(AN6564.1:100.0,(62.m03151:100.0,AO07032600:100.0):100.0):100.0):100.0,
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1354 62.m03153 AN6566.1 AO070326000009 FG07404.1 ANAO ((((AN6566.1:100.0,AO07032600:100.0):36.5,62.m03153:100.0):92.0,FG07404.1:100.0):100.0,
1355 62.m03154 AN6567.1 AO070326000010 FG07405.1 AFAO yes yes ((FG07405.1:100.0,((AO07032600:100.0,62.m03154:100.0):99.5,AN6567.1:100.0):100.0):100.0,
1356 62.m03156 AN6569.1 AO070326000012 FG07406.1 AFAO ((FG07406.1:100.0,((AO07032600:100.0,62.m03156:100.0):51.8,AN6569.1:100.0):100.0):100.0,
1357 62.m03157 AN6570.1 AO070326000013 FG07407.1 AFAO yes ((FG07407.1:100.0,((AO07032600:100.0,62.m03157:100.0):88.0,AN6570.1:100.0):100.0):100.0,
1358 72.m19724 AN7355.1 AO070278000045 FG02630.1 AFAO ((FG02630.1:100.0,((AO07027800:100.0,72.m19724:100.0):63.5,AN7355.1:100.0):100.0):100.0,
1359 69.m15380 AN3735.1 AO070342000272 FG10353.1 AFAO yes yes ((FG10353.1:100.0,((AO07034200:100.0,69.m15380:100.0):91.5,AN3735.1:100.0):100.0):100.0,
1360 57.m05507 AN4583.1 AO070316000171 FG10352.1 AFAO yes ((FG10352.1:100.0,((AO07031600:100.0,57.m05507:100.0):80.5,AN4583.1:100.0):100.0):100.0,
1361 57.m05945 AN4584.1 AO070316000173 FG10351.1 AFAO yes yes ((FG10351.1:100.0,((AO07031600:100.0,57.m05945:100.0):92.0,AN4584.1:100.0):100.0):100.0,
1362 59.m09440 AN2999.1 AO070337000118 FG10347.1 AFAO yes yes ((FG10347.1:100.0,((AO07033700:100.0,59.m09440:100.0):92.0,AN2999.1:100.0):100.0):100.0,
1363 70.m14840 AN4178.1 AO070243000013 FG09989.1 AFAO yes yes ((FG09989.1:100.0,(AN4178.1:100.0,(70.m14840:100.0,AO07024300:100.0):100.0):100.0):100.0,
1364 70.m14838 AN1383.1 AO070243000016 FG09990.1 AFAO yes ((FG09990.1:100.0,((AO07024300:100.0,70.m14838:100.0):76.5,AN1383.1:100.0):100.0):100.0,
1365 58.m07334 AN5642.1 AO070342000232 FG10270.1 AFAO yes ((FG10270.1:100.0,((AO07034200:100.0,58.m07334:100.0):80.0,AN5642.1:100.0):100.0):100.0,
1366 58.m07335 AN5643.1 AO070342000231 FG10269.1 AFAO yes ((FG10269.1:100.0,((AO07034200:100.0,58.m07335:100.0):88.5,AN5643.1:100.0):100.0):100.0,
1367 59.m09019 AN2997.1 AO070337000120 FG10268.1 ANAO yes yes ((FG10268.1:100.0,(59.m09019:100.0,(AN2997.1:100.0,AO07033700:100.0):97.5):100.0):100.0,
1368 59.m09018 AN2998.1 AO070337000119 FG10267.1 AFAO ((FG10267.1:100.0,((AO07033700:100.0,59.m09018:100.0):47.0,AN2998.1:100.0):100.0):100.0,
1369 70.m14873 AN1357.1 AO070237000003 FG10005.1 AFAO yes yes ((FG10005.1:100.0,(AN1357.1:100.0,(70.m14873:100.0,AO07023700:100.0):100.0):100.0):100.0,
1370 70.m14898 AN1333.1 AO070303000098 FG09951.1 ANAO ((FG09951.1:100.0,((AO07030300:100.0,AN1333.1:100.0):50.3,70.m14898:100.0):100.0):100.0,
1371 70.m14897 AN1334.1 AO070303000099 FG09952.1 AFAN ((FG09952.1:100.0,(AO07030300:100.0,(AN1334.1:100.0,70.m14897:100.0):52.5):100.0):100.0,
1372 70.m14896 AN1337.1 AO070303000102 FG09954.1 AFAO yes yes ((FG09954.1:100.0,((AO07030300:100.0,70.m14896:100.0):98.0,AN1337.1:100.0):100.0):100.0,
1373 69.m14953 AN4171.1 AO070341000090 FG08449.1 AFAO yes yes ((FG08449.1:100.0,((AO07034100:100.0,69.m14953:100.0):90.0,AN4171.1:100.0):100.0):100.0,
1374 69.m15618 AN4170.1 AO070341000092 FG08448.1 AFAN ((FG08448.1:100.0,(AO07034100:100.0,(AN4170.1:100.0,69.m15618:100.0):58.0):100.0):100.0,
1375 69.m14950 AN4168.1 AO070341000095 FG09497.1 ANAO ((FG09497.1:100.0,((AO07034100:100.0,AN4168.1:100.0):58.5,69.m14950:100.0):100.0):100.0,
1376 57.m05768 AN2068.1 AO070341000217 FG09491.1 AFAO ((FG09491.1:100.0,((AO07034100:100.0,57.m05768:100.0):70.0,AN2068.1:100.0):100.0):100.0,
1377 59.m08873 AN4969.1 AO070288000035 FG09262.1 ANAO ((FG09262.1:100.0,((AO07028800:100.0,AN4969.1:100.0):62.5,59.m08873:100.0):100.0):100.0,
1378 59.m08737 AN2890.1 AO070338000122 FG09264.1 AFAO yes yes ((FG09264.1:100.0,((AO07033800:100.0,59.m08737:100.0):98.0,AN2890.1:100.0):100.0):100.0,
1379 69.m15155 AN7513.1 AO070258000018 FG08800.1 ANAO ((FG08800.1:100.0,(69.m15155:100.0,(AN7513.1:100.0,AO07025800:100.0):73.5):100.0):100.0,
1380 57.m05781 AN2082.1 AO070341000235 FG08744.1 AFAO yes ((FG08744.1:100.0,((AO07034100:100.0,57.m05781:100.0):87.0,AN2082.1:100.0):100.0):100.0,
1381 69.m15054 AN1753.1 AO070324000040 FG08628.1 AFAO yes yes ((FG08628.1:100.0,((AO07032400:100.0,69.m15054:100.0):98.0,AN1753.1:100.0):100.0):100.0,
1382 69.m15455 AN5498.1 AO070341000387 FG08619.1 ANAO yes ((FG08619.1:100.0,(69.m15455:100.0,(AN5498.1:100.0,AO07034100:100.0):81.0):100.0):100.0,
1383 57.m05769 AN2069.1 AO070341000218 FG08620.1 (((57.m05769:100.0,FG08620.1:100.0):51.0,(AN2069.1:100.0,AO07034100:100.0):79.3):100.0,
1384 69.m15671 AN2126.1 AO070306000108 FG08621.1 AFAO yes yes ((FG08621.1:100.0,((AO07030600:100.0,69.m15671:100.0):95.0,AN2126.1:100.0):100.0):100.0,
1385 52.m03757 AN8559.1 AO070306000062 FG08622.1 AFAO yes yes ((FG08622.1:100.0,((AO07030600:100.0,52.m03757:100.0):94.0,AN8559.1:100.0):100.0):100.0,
1386 69.m15085 AN7533.1 AO070324000008 FG08623.1 AFAO yes yes ((FG08623.1:100.0,(AN7533.1:100.0,(69.m15085:100.0,AO07032400:100.0):100.0):100.0):100.0,
1387 72.m19566 AN7549.1 AO070277000046 FG09267.1 ANAO ((FG09267.1:100.0,((AO07027700:100.0,AN7549.1:100.0):42.0,72.m19566:100.0):100.0):100.0,
1388 59.m08826 AN4923.1 AO070338000020 FG09266.1 AFAO yes ((FG09266.1:100.0,((AO07033800:100.0,59.m08826:100.0):83.0,AN4923.1:100.0):100.0):100.0,
1389 58.m07438 AN3660.1 AO070342000025 FG08400.1 AFAO yes yes ((FG08400.1:100.0,((AO07034200:100.0,58.m07438:100.0):97.0,AN3660.1:100.0):100.0):100.0,
1390 58.m07437 AN3661.1 AO070342000024 FG08751.1 ANAO ((FG08751.1:100.0,(58.m07437:100.0,(AO07034200:100.0,AN3661.1:100.0):52.0):99.0):100.0,
1391 59.m08730 AN2883.1 AO070338000131 FG09285.1 AFAO yes yes ((FG09285.1:100.0,((AO07033800:100.0,59.m08730:100.0):93.0,AN2883.1:100.0):100.0):100.0,
1392 59.m08729 AN2882.1 AO070338000132 FG09284.1 AFAN ((FG09284.1:100.0,(AO07033800:100.0,(AN2882.1:100.0,59.m08729:100.0):50.5):100.0):100.0,
1393 57.m05952 AN7468.1 AO070287000059 FG08626.1 AFAO ((FG08626.1:100.0,((AO07028700:100.0,57.m05952:100.0):57.5,AN7468.1:100.0):100.0):100.0,
1394 57.m05951 AN7466.1 AO070287000060 FG00226.1 AFAO ((FG00226.1:100.0,((57.m05951:100.0,AO07028700:100.0):48.5,AN7466.1:100.0):100.0):100.0,
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1395 70.m14893 AN1339.1 AO070247000025 FG10272.1 AFAO ((FG10272.1:100.0,((AO07024700:100.0,70.m14893:100.0):63.5,AN1339.1:100.0):100.0):100.0,
1396 65.m07446 AN4268.1 AO070343000043 FG10065.1 AFAN yes yes ((FG10065.1:100.0,((AN4268.1:100.0,65.m07446:100.0):100.0,AO07034300:100.0):100.0):100.0,
1397 58.m08025 AN4298.1 AO070189000008 FG10033.1 AFAO ((FG10033.1:100.0,((AO07018900:100.0,58.m08025:100.0):71.5,AN4298.1:100.0):100.0):100.0,
1398 58.m08027 AN4297.1 AO070189000005 FG10276.1 AFAO ((FG10276.1:100.0,((AO07018900:100.0,58.m08027:100.0):47.3,AN4297.1:100.0):100.0):100.0,
1399 70.m15280 AN0676.1 AO070343000539 FG09993.1 AFAO ((FG09993.1:100.0,((AO07034300:100.0,70.m15280:100.0):66.5,AN0676.1:100.0):100.0):100.0,
1400 59.m09515 AN3443.1 AO070265000017 FG09917.1 AFAO yes yes ((FG09917.1:100.0,((AO07026500:100.0,59.m09515:100.0):99.0,AN3443.1:100.0):100.0):100.0,
1401 57.m05491 AN4570.1 AO070316000153 FG09919.1 AFAO ((FG09919.1:100.0,((AO07031600:100.0,57.m05491:100.0):54.5,AN4570.1:100.0):100.0):100.0,
1402 57.m05490 AN4569.1 AO070316000152 FG09918.1 AFAO ((FG09918.1:100.0,((57.m05490:100.0,AO07031600:100.0):62.3,AN4569.1:100.0):100.0):100.0,
1403 57.m05776 AN2077.1 AO070341000230 FG08439.1 AFAO yes ((FG08439.1:100.0,((AO07034100:100.0,57.m05776:100.0):80.0,AN2077.1:100.0):100.0):100.0,
1404 69.m15622 AN4166.1 AO070341000097 FG08447.1 AFAO yes ((FG08447.1:100.0,((AO07034100:100.0,69.m15622:100.0):87.5,AN4166.1:100.0):100.0):100.0,
1405 69.m15621 AN4167.1 AO070341000096 FG08446.1 AFAO ((FG08446.1:100.0,((AO07034100:100.0,69.m15621:100.0):55.5,AN4167.1:100.0):100.0):100.0,
1406 57.m05953 AN7469.1 AO070287000057 FG08627.1 AFAO yes yes ((FG08627.1:100.0,((AO07028700:100.0,57.m05953:100.0):90.0,AN7469.1:100.0):100.0):100.0,
1407 69.m14940 AN1922.1 AO070341000114 FG08444.1 ANAO ((FG08444.1:100.0,((AO07034100:100.0,AN1922.1:100.0):67.0,69.m14940:100.0):100.0):100.0,
1408 58.m07606 AN1997.1 AO070301000092 FG08617.1 ANAO ((FG08617.1:100.0,(58.m07606:100.0,(AN1997.1:100.0,AO07030100:100.0):45.0):100.0):100.0,
1409 69.m14918 AN1904.1 AO070341000146 FG09465.1 AFAO ((FG09465.1:100.0,((AO07034100:100.0,69.m14918:100.0):41.0,AN1904.1:100.0):100.0):100.0,
1410 57.m05760 AN2062.1 AO070341000205 FG09471.1 AFAO yes ((FG09471.1:100.0,((AO07034100:100.0,57.m05760:100.0):86.5,AN2062.1:100.0):100.0):100.0,
1411 72.m19917 AN5800.1 AO070260000049 FG09866.1 AFAO yes ((FG09866.1:100.0,((72.m19917:100.0,AO07026000:100.0):87.5,AN5800.1:100.0):100.0):100.0,
1412 72.m19905 AN5801.1 AO070260000048 FG09865.1 ANAO yes yes ((FG09865.1:100.0,(72.m19905:100.0,(AN5801.1:100.0,AO07026000:100.0):93.5):100.0):100.0,
1413 72.m18931 AN5803.1 AO070260000046 FG09862.1 AFAO ((FG09862.1:100.0,((AO07026000:100.0,72.m18931:100.0):69.5,AN5803.1:100.0):100.0):100.0,
1414 70.m14822 AN1402.1 AO070233000017 FG10069.1 ANAO yes yes ((FG10069.1:100.0,(70.m14822:100.0,(AN1402.1:100.0,AO07023300:100.0):92.0):100.0):100.0,
1415 58.m09017 AN4446.1 AO070273000007 FG10067.1 AFAO ((FG10067.1:100.0,((AO07027300:100.0,58.m09017:100.0):47.8,AN4446.1:100.0):100.0):100.0,
1416 69.m14854 AN5757.1 AO070341000016 FG10066.1 AFAO yes ((FG10066.1:100.0,((AO07034100:100.0,69.m14854:100.0):88.5,AN5757.1:100.0):100.0):100.0,
1417 58.m08028 AN4293.1 AO070189000002 FG09965.1 AFAO yes ((FG09965.1:100.0,((AO07018900:100.0,58.m08028:100.0):81.5,AN4293.1:100.0):100.0):100.0,
1418 59.m09280 AN3426.1 AO070327000005 FG09961.1 AFAO yes ((FG09961.1:100.0,((AO07032700:100.0,59.m09280:100.0):81.5,AN3426.1:100.0):100.0):100.0,
1419 58.m07332 AN5644.1 AO070342000235 FG09960.1 ANAO ((FG09960.1:100.0,(58.m07332:100.0,(AN5644.1:100.0,AO07034200:100.0):40.5):100.0):100.0,
1420 57.m05770 AN2072.1 AO070341000219 FG08544.1 AFAN yes yes ((FG08544.1:100.0,(AO07034100:100.0,(AN2072.1:100.0,57.m05770:100.0):97.5):100.0):100.0,
1421 57.m05745 AN1873.1 AO070341000189 FG03103.1 ANAO ((FG03103.1:100.0,(57.m05745:100.0,(AN1873.1:100.0,AO07034100:100.0):51.0):100.0):100.0,
1422 69.m15048 AN1745.1 AO070324000051 FG09476.1 AFAO ((FG09476.1:100.0,((AO07032400:100.0,69.m15048:100.0):50.5,AN1745.1:100.0):100.0):100.0,
1423 69.m14928 AN1913.1 AO070341000134 FG08761.1 AFAO yes yes ((FG08761.1:100.0,((AO07034100:100.0,69.m14928:100.0):96.5,AN1913.1:100.0):100.0):100.0,
1424 71.m15619 AN8812.1 AO070276000042 FG08373.1 ANAO ((FG08373.1:100.0,(71.m15619:100.0,(AN8812.1:100.0,AO07027600:100.0):68.5):100.0):100.0,
1425 70.m14922 AN1286.1 AO070303000047 FG05344.1 AFAO yes yes ((FG05344.1:100.0,((AO07030300:100.0,70.m14922:100.0):94.5,AN1286.1:100.0):100.0):100.0,
1426 62.m03273 AN5330.1 AO070333000250 FG08082.1 ANAO yes (((62.m03273:100.0,(AN5330.1:100.0,AO07033300:100.0):96.0):88.8,FG08082.1:100.0):100.0,
1427 69.m15052 AN1751.1 AO070324000042 FG09300.1 AFAO ((FG09300.1:100.0,((69.m15052:100.0,AO07032400:100.0):46.5,AN1751.1:100.0):100.0):100.0,
1428 69.m15051 AN1750.1 AO070324000043 FG05336.1 AFAO ((FG05336.1:100.0,((69.m15051:100.0,AO07032400:100.0):61.5,AN1750.1:100.0):100.0):100.0,
1429 69.m15070 AN1767.1 AO070324000025 FG09298.1 ANAO ((FG09298.1:100.0,(69.m15070:100.0,(AN1767.1:100.0,AO07032400:100.0):50.5):100.0):100.0,
1430 58.m07554 AN5629.1 AO070301000028 FG09250.1 AFAO yes ((FG09250.1:100.0,((AO07030100:100.0,58.m07554:100.0):81.5,AN5629.1:100.0):100.0):100.0,
1431 58.m08009 AN4315.1 AO070230000003 FG09528.1 AFAO ((FG09528.1:100.0,((58.m08009:100.0,AO07023000:100.0):70.0,AN4315.1:100.0):100.0):100.0,
1432 70.m15763 AN1182.1 AO070331000182 FG09530.1 AFAO ((((AO07033100:100.0,70.m15763:100.0):54.5,AN1182.1:100.0):99.0,FG09530.1:100.0):100.0,
1433 69.m15454 AN5499.1 AO070341000386 FG05337.1 AFAO yes yes ((FG05337.1:100.0,((AO07034100:100.0,69.m15454:100.0):99.0,AN5499.1:100.0):100.0):100.0,
1434 58.m08007 AN4317.1 AO070230000006 FG09271.1 AFAO yes yes ((FG09271.1:100.0,((AO07023000:100.0,58.m08007:100.0):95.8,AN4317.1:100.0):100.0):100.0,
1435 69.m15067 AN1769.1 AO070324000028 FG09532.1 AFAO ((FG09532.1:100.0,((AO07032400:100.0,69.m15067:100.0):59.5,AN1769.1:100.0):100.0):100.0,
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1436 69.m15307 AN1151.1 AO070226000022 FG09485.1 ANAO yes yes ((FG09485.1:100.0,(69.m15307:100.0,(AN1151.1:100.0,AO07022600:100.0):96.0):100.0):100.0,
1437 52.m03913 AN8566.1 AO070307000099 FG03349.1 AFAN yes yes ((FG03349.1:100.0,(AO07030700:100.0,(AN8566.1:100.0,52.m03913:100.0):90.5):100.0):100.0,
1438 69.m15042 AN1728.1 AO070324000059 FG09234.1 AFAN ((FG09234.1:100.0,(AO07032400:100.0,(AN1728.1:100.0,69.m15042:100.0):53.0):100.0):100.0,
1439 59.m08620 AN3117.1 AO070303000031 FG08466.1 AFAO yes ((FG08466.1:100.0,((AO07030300:100.0,59.m08620:100.0):77.5,AN3117.1:100.0):100.0):100.0,
1440 69.m15053 AN1752.1 AO070324000041 FG08463.1 AFAO yes yes ((FG08463.1:100.0,(AN1752.1:100.0,(69.m15053:100.0,AO07032400:100.0):100.0):100.0):100.0,
1441 53.m03869 AN8024.1 AO070322000071 FG01991.1 ANAO ((FG01991.1:100.0,(53.m03869:100.0,(AN8024.1:100.0,AO07032200:100.0):60.5):100.0):100.0,
1442 58.m07526 AN5602.1 AO070328000002 FG09535.1 AFAN ((FG09535.1:100.0,(AO07032800:100.0,(AN5602.1:100.0,58.m07526:100.0):62.5):100.0):100.0,
1443 58.m08909 AN5603.1 AO070328000001 FG09534.1 AFAO yes yes ((FG09534.1:100.0,((AO07032800:100.0,58.m08909:100.0):99.0,AN5603.1:100.0):100.0):100.0,
1444 52.m03956 AN7359.1 AO070302000084 FG01745.1 AFAN yes ((FG01745.1:100.0,(AO07030200:100.0,(AN7359.1:100.0,52.m03956:100.0):87.0):100.0):100.0,
1445 69.m15159 AN2119.1 AO070332000052 FG09254.1 AFAO ((FG09254.1:100.0,((AO07033200:100.0,69.m15159:100.0):61.0,AN2119.1:100.0):100.0):100.0,
1446 70.m15429 AN0828.1 AO070255000017 FG03177.1 ANAO yes ((FG03177.1:100.0,(70.m15429:100.0,(AN0828.1:100.0,AO07025500:100.0):85.5):100.0):100.0,
1447 62.m03099 AN6512.1 AO070270000007 FG07165.1 AFAO ((FG07165.1:100.0,((62.m03099:100.0,AO07027000:100.0):47.0,AN6512.1:100.0):100.0):100.0,
1448 58.m08020 AN4304.1 AO070207000008 FG04567.1 AFAN ((FG04567.1:100.0,(AO07020700:100.0,(AN4304.1:100.0,58.m08020:100.0):51.5):100.0):100.0,
1449 53.m04094 AN9522.1 AO070310000070 FG07173.1 AFAO yes yes ((FG07173.1:100.0,(AN9522.1:100.0,(53.m04094:100.0,AO07031000:100.0):100.0):100.0):100.0,
1450 53.m03868 AN8023.1 AO070322000070 FG07172.1 AFAO yes ((FG07172.1:100.0,((AO07032200:100.0,53.m03868:100.0):86.0,AN8023.1:100.0):100.0):100.0,
1451 62.m03207 AN6591.1 AO070326000039 FG07169.1 AFAO yes ((FG07169.1:100.0,((AO07032600:100.0,62.m03207:100.0):84.0,AN6591.1:100.0):100.0):100.0,
1452 54.m06312 AN2648.1 AO070263000025 FG07838.1 AFAO yes yes ((((AO07026300:100.0,54.m06312:100.0):100.0,AN2648.1:100.0):96.5,FG07838.1:100.0):100.0,
1453 59.m08809 AN4905.1 AO070338000040 FG02000.1 AFAN ((FG02000.1:100.0,(AO07033800:100.0,(AN4905.1:100.0,59.m08809:100.0):58.8):100.0):100.0,
1454 58.m07402 AN3604.1 AO070342000157 FG01846.1 ANAO yes ((FG01846.1:100.0,(58.m07402:100.0,(AN3604.1:100.0,AO07034200:100.0):76.5):100.0):100.0,
1455 58.m07637 AN2049.1 AO070292000016 FG01886.1 AFAO yes yes ((FG01886.1:100.0,((AO07029200:100.0,58.m07637:100.0):95.5,AN2049.1:100.0):100.0):100.0,
1456 71.m15997 AN8859.1 AO070271000014 FG07421.1 AFAO ((FG07421.1:100.0,((AO07027100:100.0,71.m15997:100.0):63.0,AN8859.1:100.0):100.0):100.0,
1457 58.m07636 AN2048.1 AO070292000015 FG01890.1 AFAO ((FG01890.1:100.0,((58.m07636:100.0,AO07029200:100.0):55.5,AN2048.1:100.0):100.0):100.0,
1458 58.m07635 AN2047.1 AO070292000014 FG01891.1 AFAN ((((58.m07635:100.0,AN2047.1:100.0):58.7,AO07029200:100.0):82.0,FG01891.1:100.0):100.0,
1459 54.m06766 AN4207.1 AO070231000017 FG01893.1 AFAO ((FG01893.1:100.0,((AO07023100:100.0,54.m06766:100.0):65.0,AN4207.1:100.0):100.0):100.0,
1460 70.m15365 AN0762.1 AO070316000082 FG01873.1 ANAO ((FG01873.1:100.0,((AO07031600:100.0,AN0762.1:100.0):64.5,70.m15365:100.0):100.0):100.0,
1461 58.m07323 AN5658.1 AO070342000246 FG04564.1 AFAO yes yes ((FG04564.1:100.0,(AN5658.1:100.0,(58.m07323:100.0,AO07034200:100.0):100.0):100.0):100.0,
1462 62.m03197 AN6600.1 AO070326000049 FG07166.1 AFAO ((FG07166.1:100.0,((AO07032600:100.0,62.m03197:100.0):51.0,AN6600.1:100.0):100.0):100.0,
1463 54.m06490 AN0292.1 AO070334000050 FG02010.1 AFAO ((FG02010.1:100.0,((54.m06490:100.0,AO07033400:100.0):56.5,AN0292.1:100.0):100.0):100.0,
1464 58.m08904 AN3594.1 AO070342000146 FG02011.1 AFAO ((FG02011.1:100.0,((AO07034200:100.0,58.m08904:100.0):57.5,AN3594.1:100.0):100.0):100.0,
1465 72.m19508 AN6347.1 AO070275000012 FG01842.1 AFAO ((FG01842.1:100.0,((AO07027500:100.0,72.m19508:100.0):55.0,AN6347.1:100.0):100.0):100.0,
1466 54.m06767 AN4208.1 AO070231000016 FG02016.1 AFAO ((FG02016.1:100.0,((AO07023100:100.0,54.m06767:100.0):55.5,AN4208.1:100.0):100.0):100.0,
1467 54.m06763 AN4204.1 AO070231000020 FG02003.1 AFAO yes yes ((((AO07023100:100.0,54.m06763:100.0):100.0,AN4204.1:100.0):98.5,FG02003.1:100.0):100.0,
1468 62.m03111 AN6522.1 AO070270000021 FG05220.1 AFAN ((FG05220.1:100.0,(AO07027000:100.0,(AN6522.1:100.0,62.m03111:100.0):58.0):100.0):100.0,
1469 71.m15348 AN0072.1 AO070314000161 FG07326.1 AFAN yes yes ((FG07326.1:100.0,(AO07031400:100.0,(AN0072.1:100.0,71.m15348:100.0):98.0):100.0):100.0,
1470 54.m06643 AN0451.1 AO070328000185 FG07315.1 ANAO ((FG07315.1:100.0,(54.m06643:100.0,(AN0451.1:100.0,AO07032800:100.0):54.7):100.0):100.0,
1471 53.m03813 AN8168.1 AO070266000006 FG07197.1 AFAO yes yes ((FG07197.1:100.0,((AO07026600:100.0,53.m03813:100.0):96.5,AN8168.1:100.0):100.0):100.0,
1472 58.m08930 AN6443.1 AO070238000002 FG11028.1 AFAO yes yes ((FG11028.1:100.0,((58.m08930:100.0,AO07023800:100.0):99.0,AN6443.1:100.0):99.0):100.0,
1473 71.m15903 AN2262.1 AO070295000025 FG07195.1 AFAO yes yes ((FG07195.1:100.0,((AO07029500:100.0,71.m15903:100.0):99.0,AN2262.1:100.0):100.0):100.0,
1474 71.m15904 AN2263.1 AO070295000026 FG07194.1 AFAO yes yes ((FG07194.1:100.0,(AN2263.1:100.0,(71.m15904:100.0,AO07029500:100.0):100.0):100.0):100.0,
1475 71.m15913 AN2268.1 AO070295000040 FG07333.1 ANAO ((FG07333.1:100.0,(71.m15913:100.0,(AN2268.1:100.0,AO07029500:100.0):56.5):100.0):100.0,
1476 62.m03131 AN6543.1 AO070270000041 FG07334.1 AFAO ((FG07334.1:100.0,((AO07027000:100.0,62.m03131:100.0):54.0,AN6543.1:100.0):100.0):100.0,
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1477 62.m03132 AN6542.1 AO070253000011 FG07335.1 AFAN yes ((FG07335.1:100.0,((62.m03132:100.0,AN6542.1:100.0):87.5,AO07025300:100.0):77.0):100.0,
1478 62.m03098 AN6511.1 AO070270000006 FG07338.1 AFAO yes ((FG07338.1:100.0,((AO07027000:100.0,62.m03098:100.0):83.5,AN6511.1:100.0):100.0):100.0,
1479 62.m03090 AN6502.1 AO070222000018 FG07341.1 AFAO yes yes ((FG07341.1:100.0,(AN6502.1:100.0,(62.m03090:100.0,AO07022200:100.0):100.0):100.0):100.0,
1480 62.m03095 AN6508.1 AO070270000001 FG07329.1 AFAO yes yes ((FG07329.1:100.0,((AO07027000:100.0,62.m03095:100.0):98.5,AN6508.1:100.0):100.0):100.0,
1481 62.m03094 AN6507.1 AO070222000023 FG07328.1 AFAO yes ((FG07328.1:100.0,((AO07022200:100.0,62.m03094:100.0):82.0,AN6507.1:100.0):100.0):100.0,
1482 62.m03493 AN6544.1 AO070270000040 FG07322.1 AFAO ((FG07322.1:100.0,((62.m03493:100.0,AO07027000:100.0):61.7,AN6544.1:100.0):100.0):100.0,
1483 71.m16098 AN7730.1 AO070325000147 FG06999.1 AFAO yes ((FG06999.1:100.0,((AO07032500:100.0,71.m16098:100.0):78.0,AN7730.1:100.0):100.0):100.0,
1484 62.m03101 AN6514.1 AO070270000009 FG07345.1 ANAO ((FG07345.1:100.0,((AO07027000:100.0,AN6514.1:100.0):71.5,62.m03101:100.0):100.0):100.0,
1485 53.m03709 AN8252.1 AO070310000055 FG06133.1 AFAO yes yes ((FG06133.1:100.0,((AO07031000:100.0,53.m03709:100.0):98.5,AN8252.1:100.0):100.0):100.0,
1486 59.m09119 AN4854.1 AO070327000089 FG04161.1 ANAO ((FG04161.1:100.0,(59.m09119:100.0,(AN4854.1:100.0,AO07032700:100.0):65.8):100.0):100.0,
1487 71.m15606 AN8799.1 AO070276000061 FG05964.1 AFAO yes yes ((FG05964.1:100.0,((AO07027600:100.0,71.m15606:100.0):99.0,AN8799.1:100.0):100.0):100.0,
1488 53.m03732 AN8237.1 AO070310000071 FG06138.1 AFAO ((FG06138.1:100.0,((AO07031000:100.0,53.m03732:100.0):58.0,AN8237.1:100.0):100.0):100.0,
1489 71.m16082 AN4733.1 AO070276000009 FG06139.1 AFAO yes ((FG06139.1:100.0,((71.m16082:100.0,AO07027600:100.0):86.0,AN4733.1:100.0):100.0):100.0,
1490 53.m03757 AN8216.1 AO070310000096 FG05972.1 ANAO yes ((((AO07031000:100.0,AN8216.1:100.0):75.6,53.m03757:100.0):75.7,FG05972.1:100.0):100.0,
1491 54.m06814 AN3504.1 AO070306000123 FG02920.1 AFAO yes yes ((FG02920.1:100.0,((AO07030600:100.0,54.m06814:100.0):96.0,AN3504.1:100.0):100.0):100.0,
1492 53.m03756 AN8217.1 AO070310000095 FG05973.1 ANAO yes ((FG05973.1:100.0,(53.m03756:100.0,(AN8217.1:100.0,AO07031000:100.0):76.5):100.0):100.0,
1493 72.m19590 AN7571.1 AO070343000417 FG05974.1 AFAO yes yes ((FG05974.1:100.0,(AN7571.1:100.0,(72.m19590:100.0,AO07034300:100.0):100.0):100.0):100.0,
1494 58.m07363 AN4162.1 AO070342000192 FG10159.1 AFAO yes yes ((FG10159.1:100.0,((AO07034200:100.0,58.m07363:100.0):94.0,AN4162.1:100.0):100.0):100.0,
1495 58.m07991 AN4329.1 AO070240000007 FG10160.1 AFAO yes ((FG10160.1:100.0,((AO07024000:100.0,58.m07991:100.0):78.3,AN4329.1:100.0):100.0):100.0,
1496 62.m03232 AN6637.1 AO070326000089 FG05278.1 AFAO ((FG05278.1:100.0,((AO07032600:100.0,62.m03232:100.0):69.0,AN6637.1:100.0):100.0):100.0,
1497 59.m08815 AN4912.1 AO070338000036 FG02119.1 AFAO yes ((FG02119.1:100.0,((AO07033800:100.0,59.m08815:100.0):78.5,AN4912.1:100.0):100.0):100.0,
1498 58.m07328 AN5635.1 AO070342000242 FG09895.1 AFAO yes ((FG09895.1:100.0,((AO07034200:100.0,58.m07328:100.0):75.0,AN5635.1:100.0):100.0):100.0,
1499 58.m07322 AN5657.1 AO070342000247 FG10356.1 ANAO ((FG10356.1:100.0,(58.m07322:100.0,(AN5657.1:100.0,AO07034200:100.0):57.0):100.0):100.0,
1500 59.m09319 AN3458.1 AO070265000035 FG10355.1 AFAO yes ((FG10355.1:100.0,((AO07026500:100.0,59.m09319:100.0):88.5,AN3458.1:100.0):100.0):100.0,
1501 57.m05486 AN4647.1 AO070316000121 FG10257.1 AFAO ((FG10257.1:100.0,((AO07031600:100.0,57.m05486:100.0):66.0,AN4647.1:100.0):100.0):100.0,
1502 57.m05671 AN3811.1 AO070311000008 FG10221.1 AFAO yes yes ((FG10221.1:100.0,(AN3811.1:100.0,(57.m05671:100.0,AO07031100:100.0):100.0):100.0):100.0,
1503 58.m07331 AN5634.1 AO070342000238 FG09896.1 AFAO yes yes ((FG09896.1:100.0,((AO07034200:100.0,58.m07331:100.0):98.0,AN5634.1:100.0):100.0):100.0,
1504 65.m07290 AN9489.1 AO070339000098 FG09915.1 ANAO ((FG09915.1:100.0,(65.m07290:100.0,(AO07033900:100.0,AN9489.1:100.0):74.5):100.0):100.0,
1505 66.m04624 AN1748.1 AO070320000028 FG02113.1 ANAO ((FG02113.1:100.0,((AO07032000:100.0,AN1748.1:100.0):50.5,66.m04624:100.0):100.0):100.0,
1506 58.m08019 AN4305.1 AO070330000015 FG04568.1 AFAN yes yes ((((58.m08019:100.0,AN4305.1:100.0):100.0,AO07033000:100.0):92.0,FG04568.1:100.0):100.0,
1507 57.m05911 AN7440.1 AO070229000004 FG10032.1 AFAO yes ((FG10032.1:100.0,((AO07022900:100.0,57.m05911:100.0):86.5,AN7440.1:100.0):100.0):100.0,
1508 70.m15248 AN0646.1 AO070343000583 FG09930.1 AFAO ((FG09930.1:100.0,((AO07034300:100.0,70.m15248:100.0):68.0,AN0646.1:100.0):100.0):100.0,
1509 70.m15249 AN0647.1 AO070343000582 FG09929.1 AFAN ((FG09929.1:100.0,(AO07034300:100.0,(AN0647.1:100.0,70.m15249:100.0):47.5):100.0):100.0,
1510 57.m05468 AN7687.1 AO070325000085 FG09927.1 AFAO yes yes ((FG09927.1:100.0,(AN7687.1:100.0,(57.m05468:100.0,AO07032500:100.0):100.0):100.0):100.0,
1511 58.m07342 AN1953.1 AO070342000222 FG10385.1 AFAO ((FG10385.1:100.0,((AO07034200:100.0,58.m07342:100.0):67.0,AN1953.1:100.0):100.0):100.0,
1512 58.m07343 AN1952.1 AO070342000221 FG10386.1 AFAN ((FG10386.1:100.0,(AO07034200:100.0,(AN1952.1:100.0,58.m07343:100.0):68.0):100.0):100.0,
1513 57.m05488 AN4566.1 AO070316000145 FG10327.1 ANAO ((FG10327.1:100.0,((AO07031600:100.0,AN4566.1:100.0):74.0,57.m05488:100.0):100.0):100.0,
1514 59.m08469 AN2518.1 AO070286000074 FG10345.1 AFAN ((FG10345.1:100.0,(AO07028600:100.0,(AN2518.1:100.0,59.m08469:100.0):74.5):100.0):100.0,
1515 59.m09279 AN3425.1 AO070327000006 FG10259.1 AFAO ((FG10259.1:100.0,((AO07032700:100.0,59.m09279:100.0):55.0,AN3425.1:100.0):100.0):100.0,
1516 58.m07348 AN1948.1 AO070342000213 FG09976.1 AFAO yes yes ((FG09976.1:100.0,((AO07034200:100.0,58.m07348:100.0):99.0,AN1948.1:100.0):100.0):100.0,
1517 58.m08970 AN4386.1 AO070261000031 FG09938.1 AFAN ((FG09938.1:100.0,(AO07026100:100.0,(AN4386.1:100.0,58.m08970:100.0):44.0):100.0):100.0,
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1518 67.m02963 AN2825.1 AO070330000091 FG07016.1 AFAO yes yes ((FG07016.1:100.0,((AO07033000:100.0,67.m02963:100.0):92.5,AN2825.1:100.0):100.0):100.0,
1519 52.m03816 AN8421.1 AO070302000061 FG07016.1 ANAO ((FG07016.1:100.0,(52.m03816:100.0,(AN8421.1:100.0,AO07030200:100.0):74.0):100.0):100.0,
1520 59.m09156 AN4819.1 AO070327000168 FG10043.1 ANAO ((FG10043.1:100.0,((AO07032700:100.0,AN4819.1:100.0):68.5,59.m09156:100.0):100.0):100.0,
1521 59.m09284 AN3428.1 AO070265000001 FG09995.1 AFAO yes yes ((FG09995.1:100.0,((AO07026500:100.0,59.m09284:100.0):90.0,AN3428.1:100.0):100.0):100.0,
1522 59.m09282 AN3427.1 AO070327000003 FG10156.1 AFAO yes yes ((FG10156.1:100.0,((AO07032700:100.0,59.m09282:100.0):98.0,AN3427.1:100.0):100.0):100.0,
1523 58.m08982 AN4411.1 AO070273000031 FG10157.1 ANAO ((FG10157.1:100.0,(58.m08982:100.0,(AN4411.1:100.0,AO07027300:100.0):69.5):100.0):100.0,
1524 58.m08972 AN4407.1 AO070273000067 FG10158.1 AFAO yes yes ((FG10158.1:100.0,((AO07027300:100.0,58.m08972:100.0):97.5,AN4407.1:100.0):100.0):100.0,
1525 71.m15975 AN8843.1 AO070271000034 FG10211.1 AFAO yes yes ((FG10211.1:100.0,((AO07027100:100.0,71.m15975:100.0):94.0,AN8843.1:100.0):100.0):100.0,
1526 70.m14905 AN1326.1 AO070303000090 FG10196.1 AFAN yes yes ((FG10196.1:100.0,(AO07030300:100.0,(AN1326.1:100.0,70.m14905:100.0):95.5):100.0):100.0,
1527 54.m07025 AN3894.1 AO070324000132 FG10198.1 AFAO yes yes ((FG10198.1:100.0,((AO07032400:100.0,54.m07025:100.0):99.0,AN3894.1:100.0):100.0):100.0,
1528 70.m14899 AN1335.1 AO070303000097 FG10251.1 ANAO ((FG10251.1:100.0,((AO07030300:100.0,AN1335.1:100.0):43.5,70.m14899:100.0):100.0):100.0,
1529 70.m14844 AN1379.1 AO070243000010 FG10280.1 AFAO yes yes ((FG10280.1:100.0,((AO07024300:100.0,70.m14844:100.0):97.0,AN1379.1:100.0):100.0):100.0,
1530 58.m08021 AN4303.1 AO070207000007 FG04571.1 AFAO yes yes ((FG04571.1:100.0,((AO07020700:100.0,58.m08021:100.0):95.5,AN4303.1:100.0):100.0):100.0,
1531 72.m19941 AN5957.1 AO070340000309 FG04570.1 AFAO yes yes ((FG04570.1:100.0,((AO07034000:100.0,72.m19941:100.0):90.5,AN5957.1:100.0):100.0):100.0,
1532 57.m05456 AN7679.1 AO070325000069 FG10388.1 ANAO ((FG10388.1:100.0,((AO07032500:100.0,AN7679.1:100.0):67.0,57.m05456:100.0):100.0):100.0,
1533 58.m07970 AN4350.1 AO070240000028 FG10031.1 AFAO ((FG10031.1:100.0,((AO07024000:100.0,58.m07970:100.0):50.0,AN4350.1:100.0):100.0):100.0,
1534 58.m07932 AN4399.1 AO070261000044 FG09935.1 ANAO ((((AN4399.1:100.0,AO07026100:100.0):46.0,58.m07932:100.0):93.5,FG09935.1:100.0):100.0,
1535 58.m07925 AN4401.1 AO070261000045 FG09934.1 ANAO yes ((FG09934.1:100.0,(58.m07925:100.0,(AN4401.1:100.0,AO07026100:100.0):81.0):100.0):100.0,
1536 58.m07924 AN4402.1 AO070261000046 FG09933.1 AFAO yes yes ((FG09933.1:100.0,((AO07026100:100.0,58.m07924:100.0):96.5,AN4402.1:100.0):100.0):100.0,
1537 58.m09012 AN4295.1 AO070207000004 FG10319.1 AFAN ((FG10319.1:100.0,(AO07020700:100.0,(AN4295.1:100.0,58.m09012:100.0):46.5):100.0):100.0,
1538 58.m07943 AN4382.1 AO070261000027 FG10322.1 AFAO ((FG10322.1:100.0,((AO07026100:100.0,58.m07943:100.0):69.5,AN4382.1:100.0):100.0):100.0,
1539 58.m08998 AN4378.1 AO070261000021 FG10028.1 AFAO yes yes ((FG10028.1:100.0,((AO07026100:100.0,58.m08998:100.0):92.0,AN4378.1:100.0):100.0):100.0,
1540 70.m14837 AN1384.1 AO070243000018 FG10145.1 AFAO yes ((FG10145.1:100.0,((AO07024300:100.0,70.m14837:100.0):87.5,AN1384.1:100.0):100.0):100.0,
1541 59.m08762 AN4867.1 AO070338000092 FG09910.1 AFAO yes yes ((FG09910.1:100.0,((AO07033800:100.0,59.m08762:100.0):92.5,AN4867.1:100.0):100.0):100.0,
1542 59.m08446 AN2531.1 AO070300000119 FG10029.1 AFAO yes yes ((FG10029.1:100.0,((AO07030000:100.0,59.m08446:100.0):95.0,AN2531.1:100.0):100.0):100.0,
1543 58.m07365 AN4160.1 AO070342000189 FG10148.1 AFAO yes yes ((FG10148.1:100.0,((AO07034200:100.0,58.m07365:100.0):93.5,AN4160.1:100.0):100.0):100.0,
1544 72.m18953 AN5822.1 AO070260000020 FG10228.1 AFAO yes yes ((FG10228.1:100.0,((AO07026000:100.0,72.m18953:100.0):97.0,AN5822.1:100.0):100.0):100.0,
1545 59.m08498 AN2491.1 AO070312000129 FG02622.1 ANAO yes ((FG02622.1:100.0,(59.m08498:100.0,(AN2491.1:100.0,AO07031200:100.0):89.5):100.0):100.0,
1546 70.m15230 AN1013.1 AO070312000015 FG10010.1 AFAN ((FG10010.1:100.0,(AO07031200:100.0,(AN1013.1:100.0,70.m15230:100.0):47.5):100.0):100.0,
1547 71.m15395 AN0116.1 AO070311000103 FG06204.1 AFAO yes yes ((FG06204.1:100.0,((AO07031100:100.0,71.m15395:100.0):96.0,AN0116.1:100.0):100.0):100.0,
1548 71.m15396 AN0117.1 AO070311000104 FG05072.1 ANAO ((FG05072.1:100.0,(71.m15396:100.0,(AN0117.1:100.0,AO07031100:100.0):71.0):100.0):100.0,
1549 53.m03852 AN7995.1 AO070322000050 FG05114.1 AFAO yes yes ((FG05114.1:100.0,((AO07032200:100.0,53.m03852:100.0):92.5,AN7995.1:100.0):100.0):100.0,
1550 72.m19654 AN7620.1 AO070343000264 FG05647.1 AFAO yes yes ((FG05647.1:100.0,((AO07034300:100.0,72.m19654:100.0):99.0,AN7620.1:100.0):100.0):100.0,
1551 71.m15442 AN0167.1 AO070321000079 FG05648.1 ANAO yes ((FG05648.1:100.0,((AO07032100:100.0,AN0167.1:100.0):77.5,71.m15442:100.0):100.0):100.0,
1552 72.m19665 AN2174.1 AO070343000247 FG09689.1 AFAN yes ((FG09689.1:100.0,(AO07034300:100.0,(AN2174.1:100.0,72.m19665:100.0):80.0):100.0):100.0,
1553 72.m19662 AN2178.1 AO070343000251 FG09568.1 AFAO yes yes ((FG09568.1:100.0,(AN2178.1:100.0,(72.m19662:100.0,AO07034300:100.0):100.0):100.0):100.0,
1554 72.m19129 AN6014.1 AO070340000265 FG08543.1 AFAO ((FG08543.1:100.0,((72.m19129:100.0,AO07034000:100.0):65.0,AN6014.1:100.0):100.0):100.0,
1555 72.m19244 AN5886.1 AO070245000021 FG09589.1 AFAO yes ((FG09589.1:100.0,((72.m19244:100.0,AO07024500:100.0):80.5,AN5886.1:100.0):100.0):100.0,
1556 72.m19251 AN5880.1 AO070245000028 FG09587.1 ANAO ((((AN5880.1:100.0,AO07024500:100.0):39.3,72.m19251:100.0):98.5,FG09587.1:100.0):100.0,
1557 72.m19252 AN5879.1 AO070245000029 FG09586.1 AFAO ((FG09586.1:100.0,((AO07024500:100.0,72.m19252:100.0):58.0,AN5879.1:100.0):100.0):100.0,
1558 72.m19239 AN5891.1 AO070245000016 FG09585.1 ANAO ((FG09585.1:100.0,((AO07024500:100.0,AN5891.1:100.0):61.0,72.m19239:100.0):100.0):100.0,
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1559 71.m16080 AN2334.1 AO070323000005 FG08044.1 AFAO ((((AO07032300:100.0,71.m16080:100.0):35.5,AN2334.1:100.0):47.8,FG08044.1:100.0):100.0,
1560 70.m15051 AN1170.1 AO070331000165 FG02778.1 AFAO yes yes ((FG02778.1:100.0,((AO07033100:100.0,70.m15051:100.0):90.5,AN1170.1:100.0):100.0):100.0,
1561 70.m15040 AN1177.1 AO070331000173 FG02780.1 AFAN ((FG02780.1:100.0,(AO07033100:100.0,(AN1177.1:100.0,70.m15040:100.0):54.5):100.0):100.0,
1562 70.m15038 AN1179.1 AO070331000176 FG11637.1 ANAO ((((AN1179.1:100.0,AO07033100:100.0):58.0,70.m15038:100.0):99.5,FG11637.1:100.0):100.0,
1563 70.m14912 AN1296.1 AO070303000056 FG11594.1 AFAO ((FG11594.1:100.0,((AO07030300:100.0,70.m14912:100.0):60.5,AN1296.1:100.0):100.0):100.0,
1564 58.m07467 AN3634.1 AO070328000078 FG00598.1 AFAO yes yes ((FG00598.1:100.0,((AO07032800:100.0,58.m07467:100.0):97.0,AN3634.1:100.0):100.0):100.0,
1565 58.m07466 AN3635.1 AO070328000079 FG11596.1 AFAN ((FG11596.1:100.0,(AO07032800:100.0,(AN3635.1:100.0,58.m07466:100.0):59.5):100.0):100.0,
1566 54.m06779 AN4236.1 AO070234000007 FG11597.1 AFAN ((FG11597.1:100.0,(AO07023400:100.0,(AN4236.1:100.0,54.m06779:100.0):51.5):100.0):100.0,
1567 59.m08844 AN4940.1 AO070338000003 FG11602.1 AFAO yes yes ((FG11602.1:100.0,((AO07033800:100.0,59.m08844:100.0):91.5,AN4940.1:100.0):100.0):100.0,
1568 72.m19482 AN2427.1 AO070241000010 FG00986.1 AFAO yes yes ((FG00986.1:100.0,((AO07024100:100.0,72.m19482:100.0):97.5,AN2427.1:100.0):100.0):100.0,
1569 70.m15300 AN0697.1 AO070343000515 FG04946.1 AFAN ((FG04946.1:100.0,(AO07034300:100.0,(AN0697.1:100.0,70.m15300:100.0):62.0):100.0):100.0,
1570 70.m15299 AN0696.1 AO070343000516 FG04944.1 AFAO yes yes ((FG04944.1:100.0,((AO07034300:100.0,70.m15299:100.0):94.3,AN0696.1:100.0):100.0):100.0,
1571 70.m15351 AN0716.1 AO070343000451 FG04945.1 AFAO ((FG04945.1:100.0,((AO07034300:100.0,70.m15351:100.0):65.5,AN0716.1:100.0):100.0):100.0,
1572 52.m03678 AN8445.1 AO070341000302 FG04936.1 AFAO yes ((FG04936.1:100.0,((AO07034100:100.0,52.m03678:100.0):82.0,AN8445.1:100.0):100.0):100.0,
1573 69.m15260 AN0589.1 AO070280000011 FG05687.1 AFAO yes ((FG05687.1:100.0,((AO07028000:100.0,69.m15260:100.0):84.5,AN0589.1:100.0):100.0):100.0,
1574 71.m15496 AN4727.1 AO070323000057 FG05689.1 AFAO yes yes ((FG05689.1:100.0,((AO07032300:100.0,71.m15496:100.0):97.5,AN4727.1:100.0):100.0):100.0,
1575 71.m15435 AN0158.1 AO070321000089 FG05690.1 AFAO ((FG05690.1:100.0,((AO07032100:100.0,71.m15435:100.0):73.0,AN0158.1:100.0):100.0):100.0,
1576 72.m19692 AN2149.1 AO070343000198 FG05250.1 AFAO ((FG05250.1:100.0,((AO07034300:100.0,72.m19692:100.0):60.5,AN2149.1:100.0):100.0):100.0,
1577 72.m19691 AN2150.1 AO070343000199 FG05249.1 AFAO yes ((FG05249.1:100.0,((AO07034300:100.0,72.m19691:100.0):84.5,AN2150.1:100.0):100.0):100.0,
1578 70.m15326 AN0730.1 AO070343000491 FG09683.1 AFAO ((FG09683.1:100.0,((AO07034300:100.0,70.m15326:100.0):72.5,AN0730.1:100.0):100.0):100.0,
1579 57.m05703 AN5228.1 AO070337000249 FG03262.1 AFAO yes yes ((FG03262.1:100.0,((AO07033700:100.0,57.m05703:100.0):90.0,AN5228.1:100.0):100.0):100.0,
1580 70.m15328 AN0729.1 AO070343000488 FG05243.1 ANAO yes ((FG05243.1:100.0,(70.m15328:100.0,(AN0729.1:100.0,AO07034300:100.0):78.5):100.0):100.0,
1581 72.m18968 AN6299.1 AO070260000007 FG09673.1 ANAO ((FG09673.1:100.0,(72.m18968:100.0,(AN6299.1:100.0,AO07026000:100.0):61.5):100.0):100.0,
1582 72.m19274 AN6182.1 AO070308000124 FG05668.1 AFAO yes yes ((FG05668.1:100.0,((AO07030800:100.0,72.m19274:100.0):97.5,AN6182.1:100.0):100.0):100.0,
1583 72.m19272 AN5861.1 AO070308000126 FG05670.1 AFAO yes ((FG05670.1:100.0,((AO07030800:100.0,72.m19272:100.0):77.8,AN5861.1:100.0):100.0):100.0,
1584 65.m07229 AN6738.1 AO070339000184 FG05671.1 AFAO yes ((FG05671.1:100.0,((AO07033900:100.0,65.m07229:100.0):88.0,AN6738.1:100.0):100.0):100.0,
1585 72.m19286 AN6188.1 AO070308000113 FG08678.1 AFAO yes ((FG08678.1:100.0,((AO07030800:100.0,72.m19286:100.0):84.5,AN6188.1:100.0):100.0):100.0,
1586 53.m03885 AN8058.1 AO070322000142 FG07500.1 AFAO yes ((FG07500.1:100.0,((AO07032200:100.0,53.m03885:100.0):79.0,AN8058.1:100.0):100.0):100.0,
1587 57.m05836 AN7503.1 AO070287000009 FG05686.1 ANAO ((FG05686.1:100.0,(57.m05836:100.0,(AN7503.1:100.0,AO07028700:100.0):41.5):100.0):100.0,
1588 54.m06858 AN5158.1 AO070291000007 FG04981.1 AFAO yes ((FG04981.1:100.0,((AO07029100:100.0,54.m06858:100.0):86.0,AN5158.1:100.0):100.0):100.0,
1589 54.m06784 AN4232.1 AO070234000014 FG04027.1 AFAO yes ((FG04027.1:100.0,((AO07023400:100.0,54.m06784:100.0):81.5,AN4232.1:100.0):100.0):100.0,
1590 54.m06783 AN4233.1 AO070234000013 FG04028.1 AFAN ((FG04028.1:100.0,(AO07023400:100.0,(AN4233.1:100.0,54.m06783:100.0):47.0):100.0):100.0,
1591 58.m07481 AN5535.1 AO070328000056 FG03976.1 AFAO yes yes ((FG03976.1:100.0,((AO07032800:100.0,58.m07481:100.0):96.0,AN5535.1:100.0):100.0):100.0,
1592 58.m07482 AN5536.1 AO070328000055 FG04038.1 AFAO ((FG04038.1:100.0,((AO07032800:100.0,58.m07482:100.0):46.7,AN5536.1:100.0):100.0):100.0,
1593 59.m08614 AN3122.1 AO070303000025 FG04031.1 AFAO ((FG04031.1:100.0,((AO07030300:100.0,59.m08614:100.0):66.0,AN3122.1:100.0):100.0):100.0,
1594 59.m08613 AN3123.1 AO070303000024 FG04030.1 AFAO yes ((FG04030.1:100.0,((AO07030300:100.0,59.m08613:100.0):77.5,AN3123.1:100.0):100.0):100.0,
1595 59.m09375 AN3126.1 AO070303000021 FG03999.1 AFAO ((FG03999.1:100.0,((AO07030300:100.0,59.m09375:100.0):74.0,AN3126.1:100.0):100.0):100.0,
1596 57.m05866 AN7484.1 AO070287000045 FG04003.1 AFAO yes ((FG04003.1:100.0,((AO07028700:100.0,57.m05866:100.0):77.0,AN7484.1:100.0):100.0):100.0,
1597 69.m15437 AN6197.1 AO070305000025 FG05038.1 AFAN ((((AN6197.1:100.0,69.m15437:100.0):69.0,AO07030500:100.0):50.5,FG05038.1:100.0):100.0,
1598 58.m07556 AN5632.1 AO070301000031 FG10503.1 ANAO ((FG10503.1:100.0,(58.m07556:100.0,(AN5632.1:100.0,AO07030100:100.0):59.8):100.0):100.0,
1599 59.m08932 AN3067.1 AO070337000006 FG06065.1 AFAO yes yes ((FG06065.1:100.0,((AO07033700:100.0,59.m08932:100.0):96.5,AN3067.1:100.0):100.0):100.0,
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1600 59.m08766 AN4871.1 AO070338000089 FG10939.1 AFAO ((FG10939.1:100.0,((59.m08766:100.0,AO07033800:100.0):52.5,AN4871.1:100.0):100.0):100.0,
1601 69.m15765 AN3972.1 AO070333000216 FG10203.1 AFAO yes yes ((FG10203.1:100.0,((AO07033300:100.0,69.m15765:100.0):95.0,AN3972.1:100.0):100.0):100.0,
1602 59.m08485 AN2505.1 AO070312000059 FG10047.1 AFAO yes yes ((FG10047.1:100.0,(AN2505.1:100.0,(59.m08485:100.0,AO07031200:100.0):100.0):100.0):100.0,
1603 72.m19509 AN6346.1 AO070275000011 FG02056.1 AFAO yes ((FG02056.1:100.0,((AO07027500:100.0,72.m19509:100.0):83.5,AN6346.1:100.0):100.0):100.0,
1604 72.m19510 AN6345.1 AO070275000008 FG02055.1 AFAO yes yes ((FG02055.1:100.0,((AO07027500:100.0,72.m19510:100.0):97.5,AN6345.1:100.0):100.0):100.0,
1605 72.m19518 AN6340.1 AO070298000007 FG02054.1 AFAO yes ((FG02054.1:100.0,((AO07029800:100.0,72.m19518:100.0):85.5,AN6340.1:100.0):100.0):100.0,
1606 72.m18936 AN5806.1 AO070260000042 FG10186.1 ANAO ((FG10186.1:100.0,(72.m18936:100.0,(AN5806.1:100.0,AO07026000:100.0):63.5):100.0):100.0,
1607 54.m06368 AN2393.1 AO070296000121 FG04251.1 (((AO07029600:100.0,AN2393.1:100.0):80.2,(54.m06368:100.0,FG04251.1:100.0):45.7):100.0,
1608 69.m15308 AN5232.1 AO070343000101 FG10039.1 ANAO yes yes ((FG10039.1:100.0,(69.m15308:100.0,(AN5232.1:100.0,AO07034300:100.0):99.0):100.0):100.0,
1609 59.m08471 AN2513.1 AO070263000053 FG10037.1 AFAO yes yes ((FG10037.1:100.0,((AO07026300:100.0,59.m08471:100.0):91.5,AN2513.1:100.0):100.0):100.0,
1610 59.m08472 AN2514.1 AO070263000052 FG10036.1 AFAO yes yes ((FG10036.1:100.0,(AN2514.1:100.0,(59.m08472:100.0,AO07026300:100.0):100.0):100.0):100.0,
1611 57.m05947 AN7681.1 AO070325000071 FG10035.1 AFAN yes ((FG10035.1:100.0,(AO07032500:100.0,(AN7681.1:100.0,57.m05947:100.0):80.5):100.0):100.0,
1612 70.m15731 AN1358.1 AO070237000002 FG10239.1 ANAO yes ((FG10239.1:100.0,(70.m15731:100.0,(AN1358.1:100.0,AO07023700:100.0):75.0):100.0):100.0,
1613 57.m05898 AN7447.1 AO070229000019 FG10242.1 AFAO yes yes ((FG10242.1:100.0,((AO07022900:100.0,57.m05898:100.0):98.0,AN7447.1:100.0):100.0):100.0,
1614 59.m09278 AN3424.1 AO070327000007 FG09981.1 AFAO yes yes ((FG09981.1:100.0,((AO07032700:100.0,59.m09278:100.0):95.0,AN3424.1:100.0):100.0):100.0,
1615 59.m09501 AN3423.1 AO070327000008 FG09904.1 AFAO yes yes ((FG09904.1:100.0,(AN3423.1:100.0,(59.m09501:100.0,AO07032700:100.0):100.0):100.0):100.0,
1616 59.m09275 AN3422.1 AO070327000010 FG09903.1 ANAO ((FG09903.1:100.0,((AO07032700:100.0,AN3422.1:100.0):51.5,59.m09275:100.0):100.0):100.0,
1617 58.m07351 AN1945.1 AO070342000203 FG09902.1 ANAO yes yes ((FG09902.1:100.0,(58.m07351:100.0,(AO07034200:100.0,AN1945.1:100.0):93.0):100.0):100.0,
1618 57.m05896 AN7448.1 AO070229000021 FG09900.1 ANAO yes ((FG09900.1:100.0,(57.m05896:100.0,(AN7448.1:100.0,AO07022900:100.0):83.0):100.0):100.0,
1619 57.m05369 AN1800.1 AO070335000095 FG10042.1 AFAO ((FG10042.1:100.0,((AO07033500:100.0,57.m05369:100.0):72.5,AN1800.1:100.0):100.0):100.0,
1620 70.m15621 AN0980.1 AO070250000038 FG03343.1 yes yes (((FG03343.1:100.0,AO07025000:100.0):100.0,(AN0980.1:100.0,70.m15621:100.0):100.0):100.0,
1621 53.m04209 AN8262.1 AO070310000038 FG07716.1 AFAO ((FG07716.1:100.0,((AO07031000:100.0,53.m04209:100.0):58.0,AN8262.1:100.0):100.0):100.0,
1622 59.m08476 AN2508.1 AO070263000056 FG10049.1 AFAO ((FG10049.1:100.0,((AO07026300:100.0,59.m08476:100.0):61.5,AN2508.1:100.0):100.0):100.0,
1623 57.m05461 AN7683.1 AO070325000076 FG09968.1 ANAO yes ((FG09968.1:100.0,(57.m05461:100.0,(AN7683.1:100.0,AO07032500:100.0):84.0):100.0):100.0,
1624 69.m15459 AN5492.1 AO070341000393 FG10205.1 ANAO yes ((FG10205.1:100.0,(69.m15459:100.0,(AN5492.1:100.0,AO07034100:100.0):78.5):100.0):100.0,
1625 54.m06521 AN0260.1 AO070334000098 FG01839.1 AFAO yes yes ((FG01839.1:100.0,(AN0260.1:100.0,(54.m06521:100.0,AO07033400:100.0):100.0):100.0):100.0,
1626 69.m14881 AN2190.1 AO070247000014 FG07428.1 AFAN ((FG07428.1:100.0,(AO07024700:100.0,(AN2190.1:100.0,69.m14881:100.0):63.0):100.0):100.0,
1627 53.m03771 AN8203.1 AO070310000114 FG07398.1 ANAO ((FG07398.1:100.0,(53.m03771:100.0,(AN8203.1:100.0,AO07031000:100.0):57.0):100.0):100.0,
1628 65.m07469 AN8291.1 AO070190000007 FG07432.1 AFAO ((FG07432.1:100.0,((65.m07469:100.0,AO07019000:100.0):42.5,AN8291.1:100.0):100.0):100.0,
1629 71.m16086 AN4712.1 AO070329000163 FG07373.1 AFAO yes yes ((FG07373.1:100.0,(AN4712.1:100.0,(71.m16086:100.0,AO07032900:100.0):100.0):100.0):100.0,
1630 53.m03759 AN8214.1 AO070310000098 FG07374.1 ANAO ((FG07374.1:100.0,((AO07031000:100.0,AN8214.1:100.0):53.5,53.m03759:100.0):100.0):100.0,
1631 71.m15633 AN8822.1 AO070276000020 FG07372.1 AFAO yes yes ((FG07372.1:100.0,((AO07027600:100.0,71.m15633:100.0):93.0,AN8822.1:100.0):100.0):100.0,
1632 57.m05984 AN8899.1 AO070294000091 FG02678.1 yes (((FG02678.1:100.0,AN8899.1:100.0):89.3,(57.m05984:100.0,AO07029400:100.0):86.3):100.0,
1633 58.m07359 AN1940.1 AO070342000196 FG10046.1 AFAO yes yes ((FG10046.1:100.0,(AN1940.1:100.0,(58.m07359:100.0,AO07034200:100.0):100.0):100.0):100.0,
1634 72.m19897 AN5849.1 AO070281000056 FG10057.1 AFAN yes yes ((FG10057.1:100.0,(AO07028100:100.0,(AN5849.1:100.0,72.m19897:100.0):99.5):100.0):100.0,
1635 69.m15364 AN5324.1 AO070323000167 FG10051.1 AFAO yes yes ((FG10051.1:100.0,((AO07032300:100.0,69.m15364:100.0):93.0,AN5324.1:100.0):100.0):100.0,
1636 72.m19000 AN6169.1 AO070340000031 FG02709.1 AFAO yes yes ((FG02709.1:100.0,((AO07034000:100.0,72.m19000:100.0):91.0,AN6169.1:100.0):100.0):100.0,
1637 71.m15261 AN6870.1 AO070314000052 FG02207.1 AFAO yes yes ((FG02207.1:100.0,((AO07031400:100.0,71.m15261:100.0):96.0,AN6870.1:100.0):100.0):100.0,
1638 65.m07223 AN7175.1 AO070335000146 FG04216.1 ANAO yes ((FG04216.1:100.0,(65.m07223:100.0,(AN7175.1:100.0,AO07033500:100.0):89.5):100.0):100.0,
1639 71.m15712 AN4663.1 AO070250000002 FG09525.1 AFAO yes yes ((FG09525.1:100.0,((AO07025000:100.0,71.m15712:100.0):98.0,AN4663.1:100.0):100.0):100.0,
1640 70.m14847 AN1376.1 AO070243000006 FG08613.1 AFAO ((FG08613.1:100.0,((70.m14847:100.0,AO07024300:100.0):69.5,AN1376.1:100.0):100.0):100.0,
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1641 57.m05718 AN1900.1 AO070341000154 FG09462.1 ANAO ((FG09462.1:100.0,((AO07034100:100.0,AN1900.1:100.0):39.5,57.m05718:100.0):100.0):100.0,
1642 57.m05716 AN1902.1 AO070341000151 FG09457.1 AFAO ((FG09457.1:100.0,((57.m05716:100.0,AO07034100:100.0):59.0,AN1902.1:100.0):100.0):100.0,
1643 70.m15225 AN1007.1 AO070312000026 FG08402.1 AFAO ((FG08402.1:100.0,((70.m15225:100.0,AO07031200:100.0):49.3,AN1007.1:100.0):100.0):100.0,
1644 54.m06807 AN4245.1 AO070324000167 FG04738.1 AFAO yes ((FG04738.1:100.0,((AO07032400:100.0,54.m06807:100.0):80.5,AN4245.1:100.0):100.0):100.0,
1645 69.m15068 AN1768.1 AO070324000027 FG08615.1 ANAO ((FG08615.1:100.0,(69.m15068:100.0,(AN1768.1:100.0,AO07032400:100.0):53.0):100.0):100.0,
1646 55.m02927 AN1428.1 AO070242000023 FG08396.1 AFAO ((FG08396.1:100.0,((AO07024200:100.0,55.m02927:100.0):70.8,AN1428.1:100.0):100.0):100.0,
1647 55.m02923 AN1416.1 AO070242000019 FG08395.1 AFAO ((FG08395.1:100.0,((AO07024200:100.0,55.m02923:100.0):70.5,AN1416.1:100.0):100.0):100.0,
1648 55.m02924 AN1418.1 AO070242000020 FG08398.1 ANAO yes ((FG08398.1:100.0,(55.m02924:100.0,(AN1418.1:100.0,AO07024200:100.0):77.5):100.0):100.0,
1649 65.m07427 AN4255.1 AO070309000125 FG08399.1 AFAO yes yes ((FG08399.1:100.0,((AO07030900:100.0,65.m07427:100.0):95.5,AN4255.1:100.0):100.0):100.0,
1650 55.m03038 AN1519.1 AO070334000237 FG08752.1 AFAO yes yes ((FG08752.1:100.0,((AO07033400:100.0,55.m03038:100.0):96.5,AN1519.1:100.0):100.0):100.0,
1651 57.m05428 AN7661.1 AO070268000032 FG08403.1 AFAO yes ((FG08403.1:100.0,((AO07026800:100.0,57.m05428:100.0):89.5,AN7661.1:100.0):100.0):100.0,
1652 57.m05686 AN3797.1 AO070337000231 FG08405.1 AFAO yes ((FG08405.1:100.0,((AO07033700:100.0,57.m05686:100.0):89.5,AN3797.1:100.0):100.0):100.0,
1653 70.m15033 AN1189.1 AO070331000187 FG09515.1 AFAN yes yes ((FG09515.1:100.0,(AO07033100:100.0,(AN1189.1:100.0,70.m15033:100.0):90.0):100.0):100.0,
1654 59.m08864 AN4959.1 AO070288000021 FG09520.1 AFAO yes yes ((FG09520.1:100.0,((AO07028800:100.0,59.m08864:100.0):98.0,AN4959.1:100.0):100.0):100.0,
1655 59.m08863 AN4958.1 AO070288000020 FG09519.1 AFAO yes yes ((FG09519.1:100.0,(AN4958.1:100.0,(59.m08863:100.0,AO07028800:100.0):100.0):100.0):100.0,
1656 59.m08865 AN4960.1 AO070288000022 FG09517.1 AFAO yes ((FG09517.1:100.0,((59.m08865:100.0,AO07028800:100.0):86.5,AN4960.1:100.0):100.0):100.0,
1657 59.m08870 AN4967.1 AO070288000032 FG09516.1 AFAO yes yes ((FG09516.1:100.0,((AO07028800:100.0,59.m08870:100.0):98.0,AN4967.1:100.0):100.0):100.0,
1658 70.m15050 AN1171.1 AO070331000166 FG09274.1 AFAO ((FG09274.1:100.0,((AO07033100:100.0,70.m15050:100.0):68.0,AN1171.1:100.0):100.0):100.0,
1659 58.m07446 AN3653.1 AO070342000034 FG09509.1 AFAO ((FG09509.1:100.0,((58.m07446:100.0,AO07034200:100.0):59.0,AN3653.1:100.0):100.0):100.0,
1660 70.m14849 AN1374.1 AO070215000001 FG08748.1 AFAO ((FG08748.1:100.0,((AO07021500:100.0,70.m14849:100.0):57.5,AN1374.1:100.0):100.0):100.0,
1661 58.m07445 AN3655.1 AO070342000033 FG09511.1 ANAO yes yes ((FG09511.1:100.0,(58.m07445:100.0,(AN3655.1:100.0,AO07034200:100.0):99.0):100.0):100.0,
1662 58.m08000 AN4323.1 AO070230000015 FG09512.1 ANAO ((FG09512.1:100.0,(58.m08000:100.0,(AN4323.1:100.0,AO07023000:100.0):64.5):100.0):100.0,
1663 58.m08001 AN4322.1 AO070230000013 FG09513.1 AFAO yes yes ((FG09513.1:100.0,((AO07023000:100.0,58.m08001:100.0):98.0,AN4322.1:100.0):100.0):100.0,
1664 59.m08831 AN4929.1 AO070338000014 FG09507.1 AFAN ((FG09507.1:100.0,(AO07033800:100.0,(AN4929.1:100.0,59.m08831:100.0):41.0):100.0):100.0,
1665 59.m08713 AN2868.1 AO070338000154 FG08476.1 AFAO yes yes ((FG08476.1:100.0,((AO07033800:100.0,59.m08713:100.0):99.0,AN2868.1:100.0):100.0):100.0,
1666 59.m08876 AN4973.1 AO070288000039 FG08471.1 AFAO yes yes ((FG08471.1:100.0,((AO07028800:100.0,59.m08876:100.0):96.0,AN4973.1:100.0):100.0):100.0,
1667 59.m08868 AN4965.1 AO070288000030 FG08474.1 AFAO ((FG08474.1:100.0,((AO07028800:100.0,59.m08868:100.0):72.0,AN4965.1:100.0):100.0):100.0,
1668 59.m09403 AN4977.1 AO070288000044 FG08425.1 AFAO ((FG08425.1:100.0,((59.m09403:100.0,AO07028800:100.0):63.5,AN4977.1:100.0):100.0):100.0,
1669 59.m08879 AN4976.1 AO070288000043 FG08427.1 AFAO ((FG08427.1:100.0,((AO07028800:100.0,59.m08879:100.0):46.0,AN4976.1:100.0):100.0):100.0,
1670 59.m08878 AN4975.1 AO070288000042 FG08428.1 AFAN ((FG08428.1:100.0,((59.m08878:100.0,AN4975.1:100.0):44.5,AO07028800:100.0):100.0):100.0,
1671 59.m08847 AN4943.1 AO070338000001 FG08430.1 AFAO yes ((FG08430.1:100.0,((AO07033800:100.0,59.m08847:100.0):76.0,AN4943.1:100.0):100.0):100.0,
1672 69.m15439 AN5520.1 AO070341000371 FG08478.1 ANAO ((FG08478.1:100.0,(69.m15439:100.0,(AN5520.1:100.0,AO07034100:100.0):63.3):100.0):100.0,
1673 54.m06642 AN0450.1 AO070165000001 FG08479.1 AFAO yes ((FG08479.1:100.0,((AO07016500:100.0,54.m06642:100.0):83.0,AN0450.1:100.0):100.0):100.0,
1674 58.m07562 AN5640.1 AO070301000036 FG08481.1 AFAO ((FG08481.1:100.0,((58.m07562:100.0,AO07030100:100.0):56.5,AN5640.1:100.0):100.0):100.0,
1675 69.m15403 AN3696.1 AO070341000317 FG08485.1 AFAO yes yes ((FG08485.1:100.0,((AO07034100:100.0,69.m15403:100.0):93.0,AN3696.1:100.0):100.0):100.0,
1676 58.m08920 AN5627.1 AO070301000027 FG08487.1 AFAO yes yes ((FG08487.1:100.0,((AO07030100:100.0,58.m08920:100.0):94.0,AN5627.1:100.0):100.0):100.0,
1677 69.m15143 AN7525.1 AO070258000031 FG08382.1 AFAO ((FG08382.1:100.0,((AO07025800:100.0,69.m15143:100.0):66.5,AN7525.1:100.0):100.0):100.0,
1678 57.m05780 AN2081.1 AO070341000234 FG08604.1 AFAO ((FG08604.1:100.0,((AO07034100:100.0,57.m05780:100.0):58.5,AN2081.1:100.0):100.0):100.0,
1679 57.m05779 AN2080.1 AO070341000233 FG08603.1 AFAO ((FG08603.1:100.0,((AO07034100:100.0,57.m05779:100.0):37.0,AN2080.1:100.0):100.0):100.0,
1680 58.m07559 AN5646.1 AO070301000034 FG09503.1 AFAO yes yes ((FG09503.1:100.0,((AO07030100:100.0,58.m07559:100.0):95.0,AN5646.1:100.0):100.0):100.0,
1681 58.m07528 AN5604.1 AO070301000002 FG09280.1 AFAN ((FG09280.1:100.0,(AO07030100:100.0,(AN5604.1:100.0,58.m07528:100.0):58.0):100.0):100.0,

122



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 4 - Single Gene Topologies

ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
1682 54.m06592 AN3999.1 AO070328000163 FG08422.1 ANAO yes ((FG08422.1:100.0,(54.m06592:100.0,(AN3999.1:100.0,AO07032800:100.0):84.0):100.0):100.0,
1683 69.m14938 AN1921.1 AO070341000116 FG09281.1 ANAO ((FG09281.1:100.0,(69.m14938:100.0,(AN1921.1:100.0,AO07034100:100.0):61.0):100.0):100.0,
1684 71.m15608 AN8801.1 AO070276000060 FG08435.1 AFAN ((FG08435.1:100.0,(AO07027600:100.0,(AN8801.1:100.0,71.m15608:100.0):45.5):100.0):100.0,
1685 72.m19980 AN6247.1 AO070304000102 FG08420.1 AFAO ((FG08420.1:100.0,((AO07030400:100.0,72.m19980:100.0):69.0,AN6247.1:100.0):100.0):100.0,
1686 69.m14939 AN5549.1 AO070341000115 FG04957.1 AFAO yes yes (((AN5549.1:100.0,(69.m14939:100.0,AO07034100:100.0):96.0):99.0,FG04957.1:100.0):100.0,
1687 57.m05742 AN1876.1 AO070341000183 FG09484.1 AFAN ((FG09484.1:100.0,(AO07034100:100.0,(AN1876.1:100.0,57.m05742:100.0):64.5):100.0):100.0,
1688 69.m14956 AN4174.1 AO070341000088 FG09482.1 AFAO yes ((FG09482.1:100.0,((AO07034100:100.0,69.m14956:100.0):89.8,AN4174.1:100.0):100.0):100.0,
1689 69.m14931 AN1915.1 AO070341000128 FG08760.1 AFAO ((FG08760.1:100.0,((AO07034100:100.0,69.m14931:100.0):50.5,AN1915.1:100.0):100.0):100.0,
1690 69.m14942 AN1924.1 AO070341000109 FG08393.1 AFAO ((FG08393.1:100.0,((AO07034100:100.0,69.m14942:100.0):52.0,AN1924.1:100.0):100.0):100.0,
1691 69.m15086 AN9008.1 AO070336000118 FG08608.1 ANAO yes yes ((FG08608.1:100.0,((AN9008.1:100.0,AO07033600:100.0):100.0,69.m15086:100.0):100.0):100.0,
1692 70.m14909 AN1299.1 AO070303000060 FG08489.1 ANAO yes yes ((FG08489.1:100.0,((AN1299.1:100.0,AO07030300:100.0):100.0,70.m14909:100.0):100.0):100.0,
1693 57.m05774 AN2073.1 AO070341000227 FG08490.1 AFAO yes yes ((FG08490.1:100.0,(AN2073.1:100.0,(57.m05774:100.0,AO07034100:100.0):100.0):100.0):100.0,
1694 57.m05775 AN2076.1 AO070341000228 FG08491.1 AFAO ((FG08491.1:100.0,((AO07034100:100.0,57.m05775:100.0):60.5,AN2076.1:100.0):100.0):100.0,
1695 62.m03487 AN8687.1 AO070315000106 FG02462.1 AFAO ((FG02462.1:100.0,((AO07031500:100.0,62.m03487:100.0):70.5,AN8687.1:100.0):100.0):100.0,
1696 55.m03084 AN1563.1 AO070339000290 FG02203.1 AFAN ((FG02203.1:100.0,((55.m03084:100.0,AN1563.1:100.0):60.5,AO07033900:100.0):100.0):100.0,
1697 55.m03163 AN6093.1 AO070340000162 FG11049.1 ANAO yes (((55.m03163:100.0,(AN6093.1:100.0,AO07034000:100.0):86.5):78.0,FG11049.1:100.0):100.0,
1698 54.m06297 AN8019.1 AO070236000022 FG03980.1 yes yes ((AO07023600:100.0,((AN8019.1:100.0,54.m06297:100.0):100.0,FG03980.1:100.0):100.0):100.0,
1699 59.m08519 AN3146.1 AO070256000046 FG02460.1 AFAO yes yes ((FG02460.1:100.0,((AO07025600:100.0,59.m08519:100.0):95.0,AN3146.1:100.0):100.0):100.0,
1700 65.m07257 AN6717.1 AO070339000157 FG02461.1 AFAO yes ((FG02461.1:100.0,((AO07033900:100.0,65.m07257:100.0):79.8,AN6717.1:100.0):100.0):100.0,
1701 69.m14871 AN8100.1 AO070281000022 FG01995.1 ANAO ((((AO07028100:100.0,AN8100.1:100.0):99.0,69.m14871:100.0):69.0,FG01995.1:100.0):100.0,
1702 69.m15741 AN3511.1 AO070263000017 FG07314.1 ANAO ((FG07314.1:100.0,(69.m15741:100.0,(AN3511.1:100.0,AO07026300:100.0):74.0):100.0):100.0,
1703 55.m03089 AN2404.1 AO070339000289 FG04609.1 yes yes (((AO07033900:100.0,55.m03089:100.0):100.0,(FG04609.1:100.0,AN2404.1:100.0):99.0):100.0,
1704 58.m07489 AN5563.1 AO070328000044 FG07908.1 AFAN ((FG07908.1:100.0,(AO07032800:100.0,(AN5563.1:100.0,58.m07489:100.0):72.8):100.0):100.0,
1705 58.m07490 AN5564.1 AO070328000043 FG07907.1 AFAO yes yes ((FG07907.1:100.0,((AO07032800:100.0,58.m07490:100.0):94.0,AN5564.1:100.0):100.0):100.0,
1706 67.m02958 AN3421.1 AO070323000200 FG08465.1 ((((AO07032300:100.0,AN3421.1:100.0):100.0,FG08465.1:100.0):64.0,67.m02958:100.0):100.0,
1707 69.m15337 AN5552.1 AO070335000011 FG00202.1 AFAN yes ((FG00202.1:100.0,(AO07033500:100.0,(AN5552.1:100.0,69.m15337:100.0):86.5):100.0):100.0,
1708 69.m15119 AN7527.1 AO070343000364 FG08125.1 AFAO ((FG08125.1:100.0,((69.m15119:100.0,AO07034300:100.0):70.0,AN7527.1:100.0):99.0):100.0,
1709 72.m19549 AN1797.1 AO070309000134 FG02641.1 ANAO ((FG02641.1:100.0,(72.m19549:100.0,(AN1797.1:100.0,AO07030900:100.0):57.5):100.0):100.0,
1710 59.m08854 AN4949.1 AO070288000001 FG04050.1 AFAO yes ((FG04050.1:100.0,((AO07028800:100.0,59.m08854:100.0):79.0,AN4949.1:100.0):100.0):100.0,
1711 59.m08836 AN4932.1 AO070338000011 FG04051.1 ANAO yes ((FG04051.1:100.0,(59.m08836:100.0,(AN4932.1:100.0,AO07033800:100.0):84.0):100.0):100.0,
1712 66.m04679 AN6452.1 AO070337000057 FG03427.1 AFAO yes yes ((FG03427.1:100.0,((AO07033700:100.0,66.m04679:100.0):99.0,AN6452.1:100.0):100.0):100.0,
1713 69.m15499 AN7401.1 AO070333000099 FG06445.1 ANAO ((FG06445.1:100.0,(69.m15499:100.0,(AN7401.1:100.0,AO07033300:100.0):48.5):100.0):100.0,
1714 52.m03876 AN2064.1 AO070323000172 FG10617.1 AFAO yes ((FG10617.1:100.0,((AO07032300:100.0,52.m03876:100.0):78.5,AN2064.1:100.0):100.0):100.0,
1715 59.m09478 AN3447.1 AO070265000023 FG07864.1 AFAO ((FG07864.1:100.0,((AO07026500:100.0,59.m09478:100.0):64.0,AN3447.1:100.0):100.0):100.0,
1716 71.m15445 AN0172.1 AO070321000073 FG04299.1 AFAO yes yes ((FG04299.1:100.0,((AO07032100:100.0,71.m15445:100.0):96.0,AN0172.1:100.0):100.0):100.0,
1717 69.m15427 AN5528.1 AO070341000360 FG10911.1 AFAO yes yes ((FG10911.1:100.0,((AO07034100:100.0,69.m15427:100.0):99.5,AN5528.1:100.0):100.0):100.0,
1718 59.m09302 AN3440.1 AO070265000015 FG08084.1 ANAO yes ((FG08084.1:100.0,(59.m09302:100.0,(AN3440.1:100.0,AO07026500:100.0):84.5):100.0):100.0,
1719 58.m07687 AN1628.1 AO070299000099 FG04919.1 ANAO yes ((FG04919.1:100.0,(58.m07687:100.0,(AN1628.1:100.0,AO07029900:100.0):75.0):100.0):100.0,
1720 54.m07032 AN4248.1 AO070324000164 FG07933.1 ANAO ((FG07933.1:100.0,(54.m07032:100.0,(AN4248.1:100.0,AO07032400:100.0):50.5):100.0):100.0,
1721 66.m04615 AN3418.1 AO070203000002 FG08253.1 AFAO yes (((AN3418.1:100.0,(66.m04615:100.0,AO07020300:100.0):92.0):76.5,FG08253.1:100.0):100.0,
1722 72.m19553 AN9383.1 AO070336000233 FG02866.1 AFAN ((((AN9383.1:100.0,72.m19553:100.0):48.3,AO07033600:100.0):95.5,FG02866.1:100.0):100.0,
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1723 59.m08907 AN5003.1 AO070255000039 FG07928.1 AFAO yes ((FG07928.1:100.0,((AO07025500:100.0,59.m08907:100.0):86.0,AN5003.1:100.0):100.0):100.0,
1724 58.m07307 AN7962.1 AO070336000161 FG08289.1 AFAO yes yes ((FG08289.1:100.0,((AO07033600:100.0,58.m07307:100.0):98.0,AN7962.1:100.0):100.0):100.0,
1725 59.m09322 AN3461.1 AO070265000039 FG07875.1 AFAN ((FG07875.1:100.0,((59.m09322:100.0,AN3461.1:100.0):74.5,AO07026500:100.0):100.0):100.0,
1726 59.m09325 AN3464.1 AO070265000042 FG07872.1 AFAO ((FG07872.1:100.0,((59.m09325:100.0,AO07026500:100.0):60.0,AN3464.1:100.0):100.0):100.0,
1727 54.m06685 AN2746.1 AO070338000225 FG08229.1 AFAO yes ((FG08229.1:100.0,((AO07033800:100.0,54.m06685:100.0):82.0,AN2746.1:100.0):100.0):100.0,
1728 71.m15330 AN0052.1 AO070314000137 FG03318.1 AFAO ((FG03318.1:100.0,((AO07031400:100.0,71.m15330:100.0):61.0,AN0052.1:100.0):100.0):100.0,
1729 57.m05656 AN3824.1 AO070311000023 FG01104.1 AFAO yes yes ((FG01104.1:100.0,(AN3824.1:100.0,(57.m05656:100.0,AO07031100:100.0):100.0):100.0):100.0,
1730 66.m04780 AN9119.1 AO070332000153 FG02662.1 ANAO yes ((FG02662.1:100.0,(66.m04780:100.0,(AN9119.1:100.0,AO07033200:100.0):84.0):100.0):100.0,
1731 59.m09089 AN2953.1 AO070337000200 FG09885.1 AFAN ((FG09885.1:100.0,(AO07033700:100.0,(AN2953.1:100.0,59.m09089:100.0):71.0):100.0):100.0,
1732 59.m08816 AN4913.1 AO070338000034 FG06553.1 AFAO yes yes ((FG06553.1:100.0,((AO07033800:100.0,59.m08816:100.0):91.0,AN4913.1:100.0):100.0):100.0,
1733 72.m19885 AN5918.1 AO070340000367 FG05695.1 (((AO07034000:100.0,AN5918.1:100.0):100.0,(72.m19885:100.0,FG05695.1:100.0):65.0):100.0,
1734 57.m05460 AN7418.1 AO070323000154 FG09110.1 ANAO yes yes ((FG09110.1:100.0,(57.m05460:100.0,(AO07032300:100.0,AN7418.1:100.0):95.5):99.5):100.0,
1735 71.m15484 AN0228.1 AO070323000081 FG02470.1 AFAO ((FG02470.1:100.0,((71.m15484:100.0,AO07032300:100.0):70.0,AN0228.1:100.0):100.0):100.0,
1736 72.m19754 AN7310.1 AO070297000058 FG04259.1 AFAO ((FG04259.1:100.0,((AO07029700:100.0,72.m19754:100.0):48.5,AN7310.1:100.0):100.0):100.0,
1737 58.m09008 AN4328.1 AO070240000006 FG03985.1 AFAO ((FG03985.1:100.0,((AO07024000:100.0,58.m09008:100.0):71.0,AN4328.1:100.0):100.0):100.0,
1738 69.m15503 AN5436.1 AO070333000093 FG05095.1 ANAO yes ((FG05095.1:100.0,(69.m15503:100.0,(AN5436.1:100.0,AO07033300:100.0):83.5):100.0):100.0,
1739 70.m15780 AN1022.1 AO070343000592 FG05070.1 AFAO yes yes ((FG05070.1:100.0,((AO07034300:100.0,70.m15780:100.0):92.0,AN1022.1:100.0):100.0):100.0,
1740 70.m15237 AN1019.1 AO070343000596 FG09616.1 AFAO yes yes ((FG09616.1:100.0,(AN1019.1:100.0,(70.m15237:100.0,AO07034300:100.0):100.0):100.0):100.0,
1741 70.m15234 AN1016.1 AO070312000002 FG09614.1 AFAN ((FG09614.1:100.0,(AO07031200:100.0,(AN1016.1:100.0,70.m15234:100.0):48.0):100.0):100.0,
1742 71.m15579 AN2341.1 AO070319000152 FG04851.1 AFAO ((FG04851.1:100.0,(AN2341.1:100.0,(71.m15579:100.0,AO07031900:100.0):58.5):95.5):100.0,
1743 72.m19752 AN7311.1 AO070297000059 FG04266.1 ANAO yes yes ((FG04266.1:100.0,(72.m19752:100.0,(AN7311.1:100.0,AO07029700:100.0):90.5):100.0):100.0,
1744 57.m05851 AN7493.1 AO070287000024 FG04252.1 ANAO ((FG04252.1:100.0,(57.m05851:100.0,(AN7493.1:100.0,AO07028700:100.0):58.3):100.0):100.0,
1745 57.m05844 AN7497.1 AO070287000017 FG02474.1 ANAO ((FG02474.1:100.0,(57.m05844:100.0,(AN7497.1:100.0,AO07028700:100.0):57.5):100.0):100.0,
1746 57.m05838 AN7501.1 AO070287000012 FG02475.1 ANAO ((FG02475.1:100.0,(57.m05838:100.0,(AN7501.1:100.0,AO07028700:100.0):72.5):100.0):100.0,
1747 57.m05837 AN7502.1 AO070287000010 FG02476.1 ANAO ((FG02476.1:100.0,((AO07028700:100.0,AN7502.1:100.0):55.8,57.m05837:100.0):100.0):100.0,
1748 57.m05839 AN7500.1 AO070287000013 FG02477.1 AFAO ((FG02477.1:100.0,((57.m05839:100.0,AO07028700:100.0):67.5,AN7500.1:100.0):100.0):100.0,
1749 69.m15286 AN0561.1 AO070272000038 FG09732.1 AFAO yes yes ((FG09732.1:100.0,((AO07027200:100.0,69.m15286:100.0):98.5,AN0561.1:100.0):100.0):100.0,
1750 71.m15500 AN4731.1 AO070323000053 FG09733.1 AFAN ((FG09733.1:100.0,(AO07032300:100.0,(AN4731.1:100.0,71.m15500:100.0):55.5):100.0):100.0,
1751 71.m15501 AN4732.1 AO070323000052 FG09734.1 AFAO yes yes ((FG09734.1:100.0,((AO07032300:100.0,71.m15501:100.0):93.5,AN4732.1:100.0):100.0):100.0,
1752 72.m19166 AN5950.1 AO070340000303 FG09735.1 AFAO yes yes ((FG09735.1:100.0,(AN5950.1:100.0,(72.m19166:100.0,AO07034000:100.0):100.0):100.0):100.0,
1753 57.m05849 AN7494.1 AO070287000022 FG02478.1 AFAN ((FG02478.1:100.0,(AO07028700:100.0,(AN7494.1:100.0,57.m05849:100.0):55.8):100.0):100.0,
1754 57.m05572 AN4560.1 AO070321000168 FG06724.1 ANAO ((FG06724.1:100.0,((AO07032100:100.0,AN4560.1:100.0):70.0,57.m05572:100.0):100.0):100.0,
1755 72.m19646 AN7601.1 AO070343000271 FG02481.1 AFAO yes yes ((FG02481.1:100.0,((AO07034300:100.0,72.m19646:100.0):94.0,AN7601.1:100.0):100.0):100.0,
1756 72.m19648 AN7600.1 AO070343000270 FG02482.1 AFAO yes ((FG02482.1:100.0,((AO07034300:100.0,72.m19648:100.0):82.0,AN7600.1:100.0):100.0):100.0,
1757 65.m07235 AN6733.1 AO070339000179 FG09770.1 AFAO ((FG09770.1:100.0,((AO07033900:100.0,65.m07235:100.0):64.0,AN6733.1:100.0):100.0):100.0,
1758 72.m19759 AN7306.1 AO070297000054 FG09756.1 ANAO ((FG09756.1:100.0,(72.m19759:100.0,(AN7306.1:100.0,AO07029700:100.0):69.0):100.0):100.0,
1759 72.m19976 AN6222.1 AO070304000059 FG06157.1 AFAO yes yes ((FG06157.1:100.0,(AN6222.1:100.0,(72.m19976:100.0,AO07030400:100.0):100.0):100.0):100.0,
1760 57.m05843 AN7498.1 AO070287000016 FG09773.1 AFAO ((FG09773.1:100.0,((AO07028700:100.0,57.m05843:100.0):62.5,AN7498.1:100.0):100.0):100.0,
1761 65.m07264 AN6711.1 AO070339000151 FG04261.1 ANAO ((FG04261.1:100.0,((AO07033900:100.0,AN6711.1:100.0):64.5,65.m07264:100.0):100.0):100.0,
1762 65.m07239 AN6731.1 AO070339000175 FG06184.1 AFAO ((FG06184.1:100.0,((65.m07239:100.0,AO07033900:100.0):63.0,AN6731.1:100.0):100.0):100.0,
1763 72.m19291 AN6193.1 AO070308000106 FG06183.1 ANAO yes ((FG06183.1:100.0,(72.m19291:100.0,(AN6193.1:100.0,AO07030800:100.0):79.0):100.0):100.0,
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1764 72.m19443 AN6325.1 AO070304000043 FG06179.1 ANAO yes ((FG06179.1:100.0,(72.m19443:100.0,(AN6325.1:100.0,AO07030400:100.0):85.0):100.0):100.0,
1765 72.m19445 AN6326.1 AO070304000041 FG06181.1 AFAO yes yes ((FG06181.1:100.0,((AO07030400:100.0,72.m19445:100.0):90.0,AN6326.1:100.0):100.0):100.0,
1766 65.m07491 AN6695.1 AO070339000125 FG01948.1 ANAO ((FG01948.1:100.0,((AO07033900:100.0,AN6695.1:100.0):46.5,65.m07491:100.0):100.0):100.0,
1767 70.m15203 AN1047.1 AO070313000109 FG01950.1 AFAN yes yes ((FG01950.1:100.0,(AO07031300:100.0,(AN1047.1:100.0,70.m15203:100.0):90.0):100.0):100.0,
1768 54.m06576 AN4036.1 AO070328000140 FG01953.1 AFAO ((FG01953.1:100.0,((AO07032800:100.0,54.m06576:100.0):54.0,AN4036.1:100.0):100.0):100.0,
1769 54.m06948 AN4014.1 AO070328000150 FG01954.1 AFAO yes ((FG01954.1:100.0,((AO07032800:100.0,54.m06948:100.0):89.5,AN4014.1:100.0):100.0):100.0,
1770 54.m06578 AN4016.1 AO070328000142 FG01956.1 ANAO ((FG01956.1:100.0,(54.m06578:100.0,(AN4016.1:100.0,AO07032800:100.0):47.3):100.0):100.0,
1771 54.m06577 AN4017.1 AO070328000141 FG01957.1 AFAO yes yes ((FG01957.1:100.0,((AO07032800:100.0,54.m06577:100.0):92.0,AN4017.1:100.0):100.0):100.0,
1772 54.m06570 AN4042.1 AO070328000135 FG01959.1 AFAO ((FG01959.1:100.0,((54.m06570:100.0,AO07032800:100.0):48.5,AN4042.1:100.0):100.0):100.0,
1773 70.m15209 AN1026.1 AO070312000119 FG09794.1 AFAO yes ((FG09794.1:100.0,((AO07031200:100.0,70.m15209:100.0):81.5,AN1026.1:100.0):100.0):100.0,
1774 70.m15223 AN1005.1 AO070312000029 FG09793.1 AFAO ((FG09793.1:100.0,((70.m15223:100.0,AO07031200:100.0):49.5,AN1005.1:100.0):100.0):100.0,
1775 72.m19235 AN5895.1 AO070245000008 FG06166.1 AFAO ((FG06166.1:100.0,((72.m19235:100.0,AO07024500:100.0):59.0,AN5895.1:100.0):100.0):100.0,
1776 72.m19269 AN5865.1 AO070308000129 FG06165.1 AFAO ((FG06165.1:100.0,((72.m19269:100.0,AO07030800:100.0):44.8,AN5865.1:100.0):100.0):100.0,
1777 72.m19247 AN5884.1 AO070245000024 FG06164.1 AFAO ((FG06164.1:100.0,((AO07024500:100.0,72.m19247:100.0):55.3,AN5884.1:100.0):100.0):100.0,
1778 65.m07476 AN6741.1 AO070339000188 FG06162.1 AFAO yes yes ((FG06162.1:100.0,((AO07033900:100.0,65.m07476:100.0):98.0,AN6741.1:100.0):100.0):100.0,
1779 72.m19263 AN5871.1 AO070308000137 FG06161.1 AFAO yes ((FG06161.1:100.0,((AO07030800:100.0,72.m19263:100.0):89.5,AN5871.1:100.0):100.0):100.0,
1780 72.m19262 AN5872.1 AO070308000138 FG06159.1 ANAO ((FG06159.1:100.0,((AO07030800:100.0,AN5872.1:100.0):68.0,72.m19262:100.0):100.0):100.0,
1781 72.m19261 AN5873.1 AO070308000139 FG06158.1 ANAO ((FG06158.1:100.0,((AO07030800:100.0,AN5873.1:100.0):59.8,72.m19261:100.0):100.0):100.0,
1782 70.m15224 AN1006.1 AO070312000028 FG01947.1 AFAO yes yes ((((AO07031200:100.0,70.m15224:100.0):100.0,AN1006.1:100.0):98.0,FG01947.1:100.0):100.0,
1783 72.m19187 AN5971.1 AO070340000329 FG01941.1 AFAN ((FG01941.1:100.0,(AO07034000:100.0,(AN5971.1:100.0,72.m19187:100.0):50.0):100.0):100.0,
1784 70.m15493 AN0889.1 AO070320000058 FG09745.1 AFAO ((FG09745.1:100.0,((AO07032000:100.0,70.m15493:100.0):68.0,AN0889.1:100.0):100.0):100.0,
1785 71.m15475 AN0212.1 AO070321000032 FG05308.1 AFAO yes yes ((FG05308.1:100.0,((AO07032100:100.0,71.m15475:100.0):96.0,AN0212.1:100.0):100.0):100.0,
1786 70.m15349 AN0751.1 AO070343000448 FG09749.1 AFAO yes yes ((FG09749.1:100.0,((AO07034300:100.0,70.m15349:100.0):94.5,AN0751.1:100.0):100.0):100.0,
1787 54.m07017 AN4048.1 AO070328000128 FG05311.1 AFAO yes yes ((FG05311.1:100.0,(AN4048.1:100.0,(54.m07017:100.0,AO07032800:100.0):100.0):100.0):100.0,
1788 72.m19430 AN6224.1 AO070304000073 FG05313.1 AFAO ((FG05313.1:100.0,((AO07030400:100.0,72.m19430:100.0):44.8,AN6224.1:100.0):100.0):100.0,
1789 53.m03908 AN8038.1 AO070330000008 FG01629.1 AFAO ((FG01629.1:100.0,((53.m03908:100.0,AO07033000:100.0):47.0,AN8038.1:100.0):100.0):100.0,
1790 53.m03907 AN8039.1 AO070330000007 FG01627.1 ANAO ((FG01627.1:100.0,((AO07033000:100.0,AN8039.1:100.0):61.0,53.m03907:100.0):100.0):100.0,
1791 54.m06864 AN5154.1 AO070291000014 FG01632.1 AFAO yes yes ((FG01632.1:100.0,(AN5154.1:100.0,(54.m06864:100.0,AO07029100:100.0):100.0):100.0):100.0,
1792 71.m15846 AN2219.1 AO070326000185 FG10532.1 ANAO yes ((FG10532.1:100.0,((AO07032600:100.0,AN2219.1:100.0):82.5,71.m15846:100.0):96.5):100.0,
1793 58.m09005 AN4365.1 AO070261000008 FG01614.1 AFAO yes yes ((FG01614.1:100.0,((AO07026100:100.0,58.m09005:100.0):93.5,AN4365.1:100.0):100.0):100.0,
1794 58.m07963 AN4364.1 AO070261000007 FG01613.1 AFAO yes yes ((FG01613.1:100.0,(AN4364.1:100.0,(58.m07963:100.0,AO07026100:100.0):100.0):100.0):100.0,
1795 69.m15484 AN7367.1 AO070239000027 FG01698.1 AFAO ((FG01698.1:100.0,((69.m15484:100.0,AO07023900:100.0):64.0,AN7367.1:100.0):100.0):100.0,
1796 70.m15456 AN0870.1 AO070320000023 FG01591.1 ANAO ((FG01591.1:100.0,(70.m15456:100.0,(AN0870.1:100.0,AO07032000:100.0):61.3):100.0):100.0,
1797 71.m16053 AN0128.1 AO070311000082 FG04298.1 AFAO yes yes ((FG04298.1:100.0,(AN0128.1:100.0,(71.m16053:100.0,AO07031100:100.0):100.0):100.0):100.0,
1798 70.m14906 AN1325.1 AO070303000088 FG00643.1 AFAO yes yes ((FG00643.1:100.0,((AO07030300:100.0,70.m14906:100.0):99.5,AN1325.1:100.0):100.0):100.0,
1799 72.m19355 AN1150.1 AO070308000028 FG01573.1 AFAO yes yes ((FG01573.1:100.0,((AO07030800:100.0,72.m19355:100.0):91.5,AN1150.1:100.0):100.0):100.0,
1800 59.m08921 AN3075.1 AO070224000009 FG10812.1 AFAO yes ((FG10812.1:100.0,((AO07022400:100.0,59.m08921:100.0):78.0,AN3075.1:100.0):100.0):100.0,
1801 53.m03928 AN8075.1 AO070330000033 FG00323.1 AFAN ((FG00323.1:100.0,(AO07033000:100.0,(AN8075.1:100.0,53.m03928:100.0):52.5):100.0):100.0,
1802 54.m06850 AN5731.1 AO070341000029 FG01643.1 AFAO yes ((FG01643.1:100.0,((AO07034100:100.0,54.m06850:100.0):82.5,AN5731.1:100.0):100.0):100.0,
1803 54.m06851 AN5732.1 AO070341000028 FG01642.1 AFAO ((FG01642.1:100.0,((AO07034100:100.0,54.m06851:100.0):57.0,AN5732.1:100.0):100.0):100.0,
1804 69.m15676 AN2461.1 AO070264000008 FG01612.1 AFAO ((FG01612.1:100.0,((69.m15676:100.0,AO07026400:100.0):62.0,AN2461.1:100.0):100.0):100.0,
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1805 58.m07493 AN5569.1 AO070328000037 FG04308.1 ANAO ((FG04308.1:100.0,(58.m07493:100.0,(AN5569.1:100.0,AO07032800:100.0):50.5):100.0):100.0,
1806 58.m07497 AN5571.1 AO070328000034 FG04309.1 AFAO yes yes ((FG04309.1:100.0,((AO07032800:100.0,58.m07497:100.0):98.0,AN5571.1:100.0):100.0):100.0,
1807 70.m14836 AN1385.1 AO070243000019 FG04304.1 AFAO yes ((FG04304.1:100.0,((AO07024300:100.0,70.m14836:100.0):75.0,AN1385.1:100.0):100.0):100.0,
1808 54.m06406 AN0349.1 AO070318000027 FG04314.1 AFAO yes ((FG04314.1:100.0,((AO07031800:100.0,54.m06406:100.0):83.0,AN0349.1:100.0):100.0):100.0,
1809 71.m15520 AN2314.1 AO070323000036 FG04313.1 ANAO ((FG04313.1:100.0,((AO07032300:100.0,AN2314.1:100.0):54.0,71.m15520:100.0):100.0):100.0,
1810 71.m15519 AN2315.1 AO070323000037 FG04312.1 AFAN ((FG04312.1:100.0,(AO07032300:100.0,(AN2315.1:100.0,71.m15519:100.0):53.8):100.0):100.0,
1811 53.m04123 AN5098.1 AO070310000002 FG04320.1 AFAO ((FG04320.1:100.0,((53.m04123:100.0,AO07031000:100.0):58.5,AN5098.1:100.0):100.0):100.0,
1812 53.m03672 AN4287.1 AO070310000009 FG04319.1 AFAO yes yes ((FG04319.1:100.0,((AO07031000:100.0,53.m03672:100.0):99.0,AN4287.1:100.0):100.0):100.0,
1813 70.m14826 AN1396.1 AO070233000012 FG03249.1 AFAO yes yes ((FG03249.1:100.0,(AN1396.1:100.0,(70.m14826:100.0,AO07023300:100.0):100.0):100.0):100.0,
1814 71.m15518 AN2316.1 AO070323000038 FG04315.1 AFAO yes yes ((FG04315.1:100.0,((AO07032300:100.0,71.m15518:100.0):93.0,AN2316.1:100.0):100.0):100.0,
1815 72.m19138 AN6004.1 AO070340000274 FG08365.1 AFAO yes yes ((FG08365.1:100.0,((AO07034000:100.0,72.m19138:100.0):98.5,AN6004.1:100.0):100.0):100.0,
1816 71.m15574 AN9370.1 AO070333000225 FG03772.1 AFAO ((((71.m15574:100.0,AO07033300:100.0):36.5,AN9370.1:100.0):40.0,FG03772.1:100.0):100.0,
1817 70.m14845 AN1378.1 AO070243000008 FG08359.1 ANAO ((FG08359.1:100.0,((AO07024300:100.0,AN1378.1:100.0):58.5,70.m14845:100.0):100.0):100.0,
1818 57.m05721 AN1897.1 AO070341000158 FG06450.1 ANAO ((FG06450.1:100.0,(57.m05721:100.0,(AN1897.1:100.0,AO07034100:100.0):49.0):100.0):100.0,
1819 55.m03093 AN2230.1 AO070330000121 FG10229.1 AFAO yes yes ((FG10229.1:100.0,(AN2230.1:100.0,(55.m03093:100.0,AO07033000:100.0):100.0):100.0):100.0,
1820 65.m07417 AN5693.1 AO070309000108 FG08333.1 AFAO yes yes ((FG08333.1:100.0,(AN5693.1:100.0,(65.m07417:100.0,AO07030900:100.0):100.0):100.0):100.0,
1821 72.m19102 AN6055.1 AO070340000199 FG08329.1 AFAO yes yes ((FG08329.1:100.0,((AO07034000:100.0,72.m19102:100.0):95.0,AN6055.1:100.0):100.0):100.0,
1822 71.m15823 AN7641.1 AO070294000037 FG02271.1 AFAO ((FG02271.1:100.0,((71.m15823:100.0,AO07029400:100.0):44.0,AN7641.1:100.0):100.0):100.0,
1823 67.m02927 AN3221.1 AO070330000069 FG11084.1 AFAO ((FG11084.1:100.0,((AO07033000:100.0,67.m02927:100.0):72.5,AN3221.1:100.0):100.0):100.0,
1824 72.m19094 AN6059.1 AO070340000190 FG08327.1 AFAO yes yes ((FG08327.1:100.0,((AO07034000:100.0,72.m19094:100.0):98.5,AN6059.1:100.0):100.0):100.0,
1825 57.m05722 AN1896.1 AO070341000159 FG06449.1 AFAO yes ((FG06449.1:100.0,((AO07034100:100.0,57.m05722:100.0):88.5,AN1896.1:100.0):100.0):100.0,
1826 65.m07424 AN5701.1 AO070309000122 FG08338.1 AFAO ((FG08338.1:100.0,((AO07030900:100.0,65.m07424:100.0):70.5,AN5701.1:100.0):100.0):100.0,
1827 72.m19152 AN5988.1 AO070340000290 FG08325.1 AFAO yes yes ((FG08325.1:100.0,(AN5988.1:100.0,(72.m19152:100.0,AO07034000:100.0):100.0):100.0):100.0,
1828 70.m15691 AN7396.1 AO070343000134 FG03387.1 AFAO yes yes ((((AO07034300:100.0,70.m15691:100.0):100.0,AN7396.1:100.0):99.0,FG03387.1:100.0):100.0,
1829 72.m19943 AN5983.1 AO070340000297 FG08316.1 AFAO yes yes ((FG08316.1:100.0,((AO07034000:100.0,72.m19943:100.0):95.0,AN5983.1:100.0):100.0):100.0,
1830 67.m02928 AN3220.1 AO070330000070 FG10483.1 AFAO (((AN3220.1:100.0,(AO07033000:100.0,67.m02928:100.0):55.0):84.0,FG10483.1:100.0):100.0,
1831 72.m19474 AN7633.1 AO070181000001 FG06515.1 ((((72.m19474:100.0,AO07018100:100.0):98.0,FG06515.1:100.0):54.0,AN7633.1:100.0):100.0,
1832 65.m07419 AN5694.1 AO070309000110 FG08158.1 AFAO yes ((FG08158.1:100.0,((65.m07419:100.0,AO07030900:100.0):77.5,AN5694.1:100.0):100.0):100.0,
1833 55.m02936 AN1420.1 AO070232000016 FG08128.1 AFAO ((FG08128.1:100.0,((AO07023200:100.0,55.m02936:100.0):69.5,AN1420.1:100.0):100.0):100.0,
1834 70.m15374 AN0771.1 AO070316000073 FG08312.1 AFAO yes yes ((FG08312.1:100.0,((AO07031600:100.0,70.m15374:100.0):97.0,AN0771.1:100.0):100.0):100.0,
1835 65.m07418 AN7621.1 AO070309000109 FG08131.1 AFAO yes yes ((FG08131.1:100.0,((AO07030900:100.0,65.m07418:100.0):98.0,AN7621.1:100.0):100.0):100.0,
1836 55.m02935 AN1421.1 AO070232000017 FG08388.1 AFAO yes yes ((FG08388.1:100.0,((AO07023200:100.0,55.m02935:100.0):92.0,AN1421.1:100.0):100.0):100.0,
1837 65.m07421 AN5697.1 AO070309000115 FG08126.1 AFAO yes ((FG08126.1:100.0,((AO07030900:100.0,65.m07421:100.0):89.5,AN5697.1:100.0):100.0):100.0,
1838 72.m19942 AN5982.1 AO070340000299 FG08133.1 AFAO ((FG08133.1:100.0,((AO07034000:100.0,72.m19942:100.0):69.0,AN5982.1:100.0):100.0):100.0,
1839 58.m08908 AN5607.1 AO070301000004 FG06417.1 AFAO ((FG06417.1:100.0,((AO07030100:100.0,58.m08908:100.0):58.5,AN5607.1:100.0):100.0):100.0,
1840 57.m05726 AN1892.1 AO070341000163 FG06415.1 AFAO yes yes ((((AO07034100:100.0,57.m05726:100.0):96.0,AN1892.1:100.0):96.5,FG06415.1:100.0):100.0,
1841 70.m14921 AN1287.1 AO070303000048 FG09294.1 AFAO yes yes ((FG09294.1:100.0,((AO07030300:100.0,70.m14921:100.0):98.0,AN1287.1:100.0):100.0):100.0,
1842 69.m15062 AN1775.1 AO070324000034 FG02191.1 AFAO yes yes ((FG02191.1:100.0,(AN1775.1:100.0,(69.m15062:100.0,AO07032400:100.0):100.0):100.0):100.0,
1843 69.m15061 AN1776.1 AO070324000035 FG02192.1 AFAO yes ((FG02192.1:100.0,((AO07032400:100.0,69.m15061:100.0):85.0,AN1776.1:100.0):100.0):100.0,
1844 56.m02513 AN3295.1 AO070319000059 FG07015.1 ANAO ((((AO07031900:100.0,AN3295.1:100.0):100.0,56.m02513:100.0):60.5,FG07015.1:100.0):100.0,
1845 53.m03968 AN3508.1 AO070296000076 FG02084.1 AFAO ((FG02084.1:100.0,((AO07029600:100.0,53.m03968:100.0):64.0,AN3508.1:100.0):100.0):100.0,
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1846 69.m15160 AN2120.1 AO070332000051 FG02233.1 AFAO yes yes ((FG02233.1:100.0,(AN2120.1:100.0,(69.m15160:100.0,AO07033200:100.0):100.0):100.0):100.0,
1847 71.m15362 AN0086.1 AO070311000130 FG02714.1 AFAO yes yes ((FG02714.1:100.0,((AO07031100:100.0,71.m15362:100.0):99.0,AN0086.1:100.0):100.0):100.0,
1848 54.m07016 AN4058.1 AO070342000043 FG02717.1 AFAO yes yes ((FG02717.1:100.0,((AO07034200:100.0,54.m07016:100.0):99.5,AN4058.1:100.0):100.0):100.0,
1849 57.m05614 AN4515.1 AO070311000076 FG02720.1 AFAO yes ((FG02720.1:100.0,((57.m05614:100.0,AO07031100:100.0):78.0,AN4515.1:100.0):100.0):100.0,
1850 70.m15652 AN0629.1 AO070318000119 FG05830.1 ((((FG05830.1:100.0,AO07031800:100.0):53.5,70.m15652:100.0):52.5,AN0629.1:100.0):100.0,
1851 72.m20026 AN7249.1 AO070297000004 FG02732.1 AFAO ((FG02732.1:100.0,((AO07029700:100.0,72.m20026:100.0):73.0,AN7249.1:100.0):100.0):100.0,
1852 70.m15145 AN1069.1 AO070285000067 FG02729.1 AFAO ((FG02729.1:100.0,((AO07028500:100.0,70.m15145:100.0):49.8,AN1069.1:100.0):100.0):100.0,
1853 70.m15143 AN1089.1 AO070285000061 FG02738.1 AFAO yes ((FG02738.1:100.0,((AO07028500:100.0,70.m15143:100.0):78.5,AN1089.1:100.0):100.0):100.0,
1854 70.m15136 AN1096.1 AO070285000048 FG02730.1 AFAO yes yes ((FG02730.1:100.0,((AO07028500:100.0,70.m15136:100.0):93.5,AN1096.1:100.0):100.0):100.0,
1855 59.m08629 AN3108.1 AO070303000042 FG05279.1 AFAN ((FG05279.1:100.0,(AO07030300:100.0,(AN3108.1:100.0,59.m08629:100.0):65.8):100.0):100.0,
1856 58.m07301 AN3301.1 AO070299000104 FG04426.1 ANAO ((FG04426.1:100.0,(58.m07301:100.0,(AN3301.1:100.0,AO07029900:100.0):56.0):100.0):100.0,
1857 59.m08475 AN2509.1 AO070263000057 FG02657.1 AFAO yes yes ((FG02657.1:100.0,((AO07026300:100.0,59.m08475:100.0):95.0,AN2509.1:100.0):100.0):100.0,
1858 58.m07444 AN3656.1 AO070342000032 FG00821.1 AFAO ((FG00821.1:100.0,((58.m07444:100.0,AO07034200:100.0):70.0,AN3656.1:100.0):100.0):100.0,
1859 56.m02393 AN7388.1 AO070293000057 FG02974.1 ANAO ((((AO07029300:100.0,AN7388.1:100.0):63.0,56.m02393:100.0):50.5,FG02974.1:100.0):100.0,
1860 57.m05337 AN7777.1 AO070286000057 FG01382.1 ANAO yes yes ((FG01382.1:100.0,((AO07028600:100.0,AN7777.1:100.0):90.0,57.m05337:100.0):99.0):100.0,
1861 56.m02476 AN8990.1 AO070272000025 FG06473.1 ANAO ((FG06473.1:100.0,(56.m02476:100.0,(AN8990.1:100.0,AO07027200:100.0):63.0):100.0):100.0,
1862 57.m05923 AN7422.1 AO070197000001 FG02640.1 AFAO ((FG02640.1:100.0,((AO07019700:100.0,57.m05923:100.0):52.5,AN7422.1:100.0):100.0):100.0,
1863 57.m05921 AN7424.1 AO070197000004 FG02637.1 ANAO ((FG02637.1:100.0,(57.m05921:100.0,(AN7424.1:100.0,AO07019700:100.0):72.0):100.0):100.0,
1864 66.m04545 AN9087.1 AO070332000190 FG02650.1 AFAO yes yes ((FG02650.1:100.0,(AN9087.1:100.0,(66.m04545:100.0,AO07033200:100.0):100.0):100.0):100.0,
1865 66.m04759 AN9086.1 AO070332000191 FG02649.1 ANAO ((((AN9086.1:100.0,AO07033200:100.0):44.0,66.m04759:100.0):88.0,FG02649.1:100.0):100.0,
1866 66.m04772 AN9085.1 AO070332000192 FG02648.1 ANAO ((FG02648.1:100.0,((AO07033200:100.0,AN9085.1:100.0):69.5,66.m04772:100.0):100.0):100.0,
1867 72.m18975 AN5839.1 AO070340000003 FG09875.1 AFAO yes yes ((FG09875.1:100.0,((AO07034000:100.0,72.m18975:100.0):99.0,AN5839.1:100.0):100.0):100.0,
1868 72.m18976 AN5840.1 AO070340000004 FG09874.1 AFAO yes yes ((FG09874.1:100.0,((AO07034000:100.0,72.m18976:100.0):94.5,AN5840.1:100.0):100.0):100.0,
1869 72.m18963 AN5835.1 AO070260000010 FG08350.1 ANAO ((FG08350.1:100.0,(72.m18963:100.0,(AN5835.1:100.0,AO07026000:100.0):74.0):100.0):100.0,
1870 58.m07362 AN4163.1 AO070342000193 FG09870.1 AFAO yes ((FG09870.1:100.0,((AO07034200:100.0,58.m07362:100.0):83.8,AN4163.1:100.0):100.0):100.0,
1871 59.m08662 AN3085.1 AO070334000123 FG09881.1 AFAO yes yes ((FG09881.1:100.0,((AO07033400:100.0,59.m08662:100.0):90.5,AN3085.1:100.0):100.0):100.0,
1872 65.m07404 AN5678.1 AO070309000093 FG00613.1 AFAO yes ((FG00613.1:100.0,((AO07030900:100.0,65.m07404:100.0):89.5,AN5678.1:100.0):100.0):100.0,
1873 58.m07506 AN5579.1 AO070328000025 FG10530.1 ANAO ((FG10530.1:100.0,(58.m07506:100.0,(AN5579.1:100.0,AO07032800:100.0):71.5):100.0):100.0,
1874 66.m04564 AN9103.1 AO070332000170 FG02433.1 AFAO yes yes ((FG02433.1:100.0,((AO07033200:100.0,66.m04564:100.0):94.5,AN9103.1:100.0):100.0):100.0,
1875 71.m15481 AN0012.1 AO070300000077 FG11360.1 AFAO yes ((FG11360.1:100.0,((AO07030000:100.0,71.m15481:100.0):87.0,AN0012.1:100.0):98.0):100.0,
1876 69.m15589 AN0233.1 AO070283000035 FG05720.1 AFAO yes yes ((FG05720.1:100.0,(AN0233.1:100.0,(69.m15589:100.0,AO07028300:100.0):100.0):100.0):100.0,
1877 58.m07572 AN1967.1 AO070301000051 FG10960.1 AFAO ((FG10960.1:100.0,((AO07030100:100.0,58.m07572:100.0):65.0,AN1967.1:100.0):100.0):100.0,
1878 58.m07976 AN4351.1 AO070240000023 FG01703.1 AFAO yes yes ((FG01703.1:100.0,(AN4351.1:100.0,(58.m07976:100.0,AO07024000:100.0):100.0):100.0):100.0,
1879 58.m07623 AN2015.1 AO070202000008 FG05770.1 AFAO yes ((FG05770.1:100.0,((AO07020200:100.0,58.m07623:100.0):89.5,AN2015.1:100.0):100.0):100.0,
1880 71.m15125 AN9166.1 AO070343000045 FG11184.1 AFAN ((((AN9166.1:100.0,71.m15125:100.0):72.0,AO07034300:100.0):52.0,FG11184.1:100.0):100.0,
1881 62.m03412 AN2320.1 AO070269000057 FG03637.1 ((((FG03637.1:100.0,AN2320.1:100.0):77.5,AO07026900:100.0):52.5,62.m03412:100.0):100.0,
1882 62.m03411 AN2321.1 AO070283000059 FG03636.1 AFAN ((((62.m03411:100.0,AN2321.1:100.0):47.5,AO07028300:100.0):72.5,FG03636.1:100.0):100.0,
1883 59.m08403 AN2558.1 AO070268000059 FG11568.1 AFAO ((FG11568.1:100.0,((AO07026800:100.0,59.m08403:100.0):62.0,AN2558.1:100.0):100.0):100.0,
1884 59.m08408 AN2562.1 AO070343000339 FG11567.1 AFAN yes yes ((((59.m08408:100.0,AN2562.1:100.0):100.0,AO07034300:100.0):97.5,FG11567.1:100.0):100.0,
1885 59.m08405 AN2559.1 AO070268000057 FG11566.1 AFAO yes yes ((FG11566.1:100.0,(AN2559.1:100.0,(59.m08405:100.0,AO07026800:100.0):100.0):100.0):100.0,
1886 70.m15707 AN9004.1 AO070330000107 FG11565.1 ANAO ((FG11565.1:100.0,(70.m15707:100.0,(AN9004.1:100.0,AO07033000:100.0):43.7):100.0):100.0,
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1887 59.m08758 AN2907.1 AO070338000098 FG06073.1 ANAO ((FG06073.1:100.0,(59.m08758:100.0,(AN2907.1:100.0,AO07033800:100.0):46.5):100.0):100.0,
1888 59.m08913 AN5010.1 AO070224000002 FG06070.1 AFAO yes yes ((FG06070.1:100.0,((AO07022400:100.0,59.m08913:100.0):95.0,AN5010.1:100.0):100.0):100.0,
1889 59.m08914 AN5011.1 AO070224000003 FG06069.1 AFAN ((FG06069.1:100.0,((59.m08914:100.0,AN5011.1:100.0):36.5,AO07022400:100.0):100.0):100.0,
1890 69.m14840 AN5742.1 AO070193000003 FG01593.1 AFAO ((FG01593.1:100.0,((AO07019300:100.0,69.m14840:100.0):67.3,AN5742.1:100.0):100.0):100.0,
1891 72.m19918 AN6177.1 AO070340000022 FG01705.1 AFAO ((FG01705.1:100.0,((AO07034000:100.0,72.m19918:100.0):57.0,AN6177.1:100.0):100.0):100.0,
1892 59.m09271 AN2772.1 AO070327000014 FG06074.1 AFAO yes yes ((FG06074.1:100.0,((AO07032700:100.0,59.m09271:100.0):90.0,AN2772.1:100.0):100.0):100.0,
1893 59.m08772 AN4876.1 AO070338000084 FG06075.1 AFAO yes ((FG06075.1:100.0,((AO07033800:100.0,59.m08772:100.0):89.5,AN4876.1:100.0):100.0):100.0,
1894 58.m07683 AN1818.1 AO070333000196 FG11304.1 AFAO yes ((FG11304.1:100.0,((AO07033300:100.0,58.m07683:100.0):79.5,AN1818.1:100.0):100.0):100.0,
1895 69.m14927 AN1912.1 AO070341000136 FG05351.1 AFAO yes yes ((FG05351.1:100.0,(AN1912.1:100.0,(69.m14927:100.0,AO07034100:100.0):100.0):100.0):100.0,
1896 69.m15442 AN5517.1 AO070341000376 FG02237.1 AFAO yes ((FG02237.1:100.0,((AO07034100:100.0,69.m15442:100.0):80.0,AN5517.1:100.0):100.0):100.0,
1897 69.m15163 AN2124.1 AO070306000103 FG05366.1 ANAO yes ((FG05366.1:100.0,((AO07030600:100.0,AN2124.1:100.0):75.5,69.m15163:100.0):100.0):100.0,
1898 69.m15056 AN1757.1 AO070324000038 FG05365.1 AFAO ((FG05365.1:100.0,((AO07032400:100.0,69.m15056:100.0):49.0,AN1757.1:100.0):100.0):100.0,
1899 69.m15060 AN1777.1 AO070324000036 FG05364.1 AFAO yes yes ((FG05364.1:100.0,(AN1777.1:100.0,(69.m15060:100.0,AO07032400:100.0):100.0):100.0):100.0,
1900 54.m06433 AN0323.1 AO070334000004 FG04347.1 AFAN ((FG04347.1:100.0,(AO07033400:100.0,(AN0323.1:100.0,54.m06433:100.0):60.0):100.0):100.0,
1901 57.m05368 AN7781.1 AO070343000355 FG03905.1 ANAO yes ((((AN7781.1:100.0,AO07034300:100.0):86.0,57.m05368:100.0):96.0,FG03905.1:100.0):100.0,
1902 69.m15651 AN1780.1 AO070324000015 FG09309.1 AFAO yes ((FG09309.1:100.0,((69.m15651:100.0,AO07032400:100.0):88.5,AN1780.1:100.0):100.0):100.0,
1903 69.m15647 AN1779.1 AO070324000017 FG09310.1 AFAO yes yes ((FG09310.1:100.0,((AO07032400:100.0,69.m15647:100.0):92.5,AN1779.1:100.0):100.0):100.0,
1904 69.m15081 AN1782.1 AO070324000013 FG09514.1 AFAO yes yes ((FG09514.1:100.0,((AO07032400:100.0,69.m15081:100.0):96.5,AN1782.1:100.0):100.0):100.0,
1905 55.m03013 AN1503.1 AO070334000220 FG09521.1 AFAN ((FG09521.1:100.0,(AO07033400:100.0,(AN1503.1:100.0,55.m03013:100.0):54.0):100.0):100.0,
1906 70.m15754 AN1375.1 AO070243000005 FG08612.1 AFAN ((FG08612.1:100.0,(AO07024300:100.0,(AN1375.1:100.0,70.m15754:100.0):60.5):100.0):100.0,
1907 71.m15826 AN2237.1 AO070326000136 FG08454.1 ANAO ((FG08454.1:100.0,((AO07032600:100.0,AN2237.1:100.0):71.5,71.m15826:100.0):100.0):100.0,
1908 58.m07607 AN1999.1 AO070301000093 FG08453.1 AFAO yes ((FG08453.1:100.0,((AO07030100:100.0,58.m07607:100.0):75.5,AN1999.1:100.0):100.0):100.0,
1909 69.m15456 AN5497.1 AO070341000388 FG08452.1 AFAO yes yes ((FG08452.1:100.0,((AO07034100:100.0,69.m15456:100.0):97.0,AN5497.1:100.0):100.0):100.0,
1910 58.m07472 AN3629.1 AO070328000067 FG08451.1 ANAO ((FG08451.1:100.0,(58.m07472:100.0,(AN3629.1:100.0,AO07032800:100.0):72.5):100.0):100.0,
1911 58.m07523 AN5599.1 AO070328000005 FG08766.1 AFAO ((FG08766.1:100.0,((58.m07523:100.0,AO07032800:100.0):61.0,AN5599.1:100.0):100.0):100.0,
1912 58.m07520 AN5596.1 AO070328000008 FG09490.1 ANAO ((FG09490.1:100.0,(58.m07520:100.0,(AN5596.1:100.0,AO07032800:100.0):52.0):100.0):100.0,
1913 59.m09073 AN2944.1 AO070337000189 FG09524.1 ANAO ((FG09524.1:100.0,(59.m09073:100.0,(AN2944.1:100.0,AO07033700:100.0):63.5):100.0):100.0,
1914 58.m08944 AN2000.1 AO070301000095 FG08768.1 ANAO (((58.m08944:100.0,(AN2000.1:100.0,AO07030100:100.0):93.5):73.5,FG08768.1:100.0):100.0,
1915 58.m07610 AN2002.1 AO070301000101 FG08771.1 AFAN ((FG08771.1:100.0,((58.m07610:100.0,AN2002.1:100.0):64.0,AO07030100:100.0):100.0):100.0,
1916 58.m07511 AN5586.1 AO070328000020 FG08773.1 AFAO yes yes ((FG08773.1:100.0,((AO07032800:100.0,58.m07511:100.0):98.5,AN5586.1:100.0):100.0):100.0,
1917 69.m15661 AN3916.1 AO070324000103 FG03247.1 ANAO yes yes ((FG03247.1:100.0,(69.m15661:100.0,(AN3916.1:100.0,AO07032400:100.0):90.5):100.0):100.0,
1918 58.m07532 AN9474.1 AO070301000008 FG01809.1 AFAO ((FG01809.1:100.0,((AO07030100:100.0,58.m07532:100.0):61.5,AN9474.1:100.0):100.0):100.0,
1919 66.m04631 AN3365.1 AO070281000028 FG01508.1 ANAO ((FG01508.1:100.0,(66.m04631:100.0,(AN3365.1:100.0,AO07028100:100.0):71.0):100.0):100.0,
1920 69.m14874 AN5177.1 AO070247000008 FG07494.1 AFAO yes yes ((FG07494.1:100.0,((AO07024700:100.0,69.m14874:100.0):98.5,AN5177.1:100.0):100.0):100.0,
1921 70.m15101 AN1136.1 AO070331000127 FG05701.1 AFAN ((FG05701.1:100.0,(AO07033100:100.0,(AN1136.1:100.0,70.m15101:100.0):60.8):100.0):100.0,
1922 70.m15102 AN1135.1 AO070331000126 FG05702.1 AFAO ((((AO07033100:100.0,70.m15102:100.0):67.2,AN1135.1:100.0):96.8,FG05702.1:100.0):100.0,
1923 70.m15097 AN1140.1 AO070331000131 FG03879.1 AFAN ((((70.m15097:100.0,AN1140.1:100.0):61.0,AO07033100:100.0):90.0,FG03879.1:100.0):100.0,
1924 70.m15100 AN1137.1 AO070331000128 FG05704.1 AFAO yes ((FG05704.1:100.0,((AO07033100:100.0,70.m15100:100.0):77.0,AN1137.1:100.0):100.0):100.0,
1925 70.m15099 AN1138.1 AO070331000129 FG00107.1 AFAO yes ((FG00107.1:100.0,((AO07033100:100.0,70.m15099:100.0):88.0,AN1138.1:100.0):100.0):100.0,
1926 70.m15104 AN1132.1 AO070331000124 FG05709.1 AFAO yes yes ((FG05709.1:100.0,((AO07033100:100.0,70.m15104:100.0):92.0,AN1132.1:100.0):100.0):100.0,
1927 58.m07769 AN1694.1 AO070305000018 FG07479.1 AFAO ((FG07479.1:100.0,((AO07030500:100.0,58.m07769:100.0):56.5,AN1694.1:100.0):100.0):100.0,
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1928 55.m03215 AN3973.1 AO070263000041 FG07536.1 AFAO yes yes ((FG07536.1:100.0,((AO07026300:100.0,55.m03215:100.0):97.5,AN3973.1:100.0):100.0):100.0,
1929 69.m14892 AN5192.1 AO070237000022 FG07539.1 AFAO yes yes ((FG07539.1:100.0,((AO07023700:100.0,69.m14892:100.0):95.0,AN5192.1:100.0):100.0):100.0,
1930 69.m14884 AN5150.1 AO070237000015 FG07540.1 AFAO yes yes ((FG07540.1:100.0,(AN5150.1:100.0,(69.m14884:100.0,AO07023700:100.0):100.0):100.0):100.0,
1931 70.m15059 AN1162.1 AO070331000152 FG01008.1 AFAO ((FG01008.1:100.0,((AO07033100:100.0,70.m15059:100.0):47.8,AN1162.1:100.0):100.0):100.0,
1932 58.m07771 AN1695.1 AO070305000019 FG07525.1 AFAO yes ((FG07525.1:100.0,((AO07030500:100.0,58.m07771:100.0):82.5,AN1695.1:100.0):100.0):100.0,
1933 57.m05706 AN5226.1 AO070337000252 FG09374.1 AFAN ((FG09374.1:100.0,(AO07033700:100.0,(AN5226.1:100.0,57.m05706:100.0):48.5):100.0):100.0,
1934 66.m04623 AN3413.1 AO070281000039 FG01509.1 AFAO ((FG01509.1:100.0,((AO07028100:100.0,66.m04623:100.0):62.2,AN3413.1:100.0):100.0):100.0,
1935 66.m04646 AN3376.1 AO070281000020 FG09381.1 AFAO yes yes ((FG09381.1:100.0,((AO07028100:100.0,66.m04646:100.0):94.0,AN3376.1:100.0):100.0):100.0,
1936 66.m04639 AN3371.1 AO070281000010 FG09384.1 ANAO yes ((FG09384.1:100.0,((AO07028100:100.0,AN3371.1:100.0):83.0,66.m04639:100.0):100.0):100.0,
1937 66.m04638 AN3370.1 AO070281000023 FG09385.1 AFAO yes ((FG09385.1:100.0,((AO07028100:100.0,66.m04638:100.0):84.0,AN3370.1:100.0):100.0):100.0,
1938 65.m07247 AN6723.1 AO070339000166 FG09061.1 AFAO yes (((AN6723.1:100.0,(AO07033900:100.0,65.m07247:100.0):83.5):99.5,FG09061.1:100.0):100.0,
1939 66.m04635 AN3367.1 AO070281000025 FG09386.1 AFAO yes ((FG09386.1:100.0,((AO07028100:100.0,66.m04635:100.0):76.3,AN3367.1:100.0):100.0):100.0,
1940 70.m15669 AN0403.1 AO070280000032 FG04335.1 AFAO yes yes ((((AO07028000:100.0,70.m15669:100.0):100.0,AN0403.1:100.0):99.0,FG04335.1:100.0):100.0,
1941 52.m04099 AN6234.1 AO070302000121 FG04334.1 AFAN ((FG04334.1:100.0,(AO07030200:100.0,(AN6234.1:100.0,52.m04099:100.0):39.0):100.0):100.0,
1942 70.m15670 AN0609.1 AO070280000031 FG04333.1 AFAO yes yes ((FG04333.1:100.0,((AO07028000:100.0,70.m15670:100.0):95.0,AN0609.1:100.0):100.0):100.0,
1943 58.m07516 AN5592.1 AO070328000011 FG10511.1 AFAO yes yes ((FG10511.1:100.0,(AN5592.1:100.0,(58.m07516:100.0,AO07032800:100.0):100.0):100.0):100.0,
1944 69.m14907 AN5210.1 AO070337000270 FG07528.1 AFAO ((FG07528.1:100.0,((AO07033700:100.0,69.m14907:100.0):74.0,AN5210.1:100.0):100.0):100.0,
1945 59.m08984 AN3034.1 AO070337000075 FG07041.1 AFAN ((FG07041.1:100.0,(AO07033700:100.0,(AN3034.1:100.0,59.m08984:100.0):66.0):100.0):100.0,
1946 59.m08982 AN3035.1 AO070337000077 FG07043.1 ANAO ((FG07043.1:100.0,(59.m08982:100.0,(AN3035.1:100.0,AO07033700:100.0):63.5):100.0):100.0,
1947 54.m06820 AN5705.1 AO070324000154 FG06346.1 AFAO ((FG06346.1:100.0,((AO07032400:100.0,54.m06820:100.0):70.5,AN5705.1:100.0):100.0):100.0,
1948 59.m09408 AN4878.1 AO070338000082 FG06356.1 AFAO ((FG06356.1:100.0,((AO07033800:100.0,59.m09408:100.0):56.0,AN4878.1:100.0):100.0):100.0,
1949 59.m09269 AN2775.1 AO070327000017 FG06353.1 AFAO yes ((FG06353.1:100.0,((AO07032700:100.0,59.m09269:100.0):87.5,AN2775.1:100.0):100.0):100.0,
1950 59.m08735 AN2888.1 AO070338000126 FG06347.1 AFAN ((FG06347.1:100.0,(AO07033800:100.0,(AN2888.1:100.0,59.m08735:100.0):63.0):100.0):100.0,
1951 54.m06826 AN5711.1 AO070324000151 FG06349.1 ANAO ((FG06349.1:100.0,(54.m06826:100.0,(AN5711.1:100.0,AO07032400:100.0):46.5):100.0):100.0,
1952 69.m15000 AN3928.1 AO070341000038 FG02469.1 AFAN ((FG02469.1:100.0,(AO07034100:100.0,(AN3928.1:100.0,69.m15000:100.0):53.5):100.0):100.0,
1953 59.m09474 AN3434.1 AO070265000007 FG07024.1 AFAO yes ((FG07024.1:100.0,((AO07026500:100.0,59.m09474:100.0):84.0,AN3434.1:100.0):100.0):100.0,
1954 59.m09453 AN4998.1 AO070255000029 FG00355.1 AFAO yes ((FG00355.1:100.0,((AO07025500:100.0,59.m09453:100.0):77.5,AN4998.1:100.0):100.0):100.0,
1955 71.m15302 AN8430.1 AO070317000096 FG05828.1 ANAO yes yes ((((AN8430.1:100.0,AO07031700:100.0):98.0,71.m15302:100.0):90.0,FG05828.1:100.0):100.0,
1956 57.m05651 AN4481.1 AO070311000027 FG08802.1 AFAO yes yes ((FG08802.1:100.0,((AO07031100:100.0,57.m05651:100.0):95.5,AN4481.1:100.0):100.0):100.0,
1957 69.m14876 AN5179.1 AO070247000010 FG07484.1 AFAO yes yes ((FG07484.1:100.0,((AO07024700:100.0,69.m14876:100.0):93.5,AN5179.1:100.0):100.0):100.0,
1958 65.m07444 AN4270.1 AO070277000018 FG06945.1 AFAO yes yes ((FG06945.1:100.0,((AO07027700:100.0,65.m07444:100.0):98.0,AN4270.1:100.0):100.0):100.0,
1959 71.m15996 AN8858.1 AO070271000015 FG06944.1 AFAO yes ((FG06944.1:100.0,((AO07027100:100.0,71.m15996:100.0):76.0,AN8858.1:100.0):100.0):100.0,
1960 71.m15925 AN2280.1 AO070295000057 FG06943.1 ANAO yes ((FG06943.1:100.0,(71.m15925:100.0,(AN2280.1:100.0,AO07029500:100.0):75.0):100.0):100.0,
1961 71.m15926 AN2281.1 AO070295000058 FG06942.1 AFAO ((FG06942.1:100.0,((AO07029500:100.0,71.m15926:100.0):38.0,AN2281.1:100.0):100.0):100.0,
1962 71.m15960 AN8828.1 AO070271000052 FG06941.1 AFAO ((FG06941.1:100.0,((71.m15960:100.0,AO07027100:100.0):60.8,AN8828.1:100.0):100.0):100.0,
1963 71.m15914 AN2269.1 AO070295000041 FG05484.1 AFAO ((FG05484.1:100.0,((AO07029500:100.0,71.m15914:100.0):58.5,AN2269.1:100.0):100.0):100.0,
1964 71.m15910 AN2266.1 AO070295000038 FG05469.1 AFAO yes yes ((FG05469.1:100.0,((AO07029500:100.0,71.m15910:100.0):93.0,AN2266.1:100.0):100.0):100.0,
1965 71.m15930 AN2284.1 AO070295000061 FG07266.1 AFAO yes ((FG07266.1:100.0,((AO07029500:100.0,71.m15930:100.0):79.5,AN2284.1:100.0):100.0):100.0,
1966 62.m03119 AN6531.1 AO070270000031 FG02595.1 ANAO yes ((FG02595.1:100.0,((AO07027000:100.0,AN6531.1:100.0):89.5,62.m03119:100.0):100.0):100.0,
1967 62.m03165 AN9528.1 AO070326000021 FG02596.1 ANAO ((FG02596.1:100.0,(62.m03165:100.0,(AN9528.1:100.0,AO07032600:100.0):70.0):100.0):100.0,
1968 71.m15983 AN8848.1 AO070271000028 FG02699.1 AFAO yes yes ((FG02699.1:100.0,((AO07027100:100.0,71.m15983:100.0):94.5,AN8848.1:100.0):100.0):100.0,
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1969 58.m07644 AN2056.1 AO070292000026 FG06749.1 AFAO yes ((FG06749.1:100.0,((AO07029200:100.0,58.m07644:100.0):79.0,AN2056.1:100.0):100.0):100.0,
1970 54.m06757 AN4194.1 AO070315000084 FG05586.1 AFAO yes ((FG05586.1:100.0,((AO07031500:100.0,54.m06757:100.0):85.5,AN4194.1:100.0):100.0):100.0,
1971 62.m03092 AN6505.1 AO070222000021 FG02501.1 AFAO yes yes ((FG02501.1:100.0,((AO07022200:100.0,62.m03092:100.0):92.0,AN6505.1:100.0):100.0):100.0,
1972 62.m03093 AN6506.1 AO070222000022 FG02502.1 ANAO ((FG02502.1:100.0,(62.m03093:100.0,(AN6506.1:100.0,AO07022200:100.0):65.5):100.0):100.0,
1973 62.m03439 AN6500.1 AO070222000014 FG02503.1 ANAO ((FG02503.1:100.0,((AO07022200:100.0,AN6500.1:100.0):64.0,62.m03439:100.0):100.0):100.0,
1974 62.m03087 AN6499.1 AO070222000013 FG02504.1 AFAO ((FG02504.1:100.0,((62.m03087:100.0,AO07022200:100.0):61.5,AN6499.1:100.0):100.0):100.0,
1975 53.m03887 AN8056.1 AO070322000144 FG02510.1 AFAO yes yes ((FG02510.1:100.0,((AO07032200:100.0,53.m03887:100.0):94.5,AN8056.1:100.0):100.0):100.0,
1976 71.m15978 AN8844.1 AO070271000032 FG02497.1 ANAO ((FG02497.1:100.0,((AO07027100:100.0,AN8844.1:100.0):58.0,71.m15978:100.0):100.0):100.0,
1977 71.m15990 AN8855.1 AO070271000019 FG02492.1 AFAO yes ((FG02492.1:100.0,((AO07027100:100.0,71.m15990:100.0):87.0,AN8855.1:100.0):100.0):100.0,
1978 70.m15521 AN0912.1 AO070320000093 FG06675.1 ANAO yes ((FG06675.1:100.0,(70.m15521:100.0,(AN0912.1:100.0,AO07032000:100.0):79.0):100.0):100.0,
1979 72.m19954 AN5911.1 AO070248000037 FG06670.1 AFAO yes ((FG06670.1:100.0,((AO07024800:100.0,72.m19954:100.0):86.5,AN5911.1:100.0):100.0):100.0,
1980 72.m19327 AN6307.1 AO070308000062 FG07250.1 AFAO yes ((FG07250.1:100.0,((AO07030800:100.0,72.m19327:100.0):86.0,AN6307.1:100.0):100.0):100.0,
1981 59.m09084 AN2947.1 AO070337000207 FG06693.1 AFAN ((FG06693.1:100.0,(AO07033700:100.0,(AN2947.1:100.0,59.m09084:100.0):52.0):100.0):100.0,
1982 57.m05585 AN4536.1 AO070321000153 FG06970.1 AFAO ((FG06970.1:100.0,((AO07032100:100.0,57.m05585:100.0):57.5,AN4536.1:100.0):100.0):100.0,
1983 57.m05586 AN4535.1 AO070321000149 FG06969.1 AFAO yes yes ((FG06969.1:100.0,((AO07032100:100.0,57.m05586:100.0):98.5,AN4535.1:100.0):100.0):100.0,
1984 57.m05579 AN4546.1 AO070321000159 FG06979.1 AFAN ((FG06979.1:100.0,(AO07032100:100.0,(AN4546.1:100.0,57.m05579:100.0):72.5):100.0):100.0,
1985 57.m05577 AN4544.1 AO070321000162 FG06977.1 AFAO yes yes ((FG06977.1:100.0,((AO07032100:100.0,57.m05577:100.0):99.0,AN4544.1:100.0):100.0):100.0,
1986 72.m19504 AN6351.1 AO070275000048 FG06950.1 AFAO ((FG06950.1:100.0,((72.m19504:100.0,AO07027500:100.0):51.5,AN6351.1:100.0):100.0):100.0,
1987 57.m05871 AN7473.1 AO070287000053 FG06951.1 AFAO yes ((FG06951.1:100.0,((AO07028700:100.0,57.m05871:100.0):87.0,AN7473.1:100.0):100.0):100.0,
1988 72.m19708 AN2133.1 AO070278000026 FG04155.1 ANAO ((FG04155.1:100.0,(72.m19708:100.0,(AN2133.1:100.0,AO07027800:100.0):50.0):100.0):100.0,
1989 58.m07414 AN3627.1 AO070342000123 FG02585.1 AFAO yes yes ((FG02585.1:100.0,((AO07034200:100.0,58.m07414:100.0):93.0,AN3627.1:100.0):100.0):100.0,
1990 71.m15366 AN0091.1 AO070311000124 FG02567.1 AFAN ((FG02567.1:100.0,(AO07031100:100.0,(AN0091.1:100.0,71.m15366:100.0):45.0):100.0):100.0,
1991 71.m15365 AN0090.1 AO070311000125 FG02566.1 AFAO ((FG02566.1:100.0,((AO07031100:100.0,71.m15365:100.0):50.5,AN0090.1:100.0):100.0):100.0,
1992 71.m15221 AN6911.1 AO070219000015 FG02565.1 AFAO ((FG02565.1:100.0,((AO07021900:100.0,71.m15221:100.0):67.5,AN6911.1:100.0):100.0):100.0,
1993 70.m15128 AN1104.1 AO070285000034 FG02563.1 AFAO yes yes ((FG02563.1:100.0,((AO07028500:100.0,70.m15128:100.0):95.0,AN1104.1:100.0):100.0):100.0,
1994 71.m15368 AN0093.1 AO070311000122 FG02562.1 AFAO ((FG02562.1:100.0,((71.m15368:100.0,AO07031100:100.0):67.0,AN0093.1:100.0):100.0):100.0,
1995 72.m19694 AN2147.1 AO070343000196 FG02561.1 AFAO yes yes ((FG02561.1:100.0,((AO07034300:100.0,72.m19694:100.0):98.5,AN2147.1:100.0):100.0):100.0,
1996 71.m15373 AN9523.1 AO070311000118 FG02581.1 AFAO yes ((FG02581.1:100.0,((AO07031100:100.0,71.m15373:100.0):76.5,AN9523.1:100.0):100.0):100.0,
1997 72.m19794 AN7256.1 AO070297000012 FG03351.1 AFAO yes yes ((FG03351.1:100.0,(AN7256.1:100.0,(72.m19794:100.0,AO07029700:100.0):100.0):100.0):100.0,
1998 71.m15230 AN6907.1 AO070314000006 FG02570.1 ANAO yes ((FG02570.1:100.0,(71.m15230:100.0,(AN6907.1:100.0,AO07031400:100.0):89.5):100.0):100.0,
1999 72.m19170 AN5954.1 AO070340000308 FG02571.1 AFAO ((FG02571.1:100.0,((AO07034000:100.0,72.m19170:100.0):67.0,AN5954.1:100.0):100.0):100.0,
2000 71.m15587 AN8523.1 AO070323000193 FG11302.1 AFAN ((FG11302.1:100.0,((71.m15587:100.0,AN8523.1:100.0):64.5,AO07032300:100.0):100.0):100.0,
2001 59.m08856 AN4951.1 AO070288000003 FG02756.1 ANAO yes yes ((FG02756.1:100.0,(59.m08856:100.0,(AN4951.1:100.0,AO07028800:100.0):94.0):100.0):100.0,
2002 59.m08827 AN4925.1 AO070338000018 FG02757.1 AFAO ((FG02757.1:100.0,((AO07033800:100.0,59.m08827:100.0):57.5,AN4925.1:100.0):100.0):100.0,
2003 67.m02973 AN9200.1 AO070289000054 FG00055.1 ((AO07028900:100.0,((67.m02973:100.0,AN9200.1:100.0):64.3,FG00055.1:100.0):48.3):100.0,
2004 62.m03415 AN8660.1 AO070269000054 FG07636.1 AFAO yes ((FG07636.1:100.0,((AO07026900:100.0,62.m03415:100.0):75.0,AN8660.1:100.0):100.0):100.0,
2005 57.m05400 AN7636.1 AO070294000081 FG01630.1 ANAO ((FG01630.1:100.0,((AO07029400:100.0,AN7636.1:100.0):59.5,57.m05400:100.0):100.0):100.0,
2006 72.m19650 AN7609.1 AO070343000267 FG05016.1 AFAO yes yes ((FG05016.1:100.0,(AN7609.1:100.0,(72.m19650:100.0,AO07034300:100.0):100.0):100.0):100.0,
2007 53.m03765 AN3779.1 AO070310000104 FG05014.1 AFAO ((FG05014.1:100.0,((AO07031000:100.0,53.m03765:100.0):71.0,AN3779.1:100.0):100.0):100.0,
2008 71.m16051 AN0161.1 AO070321000086 FG04996.1 AFAO ((FG04996.1:100.0,((AO07032100:100.0,71.m16051:100.0):58.5,AN0161.1:100.0):100.0):100.0,
2009 71.m15433 AN0156.1 AO070321000094 FG04998.1 ANAO ((FG04998.1:100.0,((AO07032100:100.0,AN0156.1:100.0):68.0,71.m15433:100.0):100.0):100.0,
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2010 71.m15515 AN2312.1 AO070323000042 FG05001.1 AFAO yes yes ((FG05001.1:100.0,((AO07032300:100.0,71.m15515:100.0):99.0,AN2312.1:100.0):100.0):100.0,
2011 71.m15491 AN4721.1 AO070323000062 FG05002.1 AFAO yes yes ((FG05002.1:100.0,((AO07032300:100.0,71.m15491:100.0):98.0,AN4721.1:100.0):100.0):100.0,
2012 72.m19229 AN5901.1 AO070248000039 FG05247.1 AFAO ((FG05247.1:100.0,((AO07024800:100.0,72.m19229:100.0):55.0,AN5901.1:100.0):100.0):100.0,
2013 57.m05380 AN7646.1 AO070294000051 FG09291.1 ANAO yes yes ((FG09291.1:100.0,(57.m05380:100.0,(AN7646.1:100.0,AO07029400:100.0):93.0):100.0):100.0,
2014 54.m06564 AN4046.1 AO070328000129 FG05008.1 AFAO ((FG05008.1:100.0,((54.m06564:100.0,AO07032800:100.0):68.5,AN4046.1:100.0):100.0):100.0,
2015 72.m19366 AN6269.1 AO070304000007 FG06177.1 ANAO ((FG06177.1:100.0,(72.m19366:100.0,(AN6269.1:100.0,AO07030400:100.0):62.0):100.0):100.0,
2016 52.m04033 AN9406.1 AO070274000011 FG09705.1 AFAO yes yes ((FG09705.1:100.0,((AO07027400:100.0,52.m04033:100.0):92.0,AN9406.1:100.0):100.0):100.0,
2017 69.m15507 AN5406.1 AO070333000120 FG09801.1 AFAO yes yes ((FG09801.1:100.0,(AN5406.1:100.0,(69.m15507:100.0,AO07033300:100.0):100.0):100.0):100.0,
2018 55.m02933 AN1423.1 AO070232000019 FG09804.1 ANAO ((FG09804.1:100.0,((AO07023200:100.0,AN1423.1:100.0):46.0,55.m02933:100.0):100.0):100.0,
2019 70.m15244 AN1023.1 AO070343000591 FG09721.1 ANAO ((FG09721.1:100.0,(70.m15244:100.0,(AN1023.1:100.0,AO07034300:100.0):59.0):100.0):100.0,
2020 69.m15181 AN7188.1 AO070252000016 FG09782.1 AFAO yes ((FG09782.1:100.0,((AO07025200:100.0,69.m15181:100.0):88.0,AN7188.1:100.0):100.0):100.0,
2021 65.m07233 AN6735.1 AO070339000181 FG02746.1 AFAO yes ((FG02746.1:100.0,((AO07033900:100.0,65.m07233:100.0):76.3,AN6735.1:100.0):100.0):100.0,
2022 70.m15350 AN0717.1 AO070343000449 FG09647.1 AFAO yes yes ((FG09647.1:100.0,((AO07034300:100.0,70.m15350:100.0):97.0,AN0717.1:100.0):100.0):100.0,
2023 69.m15505 AN5404.1 AO070333000090 FG09796.1 AFAO yes yes ((FG09796.1:100.0,((AO07033300:100.0,69.m15505:100.0):91.5,AN5404.1:100.0):100.0):100.0,
2024 69.m15524 AN5407.1 AO070333000121 FG09797.1 AFAO yes yes ((FG09797.1:100.0,((AO07033300:100.0,69.m15524:100.0):92.0,AN5407.1:100.0):100.0):100.0,
2025 72.m19206 AN5925.1 AO070340000359 FG01945.1 AFAO ((FG01945.1:100.0,((72.m19206:100.0,AO07034000:100.0):51.5,AN5925.1:100.0):100.0):100.0,
2026 72.m18948 AN5821.1 AO070260000024 FG01802.1 AFAO (((AN5821.1:100.0,(AO07026000:100.0,72.m18948:100.0):71.0):99.0,FG01802.1:100.0):100.0,
2027 71.m15494 AN4725.1 AO070323000059 FG09685.1 AFAO yes ((FG09685.1:100.0,((71.m15494:100.0,AO07032300:100.0):87.0,AN4725.1:100.0):100.0):100.0,
2028 71.m15495 AN4726.1 AO070323000058 FG05870.1 AFAO yes yes ((FG05870.1:100.0,((AO07032300:100.0,71.m15495:100.0):94.0,AN4726.1:100.0):100.0):100.0,
2029 71.m15492 AN4723.1 AO070323000061 FG09022.1 AFAO yes yes ((FG09022.1:100.0,(AN4723.1:100.0,(71.m15492:100.0,AO07032300:100.0):100.0):100.0):100.0,
2030 57.m05853 AN7491.1 AO070287000026 FG08668.1 AFAO ((FG08668.1:100.0,((57.m05853:100.0,AO07028700:100.0):44.5,AN7491.1:100.0):100.0):100.0,
2031 69.m15482 AN5450.1 AO070239000029 FG09665.1 AFAO yes ((FG09665.1:100.0,((AO07023900:100.0,69.m15482:100.0):88.0,AN5450.1:100.0):100.0):100.0,
2032 69.m15478 AN5453.1 AO070341000414 FG09038.1 AFAO yes yes ((FG09038.1:100.0,((AO07034100:100.0,69.m15478:100.0):99.0,AN5453.1:100.0):100.0):100.0,
2033 57.m05449 AN7673.1 AO070325000053 FG05293.1 AFAO ((FG05293.1:100.0,((AO07032500:100.0,57.m05449:100.0):65.0,AN7673.1:100.0):100.0):100.0,
2034 52.m03642 AN7950.1 AO070342000340 FG05292.1 AFAO ((FG05292.1:100.0,((AO07034200:100.0,52.m03642:100.0):45.5,AN7950.1:100.0):100.0):100.0,
2035 71.m15740 AN7715.1 AO070325000127 FG06214.1 AFAO yes yes ((FG06214.1:100.0,(AN7715.1:100.0,(71.m15740:100.0,AO07032500:100.0):100.0):100.0):100.0,
2036 71.m15776 AN7750.1 AO070325000175 FG06212.1 AFAO ((FG06212.1:100.0,((71.m15776:100.0,AO07032500:100.0):44.0,AN7750.1:100.0):100.0):100.0,
2037 56.m02323 AN8907.1 AO070319000030 FG09830.1 AFAO ((FG09830.1:100.0,((AO07031900:100.0,56.m02323:100.0):68.0,AN8907.1:100.0):100.0):100.0,
2038 54.m06739 AN4096.1 AO070342000097 FG05503.1 AFAO yes ((FG05503.1:100.0,((AO07034200:100.0,54.m06739:100.0):89.0,AN4096.1:100.0):100.0):100.0,
2039 59.m09401 AN4915.1 AO070338000028 FG05501.1 AFAO ((FG05501.1:100.0,((59.m09401:100.0,AO07033800:100.0):46.0,AN4915.1:100.0):100.0):100.0,
2040 71.m15331 AN0051.1 AO070314000138 FG07303.1 AFAO yes yes ((FG07303.1:100.0,((AO07031400:100.0,71.m15331:100.0):97.0,AN0051.1:100.0):100.0):100.0,
2041 71.m15332 AN0050.1 AO070314000139 FG07302.1 AFAO yes ((FG07302.1:100.0,((AO07031400:100.0,71.m15332:100.0):86.5,AN0050.1:100.0):100.0):100.0,
2042 59.m08803 AN4903.1 AO070338000043 FG07296.1 AFAO yes yes ((FG07296.1:100.0,((AO07033800:100.0,59.m08803:100.0):99.0,AN4903.1:100.0):100.0):100.0,
2043 54.m06745 AN4189.1 AO070342000110 FG07295.1 AFAO ((FG07295.1:100.0,((54.m06745:100.0,AO07034200:100.0):71.5,AN4189.1:100.0):100.0):100.0,
2044 70.m15624 AN0984.1 AO070318000164 FG07294.1 AFAO yes yes ((FG07294.1:100.0,((AO07031800:100.0,70.m15624:100.0):94.5,AN0984.1:100.0):100.0):100.0,
2045 71.m16102 AN7707.1 AO070325000113 FG07284.1 AFAN ((FG07284.1:100.0,(AO07032500:100.0,(AN7707.1:100.0,71.m16102:100.0):50.0):100.0):100.0,
2046 54.m06699 AN0246.1 AO070338000238 FG07290.1 ANAO ((FG07290.1:100.0,(54.m06699:100.0,(AN0246.1:100.0,AO07033800:100.0):69.5):100.0):100.0,
2047 70.m15516 AN0907.1 AO070320000083 FG07291.1 ANAO ((FG07291.1:100.0,((AO07032000:100.0,AN0907.1:100.0):54.3,70.m15516:100.0):100.0):100.0,
2048 54.m06715 AN4073.1 AO070342000062 FG07292.1 AFAN yes ((((AN4073.1:100.0,54.m06715:100.0):84.0,AO07034200:100.0):97.0,FG07292.1:100.0):100.0,
2049 53.m03774 AN8201.1 AO070310000118 FG07280.1 AFAO ((FG07280.1:100.0,((53.m03774:100.0,AO07031000:100.0):65.5,AN8201.1:100.0):100.0):100.0,
2050 53.m03889 AN8054.1 AO070322000146 FG07282.1 AFAO ((FG07282.1:100.0,((AO07032200:100.0,53.m03889:100.0):56.2,AN8054.1:100.0):100.0):100.0,
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2051 72.m19323 AN6311.1 AO070308000066 FG05451.1 ANAO ((FG05451.1:100.0,((AO07030800:100.0,AN6311.1:100.0):53.0,72.m19323:100.0):100.0):100.0,
2052 72.m19955 AN5910.1 AO070248000036 FG07289.1 AFAO ((FG07289.1:100.0,((AO07024800:100.0,72.m19955:100.0):44.3,AN5910.1:100.0):100.0):100.0,
2053 72.m19953 AN5915.1 AO070340000372 FG07288.1 AFAN yes yes ((FG07288.1:100.0,(AO07034000:100.0,(AN5915.1:100.0,72.m19953:100.0):92.5):100.0):100.0,
2054 53.m03875 AN8029.1 AO070322000075 FG07279.1 ANAO ((FG07279.1:100.0,(53.m03875:100.0,(AN8029.1:100.0,AO07032200:100.0):56.5):100.0):100.0,
2055 53.m03886 AN8057.1 AO070322000143 FG07287.1 AFAO yes yes ((FG07287.1:100.0,((AO07032200:100.0,53.m03886:100.0):98.5,AN8057.1:100.0):100.0):100.0,
2056 57.m05868 AN7487.1 AO070287000049 FG05447.1 ANAO ((((AN7487.1:100.0,AO07028700:100.0):49.2,57.m05868:100.0):55.6,FG05447.1:100.0):100.0,
2057 57.m05859 AN7479.1 AO070287000036 FG08865.1 ANAO yes ((FG08865.1:100.0,(57.m05859:100.0,(AN7479.1:100.0,AO07028700:100.0):75.0):100.0):100.0,
2058 57.m05861 AN7480.1 AO070287000037 FG05444.1 AFAO ((FG05444.1:100.0,((57.m05861:100.0,AO07028700:100.0):47.5,AN7480.1:100.0):100.0):100.0,
2059 70.m15635 AN0641.1 AO070318000142 FG02523.1 AFAN yes yes ((FG02523.1:100.0,((AN0641.1:100.0,70.m15635:100.0):100.0,AO07031800:100.0):100.0):100.0,
2060 70.m15636 AN0640.1 AO070318000141 FG02522.1 AFAO yes yes ((FG02522.1:100.0,((AO07031800:100.0,70.m15636:100.0):99.0,AN0640.1:100.0):100.0):100.0,
2061 72.m19324 AN6310.1 AO070308000065 FG07258.1 AFAO yes yes ((FG07258.1:100.0,((AO07030800:100.0,72.m19324:100.0):99.0,AN6310.1:100.0):100.0):100.0,
2062 58.m07659 AN2057.1 AO070292000042 FG07257.1 AFAN yes ((FG07257.1:100.0,(AO07029200:100.0,(AN2057.1:100.0,58.m07659:100.0):81.5):100.0):100.0,
2063 52.m03842 AN4355.1 AO070315000047 FG07255.1 AFAO ((FG07255.1:100.0,((AO07031500:100.0,52.m03842:100.0):56.0,AN4355.1:100.0):100.0):100.0,
2064 72.m19992 AN6214.1 AO070308000078 FG07254.1 AFAO yes ((FG07254.1:100.0,((AO07030800:100.0,72.m19992:100.0):89.0,AN6214.1:100.0):100.0):100.0,
2065 72.m19058 AN6069.1 AO070340000110 FG05453.1 AFAO yes yes ((FG05453.1:100.0,((AO07034000:100.0,72.m19058:100.0):93.0,AN6069.1:100.0):100.0):100.0,
2066 54.m06852 AN5162.1 AO070291000001 FG05454.1 ANAO yes ((FG05454.1:100.0,(54.m06852:100.0,(AN5162.1:100.0,AO07029100:100.0):80.0):100.0):100.0,
2067 72.m19316 AN6217.1 AO070308000074 FG05455.1 AFAO yes yes ((FG05455.1:100.0,((AO07030800:100.0,72.m19316:100.0):98.5,AN6217.1:100.0):100.0):100.0,
2068 71.m15929 AN2283.1 AO070295000060 FG05550.1 AFAO ((FG05550.1:100.0,((AO07029500:100.0,71.m15929:100.0):64.5,AN2283.1:100.0):100.0):100.0,
2069 71.m15767 AN7737.1 AO070325000160 FG05549.1 AFAN yes yes ((FG05549.1:100.0,(AO07032500:100.0,(71.m15767:100.0,AN7737.1:100.0):99.5):100.0):100.0,
2070 71.m15923 AN2278.1 AO070295000054 FG07306.1 AFAO yes ((FG07306.1:100.0,((AO07029500:100.0,71.m15923:100.0):84.5,AN2278.1:100.0):100.0):100.0,
2071 71.m15852 AN2214.1 AO070294000008 FG07307.1 ANAO ((FG07307.1:100.0,(71.m15852:100.0,(AN2214.1:100.0,AO07029400:100.0):64.5):100.0):100.0,
2072 70.m15611 AN0966.1 AO070320000170 FG07308.1 AFAO ((FG07308.1:100.0,((AO07032000:100.0,70.m15611:100.0):60.5,AN0966.1:100.0):100.0):100.0,
2073 70.m15256 AN0651.1 AO070343000576 FG05535.1 AFAN ((FG05535.1:100.0,((70.m15256:100.0,AN0651.1:100.0):72.2,AO07034300:100.0):100.0):100.0,
2074 62.m03203 AN6594.1 AO070326000044 FG05537.1 AFAO yes ((FG05537.1:100.0,((AO07032600:100.0,62.m03203:100.0):75.0,AN6594.1:100.0):100.0):100.0,
2075 72.m19711 AN2130.1 AO070278000033 FG05398.1 AFAO yes yes ((FG05398.1:100.0,(AN2130.1:100.0,(72.m19711:100.0,AO07027800:100.0):100.0):100.0):100.0,
2076 72.m19710 AN9538.1 AO070278000028 FG05399.1 AFAO ((FG05399.1:100.0,((72.m19710:100.0,AO07027800:100.0):68.5,AN9538.1:100.0):100.0):100.0,
2077 62.m03178 AN6589.1 AO070326000037 FG05591.1 AFAN ((FG05591.1:100.0,(AO07032600:100.0,(AN6589.1:100.0,62.m03178:100.0):50.0):100.0):100.0,
2078 58.m07882 AN4443.1 AO070273000010 FG10825.1 AFAO ((FG10825.1:100.0,((AO07027300:100.0,58.m07882:100.0):73.5,AN4443.1:100.0):100.0):100.0,
2079 72.m19363 AN6277.1 AO070304000003 FG07564.1 ANAO yes yes ((FG07564.1:100.0,(72.m19363:100.0,(AN6277.1:100.0,AO07030400:100.0):91.0):100.0):100.0,
2080 71.m15469 AN0204.1 AO070321000040 FG09740.1 AFAO ((FG09740.1:100.0,((AO07032100:100.0,71.m15469:100.0):68.0,AN0204.1:100.0):100.0):100.0,
2081 55.m03225 AN3515.1 AO070302000082 FG10661.1 AFAO yes ((FG10661.1:100.0,((AO07030200:100.0,55.m03225:100.0):89.5,AN3515.1:100.0):100.0):100.0,
2082 55.m03299 AN3516.1 AO070302000081 FG10662.1 ANAO ((FG10662.1:100.0,(55.m03299:100.0,(AN3516.1:100.0,AO07030200:100.0):49.5):100.0):100.0,
2083 59.m08493 AN2497.1 AO070312000123 FG04980.1 AFAO yes ((FG04980.1:100.0,((AO07031200:100.0,59.m08493:100.0):81.5,AN2497.1:100.0):100.0):100.0,
2084 72.m19222 AN5909.1 AO070245000003 FG09678.1 AFAO yes ((FG09678.1:100.0,((AO07024500:100.0,72.m19222:100.0):79.5,AN5909.1:100.0):100.0):100.0,
2085 70.m15325 AN0731.1 AO070343000492 FG10979.1 ANAO yes ((FG10979.1:100.0,(70.m15325:100.0,(AN0731.1:100.0,AO07034300:100.0):80.5):100.0):100.0,
2086 70.m15333 AN9437.1 AO070343000483 FG04948.1 AFAO yes yes ((FG04948.1:100.0,((AO07034300:100.0,70.m15333:100.0):99.0,AN9437.1:100.0):100.0):100.0,
2087 71.m15497 AN2751.1 AO070323000056 FG09663.1 ANAO ((FG09663.1:100.0,(71.m15497:100.0,(AN2751.1:100.0,AO07032300:100.0):68.5):100.0):100.0,
2088 70.m15426 AN0824.1 AO070255000021 FG09661.1 AFAO ((FG09661.1:100.0,((AO07025500:100.0,70.m15426:100.0):56.5,AN0824.1:100.0):100.0):100.0,
2089 72.m19023 AN6141.1 AO070340000061 FG05036.1 AFAO (((AN6141.1:100.0,(72.m19023:100.0,AO07034000:100.0):60.0):99.0,FG05036.1:100.0):100.0,
2090 71.m15752 AN7725.1 AO070325000141 FG05035.1 AFAO yes yes ((FG05035.1:100.0,((AO07032500:100.0,71.m15752:100.0):93.5,AN7725.1:100.0):100.0):100.0,
2091 71.m15444 AN0170.1 AO070321000076 FG02403.1 AFAO (((AN0170.1:100.0,(AO07032100:100.0,71.m15444:100.0):79.8):71.7,FG02403.1:100.0):100.0,
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2092 71.m15447 AN0174.1 AO070321000070 FG01730.1 AFAO ((FG01730.1:100.0,((AO07032100:100.0,71.m15447:100.0):60.0,AN0174.1:100.0):100.0):100.0,
2093 69.m15255 AN0593.1 AO070280000019 FG05284.1 ANAO ((FG05284.1:100.0,(69.m15255:100.0,(AN0593.1:100.0,AO07028000:100.0):65.0):100.0):100.0,
2094 71.m16050 AN0162.1 AO070321000085 FG05283.1 ANAO ((FG05283.1:100.0,((AO07032100:100.0,AN0162.1:100.0):41.3,71.m16050:100.0):100.0):100.0,
2095 71.m15438 AN0163.1 AO070321000084 FG05282.1 AFAO yes yes ((FG05282.1:100.0,((AO07032100:100.0,71.m15438:100.0):95.5,AN0163.1:100.0):100.0):100.0,
2096 71.m15439 AN0164.1 AO070321000083 FG05281.1 AFAO ((FG05281.1:100.0,((AO07032100:100.0,71.m15439:100.0):71.0,AN0164.1:100.0):100.0):100.0,
2097 71.m15441 AN0166.1 AO070321000080 FG05288.1 AFAO yes ((FG05288.1:100.0,((AO07032100:100.0,71.m15441:100.0):85.5,AN0166.1:100.0):100.0):100.0,
2098 71.m15440 AN0165.1 AO070321000081 FG05286.1 AFAO yes ((FG05286.1:100.0,((AO07032100:100.0,71.m15440:100.0):75.0,AN0165.1:100.0):100.0):100.0,
2099 72.m20010 AN2139.1 AO070343000184 FG07145.1 AFAO yes yes (((AN2139.1:100.0,(AO07034300:100.0,72.m20010:100.0):93.5):99.0,FG07145.1:100.0):100.0,
2100 72.m20017 AN2164.1 AO070343000224 FG05276.1 ANAO ((FG05276.1:100.0,(72.m20017:100.0,(AN2164.1:100.0,AO07034300:100.0):70.5):100.0):100.0,
2101 72.m19284 AN6186.1 AO070308000114 FG05269.1 AFAO yes yes ((FG05269.1:100.0,(AN6186.1:100.0,(72.m19284:100.0,AO07030800:100.0):100.0):100.0):100.0,
2102 69.m15692 AN0577.1 AO070272000057 FG05259.1 AFAO yes yes ((FG05259.1:100.0,((AO07027200:100.0,69.m15692:100.0):99.0,AN0577.1:100.0):100.0):100.0,
2103 69.m15251 AN0596.1 AO070280000022 FG05252.1 AFAO yes yes ((FG05252.1:100.0,(AN0596.1:100.0,(69.m15251:100.0,AO07028000:100.0):100.0):100.0):100.0,
2104 71.m15513 AN2306.1 AO070323000044 FG05251.1 AFAO ((FG05251.1:100.0,((AO07032300:100.0,71.m15513:100.0):59.0,AN2306.1:100.0):100.0):100.0,
2105 59.m08845 AN4941.1 AO070338000002 FG05255.1 AFAO yes ((FG05255.1:100.0,((AO07033800:100.0,59.m08845:100.0):86.5,AN4941.1:100.0):100.0):100.0,
2106 69.m15231 AN2430.1 AO070188000004 FG05256.1 AFAO yes ((FG05256.1:100.0,((AO07018800:100.0,69.m15231:100.0):87.5,AN2430.1:100.0):100.0):100.0,
2107 58.m07840 AN3868.1 AO070305000104 FG01992.1 AFAO yes ((FG01992.1:100.0,((AO07030500:100.0,58.m07840:100.0):86.5,AN3868.1:100.0):100.0):100.0,
2108 65.m07236 AN6732.1 AO070339000178 FG05235.1 AFAO yes ((FG05235.1:100.0,((AO07033900:100.0,65.m07236:100.0):83.0,AN6732.1:100.0):100.0):100.0,
2109 55.m03221 AN6442.1 AO070325000114 FG09039.1 AFAO yes yes ((FG09039.1:100.0,((AO07032500:100.0,55.m03221:100.0):95.5,AN6442.1:100.0):100.0):100.0,
2110 71.m15474 AN0211.1 AO070321000033 FG05305.1 AFAN yes ((FG05305.1:100.0,(AO07032100:100.0,(AN0211.1:100.0,71.m15474:100.0):77.5):100.0):100.0,
2111 71.m15511 AN2308.1 AO070323000046 FG05303.1 ANAO yes ((FG05303.1:100.0,(71.m15511:100.0,(AN2308.1:100.0,AO07032300:100.0):75.5):100.0):100.0,
2112 69.m15269 AN0576.1 AO070272000056 FG05306.1 AFAO yes yes ((FG05306.1:100.0,((AO07027200:100.0,69.m15269:100.0):98.0,AN0576.1:100.0):100.0):100.0,
2113 71.m15516 AN2318.1 AO070323000040 FG09811.1 AFAO ((FG09811.1:100.0,((AO07032300:100.0,71.m15516:100.0):46.5,AN2318.1:100.0):100.0):100.0,
2114 69.m15695 AN6391.1 AO070343000154 FG09815.1 AFAN ((FG09815.1:100.0,(AO07034300:100.0,(69.m15695:100.0,AN6391.1:100.0):72.0):99.5):100.0,
2115 69.m15287 AN0560.1 AO070272000037 FG09816.1 AFAO ((FG09816.1:100.0,((AO07027200:100.0,69.m15287:100.0):55.5,AN0560.1:100.0):100.0):100.0,
2116 69.m15288 AN0559.1 AO070272000036 FG09817.1 AFAO yes ((FG09817.1:100.0,((AO07027200:100.0,69.m15288:100.0):87.0,AN0559.1:100.0):100.0):100.0,
2117 69.m15301 AN0502.1 AO070226000015 FG09818.1 AFAO ((FG09818.1:100.0,((AO07022600:100.0,69.m15301:100.0):71.5,AN0502.1:100.0):100.0):100.0,
2118 70.m15259 AN0655.1 AO070343000571 FG10100.1 AFAN ((FG10100.1:100.0,(AO07034300:100.0,(70.m15259:100.0,AN0655.1:100.0):69.5):100.0):100.0,
2119 57.m05454 AN7677.1 AO070325000067 FG10096.1 ANAO yes yes ((FG10096.1:100.0,(57.m05454:100.0,(AN7677.1:100.0,AO07032500:100.0):96.0):100.0):100.0,
2120 57.m05455 AN7678.1 AO070325000068 FG10095.1 AFAO ((FG10095.1:100.0,((57.m05455:100.0,AO07032500:100.0):46.5,AN7678.1:100.0):100.0):100.0,
2121 69.m15469 AN5484.1 AO070341000401 FG10064.1 ANAO yes ((FG10064.1:100.0,((AO07034100:100.0,AN5484.1:100.0):86.0,69.m15469:100.0):100.0):100.0,
2122 59.m08450 AN2529.1 AO070300000122 FG09979.1 AFAN ((FG09979.1:100.0,(AO07030000:100.0,(AN2529.1:100.0,59.m08450:100.0):64.0):100.0):100.0,
2123 57.m05635 AN4496.1 AO070311000048 FG10016.1 AFAO yes yes ((FG10016.1:100.0,((AO07031100:100.0,57.m05635:100.0):96.0,AN4496.1:100.0):100.0):100.0,
2124 66.m04576 AN9109.1 AO070332000159 FG10199.1 AFAO yes ((FG10199.1:100.0,((AO07033200:100.0,66.m04576:100.0):88.5,AN9109.1:100.0):100.0):100.0,
2125 57.m05406 AN7632.1 AO070268000004 FG10200.1 ANAO ((FG10200.1:100.0,(57.m05406:100.0,(AN7632.1:100.0,AO07026800:100.0):63.0):100.0):100.0,
2126 59.m08663 AN3084.1 AO070334000122 FG10308.1 AFAO ((FG10308.1:100.0,((59.m08663:100.0,AO07033400:100.0):58.3,AN3084.1:100.0):100.0):100.0,
2127 70.m15292 AN0689.1 AO070343000524 FG09921.1 ANAO yes ((FG09921.1:100.0,(70.m15292:100.0,(AN0689.1:100.0,AO07034300:100.0):82.0):100.0):100.0,
2128 70.m15293 AN0690.1 AO070343000523 FG09923.1 AFAN ((FG09923.1:100.0,(AO07034300:100.0,(AN0690.1:100.0,70.m15293:100.0):39.0):100.0):100.0,
2129 59.m08665 AN5014.1 AO070334000120 FG09974.1 AFAO yes ((FG09974.1:100.0,((AO07033400:100.0,59.m08665:100.0):89.5,AN5014.1:100.0):100.0):100.0,
2130 57.m05939 AN7671.1 AO070325000051 FG09975.1 AFAN ((FG09975.1:100.0,(AO07032500:100.0,(AN7671.1:100.0,57.m05939:100.0):46.0):100.0):100.0,
2131 57.m05404 AN7625.1 AO070294000090 FG09940.1 AFAO yes yes ((FG09940.1:100.0,((AO07029400:100.0,57.m05404:100.0):91.0,AN7625.1:100.0):100.0):100.0,
2132 57.m05916 AN7428.1 AO070197000009 FG10226.1 AFAN yes ((FG10226.1:100.0,(AO07019700:100.0,(AN7428.1:100.0,57.m05916:100.0):76.0):100.0):100.0,
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2133 53.m03783 AN9460.1 AO070310000131 FG06800.1 AFAO yes yes ((FG06800.1:100.0,((AO07031000:100.0,53.m03783:100.0):92.5,AN9460.1:100.0):100.0):100.0,
2134 53.m03793 AN8185.1 AO070310000139 FG06799.1 AFAO ((FG06799.1:100.0,((53.m03793:100.0,AO07031000:100.0):66.0,AN8185.1:100.0):100.0):100.0,
2135 53.m03792 AN8187.1 AO070310000138 FG06798.1 ANAO ((FG06798.1:100.0,(53.m03792:100.0,(AN8187.1:100.0,AO07031000:100.0):58.0):100.0):100.0,
2136 53.m03857 AN8010.1 AO070322000057 FG06822.1 AFAO yes ((FG06822.1:100.0,((53.m03857:100.0,AO07032200:100.0):81.8,AN8010.1:100.0):100.0):100.0,
2137 53.m03891 AN8051.1 AO070292000094 FG07349.1 AFAO yes yes ((FG07349.1:100.0,((AO07029200:100.0,53.m03891:100.0):97.0,AN8051.1:100.0):100.0):100.0,
2138 53.m03827 AN8117.1 AO070322000025 FG07347.1 ANAO yes ((FG07347.1:100.0,(53.m03827:100.0,(AN8117.1:100.0,AO07032200:100.0):76.5):100.0):100.0,
2139 70.m15385 AN1146.1 AO070316000058 FG01883.1 AFAO ((FG01883.1:100.0,((70.m15385:100.0,AO07031600:100.0):51.5,AN1146.1:100.0):100.0):100.0,
2140 71.m15945 AN2296.1 AO070295000077 FG07420.1 AFAO yes ((FG07420.1:100.0,((AO07029500:100.0,71.m15945:100.0):85.5,AN2296.1:100.0):100.0):100.0,
2141 71.m15924 AN2279.1 AO070295000056 FG07419.1 AFAO ((FG07419.1:100.0,((AO07029500:100.0,71.m15924:100.0):64.5,AN2279.1:100.0):100.0):100.0,
2142 62.m03192 AN6604.1 AO070326000055 FG05227.1 AFAO ((FG05227.1:100.0,((AO07032600:100.0,62.m03192:100.0):70.0,AN6604.1:100.0):100.0):100.0,
2143 58.m08926 AN8488.1 AO070299000105 FG06394.1 AFAO (((AN8488.1:100.0,(AO07029900:100.0,58.m08926:100.0):89.2):50.8,FG06394.1:100.0):100.0,
2144 62.m03196 AN6601.1 AO070326000052 FG05224.1 AFAO yes ((FG05224.1:100.0,((AO07032600:100.0,62.m03196:100.0):78.0,AN6601.1:100.0):100.0):100.0,
2145 62.m03125 AN6548.1 AO070270000037 FG05223.1 ANAO yes ((FG05223.1:100.0,((AO07027000:100.0,AN6548.1:100.0):87.0,62.m03125:100.0):100.0):100.0,
2146 62.m03126 AN6547.1 AO070270000038 FG05222.1 ANAO yes ((FG05222.1:100.0,(62.m03126:100.0,(AN6547.1:100.0,AO07027000:100.0):86.0):100.0):100.0,
2147 62.m03127 AN6546.1 AO070270000039 FG05194.1 AFAO ((FG05194.1:100.0,((AO07027000:100.0,62.m03127:100.0):69.5,AN6546.1:100.0):100.0):100.0,
2148 62.m03121 AN6533.1 AO070270000033 FG06239.1 AFAO yes yes ((FG06239.1:100.0,((AO07027000:100.0,62.m03121:100.0):99.0,AN6533.1:100.0):100.0):100.0,
2149 59.m08759 AN2909.1 AO070338000097 FG09891.1 ANAO yes yes ((FG09891.1:100.0,(59.m08759:100.0,(AN2909.1:100.0,AO07033800:100.0):98.0):100.0):100.0,
2150 57.m05913 AN7431.1 AO070229000002 FG09892.1 AFAO yes ((FG09892.1:100.0,((AO07022900:100.0,57.m05913:100.0):77.0,AN7431.1:100.0):100.0):100.0,
2151 57.m05465 AN7688.1 AO070325000082 FG10309.1 AFAO ((FG10309.1:100.0,((AO07032500:100.0,57.m05465:100.0):71.5,AN7688.1:100.0):100.0):100.0,
2152 57.m05650 AN2555.1 AO070319000164 FG05797.1 AFAO ((FG05797.1:100.0,((57.m05650:100.0,AO07031900:100.0):62.0,AN2555.1:100.0):100.0):100.0,
2153 59.m09323 AN3462.1 AO070265000040 FG04578.1 AFAO yes yes ((FG04578.1:100.0,(AN3462.1:100.0,(59.m09323:100.0,AO07026500:100.0):100.0):100.0):100.0,
2154 58.m08894 AN4159.1 AO070342000188 FG10264.1 AFAO yes yes ((FG10264.1:100.0,(AN4159.1:100.0,(58.m08894:100.0,AO07034200:100.0):100.0):100.0):100.0,
2155 69.m15721 AN5486.1 AO070341000397 FG10250.1 ANAO ((FG10250.1:100.0,((AO07034100:100.0,AN5486.1:100.0):39.5,69.m15721:100.0):100.0):100.0,
2156 70.m15290 AN0687.1 AO070343000527 FG10249.1 AFAN yes ((FG10249.1:100.0,(AO07034300:100.0,(AN0687.1:100.0,70.m15290:100.0):87.0):100.0):100.0,
2157 72.m18942 AN5812.1 AO070260000035 FG10188.1 AFAO yes yes ((FG10188.1:100.0,((72.m18942:100.0,AO07026000:100.0):93.0,AN5812.1:100.0):100.0):100.0,
2158 70.m14866 AN1363.1 AO070243000001 FG01545.1 AFAN ((FG01545.1:100.0,(AO07024300:100.0,(AN1363.1:100.0,70.m14866:100.0):59.0):100.0):100.0,
2159 72.m19399 AN6257.1 AO070304000031 FG06265.1 AFAO yes yes ((FG06265.1:100.0,((AO07030400:100.0,72.m19399:100.0):98.0,AN6257.1:100.0):100.0):100.0,
2160 72.m19400 AN6256.1 AO070304000032 FG06266.1 AFAO ((FG06266.1:100.0,((72.m19400:100.0,AO07030400:100.0):65.5,AN6256.1:100.0):100.0):100.0,
2161 58.m09013 AN4307.1 AO070207000012 FG01542.1 AFAO yes yes ((FG01542.1:100.0,((AO07020700:100.0,58.m09013:100.0):96.5,AN4307.1:100.0):100.0):100.0,
2162 70.m15746 AN3771.1 AO070233000011 FG06571.1 AFAO yes yes ((FG06571.1:100.0,(AN3771.1:100.0,(70.m15746:100.0,AO07023300:100.0):100.0):100.0):100.0,
2163 70.m14865 AN1364.1 AO070215000017 FG01540.1 ANAO yes yes ((FG01540.1:100.0,((AN1364.1:100.0,AO07021500:100.0):100.0,70.m14865:100.0):100.0):100.0,
2164 54.m06635 AN0444.1 AO070338000306 FG06272.1 AFAO yes yes ((FG06272.1:100.0,((AO07033800:100.0,54.m06635:100.0):96.5,AN0444.1:100.0):100.0):100.0,
2165 72.m19344 AN6291.1 AO070308000001 FG00958.1 ANAO yes ((FG00958.1:100.0,(72.m19344:100.0,(AN6291.1:100.0,AO07030800:100.0):86.5):100.0):100.0,
2166 72.m19305 AN6207.1 AO070308000086 FG04416.1 ANAO yes ((FG04416.1:100.0,(72.m19305:100.0,(AN6207.1:100.0,AO07030800:100.0):84.0):100.0):100.0,
2167 58.m07597 AN1989.1 AO070301000077 FG04413.1 AFAO ((FG04413.1:100.0,((AO07030100:100.0,58.m07597:100.0):66.0,AN1989.1:100.0):100.0):100.0,
2168 58.m07574 AN1969.1 AO070301000053 FG04412.1 AFAN ((FG04412.1:100.0,(AO07030100:100.0,(AN1969.1:100.0,58.m07574:100.0):58.5):100.0):100.0,
2169 65.m07245 AN6725.1 AO070339000169 FG04411.1 AFAO ((FG04411.1:100.0,((AO07033900:100.0,65.m07245:100.0):55.0,AN6725.1:100.0):100.0):100.0,
2170 65.m07244 AN6726.1 AO070339000170 FG04410.1 AFAO ((FG04410.1:100.0,((AO07033900:100.0,65.m07244:100.0):52.5,AN6726.1:100.0):100.0):100.0,
2171 72.m19331 AN6303.1 AO070308000058 FG00327.1 AFAO ((FG00327.1:100.0,((AO07030800:100.0,72.m19331:100.0):61.5,AN6303.1:100.0):100.0):100.0,
2172 72.m19332 AN6302.1 AO070308000057 FG00328.1 AFAO yes ((FG00328.1:100.0,((AO07030800:100.0,72.m19332:100.0):82.5,AN6302.1:100.0):100.0):100.0,
2173 72.m19334 AN6300.1 AO070308000056 FG00329.1 AFAO ((FG00329.1:100.0,((AO07030800:100.0,72.m19334:100.0):61.5,AN6300.1:100.0):100.0):100.0,
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2174 72.m19346 AN6289.1 AO070308000003 FG00957.1 ANAO ((FG00957.1:100.0,(72.m19346:100.0,(AN6289.1:100.0,AO07030800:100.0):69.5):100.0):100.0,
2175 58.m07906 AN4417.1 AO070273000038 FG10865.1 AFAO yes yes ((FG10865.1:100.0,((AO07027300:100.0,58.m07906:100.0):98.0,AN4417.1:100.0):100.0):100.0,
2176 58.m07905 AN4416.1 AO070273000037 FG10864.1 AFAO yes yes ((FG10864.1:100.0,((AO07027300:100.0,58.m07905:100.0):96.5,AN4416.1:100.0):100.0):100.0,
2177 54.m06844 AN5724.1 AO070324000127 FG10863.1 AFAO yes ((FG10863.1:100.0,((AO07032400:100.0,54.m06844:100.0):77.5,AN5724.1:100.0):100.0):100.0,
2178 54.m06845 AN5725.1 AO070324000126 FG10858.1 AFAO yes yes ((FG10858.1:100.0,((AO07032400:100.0,54.m06845:100.0):94.5,AN5725.1:100.0):100.0):100.0,
2179 71.m15424 AN0141.1 AO070321000108 FG10860.1 AFAO yes ((FG10860.1:100.0,((AO07032100:100.0,71.m15424:100.0):82.5,AN0141.1:100.0):100.0):100.0,
2180 69.m15289 AN0558.1 AO070272000034 FG06037.1 AFAO yes yes ((FG06037.1:100.0,((AO07027200:100.0,69.m15289:100.0):98.5,AN0558.1:100.0):100.0):100.0,
2181 69.m15223 AN2435.1 AO070264000043 FG06039.1 AFAO ((FG06039.1:100.0,((AO07026400:100.0,69.m15223:100.0):63.5,AN2435.1:100.0):100.0):100.0,
2182 58.m07600 AN1991.1 AO070301000081 FG06043.1 AFAO yes yes ((FG06043.1:100.0,((AO07030100:100.0,58.m07600:100.0):98.0,AN1991.1:100.0):100.0):100.0,
2183 70.m15205 AN1048.1 AO070313000110 FG01615.1 AFAO yes ((FG01615.1:100.0,((AO07031300:100.0,70.m15205:100.0):76.5,AN1048.1:100.0):100.0):100.0,
2184 69.m15487 AN5447.1 AO070333000115 FG01572.1 AFAO ((FG01572.1:100.0,((AO07033300:100.0,69.m15487:100.0):61.5,AN5447.1:100.0):100.0):100.0,
2185 72.m19640 AN7606.1 AO070343000278 FG04302.1 AFAO yes ((FG04302.1:100.0,((AO07034300:100.0,72.m19640:100.0):86.5,AN7606.1:100.0):100.0):100.0,
2186 72.m19357 AN6282.1 AO070308000029 FG01571.1 AFAO yes yes ((FG01571.1:100.0,(AN6282.1:100.0,(72.m19357:100.0,AO07030800:100.0):100.0):100.0):100.0,
2187 72.m19642 AN7604.1 AO070343000276 FG04294.1 AFAO yes yes ((FG04294.1:100.0,((AO07034300:100.0,72.m19642:100.0):97.0,AN7604.1:100.0):100.0):100.0,
2188 71.m15419 AN0135.1 AO070321000117 FG10861.1 AFAO ((FG10861.1:100.0,((AO07032100:100.0,71.m15419:100.0):64.5,AN0135.1:100.0):100.0):100.0,
2189 71.m15259 AN6875.1 AO070314000048 FG01690.1 AFAO yes yes ((FG01690.1:100.0,((AO07031400:100.0,71.m15259:100.0):92.5,AN6875.1:100.0):100.0):100.0,
2190 58.m08956 AN5619.1 AO070301000020 FG11224.1 AFAO yes yes ((FG11224.1:100.0,(AN5619.1:100.0,(58.m08956:100.0,AO07030100:100.0):100.0):100.0):100.0,
2191 58.m07549 AN5626.1 AO070301000025 FG00330.1 ANAO ((FG00330.1:100.0,((AO07030100:100.0,AN5626.1:100.0):73.0,58.m07549:100.0):100.0):100.0,
2192 69.m15405 AN3693.1 AO070341000321 FG00332.1 AFAO ((FG00332.1:100.0,((69.m15405:100.0,AO07034100:100.0):61.0,AN3693.1:100.0):100.0):100.0,
2193 69.m15406 AN3692.1 AO070341000323 FG00333.1 AFAO ((FG00333.1:100.0,((AO07034100:100.0,69.m15406:100.0):58.5,AN3692.1:100.0):100.0):100.0,
2194 72.m19301 AN6202.1 AO070308000092 FG06289.1 AFAO yes yes ((FG06289.1:100.0,((AO07030800:100.0,72.m19301:100.0):92.0,AN6202.1:100.0):100.0):100.0,
2195 72.m19302 AN6203.1 AO070308000091 FG06288.1 ANAO yes ((FG06288.1:100.0,(72.m19302:100.0,(AN6203.1:100.0,AO07030800:100.0):81.5):100.0):100.0,
2196 54.m06789 AN4227.1 AO070234000022 FG01453.1 AFAN ((FG01453.1:100.0,(AO07023400:100.0,(AN4227.1:100.0,54.m06789:100.0):48.5):100.0):100.0,
2197 58.m08008 AN4316.1 AO070230000004 FG04369.1 AFAO ((FG04369.1:100.0,((AO07023000:100.0,58.m08008:100.0):70.5,AN4316.1:100.0):100.0):100.0,
2198 54.m06431 AN0328.1 AO070334000002 FG06256.1 ANAO ((FG06256.1:100.0,(54.m06431:100.0,(AN0328.1:100.0,AO07033400:100.0):60.0):100.0):100.0,
2199 54.m06432 AN0329.1 AO070334000003 FG06255.1 AFAO ((FG06255.1:100.0,((54.m06432:100.0,AO07033400:100.0):54.0,AN0329.1:100.0):100.0):100.0,
2200 54.m06418 AN0339.1 AO070318000017 FG04322.1 AFAO yes yes ((FG04322.1:100.0,(AN0339.1:100.0,(54.m06418:100.0,AO07031800:100.0):100.0):100.0):100.0,
2201 59.m09272 AN2771.1 AO070327000013 FG06352.1 AFAO yes ((FG06352.1:100.0,((AO07032700:100.0,59.m09272:100.0):89.5,AN2771.1:100.0):100.0):100.0,
2202 54.m06804 AN4241.1 AO070324000173 FG06354.1 ANAO ((FG06354.1:100.0,(54.m06804:100.0,(AN4241.1:100.0,AO07032400:100.0):54.0):100.0):100.0,
2203 56.m03103 AN7313.1 AO070319000136 FG11366.1 yes yes (((AO07031900:100.0,56.m03103:100.0):100.0,(AN7313.1:100.0,FG11366.1:100.0):100.0):100.0,
2204 59.m08925 AN3073.1 AO070224000013 FG10797.1 AFAO yes ((FG10797.1:100.0,((AO07022400:100.0,59.m08925:100.0):89.5,AN3073.1:100.0):100.0):100.0,
2205 59.m08918 AN3080.1 AO070224000006 FG10799.1 AFAO ((FG10799.1:100.0,((AO07022400:100.0,59.m08918:100.0):70.5,AN3080.1:100.0):100.0):100.0,
2206 59.m08916 AN3082.1 AO070224000004 FG10795.1 AFAO yes yes ((FG10795.1:100.0,((AO07022400:100.0,59.m08916:100.0):94.0,AN3082.1:100.0):100.0):100.0,
2207 69.m15413 AN3708.1 AO070341000333 FG07949.1 ANAO ((((AN3708.1:100.0,AO07034100:100.0):53.2,69.m15413:100.0):87.0,FG07949.1:100.0):100.0,
2208 69.m15395 AN3687.1 AO070342000308 FG00353.1 ANAO ((((AN3687.1:100.0,AO07034200:100.0):51.0,69.m15395:100.0):96.0,FG00353.1:100.0):100.0,
2209 69.m15371 AN5669.1 AO070342000262 FG06342.1 AFAO ((FG06342.1:100.0,((69.m15371:100.0,AO07034200:100.0):42.5,AN5669.1:100.0):100.0):100.0,
2210 69.m15400 AN3689.1 AO070341000313 FG07044.1 AFAO ((FG07044.1:100.0,((AO07034100:100.0,69.m15400:100.0):57.3,AN3689.1:100.0):100.0):100.0,
2211 57.m05517 AN4594.1 AO070267000010 FG05493.1 ANAO ((FG05493.1:100.0,(57.m05517:100.0,(AN4594.1:100.0,AO07026700:100.0):45.7):100.0):100.0,
2212 62.m03484 AN9007.1 AO070315000107 FG06068.1 AFAO yes yes ((FG06068.1:100.0,((AO07031500:100.0,62.m03484:100.0):99.0,AN9007.1:100.0):100.0):100.0,
2213 58.m07314 AN5660.1 AO070342000252 FG10787.1 AFAO ((FG10787.1:100.0,((AO07034200:100.0,58.m07314:100.0):55.5,AN5660.1:100.0):100.0):100.0,
2214 58.m07386 AN0046.1 AO070342000162 FG06880.1 yes ((((AO07034200:100.0,58.m07386:100.0):100.0,FG06880.1:100.0):88.0,AN0046.1:100.0):100.0,
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2215 65.m07240 AN6730.1 AO070339000174 FG07495.1 AFAO yes yes ((FG07495.1:100.0,((AO07033900:100.0,65.m07240:100.0):96.5,AN6730.1:100.0):100.0):100.0,
2216 69.m14895 AN5196.1 AO070237000026 FG01399.1 AFAO ((FG01399.1:100.0,((AO07023700:100.0,69.m14895:100.0):63.0,AN5196.1:100.0):100.0):100.0,
2217 69.m14894 AN5195.1 AO070237000025 FG01398.1 ANAO yes ((((AN5195.1:100.0,AO07023700:100.0):75.0,69.m14894:100.0):94.7,FG01398.1:100.0):100.0,
2218 69.m14898 AN5199.1 AO070237000029 FG01397.1 AFAO ((FG01397.1:100.0,((AO07023700:100.0,69.m14898:100.0):60.0,AN5199.1:100.0):100.0):100.0,
2219 69.m14899 AN5200.1 AO070237000030 FG01395.1 AFAO yes yes ((FG01395.1:100.0,((AO07023700:100.0,69.m14899:100.0):94.5,AN5200.1:100.0):100.0):100.0,
2220 58.m07812 AN3833.1 AO070305000071 FG09396.1 AFAO yes ((FG09396.1:100.0,((AO07030500:100.0,58.m07812:100.0):76.0,AN3833.1:100.0):100.0):100.0,
2221 58.m07774 AN1698.1 AO070305000022 FG07524.1 AFAO yes ((FG07524.1:100.0,((AO07030500:100.0,58.m07774:100.0):79.5,AN1698.1:100.0):100.0):100.0,
2222 59.m08953 AN3061.1 AO070337000012 FG10964.1 AFAO ((FG10964.1:100.0,((AO07033700:100.0,59.m08953:100.0):56.0,AN3061.1:100.0):100.0):100.0,
2223 59.m08928 AN3069.1 AO070337000005 FG10940.1 AFAO yes yes ((FG10940.1:100.0,((AO07033700:100.0,59.m08928:100.0):99.0,AN3069.1:100.0):100.0):100.0,
2224 63.m00662 AN8354.1 AO070342000083 FG03042.1 AFAO yes yes ((FG03042.1:100.0,(AN8354.1:100.0,(63.m00662:100.0,AO07034200:100.0):100.0):100.0):100.0,
2225 58.m07484 AN5558.1 AO070328000053 FG03315.1 ANAO ((FG03315.1:100.0,(58.m07484:100.0,(AN5558.1:100.0,AO07032800:100.0):45.5):100.0):100.0,
2226 58.m07505 AN5578.1 AO070328000026 FG10526.1 AFAO yes yes ((FG10526.1:100.0,(AN5578.1:100.0,(58.m07505:100.0,AO07032800:100.0):100.0):100.0):100.0,
2227 72.m19121 AN6036.1 AO070340000252 FG05873.1 AFAO ((FG05873.1:100.0,((AO07034000:100.0,72.m19121:100.0):58.0,AN6036.1:100.0):100.0):100.0,
2228 56.m02304 AN8891.1 AO070293000026 FG07551.1 ANAO ((FG07551.1:100.0,(56.m02304:100.0,(AN8891.1:100.0,AO07029300:100.0):67.5):100.0):100.0,
2229 62.m03458 AN8761.1 AO070277000065 FG10708.1 AFAN ((FG10708.1:100.0,((62.m03458:100.0,AN8761.1:100.0):47.5,AO07027700:100.0):100.0):100.0,
2230 58.m07570 AN1965.1 AO070301000046 FG09299.1 AFAN yes ((FG09299.1:100.0,(AO07030100:100.0,(AN1965.1:100.0,58.m07570:100.0):82.0):100.0):100.0,
2231 71.m15397 AN0118.1 AO070311000095 FG09607.1 AFAO yes yes ((FG09607.1:100.0,(AN0118.1:100.0,(71.m15397:100.0,AO07031100:100.0):100.0):100.0):100.0,
2232 71.m15745 AN7719.1 AO070325000133 FG06186.1 AFAO ((FG06186.1:100.0,((71.m15745:100.0,AO07032500:100.0):55.0,AN7719.1:100.0):100.0):100.0,
2233 71.m15482 AN0229.1 AO070323000079 FG05653.1 AFAO ((FG05653.1:100.0,((71.m15482:100.0,AO07032300:100.0):66.0,AN0229.1:100.0):100.0):100.0,
2234 70.m15424 AN0823.1 AO070255000022 FG05645.1 ANAO yes ((FG05645.1:100.0,(70.m15424:100.0,(AN0823.1:100.0,AO07025500:100.0):80.5):100.0):100.0,
2235 52.m04025 AN9399.1 AO070274000017 FG09564.1 AFAO yes ((FG09564.1:100.0,((AO07027400:100.0,52.m04025:100.0):80.0,AN9399.1:100.0):100.0):100.0,
2236 57.m05848 AN7495.1 AO070287000021 FG09807.1 ANAO ((FG09807.1:100.0,((AO07028700:100.0,AN7495.1:100.0):53.0,57.m05848:100.0):100.0):100.0,
2237 57.m05852 AN7492.1 AO070287000025 FG09810.1 AFAN ((FG09810.1:100.0,((57.m05852:100.0,AN7492.1:100.0):52.5,AO07028700:100.0):100.0):100.0,
2238 71.m15848 AN2216.1 AO070294000003 FG09604.1 ANAO yes yes ((FG09604.1:100.0,(71.m15848:100.0,(AN2216.1:100.0,AO07029400:100.0):99.0):100.0):100.0,
2239 71.m15836 AN2229.1 AO070326000151 FG05658.1 AFAO ((FG05658.1:100.0,((AO07032600:100.0,71.m15836:100.0):49.8,AN2229.1:100.0):100.0):100.0,
2240 57.m05371 AN6472.1 AO070290000063 FG09751.1 AFAO ((FG09751.1:100.0,((AO07029000:100.0,57.m05371:100.0):49.5,AN6472.1:100.0):100.0):100.0,
2241 52.m04044 AN8293.1 AO070274000002 FG05081.1 ANAO ((FG05081.1:100.0,((AO07027400:100.0,AN8293.1:100.0):54.5,52.m04044:100.0):100.0):100.0,
2242 72.m19162 AN5979.1 AO070307000027 FG05640.1 AFAN yes yes ((((72.m19162:100.0,AN5979.1:100.0):99.0,AO07030700:100.0):91.3,FG05640.1:100.0):100.0,
2243 71.m15832 AN2233.1 AO070326000146 FG09598.1 AFAO yes ((FG09598.1:100.0,((71.m15832:100.0,AO07032600:100.0):77.5,AN2233.1:100.0):100.0):100.0,
2244 71.m15842 AN2224.1 AO070326000179 FG09600.1 AFAN yes yes ((FG09600.1:100.0,(AO07032600:100.0,(71.m15842:100.0,AN2224.1:100.0):99.5):100.0):100.0,
2245 71.m15843 AN2223.1 AO070326000180 FG05083.1 AFAO ((FG05083.1:100.0,((71.m15843:100.0,AO07032600:100.0):62.0,AN2223.1:100.0):100.0):100.0,
2246 70.m15380 AN0774.1 AO070316000064 FG08942.1 AFAO yes yes ((FG08942.1:100.0,((AO07031600:100.0,70.m15380:100.0):97.0,AN0774.1:100.0):100.0):100.0,
2247 70.m15236 AN1018.1 AO070343000597 FG09615.1 ANAO ((FG09615.1:100.0,(70.m15236:100.0,(AN1018.1:100.0,AO07034300:100.0):68.0):100.0):100.0,
2248 70.m15235 AN1017.1 AO070343000598 FG09612.1 AFAO ((FG09612.1:100.0,((70.m15235:100.0,AO07034300:100.0):59.5,AN1017.1:100.0):100.0):100.0,
2249 70.m15233 AN1015.1 AO070312000003 FG09613.1 AFAO yes ((FG09613.1:100.0,((AO07031200:100.0,70.m15233:100.0):88.0,AN1015.1:100.0):100.0):100.0,
2250 72.m19434 AN6221.1 AO070304000053 FG05073.1 ANAO ((FG05073.1:100.0,(72.m19434:100.0,(AN6221.1:100.0,AO07030400:100.0):50.5):100.0):100.0,
2251 72.m19257 AN5875.1 AO070308000144 FG06203.1 ANAO ((FG06203.1:100.0,((AO07030800:100.0,AN5875.1:100.0):41.5,72.m19257:100.0):100.0):100.0,
2252 72.m19424 AN6229.1 AO070304000080 FG06202.1 AFAO ((FG06202.1:100.0,((AO07030400:100.0,72.m19424:100.0):68.5,AN6229.1:100.0):100.0):100.0,
2253 54.m06594 AN0476.1 AO070328000164 FG08747.1 AFAO yes ((FG08747.1:100.0,((AO07032800:100.0,54.m06594:100.0):87.3,AN0476.1:100.0):100.0):100.0,
2254 69.m15112 AN7524.1 AO070258000032 FG08746.1 AFAO ((FG08746.1:100.0,((AO07025800:100.0,69.m15112:100.0):70.5,AN7524.1:100.0):100.0):100.0,
2255 69.m14923 AN1909.1 AO070341000140 FG08629.1 AFAO ((FG08629.1:100.0,((69.m14923:100.0,AO07034100:100.0):63.7,AN1909.1:100.0):100.0):100.0,

136



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 4 - Single Gene Topologies

ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
2256 69.m15084 AN7537.1 AO070324000009 FG08631.1 AFAO yes yes ((FG08631.1:100.0,((AO07032400:100.0,69.m15084:100.0):94.0,AN7537.1:100.0):100.0):100.0,
2257 70.m15397 AN0787.1 AO070239000021 FG03922.1 AFAO yes yes ((FG03922.1:100.0,((AO07023900:100.0,70.m15397:100.0):92.5,AN0787.1:100.0):100.0):100.0,
2258 55.m03194 AN1290.1 AO070339000255 FG02820.1 ANAO ((FG02820.1:100.0,((AO07033900:100.0,AN1290.1:100.0):61.0,55.m03194:100.0):100.0):100.0,
2259 72.m19487 AN6374.1 AO070241000031 FG02752.1 AFAN yes ((FG02752.1:100.0,(AO07024100:100.0,(AN6374.1:100.0,72.m19487:100.0):78.0):100.0):100.0,
2260 58.m07430 AN3669.1 AO070342000010 FG09275.1 ANAO yes ((FG09275.1:100.0,(58.m07430:100.0,(AN3669.1:100.0,AO07034200:100.0):81.0):100.0):100.0,
2261 54.m06598 AN0471.1 AO070328000167 FG08758.1 ANAO ((FG08758.1:100.0,(54.m06598:100.0,(AN0471.1:100.0,AO07032800:100.0):61.5):100.0):100.0,
2262 54.m07063 AN0472.1 AO070328000166 FG08757.1 AFAO yes yes ((FG08757.1:100.0,((AO07032800:100.0,54.m07063:100.0):98.5,AN0472.1:100.0):100.0):100.0,
2263 72.m19417 AN6240.1 AO070304000091 FG08756.1 AFAO yes ((FG08756.1:100.0,((AO07030400:100.0,72.m19417:100.0):83.5,AN6240.1:100.0):100.0):100.0,
2264 54.m06445 AN0313.1 AO070334000019 FG01975.1 ANAO ((FG01975.1:100.0,(54.m06445:100.0,(AN0313.1:100.0,AO07033400:100.0):47.5):100.0):100.0,
2265 54.m06444 AN0314.1 AO070334000018 FG01976.1 ANAO ((FG01976.1:100.0,((AO07033400:100.0,AN0314.1:100.0):60.5,54.m06444:100.0):100.0):100.0,
2266 66.m04793 AN1826.1 AO070275000025 FG11291.1 (((AO07027500:100.0,66.m04793:100.0):60.7,(AN1826.1:100.0,FG11291.1:100.0):49.0):100.0,
2267 66.m04732 AN8346.1 AO070275000024 FG03259.1 AFAO ((((AO07027500:100.0,66.m04732:100.0):92.0,AN8346.1:100.0):62.5,FG03259.1:100.0):100.0,
2268 72.m18952 AN5823.1 AO070260000021 FG05371.1 AFAO ((FG05371.1:100.0,((AO07026000:100.0,72.m18952:100.0):58.5,AN5823.1:100.0):100.0):100.0,
2269 71.m15297 AN7959.1 AO070314000099 FG10480.1 AFAN ((FG10480.1:100.0,(AO07031400:100.0,(AN7959.1:100.0,71.m15297:100.0):62.5):100.0):100.0,
2270 57.m05738 AN1878.1 AO070341000173 FG02232.1 AFAO yes ((FG02232.1:100.0,((AO07034100:100.0,57.m05738:100.0):87.0,AN1878.1:100.0):100.0):100.0,
2271 69.m15419 AN3712.1 AO070341000341 FG02231.1 AFAO ((FG02231.1:100.0,((69.m15419:100.0,AO07034100:100.0):50.3,AN3712.1:100.0):100.0):100.0,
2272 57.m05818 AN2112.1 AO070341000294 FG11348.1 AFAN ((((AN2112.1:100.0,57.m05818:100.0):57.5,AO07034100:100.0):58.5,FG11348.1:100.0):100.0,
2273 59.m09320 AN3459.1 AO070265000036 FG09893.1 ANAO ((FG09893.1:100.0,((AO07026500:100.0,AN3459.1:100.0):57.0,59.m09320:100.0):100.0):100.0,
2274 57.m05914 AN7430.1 AO070229000001 FG09984.1 AFAO ((FG09984.1:100.0,((AO07022900:100.0,57.m05914:100.0):72.0,AN7430.1:100.0):100.0):100.0,
2275 57.m05889 AN7454.1 AO070287000072 FG09986.1 ANAO ((FG09986.1:100.0,((AO07028700:100.0,AN7454.1:100.0):63.5,57.m05889:100.0):100.0):100.0,
2276 70.m15270 AN0667.1 AO070343000553 FG04481.1 AFAN ((FG04481.1:100.0,(AO07034300:100.0,(AN0667.1:100.0,70.m15270:100.0):74.0):100.0):100.0,
2277 70.m15193 AN8968.1 AO070342000435 FG05942.1 ANAO yes ((((AN8968.1:100.0,AO07034200:100.0):95.0,70.m15193:100.0):75.0,FG05942.1:100.0):100.0,
2278 70.m15784 AN8417.1 AO070343000540 FG04486.1 AFAO yes yes ((((AO07034300:100.0,70.m15784:100.0):100.0,AN8417.1:100.0):99.0,FG04486.1:100.0):100.0,
2279 70.m15275 AN0673.1 AO070343000547 FG04485.1 AFAO ((FG04485.1:100.0,((AO07034300:100.0,70.m15275:100.0):59.5,AN0673.1:100.0):100.0):100.0,
2280 59.m08500 AN2489.1 AO070312000131 FG04484.1 ANAO yes yes ((FG04484.1:100.0,(59.m08500:100.0,(AN2489.1:100.0,AO07031200:100.0):97.0):100.0):100.0,
2281 59.m09512 AN5020.1 AO070338000180 FG04483.1 AFAO yes ((FG04483.1:100.0,((AO07033800:100.0,59.m09512:100.0):86.2,AN5020.1:100.0):100.0):100.0,
2282 70.m15272 AN0670.1 AO070343000550 FG04473.1 AFAO ((FG04473.1:100.0,((70.m15272:100.0,AO07034300:100.0):73.5,AN0670.1:100.0):100.0):100.0,
2283 70.m15077 AN8583.1 AO070339000078 FG11217.1 ((((FG11217.1:100.0,AO07033900:100.0):54.5,70.m15077:100.0):96.0,AN8583.1:100.0):100.0,
2284 59.m09494 AN5022.1 AO070338000182 FG10315.1 AFAO yes yes ((FG10315.1:100.0,(AN5022.1:100.0,(59.m09494:100.0,AO07033800:100.0):100.0):100.0):100.0,
2285 69.m15744 AN6362.1 AO070337000045 FG00756.1 AFAO (((AN6362.1:100.0,(69.m15744:100.0,AO07033700:100.0):43.5):92.5,FG00756.1:100.0):100.0,
2286 54.m06961 AN5101.1 AO070291000078 FG00028.1 AFAO yes yes ((FG00028.1:100.0,((AO07029100:100.0,54.m06961:100.0):94.0,AN5101.1:100.0):100.0):100.0,
2287 71.m15326 AN0055.1 AO070314000132 FG07700.1 ANAO yes yes ((FG07700.1:100.0,(71.m15326:100.0,(AN0055.1:100.0,AO07031400:100.0):98.5):100.0):100.0,
2288 53.m03978 AN8162.1 AO070322000035 FG11232.1 AFAN ((FG11232.1:100.0,(AO07032200:100.0,(AN8162.1:100.0,53.m03978:100.0):63.0):100.0):100.0,
2289 70.m15787 AN0675.1 AO070343000544 FG10216.1 AFAO ((FG10216.1:100.0,((70.m15787:100.0,AO07034300:100.0):61.0,AN0675.1:100.0):100.0):100.0,
2290 59.m08507 AN3154.1 AO070312000165 FG10384.1 AFAO yes yes ((FG10384.1:100.0,((AO07031200:100.0,59.m08507:100.0):98.0,AN3154.1:100.0):100.0):100.0,
2291 70.m15455 AN0871.1 AO070320000029 FG09635.1 ANAO ((FG09635.1:100.0,((AO07032000:100.0,AN0871.1:100.0):47.3,70.m15455:100.0):100.0):100.0,
2292 69.m15558 AN5346.1 AO070333000176 FG09631.1 AFAO yes yes ((FG09631.1:100.0,((AO07033300:100.0,69.m15558:100.0):94.0,AN5346.1:100.0):100.0):100.0,
2293 69.m15551 AN5356.1 AO070333000156 FG09633.1 AFAO ((FG09633.1:100.0,((AO07033300:100.0,69.m15551:100.0):68.0,AN5356.1:100.0):100.0):100.0,
2294 69.m15553 AN5351.1 AO070333000172 FG09630.1 AFAO ((FG09630.1:100.0,((AO07033300:100.0,69.m15553:100.0):45.8,AN5351.1:100.0):100.0):100.0,
2295 70.m15347 AN0714.1 AO070343000454 FG09629.1 AFAO ((FG09629.1:100.0,((70.m15347:100.0,AO07034300:100.0):48.3,AN0714.1:100.0):100.0):100.0,
2296 70.m15343 AN0720.1 AO070343000474 FG09628.1 AFAO ((FG09628.1:100.0,((AO07034300:100.0,70.m15343:100.0):69.5,AN0720.1:100.0):100.0):100.0,
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2297 59.m08593 AN3132.1 AO070303000012 FG09261.1 AFAO ((FG09261.1:100.0,((AO07030300:100.0,59.m08593:100.0):66.0,AN3132.1:100.0):100.0):100.0,
2298 57.m05453 AN7676.1 AO070325000057 FG06565.1 AFAO yes yes ((FG06565.1:100.0,((AO07032500:100.0,57.m05453:100.0):98.5,AN7676.1:100.0):100.0):100.0,
2299 72.m19189 AN5973.1 AO070340000333 FG05845.1 AFAO yes yes ((FG05845.1:100.0,((AO07034000:100.0,72.m19189:100.0):99.0,AN5973.1:100.0):100.0):100.0,
2300 72.m19944 AN6037.1 AO070340000248 FG05843.1 AFAO yes yes ((FG05843.1:100.0,((AO07034000:100.0,72.m19944:100.0):93.0,AN6037.1:100.0):100.0):100.0,
2301 59.m08720 AN2872.1 AO070338000142 FG00591.1 AFAO ((FG00591.1:100.0,((59.m08720:100.0,AO07033800:100.0):59.0,AN2872.1:100.0):100.0):100.0,
2302 59.m08843 AN4939.1 AO070338000004 FG02758.1 AFAO yes yes ((FG02758.1:100.0,((AO07033800:100.0,59.m08843:100.0):98.0,AN4939.1:100.0):100.0):100.0,
2303 59.m08830 AN4928.1 AO070338000015 FG00597.1 AFAO yes yes ((FG00597.1:100.0,(AN4928.1:100.0,(59.m08830:100.0,AO07033800:100.0):100.0):100.0):100.0,
2304 54.m06802 AN4239.1 AO070324000175 FG01193.1 ANAO ((FG01193.1:100.0,(54.m06802:100.0,(AN4239.1:100.0,AO07032400:100.0):71.5):100.0):100.0,
2305 58.m07474 AN3685.1 AO070328000065 FG01189.1 AFAO yes ((FG01189.1:100.0,((AO07032800:100.0,58.m07474:100.0):84.5,AN3685.1:100.0):100.0):100.0,
2306 58.m07475 AN5529.1 AO070328000064 FG01188.1 ANAO ((FG01188.1:100.0,(58.m07475:100.0,(AN5529.1:100.0,AO07032800:100.0):62.0):100.0):100.0,
2307 54.m06786 AN4230.1 AO070234000016 FG00600.1 AFAN ((FG00600.1:100.0,(AO07023400:100.0,(AN4230.1:100.0,54.m06786:100.0):41.0):100.0):100.0,
2308 58.m07476 AN5530.1 AO070328000063 FG01187.1 AFAO yes yes ((FG01187.1:100.0,((AO07032800:100.0,58.m07476:100.0):92.0,AN5530.1:100.0):100.0):100.0,
2309 58.m07423 AN3677.1 AO070194000005 FG00604.1 AFAO yes yes ((FG00604.1:100.0,((AO07019400:100.0,58.m07423:100.0):92.0,AN3677.1:100.0):100.0):100.0,
2310 58.m07422 AN3678.1 AO070194000003 FG00581.1 AFAO yes ((FG00581.1:100.0,((AO07019400:100.0,58.m07422:100.0):85.5,AN3678.1:100.0):100.0):100.0,
2311 52.m04035 AN9408.1 AO070274000009 FG05322.1 AFAN ((FG05322.1:100.0,(AO07027400:100.0,(AN9408.1:100.0,52.m04035:100.0):65.5):100.0):100.0,
2312 52.m04034 AN9407.1 AO070274000010 FG05321.1 AFAO ((FG05321.1:100.0,((AO07027400:100.0,52.m04034:100.0):59.5,AN9407.1:100.0):100.0):100.0,
2313 72.m19188 AN5972.1 AO070340000330 FG05844.1 ANAO ((FG05844.1:100.0,(72.m19188:100.0,(AN5972.1:100.0,AO07034000:100.0):64.0):100.0):100.0,
2314 71.m15639 AN0243.1 AO070284000073 FG04985.1 ANAO yes yes ((FG04985.1:100.0,(71.m15639:100.0,(AO07028400:100.0,AN0243.1:100.0):93.5):100.0):100.0,
2315 69.m15451 AN5512.1 AO070341000384 FG04986.1 AFAO yes yes ((FG04986.1:100.0,((AO07034100:100.0,69.m15451:100.0):99.5,AN5512.1:100.0):100.0):100.0,
2316 69.m15570 AN5338.1 AO070333000229 FG06539.1 AFAO ((FG06539.1:100.0,((69.m15570:100.0,AO07033300:100.0):50.0,AN5338.1:100.0):100.0):100.0,
2317 70.m15781 AN0660.1 AO070343000564 FG05277.1 AFAO ((FG05277.1:100.0,((AO07034300:100.0,70.m15781:100.0):68.5,AN0660.1:100.0):100.0):100.0,
2318 69.m15544 AN7534.1 AO070330000186 FG08902.1 yes yes (((FG08902.1:100.0,AN7534.1:100.0):100.0,(AO07033000:100.0,69.m15544:100.0):95.0):100.0,
2319 69.m15310 AN0494.1 AO070285000063 FG00571.1 AFAO yes ((FG00571.1:100.0,((AO07028500:100.0,69.m15310:100.0):86.0,AN0494.1:100.0):100.0):100.0,
2320 70.m15647 AN0635.1 AO070318000125 FG02806.1 AFAN ((((AN0635.1:100.0,70.m15647:100.0):52.3,AO07031800:100.0):92.5,FG02806.1:100.0):100.0,
2321 59.m08997 AN3024.1 AO070337000065 FG10915.1 AFAO yes ((FG10915.1:100.0,((59.m08997:100.0,AO07033700:100.0):84.5,AN3024.1:100.0):100.0):100.0,
2322 71.m15143 AN9286.1 AO070279000041 FG03629.1 AFAO yes yes (((AN9286.1:100.0,(AO07027900:100.0,71.m15143:100.0):99.0):95.0,FG03629.1:100.0):100.0,
2323 54.m06540 AN4051.1 AO070328000105 FG07925.1 ANAO ((FG07925.1:100.0,((AO07032800:100.0,AN4051.1:100.0):63.5,54.m06540:100.0):100.0):100.0,
2324 58.m08999 AN1961.1 AO070301000041 FG00976.1 ANAO ((FG00976.1:100.0,(58.m08999:100.0,(AN1961.1:100.0,AO07030100:100.0):62.5):100.0):100.0,
2325 55.m02972 AN1469.1 AO070306000092 FG01028.1 AFAO yes ((FG01028.1:100.0,((55.m02972:100.0,AO07030600:100.0):86.5,AN1469.1:100.0):100.0):100.0,
2326 55.m03058 AN1539.1 AO070334000263 FG00623.1 AFAO ((FG00623.1:100.0,((AO07033400:100.0,55.m03058:100.0):73.0,AN1539.1:100.0):100.0):100.0,
2327 54.m07055 AN5146.1 AO070291000027 FG01027.1 AFAO ((FG01027.1:100.0,((AO07029100:100.0,54.m07055:100.0):47.5,AN5146.1:100.0):100.0):100.0,
2328 54.m06460 AN0301.1 AO070334000040 FG01026.1 AFAO yes yes ((FG01026.1:100.0,((AO07033400:100.0,54.m06460:100.0):90.5,AN0301.1:100.0):100.0):100.0,
2329 69.m14814 AN5783.1 AO070249000028 FG01200.1 AFAO yes ((FG01200.1:100.0,((AO07024900:100.0,69.m14814:100.0):82.5,AN5783.1:100.0):100.0):100.0,
2330 69.m14845 AN5747.1 AO070341000004 FG01198.1 ANAO yes ((FG01198.1:100.0,(69.m14845:100.0,(AN5747.1:100.0,AO07034100:100.0):81.5):100.0):100.0,
2331 72.m19194 AN5935.1 AO070340000335 FG01311.1 AFAO ((FG01311.1:100.0,((AO07034000:100.0,72.m19194:100.0):52.0,AN5935.1:100.0):100.0):100.0,
2332 72.m19591 AN7572.1 AO070343000419 FG01312.1 AFAO yes ((FG01312.1:100.0,((AO07034300:100.0,72.m19591:100.0):82.0,AN7572.1:100.0):100.0):100.0,
2333 72.m19558 AN7542.1 AO070277000038 FG01313.1 ANAO ((FG01313.1:100.0,(72.m19558:100.0,(AN7542.1:100.0,AO07027700:100.0):65.7):100.0):100.0,
2334 72.m19557 AN7540.1 AO070277000037 FG01314.1 ANAO ((FG01314.1:100.0,(72.m19557:100.0,(AN7540.1:100.0,AO07027700:100.0):40.5):100.0):100.0,
2335 54.m06630 AN0440.1 AO070338000297 FG00741.1 ANAO ((FG00741.1:100.0,((AO07033800:100.0,AN0440.1:100.0):69.0,54.m06630:100.0):100.0):100.0,
2336 72.m19588 AN7569.1 AO070343000415 FG01038.1 ANAO ((((AN7569.1:100.0,AO07034300:100.0):46.0,72.m19588:100.0):98.0,FG01038.1:100.0):100.0,
2337 55.m02962 AN1458.1 AO070306000074 FG01039.1 AFAO yes yes ((FG01039.1:100.0,((AO07030600:100.0,55.m02962:100.0):98.5,AN1458.1:100.0):100.0):100.0,
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2338 69.m14887 AN5148.1 AO070237000017 FG07069.1 AFAO yes yes ((FG07069.1:100.0,((AO07023700:100.0,69.m14887:100.0):98.5,AN5148.1:100.0):100.0):100.0,
2339 69.m14867 AN5169.1 AO070247000004 FG07068.1 AFAN yes yes ((FG07068.1:100.0,((AN5169.1:100.0,69.m14867:100.0):100.0,AO07024700:100.0):100.0):100.0,
2340 58.m07662 AN1848.1 AO070292000046 FG07067.1 ANAO ((FG07067.1:100.0,(58.m07662:100.0,(AN1848.1:100.0,AO07029200:100.0):64.5):100.0):100.0,
2341 57.m05411 AN7652.1 AO070268000009 FG06867.1 AFAN ((FG06867.1:100.0,((57.m05411:100.0,AN7652.1:100.0):38.5,AO07026800:100.0):100.0):100.0,
2342 55.m02978 AN1476.1 AO070306000099 FG02675.1 AFAO yes ((FG02675.1:100.0,((AO07030600:100.0,55.m02978:100.0):75.5,AN1476.1:100.0):100.0):100.0,
2343 55.m02977 AN1475.1 AO070306000098 FG06823.1 ANAO ((FG06823.1:100.0,((AO07030600:100.0,AN1475.1:100.0):46.0,55.m02977:100.0):100.0):100.0,
2344 58.m07666 AN1845.1 AO070292000060 FG01033.1 ANAO ((FG01033.1:100.0,((AO07029200:100.0,AN1845.1:100.0):68.3,58.m07666:100.0):100.0):100.0,
2345 59.m09058 AN2936.1 AO070337000172 FG06831.1 AFAO yes yes ((FG06831.1:100.0,((AO07033700:100.0,59.m09058:100.0):97.0,AN2936.1:100.0):100.0):100.0,
2346 54.m06676 AN2734.1 AO070338000217 FG06827.1 AFAO ((FG06827.1:100.0,((54.m06676:100.0,AO07033800:100.0):47.5,AN2734.1:100.0):100.0):100.0,
2347 54.m07004 AN2735.1 AO070338000216 FG06826.1 AFAO yes yes ((FG06826.1:100.0,((AO07033800:100.0,54.m07004:100.0):96.5,AN2735.1:100.0):100.0):100.0,
2348 54.m06953 AN2739.1 AO070338000234 FG06834.1 AFAO yes yes ((FG06834.1:100.0,((AO07033800:100.0,54.m06953:100.0):90.5,AN2739.1:100.0):100.0):100.0,
2349 54.m06673 AN2731.1 AO070338000213 FG06825.1 AFAN ((FG06825.1:100.0,(AO07033800:100.0,(AN2731.1:100.0,54.m06673:100.0):72.5):100.0):100.0,
2350 57.m05795 AN2092.1 AO070341000250 FG06836.1 AFAN ((FG06836.1:100.0,(AO07034100:100.0,(AN2092.1:100.0,57.m05795:100.0):62.3):100.0):100.0,
2351 58.m07376 AN3578.1 AO070342000171 FG06839.1 AFAO ((FG06839.1:100.0,((AO07034200:100.0,58.m07376:100.0):55.0,AN3578.1:100.0):100.0):100.0,
2352 59.m09061 AN2933.1 AO070337000174 FG06840.1 AFAO yes ((FG06840.1:100.0,((AO07033700:100.0,59.m09061:100.0):89.5,AN2933.1:100.0):100.0):100.0,
2353 62.m03394 AN8676.1 AO070315000096 FG08696.1 AFAO ((FG08696.1:100.0,((AO07031500:100.0,62.m03394:100.0):72.8,AN8676.1:100.0):100.0):100.0,
2354 62.m03357 AN8712.1 AO070315000138 FG08655.1 AFAO (((AN8712.1:100.0,(AO07031500:100.0,62.m03357:100.0):37.3):97.0,FG08655.1:100.0):100.0,
2355 62.m03468 AN8713.1 AO070315000139 FG08658.1 AFAO yes ((FG08658.1:100.0,((AO07031500:100.0,62.m03468:100.0):81.5,AN8713.1:100.0):100.0):100.0,
2356 62.m03467 AN6636.1 AO070326000087 FG08596.1 AFAO ((FG08596.1:100.0,((AO07032600:100.0,62.m03467:100.0):58.5,AN6636.1:100.0):100.0):100.0,
2357 62.m03398 AN8672.1 AO070315000089 FG08595.1 AFAO ((FG08595.1:100.0,((AO07031500:100.0,62.m03398:100.0):50.0,AN8672.1:100.0):100.0):100.0,
2358 62.m03396 AN8674.1 AO070315000092 FG08593.1 AFAO ((FG08593.1:100.0,((AO07031500:100.0,62.m03396:100.0):65.5,AN8674.1:100.0):100.0):100.0,
2359 70.m14843 AN1380.1 AO070343000393 FG08614.1 AFAN yes yes ((FG08614.1:100.0,((AN1380.1:100.0,70.m14843:100.0):100.0,AO07034300:100.0):100.0):100.0,
2360 54.m06785 AN4231.1 AO070234000015 FG01131.1 AFAO ((FG01131.1:100.0,((AO07023400:100.0,54.m06785:100.0):50.5,AN4231.1:100.0):100.0):100.0,
2361 59.m08619 AN3118.1 AO070303000030 FG01132.1 AFAO ((FG01132.1:100.0,((AO07030300:100.0,59.m08619:100.0):53.0,AN3118.1:100.0):100.0):100.0,
2362 54.m06782 AN4234.1 AO070234000012 FG01133.1 AFAN ((FG01133.1:100.0,(AO07023400:100.0,(AN4234.1:100.0,54.m06782:100.0):58.0):100.0):100.0,
2363 70.m14859 AN1370.1 AO070215000011 FG00518.1 AFAO yes ((FG00518.1:100.0,((AO07021500:100.0,70.m14859:100.0):84.0,AN1370.1:100.0):100.0):100.0,
2364 70.m14988 AN1231.1 AO070331000243 FG00621.1 AFAO yes ((FG00621.1:100.0,((AO07033100:100.0,70.m14988:100.0):85.0,AN1231.1:100.0):100.0):100.0,
2365 59.m09424 AN2977.1 AO070337000144 FG01230.1 AFAO ((FG01230.1:100.0,((59.m09424:100.0,AO07033700:100.0):60.0,AN2977.1:100.0):100.0):100.0,
2366 59.m09037 AN2976.1 AO070337000145 FG01229.1 AFAO yes yes ((FG01229.1:100.0,((AO07033700:100.0,59.m09037:100.0):97.0,AN2976.1:100.0):100.0):100.0,
2367 58.m07390 AN3590.1 AO070342000142 FG01228.1 AFAO ((FG01228.1:100.0,((AO07034200:100.0,58.m07390:100.0):62.0,AN3590.1:100.0):100.0):100.0,
2368 54.m06529 AN0254.1 AO070334000106 FG01227.1 ANAO ((FG01227.1:100.0,(54.m06529:100.0,(AN0254.1:100.0,AO07033400:100.0):61.5):100.0):100.0,
2369 54.m06489 AN0290.1 AO070334000051 FG01226.1 AFAN yes ((FG01226.1:100.0,((54.m06489:100.0,AN0290.1:100.0):82.8,AO07033400:100.0):100.0):100.0,
2370 58.m07388 AN3588.1 AO070342000139 FG01233.1 AFAO yes ((FG01233.1:100.0,((AO07034200:100.0,58.m07388:100.0):83.5,AN3588.1:100.0):100.0):100.0,
2371 55.m03177 AN1607.1 AO070309000147 FG01530.1 AFAO ((FG01530.1:100.0,((AO07030900:100.0,55.m03177:100.0):68.5,AN1607.1:100.0):100.0):100.0,
2372 72.m19077 AN6087.1 AO070340000139 FG09323.1 ANAO ((FG09323.1:100.0,(72.m19077:100.0,(AN6087.1:100.0,AO07034000:100.0):64.0):100.0):100.0,
2373 59.m09031 AN2983.1 AO070337000139 FG00910.1 AFAO yes ((FG00910.1:100.0,((AO07033700:100.0,59.m09031:100.0):81.5,AN2983.1:100.0):100.0):100.0,
2374 57.m05905 AN7435.1 AO070229000009 FG00911.1 AFAN ((FG00911.1:100.0,(AO07022900:100.0,(AN7435.1:100.0,57.m05905:100.0):68.5):100.0):100.0,
2375 72.m19548 AN1796.1 AO070309000135 FG00283.1 AFAN ((FG00283.1:100.0,(AO07030900:100.0,(AN1796.1:100.0,72.m19548:100.0):54.5):100.0):100.0,
2376 71.m15838 AN2227.1 AO070326000160 FG00088.1 AFAO yes yes ((FG00088.1:100.0,(AN2227.1:100.0,(71.m15838:100.0,AO07032600:100.0):100.0):100.0):100.0,
2377 57.m05691 AN3793.1 AO070337000236 FG00852.1 AFAO yes ((FG00852.1:100.0,((AO07033700:100.0,57.m05691:100.0):79.5,AN3793.1:100.0):100.0):100.0,
2378 69.m14911 AN5213.1 AO070337000268 FG00849.1 AFAO ((FG00849.1:100.0,((AO07033700:100.0,69.m14911:100.0):59.0,AN5213.1:100.0):100.0):100.0,
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2379 69.m14913 AN5215.1 AO070337000264 FG00848.1 AFAO yes yes ((FG00848.1:100.0,((AO07033700:100.0,69.m14913:100.0):99.0,AN5215.1:100.0):100.0):100.0,
2380 69.m14916 AN5217.1 AO070337000262 FG00900.1 ANAO ((FG00900.1:100.0,(69.m14916:100.0,(AN5217.1:100.0,AO07033700:100.0):62.0):100.0):100.0,
2381 57.m05908 AN7437.1 AO070229000007 FG01225.1 AFAO yes ((FG01225.1:100.0,((AO07022900:100.0,57.m05908:100.0):80.5,AN7437.1:100.0):100.0):100.0,
2382 69.m14815 AN5782.1 AO070249000027 FG11179.1 ANAO ((FG11179.1:100.0,(69.m14815:100.0,(AN5782.1:100.0,AO07024900:100.0):52.3):100.0):100.0,
2383 65.m07387 AN3747.1 AO070309000075 FG07110.1 AFAO ((FG07110.1:100.0,((AO07030900:100.0,65.m07387:100.0):62.0,AN3747.1:100.0):100.0):100.0,
2384 72.m19030 AN6132.1 AO070340000067 FG06568.1 AFAO yes yes ((FG06568.1:100.0,((AO07034000:100.0,72.m19030:100.0):99.0,AN6132.1:100.0):100.0):100.0,
2385 55.m02974 AN1472.1 AO070306000093 FG03643.1 ANAO yes ((FG03643.1:100.0,(55.m02974:100.0,(AN1472.1:100.0,AO07030600:100.0):79.0):100.0):100.0,
2386 59.m08707 AN2861.1 AO070338000161 FG06615.1 AFAO yes yes ((FG06615.1:100.0,(AN2861.1:100.0,(59.m08707:100.0,AO07033800:100.0):100.0):100.0):100.0,
2387 72.m19014 AN6165.1 AO070340000051 FG06586.1 AFAN yes ((FG06586.1:100.0,(AO07034000:100.0,(AN6165.1:100.0,72.m19014:100.0):75.0):100.0):100.0,
2388 58.m07557 AN5633.1 AO070301000032 FG10466.1 AFAO yes yes ((FG10466.1:100.0,(AN5633.1:100.0,(58.m07557:100.0,AO07030100:100.0):100.0):100.0):100.0,
2389 71.m15953 AN2304.1 AO070271000061 FG06767.1 AFAO yes yes ((FG06767.1:100.0,(AN2304.1:100.0,(71.m15953:100.0,AO07027100:100.0):100.0):100.0):100.0,
2390 62.m03168 AN6574.1 AO070326000017 FG06769.1 AFAO yes yes ((FG06769.1:100.0,((AO07032600:100.0,62.m03168:100.0):96.0,AN6574.1:100.0):100.0):100.0,
2391 71.m15234 AN6902.1 AO070314000013 FG06705.1 AFAN ((FG06705.1:100.0,(AO07031400:100.0,(AN6902.1:100.0,71.m15234:100.0):65.0):100.0):100.0,
2392 71.m15232 AN6904.1 AO070314000010 FG06703.1 ANAO ((FG06703.1:100.0,(71.m15232:100.0,(AN6904.1:100.0,AO07031400:100.0):48.0):100.0):100.0,
2393 71.m15236 AN6900.1 AO070314000015 FG06702.1 ANAO ((FG06702.1:100.0,(71.m15236:100.0,(AN6900.1:100.0,AO07031400:100.0):74.5):100.0):100.0,
2394 72.m19496 AN6364.1 AO070279000050 FG06754.1 ANAO ((FG06754.1:100.0,((AO07027900:100.0,AN6364.1:100.0):63.0,72.m19496:100.0):100.0):100.0,
2395 72.m19320 AN6313.1 AO070308000069 FG06759.1 AFAO yes ((FG06759.1:100.0,((AO07030800:100.0,72.m19320:100.0):88.0,AN6313.1:100.0):100.0):100.0,
2396 72.m19781 AN7284.1 AO070297000024 FG06755.1 AFAO yes yes ((FG06755.1:100.0,((AO07029700:100.0,72.m19781:100.0):98.0,AN7284.1:100.0):100.0):100.0,
2397 72.m19772 AN7294.1 AO070297000036 FG06756.1 AFAO ((FG06756.1:100.0,((AO07029700:100.0,72.m19772:100.0):46.8,AN7294.1:100.0):100.0):100.0,
2398 72.m19774 AN7293.1 AO070297000034 FG06758.1 AFAO yes yes ((FG06758.1:100.0,((AO07029700:100.0,72.m19774:100.0):97.0,AN7293.1:100.0):100.0):100.0,
2399 69.m14865 AN5167.1 AO070247000001 FG06762.1 AFAO yes yes ((FG06762.1:100.0,((AO07024700:100.0,69.m14865:100.0):94.0,AN5167.1:100.0):100.0):100.0,
2400 58.m07660 AN1851.1 AO070292000043 FG06761.1 AFAO yes yes ((FG06761.1:100.0,((AO07029200:100.0,58.m07660:100.0):99.0,AN1851.1:100.0):100.0):100.0,
2401 70.m15511 AN0902.1 AO070320000074 FG06382.1 ANAO ((FG06382.1:100.0,(70.m15511:100.0,(AN0902.1:100.0,AO07032000:100.0):60.5):100.0):100.0,
2402 72.m19039 AN2184.1 AO070340000082 FG05395.1 AFAO yes yes ((FG05395.1:100.0,(AN2184.1:100.0,(72.m19039:100.0,AO07034000:100.0):100.0):100.0):100.0,
2403 53.m03696 AN8261.1 AO070310000040 FG05393.1 ANAO ((FG05393.1:100.0,(53.m03696:100.0,(AN8261.1:100.0,AO07031000:100.0):47.3):100.0):100.0,
2404 59.m08521 AN3144.1 AO070256000047 FG04221.1 AFAO yes ((FG04221.1:100.0,((AO07025600:100.0,59.m08521:100.0):85.0,AN3144.1:100.0):100.0):100.0,
2405 65.m07269 AN6715.1 AO070339000143 FG04220.1 AFAO yes ((FG04220.1:100.0,((AO07033900:100.0,65.m07269:100.0):82.5,AN6715.1:100.0):100.0):100.0,
2406 69.m15573 AN5336.1 AO070333000217 FG04235.1 AFAN ((FG04235.1:100.0,((69.m15573:100.0,AN5336.1:100.0):45.0,AO07033300:100.0):100.0):100.0,
2407 69.m15225 AN2434.1 AO070264000045 FG04211.1 AFAN ((FG04211.1:100.0,(AO07026400:100.0,(AN2434.1:100.0,69.m15225:100.0):43.5):100.0):100.0,
2408 65.m07276 AN6703.1 AO070339000139 FG04204.1 AFAO ((FG04204.1:100.0,((AO07033900:100.0,65.m07276:100.0):66.5,AN6703.1:100.0):100.0):100.0,
2409 69.m15218 AN2440.1 AO070264000039 FG02480.1 ANAO ((FG02480.1:100.0,((AO07026400:100.0,AN2440.1:100.0):43.0,69.m15218:100.0):100.0):100.0,
2410 72.m19977 AN6230.1 AO070304000083 FG02471.1 ANAO ((FG02471.1:100.0,((AO07030400:100.0,AN6230.1:100.0):60.0,72.m19977:100.0):100.0):100.0,
2411 57.m05681 AN3799.1 AO070337000228 FG02589.1 AFAO ((FG02589.1:100.0,((AO07033700:100.0,57.m05681:100.0):66.5,AN3799.1:100.0):100.0):100.0,
2412 69.m15305 AN8943.1 AO070226000019 FG09370.1 ANAO ((FG09370.1:100.0,(69.m15305:100.0,(AN8943.1:100.0,AO07022600:100.0):62.0):100.0):100.0,
2413 65.m07261 AN6709.1 AO070339000154 FG04168.1 AFAO ((FG04168.1:100.0,((AO07033900:100.0,65.m07261:100.0):74.5,AN6709.1:100.0):100.0):100.0,
2414 65.m07259 AN6708.1 AO070339000155 FG04171.1 ANAO ((FG04171.1:100.0,(65.m07259:100.0,(AN6708.1:100.0,AO07033900:100.0):54.5):100.0):100.0,
2415 70.m15483 AN0880.1 AO070320000040 FG05109.1 AFAO yes ((FG05109.1:100.0,((AO07032000:100.0,70.m15483:100.0):80.0,AN0880.1:100.0):100.0):100.0,
2416 70.m15484 AN0881.1 AO070320000049 FG05110.1 AFAO yes ((FG05110.1:100.0,((AO07032000:100.0,70.m15484:100.0):87.0,AN0881.1:100.0):100.0):100.0,
2417 70.m15490 AN0891.1 AO070320000062 FG05120.1 AFAO ((FG05120.1:100.0,((AO07032000:100.0,70.m15490:100.0):74.0,AN0891.1:100.0):100.0):100.0,
2418 70.m15505 AN0894.1 AO070320000067 FG05108.1 AFAO yes yes ((FG05108.1:100.0,((AO07032000:100.0,70.m15505:100.0):96.0,AN0894.1:100.0):100.0):100.0,
2419 72.m19230 AN5900.1 AO070248000034 FG05099.1 AFAO ((FG05099.1:100.0,((AO07024800:100.0,72.m19230:100.0):67.2,AN5900.1:100.0):100.0):100.0,
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2420 72.m19288 AN6190.1 AO070308000111 FG05101.1 ANAO yes ((FG05101.1:100.0,(72.m19288:100.0,(AN6190.1:100.0,AO07030800:100.0):84.0):100.0):100.0,
2421 72.m19231 AN5899.1 AO070248000035 FG05105.1 AFAO ((FG05105.1:100.0,((AO07024800:100.0,72.m19231:100.0):49.5,AN5899.1:100.0):100.0):100.0,
2422 72.m19267 AN5867.1 AO070308000132 FG01939.1 ANAO ((FG01939.1:100.0,(72.m19267:100.0,(AN5867.1:100.0,AO07030800:100.0):72.0):100.0):100.0,
2423 70.m15210 AN1025.1 AO070312000120 FG06193.1 ANAO ((FG06193.1:100.0,(70.m15210:100.0,(AN1025.1:100.0,AO07031200:100.0):49.8):100.0):100.0,
2424 72.m19248 AN5883.1 AO070245000025 FG09572.1 ANAO yes ((FG09572.1:100.0,(72.m19248:100.0,(AN5883.1:100.0,AO07024500:100.0):81.0):100.0):100.0,
2425 70.m15221 AN1003.1 AO070312000031 FG09580.1 AFAO yes yes ((FG09580.1:100.0,((AO07031200:100.0,70.m15221:100.0):96.5,AN1003.1:100.0):100.0):100.0,
2426 70.m15220 AN1002.1 AO070312000032 FG09579.1 AFAO yes yes ((FG09579.1:100.0,(AN1002.1:100.0,(70.m15220:100.0,AO07031200:100.0):100.0):100.0):100.0,
2427 72.m19449 AN6330.1 AO070304000108 FG09574.1 AFAN yes yes ((FG09574.1:100.0,(AO07030400:100.0,(AN6330.1:100.0,72.m19449:100.0):94.5):100.0):100.0,
2428 72.m19447 AN6328.1 AO070304000106 FG09576.1 ANAO ((FG09576.1:100.0,(72.m19447:100.0,(AN6328.1:100.0,AO07030400:100.0):67.5):100.0):100.0,
2429 72.m19448 AN6329.1 AO070304000107 FG09575.1 AFAO yes ((FG09575.1:100.0,((AO07030400:100.0,72.m19448:100.0):88.0,AN6329.1:100.0):100.0):100.0,
2430 72.m18938 AN5808.1 AO070260000039 FG05068.1 ANAO ((FG05068.1:100.0,((AO07026000:100.0,AN5808.1:100.0):57.3,72.m18938:100.0):100.0):100.0,
2431 57.m05835 AN7504.1 AO070287000007 FG09765.1 AFAO ((FG09765.1:100.0,((AO07028700:100.0,57.m05835:100.0):65.0,AN7504.1:100.0):100.0):100.0,
2432 69.m15265 AN0583.1 AO070280000005 FG09766.1 AFAO yes yes ((FG09766.1:100.0,((AO07028000:100.0,69.m15265:100.0):95.0,AN0583.1:100.0):100.0):100.0,
2433 69.m15259 AN0590.1 AO070280000012 FG09767.1 AFAO ((FG09767.1:100.0,((AO07028000:100.0,69.m15259:100.0):70.0,AN0590.1:100.0):100.0):100.0,
2434 69.m15266 AN0582.1 AO070280000004 FG09724.1 ANAO ((FG09724.1:100.0,((AO07028000:100.0,AN0582.1:100.0):48.5,69.m15266:100.0):100.0):100.0,
2435 69.m15690 AN0579.1 AO070280000001 FG09722.1 AFAO yes ((FG09722.1:100.0,((AO07028000:100.0,69.m15690:100.0):84.0,AN0579.1:100.0):100.0):100.0,
2436 71.m15406 AN0125.1 AO070311000087 FG09783.1 AFAO ((FG09783.1:100.0,((AO07031100:100.0,71.m15406:100.0):65.5,AN0125.1:100.0):100.0):100.0,
2437 71.m15405 AN0124.1 AO070311000088 FG09784.1 AFAO yes ((FG09784.1:100.0,((AO07031100:100.0,71.m15405:100.0):80.0,AN0124.1:100.0):100.0):100.0,
2438 72.m19243 AN5887.1 AO070245000020 FG00053.1 AFAO yes ((FG00053.1:100.0,((AO07024500:100.0,72.m19243:100.0):86.5,AN5887.1:100.0):100.0):100.0,
2439 71.m15266 AN6866.1 AO070314000070 FG09602.1 AFAO ((FG09602.1:100.0,((71.m15266:100.0,AO07031400:100.0):44.8,AN6866.1:100.0):100.0):100.0,
2440 71.m15267 AN6865.1 AO070314000071 FG09601.1 AFAO yes yes ((FG09601.1:100.0,((AO07031400:100.0,71.m15267:100.0):93.0,AN6865.1:100.0):100.0):100.0,
2441 71.m15877 AN2243.1 AO070326000130 FG09554.1 AFAO yes ((FG09554.1:100.0,((AO07032600:100.0,71.m15877:100.0):84.0,AN2243.1:100.0):100.0):100.0,
2442 71.m15948 AN2299.1 AO070295000080 FG02008.1 AFAO ((FG02008.1:100.0,((AO07029500:100.0,71.m15948:100.0):62.5,AN2299.1:100.0):100.0):100.0,
2443 66.m04728 AN8089.1 AO070332000054 FG10823.1 AFAN yes yes ((FG10823.1:100.0,(AO07033200:100.0,(AN8089.1:100.0,66.m04728:100.0):95.0):100.0):100.0,
2444 71.m15968 AN8837.1 AO070271000041 FG02072.1 AFAO yes ((FG02072.1:100.0,((AO07027100:100.0,71.m15968:100.0):80.5,AN8837.1:100.0):100.0):100.0,
2445 58.m07723 AN1631.1 AO070299000043 FG02145.1 AFAN ((FG02145.1:100.0,((58.m07723:100.0,AN1631.1:100.0):46.0,AO07029900:100.0):100.0):100.0,
2446 71.m15510 AN0057.1 AO070253000025 FG07436.1 yes yes (((AO07025300:100.0,AN0057.1:100.0):100.0,(FG07436.1:100.0,71.m15510:100.0):99.0):100.0,
2447 71.m15600 AN8793.1 AO070276000066 FG09012.1 AFAO ((FG09012.1:100.0,((71.m15600:100.0,AO07027600:100.0):53.5,AN8793.1:100.0):100.0):100.0,
2448 53.m03737 AN8232.1 AO070310000076 FG09011.1 AFAO yes yes ((FG09011.1:100.0,((AO07031000:100.0,53.m03737:100.0):95.0,AN8232.1:100.0):100.0):100.0,
2449 62.m03432 AN6534.1 AO070270000051 FG03803.1 AFAO yes yes ((FG03803.1:100.0,((AO07027000:100.0,62.m03432:100.0):91.0,AN6534.1:100.0):100.0):100.0,
2450 53.m03851 AN7996.1 AO070322000049 FG08969.1 AFAO yes yes ((FG08969.1:100.0,((AO07032200:100.0,53.m03851:100.0):96.5,AN7996.1:100.0):100.0):100.0,
2451 58.m07396 AN3597.1 AO070342000150 FG02047.1 AFAO yes ((FG02047.1:100.0,((58.m07396:100.0,AO07034200:100.0):88.5,AN3597.1:100.0):100.0):100.0,
2452 58.m07399 AN3602.1 AO070342000154 FG02043.1 AFAO yes ((FG02043.1:100.0,((AO07034200:100.0,58.m07399:100.0):83.0,AN3602.1:100.0):100.0):100.0,
2453 58.m07398 AN3600.1 AO070342000153 FG02044.1 AFAN ((FG02044.1:100.0,(AO07034200:100.0,(AN3600.1:100.0,58.m07398:100.0):60.0):100.0):100.0,
2454 72.m19370 AN6273.1 AO070304000011 FG11205.1 ANAO yes yes ((FG11205.1:100.0,(72.m19370:100.0,(AN6273.1:100.0,AO07030400:100.0):94.0):100.0):100.0,
2455 53.m03717 AN8248.1 AO070310000058 FG06111.1 ANAO ((FG06111.1:100.0,(53.m03717:100.0,(AN8248.1:100.0,AO07031000:100.0):62.0):100.0):100.0,
2456 59.m08724 AN2875.1 AO070338000136 FG02770.1 AFAO ((FG02770.1:100.0,((59.m08724:100.0,AO07033800:100.0):57.8,AN2875.1:100.0):100.0):100.0,
2457 56.m03091 AN8945.1 AO070319000047 FG04837.1 ANAO ((FG04837.1:100.0,(56.m03091:100.0,(AN8945.1:100.0,AO07031900:100.0):52.5):100.0):100.0,
2458 63.m00629 AN0362.1 AO070318000042 FG02190.1 ANAO (((63.m00629:100.0,(AN0362.1:100.0,AO07031800:100.0):52.5):79.5,FG02190.1:100.0):100.0,
2459 52.m03714 AN4111.1 AO070342000382 FG04667.1 AFAO ((FG04667.1:100.0,((52.m03714:100.0,AO07034200:100.0):64.8,AN4111.1:100.0):100.0):100.0,
2460 52.m04073 AN4109.1 AO070342000385 FG11475.1 AFAO yes ((FG11475.1:100.0,((AO07034200:100.0,52.m04073:100.0):75.5,AN4109.1:100.0):100.0):100.0,
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2461 71.m15235 AN6901.1 AO070314000014 FG02590.1 AFAO ((FG02590.1:100.0,((71.m15235:100.0,AO07031400:100.0):48.5,AN6901.1:100.0):100.0):100.0,
2462 54.m06703 AN4060.1 AO070342000045 FG02588.1 AFAO yes ((FG02588.1:100.0,((AO07034200:100.0,54.m06703:100.0):79.5,AN4060.1:100.0):100.0):100.0,
2463 72.m19174 AN5960.1 AO070340000311 FG02541.1 ANAO yes yes ((FG02541.1:100.0,(72.m19174:100.0,(AO07034000:100.0,AN5960.1:100.0):90.0):100.0):100.0,
2464 72.m19792 AN7258.1 AO070297000014 FG04119.1 AFAO yes yes ((FG04119.1:100.0,((AO07029700:100.0,72.m19792:100.0):93.0,AN7258.1:100.0):100.0):100.0,
2465 72.m19945 AN6046.1 AO070340000236 FG04123.1 ANAO ((FG04123.1:100.0,((AO07034000:100.0,AN6046.1:100.0):55.5,72.m19945:100.0):100.0):100.0,
2466 72.m19114 AN6045.1 AO070340000237 FG04124.1 AFAN ((FG04124.1:100.0,(AO07034000:100.0,(AN6045.1:100.0,72.m19114:100.0):58.0):100.0):100.0,
2467 72.m19180 AN9469.1 AO070340000318 FG04125.1 ANAO ((FG04125.1:100.0,(72.m19180:100.0,(AN9469.1:100.0,AO07034000:100.0):60.5):100.0):100.0,
2468 72.m19181 AN9470.1 AO070340000319 FG04126.1 ANAO ((FG04126.1:100.0,(72.m19181:100.0,(AN9470.1:100.0,AO07034000:100.0):59.0):100.0):100.0,
2469 72.m19176 AN5958.1 AO070340000315 FG04127.1 AFAO yes yes ((FG04127.1:100.0,((72.m19176:100.0,AO07034000:100.0):92.0,AN5958.1:100.0):100.0):100.0,
2470 65.m07414 AN5688.1 AO070309000104 FG05593.1 ANAO yes ((FG05593.1:100.0,(65.m07414:100.0,(AN5688.1:100.0,AO07030900:100.0):80.0):100.0):100.0,
2471 59.m09135 AN4843.1 AO070327000126 FG01235.1 ANAO ((FG01235.1:100.0,((AO07032700:100.0,AN4843.1:100.0):56.0,59.m09135:100.0):100.0):100.0,
2472 58.m07861 AN4471.1 AO070305000130 FG05585.1 ANAO ((FG05585.1:100.0,(58.m07861:100.0,(AN4471.1:100.0,AO07030500:100.0):74.5):100.0):100.0,
2473 72.m19197 AN5932.1 AO070340000348 FG05421.1 AFAO yes yes ((FG05421.1:100.0,((AO07034000:100.0,72.m19197:100.0):97.0,AN5932.1:100.0):100.0):100.0,
2474 70.m15141 AN1091.1 AO070285000058 FG05417.1 ANAO ((FG05417.1:100.0,(70.m15141:100.0,(AN1091.1:100.0,AO07028500:100.0):65.5):100.0):100.0,
2475 71.m15585 AN8791.1 AO070276000072 FG05506.1 AFAN yes ((FG05506.1:100.0,(AO07027600:100.0,(AN8791.1:100.0,71.m15585:100.0):77.3):100.0):100.0,
2476 71.m15343 AN0066.1 AO070314000155 FG05414.1 ANAO ((FG05414.1:100.0,(71.m15343:100.0,(AN0066.1:100.0,AO07031400:100.0):60.0):100.0):100.0,
2477 71.m15342 AN0065.1 AO070314000154 FG05413.1 AFAO yes ((FG05413.1:100.0,((AO07031400:100.0,71.m15342:100.0):83.5,AN0065.1:100.0):100.0):100.0,
2478 71.m15344 AN0067.1 AO070314000157 FG05409.1 ANAO ((FG05409.1:100.0,((AO07031400:100.0,AN0067.1:100.0):70.8,71.m15344:100.0):100.0):100.0,
2479 71.m15337 AN0061.1 AO070314000148 FG05410.1 AFAO yes yes ((FG05410.1:100.0,((AO07031400:100.0,71.m15337:100.0):99.0,AN0061.1:100.0):100.0):100.0,
2480 70.m14975 AN1244.1 AO070223000006 FG03979.1 AFAO yes yes ((FG03979.1:100.0,((AO07022300:100.0,70.m14975:100.0):94.0,AN1244.1:100.0):100.0):100.0,
2481 70.m14974 AN1246.1 AO070223000009 FG03992.1 AFAO ((FG03992.1:100.0,((AO07022300:100.0,70.m14974:100.0):62.0,AN1246.1:100.0):100.0):100.0,
2482 70.m15739 AN1247.1 AO070223000010 FG03994.1 AFAO ((FG03994.1:100.0,((AO07022300:100.0,70.m15739:100.0):61.0,AN1247.1:100.0):100.0):100.0,
2483 65.m07265 AN6700.1 AO070339000147 FG04181.1 ANAO ((FG04181.1:100.0,(65.m07265:100.0,(AN6700.1:100.0,AO07033900:100.0):60.0):100.0):100.0,
2484 57.m05493 AN9157.1 AO070286000083 FG02555.1 ((((AO07028600:100.0,FG02555.1:100.0):46.5,AN9157.1:100.0):49.5,57.m05493:100.0):100.0,
2485 70.m14958 AN1261.1 AO070214000004 FG05613.1 AFAO yes yes ((FG05613.1:100.0,((AO07021400:100.0,70.m14958:100.0):97.5,AN1261.1:100.0):100.0):100.0,
2486 70.m14937 AN1270.1 AO070332000019 FG05614.1 AFAN ((FG05614.1:100.0,(AO07033200:100.0,(AN1270.1:100.0,70.m14937:100.0):56.5):100.0):100.0,
2487 70.m14953 AN1263.1 AO070332000001 FG05615.1 AFAO ((FG05615.1:100.0,((AO07033200:100.0,70.m14953:100.0):50.8,AN1263.1:100.0):100.0):100.0,
2488 58.m07480 AN5534.1 AO070328000057 FG04024.1 AFAO yes yes ((FG04024.1:100.0,((AO07032800:100.0,58.m07480:100.0):94.5,AN5534.1:100.0):100.0):100.0,
2489 52.m03894 AN8767.1 AO070299000022 FG02772.1 AFAO yes yes ((FG02772.1:100.0,((AO07029900:100.0,52.m03894:100.0):98.5,AN8767.1:100.0):100.0):100.0,
2490 58.m07473 AN3628.1 AO070328000066 FG02774.1 AFAO ((FG02774.1:100.0,((AO07032800:100.0,58.m07473:100.0):50.5,AN3628.1:100.0):100.0):100.0,
2491 72.m19946 AN6047.1 AO070340000229 FG09738.1 AFAN ((FG09738.1:100.0,(AO07034000:100.0,(AN6047.1:100.0,72.m19946:100.0):66.0):100.0):100.0,
2492 72.m19935 AN6048.1 AO070340000228 FG09739.1 AFAO ((FG09739.1:100.0,((AO07034000:100.0,72.m19935:100.0):61.5,AN6048.1:100.0):100.0):100.0,
2493 66.m04595 AN1239.1 AO070315000009 FG01385.1 ANAO yes ((((AO07031500:100.0,AN1239.1:100.0):100.0,66.m04595:100.0):78.0,FG01385.1:100.0):100.0,
2494 59.m08516 AN3147.1 AO070256000043 FG01974.1 AFAO (((AN3147.1:100.0,(AO07025600:100.0,59.m08516:100.0):55.5):94.5,FG01974.1:100.0):100.0,
2495 69.m15760 AN5353.1 AO070302000060 FG03674.1 AFAN yes ((((AN5353.1:100.0,69.m15760:100.0):100.0,AO07030200:100.0):78.5,FG03674.1:100.0):100.0,
2496 54.m06846 AN5726.1 AO070324000125 FG01341.1 ANAO yes yes ((FG01341.1:100.0,(54.m06846:100.0,(AN5726.1:100.0,AO07032400:100.0):90.0):100.0):100.0,
2497 57.m05801 AN2099.1 AO070341000258 FG01342.1 ANAO ((FG01342.1:100.0,(57.m05801:100.0,(AN2099.1:100.0,AO07034100:100.0):50.5):100.0):100.0,
2498 69.m14811 AN5786.1 AO070249000032 FG01344.1 ANAO ((FG01344.1:100.0,((AO07024900:100.0,AN5786.1:100.0):54.0,69.m14811:100.0):100.0):100.0,
2499 69.m14812 AN5785.1 AO070249000030 FG01345.1 AFAN ((FG01345.1:100.0,((69.m14812:100.0,AN5785.1:100.0):51.5,AO07024900:100.0):100.0):100.0,
2500 71.m15812 AN7770.1 AO070286000023 FG00407.1 ANAO yes ((FG00407.1:100.0,(71.m15812:100.0,(AN7770.1:100.0,AO07028600:100.0):89.5):100.0):100.0,
2501 53.m03914 AN8063.1 AO070330000019 FG00406.1 AFAO ((FG00406.1:100.0,((AO07033000:100.0,53.m03914:100.0):62.0,AN8063.1:100.0):100.0):100.0,
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2502 69.m15632 AN5763.1 AO070193000009 FG00405.1 AFAO yes yes ((FG00405.1:100.0,((AO07019300:100.0,69.m15632:100.0):98.5,AN5763.1:100.0):100.0):100.0,
2503 59.m08852 AN4947.1 AO070166000003 FG04044.1 AFAN yes ((FG04044.1:100.0,(AO07016600:100.0,(AN4947.1:100.0,59.m08852:100.0):83.2):100.0):100.0,
2504 59.m08727 AN2880.1 AO070338000135 FG04042.1 AFAO ((FG04042.1:100.0,((AO07033800:100.0,59.m08727:100.0):66.0,AN2880.1:100.0):100.0):100.0,
2505 71.m15896 AN2256.1 AO070326000107 FG09828.1 AFAO yes yes ((FG09828.1:100.0,((AO07032600:100.0,71.m15896:100.0):96.0,AN2256.1:100.0):100.0):100.0,
2506 59.m08861 AN4956.1 AO070288000018 FG01086.1 AFAO yes ((FG01086.1:100.0,((AO07028800:100.0,59.m08861:100.0):81.0,AN4956.1:100.0):100.0):100.0,
2507 72.m19436 AN9491.1 AO070304000051 FG01931.1 AFAO ((FG01931.1:100.0,((AO07030400:100.0,72.m19436:100.0):56.0,AN9491.1:100.0):100.0):100.0,
2508 54.m07018 AN4035.1 AO070328000127 FG06915.1 ANAO yes ((FG06915.1:100.0,(54.m07018:100.0,(AN4035.1:100.0,AO07032800:100.0):84.5):100.0):100.0,
2509 72.m19293 AN6194.1 AO070308000104 FG05329.1 AFAO yes yes ((FG05329.1:100.0,((AO07030800:100.0,72.m19293:100.0):97.0,AN6194.1:100.0):100.0):100.0,
2510 72.m19361 AN6279.1 AO070308000038 FG01924.1 AFAO yes ((FG01924.1:100.0,((AO07030800:100.0,72.m19361:100.0):84.0,AN6279.1:100.0):100.0):100.0,
2511 65.m07280 AN6705.1 AO070339000135 FG01925.1 AFAO yes yes ((FG01925.1:100.0,((AO07033900:100.0,65.m07280:100.0):96.0,AN6705.1:100.0):100.0):100.0,
2512 72.m19369 AN6272.1 AO070304000012 FG01927.1 AFAN ((FG01927.1:100.0,((72.m19369:100.0,AN6272.1:100.0):72.5,AO07030400:100.0):100.0):100.0,
2513 70.m15632 AN0991.1 AO070318000146 FG02168.1 ANAO ((FG02168.1:100.0,((AO07031800:100.0,AN0991.1:100.0):67.5,70.m15632:100.0):100.0):100.0,
2514 54.m06427 AN0331.1 AO070318000004 FG03940.1 AFAO ((FG03940.1:100.0,(AN0331.1:100.0,(54.m06427:100.0,AO07031800:100.0):83.0):59.8):100.0,
2515 72.m19751 AN7312.1 AO070297000060 FG04282.1 AFAO yes ((FG04282.1:100.0,((AO07029700:100.0,72.m19751:100.0):85.0,AN7312.1:100.0):100.0):100.0,
2516 71.m15387 AN0112.1 AO070311000096 FG04279.1 ANAO ((FG04279.1:100.0,(71.m15387:100.0,(AN0112.1:100.0,AO07031100:100.0):62.5):100.0):100.0,
2517 72.m19688 AN2153.1 AO070343000202 FG04277.1 AFAO yes yes ((FG04277.1:100.0,((AO07034300:100.0,72.m19688:100.0):92.5,AN2153.1:100.0):100.0):100.0,
2518 71.m15473 AN0210.1 AO070321000034 FG04270.1 AFAO yes ((FG04270.1:100.0,((AO07032100:100.0,71.m15473:100.0):86.5,AN0210.1:100.0):100.0):100.0,
2519 71.m15463 AN0193.1 AO070321000051 FG04272.1 AFAO ((FG04272.1:100.0,((AO07032100:100.0,71.m15463:100.0):50.2,AN0193.1:100.0):100.0):100.0,
2520 71.m15461 AN0191.1 AO070321000052 FG04274.1 ANAO ((FG04274.1:100.0,((AO07032100:100.0,AN0191.1:100.0):39.2,71.m15461:100.0):100.0):100.0,
2521 71.m15460 AN0190.1 AO070321000053 FG04275.1 AFAN ((FG04275.1:100.0,(AO07032100:100.0,(AN0190.1:100.0,71.m15460:100.0):66.0):100.0):100.0,
2522 69.m15216 AN2442.1 AO070264000033 FG04276.1 AFAO yes yes ((FG04276.1:100.0,((AO07026400:100.0,69.m15216:100.0):99.0,AN2442.1:100.0):100.0):100.0,
2523 71.m16048 AN0109.1 AO070311000111 FG04286.1 ANAO ((FG04286.1:100.0,(71.m16048:100.0,(AN0109.1:100.0,AO07031100:100.0):72.5):100.0):100.0,
2524 71.m15386 AN0111.1 AO070311000109 FG04284.1 AFAO ((FG04284.1:100.0,((AO07031100:100.0,71.m15386:100.0):47.0,AN0111.1:100.0):100.0):100.0,
2525 69.m15217 AN2441.1 AO070264000038 FG04268.1 AFAO yes ((FG04268.1:100.0,((69.m15217:100.0,AO07026400:100.0):84.0,AN2441.1:100.0):100.0):100.0,
2526 71.m16064 AN0179.1 AO070321000059 FG04260.1 AFAO yes ((FG04260.1:100.0,((AO07032100:100.0,71.m16064:100.0):83.5,AN0179.1:100.0):100.0):100.0,
2527 72.m20002 AN2154.1 AO070343000203 FG05066.1 AFAO yes ((FG05066.1:100.0,((AO07034300:100.0,72.m20002:100.0):78.5,AN2154.1:100.0):100.0):100.0,
2528 62.m03252 AN6652.1 AO070269000016 FG00166.1 AFAO yes ((FG00166.1:100.0,((AO07026900:100.0,62.m03252:100.0):89.5,AN6652.1:100.0):100.0):100.0,
2529 62.m03171 AN6581.1 AO070326000030 FG07383.1 AFAO yes yes ((FG07383.1:100.0,(AN6581.1:100.0,(62.m03171:100.0,AO07032600:100.0):100.0):100.0):100.0,
2530 71.m15562 AN3862.1 AO070308000044 FG02137.1 ANAO yes yes ((((AN3862.1:100.0,AO07030800:100.0):91.0,71.m15562:100.0):94.5,FG02137.1:100.0):100.0,
2531 71.m16097 AN2754.1 AO070276000006 FG09437.1 AFAO ((FG09437.1:100.0,((AO07027600:100.0,71.m16097:100.0):65.0,AN2754.1:100.0):100.0):100.0,
2532 71.m15720 AN7698.1 AO070325000103 FG09435.1 AFAO yes ((FG09435.1:100.0,((AO07032500:100.0,71.m15720:100.0):84.0,AN7698.1:100.0):100.0):100.0,
2533 57.m05529 AN4612.1 AO070267000028 FG09434.1 AFAO yes yes ((FG09434.1:100.0,((AO07026700:100.0,57.m05529:100.0):90.5,AN4612.1:100.0):100.0):100.0,
2534 71.m15727 AN7701.1 AO070325000108 FG09438.1 ANAO ((FG09438.1:100.0,(71.m15727:100.0,(AN7701.1:100.0,AO07032500:100.0):43.3):100.0):100.0,
2535 59.m09204 AN4779.1 AO070329000071 FG09429.1 AFAO yes yes ((FG09429.1:100.0,((AO07032900:100.0,59.m09204:100.0):90.0,AN4779.1:100.0):100.0):100.0,
2536 59.m09207 AN4776.1 AO070329000076 FG09431.1 AFAO yes yes ((FG09431.1:100.0,((AO07032900:100.0,59.m09207:100.0):97.5,AN4776.1:100.0):100.0):100.0,
2537 72.m19948 AN6072.1 AO070340000116 FG00501.1 AFAN yes yes ((FG00501.1:100.0,(AO07034000:100.0,(AN6072.1:100.0,72.m19948:100.0):96.0):100.0):100.0,
2538 69.m15595 AN0013.1 AO070333000040 FG11495.1 AFAN ((((69.m15595:100.0,AN0013.1:100.0):39.3,AO07033300:100.0):65.5,FG11495.1:100.0):100.0,
2539 65.m07385 AN3749.1 AO070309000073 FG07112.1 AFAO ((FG07112.1:100.0,((65.m07385:100.0,AO07030900:100.0):57.0,AN3749.1:100.0):100.0):100.0,
2540 72.m19149 AN5991.1 AO070340000286 FG07104.1 AFAO yes yes ((FG07104.1:100.0,((AO07034000:100.0,72.m19149:100.0):99.0,AN5991.1:100.0):100.0):100.0,
2541 72.m19148 AN5992.1 AO070340000285 FG07105.1 AFAO ((FG07105.1:100.0,((AO07034000:100.0,72.m19148:100.0):68.0,AN5992.1:100.0):100.0):100.0,
2542 65.m07391 AN3744.1 AO070309000079 FG07106.1 AFAO yes yes ((FG07106.1:100.0,((AO07030900:100.0,65.m07391:100.0):99.0,AN3744.1:100.0):100.0):100.0,
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2543 65.m07390 AN3745.1 AO070309000078 FG07107.1 AFAO ((FG07107.1:100.0,((AO07030900:100.0,65.m07390:100.0):64.0,AN3745.1:100.0):100.0):100.0,
2544 70.m15829 AN8317.1 AO070323000152 FG08715.1 AFAN yes yes ((((AN8317.1:100.0,70.m15829:100.0):99.0,AO07032300:100.0):98.0,FG08715.1:100.0):100.0,
2545 58.m07794 AN1708.1 AO070305000041 FG07549.1 AFAO ((FG07549.1:100.0,((AO07030500:100.0,58.m07794:100.0):61.5,AN1708.1:100.0):100.0):100.0,
2546 69.m14851 AN5753.1 AO070329000011 FG10755.1 AFAN yes ((FG10755.1:100.0,(AO07032900:100.0,(AN5753.1:100.0,69.m14851:100.0):80.3):100.0):100.0,
2547 58.m07904 AN4415.1 AO070273000036 FG10422.1 AFAO yes ((FG10422.1:100.0,((AO07027300:100.0,58.m07904:100.0):87.0,AN4415.1:100.0):100.0):100.0,
2548 52.m04017 AN9394.1 AO070274000022 FG02146.1 AFAO yes yes ((FG02146.1:100.0,((AO07027400:100.0,52.m04017:100.0):92.5,AN9394.1:100.0):100.0):100.0,
2549 57.m05434 AN7664.1 AO070268000037 FG04995.1 ANAO ((FG04995.1:100.0,(57.m05434:100.0,(AN7664.1:100.0,AO07026800:100.0):60.0):100.0):100.0,
2550 69.m15460 AN5493.1 AO070341000392 FG10531.1 AFAO yes ((FG10531.1:100.0,((AO07034100:100.0,69.m15460:100.0):87.0,AN5493.1:100.0):100.0):100.0,
2551 69.m14849 AN5751.1 AO070341000008 FG10482.1 AFAO yes yes ((FG10482.1:100.0,((AO07034100:100.0,69.m14849:100.0):97.0,AN5751.1:100.0):100.0):100.0,
2552 59.m08483 AN6923.1 AO070318000108 FG01734.1 AFAO yes ((FG01734.1:100.0,((AO07031800:100.0,59.m08483:100.0):79.5,AN6923.1:100.0):100.0):100.0,
2553 69.m15032 AN8622.1 AO070289000005 FG06610.1 yes ((69.m15032:100.0,(FG06610.1:100.0,(AO07028900:100.0,AN8622.1:100.0):89.0):98.5):100.0,
2554 58.m07908 AN4419.1 AO070273000041 FG10516.1 AFAO ((FG10516.1:100.0,((AO07027300:100.0,58.m07908:100.0):53.7,AN4419.1:100.0):100.0):100.0,
2555 69.m14855 AN5758.1 AO070341000017 FG10514.1 AFAO yes ((FG10514.1:100.0,((69.m14855:100.0,AO07034100:100.0):75.5,AN5758.1:100.0):100.0):100.0,
2556 59.m09099 AN2914.1 AO070329000158 FG03694.1 AFAO yes yes ((FG03694.1:100.0,((AO07032900:100.0,59.m09099:100.0):95.0,AN2914.1:100.0):100.0):100.0,
2557 56.m02532 AN1783.1 AO070329000184 FG01586.1 (((56.m02532:100.0,FG01586.1:100.0):32.2,(AN1783.1:100.0,AO07032900:100.0):34.7):100.0,
2558 58.m07611 AN2003.1 AO070301000104 FG10425.1 AFAO yes yes ((FG10425.1:100.0,((AO07030100:100.0,58.m07611:100.0):91.5,AN2003.1:100.0):100.0):100.0,
2559 54.m06616 AN0455.1 AO070328000183 FG10426.1 ANAO ((FG10426.1:100.0,((AO07032800:100.0,AN0455.1:100.0):56.3,54.m06616:100.0):100.0):100.0,
2560 58.m07728 AN1633.1 AO070299000055 FG07485.1 AFAN ((FG07485.1:100.0,(AO07029900:100.0,(AN1633.1:100.0,58.m07728:100.0):49.5):100.0):100.0,
2561 55.m03098 AN3337.1 AO070293000073 FG02386.1 AFAN ((((AN3337.1:100.0,55.m03098:100.0):65.0,AO07029300:100.0):91.0,FG02386.1:100.0):100.0,
2562 58.m07733 AN1665.1 AO070299000047 FG07520.1 AFAO yes yes ((FG07520.1:100.0,((AO07029900:100.0,58.m07733:100.0):98.5,AN1665.1:100.0):100.0):100.0,
2563 57.m05385 AN5537.1 AO070294000074 FG07519.1 AFAO yes ((FG07519.1:100.0,((AO07029400:100.0,57.m05385:100.0):85.5,AN5537.1:100.0):100.0):100.0,
2564 72.m19492 AN6368.1 AO070279000054 FG06576.1 AFAO yes ((FG06576.1:100.0,((AO07027900:100.0,72.m19492:100.0):88.0,AN6368.1:100.0):100.0):100.0,
2565 69.m15764 AN3268.1 AO070304000069 FG06556.1 AFAO yes yes ((FG06556.1:100.0,(AN3268.1:100.0,(69.m15764:100.0,AO07030400:100.0):100.0):100.0):100.0,
2566 72.m18947 AN5820.1 AO070260000026 FG06544.1 AFAN ((FG06544.1:100.0,(AO07026000:100.0,(AN5820.1:100.0,72.m18947:100.0):53.0):100.0):100.0,
2567 72.m18946 AN5819.1 AO070260000028 FG06543.1 AFAO yes ((FG06543.1:100.0,((AO07026000:100.0,72.m18946:100.0):89.5,AN5819.1:100.0):100.0):100.0,
2568 72.m18951 AN5824.1 AO070260000022 FG06542.1 AFAO yes yes ((FG06542.1:100.0,((AO07026000:100.0,72.m18951:100.0):96.5,AN5824.1:100.0):100.0):100.0,
2569 72.m19044 AN6115.1 AO070340000089 FG06513.1 AFAO yes yes ((FG06513.1:100.0,((AO07034000:100.0,72.m19044:100.0):92.5,AN6115.1:100.0):100.0):100.0,
2570 56.m02468 AN9172.1 AO070317000027 FG04232.1 AFAO yes yes ((FG04232.1:100.0,((AO07031700:100.0,56.m02468:100.0):91.5,AN9172.1:100.0):100.0):100.0,
2571 56.m02469 AN9159.1 AO070317000031 FG01701.1 AFAO ((((AO07031700:100.0,56.m02469:100.0):72.5,AN9159.1:100.0):99.0,FG01701.1:100.0):100.0,
2572 71.m15400 AN0120.1 AO070311000093 FG09800.1 AFAO yes ((FG09800.1:100.0,((AO07031100:100.0,71.m15400:100.0):85.2,AN0120.1:100.0):100.0):100.0,
2573 52.m03833 AN2357.1 AO070307000082 FG05295.1 AFAO yes yes ((FG05295.1:100.0,(AN2357.1:100.0,(52.m03833:100.0,AO07030700:100.0):100.0):100.0):100.0,
2574 59.m08547 AN3156.1 AO070256000036 FG06220.1 ANAO ((FG06220.1:100.0,((AO07025600:100.0,AN3156.1:100.0):38.3,59.m08547:100.0):100.0):100.0,
2575 65.m07291 AN6690.1 AO070339000097 FG06222.1 AFAO ((FG06222.1:100.0,((65.m07291:100.0,AO07033900:100.0):57.0,AN6690.1:100.0):100.0):100.0,
2576 69.m15281 AN0565.1 AO070272000043 FG09638.1 AFAO yes yes ((FG09638.1:100.0,((AO07027200:100.0,69.m15281:100.0):97.0,AN0565.1:100.0):100.0):100.0,
2577 71.m15784 AN7752.1 AO070325000184 FG05316.1 AFAO yes yes ((FG05316.1:100.0,((AO07032500:100.0,71.m15784:100.0):90.0,AN7752.1:100.0):100.0):100.0,
2578 70.m15201 AN1045.1 AO070336000078 FG01968.1 AFAO yes yes ((FG01968.1:100.0,(AN1045.1:100.0,(70.m15201:100.0,AO07033600:100.0):100.0):100.0):100.0,
2579 54.m06854 AN5164.1 AO070291000003 FG05327.1 AFAO yes yes ((FG05327.1:100.0,((AO07029100:100.0,54.m06854:100.0):91.0,AN5164.1:100.0):100.0):100.0,
2580 65.m07502 AN6688.1 AO070339000095 FG05315.1 AFAO ((FG05315.1:100.0,((AO07033900:100.0,65.m07502:100.0):40.3,AN6688.1:100.0):100.0):100.0,
2581 72.m19309 AN6211.1 AO070308000082 FG01969.1 AFAO yes yes ((FG01969.1:100.0,((AO07030800:100.0,72.m19309:100.0):96.5,AN6211.1:100.0):100.0):100.0,
2582 70.m15214 AN0997.1 AO070312000043 FG01970.1 AFAO yes yes ((FG01970.1:100.0,((AO07031200:100.0,70.m15214:100.0):95.0,AN0997.1:100.0):100.0):100.0,
2583 71.m15403 AN0122.1 AO070311000090 FG09725.1 AFAN ((FG09725.1:100.0,(AO07031100:100.0,(AN0122.1:100.0,71.m15403:100.0):52.0):100.0):100.0,

144



§S1 Aspergillus Phylogenetic Analysis - Raw Data Tab 4 - Single Gene Topologies

ID AFgene ANgene AOgene FGgene Topo Boot90 Boot75 tree
2584 71.m15408 AN0126.1 AO070311000085 FG09728.1 AFAO yes yes ((FG09728.1:100.0,((AO07031100:100.0,71.m15408:100.0):97.5,AN0126.1:100.0):100.0):100.0,
2585 71.m15493 AN4724.1 AO070323000060 FG09686.1 ANAO ((FG09686.1:100.0,(71.m15493:100.0,(AN4724.1:100.0,AO07032300:100.0):58.5):100.0):100.0,
2586 57.m05496 AN4576.1 AO070316000158 FG05063.1 AFAO yes yes ((FG05063.1:100.0,(AN4576.1:100.0,(57.m05496:100.0,AO07031600:100.0):100.0):100.0):100.0,
2587 72.m19237 AN5893.1 AO070245000013 FG06228.1 AFAO yes yes ((FG06228.1:100.0,((AO07024500:100.0,72.m19237:100.0):97.0,AN5893.1:100.0):100.0):100.0,
2588 52.m04024 AN9398.1 AO070274000018 FG05229.1 ANAO ((FG05229.1:100.0,((AO07027400:100.0,AN9398.1:100.0):48.0,52.m04024:100.0):100.0):100.0,
2589 52.m04039 AN9409.1 AO070274000006 FG05230.1 ANAO ((FG05230.1:100.0,((AO07027400:100.0,AN9409.1:100.0):60.8,52.m04039:100.0):100.0):100.0,
2590 72.m20022 AN7304.1 AO070297000051 FG06226.1 AFAO ((FG06226.1:100.0,((AO07029700:100.0,72.m20022:100.0):52.0,AN7304.1:100.0):100.0):100.0,
2591 71.m15404 AN0123.1 AO070311000089 FG06224.1 AFAO yes ((FG06224.1:100.0,((AO07031100:100.0,71.m15404:100.0):85.0,AN0123.1:100.0):100.0):100.0,
2592 54.m06579 AN4015.1 AO070328000151 FG01955.1 AFAO (((AN4015.1:100.0,(AO07032800:100.0,54.m06579:100.0):53.5):58.6,FG01955.1:100.0):100.0,
2593 70.m15107 AN1128.1 AO070331000120 FG09914.1 AFAO ((FG09914.1:100.0,((AO07033100:100.0,70.m15107:100.0):64.0,AN1128.1:100.0):100.0):100.0,
2594 70.m15114 AN1126.1 AO070331000119 FG01014.1 AFAO yes yes ((FG01014.1:100.0,((AO07033100:100.0,70.m15114:100.0):96.0,AN1126.1:100.0):100.0):100.0,
2595 58.m07411 AN3624.1 AO070342000127 FG01501.1 AFAO yes yes ((FG01501.1:100.0,((AO07034200:100.0,58.m07411:100.0):97.0,AN3624.1:100.0):100.0):100.0,
2596 58.m07409 AN3622.1 AO070342000129 FG01503.1 AFAO yes ((FG01503.1:100.0,((AO07034200:100.0,58.m07409:100.0):89.0,AN3622.1:100.0):100.0):100.0,
2597 69.m15458 AN5495.1 AO070341000391 FG01505.1 ANAO yes ((FG01505.1:100.0,(69.m15458:100.0,(AN5495.1:100.0,AO07034100:100.0):87.0):100.0):100.0,
2598 69.m15722 AN5494.1 AO070341000390 FG01506.1 AFAO yes yes ((FG01506.1:100.0,((AO07034100:100.0,69.m15722:100.0):99.0,AN5494.1:100.0):100.0):100.0,
2599 69.m15723 AN5496.1 AO070341000389 FG00923.1 AFAO ((FG00923.1:100.0,((69.m15723:100.0,AO07034100:100.0):68.5,AN5496.1:100.0):100.0):100.0,
2600 58.m07379 AN3581.1 AO070342000168 FG00871.1 AFAO yes yes ((FG00871.1:100.0,((AO07034200:100.0,58.m07379:100.0):98.0,AN3581.1:100.0):100.0):100.0,
2601 54.m06455 AN0303.1 AO070334000035 FG00955.1 AFAO ((FG00955.1:100.0,((54.m06455:100.0,AO07033400:100.0):63.3,AN0303.1:100.0):100.0):100.0,
2602 57.m05971 AN3785.1 AO070337000246 FG00667.1 ANAO ((FG00667.1:100.0,((AO07033700:100.0,AN3785.1:100.0):54.0,57.m05971:100.0):100.0):100.0,
2603 71.m15746 AN8957.1 AO070319000071 FG00669.1 ANAO yes yes ((FG00669.1:100.0,((AN8957.1:100.0,AO07031900:100.0):100.0,71.m15746:100.0):100.0):100.0,
2604 70.m15715 AN2721.1 AO070309000062 FG02280.1 (((AO07030900:100.0,70.m15715:100.0):99.5,(FG02280.1:100.0,AN2721.1:100.0):53.0):100.0,
2605 58.m07788 AN1721.1 AO070305000036 FG00276.1 AFAO yes ((FG00276.1:100.0,((AO07030500:100.0,58.m07788:100.0):82.0,AN1721.1:100.0):100.0):100.0,
2606 69.m15483 AN5449.1 AO070239000028 FG01496.1 AFAO ((FG01496.1:100.0,((AO07023900:100.0,69.m15483:100.0):55.5,AN5449.1:100.0):100.0):100.0,
2607 58.m08961 AN1720.1 AO070305000035 FG01495.1 AFAO yes yes ((FG01495.1:100.0,((AO07030500:100.0,58.m08961:100.0):97.0,AN1720.1:100.0):100.0):100.0,
2608 58.m07772 AN1696.1 AO070305000020 FG10081.1 AFAO ((FG10081.1:100.0,((58.m07772:100.0,AO07030500:100.0):51.0,AN1696.1:100.0):100.0):100.0,
2609 55.m02992 AN1486.1 AO070334000193 FG01490.1 AFAO ((FG01490.1:100.0,((AO07033400:100.0,55.m02992:100.0):62.5,AN1486.1:100.0):100.0):100.0,
2610 58.m07605 AN1996.1 AO070301000091 FG01498.1 AFAO yes ((FG01498.1:100.0,((AO07030100:100.0,58.m07605:100.0):84.0,AN1996.1:100.0):100.0):100.0,
2611 72.m19550 AN1798.1 AO070309000133 FG05597.1 AFAN yes ((FG05597.1:100.0,(AO07030900:100.0,(AN1798.1:100.0,72.m19550:100.0):89.5):100.0):100.0,
2612 59.m09078 AN2925.1 AO070337000214 FG05596.1 AFAO ((FG05596.1:100.0,((59.m09078:100.0,AO07033700:100.0):63.0,AN2925.1:100.0):100.0):100.0,
2613 58.m07389 AN3589.1 AO070342000140 FG01263.1 AFAN ((FG01263.1:100.0,(AO07034200:100.0,(AN3589.1:100.0,58.m07389:100.0):42.3):100.0):100.0,
2614 69.m15016 AN3913.1 AO070324000100 FG01234.1 AFAO ((FG01234.1:100.0,((AO07032400:100.0,69.m15016:100.0):47.5,AN3913.1:100.0):100.0):100.0,
2615 54.m06650 AN0426.1 AO070338000276 FG01526.1 ANAO ((FG01526.1:100.0,((AO07033800:100.0,AN0426.1:100.0):57.5,54.m06650:100.0):100.0):100.0,
2616 54.m06624 AN0433.1 AO070338000284 FG01516.1 ANAO ((FG01516.1:100.0,(54.m06624:100.0,(AN0433.1:100.0,AO07033800:100.0):46.0):100.0):100.0,
2617 70.m15627 AN0987.1 AO070317000115 FG01514.1 AFAN ((FG01514.1:100.0,((70.m15627:100.0,AN0987.1:100.0):70.5,AO07031700:100.0):99.0):100.0,
2618 56.m02506 AN8412.1 AO070336000018 FG10464.1 yes yes ((56.m02506:100.0,(FG10464.1:100.0,(AN8412.1:100.0,AO07033600:100.0):99.5):100.0):100.0,
2619 52.m03823 AN8731.1 AO070327000127 FG04229.1 (((AO07032700:100.0,(FG04229.1:100.0,52.m03823:100.0):46.8):41.5,AN8731.1:100.0):100.0,
2620 52.m03867 AN5653.1 AO070335000212 FG10989.1 AFAO yes (((AN5653.1:100.0,(AO07033500:100.0,52.m03867:100.0):76.5):98.5,FG10989.1:100.0):100.0,
2621 72.m19978 AN6231.1 AO070304000084 FG10743.1 AFAO yes yes ((FG10743.1:100.0,((AO07030400:100.0,72.m19978:100.0):99.5,AN6231.1:100.0):100.0):100.0,
2622 58.m07603 AN1993.1 AO070301000084 FG10746.1 AFAN ((FG10746.1:100.0,(AO07030100:100.0,(AN1993.1:100.0,58.m07603:100.0):68.5):100.0):100.0,
2623 52.m04014 AN9393.1 AO070274000027 FG03330.1 AFAO yes yes ((FG03330.1:100.0,((AO07027400:100.0,52.m04014:100.0):93.0,AN9393.1:100.0):100.0):100.0,
2624 53.m03915 AN8064.1 AO070330000020 FG06027.1 AFAO yes yes ((FG06027.1:100.0,((AO07033000:100.0,53.m03915:100.0):97.0,AN8064.1:100.0):100.0):100.0,
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2625 59.m08688 AN5019.1 AO070338000179 FG07880.1 AFAO yes yes ((FG07880.1:100.0,((AO07033800:100.0,59.m08688:100.0):94.0,AN5019.1:100.0):100.0):100.0,
2626 69.m15306 AN4179.1 AO070226000020 FG01581.1 AFAO yes yes ((FG01581.1:100.0,(AN4179.1:100.0,(69.m15306:100.0,AO07022600:100.0):100.0):100.0):100.0,
2627 52.m03954 AN6237.1 AO070302000118 FG04336.1 ANAO yes ((FG04336.1:100.0,(52.m03954:100.0,(AN6237.1:100.0,AO07030200:100.0):84.5):100.0):100.0,
2628 52.m03953 AN6236.1 AO070302000119 FG03747.1 ANAO ((FG03747.1:100.0,(52.m03953:100.0,(AN6236.1:100.0,AO07030200:100.0):65.5):100.0):100.0,
2629 70.m14907 AN1324.1 AO070303000087 FG04366.1 AFAN yes yes ((FG04366.1:100.0,(AO07030300:100.0,(AN1324.1:100.0,70.m14907:100.0):92.0):100.0):100.0,
2630 53.m03676 AN4281.1 AO070310000015 FG10873.1 AFAO ((FG10873.1:100.0,((AO07031000:100.0,53.m03676:100.0):51.2,AN4281.1:100.0):100.0):100.0,
2631 54.m07054 AN5139.1 AO070291000038 FG10869.1 AFAO yes yes ((FG10869.1:100.0,((AO07029100:100.0,54.m07054:100.0):99.0,AN5139.1:100.0):100.0):100.0,
2632 70.m15179 AN1056.1 AO070336000055 FG10870.1 AFAN ((FG10870.1:100.0,((70.m15179:100.0,AN1056.1:100.0):49.0,AO07033600:100.0):100.0):100.0,
2633 58.m08946 AN1980.1 AO070301000065 FG00632.1 AFAO yes ((FG00632.1:100.0,((AO07030100:100.0,58.m08946:100.0):87.5,AN1980.1:100.0):100.0):100.0,
2634 54.m06603 AN0465.1 AO070328000172 FG00631.1 ANAO ((FG00631.1:100.0,(54.m06603:100.0,(AN0465.1:100.0,AO07032800:100.0):46.3):100.0):100.0,
2635 58.m07569 AN1964.1 AO070301000045 FG00634.1 AFAO yes yes ((FG00634.1:100.0,((AO07030100:100.0,58.m07569:100.0):92.0,AN1964.1:100.0):100.0):100.0,
2636 69.m15204 AN2455.1 AO070264000021 FG01470.1 AFAO ((FG01470.1:100.0,((AO07026400:100.0,69.m15204:100.0):54.5,AN2455.1:100.0):100.0):100.0,
2637 69.m15211 AN2449.1 AO070264000029 FG01480.1 AFAO yes yes ((FG01480.1:100.0,((AO07026400:100.0,69.m15211:100.0):95.0,AN2449.1:100.0):100.0):100.0,
2638 69.m15212 AN2447.1 AO070264000030 FG01481.1 AFAN ((FG01481.1:100.0,(AO07026400:100.0,(AN2447.1:100.0,69.m15212:100.0):67.3):100.0):100.0,
2639 53.m03912 AN8035.1 AO070330000012 FG00946.1 AFAO yes yes ((FG00946.1:100.0,(AN8035.1:100.0,(53.m03912:100.0,AO07033000:100.0):100.0):100.0):100.0,
2640 53.m03913 AN8061.1 AO070330000013 FG00945.1 AFAO yes ((FG00945.1:100.0,((AO07033000:100.0,53.m03913:100.0):86.0,AN8061.1:100.0):100.0):100.0,
2641 72.m19422 AN6232.1 AO070304000085 FG00637.1 ANAO ((FG00637.1:100.0,(72.m19422:100.0,(AN6232.1:100.0,AO07030400:100.0):73.5):100.0):100.0,
2642 59.m08570 AN3184.1 AO070256000010 FG01829.1 AFAO yes yes ((FG01829.1:100.0,((AO07025600:100.0,59.m08570:100.0):97.0,AN3184.1:100.0):100.0):100.0,
2643 72.m19031 AN6126.1 AO070340000068 FG06580.1 AFAO yes ((FG06580.1:100.0,((AO07034000:100.0,72.m19031:100.0):79.0,AN6126.1:100.0):100.0):100.0,
2644 72.m18941 AN5811.1 AO070260000036 FG06524.1 AFAO yes ((FG06524.1:100.0,((AO07026000:100.0,72.m18941:100.0):82.0,AN5811.1:100.0):100.0):100.0,
2645 72.m19777 AN7287.1 AO070297000028 FG06566.1 AFAO yes yes ((FG06566.1:100.0,((AO07029700:100.0,72.m19777:100.0):96.0,AN7287.1:100.0):100.0):100.0,
2646 72.m19499 AN6359.1 AO070279000047 FG05455.1 ANAO ((FG05455.1:100.0,((AO07027900:100.0,AN6359.1:100.0):68.0,72.m19499:100.0):100.0):100.0,
2647 59.m08718 AN2877.1 AO070338000146 FG02771.1 AFAO ((FG02771.1:100.0,((59.m08718:100.0,AO07033800:100.0):53.5,AN2877.1:100.0):100.0):100.0,
2648 59.m08723 AN2873.1 AO070338000139 FG00380.1 AFAO yes ((FG00380.1:100.0,((59.m08723:100.0,AO07033800:100.0):85.5,AN2873.1:100.0):100.0):100.0,
2649 57.m05803 AN2101.1 AO070341000259 FG00552.1 AFAO yes yes ((FG00552.1:100.0,((AO07034100:100.0,57.m05803:100.0):90.5,AN2101.1:100.0):100.0):100.0,
2650 67.m02865 AN8562.1 AO070332000127 FG00550.1 AFAN yes yes ((FG00550.1:100.0,(AO07033200:100.0,(AN8562.1:100.0,67.m02865:100.0):96.0):100.0):100.0,
2651 57.m05786 AN2085.1 AO070341000243 FG00367.1 ANAO ((FG00367.1:100.0,((AO07034100:100.0,AN2085.1:100.0):56.3,57.m05786:100.0):100.0):100.0,
2652 54.m06459 AN0302.1 AO070334000037 FG00368.1 ANAO yes ((FG00368.1:100.0,(54.m06459:100.0,(AN0302.1:100.0,AO07033400:100.0):80.0):100.0):100.0,
2653 54.m06679 AN2738.1 AO070338000220 FG00369.1 AFAO yes yes ((FG00369.1:100.0,((AO07033800:100.0,54.m06679:100.0):95.0,AN2738.1:100.0):100.0):100.0,
2654 69.m14994 AN3933.1 AO070341000044 FG05627.1 AFAO yes yes ((FG05627.1:100.0,(AN3933.1:100.0,(69.m14994:100.0,AO07034100:100.0):100.0):100.0):100.0,
2655 72.m19967 AN9468.1 AO070340000317 FG04136.1 AFAO yes yes ((((AO07034000:100.0,72.m19967:100.0):99.5,AN9468.1:100.0):99.0,FG04136.1:100.0):100.0,
2656 54.m06351 AN0387.1 AO070290000083 FG00797.1 ANAO ((FG00797.1:100.0,(54.m06351:100.0,(AN0387.1:100.0,AO07029000:100.0):44.5):100.0):100.0,
2657 57.m05609 AN4519.1 AO070321000125 FG00796.1 AFAO ((FG00796.1:100.0,((AO07032100:100.0,57.m05609:100.0):70.0,AN4519.1:100.0):100.0):100.0,
2658 57.m05618 AN4510.1 AO070311000065 FG00816.1 ANAO yes yes ((FG00816.1:100.0,(57.m05618:100.0,(AN4510.1:100.0,AO07031100:100.0):91.0):100.0):100.0,
2659 66.m04689 AN2360.1 AO070298000079 FG04504.1 AFAO (((AN2360.1:100.0,(AO07029800:100.0,66.m04689:100.0):64.0):82.5,FG04504.1:100.0):100.0,
2660 71.m15459 AN0189.1 AO070321000054 FG04185.1 ANAO yes yes ((FG04185.1:100.0,(71.m15459:100.0,(AN0189.1:100.0,AO07032100:100.0):94.5):100.0):100.0,
2661 71.m15470 AN0205.1 AO070321000039 FG04187.1 AFAO yes yes ((FG04187.1:100.0,((AO07032100:100.0,71.m15470:100.0):96.5,AN0205.1:100.0):100.0):100.0,
2662 72.m19761 AN1711.1 AO070297000053 FG09760.1 AFAO yes yes ((FG09760.1:100.0,(AN1711.1:100.0,(72.m19761:100.0,AO07029700:100.0):100.0):100.0):100.0,
2663 69.m15234 AN9498.1 AO070188000007 FG04190.1 AFAO yes yes ((FG04190.1:100.0,(AN9498.1:100.0,(69.m15234:100.0,AO07018800:100.0):100.0):100.0):100.0,
2664 69.m15233 AN9497.1 AO070188000006 FG04189.1 AFAO yes yes ((FG04189.1:100.0,((AO07018800:100.0,69.m15233:100.0):98.5,AN9497.1:100.0):100.0):100.0,
2665 72.m19762 AN7305.1 AO070297000052 FG09761.1 ANAO yes yes ((FG09761.1:100.0,(72.m19762:100.0,(AN7305.1:100.0,AO07029700:100.0):94.5):100.0):100.0,
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2666 71.m15506 AN2311.1 AO070323000049 FG09764.1 ANAO ((FG09764.1:100.0,(71.m15506:100.0,(AN2311.1:100.0,AO07032300:100.0):50.5):100.0):100.0,
2667 71.m15811 AN7771.1 AO070286000022 FG00549.1 AFAO yes ((FG00549.1:100.0,((AO07028600:100.0,71.m15811:100.0):81.0,AN7771.1:100.0):100.0):100.0,
2668 59.m08858 AN4953.1 AO070288000006 FG04068.1 ANAO ((FG04068.1:100.0,((AO07028800:100.0,AN4953.1:100.0):62.3,59.m08858:100.0):100.0):100.0,
2669 53.m03832 AN8121.1 AO070322000029 FG09440.1 AFAO yes ((FG09440.1:100.0,((AO07032200:100.0,53.m03832:100.0):86.8,AN8121.1:100.0):100.0):100.0,
2670 59.m08862 AN4957.1 AO070288000019 FG04085.1 AFAO yes ((FG04085.1:100.0,((AO07028800:100.0,59.m08862:100.0):83.0,AN4957.1:100.0):100.0):100.0,
2671 72.m19749 AN7314.1 AO070297000067 FG04280.1 AFAO ((FG04280.1:100.0,((AO07029700:100.0,72.m19749:100.0):67.0,AN7314.1:100.0):100.0):100.0,
2672 72.m19133 AN6010.1 AO070340000269 FG06154.1 AFAN yes ((FG06154.1:100.0,(AO07034000:100.0,(AN6010.1:100.0,72.m19133:100.0):86.0):100.0):100.0,
2673 58.m07580 AN1975.1 AO070301000060 FG10890.1 ANAO ((FG10890.1:100.0,((AO07030100:100.0,AN1975.1:100.0):74.5,58.m07580:100.0):100.0):100.0,
2674 54.m06612 AN0458.1 AO070328000180 FG10749.1 AFAO yes yes ((FG10749.1:100.0,(AN0458.1:100.0,(54.m06612:100.0,AO07032800:100.0):100.0):100.0):100.0,
2675 71.m15432 AN0154.1 AO070321000096 FG01623.1 AFAO yes yes ((FG01623.1:100.0,((AO07032100:100.0,71.m15432:100.0):98.0,AN0154.1:100.0):100.0):100.0,
2676 58.m07886 AN4439.1 AO070273000015 FG01611.1 AFAO ((FG01611.1:100.0,((AO07027300:100.0,58.m07886:100.0):36.8,AN4439.1:100.0):100.0):100.0,
2677 71.m15251 AN6888.1 AO070314000034 FG07775.1 ANAO ((FG07775.1:100.0,((AO07031400:100.0,AN6888.1:100.0):55.0,71.m15251:100.0):100.0):100.0,
2678 53.m03924 AN8071.1 AO070330000029 FG01665.1 AFAO yes ((FG01665.1:100.0,((AO07033000:100.0,53.m03924:100.0):81.5,AN8071.1:100.0):100.0):100.0,
2679 53.m03922 AN3784.1 AO070330000028 FG01666.1 AFAO yes yes ((FG01666.1:100.0,((AO07033000:100.0,53.m03922:100.0):96.5,AN3784.1:100.0):100.0):100.0,
2680 54.m06742 AN4102.1 AO070342000101 FG06605.1 AFAO yes yes ((FG06605.1:100.0,((AO07034200:100.0,54.m06742:100.0):96.5,AN4102.1:100.0):100.0):100.0,
2681 55.m03185 AN1602.1 AO070339000250 FG06397.1 AFAO (((AN1602.1:100.0,(55.m03185:100.0,AO07033900:100.0):96.5):65.0,FG06397.1:100.0):100.0,
2682 54.m06738 AN4095.1 AO070342000096 FG06607.1 AFAO yes ((FG06607.1:100.0,((AO07034200:100.0,54.m06738:100.0):75.0,AN4095.1:100.0):100.0):100.0,
2683 54.m06498 AN4094.1 AO070342000095 FG06606.1 AFAO yes yes ((FG06606.1:100.0,(AN4094.1:100.0,(54.m06498:100.0,AO07034200:100.0):100.0):100.0):100.0,
2684 72.m19498 AN6360.1 AO070279000048 FG06510.1 AFAN ((FG06510.1:100.0,(AO07027900:100.0,(AN6360.1:100.0,72.m19498:100.0):53.0):100.0):100.0,
2685 72.m19497 AN6363.1 AO070279000049 FG06502.1 AFAO ((FG06502.1:100.0,((AO07027900:100.0,72.m19497:100.0):60.5,AN6363.1:100.0):100.0):100.0,
2686 72.m19523 AN8829.1 AO070271000051 FG06585.1 AFAN yes ((FG06585.1:100.0,(AO07027100:100.0,(AN8829.1:100.0,72.m19523:100.0):83.5):100.0):100.0,
2687 72.m19456 AN6336.1 AO070236000020 FG06557.1 AFAO yes ((FG06557.1:100.0,((AO07023600:100.0,72.m19456:100.0):89.5,AN6336.1:100.0):100.0):100.0,
2688 72.m19478 AN2425.1 AO070241000006 FG06493.1 AFAO yes ((FG06493.1:100.0,((72.m19478:100.0,AO07024100:100.0):77.0,AN2425.1:100.0):100.0):100.0,
2689 59.m09446 AN3017.1 AO070337000098 FG01765.1 AFAO yes ((FG01765.1:100.0,((AO07033700:100.0,59.m09446:100.0):85.5,AN3017.1:100.0):100.0):100.0,
2690 62.m03219 AN8637.1 AO070326000073 FG06554.1 AFAO yes yes ((FG06554.1:100.0,((AO07032600:100.0,62.m03219:100.0):98.5,AN8637.1:100.0):100.0):100.0,
2691 54.m06604 AN0464.1 AO070328000173 FG08553.1 ANAO ((FG08553.1:100.0,(54.m06604:100.0,(AN0464.1:100.0,AO07032800:100.0):50.0):100.0):100.0,
2692 69.m14963 AN3957.1 AO070341000077 FG03963.1 AFAO yes ((FG03963.1:100.0,((AO07034100:100.0,69.m14963:100.0):82.0,AN3957.1:100.0):100.0):100.0,
2693 71.m16044 AN6845.1 AO070314000094 FG05096.1 AFAO ((FG05096.1:100.0,((71.m16044:100.0,AO07031400:100.0):53.5,AN6845.1:100.0):100.0):100.0,
2694 72.m19295 AN6195.1 AO070308000098 FG09715.1 AFAO ((FG09715.1:100.0,((AO07030800:100.0,72.m19295:100.0):72.5,AN6195.1:100.0):100.0):100.0,
2695 72.m19950 AN6034.1 AO070340000254 FG09713.1 AFAO yes ((FG09713.1:100.0,((AO07034000:100.0,72.m19950:100.0):80.0,AN6034.1:100.0):100.0):100.0,
2696 72.m19123 AN6033.1 AO070340000255 FG09712.1 AFAO ((FG09712.1:100.0,((AO07034000:100.0,72.m19123:100.0):60.3,AN6033.1:100.0):100.0):100.0,
2697 71.m15454 AN0183.1 AO070321000057 FG09776.1 AFAO yes ((FG09776.1:100.0,((AO07032100:100.0,71.m15454:100.0):84.5,AN0183.1:100.0):100.0):100.0,
2698 72.m19686 AN2155.1 AO070343000207 FG09774.1 AFAO yes ((FG09774.1:100.0,((AO07034300:100.0,72.m19686:100.0):81.0,AN2155.1:100.0):100.0):100.0,
2699 71.m15827 AN3129.1 AO070341000298 FG05924.1 AFAN ((FG05924.1:100.0,(AO07034100:100.0,(AN3129.1:100.0,71.m15827:100.0):43.0):100.0):100.0,
2700 72.m19156 AN5985.1 AO070340000294 FG02751.1 yes ((AN5985.1:100.0,((72.m19156:100.0,AO07034000:100.0):89.5,FG02751.1:100.0):89.0):100.0,
2701 58.m07219 AN2957.1 AO070307000048 FG11338.1 (((FG11338.1:100.0,(58.m07219:100.0,AO07030700:100.0):99.0):64.0,AN2957.1:100.0):100.0,
2702 72.m19214 AN5917.1 AO070340000369 FG10747.1 AFAO ((FG10747.1:100.0,((72.m19214:100.0,AO07034000:100.0):52.5,AN5917.1:100.0):99.0):100.0,
2703 53.m03735 AN8234.1 AO070310000074 FG08986.1 ANAO yes ((FG08986.1:100.0,(53.m03735:100.0,(AN8234.1:100.0,AO07031000:100.0):77.5):100.0):100.0,
2704 72.m19512 AN6343.1 AO070298000012 FG02048.1 AFAO yes yes ((FG02048.1:100.0,((AO07029800:100.0,72.m19512:100.0):98.0,AN6343.1:100.0):100.0):100.0,
2705 71.m15291 AN6825.1 AO070314000105 FG05888.1 AFAO yes yes ((FG05888.1:100.0,((AO07031400:100.0,71.m15291:100.0):92.0,AN6825.1:100.0):100.0):100.0,
2706 69.m15196 AN2458.1 AO070264000020 FG05884.1 AFAO yes yes ((FG05884.1:100.0,((AO07026400:100.0,69.m15196:100.0):99.0,AN2458.1:100.0):100.0):100.0,
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2707 70.m15148 AN1074.1 AO070285000074 FG08351.1 AFAN ((FG08351.1:100.0,(AO07028500:100.0,(AN1074.1:100.0,70.m15148:100.0):65.3):100.0):100.0,
2708 70.m15020 AN1199.1 AO070331000204 FG10375.1 AFAO yes ((FG10375.1:100.0,((AO07033100:100.0,70.m15020:100.0):87.5,AN1199.1:100.0):100.0):100.0,
2709 71.m15856 AN2208.1 AO070294000014 FG02075.1 ANAO ((FG02075.1:100.0,(71.m15856:100.0,(AN2208.1:100.0,AO07029400:100.0):53.5):100.0):100.0,
2710 62.m03237 AN6640.1 AO070295000024 FG02121.1 AFAO yes yes ((FG02121.1:100.0,(AN6640.1:100.0,(62.m03237:100.0,AO07029500:100.0):100.0):100.0):100.0,
2711 54.m06727 AN4086.1 AO070342000079 FG05431.1 AFAO ((FG05431.1:100.0,((AO07034200:100.0,54.m06727:100.0):47.5,AN4086.1:100.0):100.0):100.0,
2712 53.m03749 AN8225.1 AO070310000087 FG05932.1 AFAO yes yes ((FG05932.1:100.0,((AO07031000:100.0,53.m03749:100.0):98.5,AN8225.1:100.0):100.0):100.0,
2713 53.m03750 AN8224.1 AO070310000088 FG04582.1 AFAO yes yes ((FG04582.1:100.0,(AN8224.1:100.0,(53.m03750:100.0,AO07031000:100.0):100.0):100.0):100.0,
2714 59.m08597 AN3128.1 AO070303000018 FG06509.1 AFAO ((FG06509.1:100.0,((59.m08597:100.0,AO07030300:100.0):53.5,AN3128.1:100.0):100.0):100.0,
2715 71.m15748 AN7721.1 AO070325000136 FG09016.1 AFAO yes ((FG09016.1:100.0,((AO07032500:100.0,71.m15748:100.0):82.5,AN7721.1:100.0):100.0):100.0,
2716 71.m15675 AN6521.1 AO070270000019 FG10949.1 ANAO yes yes ((FG10949.1:100.0,((AN6521.1:100.0,AO07027000:100.0):100.0,71.m15675:100.0):100.0):100.0,
2717 72.m19901 AN6167.1 AO070343000365 FG04755.1 AFAN yes yes ((FG04755.1:100.0,((AN6167.1:100.0,72.m19901:100.0):100.0,AO07034300:100.0):100.0):100.0,
2718 53.m03902 AN8043.1 AO070330000003 FG04735.1 ((AN8043.1:100.0,(FG04735.1:100.0,(AO07033000:100.0,53.m03902:100.0):95.0):65.0):100.0,
2719 69.m15387 AN3730.1 AO070342000284 FG02022.1 AFAO yes yes ((FG02022.1:100.0,(AN3730.1:100.0,(69.m15387:100.0,AO07034200:100.0):100.0):100.0):100.0,
2720 71.m15855 AN2210.1 AO070294000012 FG02025.1 AFAO yes ((FG02025.1:100.0,((AO07029400:100.0,71.m15855:100.0):88.0,AN2210.1:100.0):100.0):100.0,
2721 54.m06911 AN5111.1 AO070291000068 FG10286.1 AFAO yes ((FG10286.1:100.0,((AO07029100:100.0,54.m06911:100.0):82.5,AN5111.1:100.0):100.0):100.0,
2722 69.m15243 AN6394.1 AO070343000149 FG10285.1 AFAO yes ((FG10285.1:100.0,((AO07034300:100.0,69.m15243:100.0):84.0,AN6394.1:100.0):100.0):100.0,
2723 59.m08679 AN5025.1 AO070338000186 FG10284.1 AFAO yes yes ((FG10284.1:100.0,((AO07033800:100.0,59.m08679:100.0):96.5,AN5025.1:100.0):100.0):100.0,
2724 69.m15461 AN5491.1 AO070341000394 FG10283.1 AFAO yes ((FG10283.1:100.0,((AO07034100:100.0,69.m15461:100.0):89.0,AN5491.1:100.0):100.0):100.0,
2725 58.m07921 AN4405.1 AO070261000048 FG10374.1 AFAO yes yes ((FG10374.1:100.0,(AN4405.1:100.0,(58.m07921:100.0,AO07026100:100.0):100.0):100.0):100.0,
2726 72.m18954 AN5827.1 AO070260000019 FG10391.1 AFAO ((FG10391.1:100.0,((72.m18954:100.0,AO07026000:100.0):59.5,AN5827.1:100.0):100.0):100.0,
2727 58.m07930 AN4397.1 AO070261000042 FG10362.1 ANAO yes ((FG10362.1:100.0,(58.m07930:100.0,(AN4397.1:100.0,AO07026100:100.0):85.0):100.0):100.0,
2728 58.m07933 AN4390.1 AO070261000036 FG10089.1 AFAO yes yes ((FG10089.1:100.0,((AO07026100:100.0,58.m07933:100.0):98.0,AN4390.1:100.0):100.0):100.0,
2729 58.m07935 AN4389.1 AO070261000034 FG10090.1 AFAO yes ((FG10090.1:100.0,((AO07026100:100.0,58.m07935:100.0):76.0,AN4389.1:100.0):100.0):100.0,
2730 58.m07928 AN4395.1 AO070261000040 FG10091.1 AFAO ((FG10091.1:100.0,((AO07026100:100.0,58.m07928:100.0):54.0,AN4395.1:100.0):100.0):100.0,
2731 58.m07937 AN4387.1 AO070261000033 FG10295.1 AFAO yes ((FG10295.1:100.0,((AO07026100:100.0,58.m07937:100.0):85.0,AN4387.1:100.0):100.0):100.0,
2732 70.m14950 AN1264.1 AO070332000010 FG10026.1 AFAO (((AN1264.1:100.0,(AO07033200:100.0,70.m14950:100.0):79.5):61.5,FG10026.1:100.0):100.0,
2733 70.m14903 AN1328.1 AO070303000092 FG10299.1 AFAO ((FG10299.1:100.0,((AO07030300:100.0,70.m14903:100.0):58.3,AN1328.1:100.0):100.0):100.0,
2734 59.m08664 AN5013.1 AO070334000121 FG10307.1 AFAO yes yes ((FG10307.1:100.0,(AN5013.1:100.0,(59.m08664:100.0,AO07033400:100.0):100.0):100.0):100.0,
2735 70.m15288 AN0686.1 AO070343000532 FG10306.1 AFAO ((FG10306.1:100.0,((70.m15288:100.0,AO07034300:100.0):71.0,AN0686.1:100.0):100.0):100.0,
2736 70.m14890 AN1343.1 AO070247000021 FG10302.1 ANAO ((FG10302.1:100.0,((AO07024700:100.0,AN1343.1:100.0):70.3,70.m14890:100.0):100.0):100.0,
2737 58.m09011 AN4299.1 AO070207000001 FG10303.1 AFAO ((FG10303.1:100.0,((AO07020700:100.0,58.m09011:100.0):54.0,AN4299.1:100.0):100.0):100.0,
2738 70.m14889 AN1344.1 AO070247000020 FG10301.1 AFAO ((FG10301.1:100.0,((70.m14889:100.0,AO07024700:100.0):60.5,AN1344.1:100.0):100.0):100.0,
2739 58.m07920 AN4406.1 AO070261000049 FG10373.1 AFAO yes ((FG10373.1:100.0,((AO07026100:100.0,58.m07920:100.0):76.5,AN4406.1:100.0):100.0):100.0,
2740 54.m06840 AN5719.1 AO070324000131 FG10368.1 ANAO (((54.m06840:100.0,(AN5719.1:100.0,AO07032400:100.0):92.2):68.7,FG10368.1:100.0):100.0,
2741 72.m19926 AN6081.1 AO070340000131 FG10244.1 AFAO ((FG10244.1:100.0,((AO07034000:100.0,72.m19926:100.0):48.0,AN6081.1:100.0):100.0):100.0,
2742 72.m19923 AN6082.1 AO070340000132 FG10245.1 AFAO yes ((((AO07034000:100.0,72.m19923:100.0):80.0,AN6082.1:100.0):97.5,FG10245.1:100.0):100.0,
2743 72.m19924 AN6083.1 AO070340000133 FG10246.1 AFAO ((FG10246.1:100.0,((AO07034000:100.0,72.m19924:100.0):71.7,AN6083.1:100.0):100.0):100.0,
2744 72.m19074 AN6084.1 AO070340000134 FG10247.1 AFAO yes yes ((FG10247.1:100.0,((AO07034000:100.0,72.m19074:100.0):98.0,AN6084.1:100.0):100.0):100.0,
2745 65.m07345 AN3313.1 AO070339000070 FG05049.1 ANAO ((FG05049.1:100.0,((AO07033900:100.0,AN3313.1:100.0):67.0,65.m07345:100.0):100.0):100.0,
2746 59.m08765 AN4870.1 AO070338000090 FG10254.1 AFAN yes ((FG10254.1:100.0,(AO07033800:100.0,(AN4870.1:100.0,59.m08765:100.0):87.0):100.0):100.0,
2747 70.m15658 AN0627.1 AO070280000079 FG06897.1 AFAN ((FG06897.1:100.0,(AO07028000:100.0,(AN0627.1:100.0,70.m15658:100.0):55.5):100.0):100.0,
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2748 70.m15622 AN0981.1 AO070318000167 FG06896.1 AFAO ((FG06896.1:100.0,((70.m15622:100.0,AO07031800:100.0):55.0,AN0981.1:100.0):100.0):100.0,
2749 70.m15662 AN0623.1 AO070280000074 FG06918.1 ANAO ((FG06918.1:100.0,(70.m15662:100.0,(AN0623.1:100.0,AO07028000:100.0):61.0):100.0):100.0,
2750 70.m15137 AN1094.1 AO070285000053 FG04130.1 AFAO yes yes ((FG04130.1:100.0,((AO07028500:100.0,70.m15137:100.0):94.0,AN1094.1:100.0):100.0):100.0,
2751 70.m15448 AN0848.1 AO070216000007 FG05390.1 AFAO yes ((FG05390.1:100.0,((AO07021600:100.0,70.m15448:100.0):81.5,AN0848.1:100.0):100.0):100.0,
2752 70.m15477 AN0874.1 AO070320000033 FG05389.1 AFAO yes yes ((FG05389.1:100.0,((AO07032000:100.0,70.m15477:100.0):92.0,AN0874.1:100.0):100.0):100.0,
2753 70.m15144 AN1068.1 AO070285000068 FG07305.1 AFAO yes yes ((FG07305.1:100.0,((AO07028500:100.0,70.m15144:100.0):98.0,AN1068.1:100.0):100.0):100.0,
2754 72.m19957 AN5912.1 AO070248000038 FG06920.1 ANAO ((FG06920.1:100.0,(72.m19957:100.0,(AN5912.1:100.0,AO07024800:100.0):69.0):100.0):100.0,
2755 71.m15951 AN2302.1 AO070271000063 FG06922.1 AFAO yes yes ((((AO07027100:100.0,71.m15951:100.0):100.0,AN2302.1:100.0):93.0,FG06922.1:100.0):100.0,
2756 62.m03431 AN6598.1 AO070326000047 FG06903.1 AFAO yes ((FG06903.1:100.0,((AO07032600:100.0,62.m03431:100.0):84.0,AN6598.1:100.0):100.0):100.0,
2757 54.m06534 AN4057.1 AO070342000044 FG04151.1 AFAO ((FG04151.1:100.0,((54.m06534:100.0,AO07034200:100.0):54.3,AN4057.1:100.0):100.0):100.0,
2758 57.m05613 AN4516.1 AO070311000077 FG04152.1 AFAO yes ((FG04152.1:100.0,((AO07031100:100.0,57.m05613:100.0):82.5,AN4516.1:100.0):100.0):100.0,
2759 71.m15887 AN2248.1 AO070326000122 FG05554.1 AFAO ((FG05554.1:100.0,((AO07032600:100.0,71.m15887:100.0):60.5,AN2248.1:100.0):100.0):100.0,
2760 71.m15985 AN8850.1 AO070271000026 FG05566.1 AFAO yes ((FG05566.1:100.0,((71.m15985:100.0,AO07027100:100.0):81.0,AN8850.1:100.0):100.0):100.0,
2761 71.m15822 AN7628.1 AO070294000038 FG05565.1 AFAO yes yes ((FG05565.1:100.0,((AO07029400:100.0,71.m15822:100.0):92.0,AN7628.1:100.0):100.0):100.0,
2762 71.m15821 AN7629.1 AO070294000039 FG05564.1 AFAO yes (((AN7629.1:100.0,(71.m15821:100.0,AO07029400:100.0):75.8):95.8,FG05564.1:100.0):100.0,
2763 71.m15747 AN7720.1 AO070325000135 FG05563.1 AFAO yes ((FG05563.1:100.0,((AO07032500:100.0,71.m15747:100.0):82.0,AN7720.1:100.0):100.0):100.0,
2764 71.m15956 AN8824.1 AO070271000057 FG05428.1 AFAN ((FG05428.1:100.0,(AO07027100:100.0,(AN8824.1:100.0,71.m15956:100.0):60.0):100.0):100.0,
2765 71.m15947 AN2298.1 AO070295000079 FG05561.1 AFAO yes yes ((FG05561.1:100.0,((AO07029500:100.0,71.m15947:100.0):98.0,AN2298.1:100.0):100.0):100.0,
2766 71.m15765 AN7729.1 AO070325000156 FG05571.1 AFAO yes yes ((FG05571.1:100.0,((AO07032500:100.0,71.m15765:100.0):96.0,AN7729.1:100.0):100.0):100.0,
2767 53.m03894 AN8050.1 AO070292000100 FG06908.1 AFAN ((((AN8050.1:100.0,53.m03894:100.0):48.8,AO07029200:100.0):76.7,FG06908.1:100.0):100.0,
2768 53.m03898 AN8045.1 AO070292000104 FG06907.1 AFAO yes yes ((FG06907.1:100.0,((AO07029200:100.0,53.m03898:100.0):91.5,AN8045.1:100.0):100.0):100.0,
2769 58.m07796 AN1706.1 AO070305000044 FG09401.1 AFAO yes yes ((FG09401.1:100.0,((AO07030500:100.0,58.m07796:100.0):90.0,AN1706.1:100.0):100.0):100.0,
2770 59.m08750 AN2900.1 AO070338000107 FG06078.1 AFAO yes ((FG06078.1:100.0,((AO07033800:100.0,59.m08750:100.0):79.5,AN2900.1:100.0):100.0):100.0,
2771 69.m15064 AN1772.1 AO070324000030 FG02133.1 AFAO yes yes ((FG02133.1:100.0,((AO07032400:100.0,69.m15064:100.0):95.5,AN1772.1:100.0):100.0):100.0,
2772 65.m07399 AN5673.1 AO070309000086 FG09884.1 AFAO ((FG09884.1:100.0,((AO07030900:100.0,65.m07399:100.0):64.5,AN5673.1:100.0):100.0):100.0,
2773 65.m07398 AN5672.1 AO070309000085 FG09883.1 AFAO yes ((FG09883.1:100.0,((AO07030900:100.0,65.m07398:100.0):84.0,AN5672.1:100.0):100.0):100.0,
2774 65.m07397 AN4186.1 AO070309000084 FG09882.1 ANAO ((FG09882.1:100.0,((AO07030900:100.0,AN4186.1:100.0):55.5,65.m07397:100.0):100.0):100.0,
2775 70.m15504 AN0895.1 AO070320000068 FG00150.1 ANAO ((FG00150.1:100.0,((AO07032000:100.0,AN0895.1:100.0):58.0,70.m15504:100.0):100.0):100.0,
2776 72.m19633 AN7590.1 AO070343000286 FG04826.1 AFAO yes yes ((FG04826.1:100.0,((AO07034300:100.0,72.m19633:100.0):96.5,AN7590.1:100.0):100.0):100.0,
2777 67.m02987 AN2824.1 AO070330000093 FG02314.1 AFAO yes yes ((FG02314.1:100.0,(AN2824.1:100.0,(67.m02987:100.0,AO07033000:100.0):100.0):100.0):100.0,
2778 59.m09486 AN2773.1 AO070327000015 FG10788.1 AFAO yes ((FG10788.1:100.0,((AO07032700:100.0,59.m09486:100.0):89.5,AN2773.1:100.0):100.0):100.0,
2779 59.m08746 AN2896.1 AO070338000112 FG06084.1 AFAN yes ((((59.m08746:100.0,AN2896.1:100.0):100.0,AO07033800:100.0):76.5,FG06084.1:100.0):100.0,
2780 57.m05519 AN4597.1 AO070267000013 FG10944.1 AFAO yes yes ((FG10944.1:100.0,((AO07026700:100.0,57.m05519:100.0):97.0,AN4597.1:100.0):100.0):100.0,
2781 62.m03338 AN8742.1 AO070250000039 FG08702.1 AFAO yes yes ((FG08702.1:100.0,(AN8742.1:100.0,(62.m03338:100.0,AO07025000:100.0):100.0):100.0):100.0,
2782 62.m03407 AN8667.1 AO070269000068 FG08634.1 AFAO ((FG08634.1:100.0,((AO07026900:100.0,62.m03407:100.0):54.5,AN8667.1:100.0):100.0):100.0,
2783 62.m03324 AN8751.1 AO070250000011 FG08635.1 AFAO yes yes ((FG08635.1:100.0,((AO07025000:100.0,62.m03324:100.0):90.0,AN8751.1:100.0):100.0):100.0,
2784 59.m09147 AN4830.1 AO070327000152 FG08803.1 AFAO yes ((FG08803.1:100.0,((AO07032700:100.0,59.m09147:100.0):84.5,AN4830.1:100.0):100.0):100.0,
2785 62.m03405 AN8668.1 AO070269000064 FG08598.1 AFAO yes yes ((FG08598.1:100.0,(AN8668.1:100.0,(62.m03405:100.0,AO07026900:100.0):100.0):100.0):100.0,
2786 54.m06882 AN5140.1 AO070291000036 FG08810.1 AFAO yes yes ((FG08810.1:100.0,((AO07029100:100.0,54.m06882:100.0):99.0,AN5140.1:100.0):100.0):100.0,
2787 59.m09142 AN4836.1 AO070327000142 FG08805.1 ANAO ((FG08805.1:100.0,(59.m09142:100.0,(AN4836.1:100.0,AO07032700:100.0):68.5):100.0):100.0,
2788 70.m15086 AN1156.1 AO070331000145 FG08786.1 AFAO yes ((FG08786.1:100.0,((70.m15086:100.0,AO07033100:100.0):77.5,AN1156.1:100.0):100.0):100.0,
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2789 59.m09039 AN2973.1 AO070337000148 FG01275.1 AFAO yes yes ((FG01275.1:100.0,((AO07033700:100.0,59.m09039:100.0):90.0,AN2973.1:100.0):100.0):100.0,
2790 59.m09038 AN2975.1 AO070337000146 FG01276.1 ANAO ((FG01276.1:100.0,(59.m09038:100.0,(AN2975.1:100.0,AO07033700:100.0):70.8):100.0):100.0,
2791 59.m09034 AN2980.1 AO070337000142 FG01278.1 AFAO ((FG01278.1:100.0,((AO07033700:100.0,59.m09034:100.0):66.2,AN2980.1:100.0):100.0):100.0,
2792 59.m09033 AN2981.1 AO070337000141 FG01279.1 AFAO ((FG01279.1:100.0,((AO07033700:100.0,59.m09033:100.0):60.0,AN2981.1:100.0):100.0):100.0,
2793 72.m19971 AN6338.1 AO070236000016 FG01285.1 ANAO yes ((FG01285.1:100.0,(72.m19971:100.0,(AN6338.1:100.0,AO07023600:100.0):89.5):100.0):100.0,
2794 54.m06530 AN0253.1 AO070334000107 FG06874.1 AFAO ((FG06874.1:100.0,((AO07033400:100.0,54.m06530:100.0):52.0,AN0253.1:100.0):100.0):100.0,
2795 54.m06531 AN0252.1 AO070334000108 FG06875.1 ANAO ((FG06875.1:100.0,((AO07033400:100.0,AN0252.1:100.0):46.5,54.m06531:100.0):100.0):100.0,
2796 72.m19463 AN2412.1 AO070236000002 FG06878.1 AFAO yes ((FG06878.1:100.0,((AO07023600:100.0,72.m19463:100.0):76.3,AN2412.1:100.0):100.0):100.0,
2797 55.m02954 AN1452.1 AO070302000017 FG00398.1 AFAN ((FG00398.1:100.0,(AO07030200:100.0,(AN1452.1:100.0,55.m02954:100.0):49.0):100.0):100.0,
2798 58.m07465 AN3636.1 AO070328000080 FG00423.1 AFAO yes yes ((FG00423.1:100.0,((AO07032800:100.0,58.m07465:100.0):99.0,AN3636.1:100.0):100.0):100.0,
2799 53.m04034 AN2577.1 AO070234000010 FG04688.1 AFAO yes ((FG04688.1:100.0,((AO07023400:100.0,53.m04034:100.0):87.0,AN2577.1:100.0):100.0):100.0,
2800 58.m07477 AN5531.1 AO070328000062 FG00425.1 AFAO yes yes ((FG00425.1:100.0,(AN5531.1:100.0,(58.m07477:100.0,AO07032800:100.0):100.0):100.0):100.0,
2801 55.m02959 AN1454.1 AO070302000024 FG00428.1 AFAO ((FG00428.1:100.0,((AO07030200:100.0,55.m02959:100.0):69.0,AN1454.1:100.0):100.0):100.0,
2802 57.m05596 AN4530.1 AO070321000140 FG02702.1 AFAO yes yes ((FG02702.1:100.0,((AO07032100:100.0,57.m05596:100.0):99.0,AN4530.1:100.0):100.0):100.0,
2803 65.m07143 AN4608.1 AO070337000243 FG09372.1 AFAN yes yes ((FG09372.1:100.0,((AN4608.1:100.0,65.m07143:100.0):100.0,AO07033700:100.0):100.0):100.0,
2804 52.m03778 AN2533.1 AO070325000028 FG03049.1 ((((AO07032500:100.0,FG03049.1:100.0):44.0,52.m03778:100.0):74.8,AN2533.1:100.0):100.0,
2805 71.m15661 AN4673.1 AO070284000033 FG05679.1 AFAO yes yes ((FG05679.1:100.0,((AO07028400:100.0,71.m15661:100.0):90.5,AN4673.1:100.0):100.0):100.0,
2806 58.m07651 AN1857.1 AO070292000034 FG04829.1 AFAO yes yes ((FG04829.1:100.0,((AO07029200:100.0,58.m07651:100.0):93.0,AN1857.1:100.0):100.0):100.0,
2807 65.m07256 AN6718.1 AO070339000158 FG04177.1 AFAO ((FG04177.1:100.0,((AO07033900:100.0,65.m07256:100.0):67.5,AN6718.1:100.0):100.0):100.0,
2808 72.m19071 AN6079.1 AO070340000129 FG08738.1 AFAO yes yes ((FG08738.1:100.0,(AN6079.1:100.0,(72.m19071:100.0,AO07034000:100.0):100.0):100.0):100.0,
2809 70.m15522 AN0913.1 AO070320000094 FG05154.1 AFAN ((FG05154.1:100.0,(AO07032000:100.0,(AN0913.1:100.0,70.m15522:100.0):68.0):100.0):100.0,
2810 54.m07022 AN5720.1 AO070324000130 FG08496.1 AFAO yes ((FG08496.1:100.0,((AO07032400:100.0,54.m07022:100.0):87.0,AN5720.1:100.0):100.0):100.0,
2811 52.m03720 AN5311.1 AO070285000028 FG11450.1 ((((52.m03720:100.0,AN5311.1:100.0):98.0,FG11450.1:100.0):49.5,AO07028500:100.0):100.0,
2812 70.m15167 AN1065.1 AO070218000010 FG02797.1 AFAO yes yes ((FG02797.1:100.0,((AO07021800:100.0,70.m15167:100.0):92.0,AN1065.1:100.0):100.0):100.0,
2813 57.m05648 AN4483.1 AO070311000032 FG00786.1 AFAO ((FG00786.1:100.0,((AO07031100:100.0,57.m05648:100.0):68.0,AN4483.1:100.0):100.0):100.0,
2814 69.m15659 AN9511.1 AO070324000090 FG07093.1 AFAO ((FG07093.1:100.0,((AO07032400:100.0,69.m15659:100.0):59.5,AN9511.1:100.0):100.0):100.0,
2815 57.m05797 AN2094.1 AO070341000252 FG07084.1 AFAO ((FG07084.1:100.0,((57.m05797:100.0,AO07034100:100.0):52.0,AN2094.1:100.0):100.0):100.0,
2816 57.m05792 AN2090.1 AO070341000248 FG07094.1 AFAN ((FG07094.1:100.0,(AO07034100:100.0,(AN2090.1:100.0,57.m05792:100.0):59.5):100.0):100.0,
2817 58.m07724 AN1638.1 AO070299000044 FG08340.1 AFAO ((FG08340.1:100.0,((AO07029900:100.0,58.m07724:100.0):55.0,AN1638.1:100.0):100.0):100.0,
2818 55.m02949 AN1446.1 AO070302000003 FG01177.1 AFAN ((FG01177.1:100.0,(AO07030200:100.0,(AN1446.1:100.0,55.m02949:100.0):68.5):100.0):100.0,
2819 69.m15257 AN0591.1 AO070280000017 FG10410.1 AFAO yes yes ((FG10410.1:100.0,((AO07028000:100.0,69.m15257:100.0):97.5,AN0591.1:100.0):100.0):100.0,
2820 57.m05789 AN2089.1 AO070341000245 FG01055.1 AFAO yes ((FG01055.1:100.0,((AO07034100:100.0,57.m05789:100.0):75.0,AN2089.1:100.0):100.0):100.0,
2821 57.m05790 AN2088.1 AO070341000246 FG01054.1 AFAO yes yes ((FG01054.1:100.0,((AO07034100:100.0,57.m05790:100.0):98.0,AN2088.1:100.0):100.0):100.0,
2822 57.m05807 AN2107.1 AO070341000264 FG01359.1 AFAO ((FG01359.1:100.0,((AO07034100:100.0,57.m05807:100.0):74.0,AN2107.1:100.0):100.0):100.0,
2823 54.m06982 AN0312.1 AO070334000021 FG07086.1 AFAO yes yes ((FG07086.1:100.0,((AO07033400:100.0,54.m06982:100.0):90.0,AN0312.1:100.0):100.0):100.0,
2824 54.m06562 AN4034.1 AO070328000126 FG07087.1 ANAO ((FG07087.1:100.0,((AO07032800:100.0,AN4034.1:100.0):65.5,54.m06562:100.0):100.0):100.0,
2825 55.m03263 AN1437.1 AO070232000002 FG00584.1 AFAO yes yes ((FG00584.1:100.0,((AO07023200:100.0,55.m03263:100.0):93.0,AN1437.1:100.0):100.0):100.0,
2826 57.m05901 AN7443.1 AO070229000015 FG00583.1 AFAO yes yes ((FG00583.1:100.0,((AO07022900:100.0,57.m05901:100.0):99.0,AN7443.1:100.0):100.0):100.0,
2827 72.m19075 AN6085.1 AO070340000136 FG01357.1 AFAO yes ((FG01357.1:100.0,((72.m19075:100.0,AO07034000:100.0):76.0,AN6085.1:100.0):100.0):100.0,
2828 55.m03039 AN1520.1 AO070334000238 FG00614.1 AFAO yes yes ((FG00614.1:100.0,((AO07033400:100.0,55.m03039:100.0):92.5,AN1520.1:100.0):100.0):100.0,
2829 69.m14984 AN3940.1 AO070341000052 FG00482.1 AFAO yes yes ((FG00482.1:100.0,(AN3940.1:100.0,(69.m14984:100.0,AO07034100:100.0):100.0):100.0):100.0,
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2830 59.m08374 AN2369.1 AO070289000068 FG07869.1 AFAN ((FG07869.1:100.0,((59.m08374:100.0,AN2369.1:100.0):58.0,AO07028900:100.0):87.5):100.0,
2831 58.m08903 AN3593.1 AO070342000145 FG00493.1 AFAO ((FG00493.1:100.0,((AO07034200:100.0,58.m08903:100.0):65.0,AN3593.1:100.0):100.0):100.0,
2832 58.m07392 AN3592.1 AO070342000144 FG00491.1 ANAO ((FG00491.1:100.0,(58.m07392:100.0,(AN3592.1:100.0,AO07034200:100.0):57.0):100.0):100.0,
2833 58.m07391 AN3591.1 AO070342000143 FG00490.1 AFAO yes ((FG00490.1:100.0,((AO07034200:100.0,58.m07391:100.0):86.0,AN3591.1:100.0):100.0):100.0,
2834 69.m15746 AN5482.1 AO070341000403 FG01099.1 AFAO ((FG01099.1:100.0,((AO07034100:100.0,69.m15746:100.0):43.5,AN5482.1:100.0):100.0):100.0,
2835 53.m03795 AN8184.1 AO070310000141 FG11536.1 ANAO ((FG11536.1:100.0,((AO07031000:100.0,AN8184.1:100.0):46.0,53.m03795:100.0):100.0):100.0,
2836 55.m03218 AN6881.1 AO070342000371 FG07895.1 AFAN ((FG07895.1:100.0,(AO07034200:100.0,(55.m03218:100.0,AN6881.1:100.0):61.3):99.0):100.0,
2837 58.m08992 AN3873.1 AO070305000057 FG00236.1 AFAO (((AN3873.1:100.0,(58.m08992:100.0,AO07030500:100.0):46.5):70.7,FG00236.1:100.0):100.0,
2838 59.m08714 AN2869.1 AO070338000153 FG00830.1 AFAO yes yes ((FG00830.1:100.0,((AO07033800:100.0,59.m08714:100.0):98.0,AN2869.1:100.0):100.0):100.0,
2839 65.m07368 AN3756.1 AO070309000050 FG05631.1 AFAO yes ((FG05631.1:100.0,((AO07030900:100.0,65.m07368:100.0):87.0,AN3756.1:100.0):100.0):100.0,
2840 53.m04165 AN8047.1 AO070330000001 FG06574.1 AFAN ((FG06574.1:100.0,(AO07033000:100.0,(AN8047.1:100.0,53.m04165:100.0):69.5):100.0):100.0,
2841 59.m09314 AN3451.1 AO070265000026 FG07854.1 ANAO ((FG07854.1:100.0,(59.m09314:100.0,(AN3451.1:100.0,AO07026500:100.0):66.0):100.0):100.0,
2842 59.m09309 AN3444.1 AO070265000020 FG07857.1 AFAO yes ((FG07857.1:100.0,((AO07026500:100.0,59.m09309:100.0):78.0,AN3444.1:100.0):100.0):100.0,
2843 59.m08753 AN2902.1 AO070338000104 FG07853.1 AFAO yes yes ((FG07853.1:100.0,((AO07033800:100.0,59.m08753:100.0):99.0,AN2902.1:100.0):100.0):100.0,
2844 57.m05524 AN4601.1 AO070267000018 FG07850.1 AFAO yes yes ((FG07850.1:100.0,((AO07026700:100.0,57.m05524:100.0):91.0,AN4601.1:100.0):100.0):100.0,
2845 69.m15379 AN3737.1 AO070342000271 FG07849.1 AFAO yes yes ((FG07849.1:100.0,((AO07034200:100.0,69.m15379:100.0):92.0,AN3737.1:100.0):100.0):100.0,
2846 69.m14995 AN3932.1 AO070341000043 FG06886.1 ANAO ((FG06886.1:100.0,(69.m14995:100.0,(AO07034100:100.0,AN3932.1:100.0):61.0):100.0):100.0,
2847 56.m02296 AN8884.1 AO070293000016 FG01252.1 AFAO yes ((FG01252.1:100.0,((AO07029300:100.0,56.m02296:100.0):78.5,AN8884.1:100.0):100.0):100.0,
2848 56.m02289 AN8878.1 AO070293000007 FG01256.1 AFAO yes yes ((FG01256.1:100.0,((AO07029300:100.0,56.m02289:100.0):91.0,AN8878.1:100.0):100.0):100.0,
2849 56.m02290 AN8879.1 AO070293000008 FG01257.1 AFAO yes yes ((FG01257.1:100.0,((AO07029300:100.0,56.m02290:100.0):98.0,AN8879.1:100.0):100.0):100.0,
2850 53.m03690 AN8271.1 AO070310000030 FG00545.1 AFAO yes yes ((FG00545.1:100.0,((AO07031000:100.0,53.m03690:100.0):98.0,AN8271.1:100.0):100.0):100.0,
2851 54.m06678 AN2737.1 AO070338000219 FG00547.1 AFAO yes yes ((FG00547.1:100.0,(AN2737.1:100.0,(54.m06678:100.0,AO07033800:100.0):100.0):100.0):100.0,
2852 69.m15017 AN3910.1 AO070324000099 FG00374.1 AFAO yes yes ((FG00374.1:100.0,((AO07032400:100.0,69.m15017:100.0):98.5,AN3910.1:100.0):100.0):100.0,
2853 55.m03071 AN1554.1 AO070339000300 FG01273.1 ANAO ((FG01273.1:100.0,(55.m03071:100.0,(AN1554.1:100.0,AO07033900:100.0):54.0):100.0):100.0,
2854 55.m03072 AN1555.1 AO070339000298 FG01272.1 ANAO yes ((FG01272.1:100.0,(55.m03072:100.0,(AN1555.1:100.0,AO07033900:100.0):79.5):100.0):100.0,
2855 66.m04614 AN9151.1 AO070332000109 FG01251.1 AFAO yes yes ((FG01251.1:100.0,(AN9151.1:100.0,(66.m04614:100.0,AO07033200:100.0):100.0):100.0):100.0,
2856 55.m02963 AN1459.1 AO070306000075 FG00608.1 AFAO yes ((FG00608.1:100.0,((AO07030600:100.0,55.m02963:100.0):88.0,AN1459.1:100.0):100.0):100.0,
2857 72.m19608 AN7583.1 AO070343000298 FG04452.1 AFAO ((FG04452.1:100.0,((AO07034300:100.0,72.m19608:100.0):69.0,AN7583.1:100.0):100.0):100.0,
2858 58.m07537 AN5614.1 AO070301000013 FG10742.1 AFAO yes ((FG10742.1:100.0,((AO07030100:100.0,58.m07537:100.0):80.5,AN5614.1:100.0):100.0):100.0,
2859 53.m03858 AN8009.1 AO070322000058 FG01672.1 AFAO yes ((FG01672.1:100.0,((AO07032200:100.0,53.m03858:100.0):88.5,AN8009.1:100.0):100.0):100.0,
2860 58.m07347 AN1949.1 AO070342000215 FG04350.1 AFAN ((FG04350.1:100.0,(AO07034200:100.0,(AN1949.1:100.0,58.m07347:100.0):48.8):100.0):100.0,
2861 52.m03735 AN8102.1 AO070319000053 FG04345.1 ANAO yes ((((AN8102.1:100.0,AO07031900:100.0):77.5,52.m03735:100.0):89.0,FG04345.1:100.0):100.0,
2862 69.m14813 AN5784.1 AO070249000029 FG01160.1 AFAO yes yes ((FG01160.1:100.0,((AO07024900:100.0,69.m14813:100.0):96.5,AN5784.1:100.0):100.0):100.0,
2863 65.m07508 AN4278.1 AO070277000007 FG01161.1 AFAO yes yes ((FG01161.1:100.0,((AO07027700:100.0,65.m07508:100.0):99.0,AN4278.1:100.0):100.0):100.0,
2864 63.m00628 AN5049.1 AO070338000189 FG01162.1 AFAO ((FG01162.1:100.0,((AO07033800:100.0,63.m00628:100.0):60.5,AN5049.1:100.0):100.0):100.0,
2865 66.m04608 AN9146.1 AO070332000116 FG01166.1 AFAO yes yes ((FG01166.1:100.0,((AO07033200:100.0,66.m04608:100.0):91.5,AN9146.1:100.0):100.0):100.0,
2866 55.m03064 AN1545.1 AO070339000309 FG01369.1 AFAO yes yes ((FG01369.1:100.0,((AO07033900:100.0,55.m03064:100.0):93.0,AN1545.1:100.0):100.0):100.0,
2867 70.m14984 AN1235.1 AO070331000248 FG01128.1 AFAO yes yes ((FG01128.1:100.0,(AN1235.1:100.0,(70.m14984:100.0,AO07033100:100.0):100.0):100.0):100.0,
2868 58.m07456 AN3646.1 AO070328000091 FG01129.1 AFAO ((FG01129.1:100.0,((AO07032800:100.0,58.m07456:100.0):52.0,AN3646.1:100.0):100.0):100.0,
2869 58.m07429 AN3668.1 AO070342000007 FG01365.1 AFAO yes ((FG01365.1:100.0,((AO07034200:100.0,58.m07429:100.0):85.5,AN3668.1:100.0):100.0):100.0,
2870 72.m19066 AN6075.1 AO070340000119 FG09311.1 AFAO yes yes ((FG09311.1:100.0,(AN6075.1:100.0,(72.m19066:100.0,AO07034000:100.0):100.0):100.0):100.0,
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2871 69.m15536 AN8144.1 AO070340000167 FG04461.1 AFAO yes yes ((FG04461.1:100.0,((AO07034000:100.0,69.m15536:100.0):93.0,AN8144.1:100.0):100.0):100.0,
2872 58.m07780 AN1713.1 AO070305000029 FG07555.1 AFAO ((FG07555.1:100.0,((AO07030500:100.0,58.m07780:100.0):72.0,AN1713.1:100.0):100.0):100.0,
2873 57.m05357 AN6422.1 AO070337000266 FG03612.1 ((((AO07033700:100.0,AN6422.1:100.0):56.0,FG03612.1:100.0):82.0,57.m05357:100.0):100.0,
2874 57.m05728 AN1884.1 AO070341000165 FG01048.1 AFAN ((FG01048.1:100.0,(AO07034100:100.0,(AN1884.1:100.0,57.m05728:100.0):66.5):100.0):100.0,
2875 59.m08787 AN4890.1 AO070338000068 FG00343.1 AFAO yes yes ((FG00343.1:100.0,((AO07033800:100.0,59.m08787:100.0):96.0,AN4890.1:100.0):100.0):100.0,
2876 59.m08790 AN4892.1 AO070338000064 FG00349.1 AFAO yes yes ((FG00349.1:100.0,((AO07033800:100.0,59.m08790:100.0):99.0,AN4892.1:100.0):100.0):100.0,
2877 59.m09317 AN3455.1 AO070265000031 FG06340.1 AFAO yes ((FG06340.1:100.0,((59.m09317:100.0,AO07026500:100.0):75.0,AN3455.1:100.0):100.0):100.0,
2878 59.m09004 AN3014.1 AO070337000102 FG06322.1 ANAO ((FG06322.1:100.0,(59.m09004:100.0,(AN3014.1:100.0,AO07033700:100.0):40.0):100.0):100.0,
2879 58.m07743 AN1662.1 AO070299000024 FG07515.1 AFAN ((((AN1662.1:100.0,58.m07743:100.0):54.5,AO07029900:100.0):99.5,FG07515.1:100.0):100.0,
2880 52.m03741 AN9315.1 AO070315000078 FG07389.1 yes (((AO07031500:100.0,AN9315.1:100.0):100.0,(FG07389.1:100.0,52.m03741:100.0):79.0):100.0,
2881 58.m07776 AN1700.1 AO070305000026 FG07499.1 AFAO yes ((FG07499.1:100.0,((AO07030500:100.0,58.m07776:100.0):89.5,AN1700.1:100.0):100.0):100.0,
2882 69.m15725 AN5519.1 AO070341000374 FG06007.1 AFAO ((FG06007.1:100.0,((AO07034100:100.0,69.m15725:100.0):73.5,AN5519.1:100.0):100.0):100.0,
2883 69.m15408 AN3702.1 AO070341000324 FG06009.1 AFAO ((FG06009.1:100.0,((AO07034100:100.0,69.m15408:100.0):52.0,AN3702.1:100.0):100.0):100.0,
2884 70.m15661 AN0624.1 AO070280000076 FG06026.1 AFAN yes ((FG06026.1:100.0,(AO07028000:100.0,(AN0624.1:100.0,70.m15661:100.0):76.5):100.0):100.0,
2885 54.m06442 AN0316.1 AO070334000016 FG00639.1 AFAO yes yes ((FG00639.1:100.0,((54.m06442:100.0,AO07033400:100.0):93.5,AN0316.1:100.0):100.0):100.0,
2886 54.m06441 AN0317.1 AO070334000015 FG05182.1 ANAO yes ((FG05182.1:100.0,(54.m06441:100.0,(AN0317.1:100.0,AO07033400:100.0):78.5):100.0):100.0,
2887 70.m15443 AN0843.1 AO070216000003 FG06019.1 AFAO yes ((FG06019.1:100.0,((AO07021600:100.0,70.m15443:100.0):76.5,AN0843.1:100.0):100.0):100.0,
2888 54.m06707 AN4064.1 AO070342000052 FG06021.1 ANAO yes ((FG06021.1:100.0,(54.m06707:100.0,(AN4064.1:100.0,AO07034200:100.0):80.5):100.0):100.0,
2889 70.m15601 AN0954.1 AO070320000155 FG06024.1 AFAO yes yes ((FG06024.1:100.0,((AO07032000:100.0,70.m15601:100.0):96.0,AN0954.1:100.0):100.0):100.0,
2890 70.m15446 AN0847.1 AO070216000006 FG10819.1 ANAO ((FG10819.1:100.0,((AO07021600:100.0,AN0847.1:100.0):66.5,70.m15446:100.0):100.0):100.0,
2891 54.m06605 AN0463.1 AO070328000174 FG06016.1 ANAO yes ((FG06016.1:100.0,(54.m06605:100.0,(AN0463.1:100.0,AO07032800:100.0):83.0):100.0):100.0,
2892 72.m19804 AN9492.1 AO070297000001 FG02743.1 AFAO ((FG02743.1:100.0,((AO07029700:100.0,72.m19804:100.0):73.5,AN9492.1:100.0):100.0):100.0,
2893 72.m19802 AN7248.1 AO070297000002 FG02733.1 AFAO ((FG02733.1:100.0,((AO07029700:100.0,72.m19802:100.0):74.5,AN7248.1:100.0):100.0):100.0,
2894 71.m15322 AN0048.1 AO070314000127 FG02735.1 ANAO ((FG02735.1:100.0,((AO07031400:100.0,AN0048.1:100.0):57.0,71.m15322:100.0):100.0):100.0,
2895 71.m16041 AN0047.1 AO070314000125 FG02736.1 AFAO yes ((FG02736.1:100.0,((AO07031400:100.0,71.m16041:100.0):75.0,AN0047.1:100.0):100.0):100.0,
2896 71.m15325 AN0056.1 AO070314000131 FG02489.1 AFAO yes yes ((FG02489.1:100.0,((AO07031400:100.0,71.m15325:100.0):97.0,AN0056.1:100.0):100.0):100.0,
2897 71.m15319 AN0044.1 AO070314000123 FG02724.1 AFAO yes yes ((FG02724.1:100.0,((AO07031400:100.0,71.m15319:100.0):90.0,AN0044.1:100.0):100.0):100.0,
2898 71.m15318 AN0043.1 AO070314000122 FG02725.1 ANAO ((FG02725.1:100.0,((AO07031400:100.0,AN0043.1:100.0):59.0,71.m15318:100.0):100.0):100.0,
2899 59.m08473 AN2515.1 AO070263000051 FG02703.1 ANAO yes ((FG02703.1:100.0,(59.m08473:100.0,(AN2515.1:100.0,AO07026300:100.0):75.5):100.0):100.0,
2900 59.m08702 AN2859.1 AO070338000163 FG05128.1 AFAO yes yes ((FG05128.1:100.0,(AN2859.1:100.0,(59.m08702:100.0,AO07033800:100.0):100.0):100.0):100.0,
2901 59.m08701 AN2858.1 AO070338000164 FG05130.1 AFAO ((FG05130.1:100.0,((AO07033800:100.0,59.m08701:100.0):74.0,AN2858.1:100.0):100.0):100.0,
2902 59.m08667 AN2846.1 AO070334000118 FG06150.1 AFAN yes ((FG06150.1:100.0,(AO07033400:100.0,(AN2846.1:100.0,59.m08667:100.0):86.5):100.0):100.0,
2903 69.m15127 AN0224.1 AO070336000254 FG07437.1 ANAO yes yes ((FG07437.1:100.0,(69.m15127:100.0,(AN0224.1:100.0,AO07033600:100.0):98.5):100.0):100.0,
2904 53.m03816 AN8165.1 AO070266000010 FG07006.1 ANAO yes ((FG07006.1:100.0,((AO07026600:100.0,AN8165.1:100.0):86.0,53.m03816:100.0):100.0):100.0,
2905 53.m03799 AN8181.1 AO070310000145 FG07005.1 ANAO ((FG07005.1:100.0,(53.m03799:100.0,(AN8181.1:100.0,AO07031000:100.0):51.0):100.0):100.0,
2906 53.m03758 AN8215.1 AO070310000097 FG07127.1 AFAO yes ((FG07127.1:100.0,((AO07031000:100.0,53.m03758:100.0):86.5,AN8215.1:100.0):100.0):100.0,
2907 58.m07866 AN4458.1 AO070305000135 FG06789.1 AFAO ((FG06789.1:100.0,((AO07030500:100.0,58.m07866:100.0):50.5,AN4458.1:100.0):100.0):100.0,
2908 63.m00650 AN7332.1 AO070342000220 FG00625.1 ((((63.m00650:100.0,FG00625.1:100.0):43.0,AN7332.1:100.0):46.5,AO07034200:100.0):100.0,
2909 55.m03202 AN1820.1 AO070333000048 FG04170.1 ANAO yes yes ((FG04170.1:100.0,(55.m03202:100.0,(AN1820.1:100.0,AO07033300:100.0):92.5):100.0):100.0,
2910 69.m15071 AN1766.1 AO070324000026 FG05127.1 AFAO yes yes ((FG05127.1:100.0,((AO07032400:100.0,69.m15071:100.0):97.0,AN1766.1:100.0):100.0):100.0,
2911 59.m08684 AN5021.1 AO070338000181 FG04456.1 AFAO yes yes ((FG04456.1:100.0,((AO07033800:100.0,59.m08684:100.0):97.0,AN5021.1:100.0):100.0):100.0,
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2912 58.m07504 AN5577.1 AO070328000027 FG04454.1 AFAO yes yes ((FG04454.1:100.0,((AO07032800:100.0,58.m07504:100.0):98.5,AN5577.1:100.0):100.0):100.0,
2913 58.m07500 AN5574.1 AO070328000032 FG04453.1 AFAN yes ((FG04453.1:100.0,(AO07032800:100.0,(AN5574.1:100.0,58.m07500:100.0):84.5):100.0):100.0,
2914 56.m02375 AN8956.1 AO070319000056 FG02426.1 AFAO ((FG02426.1:100.0,((AO07031900:100.0,56.m02375:100.0):73.5,AN8956.1:100.0):100.0):100.0,
2915 52.m03911 AN2812.1 AO070303000084 FG02426.1 AFAO yes yes ((FG02426.1:100.0,((AO07030300:100.0,52.m03911:100.0):99.0,AN2812.1:100.0):100.0):100.0,
2916 53.m03917 AN8066.1 AO070330000022 FG01601.1 AFAO yes ((FG01601.1:100.0,((AO07033000:100.0,53.m03917:100.0):85.5,AN8066.1:100.0):100.0):100.0,
2917 59.m08511 AN5321.1 AO070191000002 FG03687.1 AFAO yes yes ((FG03687.1:100.0,((AO07019100:100.0,59.m08511:100.0):99.0,AN5321.1:100.0):100.0):100.0,
2918 57.m05965 AN2813.1 AO070251000001 FG07852.1 AFAN yes yes ((FG07852.1:100.0,((57.m05965:100.0,AN2813.1:100.0):95.0,AO07025100:100.0):98.5):100.0,
2919 70.m14976 AN1243.1 AO070223000005 FG03033.1 AFAO yes ((FG03033.1:100.0,((AO07022300:100.0,70.m14976:100.0):89.5,AN1243.1:100.0):100.0):100.0,
2920 72.m19105 AN6053.1 AO070340000201 FG00831.1 AFAO yes yes ((FG00831.1:100.0,((AO07034000:100.0,72.m19105:100.0):97.0,AN6053.1:100.0):100.0):100.0,
2921 54.m06886 AN5137.1 AO070291000040 FG00836.1 AFAO yes yes ((FG00836.1:100.0,((AO07029100:100.0,54.m06886:100.0):95.0,AN5137.1:100.0):100.0):100.0,
2922 54.m06894 AN5129.1 AO070291000048 FG00838.1 AFAO ((FG00838.1:100.0,((AO07029100:100.0,54.m06894:100.0):71.5,AN5129.1:100.0):100.0):100.0,
2923 54.m06909 AN5114.1 AO070291000065 FG00834.1 AFAO yes yes ((FG00834.1:100.0,(AN5114.1:100.0,(54.m06909:100.0,AO07029100:100.0):100.0):100.0):100.0,
2924 70.m15159 AN1085.1 AO070285000085 FG00833.1 AFAO yes ((FG00833.1:100.0,((AO07028500:100.0,70.m15159:100.0):75.0,AN1085.1:100.0):100.0):100.0,
2925 69.m15180 AN6815.1 AO070252000017 FG02941.1 yes yes (((AN6815.1:100.0,FG02941.1:100.0):100.0,(AO07025200:100.0,69.m15180:100.0):99.5):100.0,
2926 70.m15204 AN8095.1 AO070298000078 FG08749.1 AFAO ((FG08749.1:100.0,((70.m15204:100.0,AO07029800:100.0):59.0,AN8095.1:100.0):100.0):100.0,
2927 59.m08548 AN3157.1 AO070256000037 FG04242.1 AFAO yes yes ((FG04242.1:100.0,((AO07025600:100.0,59.m08548:100.0):96.0,AN3157.1:100.0):100.0):100.0,
2928 54.m06857 AN5166.1 AO070291000006 FG04237.1 AFAO ((FG04237.1:100.0,((54.m06857:100.0,AO07029100:100.0):62.8,AN5166.1:100.0):100.0):100.0,
2929 70.m15207 AN1050.1 AO070312000117 FG04243.1 AFAN yes yes ((FG04243.1:100.0,(AO07031200:100.0,(AN1050.1:100.0,70.m15207:100.0):95.5):100.0):100.0,
2930 56.m03099 AN3205.1 AO070336000134 FG02220.1 (((AO07033600:100.0,AN3205.1:100.0):56.5,(56.m03099:100.0,FG02220.1:100.0):57.0):100.0,
2931 52.m03795 AN3776.1 AO070302000047 FG03956.1 AFAO ((FG03956.1:100.0,((AO07030200:100.0,52.m03795:100.0):65.5,AN3776.1:100.0):100.0):100.0,
2932 69.m15731 AN5376.1 AO070333000163 FG02819.1 AFAO ((FG02819.1:100.0,((AO07033300:100.0,69.m15731:100.0):67.0,AN5376.1:100.0):100.0):100.0,
2933 72.m19426 AN6228.1 AO070304000079 FG04184.1 ANAO ((FG04184.1:100.0,(72.m19426:100.0,(AN6228.1:100.0,AO07030400:100.0):72.0):100.0):100.0,
2934 65.m07271 AN6714.1 AO070339000148 FG04183.1 AFAO yes yes ((FG04183.1:100.0,((AO07033900:100.0,65.m07271:100.0):99.0,AN6714.1:100.0):100.0):100.0,
2935 71.m16099 AN7741.1 AO070325000162 FG02105.1 AFAO yes ((FG02105.1:100.0,((AO07032500:100.0,71.m16099:100.0):75.0,AN7741.1:100.0):100.0):100.0,
2936 71.m15889 AN2251.1 AO070326000115 FG06575.1 ANAO ((FG06575.1:100.0,(71.m15889:100.0,(AN2251.1:100.0,AO07032600:100.0):72.5):100.0):100.0,
2937 69.m15282 AN0993.1 AO070272000042 FG04668.1 AFAO ((FG04668.1:100.0,((AO07027200:100.0,69.m15282:100.0):73.5,AN0993.1:100.0):100.0):100.0,
2938 57.m05494 AN4572.1 AO070316000155 FG04016.1 AFAO yes yes ((FG04016.1:100.0,(AN4572.1:100.0,(57.m05494:100.0,AO07031600:100.0):100.0):100.0):100.0,
2939 71.m15602 AN8795.1 AO070276000071 FG08982.1 AFAO yes ((FG08982.1:100.0,((71.m15602:100.0,AO07027600:100.0):87.0,AN8795.1:100.0):99.0):100.0,
2940 53.m04204 AN8246.1 AO070310000061 FG08964.1 AFAO yes yes ((FG08964.1:100.0,(AN8246.1:100.0,(53.m04204:100.0,AO07031000:100.0):100.0):100.0):100.0,
2941 54.m06828 AN5713.1 AO070324000145 FG06306.1 ANAO ((FG06306.1:100.0,(54.m06828:100.0,(AN5713.1:100.0,AO07032400:100.0):63.0):100.0):100.0,
2942 59.m09292 AN3432.1 AO070265000009 FG06059.1 ANAO yes yes ((FG06059.1:100.0,(59.m09292:100.0,(AN3432.1:100.0,AO07026500:100.0):96.5):100.0):100.0,
2943 59.m08777 AN4883.1 AO070338000077 FG06316.1 AFAO yes yes ((FG06316.1:100.0,((AO07033800:100.0,59.m08777:100.0):97.5,AN4883.1:100.0):100.0):100.0,
2944 59.m08960 AN3055.1 AO070337000019 FG06315.1 AFAO yes ((FG06315.1:100.0,((AO07033700:100.0,59.m08960:100.0):80.0,AN3055.1:100.0):100.0):100.0,
2945 59.m08955 AN3056.1 AO070337000018 FG06314.1 AFAO yes yes ((FG06314.1:100.0,((AO07033700:100.0,59.m08955:100.0):97.0,AN3056.1:100.0):100.0):100.0,
2946 59.m08929 AN3070.1 AO070337000004 FG06313.1 AFAO ((FG06313.1:100.0,((AO07033700:100.0,59.m08929:100.0):53.0,AN3070.1:100.0):100.0):100.0,
2947 59.m09009 AN3005.1 AO070337000107 FG06052.1 ANAO ((FG06052.1:100.0,((AO07033700:100.0,AN3005.1:100.0):51.5,59.m09009:100.0):100.0):100.0,
2948 69.m15435 AN5523.1 AO070341000366 FG06051.1 AFAO ((FG06051.1:100.0,((AO07034100:100.0,69.m15435:100.0):54.0,AN5523.1:100.0):100.0):100.0,
2949 59.m08990 AN3029.1 AO070337000071 FG06317.1 AFAO ((FG06317.1:100.0,((AO07033700:100.0,59.m08990:100.0):65.5,AN3029.1:100.0):100.0):100.0,
2950 71.m15830 AN2239.1 AO070326000142 FG09557.1 ANAO ((FG09557.1:100.0,(71.m15830:100.0,(AN2239.1:100.0,AO07032600:100.0):60.0):100.0):100.0,
2951 69.m15563 AN5343.1 AO070333000181 FG05088.1 AFAO yes ((FG05088.1:100.0,((AO07033300:100.0,69.m15563:100.0):89.5,AN5343.1:100.0):100.0):100.0,
2952 72.m19758 AN7307.1 AO070297000055 FG04255.1 ANAO yes ((FG04255.1:100.0,((AO07029700:100.0,AN7307.1:100.0):80.5,72.m19758:100.0):100.0):100.0,
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2953 69.m15254 AN0594.1 AO070280000020 FG09787.1 AFAO yes yes ((FG09787.1:100.0,((AO07028000:100.0,69.m15254:100.0):97.0,AN0594.1:100.0):100.0):100.0,
2954 69.m15252 AN0595.1 AO070280000021 FG09786.1 ANAO ((FG09786.1:100.0,(69.m15252:100.0,(AN0595.1:100.0,AO07028000:100.0):68.5):100.0):100.0,
2955 69.m15219 AN2439.1 AO070264000040 FG06219.1 AFAO ((FG06219.1:100.0,((AO07026400:100.0,69.m15219:100.0):67.5,AN2439.1:100.0):100.0):100.0,
2956 69.m15220 AN2438.1 AO070264000041 FG05298.1 AFAN yes ((FG05298.1:100.0,(AO07026400:100.0,(AN2438.1:100.0,69.m15220:100.0):76.3):100.0):100.0,
2957 72.m19643 AN3778.1 AO070343000274 FG05299.1 AFAO ((FG05299.1:100.0,((72.m19643:100.0,AO07034300:100.0):60.5,AN3778.1:100.0):100.0):100.0,
2958 72.m19644 AN7603.1 AO070343000273 FG05300.1 AFAN ((FG05300.1:100.0,((72.m19644:100.0,AN7603.1:100.0):67.5,AO07034300:100.0):99.0):100.0,
2959 72.m19657 AN2181.1 AO070343000260 FG05301.1 AFAO (((AN2181.1:100.0,(AO07034300:100.0,72.m19657:100.0):73.3):99.5,FG05301.1:100.0):100.0,
2960 58.m07593 AN1986.1 AO070301000073 FG06006.1 AFAO yes yes ((FG06006.1:100.0,((AO07030100:100.0,58.m07593:100.0):93.5,AN1986.1:100.0):100.0):100.0,
2961 70.m15646 AN0636.1 AO070318000126 FG00960.1 AFAN yes yes ((FG00960.1:100.0,(AO07031800:100.0,(AN0636.1:100.0,70.m15646:100.0):90.0):100.0):100.0,
2962 58.m07958 AN4369.1 AO070261000009 FG10889.1 AFAO ((FG10889.1:100.0,((AO07026100:100.0,58.m07958:100.0):67.0,AN4369.1:100.0):100.0):100.0,
2963 54.m06345 AN0392.1 AO070278000009 FG03365.1 AFAN yes ((((AN0392.1:100.0,54.m06345:100.0):83.5,AO07027800:100.0):95.0,FG03365.1:100.0):100.0,
2964 55.m03067 AN1547.1 AO070339000307 FG08266.1 AFAO yes ((FG08266.1:100.0,((55.m03067:100.0,AO07033900:100.0):78.5,AN1547.1:100.0):100.0):100.0,
2965 55.m02928 AN1427.1 AO070242000025 FG07917.1 AFAO yes yes ((FG07917.1:100.0,(AN1427.1:100.0,(55.m02928:100.0,AO07024200:100.0):100.0):100.0):100.0,
2966 72.m19543 AN5267.1 AO070275000042 FG11036.1 ANAO yes yes ((FG11036.1:100.0,(72.m19543:100.0,(AO07027500:100.0,AN5267.1:100.0):99.5):100.0):100.0,
2967 69.m15602 AN1571.1 AO070298000116 FG03813.1 ((AN1571.1:100.0,((AO07029800:100.0,69.m15602:100.0):99.5,FG03813.1:100.0):52.5):100.0,
2968 69.m14961 AN4182.1 AO070341000081 FG08468.1 AFAO ((FG08468.1:100.0,((AO07034100:100.0,69.m14961:100.0):47.8,AN4182.1:100.0):100.0):100.0,
2969 70.m15488 AN0893.1 AO070320000065 FG05187.1 AFAO yes yes ((FG05187.1:100.0,((AO07032000:100.0,70.m15488:100.0):99.3,AN0893.1:100.0):100.0):100.0,
2970 69.m15446 AN5515.1 AO070341000381 FG05346.1 ANAO ((FG05346.1:100.0,(69.m15446:100.0,(AN5515.1:100.0,AO07034100:100.0):72.0):100.0):100.0,
2971 72.m20007 AN7353.1 AO070278000047 FG02628.1 ANAO ((FG02628.1:100.0,((AO07027800:100.0,AN7353.1:100.0):55.0,72.m20007:100.0):100.0):100.0,
2972 67.m02964 AN8329.1 AO070330000092 FG03475.1 AFAO yes ((((67.m02964:100.0,AO07033000:100.0):100.0,AN8329.1:100.0):79.5,FG03475.1:100.0):100.0,
2973 53.m04191 AN8018.1 AO070322000067 FG03429.1 AFAO yes yes ((FG03429.1:100.0,((AO07032200:100.0,53.m04191:100.0):99.0,AN8018.1:100.0):100.0):100.0,
2974 70.m15668 AN8594.1 AO070280000033 FG07590.1 AFAO ((FG07590.1:100.0,((AO07028000:100.0,70.m15668:100.0):67.5,AN8594.1:100.0):100.0):100.0,
2975 72.m19586 AN7567.1 AO070343000413 FG01317.1 AFAN yes yes ((FG01317.1:100.0,(AO07034300:100.0,(AN7567.1:100.0,72.m19586:100.0):92.0):100.0):100.0,
2976 56.m02287 AN8874.1 AO070293000003 FG01320.1 AFAO yes ((FG01320.1:100.0,((AO07029300:100.0,56.m02287:100.0):76.5,AN8874.1:100.0):100.0):100.0,
2977 58.m07442 AN3658.1 AO070342000030 FG09376.1 AFAO ((FG09376.1:100.0,((58.m07442:100.0,AO07034200:100.0):51.5,AN3658.1:100.0):100.0):100.0,
2978 70.m15030 AN1191.1 AO070331000192 FG01322.1 ANAO yes ((((AN1191.1:100.0,AO07033100:100.0):76.4,70.m15030:100.0):93.5,FG01322.1:100.0):100.0,
2979 70.m15031 AN1190.1 AO070331000190 FG01323.1 AFAO yes yes ((FG01323.1:100.0,((AO07033100:100.0,70.m15031:100.0):92.0,AN1190.1:100.0):100.0):100.0,
2980 54.m06397 AN0357.1 AO070318000033 FG00561.1 ANAO yes ((FG00561.1:100.0,(54.m06397:100.0,(AN0357.1:100.0,AO07031800:100.0):89.5):100.0):100.0,
2981 54.m06940 AN0354.1 AO070318000031 FG00478.1 AFAO ((FG00478.1:100.0,((AO07031800:100.0,54.m06940:100.0):50.5,AN0354.1:100.0):100.0):100.0,
2982 54.m06366 AN0380.1 AO070318000064 FG00480.1 ANAO ((FG00480.1:100.0,(54.m06366:100.0,(AO07031800:100.0,AN0380.1:100.0):58.5):90.5):100.0,
2983 58.m08026 AN3679.1 AO070189000006 FG00578.1 AFAO yes yes ((FG00578.1:100.0,(AN3679.1:100.0,(58.m08026:100.0,AO07018900:100.0):100.0):100.0):100.0,
2984 71.m15601 AN8794.1 AO070276000069 FG09009.1 AFAO yes yes ((FG09009.1:100.0,((AO07027600:100.0,71.m15601:100.0):92.5,AN8794.1:100.0):100.0):100.0,
2985 52.m03751 AN8489.1 AO070342000405 FG08830.1 AFAO ((FG08830.1:100.0,((52.m03751:100.0,AO07034200:100.0):47.0,AN8489.1:100.0):100.0):100.0,
2986 71.m15775 AN7747.1 AO070325000174 FG02078.1 AFAO ((FG02078.1:100.0,((AO07032500:100.0,71.m15775:100.0):48.0,AN7747.1:100.0):100.0):100.0,
2987 57.m05479 AN4648.1 AO070316000120 FG10060.1 AFAO yes ((FG10060.1:100.0,((AO07031600:100.0,57.m05479:100.0):89.0,AN4648.1:100.0):100.0):100.0,
2988 52.m03801 AN5085.1 AO070246000035 FG03582.1 ANAO yes ((((AO07024600:100.0,AN5085.1:100.0):82.3,52.m03801:100.0):80.3,FG03582.1:100.0):100.0,
2989 69.m15046 AN1743.1 AO070324000053 FG09239.1 AFAO ((FG09239.1:100.0,((AO07032400:100.0,69.m15046:100.0):64.5,AN1743.1:100.0):100.0):100.0,
2990 69.m15044 AN1726.1 AO070324000057 FG09240.1 AFAO yes yes ((FG09240.1:100.0,(AN1726.1:100.0,(69.m15044:100.0,AO07032400:100.0):100.0):100.0):100.0,
2991 54.m06607 AN0462.1 AO070328000176 FG09244.1 AFAO yes yes ((FG09244.1:100.0,(AN0462.1:100.0,(54.m06607:100.0,AO07032800:100.0):100.0):100.0):100.0,
2992 69.m14936 AN1918.1 AO070341000122 FG08601.1 AFAO ((FG08601.1:100.0,((69.m14936:100.0,AO07034100:100.0):56.0,AN1918.1:100.0):100.0):100.0,
2993 70.m15303 AN0700.1 AO070343000510 FG10719.1 ANAO yes yes ((FG10719.1:100.0,(70.m15303:100.0,(AN0700.1:100.0,AO07034300:100.0):92.5):100.0):100.0,
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2994 65.m07180 AN6761.1 AO070339000213 FG10950.1 AFAO yes yes ((((AO07033900:100.0,65.m07180:100.0):92.0,AN6761.1:100.0):93.5,FG10950.1:100.0):100.0,
2995 69.m15628 AN5191.1 AO070237000021 FG10948.1 AFAO yes ((FG10948.1:100.0,((AO07023700:100.0,69.m15628:100.0):78.0,AN5191.1:100.0):100.0):100.0,
2996 70.m15018 AN1201.1 AO070331000207 FG01333.1 AFAO yes yes ((FG01333.1:100.0,((AO07033100:100.0,70.m15018:100.0):98.5,AN1201.1:100.0):100.0):100.0,
2997 70.m15019 AN1200.1 AO070331000206 FG01332.1 AFAO ((FG01332.1:100.0,((70.m15019:100.0,AO07033100:100.0):65.5,AN1200.1:100.0):100.0):100.0,
2998 69.m15050 AN1747.1 AO070324000049 FG01330.1 AFAO ((FG01330.1:100.0,((AO07032400:100.0,69.m15050:100.0):59.5,AN1747.1:100.0):100.0):100.0,
2999 70.m15024 AN1196.1 AO070331000200 FG01330.1 AFAO yes yes (((AN1196.1:100.0,(70.m15024:100.0,AO07033100:100.0):93.5):96.5,FG01330.1:100.0):100.0,
3000 70.m15765 AN1194.1 AO070331000198 FG01329.1 AFAO yes yes ((FG01329.1:100.0,((70.m15765:100.0,AO07033100:100.0):98.5,AN1194.1:100.0):100.0):100.0,
3001 70.m15025 AN1195.1 AO070331000199 FG01328.1 AFAO ((FG01328.1:100.0,((70.m15025:100.0,AO07033100:100.0):54.0,AN1195.1:100.0):100.0):100.0,
3002 70.m14915 AN1293.1 AO070303000055 FG01324.1 AFAO yes yes ((FG01324.1:100.0,((AO07030300:100.0,70.m14915:100.0):90.0,AN1293.1:100.0):100.0):100.0,
3003 62.m03251 AN6651.1 AO070269000002 FG08532.1 AFAO yes ((FG08532.1:100.0,((62.m03251:100.0,AO07026900:100.0):78.5,AN6651.1:100.0):100.0):100.0,
3004 54.m06657 AN0418.1 AO070338000266 FG03111.1 AFAO yes yes ((FG03111.1:100.0,((AO07033800:100.0,54.m06657:100.0):99.0,AN0418.1:100.0):100.0):100.0,
3005 69.m15311 AN0495.1 AO070226000029 FG08971.1 AFAN yes ((FG08971.1:100.0,(AO07022600:100.0,(AN0495.1:100.0,69.m15311:100.0):78.5):100.0):100.0,
3006 62.m03222 AN6623.1 AO070326000077 FG00152.1 ANAO ((FG00152.1:100.0,(62.m03222:100.0,(AN6623.1:100.0,AO07032600:100.0):59.0):100.0):100.0,
3007 52.m03820 AN8401.1 AO070302000072 FG07993.1 ANAO ((FG07993.1:100.0,((AO07030200:100.0,AN8401.1:100.0):66.0,52.m03820:100.0):100.0):100.0,
3008 57.m05964 AN2060.1 AO070328000072 FG03054.1 ANAO yes yes ((FG03054.1:100.0,(57.m05964:100.0,(AN2060.1:100.0,AO07032800:100.0):95.5):100.0):100.0,
3009 72.m19949 AN6032.1 AO070340000256 FG09710.1 AFAO yes yes ((FG09710.1:100.0,(AN6032.1:100.0,(72.m19949:100.0,AO07034000:100.0):100.0):100.0):100.0,
3010 52.m04032 AN9405.1 AO070274000012 FG02789.1 ANAO ((FG02789.1:100.0,(52.m04032:100.0,(AN9405.1:100.0,AO07027400:100.0):64.5):100.0):100.0,
3011 53.m03817 AN8164.1 AO070266000011 FG02787.1 ANAO ((FG02787.1:100.0,(53.m03817:100.0,(AN8164.1:100.0,AO07026600:100.0):62.5):100.0):100.0,
3012 59.m08451 AN2528.1 AO070300000123 FG04848.1 AFAO ((FG04848.1:100.0,((59.m08451:100.0,AO07030000:100.0):46.0,AN2528.1:100.0):100.0):100.0,
3013 70.m15178 AN1057.1 AO070336000001 FG09417.1 AFAO yes ((FG09417.1:100.0,((AO07033600:100.0,70.m15178:100.0):80.0,AN1057.1:100.0):100.0):100.0,
3014 59.m08733 AN2886.1 AO070338000128 FG00383.1 ANAO ((FG00383.1:100.0,(59.m08733:100.0,(AN2886.1:100.0,AO07033800:100.0):64.5):100.0):100.0,
3015 59.m08734 AN2887.1 AO070338000127 FG00382.1 ANAO ((FG00382.1:100.0,((AO07033800:100.0,AN2887.1:100.0):51.0,59.m08734:100.0):100.0):100.0,
3016 62.m03255 AN6653.1 AO070269000013 FG08700.1 AFAO yes yes ((FG08700.1:100.0,((AO07026900:100.0,62.m03255:100.0):94.5,AN6653.1:100.0):100.0):100.0,
3017 62.m03362 AN8707.1 AO070315000134 FG08712.1 ANAO yes ((FG08712.1:100.0,(62.m03362:100.0,(AN8707.1:100.0,AO07031500:100.0):87.5):100.0):100.0,
3018 58.m08951 AN5631.1 AO070301000030 FG10524.1 ANAO yes yes ((FG10524.1:100.0,(58.m08951:100.0,(AN5631.1:100.0,AO07030100:100.0):93.5):100.0):100.0,
3019 57.m05978 AN4514.1 AO070311000070 FG00815.1 AFAN ((FG00815.1:100.0,(AO07031100:100.0,(AN4514.1:100.0,57.m05978:100.0):68.0):100.0):100.0,
3020 58.m07982 AN4342.1 AO070240000017 FG04395.1 AFAO yes yes ((FG04395.1:100.0,((AO07024000:100.0,58.m07982:100.0):90.0,AN4342.1:100.0):100.0):100.0,
3021 58.m09007 AN4333.1 AO070240000012 FG04394.1 AFAO yes yes ((FG04394.1:100.0,(AN4333.1:100.0,(58.m09007:100.0,AO07024000:100.0):100.0):100.0):100.0,
3022 69.m14844 AN5746.1 AO070341000003 FG01346.1 AFAO yes yes ((FG01346.1:100.0,((AO07034100:100.0,69.m14844:100.0):94.0,AN5746.1:100.0):100.0):100.0,
3023 69.m14975 AN3946.1 AO070341000066 FG01347.1 AFAO ((FG01347.1:100.0,((69.m14975:100.0,AO07034100:100.0):61.0,AN3946.1:100.0):100.0):100.0,
3024 55.m03190 AN3390.1 AO070290000088 FG03406.1 AFAO ((FG03406.1:100.0,((AO07029000:100.0,55.m03190:100.0):56.5,AN3390.1:100.0):100.0):100.0,
3025 69.m15654 AN1761.1 AO070324000020 FG09313.1 AFAO ((FG09313.1:100.0,((69.m15654:100.0,AO07032400:100.0):47.0,AN1761.1:100.0):100.0):100.0,
3026 69.m15077 AN1778.1 AO070324000018 FG09312.1 AFAO yes ((((AO07032400:100.0,69.m15077:100.0):85.0,AN1778.1:100.0):99.0,FG09312.1:100.0):100.0,
3027 66.m04779 AN3361.1 AO070281000037 FG07554.1 ANAO yes ((FG07554.1:100.0,(66.m04779:100.0,(AN3361.1:100.0,AO07028100:100.0):82.5):100.0):100.0,
3028 59.m08711 AN2867.1 AO070338000157 FG00387.1 AFAO yes yes ((FG00387.1:100.0,((AO07033800:100.0,59.m08711:100.0):90.0,AN2867.1:100.0):100.0):100.0,
3029 59.m08710 AN2866.1 AO070338000158 FG00389.1 AFAO yes yes ((FG00389.1:100.0,(AN2866.1:100.0,(59.m08710:100.0,AO07033800:100.0):100.0):100.0):100.0,
3030 59.m08764 AN4869.1 AO070338000091 FG10255.1 AFAO yes ((FG10255.1:100.0,((AO07033800:100.0,59.m08764:100.0):88.0,AN4869.1:100.0):100.0):100.0,
3031 59.m09001 AN3026.1 AO070337000068 FG07939.1 AFAN ((FG07939.1:100.0,(AO07033700:100.0,(AN3026.1:100.0,59.m09001:100.0):53.0):100.0):100.0,
3032 59.m09445 AN3019.1 AO070337000095 FG07938.1 AFAO yes ((FG07938.1:100.0,((AO07033700:100.0,59.m09445:100.0):88.0,AN3019.1:100.0):100.0):100.0,
3033 56.m02286 AN8873.1 AO070293000002 FG01316.1 AFAO yes ((FG01316.1:100.0,((AO07029300:100.0,56.m02286:100.0):82.5,AN8873.1:100.0):100.0):100.0,
3034 54.m07033 AN4247.1 AO070324000165 FG07924.1 AFAO ((FG07924.1:100.0,((AO07032400:100.0,54.m07033:100.0):54.5,AN4247.1:100.0):100.0):100.0,

155



 

 

§S2. Synteny Analysis 
 

§S2.1. Hierarchical Synteny Clustering Method 
 
Blocks of snyteny were predicted using a hierarchical clustering technique (Figure S2.1A).  The 

algorithm is initiated by detecting clusters of sequence anchors with conserved order and 

orientation.  These regions are then merged in to successively larger syntenic clusters by 

tolerating successively larger rearrangements within blocks.  Specifically: 

 
Given: two genome sequences with a set of pairwise alignments defined on a two-dimensional 

coordinate system formed by the concatenation of the contigs of each genome. 

Step1: Calculate Exact Syntenic Clusters.  Find blocks of anchors with exact conservation of 

order and orientation and cluster them.  The orientation of each cluster is either "+" or "-" 

(defined as expected from the given coordinate system).  Create a list, L, of these seed clusters. 

Step2: Initialize the Cluster Distance Matrix.  Define the bounds of a cluster as its endpoints on 

each axis of the coordinate system (this defines a box).  Define the asymmetric distance 

between cluster X and cluster Y as the cartesian distance between the two nearest points on the 

bounds if (a) these clusters are on the same supercontig, (b) the distance is less than a scale 

factor D, and (c) only if cluster X is oriented toward cluster Y (see Figure S2.1).  Otherwise the 

distance is infinity.  Calculate the complete distance matrix, dij, between all pairs of clusters (in 

practice only one half of the matrix is required). 

Step3: Merge Nearest Cluster.  Find the minimum entry in the distance matrix and merge the two 

corresponding clusters into a new cluster.  Create pointers in the new cluster to the merged 

clusters.  Remove the merged clusters from L, and add the new cluster. 

Step4: Calculate Merged Cluster Orientation.  The orientation of the new cluster is defined 

according to the slope of the line through the merged clusters.   

Step5: Update Distance Matrix.  Remove the entries in dij for the merged clusters and create an 

entry for the new cluster.  Recalculate those entries impacted by this procedure.  Increase the 

scale factor D and repeat steps 3-5 until D exceeds the size of the largest supercontig. 

Output:  When no new clusters can be merged, output L.  Each cluster in L is a tree defining a 

hierarchical relationship between merged clusters. 
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An example of the algorithm applied to a 1Mb region of synteny between A. nidulans and A. 

fumigatus is shown in Figure S2.1B.  The clustering function produces a tree-based data structure 

that can be manipulated by standard tree traversal algorithms.  Using these structures, the number 

of rearrangement events (at a any given level of resolution) in pairwise comparisons can be 

calculated.  Given multiple pairwise comparisons, branch specific rearrangements can be 

calculated as described in the methods.   

 
 
 

 
 

Figure S2.1.  Hierarchical clustering algorithm for whole genome synteny mapping.  (A) Algorithm 

schematic.    Each cluster (boxes) is associated with an orientation ('+' or '-' symbols).  An asymmetric 

distance is defined between all pairs of clusters.  If a cluster is oriented "toward" another, the distance is 

defined to be the cartesian distance (e.g. dab=d1).  Otherwise the distance is infinity (e.g. dba=∞).  The 

method merges the closest pair of clusters at each iteration.  Information about merged clusters is 

maintained (boxes within boxes).  See text for more details.  (B) Application to 1Mb region of synteny 

between A. nidulans and A. fumigatus.  The method identifies the large inversion, as well as rearrangements 

within rearrangements (boxes within boxes). 
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§S2.2. Syntenic breaks are associated with repeats and telomeres 
 
As described in the main text, an examination of the pattern of pairwise syteny between the three 

Aspergilli reveals large regions lacking detectable long range synteny.  Repeat sequences are 

enriched in these non-syntenic regions, with 40% of A. nidulans repeats sequences in breaks with 

both A. fumigatus and A. oryzae, compared to 27% expected (p<1e-116 – similar enrichments for 

A. fumigatus and A. oryzae).  Extensive rearrangement is also observed at the ends of Aspergillus 

chromosomes.  This association of large-scale genome rearrangement with repeats and 

chromosome ends has been observed for a number organisms including mammals, nematodes, 

and yeasts7,9-13, and our data confirm these trends for the Aspergilli.   

 

In addition, the observed subtelomeric rearrangement may have specific implications for fungi.  

Growing evidence suggests that subtelomeric regions in fungi contain genes with roles in niche 

adaptation and virulence.  It is thus noteworthy that sub-telomeric regions in both A. nidulans and 

A. fumigatus show enrichment for gene clusters with predicted roles in secondary metabolism.  In 

A. fumigatus, 8 of 24 secondary metabolite clusters are found within 100Kb of the nearest 

telomere (p<1e5), while in A. nidulans, 11 different secondary metabolite gene clusters, including 

a penicillin and a sterigmatocystin cluster, are situated within 100 kb of the nearest telomere. 

Further, over 30% of predicted non ribosomal peptide synthetases and polyketide synthases genes 

in A. nidulans and A. fumigatus reside within just 100 kb of a telomere (a 5.5-fold enrichment).  

This enrichment suggests that these genes may play an important role in the ecology of these 

fungi.  The rapid rearrangement of subtelomeric regions may facilitate the species specific 

evolution of these genes, and in this regard it is conspicuous that A. nidulans and A. fumigatus do 

not have any telomere-associated secondary metabolite gene clusters in common.  
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§S2.3. The Random Breakage Model of Genome Evolution 
 
As described in the main text, it has long been proposed that genomes evolve according to 

random breakage model which predicts that distances between breakpoints should follow an 

exponential distribution of the form f(x) = 1/L e-x/L, where L is the average size of all unbroken 

segments14,15.  To determine whether conserved syntenic blocks in Aspergilli follow random 

breakage, we analyzed the distribution of lengths of unbroken regions between micro-

rearrangements within pairwise syntenic blocks (see Methods).   As shown in XXXXX, although 

the mean breakpoint length differs between the three pairwise comparisons, in all three cases the 

distribution of lengths shows close agreement with the model prediction.  It thus appears that 

syntenic blocks, comprising the majority of the Aspergillus chromosomes, are evolving in a 

manner consistent with random breakage. 
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Figure S2.2 Random Distribution of Breakpoints in Conserved Syntenic Blocks.  Histogram of length 
distributions between microrearrangement breakpoints within conserved pairwise syntenic blocks. Red line 
indicates fit to random breakage model which predicts an exponential distribution of breakpoint lengths of 
the form f(x)=e-x/L where L is the predicted mean breakpoint length. 
 
 

§S2.4. No Deceleration of Rearrangement in A. fumigatus 
 
The data in Figure 4 reveal a greater rate of rearrangement in A. oryzae relative to A. fumigatus.  

In principle, this could be due to a deceleration in breakage in A. fumigatus, possibly consistent 

with parasitic lifestyle.  However, if this were the case, and the rate remained constant in A. 

oryzae and A. nidulans, syntenic blocks between A. fumigatus and A. oryzae would be larger than 

those between A. fumigatus and A. nidulans.  Instead the opposite is observed Table 2.  We note 
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also that a greater rate of rearrangement is consistent with the smaller average syntenic block 

sizes for A. oryzae (Table 2). 

§S2.5. Similar Rates of Protein Evolution in A. fumigatus and A. oryzae 
 
We compared the rates of molecular evolution in A. oryzae and A. fumigatus with A. nidulans as 

an outgroup using a number of different but related methods.  First, an examination of threeway 

orthologs revealed the distribution of amino acid identity to be nearly identical for both A. oryzae 

and A. fumigatus, relative to A. nidulans.  Equivalently, a scatter plot of non-synonymous 

divergences of A. fumigatus and A. oryzae threeway orthologs relative to A. nidulans reveales a 

strong correlation between A. fumigatus and A. oryzae divergences with an overall slope of nearly 

1.  Finally, branch lengths predicted from both single gene and concatenated gene phylogenies 

indicate a comparable rate of substitution in both the A. oryzae and A. fumigatus lineages. 

 

Non-synonymous Divergence (dN) relative to A. nidulans

y = 0.9738x
R2 = 0.815

0

0.2

0.4

0.6

0.8

1

1.2

1.4

0 0.2 0.4 0.6 0.8 1 1.2 1.4
A. fumigatus vs A. nidulans dN

A
. o

ry
za

e 
vs

 A
. n

id
ul

an
s 

dN
 

 
Figure S2.3.  Correlation between non-synonymous divergence rates (substitutions/site) of 
three way orthologs in A. fumigatus and A. oryzae relative to A. nidulans. 
 



§S3 Upstream open reading frames (uORFs)
Method:
To search for uORFs conserved between the three Aspergillus species, we started with the set of 4936 ortholog 
triplets and 1000bp upstream regions multiply aligned using MLAGAN.  For the 25% of A. nidulans genes with EST 
alignments indicating 5’ UTRs, the entire length of the EST alignment was searched for uORFs.  Otherwise the 
search was conservatively constrained to the upstream 60bp region, since 60% of all 5’ partial ESTs extend beyond 
60bp (considering only the final UTR exon that overlaps the gene start).  Additionally, to avoid annotation errors if 
there were no ESTs, we limited the search to those unambiguous intergenic regions upstream of the 2372 orthologs 
with all three annotated start codons aligned within 40bp.  For each species, we identified all upstream open reading 
frames >= 12bp, with a maximum 1bp overlap with the protein-coding gene’s ATG.  Conserved  uORFs  were 

We also include here, under the "extended_data_300bp" tab, those uORFs not within 60bp or in UTRs, but within 
300bp of aligned upstream sequence.  These may not be within the mRNA transcript.

For each data set, we also search for uORFs in the An gene's ortholog in other fully-sequenced fungi: Neurospora 
crassa (Nc), Fusarium graminearum (Fg), Magnaporthe grisea (Mg), Saccharomyces cerevisiae (Sc), 
Saccharomyces bayanus (Sb), Saccharomyces mikatae (Sm), and Saccharomyces paradoxus (Sp).  Orthologs are 
defined as best bidirectional hit within an all-vs-all blastp analysis (expect < 1e-5, coverage > 60% of each gene).  
For the filamentous fungi Nc, Fg, and Mg, we search for uORFs only within known UTRs (defined by unique EST 
blat alignments) or within 60bp since these genomes often have 5' UTR introns.  For Sc, since introns are rare and 
ESTs are not available, we search within 100bp upstream of the gene start.  For Sc orthologs, we also check 
whether a uORF co-occurs upstream of the 4 closely related yeast species (Sc,Sb,Sm,Sp) based on the 4-way 

The 38 uORFs mentioned in the text that are conserved in all three Aspergilli are provided in the tab "Aspergillus 

Abbreviations:
 an: Aspergillus nidulans
 af: Aspergillus fumigatus
 ao: Aspergillus oryzae

Data fields: (use tab "data" below)

uORF_id: unique identifier for each uORF

ortholog_cluster_id: unique identifier for each 3-way ortholog

species: species that contains the uORF; "conserved" indicates uORF is found in all 3 species with the start and 
stop codons aligned

an_gene,af_gene,ao_gene: locus identifier for each of the 3-way orthologs

in_utr: 1 if the location of the uORF overlaps a 5' An UTR (as defined by an EST alignment)

an_rel_start, af_rel_start, ao_rel_start: coordinate of the uORF's ATG relative to the protein-coding gene's start 
codon

an_rel_stop, af_rel_stop, ao_rel_stop: coordinate of the stop codon relative to the protein-coding gene's start codon 
(1 indicates that the "A" of the stop codon's TGA/TAA overlaps with the gene's ATG)

1



consensus_dna: uORF consensus DNA sequence, using the degenerate DNA code if the uORF is conserved

an_dna,af_dna,ao_dna: DNA sequence of the uORF in each species

consensus_aa: uORF amino acid sequence from An, with capital letters representing 3-way conserved amino acids 
(if not conserved, use the species specific amino acid sequence)

an_aa, af_aa, ao_aa : uORF amino acid sequence in each species

context_up_consensus: 10bp upstream of uORF start codon, in degenerate code if the uORF is conserved

context_down_consensus: 10bp down of uORF stop codon, in degenerate code if the uORF is conserved

within_60bp : 1 if the uORF is within 60bp of the protein-coding gene's start codon

COG category: functional category designation of the An gene

fg_uorf_utr: name of Fusarium ortholog with a uORF contained within the 5' UTR (defined by EST alignment)

mg_uorf_utr: name of Magnaporthe ortholog with a uORF contained within the 5' UTR (defined by EST alignment)

nc_uorf_utr: name of Neurospora ortholog with a uORF contained within the 5' UTR (defined by EST alignment)

sc_uorf_utr: name of S.cerevisiae ortholog with a uORF contained within the upstream 100bp

sc_cooccur_orf_100bp: name of S.cerevisiae ortholog with a uORF contained within the upstream 100bp, where 
uORF is also found upstream of orthologs in Sb, Sm, and Sp

2



§S3 Upstream open reading frames (uORFs) Tab 1

A. nidulans  Locus Predicted function uORF pos†
Length 

(aa)
AN8076.1 Splicing coactivator SRm160/300 subunit SRm300 -11 3
AN0244.1 Vacuolar assembly/sorting protein VPS8 -23 7
AN2905.1 DNA-binding proteins Bright/BRCAA1/RBP1 -23 3
AN3144.1 FYVE finger-containing protein -23 3
AN4486.1 hypothetical protein -26 8
AN1179.1 Vacuolar import and degradation protein -27* 5
AN4864.1 Glucosyltransferase - Alg6p -30 4
AN1341.1 Membrane coat complex Retromer subunit VPS29 -31* 3
AN5627.1 Nuclear pore complex, Nup98 component -33 3
AN0877.1 hypothetical protein -34 6
AN0118.1 Dyneins, heavy chain -36 8
AN5885.1 Glycogen synthase -36 4
AN1168.1 Voltage-gated Ca2+ channels, alpha1 subunits -37§ 5
AN4597.1 Structural maintenance of chromosome protein 4 -38 12
AN5151.1 Predicted membrane protein -48* 3
AN4460.1 18S rRNA processing complex subunit -52 3
AN9125.1 RNA polymerase III, subunit C34 -52* 8
AN1854.1 hypothetical protein -57 17
AN1494.1 TATA binding protein associated factor -60 15
AN1014.1 Peroxisomal long-chain acyl-CoA transporter -67*§ 8
AN6642.1 Ca2+ transporting ATPase -68* 4
AN5528.1 Mitochondrial Fe/S cluster exporter -69* 3
AN8846.1 Protein involved in beta-1,3-glucan synthesis -87* 7
AN8723.1 predicted protein -93* 17
AN5966.1 FOG: Zn-finger -100* 5
AN6642.1 Ca2+ transporting ATPase -101* 15
AN5452.1 Splicing factor 3b, subunit 3 -105* 6
AN2902.1 TFIIF-interacting CTD phosphatases -143* 3
AN4670.1 FOG: WD40 repeat -171* 3
AN1779.1 Protein kinase (DNA replication initiation) -177* 4
AN1546.1 Histone deacetylase complex, SIN3 component -185* 3
AN8009.1 ABC-type nitrate/sulfonate/bicarbonate transport -191* 21
AN1521.1 DNA-directed RNA polymerase subunit E' -207* 3
AN0412.1 FOG: Immunoglobin and related proteins -228* 5
AN4984.1 Cyclin -236* 4
AN1082.1 Nucleoside phosphatase -243* 8
AN1349.1 mRNA-binding protein Encore -254* 17
AN6843.1 Mitochondrial/chloroplast ribosomal protein L4 -278*§ 13
AN1349.1 mRNA-binding protein Encore -418* 5

Genes with conserved upstream ORFs

†uORF start position relative to gene start codon. * uORF overlaps 5' EST alignment. Bold rows indicate 
experimentally tested loci. §Predicted orthologs in S. cerevisiae contain uORFs conserved in 4 related yeast 
species18.  Also note that AN1349.1 has two uORFs.
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§S3 Upstream open reading frames (uORFs) Tab 2 - data
uORF_id ortholog_cluster_id species an_gene af_gene ao_gene in_utr an_rel_start an_rel_stop af_rel_start af_rel_stop ao_rel_start ao_rel_stop consensus_dna an_dna af_dna ao_dna consensus_aa an_aa af_aa ao_aa context_up_consencontext_down_cowithin 60b COG categfg_uorf_utr mg_uorf_u nc_uorf_ut sc_uorf_10sc_cooccu

5 4 conserved AN0877.1 70.m15480 AO07032
0000036

0 -34 -14 -34 -14 -34 -14 ATGTGTkGTGAyCACGGmTGA ATGTGTTGTGATCACGGATGA ATGTGTTGTGACCACGGCTGA ATGTGTGGTGACCACGGATG
A

MCcDHG* MCCDHG* MCCDHG* MCGDHG
*

yrrrTGysmv hhAyTyGCTC 1  0 0 0 0 0

7 4 an AN0877.1 70.m15480 AO07032
0000036

0 -41 -24 ATGCCCGATGTGTTGTGA ATGCCCGATGTGTTGTGA MPDVL* MPDVL* CAACGCTCAA TCACGGATGA 1  0 0 0 0 0

22 19 af AN6250.1 72.m19408 AO07030
4000038

1 -568 -557 ATGGATACCTAA ATGGATACCTAA MDT* MDT* GGTCTTGAGG GGCTGCTTCA 0 O 0 MG06681.
1

0 0 0

23 19 af AN6250.1 72.m19408 AO07030
4000038

1 -501 -451 ATGGAGAGTAGTGAGCAATCTATTATTTTT
CTCTACTCCGTAATCTACTAG

ATGGAGAGTAGTGAGCAATCTATTATTTTTCTC
TACTCCGTAATCTACTAG

MESSEQSIIFLYSVIY* MESSEQSIIFLYSVIY* GGCTGGCCGT ACATCAACGA 0 O 0 MG06681.
1

0 0 0

24 19 af AN6250.1 72.m19408 AO07030
4000038

1 -398 -219 ATGGTCAACCGTCATCGTCGTAACCAAGTA
CAGCGCGACCAGCTCATCGTTGTTAGTCCC
TCCTCGTGGCTCTCTTTTTGCCGCCTCCGA
CCTCCAATACTCATTATTTCTTCCCTTCCCG
CCTTGAGCGCTGGCAATAATATAACTGATC
CGCGACTTCCACCGCCATCTTTTCTCTGA

ATGGTCAACCGTCATCGTCGTAACCAAGTACA
GCGCGACCAGCTCATCGTTGTTAGTCCCTCCT
CGTGGCTCTCTTTTTGCCGCCTCCGACCTCCA
ATACTCATTATTTCTTCCCTTCCCGCCTTGAGC
GCTGGCAATAATATAACTGATCCGCGACTTCC
ACCGCCATCTTTTCTCTGA

MVNRHRRNQVQRDQLIV
VSPSSWLSFCRLRPPILII
SSLPALSAGNNITDPRLP
PPSFL*

MVNRHRRNQVQRDQLIVV
SPSSWLSFCRLRPPILIISSL
PALSAGNNITDPRLPPPSFL
*

TCTCCATCCT ACGATCCGAT 0 O 0 MG06681.
1

0 0 0

46 46 an AN2446.1 69.m15213 AO07026
4000031

0 -41 -18 ATGCCGTCTGAATCACGTCCATAG ATGCCGTCTGAATCACGTCCATAG MPSESRP* MPSESRP* AAACGATTAT ATTCAGATCT 1  0 0 0 0 0

66 51 ao AN1507.1 55.m03019 AO07033
4000226

0 -47 -30 ATGACTTGGATCGTGTGA ATGACTTGGATCGTGTGA MTWIV* MTWIV* GTATTCACGC GTAGGTTTGT 1  0 0 0 0 0

75 61 an AN8809.1 71.m15615 AO07027
6000049

0 -40 -20 ATGAAGGCAAAGGGCCTTTGA ATGAAGGCAAAGGGCCTTTGA MKAKGL* MKAKGL* TATTTCCCGC TCGTCATCGG 1 R 0 0 0 0 0

77 61 af AN8809.1 71.m15615 AO07027
6000049

0 -43 -32 ATGAAGTTATAA ATGAAGTTATAA MKL* MKL* TGAACACCCT TACCATCAAC 1 R 0 0 0 0 0

82 61 ao AN8809.1 71.m15615 AO07027
6000049

0 -42 -22 ATGAGGCCGACATTTCCGTGA ATGAGGCCGACATTTCCGTG
A

MRPTFP* MRPTFP* TCGTGACTGC AACACAGGCG 1 R 0 0 0 0 0

116 85 conserved AN1521.1 55.m03040 AO07033
4000239

1 -207 -196 -283 -272 -282 -271 ATGArybryTrA ATGAATCATTAA ATGAGCGACTGA ATGAGCTGCTGA Mnh* MNH* MSD* MSC* kmbwsykryC khTyhbddyh 0 K 0 0 0 0 0

117 85 af AN1521.1 55.m03040 AO07033
4000239

1 -363 -337 ATGTCTCGGTTCTATACCCTCCATTAG ATGTCTCGGTTCTATACCCTCCATTAG MSRFYTLH* MSRFYTLH* TCTGTTCTTG CGTTTTTCAA 0 K 0 0 0 0 0

119 92 af AN8843.1 71.m15975 AO07027
1000034

0 -55 -44 ATGCCTTTCTAA ATGCCTTTCTAA MPF* MPF* ACTTTCTTTC TCAGACCGTT 1 E FG10211.
1

0 0 YHR025
W

YHR025
W

140 109 af AN2928.1 59.m09067 AO07033
7000181

1 -342 -316 ATGCTAGACAAAGGGTGGCGCTGGTAG ATGCTAGACAAAGGGTGGCGCTGGTAG MLDKGWRW* MLDKGWRW* TTTGGCACCA TGGTCCGCCA 0 WV 0 0 0 0 0

141 109 af AN2928.1 59.m09067 AO07033
7000181

1 -298 -275 ATGAGACTGGGGAGTGCTTTCTAG ATGAGACTGGGGAGTGCTTTCTAG MRLGSAF* MRLGSAF* CCAATCGTGT TCTCTCCATC 0 WV 0 0 0 0 0

142 109 af AN2928.1 59.m09067 AO07033
7000181

1 -264 -232 ATGGCCGGCCATACTTGCATCCCCCAGGG
GTAG

ATGGCCGGCCATACTTGCATCCCCCAGGGGT
AG

MAGHTCIPQG* MAGHTCIPQG* TCTCTCCATC TATATATACC 0 WV 0 0 0 0 0

143 109 af AN2928.1 59.m09067 AO07033
7000181

1 -215 -195 ATGATCTACCTTTCCGATTGA ATGATCTACCTTTCCGATTGA MIYLSD* MIYLSD* TACCTGGATA TCATCAACTC 0 WV 0 0 0 0 0

148 115 an AN8288.1 65.m07464 AO07019
0000002

1 -368 -348 ATGGGACTCAGAATACGTTAA ATGGGACTCAGAATACGTTAA MGLRIR* MGLRIR* TGACACACGC TGGACTGCTT 0 U 0 0 0 0 0

149 115 an AN8288.1 65.m07464 AO07019
0000002

1 -348 -316 ATGGACTGCTTATTGATACGTACTCTAGCC
TAA

ATGGACTGCTTATTGATACGTACTC
TAGCCTAA

MDCLLIRTLA* MDCLLIRTLA* GAATACGTTA TCACTACGGA 0 U 0 0 0 0 0

150 115 an AN8288.1 65.m07464 AO07019
0000002

1 -262 -218 ATGTCAAGCCGCGCTTCTGAAGGGCTGAG
CAGTCGCCAGTGTTAG

ATGTCAAGCCGCGCTTCTGAAGGG
CTGAGCAGTCGCCAGTGTTAG

MSSRASEGLSSRQC* MSSRASEGLSSR
QC*

CCCGTTATCG CCAATTCAAC 0 U 0 0 0 0 0

151 115 an AN8288.1 65.m07464 AO07019
0000002

1 -35 -3 ATGCTCAAAGTCATCATTCAGGATCTCAATT
GA

ATGCTCAAAGTCATCATTCAGGATC
TCAATTGA

MLKVIIQDLN* MLKVIIQDLN* GCTGCCCGCC TAATGCCTAG 1 U 0 0 0 0 0

152 115 af AN8288.1 65.m07464 AO07019
0000002

1 -299 -285 ATGAGGTCTCCTTAG ATGAGGTCTCCTTAG MRSP* MRSP* GCCCCAAAGT GGCCTTGGCG 0 U 0 0 0 0 0

153 115 af AN8288.1 65.m07464 AO07019
0000002

1 -249 -160 ATGACCTTCCATATTCATCACGAATATAACA
CTCAACTTACTGAGACTAATATATTATTTCC
AGATACTAATATTGACTCTTTTACCTAG

ATGACCTTCCATATTCATCACGAATATAACACT
CAACTTACTGAGACTAATATATTATTTCCAGAT
ACTAATATTGACTCTTTTACCTAG

MTFHIHHEYNTQLTETNI
LFPDTNIDSFT*

MTFHIHHEYNTQLTETNILF
PDTNIDSFT*

CCAAATCTTA ACTAATAGTC 0 U 0 0 0 0 0

154 115 af AN8288.1 65.m07464 AO07019
0000002

1 -139 -128 ATGTGCTGTTAA ATGTGCTGTTAA MCC* MCC* AAGCATTATA TCATTTAAGT 0 U 0 0 0 0 0

155 115 ao AN8288.1 65.m07464 AO07019
0000002

1 -38 -9 ATGAAAATGGTCATTAGATACGTTGGATAG ATGAAAATGGTCATTAGATAC
GTTGGATAG

MKMVIRYVG* MKMVIRY
VG*

TTAAGCCTGT CCTATAACAT 1 U 0 0 0 0 0

156 115 ao AN8288.1 65.m07464 AO07019
0000002

1 -32 -9 ATGGTCATTAGATACGTTGGATAG ATGGTCATTAGATACGTTGG
ATAG

MVIRYVG* MVIRYVG
*

CTGTATGAAA CCTATAACAT 1 U 0 0 0 0 0

160 120 af AN0668.1 70.m15271 AO07034
3000552

0 -57 -31 ATGCTACCTTACTGGACACGGGCTTGA ATGCTACCTTACTGGACACGGGCTTGA MLPYWTRA* MLPYWTRA* GCTTGTTTCT TCCGTCCCGA 1 R 0 0 0 0 0

173 138 conserved AN5627.1 58.m08920 AO07030
1000027

0 -33 -22 -37 -26 -34 -23 ATGAAbCywTAA ATGAAGCTATAA ATGAATCCTTAA ATGAACCTATAA Mkl* MKL* MNP* MNL* bwhhsAACvd kmhyCrmwkw 1 YU 0 0 0 0 0

176 140 an AN8891.1 56.m02304 AO07029
3000026

0 -20 -6 ATGCGCCAACGCTGA ATGCGCCAACGCTGA MRQR* MRQR* CTCGACGCGA TCACCATGAG 1 M 0 0 0 0 0

184 141 ao AN4461.1 58.m07863 AO07030
5000132

0 -54 -31 ATGGGTCTACGTCATTTTACTTAA ATGGGTCTACGTCATTTTACT
TAA

MGLRHFT* MGLRHF
T*

CCTATCTGGC CTGTCGCGAT 1 K 0 0 0 0 0

200 150 ao AN0287.1 54.m06482 AO07033
4000066

0 -56 -33 ATGATCCAAACCCAAGCAGATTGA ATGATCCAAACCCAAGCAGA
TTGA

MIQTQAD* MIQTQA
D*

GTTGCGCGCA ACACCGTCTG 1 R 0 0 0 0 0

217 166 ao AN2105.1 57.m05806 AO07034
1000263

1 -220 -197 ATGCGATTAATGCCCGCACTATGA ATGCGATTAATGCCCGCACT
ATGA

MRLMPAL* MRLMPA
L*

TGACTAAGCT GTAACGTGAG 0 A FG00358.
1

MG04741.
1

NCU0050
5.1

YGR074
W

0

218 166 ao AN2105.1 57.m05806 AO07034
1000263

1 -211 -197 ATGCCCGCACTATGA ATGCCCGCACTATGA MPAL* MPAL* TATGCGATTA GTAACGTGAG 0 A FG00358.
1

MG04741.
1

NCU0050
5.1

YGR074
W

0

219 166 ao AN2105.1 57.m05806 AO07034
1000263

1 -200 -174 ATGAGTAACGTGAGGATGGGTGACTAA ATGAGTAACGTGAGGATGGG
TGACTAA

MSNVRMGD* MSNVRM
GD*

TGCCCGCACT GCAGAACCAC 0 A FG00358.
1

MG04741.
1

NCU0050
5.1

YGR074
W

0

220 166 ao AN2105.1 57.m05806 AO07034
1000263

1 -185 -174 ATGGGTGACTAA ATGGGTGACTAA MGD* MGD* TAACGTGAGG GCAGAACCAC 0 A FG00358.
1

MG04741.
1

NCU0050
5.1

YGR074
W

0

238 182 an AN4899.1 59.m08798 AO07033
8000053

1 -128 -81 ATGCAGCAGAAGTTATCCAAAAGCTTGCAT
TCTTCTTTCTCTCTTTAG

ATGCAGCAGAAGTTATCCAAAAGCT
TGCATTCTTCTTTCTCTCTTTAG

MQQKLSKSLHSSFSL* MQQKLSKSLHSS
FSL*

CAACCAACAA TCTATTATTA 0 U 0 0 0 0 0

240 182 af AN4899.1 59.m08798 AO07033
8000053

1 -99 -13 ATGCGTGCGTCTGCCAAACTCCCCTTTCAC
CACAGCGCTGGTCTCTCCTTTCCAGTCATT
TCCTCAGAATTGTTCAGGAGTATATGA

ATGCGTGCGTCTGCCAAACTCCCCTTTCACCA
CAGCGCTGGTCTCTCCTTTCCAGTCATTTCCT
CAGAATTGTTCAGGAGTATATGA

MRASAKLPFHHSAGLSF
PVISSELFRSI*

MRASAKLPFHHSAGLSFPV
ISSELFRSI*

TCTTCTTCAC CTTTCAGACA 0 U 0 0 0 0 0

270 212 af AN1798.1 72.m19550 AO07030
9000133

1 -117 -49 ATGACCTCTTCTGTGGTCACTTGTTCACTT
CAGCTTTCCTTCTTCCATCTTTGGCCCTGG
CCAAAATGA

ATGACCTCTTCTGTGGTCACTTGTTCACTTCA
GCTTTCCTTCTTCCATCTTTGGCCCTGGCCAA
AATGA

MTSSVVTCSLQLSFFHL
WPWPK*

MTSSVVTCSLQLSFFHLWP
WPK*

AACGCTCACC GGCCTTTTGC 0 I 0 0 0 0 0

271 212 af AN1798.1 72.m19550 AO07030
9000133

1 -52 -5 ATGAGGCCTTTTGCAGTCTTTACTACATTCA
CATTCACAAGCCCCTGA

ATGAGGCCTTTTGCAGTCTTTACTACATTCACA
TTCACAAGCCCCTGA

MRPFAVFTTFTFTSP* MRPFAVFTTFTFTSP* CCTGGCCAAA CACCATGTTG 1 I 0 0 0 0 0

273 214 af AN6864.1 71.m15275 AO07031
4000084

0 -46 -17 ATGCCCCTCTCCCTTTCGCGGTCGCGTTAA ATGCCCCTCTCCCTTTCGCGGTCGCGTTAA MPLSLSRSR* MPLSLSRSR* AAAGTCGCCA ATTAGTTGAG 1 J 0 0 0 0 0

276 214 ao AN6864.1 71.m15275 AO07031
4000084

0 -49 -17 ATGCCCCTCCGCTCCGTCGTCATCGTCATT
TAG

ATGCCCCTCCGCTCCGTCGT
CATCGTCATTTAG

MPLRSVVIVI* MPLRSV
VIVI*

AAAGTCGCCA TCCGCTTCTT 1 J 0 0 0 0 0

277 221 af AN6588.1 62.m03177 AO07032
6000036

1 -197 -30 ATGATGATGATGATGATGGGAAGACTGCCT
GACGTCCTTGGACTGGTCATTGACGGGAA
GGGAAATGTGACAGCACGACCGCCTTTTTT
TGGATTCAATACACTCGTTCATCGAATACTC
GAGCTCGTTAAAGAGCCAGCAAGAATCGGT
GGCGAGACGCGTCGCTAG

ATGATGATGATGATGATGGGAAGACTGCCTGA
CGTCCTTGGACTGGTCATTGACGGGAAGGGA
AATGTGACAGCACGACCGCCTTTTTTTGGATT
CAATACACTCGTTCATCGAATACTCGAGCTCG
TTAAAGAGCCAGCAAGAATCGGTGGCGAGAC
GCGTCGCTAG

MMMMMMGRLPDVLGLVI
DGKGNVTARPPFFGFNT
LVHRILELVKEPARIGGET
RR*

MMMMMMGRLPDVLGLVID
GKGNVTARPPFFGFNTLVH
RILELVKEPARIGGETRR*

AGTGTAAGTG GGTACACCTG 0 0 MG04986.
1

0 0 0

278 221 af AN6588.1 62.m03177 AO07032
6000036

1 -194 -30 ATGATGATGATGATGGGAAGACTGCCTGAC
GTCCTTGGACTGGTCATTGACGGGAAGGG
AAATGTGACAGCACGACCGCCTTTTTTTGG
ATTCAATACACTCGTTCATCGAATACTCGA
GCTCGTTAAAGAGCCAGCAAGAATCGGTG
GCGAGACGCGTCGCTAG

ATGATGATGATGATGGGAAGACTGCCTGACGT
CCTTGGACTGGTCATTGACGGGAAGGGAAAT
GTGACAGCACGACCGCCTTTTTTTGGATTCAA
TACACTCGTTCATCGAATACTCGAGCTCGTTA
AAGAGCCAGCAAGAATCGGTGGCGAGACGCG
TCGCTAG

MMMMMGRLPDVLGLVID
GKGNVTARPPFFGFNTL
VHRILELVKEPARIGGET
RR*

MMMMMGRLPDVLGLVIDG
KGNVTARPPFFGFNTLVHR
ILELVKEPARIGGETRR*

GTAAGTGATG GGTACACCTG 0 0 MG04986.
1

0 0 0

279 221 af AN6588.1 62.m03177 AO07032
6000036

1 -191 -30 ATGATGATGATGGGAAGACTGCCTGACGTC
CTTGGACTGGTCATTGACGGGAAGGGAAA
TGTGACAGCACGACCGCCTTTTTTTGGATT
CAATACACTCGTTCATCGAATACTCGAGCT
CGTTAAAGAGCCAGCAAGAATCGGTGGCG
AGACGCGTCGCTAG

ATGATGATGATGGGAAGACTGCCTGACGTCCT
TGGACTGGTCATTGACGGGAAGGGAAATGTG
ACAGCACGACCGCCTTTTTTTGGATTCAATAC
ACTCGTTCATCGAATACTCGAGCTCGTTAAAG
AGCCAGCAAGAATCGGTGGCGAGACGCGTCG
CTAG

MMMMGRLPDVLGLVIDG
KGNVTARPPFFGFNTLV
HRILELVKEPARIGGETR
R*

MMMMGRLPDVLGLVIDGK
GNVTARPPFFGFNTLVHRI
LELVKEPARIGGETRR*

AGTGATGATG GGTACACCTG 0 0 MG04986.
1

0 0 0

3
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280 221 af AN6588.1 62.m03177 AO07032
6000036

1 -188 -30 ATGATGATGGGAAGACTGCCTGACGTCCTT
GGACTGGTCATTGACGGGAAGGGAAATGT
GACAGCACGACCGCCTTTTTTTGGATTCAA
TACACTCGTTCATCGAATACTCGAGCTCGT
TAAAGAGCCAGCAAGAATCGGTGGCGAGA
CGCGTCGCTAG

ATGATGATGGGAAGACTGCCTGACGTCCTTG
GACTGGTCATTGACGGGAAGGGAAATGTGAC
AGCACGACCGCCTTTTTTTGGATTCAATACAC
TCGTTCATCGAATACTCGAGCTCGTTAAAGAG
CCAGCAAGAATCGGTGGCGAGACGCGTCGCT
AG

MMMGRLPDVLGLVIDGK
GNVTARPPFFGFNTLVH
RILELVKEPARIGGETRR*

MMMGRLPDVLGLVIDGKG
NVTARPPFFGFNTLVHRILE
LVKEPARIGGETRR*

GATGATGATG GGTACACCTG 0 0 MG04986.
1

0 0 0

281 221 af AN6588.1 62.m03177 AO07032
6000036

1 -185 -30 ATGATGGGAAGACTGCCTGACGTCCTTGG
ACTGGTCATTGACGGGAAGGGAAATGTGA
CAGCACGACCGCCTTTTTTTGGATTCAATA
CACTCGTTCATCGAATACTCGAGCTCGTTA
AAGAGCCAGCAAGAATCGGTGGCGAGACG
CGTCGCTAG

ATGATGGGAAGACTGCCTGACGTCCTTGGACT
GGTCATTGACGGGAAGGGAAATGTGACAGCA
CGACCGCCTTTTTTTGGATTCAATACACTCGTT
CATCGAATACTCGAGCTCGTTAAAGAGCCAGC
AAGAATCGGTGGCGAGACGCGTCGCTAG

MMGRLPDVLGLVIDGKG
NVTARPPFFGFNTLVHRI
LELVKEPARIGGETRR*

MMGRLPDVLGLVIDGKGNV
TARPPFFGFNTLVHRILELV
KEPARIGGETRR*

GATGATGATG GGTACACCTG 0 0 MG04986.
1

0 0 0

282 221 af AN6588.1 62.m03177 AO07032
6000036

1 -182 -30 ATGGGAAGACTGCCTGACGTCCTTGGACT
GGTCATTGACGGGAAGGGAAATGTGACAG
CACGACCGCCTTTTTTTGGATTCAATACACT
CGTTCATCGAATACTCGAGCTCGTTAAAGA
GCCAGCAAGAATCGGTGGCGAGACGCGTC
GCTAG

ATGGGAAGACTGCCTGACGTCCTTGGACTGG
TCATTGACGGGAAGGGAAATGTGACAGCACG
ACCGCCTTTTTTTGGATTCAATACACTCGTTCA
TCGAATACTCGAGCTCGTTAAAGAGCCAGCAA
GAATCGGTGGCGAGACGCGTCGCTAG

MGRLPDVLGLVIDGKGN
VTARPPFFGFNTLVHRIL
ELVKEPARIGGETRR*

MGRLPDVLGLVIDGKGNVT
ARPPFFGFNTLVHRILELVK
EPARIGGETRR*

GATGATGATG GGTACACCTG 0 0 MG04986.
1

0 0 0

283 225 an AN2288.1 71.m15935 AO07029
5000067

1 -91 -41 ATGTGCGCATCGTATTGGCGTCAGAAAATC
GCCGCTGGAGTAAACCGCTAG

ATGTGCGCATCGTATTGGCGTCAGA
AAATCGCCGCTGGAGTAAACCGCTA
G

MCASYWRQKIAAGVNR* MCASYWRQKIAA
GVNR*

GTGGACTATT GGAGCGTCAA 0 P 0 0 0 0 0

285 225 ao AN2288.1 71.m15935 AO07029
5000067

1 -240 -154 ATGTGCGCCTTGGTCTGGCGCCAGAGACT
CGCAGCTGGAGCTAACCGCTTGGTGTCAT
CCGCTGTCGTGGTTGCGTGGCCTTCGTAA

ATGTGCGCCTTGGTCTGGCG
CCAGAGACTCGCAGCTGGAG
CTAACCGCTTGGTGTCATCC
GCTGTCGTGGTTGCGTGGCC
TTCGTAA

MCALVWRQRLAAGANRL
VSSAVVVAWPS*

MCALVW
RQRLAA
GANRLV
SSAVVV
AWPS*

CCAGTGGATT GCATGGCTAG 0 P 0 0 0 0 0

308 241 an AN5631.1 58.m08951 AO07030
1000030

0 -32 -12 ATGAATCGTTTCTTCCGGTAA ATGAATCGTTTCTTCCGGTAA MNRFFR* MNRFFR* CTTTTTTTAC TTTAATCCAA 1 D 0 0 0 0 0

309 241 af AN5631.1 58.m08951 AO07030
1000030

0 -27 -4 ATGACGATTTTCTCTCTGATCTAG ATGACGATTTTCTCTCTGATCTAG MTIFSLI* MTIFSLI* CTTGTTTTCC TTCATGATGT 1 D 0 0 0 0 0

310 249 af AN2741.1 54.m06957 AO07033
8000230

1 -176 -144 ATGCGCGATTTCAGAAATCCGCCGACTCGC
TGA

ATGCGCGATTTCAGAAATCCGCCGACTCGCTG
A

MRDFRNPPTR* MRDFRNPPTR* CAACGTAACC CATCATCAAC 0 O 0 0 0 0 0

311 249 af AN2741.1 54.m06957 AO07033
8000230

1 -127 -80 ATGCAACTAAATACCACCTTTGCATCTCACC
AGCTCTCCAGTCAATAA

ATGCAACTAAATACCACCTTTGCATCTCACCAG
CTCTCCAGTCAATAA

MQLNTTFASHQLSSQ* MQLNTTFASHQLSSQ* CAACCACCTC TCAAATCACC 0 O 0 0 0 0 0

312 249 ao AN2741.1 54.m06957 AO07033
8000230

1 -237 -193 ATGGACGAAATCCACACGAAGAAGAGCCTC
AAGCTCTTCTTTTAG

ATGGACGAAATCCACACGAA
GAAGAGCCTCAAGCTCTTCT
TTTAG

MDEIHTKKSLKLFF* MDEIHTK
KSLKLFF
*

AGAGCCCGCC TTGTCCTCGC 0 O 0 0 0 0 0

318 254 af AN0331.1 54.m06427 AO07031
8000004

0 -54 -31 ATGACACCAGCCTCGTTATACTAG ATGACACCAGCCTCGTTATACTAG MTPASLY* MTPASLY* TGCTCGTGAA ATCGAATCTC 1  0 0 0 0 0

336 270 af AN6412.1 56.m02547 AO07033
9000013

1 -52 -41 ATGCAGGTCTAA ATGCAGGTCTAA MQV* MQV* TTTCAGGACG TTTCTCCATT 1 U 0 0 0 0 0

352 284 ao AN3081.1 59.m08917 AO07022
4000005

1 -247 -230 ATGTCGGTACTGTTTTAA ATGTCGGTACTGTTTTAA MSVLF* MSVLF* ATATCAGACT GATCAGCGGG 0 E 0 0 0 0 0

353 284 ao AN3081.1 59.m08917 AO07022
4000005

1 -179 -117 ATGCATTCACGTCTTCGTCCATTGACACGC
GTTATATTAAACTTGAGCATAAAGTGCTGTT
AA

ATGCATTCACGTCTTCGTCCA
TTGACACGCGTTATATTAAAC
TTGAGCATAAAGTGCTGTTAA

MHSRLRPLTRVILNLSIKC
C*

MHSRLR
PLTRVIL
NLSIKCC
*

CACAGCTGTA CTCTCAGCGA 0 E 0 0 0 0 0

370 299 af AN4305.1 58.m08019 AO07033
0000015

0 -60 -46 ATGATAACCAACTAA ATGATAACCAACTAA MITN* MITN* ATCGTCGCAT TAGTTCCTGT 1 PD 0 0 0 0 0

375 301 an AN1114.1 70.m15121 AO07028
5000024

1 -286 -245 ATGGCTGCTGCGCTGTTTTCTCTCGAGTGC
GCCACCAGTTGA

ATGGCTGCTGCGCTGTTTTCTCTCG
AGTGCGCCACCAGTTGA

MAAALFSLECATS* MAAALFSLECAT
S*

AAAGGGTACC GCACGGTGCC 0 K 0 0 0 0 0

376 301 an AN1114.1 70.m15121 AO07028
5000024

1 -219 -118 ATGCCTGCTCGGGTACAAGGAAGAATATCC
TCCCCGGTCTCATTAATATCCCGTTCTTTG
CATCTCAAGGCAAGAAAATTGTACAACACC
CGTGACAAGTGA

ATGCCTGCTCGGGTACAAGGAAGA
ATATCCTCCCCGGTCTCATTAATAT
CCCGTTCTTTGCATCTCAAGGCAAG
AAAATTGTACAACACCCGTGACAAG
TGA

MPARVQGRISSPVSLISR
SLHLKARKLYNTRDK*

MPARVQGRISSP
VSLISRSLHLKAR
KLYNTRDK*

TATACATTGG ACCTGCCCGT 0 K 0 0 0 0 0

377 301 af AN1114.1 70.m15121 AO07028
5000024

1 -432 -328 ATGTCTTCCGGCTGGTCGAATCATCTTCTC
AGGAAGAGGCAGCACGCCTCTTCCTTCCG
CTATCAGCACGGTATTCGCATCTACACCGT
GTTTCCGGCTTGGTGA

ATGTCTTCCGGCTGGTCGAATCATCTTCTCAG
GAAGAGGCAGCACGCCTCTTCCTTCCGCTATC
AGCACGGTATTCGCATCTACACCGTGTTTCCG
GCTTGGTGA

MSSGWSNHLLRKRQHA
SSFRYQHGIRIYTVFPAW
*

MSSGWSNHLLRKRQHASS
FRYQHGIRIYTVFPAW*

CTCTCTGCAC ACAATGTCCC 0 K 0 0 0 0 0

378 301 af AN1114.1 70.m15121 AO07028
5000024

1 -324 -310 ATGTCCCAGATTTGA ATGTCCCAGATTTGA MSQI* MSQI* TTGGTGAACA AGTGTCTTAG 0 K 0 0 0 0 0

379 301 af AN1114.1 70.m15121 AO07028
5000024

1 -265 -134 ATGAGTACAGAATACGCAATTGACCCGTTC
TTAAGAGGCCTGAGGCTGCTGTCTCTTTTT
CTTCGGGTTCCGTCTTTCTCTTACTCCCTT
GTTGCCCGTCTCACACGTGTCTCTTCTACG
GTCAATTTGTAA

ATGAGTACAGAATACGCAATTGACCCGTTCTT
AAGAGGCCTGAGGCTGCTGTCTCTTTTTCTTC
GGGTTCCGTCTTTCTCTTACTCCCTTGTTGCC
CGTCTCACACGTGTCTCTTCTACGGTCAATTT
GTAA

MSTEYAIDPFLRGLRLLS
LFLRVPSFSYSLVARLTR
VSSTVNL*

MSTEYAIDPFLRGLRLLSLF
LRVPSFSYSLVARLTRVSS
TVNL*

TTTCTCCTAT AACGACAATT 0 K 0 0 0 0 0

380 301 ao AN1114.1 70.m15121 AO07028
5000024

1 -360 -307 ATGCCGGTGCCTCTTGGATCCGTTTATCCA
ATTTATTCCTGTTCTATTGGGTAA

ATGCCGGTGCCTCTTGGATC
CGTTTATCCAATTTATTCCTG
TTCTATTGGGTAA

MPVPLGSVYPIYSCSIG* MPVPLG
SVYPIYS
CSIG*

GCTCTCCACC TCTCTCCCCA 0 K 0 0 0 0 0

381 301 ao AN1114.1 70.m15121 AO07028
5000024

1 -297 -280 ATGTATCCGTACCTTTAA ATGTATCCGTACCTTTAA MYPYL* MYPYL* ATCTCTCCCC GGGAGTTAAA 0 K 0 0 0 0 0

409 329 af AN7950.1 52.m03642 AO07034
2000340

1 -127 -98 ATGTTCAATTCAGTCGTTCTCTCCCTCTAG ATGTTCAATTCAGTCGTTCTCTCCCTCTAG MFNSVVLSL* MFNSVVLSL* CTGACATCCG GTTCATTCTT 0 G 0 0 0 0 0

413 332 an AN5724.1 54.m06844 AO07032
4000127

0 -46 -26 ATGCAGTTGCCCTTAATTTGA ATGCAGTTGCCCTTAATTTGA MQLPLI* MQLPLI* TTCGTTCTGC AAGAAGAGAC 1 OU 0 0 0 0 0

423 340 an AN6680.1 65.m07300 AO07028
9000022

1 -73 -14 ATGACCAACACGCTCAACGTCGCATCGGCC
GCATCAGTTACGTTTCAAGAATTGCAATAG

ATGACCAACACGCTCAACGTCGCAT
CGGCCGCATCAGTTACGTTTCAAGA
ATTGCAATAG

MTNTLNVASAASVTFQE
LQ*

MTNTLNVASAAS
VTFQELQ*

CACCCGAGAT TGACACTTGC 0  0 0 0 0 0

424 340 af AN6680.1 65.m07300 AO07028
9000022

1 -115 -104 ATGGCCGTTTAG ATGGCCGTTTAG MAV* MAV* GGTAGAGTTC GTGCCCCGCC 0  0 0 0 0 0

425 341 af AN5866.1 72.m19268 AO07030
8000130

1 -267 -124 ATGTTCTCTCATATCACCCGCATTGAGCTG
CTCCACAAGTCCACTCACTCACTTTTTCTAG
GCTTTCCCGCCGAACCGGAAACCCCTCTAA
TTTTCAGCCCTTCCCCGTCATCTCCGCCAT
CGCTGTTACTACGGTCTACCTAG

ATGTTCTCTCATATCACCCGCATTGAGCTGCT
CCACAAGTCCACTCACTCACTTTTTCTAGGCTT
TCCCGCCGAACCGGAAACCCCTCTAATTTTCA
GCCCTTCCCCGTCATCTCCGCCATCGCTGTTA
CTACGGTCTACCTAG

MFSHITRIELLHKSTHSLF
LGFPAEPETPLIFSPSPS
SPPSLLLRST*

MFSHITRIELLHKSTHSLFL
GFPAEPETPLIFSPSPSSPP
SLLLRST*

CATTCCACTA GTACCCGTGC 0 R 0 0 0 0 0

427 343 an AN6277.1 72.m19363 AO07030
4000003

0 -37 -11 ATGCTAACGTGGGCCCGACAGTGGTGA ATGCTAACGTGGGCCCGACAGTGG
TGA

MLTWARQW* MLTWARQW* TATAAGGGCA TTCAACCAAG 1 R 0 MG04158.
1

NCU0651
9.1

0 0

455 364 af AN7677.1 57.m05454 AO07032
5000067

1 -423 -385 ATGTTTCAACTCTCTATCTCGACGCAGATTC
TAGCTTAG

ATGTTTCAACTCTCTATCTCGACGCAGATTCTA
GCTTAG

MFQLSISTQILA* MFQLSISTQILA* ATGCAGCTTC GGCATGATGG 0  0 0 0 YDR479C 0

456 364 ao AN7677.1 57.m05454 AO07032
5000067

1 -44 -12 ATGTCTTTGCTTACTATCAATCTCTTTCGGT
AG

ATGTCTTTGCTTACTATCAAT
CTCTTTCGGTAG

MSLLTINLFR* MSLLTIN
LFR*

GCTGTCGGAA CTGAATCTAT 1  0 0 0 YDR479C 0

465 369 af AN3650.1 58.m07449 AO07032
8000098

1 -146 -66 ATGCTGTATTGGTATGTCTTTTCGTTCTTCG
TCATTGAGGTCGTGAAACCTCCGTTCTTGC
GCGTTTGTCGAGTCGCATAG

ATGCTGTATTGGTATGTCTTTTCGTTCTTCGTC
ATTGAGGTCGTGAAACCTCCGTTCTTGCGCGT
TTGTCGAGTCGCATAG

MLYWYVFSFFVIEVVKPP
FLRVCRVA*

MLYWYVFSFFVIEVVKPPF
LRVCRVA*

ACGCCTTCCA TCCCGAGAGC 0  0 0 0 0 0

466 369 af AN3650.1 58.m07449 AO07032
8000098

1 -133 -101 ATGTCTTTTCGTTCTTCGTCATTGAGGTCG
TGA

ATGTCTTTTCGTTCTTCGTCATTGAGGTCGTG
A

MSFRSSSLRS* MSFRSSSLRS* CTGTATTGGT AACCTCCGTT 0  0 0 0 0 0

467 369 ao AN3650.1 58.m07449 AO07032
8000098

1 -229 -143 ATGCTCCTGGCGCTGCCTGTCTTTAATAGT
TGCGTTATTGGGGTTTGGCGCCTCCTATCT
GCCGACGGGTATCCAACCTTTACTTAA

ATGCTCCTGGCGCTGCCTGT
CTTTAATAGTTGCGTTATTGG
GGTTTGGCGCCTCCTATCTG
CCGACGGGTATCCAACCTTT
ACTTAA

MLLALPVFNSCVIGVWRL
LSADGYPTFT*

MLLALPV
FNSCVIG
VWRLLS
ADGYPT
FT*

TTGCCGTCCA TCGCAATCCG 0  0 0 0 0 0

481 387 ao AN7754.1 71.m15786 AO07032
5000185

0 -58 -23 ATGCGCTACTGGATATCTCTAGTACCCGAG
TACTAA

ATGCGCTACTGGATATCTCT
AGTACCCGAGTACTAA

MRYWISLVPEY* MRYWIS
LVPEY*

ACCCCCCTTG TCACCGTGTG 1  0 0 0 0 0

482 390 an AN4408.1 58.m07896 AO07027
3000028

1 -162 -139 ATGCGTTCATCTCTATTTATCTAA ATGCGTTCATCTCTATTTATCTAA MRSSLFI* MRSSLFI* CAATTATTGC TTTATGTAAA 0  0 0 0 0 0

483 390 an AN4408.1 58.m07896 AO07027
3000028

1 -118 -74 ATGAGGCCTCTAAACTGGTCATATCTGGCC
CGATTCGCCGTCTGA

ATGAGGCCTCTAAACTGGTCATATC
TGGCCCGATTCGCCGTCTGA

MRPLNWSYLARFAV* MRPLNWSYLAR
FAV*

TTATAGTCAA TCAGCCTCAA 0  0 0 0 0 0
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484 390 af AN4408.1 58.m07896 AO07027
3000028

1 -200 -102 ATGCTTCAAGTATGGATACCTTACTTAACAG
TCCATCAACTTATTCTTGTTCTGCTCTTCTT
TGATCCTATTATTGTTATAGATTGCATCTTT
CTATAG

ATGCTTCAAGTATGGATACCTTACTTAACAGTC
CATCAACTTATTCTTGTTCTGCTCTTCTTTGAT
CCTATTATTGTTATAGATTGCATCTTTCTATAG

MLQVWIPYLTVHQLILVLL
FFDPIIVIDCIFL*

MLQVWIPYLTVHQLILVLLF
FDPIIVIDCIFL*

AGTCTATCCG TACTTGTGTA 0  0 0 0 0 0

485 390 af AN4408.1 58.m07896 AO07027
3000028

1 -189 -136 ATGGATACCTTACTTAACAGTCCATCAACTT
ATTCTTGTTCTGCTCTTCTTTGA

ATGGATACCTTACTTAACAGTCCATCAACTTAT
TCTTGTTCTGCTCTTCTTTGA

MDTLLNSPSTYSCSALL* MDTLLNSPSTYSCSALL* TGCTTCAAGT TCCTATTATT 0  0 0 0 0 0

486 390 ao AN4408.1 58.m07896 AO07027
3000028

1 -278 -246 ATGATTGCCGATCATCACGGTGATTCAAAC
TGA

ATGATTGCCGATCATCACGG
TGATTCAAACTGA

MIADHHGDSN* MIADHH
GDSN*

TTAGCGTGGT TAGGCTATAC 0  0 0 0 0 0

489 396 ao AN1342.1 70.m14891 AO07024
7000022

1 -251 -210 ATGGATATATGCAATTGTGTCGTTGGAGTT
AGCTTCTACTAG

ATGGATATATGCAATTGTGTC
GTTGGAGTTAGCTTCTACTA
G

MDICNCVVGVSFY* MDICNCV
VGVSFY*

ATAACTTGAG TGGAAATTGG 0 R 0 0 0 0 0

490 396 ao AN1342.1 70.m14891 AO07024
7000022

1 -243 -220 ATGCAATTGTGTCGTTGGAGTTAG ATGCAATTGTGTCGTTGGAG
TTAG

MQLCRWS* MQLCRW
S*

AGATGGATAT CTTCTACTAG 0 R 0 0 0 0 0

491 396 ao AN1342.1 70.m14891 AO07024
7000022

1 -126 -49 ATGTTGGATAAATATATAATTCTCCGCAGCA
TACGGGTTCCGAATGTTCTAAAACCCAGAC
GCAACAATGGAATATGA

ATGTTGGATAAATATATAATT
CTCCGCAGCATACGGGTTCC
GAATGTTCTAAAACCCAGAC
GCAACAATGGAATATGA

MLDKYIILRSIRVPNVLKP
RRNNGI*

MLDKYIIL
RSIRVPN
VLKPRR
NNGI*

ATACACAATT TGTTTTCATT 0 R 0 0 0 0 0

492 397 an AN3450.1 59.m09313 AO07026
5000025

1 -115 -50 ATGATTTATTTTCATAACAGACCTTTTCCCT
CCCTTCCATACGGCGGCGAAACCCATCGA
GTGTAA

ATGATTTATTTTCATAACAGACCTTT
TCCCTCCCTTCCATACGGCGGCGA
AACCCATCGAGTGTAA

MIYFHNRPFPSLPYGGET
HRV*

MIYFHNRPFPSL
PYGGETHRV*

TTGATTCTTT TCCGGCCGCT 0 L 0 0 0 0 0

494 397 af AN3450.1 59.m09313 AO07026
5000025

1 -238 -176 ATGGATCATACACAATTACATACGCGCCTA
CCGTGGCCATCAACCGCGAAATTGATGATT
TGA

ATGGATCATACACAATTACATACGCGCCTACC
GTGGCCATCAACCGCGAAATTGATGATTTGA

MDHTQLHTRLPWPSTAK
LMI*

MDHTQLHTRLPWPSTAKL
MI*

GACCATTTTG GAAATCCTCG 0 L 0 0 0 0 0

495 397 af AN3450.1 59.m09313 AO07026
5000025

1 -81 -67 ATGCAAGATATTTGA ATGCAAGATATTTGA MQDI* MQDI* ACCTCAGTCC GGAACCCCTC 0 L 0 0 0 0 0

505 400 af AN8262.1 53.m04209 AO07031
0000038

0 -57 -46 ATGGATCTGTGA ATGGATCTGTGA MDL* MDL* CGTTCCTTGC AGATCCTTCG 1  0 0 0 0 0

565 429 af AN3001.1 59.m09013 AO07033
7000111

1 -355 -284 ATGCGCCTTGGTTGCCCGTTGTCTACCTAT
TACTTACTCGCTTATTGCGTCAGACATCTAT
ATAATTTCTGA

ATGCGCCTTGGTTGCCCGTTGTCTACCTATTA
CTTACTCGCTTATTGCGTCAGACATCTATATAA
TTTCTGA

MRLGCPLSTYYLLAYCV
RHLYNF*

MRLGCPLSTYYLLAYCVRH
LYNF*

AATCCAGAGT CGCATATAAC 0 T 0 0 0 0 0

579 433 an AN6824.1 71.m15292 AO07031
4000104

0 -59 -27 ATGCGGGCGAGCAGTACATGCTCTCAAGT
CTAG

ATGCGGGCGAGCAGTACATGCTCT
CAAGTCTAG

MRASSTCSQV* MRASSTCSQV* TTGTTCTAAT GACTCGCTCT 1 G 0 0 0 YJR049C YJR049C

587 441 an AN7485.1 57.m05867 AO07028
7000048

1 -183 -148 ATGGTTGCCTTGTCACATCTGGCTTTCGGC
AGCTGA

ATGGTTGCCTTGTCACATCTGGCTT
TCGGCAGCTGA

MVALSHLAFGS* MVALSHLAFGS* CTTCGGTCTT TCTCGTTTGC 0 R 0 0 NCU0756
4.1

0 0

588 441 af AN7485.1 57.m05867 AO07028
7000048

1 -259 -164 ATGGCACAATCGACCAAATGGAACAACACA
GCGATGATGAAGGCGAACGGTTTCTCCAG
GAACAGTGTGATACTGGCAGATTTAGTAGT
GACATAA

ATGGCACAATCGACCAAATGGAACAACACAGC
GATGATGAAGGCGAACGGTTTCTCCAGGAACA
GTGTGATACTGGCAGATTTAGTAGTGACATAA

MAQSTKWNNTAMMKAN
GFSRNSVILADLVVT*

MAQSTKWNNTAMMKANG
FSRNSVILADLVVT*

GGACCCTCTT CGTCAATTTC 0 R 0 0 NCU0756
4.1

0 0

589 441 af AN7485.1 57.m05867 AO07028
7000048

1 -242 -30 ATGGAACAACACAGCGATGATGAAGGCGAA
CGGTTTCTCCAGGAACAGTGTGATACTGGC
AGATTTAGTAGTGACATAACGTCAATTTCG
GAAGATTCGGTGCAGGAAGGCGTTAGAAA
AATCGAAGCGATCAATTTGACTTGGACTGC
ACGGTCTCTGGTCATAGCATATGTCAGGTC
GGTCCCTCTGGGACACGTGCGGCGCGTCT
TATAA

ATGGAACAACACAGCGATGATGAAGGCGAAC
GGTTTCTCCAGGAACAGTGTGATACTGGCAGA
TTTAGTAGTGACATAACGTCAATTTCGGAAGA
TTCGGTGCAGGAAGGCGTTAGAAAAATCGAAG
CGATCAATTTGACTTGGACTGCACGGTCTCTG
GTCATAGCATATGTCAGGTCGGTCCCTCTGGG
ACACGTGCGGCGCGTCTTATAA

MEQHSDDEGERFLQEQ
CDTGRFSSDITSISEDSV
QEGVRKIEAINLTWTARS
LVIAYVRSVPLGHVRRVL*

MEQHSDDEGERFLQEQCD
TGRFSSDITSISEDSVQEG
VRKIEAINLTWTARSLVIAY
VRSVPLGHVRRVL*

AATCGACCAA TACTGACATA 0 R 0 0 NCU0756
4.1

0 0

590 441 af AN7485.1 57.m05867 AO07028
7000048

1 -226 -164 ATGATGAAGGCGAACGGTTTCTCCAGGAAC
AGTGTGATACTGGCAGATTTAGTAGTGACA
TAA

ATGATGAAGGCGAACGGTTTCTCCAGGAACAG
TGTGATACTGGCAGATTTAGTAGTGACATAA

MMKANGFSRNSVILADLV
VT*

MMKANGFSRNSVILADLVV
T*

CAACACAGCG CGTCAATTTC 0 R 0 0 NCU0756
4.1

0 0

591 441 af AN7485.1 57.m05867 AO07028
7000048

1 -223 -164 ATGAAGGCGAACGGTTTCTCCAGGAACAGT
GTGATACTGGCAGATTTAGTAGTGACATAA

ATGAAGGCGAACGGTTTCTCCAGGAACAGTGT
GATACTGGCAGATTTAGTAGTGACATAA

MKANGFSRNSVILADLVV
T*

MKANGFSRNSVILADLVVT* CACAGCGATG CGTCAATTTC 0 R 0 0 NCU0756
4.1

0 0

594 443 an AN8039.1 53.m03907 AO07033
0000007

1 -278 -219 ATGCCCTGGCATTCATCATCTCGAGTCATG
GCCATAGCTGGGCTTCGGTTGGGATGGTG
A

ATGCCCTGGCATTCATCATCTCGAG
TCATGGCCATAGCTGGGCTTCGGT
TGGGATGGTGA

MPWHSSSRVMAIAGLRL
GW*

MPWHSSSRVMAI
AGLRLGW*

CGGCACGCCG GGTGGTTCCC 0 B FG01627.
1

0 NCU0534
7.1

0 0

595 443 an AN8039.1 53.m03907 AO07033
0000007

1 -251 -219 ATGGCCATAGCTGGGCTTCGGTTGGGATG
GTGA

ATGGCCATAGCTGGGCTTCGGTTG
GGATGGTGA

MAIAGLRLGW* MAIAGLRLGW* ATCTCGAGTC GGTGGTTCCC 0 B FG01627.
1

0 NCU0534
7.1

0 0

596 443 an AN8039.1 53.m03907 AO07033
0000007

1 -225 -196 ATGGTGAGGTGGTTCCCTAATCTGGACTAG ATGGTGAGGTGGTTCCCTAATCTG
GACTAG

MVRWFPNLD* MVRWFPNLD* TTCGGTTGGG CGGCGTTTGA 0 B FG01627.
1

0 NCU0534
7.1

0 0

597 443 af AN8039.1 53.m03907 AO07033
0000007

1 -259 -227 ATGCCTTCTCAGCTCGCCTTTGGAAGCATC
TGA

ATGCCTTCTCAGCTCGCCTTTGGAAGCATCTG
A

MPSQLAFGSI* MPSQLAFGSI* CTTGCTCAGT GTCGAAGTTG 0 B FG01627.
1

0 NCU0534
7.1

0 0

598 443 ao AN8039.1 53.m03907 AO07033
0000007

1 -318 -298 ATGCAATTGAAATCTGCTTAG ATGCAATTGAAATCTGCTTAG MQLKSA* MQLKSA* TGGATATGCA CTGCTTTGCT 0 B FG01627.
1

0 NCU0534
7.1

0 0

599 443 ao AN8039.1 53.m03907 AO07033
0000007

1 -225 -205 ATGATGTTCTTGGTTTCCTAA ATGATGTTCTTGGTTTCCTAA MMFLVS* MMFLVS* GAGACTTGGG TCAGGACTAG 0 B FG01627.
1

0 NCU0534
7.1

0 0

600 443 ao AN8039.1 53.m03907 AO07033
0000007

1 -222 -205 ATGTTCTTGGTTTCCTAA ATGTTCTTGGTTTCCTAA MFLVS* MFLVS* ACTTGGGATG TCAGGACTAG 0 B FG01627.
1

0 NCU0534
7.1

0 0

601 443 ao AN8039.1 53.m03907 AO07033
0000007

1 -157 -47 ATGGCTTTGACATTTCTGACTCCTTCATCCA
TCAACAACGCGCGTGCCGCTGGTGTATCG
AATCGCTTCAACGTCCACCATCGTGCTCTA
TCACTTCAAACACCCGTTTGA

ATGGCTTTGACATTTCTGACT
CCTTCATCCATCAACAACGC
GCGTGCCGCTGGTGTATCGA
ATCGCTTCAACGTCCACCAT
CGTGCTCTATCACTTCAAACA
CCCGTTTGA

MALTFLTPSSINNARAAG
VSNRFNVHHRALSLQTP
V*

MALTFLT
PSSINNA
RAAGVS
NRFNVH
HRALSLQ
TPV*

AGCGACCAGG CGCGACATTT 0 B FG01627.
1

0 NCU0534
7.1

0 0

614 458 an AN0315.1 54.m06443 AO07033
4000017

1 -164 -138 ATGACGCTGATGGATAACTGCCTTTGA ATGACGCTGATGGATAACTGCCTTT
GA

MTLMDNCL* MTLMDNCL* CTTCGCAGCC GAGCCATCAT 0  0 0 0 0 0

615 458 an AN0315.1 54.m06443 AO07033
4000017

1 -155 -138 ATGGATAACTGCCTTTGA ATGGATAACTGCCTTTGA MDNCL* MDNCL* CATGACGCTG GAGCCATCAT 0  0 0 0 0 0

616 458 an AN0315.1 54.m06443 AO07033
4000017

1 -65 -54 ATGCTGAATTGA ATGCTGAATTGA MLN* MLN* ACAGATCTCA ACGAATCGGC 0  0 0 0 0 0

617 458 af AN0315.1 54.m06443 AO07033
4000017

1 -346 -224 ATGTTGTCTGTCAATCTTCCTTGGCATTTTG
ATAGTATTGCTGTAGTATCTGTCAATTCATT
GATGCGGTGTCACCATTTGCTGCGGGAGT
TCCCAAACTGGCAATGGAAACCCAAGCAAT
GA

ATGTTGTCTGTCAATCTTCCTTGGCATTTTGAT
AGTATTGCTGTAGTATCTGTCAATTCATTGATG
CGGTGTCACCATTTGCTGCGGGAGTTCCCAAA
CTGGCAATGGAAACCCAAGCAATGA

MLSVNLPWHFDSIAVVSV
NSLMRCHHLLREFPNWQ
WKPKQ*

MLSVNLPWHFDSIAVVSVN
SLMRCHHLLREFPNWQWK
PKQ*

GATAGAAGGT ATAGCTCTGC 0  0 0 0 0 0

618 458 af AN0315.1 54.m06443 AO07033
4000017

1 -283 -224 ATGCGGTGTCACCATTTGCTGCGGGAGTTC
CCAAACTGGCAATGGAAACCCAAGCAATGA

ATGCGGTGTCACCATTTGCTGCGGGAGTTCC
CAAACTGGCAATGGAAACCCAAGCAATGA

MRCHHLLREFPNWQWK
PKQ*

MRCHHLLREFPNWQWKP
KQ*

CAATTCATTG ATAGCTCTGC 0  0 0 0 0 0

619 458 af AN0315.1 54.m06443 AO07033
4000017

1 -242 -54 ATGGAAACCCAAGCAATGAATAGCTCTGCA
TATGATATAGAATGTATTCGAGATTTGGCAT
CCTTGCTCCATGCTGTAATCTGCTCTTCCA
ATTGTATCCCTAGACGAGTTTTAATTTATTC
AGAGACATATGCTAACAGCTTGTTTAGATC
TACTCTATCTCATATCAAGCCCAACATGACC
ATATAG

ATGGAAACCCAAGCAATGAATAGCTCTGCATA
TGATATAGAATGTATTCGAGATTTGGCATCCTT
GCTCCATGCTGTAATCTGCTCTTCCAATTGTAT
CCCTAGACGAGTTTTAATTTATTCAGAGACATA
TGCTAACAGCTTGTTTAGATCTACTCTATCTCA
TATCAAGCCCAACATGACCATATAG

METQAMNSSAYDIECIRD
LASLLHAVICSSNCIPRRV
LIYSETYANSLFRSTLSHI
KPNMTI*

METQAMNSSAYDIECIRDL
ASLLHAVICSSNCIPRRVLIY
SETYANSLFRSTLSHIKPN
MTI*

CAAACTGGCA ACCACTTTTA 0  0 0 0 0 0

620 458 af AN0315.1 54.m06443 AO07033
4000017

1 -227 -54 ATGAATAGCTCTGCATATGATATAGAATGTA
TTCGAGATTTGGCATCCTTGCTCCATGCTG
TAATCTGCTCTTCCAATTGTATCCCTAGACG
AGTTTTAATTTATTCAGAGACATATGCTAAC
AGCTTGTTTAGATCTACTCTATCTCATATCA
AGCCCAACATGACCATATAG

ATGAATAGCTCTGCATATGATATAGAATGTATT
CGAGATTTGGCATCCTTGCTCCATGCTGTAAT
CTGCTCTTCCAATTGTATCCCTAGACGAGTTTT
AATTTATTCAGAGACATATGCTAACAGCTTGTT
TAGATCTACTCTATCTCATATCAAGCCCAACAT
GACCATATAG

MNSSAYDIECIRDLASLL
HAVICSSNCIPRRVLIYSE
TYANSLFRSTLSHIKPNM
TI*

MNSSAYDIECIRDLASLLHA
VICSSNCIPRRVLIYSETYA
NSLFRSTLSHIKPNMTI*

AACCCAAGCA ACCACTTTTA 0  0 0 0 0 0

621 458 af AN0315.1 54.m06443 AO07033
4000017

1 -201 -139 ATGTATTCGAGATTTGGCATCCTTGCTCCA
TGCTGTAATCTGCTCTTCCAATTGTATCCCT
AG

ATGTATTCGAGATTTGGCATCCTTGCTCCATG
CTGTAATCTGCTCTTCCAATTGTATCCCTAG

MYSRFGILAPCCNLLFQL
YP*

MYSRFGILAPCCNLLFQLY
P*

ATGATATAGA ACGAGTTTTA 0  0 0 0 0 0

622 458 af AN0315.1 54.m06443 AO07033
4000017

1 -112 -62 ATGCTAACAGCTTGTTTAGATCTACTCTATC
TCATATCAAGCCCAACATGA

ATGCTAACAGCTTGTTTAGATCTACTCTATCTC
ATATCAAGCCCAACATGA

MLTACLDLLYLISSPT* MLTACLDLLYLISSPT* TCAGAGACAT CCATATAGAC 0  0 0 0 0 0

623 458 af AN0315.1 54.m06443 AO07033
4000017

1 -65 -54 ATGACCATATAG ATGACCATATAG MTI* MTI* CAAGCCCAAC ACCACTTTTA 0  0 0 0 0 0

624 458 ao AN0315.1 54.m06443 AO07033
4000017

1 -188 -171 ATGGTAAGATCGTATTGA ATGGTAAGATCGTATTGA MVRSY* MVRSY* GGCCTAATTT CATTGAATCA 0  0 0 0 0 0

5
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625 458 ao AN0315.1 54.m06443 AO07033
4000017

1 -50 -39 ATGACCGTCTAG ATGACCGTCTAG MTV* MTV* GACTAGAACC CAGCAGCGTC 1  0 0 0 0 0

632 460 ao AN4206.1 54.m06765 AO07023
1000018

1 -36 -13 ATGATCAATTTATGTATTCATTGA ATGATCAATTTATGTATTCAT
TGA

MINLCIH* MINLCIH* ACAAGTTTGG GTTGTCCAAA 1 A 0 0 0 0 0

642 464 an AN0082.1 71.m15360 AO07031
1000135

1 -285 -271 ATGAAACACCGTTGA ATGAAACACCGTTGA MKHR* MKHR* CGGGGCACAG GTTGTCACAA 0 T 0 0 0 0 0

643 464 an AN0082.1 71.m15360 AO07031
1000135

1 -66 -43 ATGCTGCAGACCTTACGTATATAA ATGCTGCAGACCTTACGTATATAA MLQTLRI* MLQTLRI* CTGCTCACGG GTGTTTCACC 0 T 0 0 0 0 0

648 466 af AN4505.1 57.m05626 AO07031
1000058

1 -29 -9 ATGACAGCATATCCTATATAA ATGACAGCATATCCTATATAA MTAYPI* MTAYPI* TTACCATCTT ACATCACCAT 1 R 0 0 0 0 0

656 472 af AN9090.1 66.m04770 AO07033
2000188

1 -59 -6 ATGTTCCCAGATAGCATTAACGCGATTCCC
ATCTTTACGACTGTCGGAGTTTAG

ATGTTCCCAGATAGCATTAACGCGATTCCCAT
CTTTACGACTGTCGGAGTTTAG

MFPDSINAIPIFTTVGV* MFPDSINAIPIFTTVGV* ACTAATTACT TCAACATGTC 1 R 0 0 0 0 0

673 485 an AN8293.1 52.m04044 AO07027
4000002

0 -41 -21 ATGTTGAACCAATTTAGGTAG ATGTTGAACCAATTTAGGTAG MLNQFR* MLNQFR* AAAAACTTCA TGAATAGTAC 1 R 0 MG06038.
1

NCU0701
1.1

YLR409C YLR409C

674 485 af AN8293.1 52.m04044 AO07027
4000002

0 -31 -5 ATGCTACGGAGACCCGACCCGAATTAA ATGCTACGGAGACCCGACCCGAATTAA MLRRPDPN* MLRRPDPN* GAAACTGGTA CATGATGCCT 1 R 0 MG06038.
1

NCU0701
1.1

YLR409C YLR409C

680 492 ao AN8710.1 62.m03358 AO07031
5000137

0 -45 -31 ATGCGCCATCAATAA ATGCGCCATCAATAA MRHQ* MRHQ* TCTTTCTTTT TCGATTAACT 1 S 0 0 0 0 0

693 513 an AN6881.1 55.m03218 AO07034
2000371

1 -54 -31 ATGTATCTCTGGAGGACGTCCTAA ATGTATCTCTGGAGGACGTCCTAA MYLWRTS* MYLWRTS* GCTCTTATTT ACCTCAAAAT 1  0 0 0 0 0

698 516 conserved AN5151.1 69.m14882 AO07023
7000013

1 -48 -37 -365 -354 -101 -90 ATGydsvTTTGA ATGTACCTTTGA ATGCGGGTTTGA ATGCTGATTTGA Myl* MYL* MRV* MLI* mhhsmAGrhy TmTbsmmdwd 0 RT 0 0 0 0 0

711 522 an AN1559.1 55.m03275 AO07033
9000294

1 -76 -50 ATGGATATACTGTTGACATATACTTGA ATGGATATACTGTTGACATATACTT
GA

MDILLTYT* MDILLTYT* GAAACCTGCG ATTGAACACA 0 R 0 0 0 0 0

712 522 ao AN1559.1 55.m03275 AO07033
9000294

1 -241 -191 ATGGACTTGTGCTACCCGCTTATTTCCTCA
CTCCCTATCCTTAACTTGTAA

ATGGACTTGTGCTACCCGCT
TATTTCCTCACTCCCTATCCT
TAACTTGTAA

MDLCYPLISSLPILNL* MDLCYP
LISSLPIL
NL*

TTTGAGAGTC CTCTTCTTCG 0 R 0 0 0 0 0

713 533 an AN5527.1 69.m15430 AO07034
1000362

1 -324 -211 ATGTTATTCCACCAGCAAAATATAATCCCCT
CCAGCCGCGAGTCCGAACGATATCCTTGG
CGACTGTCCACGATGAGACTCCCGGGCAA
GCGTCAAGCTGTGCTCGGCATTTGA

ATGTTATTCCACCAGCAAAATATAAT
CCCCTCCAGCCGCGAGTCCGAACG
ATATCCTTGGCGACTGTCCACGATG
AGACTCCCGGGCAAGCGTCAAGCT
GTGCTCGGCATTTGA

MLFHQQNIIPSSRESERY
PWRLSTMRLPGKRQAVL
GI*

MLFHQQNIIPSSR
ESERYPWRLST
MRLPGKRQAVL
GI*

TCTCTAGCAC TGAATTCTGT 0 L 0 0 0 0 0

714 533 an AN5527.1 69.m15430 AO07034
1000362

1 -252 -211 ATGAGACTCCCGGGCAAGCGTCAAGCTGT
GCTCGGCATTTGA

ATGAGACTCCCGGGCAAGCGTCAA
GCTGTGCTCGGCATTTGA

MRLPGKRQAVLGI* MRLPGKRQAVL
GI*

ACTGTCCACG TGAATTCTGT 0 L 0 0 0 0 0

715 533 an AN5527.1 69.m15430 AO07034
1000362

1 -211 -125 ATGAATTCTGTTGGGGAGGAAACTGTCCAG
CTGGCAATTCCGCCTAAGGCCCCAGCAAG
CCAAAGTTTATATAGAGCACAATTTTGA

ATGAATTCTGTTGGGGAGGAAACTG
TCCAGCTGGCAATTCCGCCTAAGG
CCCCAGCAAGCCAAAGTTTATATAG
AGCACAATTTTGA

MNSVGEETVQLAIPPKAP
ASQSLYRAQF*

MNSVGEETVQLA
IPPKAPASQSLYR
AQF*

TCGGCATTTG GGGTTGGTGG 0 L 0 0 0 0 0

718 533 ao AN5527.1 69.m15430 AO07034
1000362

1 -491 -474 ATGGCTCCTCCGAAATAA ATGGCTCCTCCGAAATAA MAPPK* MAPPK* AGCACAGGTT AGCCCCCTCC 0 L 0 0 0 0 0

719 533 ao AN5527.1 69.m15430 AO07034
1000362

1 -424 -383 ATGACGCTCCCGGGCGTGAGTCAAGTTGC
GTTCGGCATTTGA

ATGACGCTCCCGGGCGTGAG
TCAAGTTGCGTTCGGCATTT
GA

MTLPGVSQVAFGI* MTLPGV
SQVAFGI
*

ACGGTCCAAG TAAACTCAGT 0 L 0 0 0 0 0

745 550 ao AN5596.1 58.m07520 AO07032
8000008

0 -31 -11 ATGTTGAAGAGAAATAACTAG ATGTTGAAGAGAAATAACTAG MLKRNN* MLKRNN* TAGAGGAATT CCCTCCCATC 1 R 0 0 0 0 0

763 565 af AN0768.1 70.m15371 AO07031
6000076

0 -34 -23 ATGTTTCTGTAA ATGTTTCTGTAA MFL* MFL* TCTTGTGTAT AGAGAAGTTA 1 M 0 0 0 0 0

771 570 ao AN3020.1 59.m09444 AO07033
7000094

0 -54 -28 ATGTTCCTTCTGAAGCGGGTTGACTAG ATGTTCCTTCTGAAGCGGGT
TGACTAG

MFLLKRVD* MFLLKRV
D*

ATCTCCCGGT GCTTTATCTG 1 O 0 0 0 0 0

791 586 af AN2750.1 54.m06682 AO07033
8000222

0 -31 -17 ATGAGCAGTGGCTGA ATGAGCAGTGGCTGA MSSG* MSSG* GAAACCTCCA GCCTTTTGTG 1 0 0 0 0 0

796 610 an AN5790.1 69.m14806 AO07024
9000036

1 -188 -174 ATGATCCTTAGATAA ATGATCCTTAGATAA MILR* MILR* GCAGATTGAG GATCGGGCCG 0 E FG05733.
1

MG01995.
1

0 0 0

797 610 af AN5790.1 69.m14806 AO07024
9000036

1 -269 -237 ATGATATTATGGCGCGGAGAGGGGGAAAG
ATAA

ATGATATTATGGCGCGGAGAGGGGGAAAGAT
AA

MILWRGEGER* MILWRGEGER* TTGAGGACTG GATCGGGCCG 0 E FG05733.
1

MG01995.
1

0 0 0

798 610 af AN5790.1 69.m14806 AO07024
9000036

1 -261 -160 ATGGCGCGGAGAGGGGGAAAGATAAGATC
GGGCCGTGTTCTGAGACAGGTTGGTGCGC
AAATTATACATGGAAGGACGGCACCTTGGT
GGATGCCGAGATGA

ATGGCGCGGAGAGGGGGAAAGATAAGATCGG
GCCGTGTTCTGAGACAGGTTGGTGCGCAAATT
ATACATGGAAGGACGGCACCTTGGTGGATGC
CGAGATGA

MARRGGKIRSGRVLRQV
GAQIIHGRTAPWWMPR*

MARRGGKIRSGRVLRQVG
AQIIHGRTAPWWMPR*

TGATGATATT TCCGCCGTTT 0 E FG05733.
1

MG01995.
1

0 0 0

799 610 af AN5790.1 69.m14806 AO07024
9000036

1 -171 -160 ATGCCGAGATGA ATGCCGAGATGA MPR* MPR* ACCTTGGTGG TCCGCCGTTT 0 E FG05733.
1

MG01995.
1

0 0 0

800 610 af AN5790.1 69.m14806 AO07024
9000036

1 -163 -107 ATGATCCGCCGTTTTTTCCGGCGCCCCCTT
CTTGTGGCCCTGCATCTCGTTTTCTAA

ATGATCCGCCGTTTTTTCCGGCGCCCCCTTCT
TGTGGCCCTGCATCTCGTTTTCTAA

MIRRFFRRPLLVALHLVF* MIRRFFRRPLLVALHLVF* GGATGCCGAG CTCCATCTGT 0 E FG05733.
1

MG01995.
1

0 0 0

801 610 ao AN5790.1 69.m14806 AO07024
9000036

1 -247 -236 ATGGGACCCTAA ATGGGACCCTAA MGP* MGP* TAATTGAGTG AGATAAGATC 0 E FG05733.
1

MG01995.
1

0 0 0

802 610 ao AN5790.1 69.m14806 AO07024
9000036

1 -187 -2 ATGGATGCCGAGACGATCCGCCGTTTTTTC
CGGCGTCTCGTGCACTCCCTGTCCTTAGCC
TTGGCCGCCTTTCTTTCCCGTCCTCCGTCT
CTCTTCCCTCTGCACGCCTTTTTCTCTCCTC
TAGCTAGATTCGCTTTTCGCCTCTCTCCTC
TCCCTCCCTTCCCCCACCCCCTGGTTCATT
GTTAA

ATGGATGCCGAGACGATCCG
CCGTTTTTTCCGGCGTCTCG
TGCACTCCCTGTCCTTAGCC
TTGGCCGCCTTTCTTTCCCG
TCCTCCGTCTCTCTTCCCTCT
GCACGCCTTTTTCTCTCCTCT
AGCTAGATTCGCTTTTCGCC
TCTCTCCTCTCCCTCCCTTCC
CCCACCCCCTGGTTCATTGT
TAA

MDAETIRRFFRRLVHSLS
LALAAFLSRPPSLFPLHA
FFSPLARFAFRLSPLPPF
PHPLVHC*

MDAETIR
RFFRRLV
HSLSLAL
AAFLSRP
PSLFPLH
AFFSPLA
RFAFRLS
PLPPFPH
PLVHC*

GTTGGCTTTC GATGTTTTCC 0 E FG05733.
1

MG01995.
1

0 0 0

803 610 ao AN5790.1 69.m14806 AO07024
9000036

1 -183 -130 ATGCCGAGACGATCCGCCGTTTTTTCCGGC
GTCTCGTGCACTCCCTGTCCTTAG

ATGCCGAGACGATCCGCCGT
TTTTTCCGGCGTCTCGTGCA
CTCCCTGTCCTTAG

MPRRSAVFSGVSCTPCP
*

MPRRSA
VFSGVS
CTPCP*

GCTTTCATGG CCTTGGCCGC 0 E FG05733.
1

MG01995.
1

0 0 0

812 613 af AN2919.1 59.m09077 AO07033
7000216

1 -663 -613 ATGCTCAACTTGGCCCTCCCTCCTATCCTC
GATATTCGCTTTTTGAAGTGA

ATGCTCAACTTGGCCCTCCCTCCTATCCTCGA
TATTCGCTTTTTGAAGTGA

MLNLALPPILDIRFLK* MLNLALPPILDIRFLK* CCTTACCTGT TTCTTAACGT 0 R 0 0 0 0 0

813 613 af AN2919.1 59.m09077 AO07033
7000216

1 -289 -212 ATGTGTTTGCACCTTCGGTTTAGATTTTATG
CTTTTCATCGGGTGCTTCATCCTCGTTGCT
TGTCTGGGATTAAATAG

ATGTGTTTGCACCTTCGGTTTAGATTTTATGCT
TTTCATCGGGTGCTTCATCCTCGTTGCTTGTC
TGGGATTAAATAG

MCLHLRFRFYAFHRVLH
PRCLSGIK*

MCLHLRFRFYAFHRVLHPR
CLSGIK*

TCATCACGGT CTAATTCTTG 0 R 0 0 0 0 0

817 613 ao AN2919.1 59.m09077 AO07033
7000216

0 -56 -45 ATGGACCACTAG ATGGACCACTAG MDH* MDH* CTACTTATCA ACATTTAAAT 1 R 0 0 0 0 0

828 630 an AN6166.1 72.m19013 AO07034
0000049

1 -200 -177 ATGGCAGCTTCTCCCAGTTCATAA ATGGCAGCTTCTCCCAGTTCATAA MAASPSS* MAASPSS* CTGTGAACGG TCCCATTTCT 0 K 0 0 0 0 0

829 630 an AN6166.1 72.m19013 AO07034
0000049

1 -122 -96 ATGCTAAAGTTTGAAAGTCAGGTCTAG ATGCTAAAGTTTGAAAGTCAGGTCT
AG

MLKFESQV* MLKFESQV* AAACGGAGAT TACCTCATTA 0 K 0 0 0 0 0

830 630 af AN6166.1 72.m19013 AO07034
0000049

1 -135 -115 ATGTCCCTCGTCTCTCGTTAA ATGTCCCTCGTCTCTCGTTAA MSLVSR* MSLVSR* ACGGAAAAGA AGCTCTGTCC 0 K 0 0 0 0 0

831 630 ao AN6166.1 72.m19013 AO07034
0000049

1 -819 -799 ATGCTACTCGTTTTGCGCTGA ATGCTACTCGTTTTGCGCTG
A

MLLVLR* MLLVLR* AAAAAAAGCC CCTTAGTACG 0 K 0 0 0 0 0

835 640 af AN4324.1 58.m07999 AO07024
0000001

1 -103 -80 ATGCTCTGTCTGAGCTTCGGTTAA ATGCTCTGTCTGAGCTTCGGTTAA MLCLSFG* MLCLSFG* CCTCGGTTCT TCTTTCCAAA 0  0 0 0 0 0

876 660 af AN4732.1 71.m15501 AO07032
3000052

1 -202 -164 ATGTATTCGTCGGTTGCCTCCTTCCCACAC
CTCGTTTAA

ATGTATTCGTCGGTTGCCTCCTTCCCACACCT
CGTTTAA

MYSSVASFPHLV* MYSSVASFPHLV* GATTTCTTGA AGCGACTCTC 0  0 0 0 0 0

877 660 ao AN4732.1 71.m15501 AO07032
3000052

1 -554 -525 ATGGCCCCCTTCATCCTTCTCCCGAAATAG ATGGCCCCCTTCATCCTTCT
CCCGAAATAG

MAPFILLPK* MAPFILL
PK*

CGTCGGTCGC AACCACTCCG 0  0 0 0 0 0

878 665 an AN4515.1 57.m05614 AO07031
1000076

0 -39 -19 ATGATTCTCGGCCTATCCTGA ATGATTCTCGGCCTATCCTGA MILGLS* MILGLS* TTCTCTGTAT CCCCATCACG 1 G 0 0 0 0 0

887 677 an AN4071.1 54.m06996 AO07034
2000060

1 -332 -315 ATGCAGTCATCCAACTGA ATGCAGTCATCCAACTGA MQSSN* MQSSN* TAGCACCATT TCTTAACCGT 0 I 0 0 0 0 0

888 677 an AN4071.1 54.m06996 AO07034
2000060

1 -280 -236 ATGCTGACAATGGGCACTCTTTGTTCAGTT
CATGGGAAGAAATGA

ATGCTGACAATGGGCACTCTTTGTT
CAGTTCATGGGAAGAAATGA

MLTMGTLCSVHGKK* MLTMGTLCSVHG
KK*

ACTTTTCAGC TGTGTCCGAC 0 I 0 0 0 0 0

889 677 an AN4071.1 54.m06996 AO07034
2000060

1 -271 -236 ATGGGCACTCTTTGTTCAGTTCATGGGAAG
AAATGA

ATGGGCACTCTTTGTTCAGTTCATG
GGAAGAAATGA

MGTLCSVHGKK* MGTLCSVHGKK* CATGCTGACA TGTGTCCGAC 0 I 0 0 0 0 0

890 677 an AN4071.1 54.m06996 AO07034
2000060

1 -249 -184 ATGGGAAGAAATGATGTGTCCGACGTGATG
CTCAAGTTGCGAAACCTCGCTTGCGGCGTA
TCGTAA

ATGGGAAGAAATGATGTGTCCGAC
GTGATGCTCAAGTTGCGAAACCTCG
CTTGCGGCGTATCGTAA

MGRNDVSDVMLKLRNLA
CGVS*

MGRNDVSDVML
KLRNLACGVS*

TGTTCAGTTC TCAAACCTCA 0 I 0 0 0 0 0

6



§S3 Upstream open reading frames (uORFs) Tab 2 - data
uORF_id ortholog_cluster_id species an_gene af_gene ao_gene in_utr an_rel_start an_rel_stop af_rel_start af_rel_stop ao_rel_start ao_rel_stop consensus_dna an_dna af_dna ao_dna consensus_aa an_aa af_aa ao_aa context_up_consencontext_down_cowithin 60b COG categfg_uorf_utr mg_uorf_u nc_uorf_ut sc_uorf_10sc_cooccu

891 677 an AN4071.1 54.m06996 AO07034
2000060

1 -239 -222 ATGATGTGTCCGACGTGA ATGATGTGTCCGACGTGA MMCPT* MMCPT* ATGGGAAGAA TGCTCAAGTT 0 I 0 0 0 0 0

892 677 an AN4071.1 54.m06996 AO07034
2000060

1 -236 -222 ATGTGTCCGACGTGA ATGTGTCCGACGTGA MCPT* MCPT* GGAAGAAATG TGCTCAAGTT 0 I 0 0 0 0 0

893 677 an AN4071.1 54.m06996 AO07034
2000060

1 -222 -184 ATGCTCAAGTTGCGAAACCTCGCTTGCGGC
GTATCGTAA

ATGCTCAAGTTGCGAAACCTCGCTT
GCGGCGTATCGTAA

MLKLRNLACGVS* MLKLRNLACGVS
*

GTCCGACGTG TCAAACCTCA 0 I 0 0 0 0 0

894 677 an AN4071.1 54.m06996 AO07034
2000060

1 -139 -68 ATGGTCATTTTTACCACCACAATTGTTGGC
ACTAACCTGGCAATTATCGCAACTTTGATC
GCAGTTCTTTGA

ATGGTCATTTTTACCACCACAATTG
TTGGCACTAACCTGGCAATTATCGC
AACTTTGATCGCAGTTCTTTGA

MVIFTTTIVGTNLAIIATLIA
VL*

MVIFTTTIVGTNL
AIIATLIAVL*

CCTGGTCTTG GAGAGTAGGG 0 I 0 0 0 0 0

895 677 af AN4071.1 54.m06996 AO07034
2000060

1 -341 -321 ATGTCCGCAGCGCAAGAATAA ATGTCCGCAGCGCAAGAATAA MSAAQE* MSAAQE* GGCGATTGCA CTAGATTTAG 0 I 0 0 0 0 0

896 677 af AN4071.1 54.m06996 AO07034
2000060

1 -250 -239 ATGGTATGGTGA ATGGTATGGTGA MVW* MVW* GCCAAATTCT TCCGCTCGGT 0 I 0 0 0 0 0

897 677 af AN4071.1 54.m06996 AO07034
2000060

1 -245 -222 ATGGTGATCCGCTCGGTTGCGTGA ATGGTGATCCGCTCGGTTGCGTGA MVIRSVA* MVIRSVA* ATTCTATGGT TCCGCTCGCT 0 I 0 0 0 0 0

898 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -479 -429 ATGTGTTGTTTACCTACAACTTTACTGACTA
ATAATTACTTTACTCCATGA

ATGTGTTGTTTACCTACAACT
TTACTGACTAATAATTACTTT
ACTCCATGA

MCCLPTTLLTNNYFTP* MCCLPT
TLLTNNY
FTP*

TCAAAATGAA ATACCAAACA 0 I 0 0 0 0 0

899 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -432 -403 ATGAATACCAAACAAAGAGGCGAAATTTAG ATGAATACCAAACAAAGAGG
CGAAATTTAG

MNTKQRGEI* MNTKQR
GEI*

ACTTTACTCC AGCTAGTTCA 0 I 0 0 0 0 0

900 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -393 -301 ATGTTATTTTCTACTGGCTTCTCACGAGAC
CACGGTGGAACCCAAAGGATGCCGATTATT
ACTCGGTTTGGGGGTTTGTTTATGATTTTA
TGA

ATGTTATTTTCTACTGGCTTC
TCACGAGACCACGGTGGAAC
CCAAAGGATGCCGATTATTA
CTCGGTTTGGGGGTTTGTTT
ATGATTTTATGA

MLFSTGFSRDHGGTQR
MPIITRFGGLFMIL*

MLFSTG
FSRDHG
GTQRMP
IITRFGGL
FMIL*

GAGCTAGTTC CTGCTCATCT 0 I 0 0 0 0 0

901 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -345 -301 ATGCCGATTATTACTCGGTTTGGGGGTTTG
TTTATGATTTTATGA

ATGCCGATTATTACTCGGTTT
GGGGGTTTGTTTATGATTTTA
TGA

MPIITRFGGLFMIL* MPIITRF
GGLFMIL
*

AACCCAAAGG CTGCTCATCT 0 I 0 0 0 0 0

902 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -312 -301 ATGATTTTATGA ATGATTTTATGA MIL* MIL* GGGTTTGTTT CTGCTCATCT 0 I 0 0 0 0 0

903 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -304 -128 ATGACTGCTCATCTTGCCTTGGCCTGTGGA
GTCTCGGTGGTTTTTGTTCTCCACAAACAG
CAGTCGAACGTGTCTCATCGTTGTGACAGA
ACAGGGACCATCGTCAGTGTAAGTAATGCG
AATACGAGGTTTCACCTGCGGGCAAAGTCC
AGATCGCGTCCTGGAACCATTCCATGA

ATGACTGCTCATCTTGCCTT
GGCCTGTGGAGTCTCGGTG
GTTTTTGTTCTCCACAAACAG
CAGTCGAACGTGTCTCATCG
TTGTGACAGAACAGGGACCA
TCGTCAGTGTAAGTAATGCG
AATACGAGGTTTCACCTGCG
GGCAAAGTCCAGATCGCGTC
CTGGAACCATTCCATGA

MTAHLALACGVSVVFVL
HKQQSNVSHRCDRTGTI
VSVSNANTRFHLRAKSR
SRPGTIP*

MTAHLAL
ACGVSV
VFVLHK
QQSNVS
HRCDRT
GTIVSVS
NANTRF
HLRAKS
RSRPGTI
P*

TTATGATTTT GCAAAACAAA 0 I 0 0 0 0 0

904 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -189 -16 ATGCGAATACGAGGTTTCACCTGCGGGCAA
AGTCCAGATCGCGTCCTGGAACCATTCCAT
GAGCAAAACAAACCCCAGAGTGGTGTGCT
GTCTGTCGAACTAGTCTTTTCAAGTTTTTTT
TTGATCTTCAATCAATTTCCCTCCGCCCATC
ATCTGCGGGTTCCCTCCACGTAG

ATGCGAATACGAGGTTTCAC
CTGCGGGCAAAGTCCAGATC
GCGTCCTGGAACCATTCCAT
GAGCAAAACAAACCCCAGAG
TGGTGTGCTGTCTGTCGAAC
TAGTCTTTTCAAGTTTTTTTT
TGATCTTCAATCAATTTCCCT
CCGCCCATCATCTGCGGGTT
CCCTCCACGTAG

MRIRGFTCGQSPDRVLE
PFHEQNKPQSGVLSVEL
VFSSFFLIFNQFPSAHHL
RVPST*

MRIRGFT
CGQSPD
RVLEPFH
EQNKPQ
SGVLSV
ELVFSSF
FLIFNQF
PSAHHL
RVPST*

AGTGTAAGTA GGGACAAGAA 0 I 0 0 0 0 0

905 677 ao AN4071.1 54.m06996 AO07034
2000060

1 -131 -87 ATGAGCAAAACAAACCCCAGAGTGGTGTGC
TGTCTGTCGAACTAG

ATGAGCAAAACAAACCCCAG
AGTGGTGTGCTGTCTGTCGA
ACTAG

MSKTNPRVVCCLSN* MSKTNP
RVVCCL
SN*

GAACCATTCC TCTTTTCAAG 0 I 0 0 0 0 0

920 690 an AN6119.1 72.m19041 AO07034
0000085

0 -27 -16 ATGGCTTATTGA ATGGCTTATTGA MAY* MAY* TGACAGAACC TACGAGTGTC 1 S FG01898.
1

0 0 YHR132C YHR132C

923 690 af AN6119.1 72.m19041 AO07034
0000085

0 -37 -26 ATGACAGCATAA ATGACAGCATAA MTA* MTA* GACAGAAACA TTGTTGTCTC 1 S FG01898.
1

0 0 YHR132C YHR132C

930 690 ao AN6119.1 72.m19041 AO07034
0000085

0 -45 -28 ATGAAGATTTTGGCATAG ATGAAGATTTTGGCATAG MKILA* MKILA* GGATCTGACA CTTTTCTGCG 1 S FG01898.
1

0 0 YHR132C YHR132C

937 694 an AN3035.1 59.m08982 AO07033
7000077

0 -60 -40 ATGCCTCCCTCGAGTCTGTGA ATGCCTCCCTCGAGTCTGTGA MPPSSL* MPPSSL* TATCCCACTG AAAACACGAG 1 L 0 0 0 0 0

943 694 ao AN3035.1 59.m08982 AO07033
7000077

0 -54 -34 ATGTTCAACTTGACGACCTAA ATGTTCAACTTGACGACCTAA MFNLTT* MFNLTT* CCCGTTTTGG CGAGGAGCAG 1 L 0 0 0 0 0

955 699 an AN0476.1 54.m06594 AO07032
8000164

0 -54 -31 ATGATAACTGTTATTCCAAGGTGA ATGATAACTGTTATTCCAAGGTGA MITVIPR* MITVIPR* ATCTCCGTCG ATTTGTTCGT 1 J 0 0 0 0 0

958 700 conserved AN8076.1 53.m03929 AO07033
0000034

0 -11 -11 -11 ATGryCyGGTGA ATGGTCCGGTGA ATGACCTGGTGA ATGACCTGGTGA Mvr* MVR* MTW* MTW* myyTTywrky TGTCTkCrCG 1 A 0 0 0 0 0

966 700 af AN8076.1 53.m03929 AO07033
0000034

1 -899 -864 ATGTTGCATCTCCATTTTTCATGCTCGGCG
AGCTAA

ATGTTGCATCTCCATTTTTCATGCTCGGCGAG
CTAA

MLHLHFSCSAS* MLHLHFSCSAS* AATTTAATAC AGTGAAGGAT 0 A 0 0 0 0 0

967 700 af AN8076.1 53.m03929 AO07033
0000034

1 -879 -859 ATGCTCGGCGAGCTAAAGTGA ATGCTCGGCGAGCTAAAGTGA MLGELK* MLGELK* TCCATTTTTC AGGATCACCT 0 A 0 0 0 0 0

977 709 an AN7770.1 71.m15812 AO07028
6000023

0 -57 -19 ATGCCCATCCTACACTTGCCTCATACTCATT
CCTTTTGA

ATGCCCATCCTACACTTGCCTCATA
CTCATTCCTTTTGA

MPILHLPHTHSF* MPILHLPHTHSF* TTTCAGGTTT TTTCTGTGAC 1 R FG00407.
1

MG05138.
1

NCU0795
8.1

0 0

979 710 an AN3071.1 59.m08927 AO07033
7000003

0 -47 -18 ATGCCGGTTACGTTTCACCTGAGTTCATGA ATGCCGGTTACGTTTCACCTGAGTT
CATGA

MPVTFHLSS* MPVTFHLSS* AAACGCGTGG TAGATCTCTT 1 B 0 0 0 0 0

1005 733 an AN8291.1 65.m07469 AO07019
0000007

1 -327 -292 ATGCCCTCGTTATCCAACGAATTGGCGTAT
ACGTAA

ATGCCCTCGTTATCCAACGAATTGG
CGTATACGTAA

MPSLSNELAYT* MPSLSNELAYT* CTGTCGACCT AGAATTTCGC 0 U 0 0 0 0 0

1007 733 an AN8291.1 65.m07469 AO07019
0000007

1 -207 -193 ATGGGGTACAATTAA ATGGGGTACAATTAA MGYN* MGYN* CATTCCACGC CAAAGCCTCC 0 U 0 0 0 0 0

1008 737 af AN4615.1 57.m05532 AO07026
7000032

1 -158 -126 ATGTTCGAAATCTTCTTCACGACTCTGTTCT
GA

ATGTTCGAAATCTTCTTCACGACTCTGTTCTGA MFEIFFTTLF* MFEIFFTTLF* TCTGCGGCAC CCGTCTAAAT 0  0 0 0 0 0

1009 737 af AN4615.1 57.m05532 AO07026
7000032

1 -96 -82 ATGCTAGTTTCTTAG ATGCTAGTTTCTTAG MLVS* MLVS* TGGGCCTTTG CTTTACCAAG 0  0 0 0 0 0

1010 737 ao AN4615.1 57.m05532 AO07026
7000032

1 -231 -79 ATGGGTCGCCGGGACTGCCGGAATTTCGC
TTTAATACCTAAAGCCCTAGCTGTGTTCTCC
CACTTTCATCGTCTTCGACTCCTCTTCCTTC
CTTTTCGCCTTCAACTCTTCCCATTGTATAC
CCAAACTGGCCAGTTGAACATTTGGGATTG
A

ATGGGTCGCCGGGACTGCC
GGAATTTCGCTTTAATACCTA
AAGCCCTAGCTGTGTTCTCC
CACTTTCATCGTCTTCGACTC
CTCTTCCTTCCTTTTCGCCTT
CAACTCTTCCCATTGTATACC
CAAACTGGCCAGTTGAACAT
TTGGGATTGA

MGRRDCRNFALIPKALAV
FSHFHRLRLLFLPFRLQL
FPLYTQTGQLNIWD*

MGRRDC
RNFALIP
KALAVFS
HFHRLRL
LFLPFRL
QLFPLYT
QTGQLNI
WD*

CCCCGTGAAC ACCATATTGA 0  0 0 0 0 0

1011 739 an AN8881.1 56.m02292 AO07029
3000011

1 -244 -227 ATGCTTTCTAGTTTCTGA ATGCTTTCTAGTTTCTGA MLSSF* MLSSF* CTTGCAAGCG GCTCTTCAGG 0 C 0 0 0 0 0

1012 739 an AN8881.1 56.m02292 AO07029
3000011

1 -123 -109 ATGCTTTCCCGATAA ATGCTTTCCCGATAA MLSR* MLSR* CCTTTCTACG AATCTACCAA 0 C 0 0 0 0 0

1013 739 af AN8881.1 56.m02292 AO07029
3000011

1 -450 -433 ATGTGCATTGGCCTTTGA ATGTGCATTGGCCTTTGA MCIGL* MCIGL* TGAATCAATC GGCCTAATCC 0 C 0 0 0 0 0

1014 739 af AN8881.1 56.m02292 AO07029
3000011

1 -410 -399 ATGCACACTTAG ATGCACACTTAG MHT* MHT* CTCATAAGCG TTGCTTCACC 0 C 0 0 0 0 0

1015 739 af AN8881.1 56.m02292 AO07029
3000011

1 -292 -278 ATGCTTCACCAATAA ATGCTTCACCAATAA MLHQ* MLHQ* GACTTATACA GTCTTACACT 0 C 0 0 0 0 0

1016 739 ao AN8881.1 56.m02292 AO07029
3000011

1 -250 -236 ATGCTCACTTGCTGA ATGCTCACTTGCTGA MLTC* MLTC* TCTGCAGGCG TTTTATCGCG 0 C 0 0 0 0 0

1017 739 ao AN8881.1 56.m02292 AO07029
3000011

1 -99 -85 ATGTCCTGCCGATAG ATGTCCTGCCGATAG MSCR* MSCR* GAACCATACA GGTTTCGTCT 0 C 0 0 0 0 0

1051 757 conserved AN1854.1 58.m08938 AO07029
2000029

0 -57 -4 -51 -4 -51 -4 ATGsTkywThyvmsvArrrhdrkhhymmkwmmhhvh
CwvvmmACkwvrACGTGA

ATGGTGTTTTCCAGAAAGGTTGGAT
CAAGAACAACTCAACACACGACGAC
GTGA

ATGGTTCATATACGGAGAGCGAGTACCATACA
TCGACTGGCCACTTGA

ATGCTTCTTCCGCCCAAAAAA
ATCCTACTTCACTACCTCACA
ACTTAA

MvfsrkvgsrttqhTtt* MVFSRKVGSRTT
QHTTT*

MVHIRRASTIHRLAT* MLLPPKK
ILLHYLTT
*

yvvbGwGrCm CsrATGACvm 1  0 0 0 0 0

1057 759 ao AN1712.1 58.m07778 AO07030
5000028

0 -56 -45 ATGTTGCTATAG ATGTTGCTATAG MLL* MLL* TCTACTCCGT ATTCAACATA 1  0 0 0 0 0
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1058 760 an AN8234.1 53.m03735 AO07031
0000074

1 -234 -175 ATGCGACCTGATTCAGCTCTGCGGTTAGAC
CCTTCAGCTGACTTGGGATCTGGTATATAG

ATGCGACCTGATTCAGCTCTGCGGT
TAGACCCTTCAGCTGACTTGGGATC
TGGTATATAG

MRPDSALRLDPSADLGS
GI*

MRPDSALRLDPS
ADLGSGI*

AGGAGGGTGA GTACAAACAG 0  0 0 0 0 0

1059 760 ao AN8234.1 53.m03735 AO07031
0000074

1 -157 -131 ATGATCTTTGCGATCTCAGCTGACTAG ATGATCTTTGCGATCTCAGCT
GACTAG

MIFAISAD* MIFAISA
D*

CCTCAGTTTC GTTTTCCTTG 0  0 0 0 0 0

1063 762 an AN4036.1 54.m06576 AO07032
8000140

0 -57 -25 ATGCATTTCTTCTTTGCAGGCCGAGGCTAT
TGA

ATGCATTTCTTCTTTGCAGGCCGAG
GCTATTGA

MHFFFAGRGY* MHFFFAGRGY* GCCCCTATCT TTTACGTGCA 1 T 0 0 0 0 0

1066 762 af AN4036.1 54.m06576 AO07032
8000140

0 -55 -32 ATGAGATTTTGTGTCTTCTATTAA ATGAGATTTTGTGTCTTCTATTAA MRFCVFY* MRFCVFY* CTGTTAAGAG GGAGCGAGCT 1 T 0 0 0 0 0

1070 763 an AN4707.1 71.m15695 AO07032
9000169

1 -259 -182 ATGAGTAGCGTCCGTCATGAGCATTACCTA
AGAAATGCCTCAAATTCGTTTGATGCTGGC
GGTGTCTATAGAGCTTGA

ATGAGTAGCGTCCGTCATGAGCATT
ACCTAAGAAATGCCTCAAATTCGTT
TGATGCTGGCGGTGTCTATAGAGC
TTGA

MSSVRHEHYLRNASNSF
DAGGVYRA*

MSSVRHEHYLRN
ASNSFDAGGVYR
A*

AGCCAATCCG AGTGCTGTTT 0 A 0 0 0 0 0

1071 763 an AN4707.1 71.m15695 AO07032
9000169

1 -243 -229 ATGAGCATTACCTAA ATGAGCATTACCTAA MSIT* MSIT* AGCGTCCGTC GAAATGCCTC 0 A 0 0 0 0 0

1072 763 ao AN4707.1 71.m15695 AO07032
9000169

1 -232 -218 ATGAACTTGCAGTAA ATGAACTTGCAGTAA MNLQ* MNLQ* CCTACAAATA GTTTATTCAC 0 A 0 0 0 0 0

1073 763 ao AN4707.1 71.m15695 AO07032
9000169

1 -78 -25 ATGAGGGCATATTTCTTCCACCCCCATCTC
TTGTCCCCTCCAGATTTGCATTGA

ATGAGGGCATATTTCTTCCA
CCCCCATCTCTTGTCCCCTC
CAGATTTGCATTGA

MRAYFFHPHLLSPPDLH* MRAYFF
HPHLLSP
PDLH*

TTGCCATGAC GATCGACTCG 0 A 0 0 0 0 0

1101 786 af AN1358.1 70.m15731 AO07023
7000002

1 -541 -494 ATGCGTGACTTGTGGCCCGAGAAAAAAAAT
TTCTCTCACCATCTTTGA

ATGCGTGACTTGTGGCCCGAGAAAAAAAATTT
CTCTCACCATCTTTGA

MRDLWPEKKNFSHHL* MRDLWPEKKNFSHHL* ACTTTTGTGG TATTCTCAAG 0 T 0 0 0 0 0

1102 786 ao AN1358.1 70.m15731 AO07023
7000002

1 -58 -20 ATGTGCATTTCTGGCCTACAGTCTTCCCAG
AACCTCTAA

ATGTGCATTTCTGGCCTACA
GTCTTCCCAGAACCTCTAA

MCISGLQSSQNL* MCISGLQ
SSQNL*

TGAGTTGTGC ATCGTGATCA 1 T 0 0 0 0 0

1107 789 an AN4501.1 57.m05629 AO07031
1000054

0 -57 -31 ATGTGCATACTTGGTGACAGCCGCTAA ATGTGCATACTTGGTGACAGCCGCT
AA

MCILGDSR* MCILGDSR* TTGCCAACGA CTTTCGTCTA 1 O 0 0 0 0 0

1144 803 ao AN5959.1 72.m19175 AO07034
0000312

1 -82 -71 ATGTTGTGTTAA ATGTTGTGTTAA MLC* MLC* CAACGATTTG TTGCTCTGGC 0 E 0 0 NCU0046
8.1

0 0

1154 806 af AN8276.1 53.m03684 AO07031
0000024

0 -46 -26 ATGTCTTTCGTACTGCGCTGA ATGTCTTTCGTACTGCGCTGA MSFVLR* MSFVLR* TGGTAATTGT GATCCCTGAA 1 AK 0 0 0 0 0

1155 813 an AN5660.1 58.m07314 AO07034
2000252

1 -271 -245 ATGGGCATCGACTCCAAGGGATACTGA ATGGGCATCGACTCCAAGGGATACT
GA

MGIDSKGY* MGIDSKGY* GCGACCGTTA AACACACTAA 0 GO 0 0 0 0 0

1156 813 af AN5660.1 58.m07314 AO07034
2000252

1 -643 -575 ATGTTCGAAGGTTTCGACTCCAGTAACCAC
CCTTATTGCATTCTTTGTCAACGTCCTTGTC
GTTTCTAG

ATGTTCGAAGGTTTCGACTCCAGTAACCACCC
TTATTGCATTCTTTGTCAACGTCCTTGTCGTTT
CTAG

MFEGFDSSNHPYCILCQ
RPCRF*

MFEGFDSSNHPYCILCQRP
CRF*

TTTCTACTGT ATTTCATCTT 0 GO 0 0 0 0 0

1164 820 an AN2318.1 71.m15516 AO07032
3000040

1 -222 -205 ATGATATTTCGCTTCTGA ATGATATTTCGCTTCTGA MIFRF* MIFRF* GTTTTCGCCA AACTGAGCCC 0  0 0 0 0 0

1165 820 an AN2318.1 71.m15516 AO07032
3000040

1 -103 -74 ATGATCGGGCGCTGCGGCCAATTTGCTTAA ATGATCGGGCGCTGCGGCCAATTT
GCTTAA

MIGRCGQFA* MIGRCGQFA* AGGATACAAC GAGGTTGACC 0  0 0 0 0 0

1166 820 af AN2318.1 71.m15516 AO07032
3000040

1 -401 -372 ATGAGAACCGAGTTTGGTTACTTCGCTTGA ATGAGAACCGAGTTTGGTTACTTCGCTTGA MRTEFGYFA* MRTEFGYFA* AGACACCACC TAACGCATCT 0  0 0 0 0 0

1167 820 ao AN2318.1 71.m15516 AO07032
3000040

1 -161 -141 ATGAGAGAGTCTGCCGACTAA ATGAGAGAGTCTGCCGACTA
A

MRESAD* MRESAD* AAGCAGCAAC ATTATTGGCC 0  0 0 0 0 0

1168 823 an AN0448.1 54.m06640 AO07033
8000312

0 -48 -16 ATGGAACGGACAGGGCGACGGTCACTTAA
CTGA

ATGGAACGGACAGGGCGACGGTCA
CTTAACTGA

MERTGRRSLN* MERTGRRSLN* ACTAGCAGTC CAATACTCAA 1  0 0 0 0 0

1169 823 af AN0448.1 54.m06640 AO07033
8000312

0 -57 -40 ATGCTTGACGAAGTTTGA ATGCTTGACGAAGTTTGA MLDEV* MLDEV* GCTACAAACC TCGCAGCTCA 1  0 0 0 0 0

1182 825 an AN5890.1 72.m19240 AO07024
5000018

0 -55 -44 ATGTGTCTATGA ATGTGTCTATGA MCL* MCL* ACCTCCCCTC CTTTACCCCT 1 E 0 0 0 0 0

1199 847 an AN4488.1 57.m05643 AO07031
1000040

0 -35 -3 ATGCCTTTGTTTCATTCAATGTGCCTTGATT
GA

ATGCCTTTGTTTCATTCAATGTGCC
TTGATTGA

MPLFHSMCLD* MPLFHSMCLD* GATCTCGGAT ATATGGTGGA 1  0 0 0 0 0

1200 847 an AN4488.1 57.m05643 AO07031
1000040

0 -17 -3 ATGTGCCTTGATTGA ATGTGCCTTGATTGA MCLD* MCLD* GTTTCATTCA ATATGGTGGA 1  0 0 0 0 0

1202 847 af AN4488.1 57.m05643 AO07031
1000040

0 -46 -23 ATGGTCTTATTCTACCAGACGTAG ATGGTCTTATTCTACCAGACGTAG MVLFYQT* MVLFYQT* GGCTACAGAA ATGTCTCCAT 1  0 0 0 0 0

1215 867 af AN5191.1 69.m15628 AO07023
7000021

0 -25 -5 ATGTTGCTTCCTTGTCAATGA ATGTTGCTTCCTTGTCAATGA MLLPCQ* MLLPCQ* ACTGACATTT CCTCATGAAC 1 S 0 0 0 0 0

1222 875 an AN8129.1 53.m03824 AO07026
6000018

1 -84 -64 ATGTTTTTCCTCTTCTGTTAA ATGTTTTTCCTCTTCTGTTAA MFFLFC* MFFLFC* TCTCATCAAG TCGTCTCTTG 0 0 0 0 0 0

1223 875 af AN8129.1 53.m03824 AO07026
6000018

1 -239 -225 ATGGTGTATCACTAA ATGGTGTATCACTAA MVYH* MVYH* GTACTTTTGA GTTTGCCGTA 0 0 0 0 0 0

1224 875 af AN8129.1 53.m03824 AO07026
6000018

1 -158 -129 ATGATTATTACCGGTCAAATCAATCGTTAA ATGATTATTACCGGTCAAATCAATCGTTAA MIITGQINR* MIITGQINR* TTCTCTAGCT TTGTGCCCCA 0 0 0 0 0 0

1225 875 ao AN8129.1 53.m03824 AO07026
6000018

1 -137 -111 ATGTTCTTCCCCTCAATGAGGTGTTAA ATGTTCTTCCCCTCAATGAG
GTGTTAA

MFFPSMRC* MFFPSM
RC*

CTCTCCCCCA TTCTTATTCC 0 0 0 0 0 0

1226 875 ao AN8129.1 53.m03824 AO07026
6000018

1 -122 -111 ATGAGGTGTTAA ATGAGGTGTTAA MRC* MRC* CTTCCCCTCA TTCTTATTCC 0 0 0 0 0 0

1265 899 af AN6913.1 71.m15219 AO07021
9000018

0 -32 -3 ATGCTGTCGTCGTTCTTTTCTTCTGGTTAG ATGCTGTCGTCGTTCTTTTCTTCTGGTTAG MLSSFFSSG* MLSSFFSSG* AAAAGCCTCT CCATGAATGC 1 O 0 0 0 0 0

1285 910 an AN7658.1 57.m05422 AO07026
8000027

1 -34 -5 ATGTGCCAAAGTCACTGGTACAGTTGTTAG ATGTGCCAAAGTCACTGGTACAGTT
GTTAG

MCQSHWYSC* MCQSHWYSC* CGCAGGTCGC AACAATGGCA 1 Z 0 0 0 0 0

1286 910 af AN7658.1 57.m05422 AO07026
8000027

1 -639 -604 ATGCCCGCACCAACAACGGAGTTTAACATG
AGATGA

ATGCCCGCACCAACAACGGAGTTTAACATGAG
ATGA

MPAPTTEFNMR* MPAPTTEFNMR* CGCTTCCGCA CAATACCCTT 0 Z 0 0 0 0 0

1287 910 af AN7658.1 57.m05422 AO07026
8000027

1 -607 -551 ATGACAATACCCTTTTGGTCGTGTCTTATCA
GACATTTCCTATTTTTATTAACTTAG

ATGACAATACCCTTTTGGTCGTGTCTTATCAG
ACATTTCCTATTTTTATTAACTTAG

MTIPFWSCLIRHFLFLLT* MTIPFWSCLIRHFLFLLT* TTAACATGAG CGACTTGTGA 0 Z 0 0 0 0 0

1288 910 af AN7658.1 57.m05422 AO07026
8000027

1 -397 -368 ATGCGCCGAGCTACACCAGAGGCCCTCTA
A

ATGCGCCGAGCTACACCAGAGGCCCTCTAA MRRATPEAL* MRRATPEAL* ACTGTGTCTT AAGATGGCAA 0 Z 0 0 0 0 0

1289 910 ao AN7658.1 57.m05422 AO07026
8000027

1 -249 -94 ATGCCCCCTTCAGGTAGCCTGATAGATTGT
CAGGTACAGATCCGCTTAGCGGTTGGTCAC
TCCTTTATATCCAGAGCGAAATCACGACGA
ATCATTCGTGTCGCACAAGAAAAGACAGCA
CGTGGAGGTACGTGGCTAAGCCAGTCCCA
ATCATAG

ATGCCCCCTTCAGGTAGCCT
GATAGATTGTCAGGTACAGA
TCCGCTTAGCGGTTGGTCAC
TCCTTTATATCCAGAGCGAAA
TCACGACGAATCATTCGTGT
CGCACAAGAAAAGACAGCAC
GTGGAGGTACGTGGCTAAGC
CAGTCCCAATCATAG

MPPSGSLIDCQVQIRLAV
GHSFISRAKSRRIIRVAQE
KTARGGTWLSQSQS*

MPPSGS
LIDCQVQ
IRLAVGH
SFISRAK
SRRIIRV
AQEKTA
RGGTWL
SQSQS*

CCGCTTCCGC CTGCCTAAGT 0 Z 0 0 0 0 0

1296 916 an AN1524.1 55.m03268 AO07033
4000242

0 -59 -45 ATGAAACGGCATTAA ATGAAACGGCATTAA MKRH* MKRH* TCCATCACCC CTCATTCTCA 1 H FG00417.
1

0 0 0 0

1303 917 conserved AN4670.1 71.m15658 AO07028
4000036

1 -171 -160 -308 -297 -158 -147 ATGArbCyhTrA ATGAGGCTCTGA ATGAGTCCATAA ATGAACCCTTGA Mrl* MRL* MSP* MNP* bhmksArGCC wyTsssvrsd 0 R 0 0 0 0 0

1304 917 an AN4670.1 71.m15658 AO07028
4000036

1 -254 -222 ATGTCAACCGTCTCTTTATTTTTCTTCTCCT
GA

ATGTCAACCGTCTCTTTATTTTTCTT
CTCCTGA

MSTVSLFFFS* MSTVSLFFFS* TTGAACTCTT CAGCAGATCT 0 R 0 0 0 0 0

1305 917 af AN4670.1 71.m15658 AO07028
4000036

1 -418 -380 ATGTGGTGCATGAATCGAAAAGCCTTGTTT
CGACTTTAG

ATGTGGTGCATGAATCGAAAAGCCTTGTTTCG
ACTTTAG

MWCMNRKALFRL* MWCMNRKALFRL* TCCTGGCTTC GGGTTCTACT 0 R 0 0 0 0 0

1306 917 af AN4670.1 71.m15658 AO07028
4000036

1 -409 -380 ATGAATCGAAAAGCCTTGTTTCGACTTTAG ATGAATCGAAAAGCCTTGTTTCGACTTTAG MNRKALFRL* MNRKALFRL* CATGTGGTGC GGGTTCTACT 0 R 0 0 0 0 0

1307 917 ao AN4670.1 71.m15658 AO07028
4000036

1 -123 -112 ATGGGCCATTGA ATGGGCCATTGA MGH* MGH* CCACCGAGAG GAAAGAGCTC 0 R 0 0 0 0 0

1314 918 af AN7240.1 72.m19809 AO07029
0000007

0 -60 -40 ATGCGGTGGATCTTCCAGTGA ATGCGGTGGATCTTCCAGTGA MRWIFQ* MRWIFQ* TACATATATA GAAAGAAGCA 1 G 0 0 0 0 0

1354 935 af AN0657.1 70.m15789 AO07034
3000569

1 -110 -99 ATGCTAGTCTGA ATGCTAGTCTGA MLV* MLV* GGTATCTTTT CGTGAGATAC 0 U 0 0 0 0 0

1355 936 conserved AN1082.1 70.m15156 AO07028
5000082

1 -243 -217 -285 -259 -116 -90 ATGrTyyyhvykyvyTTyrryysyTAA ATGATTCTAGCGTCCTTCAATTCCT
AA

ATGGTCCTCACTCGTTTTAGTCGCTAA ATGGTTTCTCTTCATTTCGAC
CGTTAA

MilasFns* MILASFNS* MVLTRFSR* MVSLHF
DR*

ysvwGvmyCk hhwvTCTyTC 0 F FG05143.
1

MG08146.
1

0 0 0

1356 936 af AN1082.1 70.m15156 AO07028
5000082

1 -293 -255 ATGAATCGATGGTCCTCACTCGTTTTAGTC
GCTAATTAG

ATGAATCGATGGTCCTCACTCGTTTTAGTCGC
TAATTAG

MNRWSSLVLVAN* MNRWSSLVLVAN* GAGGCTTCTG TCTCTCATTT 0 F FG05143.
1

MG08146.
1

0 0 0

1357 939 an AN8655.1 55.m03152 AO07029
6000035

1 -253 -206 ATGCGTGCGAAGTTCTTGCTAGTGGTAGTG
CCGGTGTTGTCATGTTGA

ATGCGTGCGAAGTTCTTGCTAGTG
GTAGTGCCGGTGTTGTCATGTTGA

MRAKFLLVVVPVLSC* MRAKFLLVVVPV
LSC*

TGGAAGGCCA TGTTTCCCTC 0  0 0 0 0 0
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1358 939 an AN8655.1 55.m03152 AO07029
6000035

1 -212 -141 ATGTTGATGTTTCCCTCCCCTCTTCTCCTTC
CCTTCCTCATCGCCCTCTCTTATTGCACCA
GCGCGTTCTAG

ATGTTGATGTTTCCCTCCCCTCTTC
TCCTTCCCTTCCTCATCGCCCTCTC
TTATTGCACCAGCGCGTTCTAG

MLMFPSPLLLPFLIALSYC
TSAF*

MLMFPSPLLLPFL
IALSYCTSAF*

CGGTGTTGTC CGCCTCAAGC 0  0 0 0 0 0

1359 939 an AN8655.1 55.m03152 AO07029
6000035

1 -206 -141 ATGTTTCCCTCCCCTCTTCTCCTTCCCTTCC
TCATCGCCCTCTCTTATTGCACCAGCGCGT
TCTAG

ATGTTTCCCTCCCCTCTTCTCCTTC
CCTTCCTCATCGCCCTCTCTTATTG
CACCAGCGCGTTCTAG

MFPSPLLLPFLIALSYCTS
AF*

MFPSPLLLPFLIA
LSYCTSAF*

TGTCATGTTG CGCCTCAAGC 0  0 0 0 0 0

1360 939 af AN8655.1 55.m03152 AO07029
6000035

1 -475 -365 ATGGTTGATCTCGCTCCTCAGCGAGATTTG
AACGTCATCATCATCGTCATATTCTTCTATT
GCTCTTTGGTGCATATAGTTTACGAGCTCG
TCTTGACATATTCAAGCTGA

ATGGTTGATCTCGCTCCTCAGCGAGATTTGAA
CGTCATCATCATCGTCATATTCTTCTATTGCTC
TTTGGTGCATATAGTTTACGAGCTCGTCTTGA
CATATTCAAGCTGA

MVDLAPQRDLNVIIIVIFFY
CSLVHIVYELVLTYSS*

MVDLAPQRDLNVIIIVIFFYC
SLVHIVYELVLTYSS*

CCCTACTTGG TTCGGTATAA 0  0 0 0 0 0

1361 939 ao AN8655.1 55.m03152 AO07029
6000035

1 -264 -205 ATGGCAAAAGTATTCGGGATCTCATCGGGA
ATTCTCCTACCTTCCTTTGCATTGGAATGA

ATGGCAAAAGTATTCGGGAT
CTCATCGGGAATTCTCCTAC
CTTCCTTTGCATTGGAATGA

MAKVFGISSGILLPSFALE
*

MAKVFGI
SSGILLP
SFALE*

CTTCAACTCC AGATTTTATT 0  0 0 0 0 0

1362 939 ao AN8655.1 55.m03152 AO07029
6000035

1 -208 -44 ATGAAGATTTTATTTTTATTATCATTTTCTTA
CATTATTTTTTCTTTTTCCTTCTTCCCCCCC
CTCCGTCCTTCCCTGCTACACGCTGGATTC
ACCATGACTGGCCGTTGCGGGGGTATTTAT
CATAACCCCTTACATCACCGCAGAGCTATA
TCCTTTGATTAA

ATGAAGATTTTATTTTTATTAT
CATTTTCTTACATTATTTTTTC
TTTTTCCTTCTTCCCCCCCCT
CCGTCCTTCCCTGCTACACG
CTGGATTCACCATGACTGGC
CGTTGCGGGGGTATTTATCA
TAACCCCTTACATCACCGCA
GAGCTATATCCTTTGATTAA

MKILFLLSFSYIIFSFSFFP
PLRPSLLHAGFTMTGRC
GGIYHNPLHHRRAISFD*

MKILFLL
SFSYIIFS
FSFFPPL
RPSLLHA
GFTMTG
RCGGIYH
NPLHHR
RAISFD*

TTGCATTGGA CTTTCTCTAT 0  0 0 0 0 0

1363 939 ao AN8655.1 55.m03152 AO07029
6000035

1 -112 -44 ATGACTGGCCGTTGCGGGGGTATTTATCAT
AACCCCTTACATCACCGCAGAGCTATATCC
TTTGATTAA

ATGACTGGCCGTTGCGGGG
GTATTTATCATAACCCCTTAC
ATCACCGCAGAGCTATATCC
TTTGATTAA

MTGRCGGIYHNPLHHRR
AISFD*

MTGRCG
GIYHNPL
HHRRAIS
FD*

TGGATTCACC CTTTCTCTAT 0  0 0 0 0 0

1372 952 an AN1604.1 55.m03110 AO07033
9000257

0 -38 -18 ATGATTATCAGTCCAATCTGA ATGATTATCAGTCCAATCTGA MIISPI* MIISPI* TTTCTCCGAC AGCGAACCTG 1  0 0 0 0 0

1387 958 ao AN1634.1 58.m09021 AO07029
9000045

0 -57 -40 ATGGTCATCCATTGGTGA ATGGTCATCCATTGGTGA MVIHW* MVIHW* AAGCCGCGGC TTCCGAAACA 1 A 0 0 0 0 0

1390 960 an AN5694.1 65.m07419 AO07030
9000110

0 -54 -43 ATGCTTCCGTGA ATGCTTCCGTGA MLP* MLP* ATTCATATCT TCCTTCTGGT 1 L 0 0 0 0 0

1406 965 an AN8604.1 66.m04790 AO07034
0000151

0 -56 -33 ATGTATAAACGTCCCGGACCGTGA ATGTATAAACGTCCCGGACCGTGA MYKRPGP* MYKRPGP* CCATCCAGCA AAATGTGTCC 1 J 0 0 0 YIR042C 0

1430 982 an AN1564.1 55.m03090 AO07033
9000288

0 -50 -6 ATGCGTATATGTCTCATACATGACGAGCCA
ATTTTACCCTCGTGA

ATGCGTATATGTCTCATACATGACG
AGCCAATTTTACCCTCGTGA

MRICLIHDEPILPS* MRICLIHDEPILPS
*

TGCAGTTAAT CGGAAATGCC 1 L 0 0 0 0 0

1431 982 an AN1564.1 55.m03090 AO07033
9000288

0 -42 -28 ATGTCTCATACATGA ATGTCTCATACATGA MSHT* MSHT* ATATGCGTAT CGAGCCAATT 1 L 0 0 0 0 0

1432 982 af AN1564.1 55.m03090 AO07033
9000288

0 -58 -29 ATGAAAGGGATCAATACATCTAGAGGATGA ATGAAAGGGATCAATACATCTAGAGGATGA MKGINTSRG* MKGINTSRG* ATCAATAAAA TCCGAGAATC 1 L 0 0 0 0 0

1433 982 af AN1564.1 55.m03090 AO07033
9000288

0 -32 -3 ATGATCCGAGAATCCCGTCATCGCCGTTGA ATGATCCGAGAATCCCGTCATCGCCGTTGA MIRESRHRR* MIRESRHRR* CATCTAGAGG GGATGCCGAT 1 L 0 0 0 0 0

1434 982 ao AN1564.1 55.m03090 AO07033
9000288

0 -35 -3 ATGGTCTCTCGTTTGCATAAGTACAATCTCT
AA

ATGGTCTCTCGTTTGCATAA
GTACAATCTCTAA

MVSRLHKYNL* MVSRLH
KYNL*

TATAGGAGCA AGATGCCGAT 1 L 0 0 0 0 0

1460 997 af AN7258.1 72.m19792 AO07029
7000014

1 -453 -421 ATGCACATAACTCTCCGGAGCTGCTGCAAG
TAA

ATGCACATAACTCTCCGGAGCTGCTGCAAGTA
A

MHITLRSCCK* MHITLRSCCK* GATCAATTGC GACATTTTGG 0 R 0 0 0 0 0

1461 997 ao AN7258.1 72.m19792 AO07029
7000014

1 -526 -512 ATGACCTGCATATAG ATGACCTGCATATAG MTCI* MTCI* TTTTCGATAC GAAGAAACCC 0 R 0 0 0 0 0

1471 1011 af AN0990.1 70.m15631 AO07031
8000147

0 -40 -11 ATGAGATTGAGCCCTCAGCTCATACTCTAG ATGAGATTGAGCCCTCAGCTCATACTCTAG MRLSPQLIL* MRLSPQLIL* TTCCAATGCT GCCTTACTCC 1 A 0 0 0 0 0

1474 1011 ao AN0990.1 70.m15631 AO07031
8000147

0 -39 -13 ATGAATTGTCTTAACAAAACTTGCTAA ATGAATTGTCTTAACAAAACT
TGCTAA

MNCLNKTC* MNCLNK
TC*

CAAAAGATAG ATACAGTGCA 1 A 0 0 0 0 0

1487 1023 af AN4871.1 59.m08766 AO07033
8000089

1 -159 -145 ATGCCCTTTAAATAA ATGCCCTTTAAATAA MPFK* MPFK* TGGTAACGCC TTTCTTCTCC 0 G 0 0 0 YDR371
W

0

1510 1035 af AN3747.1 65.m07387 AO07030
9000075

1 -151 -77 ATGCTTCTGCTATCATCTAGCCGTGGAGGG
ACCGCACAGAATCTGCTTCGCCTACCTGAA
CCTGTTTCGAGCTAA

ATGCTTCTGCTATCATCTAGCCGTGGAGGGAC
CGCACAGAATCTGCTTCGCCTACCTGAACCTG
TTTCGAGCTAA

MLLLSSSRGGTAQNLLRL
PEPVSS*

MLLLSSSRGGTAQNLLRLP
EPVSS*

GGTGCTTTCA TACGAACCTC 0 O 0 0 0 0 0

1528 1046 conserved AN1494.1 55.m03004 AO07033
4000211

0 -60 -13 -60 -13 -60 -13 ATGACGGTrGAkGryCAGskwrGCGCTCGyGG
CGCAGTrCACGAyTGA

ATGACGGTGGATGGTCAGCTTGGC
GCTCGTGGCGCAGTACACGACTGA

ATGACGGTGGATGGTCAGCGTGGCGCTCGCG
GCGCAGTGCACGATTGA

ATGACGGTAGAGGACCAGGG
AAGCGCTCGCGGCGCAGTG
CACGACTGA

MTVdgQlgARGAVHD* MTVDGQLGARG
AVHD*

MTVDGQRGARGAVHD* MTVEDQ
GSARGA
VHD*

krrsyTGGAC GTAyyyTGCG 1 K 0 0 NCU0205
2.1

0 0

1532 1051 an AN9467.1 53.m03848 AO07032
2000047

0 -26 -3 ATGTGGCTTTCTTACCAGTGGTGA ATGTGGCTTTCTTACCAGTGGTGA MWLSYQW* MWLSYQW* GTCCGAGTAC CAATGAAGGG 1 T 0 0 0 0 0

1570 1064 an AN5100.1 54.m06960 AO07029
1000079

1 -24 -7 ATGGAATGGGTCTTATGA ATGGAATGGGTCTTATGA MEWVL* MEWVL* ATATTTCTCT GAAACTATGT 1 DKT 0 0 0 0 0

1585 1083 af AN2143.1 72.m19698 AO07034
3000190

0 -57 -40 ATGCAGCTTACTGACTGA ATGCAGCTTACTGACTGA MQLTD* MQLTD* GGGTCAGCTT TAATTTATTC 1 D FG07139.
1

MG07070.
1

0 0 0

1586 1083 ao AN2143.1 72.m19698 AO07034
3000190

0 -47 -33 ATGCATCTACGATGA ATGCATCTACGATGA MHLR* MHLR* ATGTGAACTA CTATCTAGTG 1 D FG07139.
1

MG07070.
1

0 0 0

1587 1083 ao AN2143.1 72.m19698 AO07034
3000190

0 -36 -25 ATGACTATCTAG ATGACTATCTAG MTI* MTI* TGCATCTACG TGTTCTAAAT 1 D FG07139.
1

MG07070.
1

0 0 0

1619 1104 af AN5328.1 52.m03790 AO07033
9000247

0 -54 -10 ATGAGAGGACACACAAGCGTCCCTTCCGA
GTCTACAGTCCGATAG

ATGAGAGGACACACAAGCGTCCCTTCCGAGTC
TACAGTCCGATAG

MRGHTSVPSESTVR* MRGHTSVPSESTVR* TTATGCCAGT CAAAAGAAGA 1 Q 0 0 0 0 0

1638 1112 an AN4268.1 65.m07446 AO07034
3000043

1 -211 -200 ATGAATCATTGA ATGAATCATTGA MNH* MNH* CAAAGGAAAG TGCCTACGAG 0 R 0 0 NCU0394
9.1

0 0

1639 1112 an AN4268.1 65.m07446 AO07034
3000043

1 -200 -165 ATGCCTACGAGTACGAGTGATGCAAATACT
TATTAG

ATGCCTACGAGTACGAGTGATGCAA
ATACTTATTAG

MPTSTSDANTY* MPTSTSDANTY* TGAATCATTG ACTGTTCAAC 0 R 0 0 NCU0394
9.1

0 0

1640 1112 an AN4268.1 65.m07446 AO07034
3000043

1 -181 -116 ATGCAAATACTTATTAGACTGTTCAACGAGA
AGACGCCCGAACATCTCCGCGCGTGGTTG
ATTTGA

ATGCAAATACTTATTAGACTGTTCAA
CGAGAAGACGCCCGAACATCTCCG
CGCGTGGTTGATTTGA

MQILIRLFNEKTPEHLRA
WLI*

MQILIRLFNEKTP
EHLRAWLI*

AGTACGAGTG CTCAAATGCC 0 R 0 0 NCU0394
9.1

0 0

1641 1112 an AN4268.1 65.m07446 AO07034
3000043

1 -110 -81 ATGCCCCCGCGGCCGAATATTCCCGACTG
A

ATGCCCCCGCGGCCGAATATTCCC
GACTGA

MPPRPNIPD* MPPRPNIPD* TTTGACTCAA CAATTATATA 0 R 0 0 NCU0394
9.1

0 0

1642 1112 an AN4268.1 65.m07446 AO07034
3000043

1 -71 -42 ATGCTCATCCAATACTACTCGTGTAAATAA ATGCTCATCCAATACTACTCGTGTA
AATAA

MLIQYYSCK* MLIQYYSCK* ACAATTATAT CCCCTCCACA 0 R 0 0 NCU0394
9.1

0 0

1643 1112 af AN4268.1 65.m07446 AO07034
3000043

1 -125 -78 ATGTGGAACAACATCGGGATGGCGGGTGG
AAGCGATCCGCAAGTTTAA

ATGTGGAACAACATCGGGATGGCGGGTGGAA
GCGATCCGCAAGTTTAA

MWNNIGMAGGSDPQV* MWNNIGMAGGSDPQV* AGTCCAGAGG TATAGTATCT 0 R 0 0 NCU0394
9.1

0 0

1644 1112 af AN4268.1 65.m07446 AO07034
3000043

1 -107 -78 ATGGCGGGTGGAAGCGATCCGCAAGTTTA
A

ATGGCGGGTGGAAGCGATCCGCAAGTTTAA MAGGSDPQV* MAGGSDPQV* CAACATCGGG TATAGTATCT 0 R 0 0 NCU0394
9.1

0 0

1652 1125 conserved AN1546.1 55.m03274 AO07033
9000308

1 -185 -174 -657 -646 -177 -166 ATGkykyTGTGA ATGTTTCTGTGA ATGGCTTTGTGA ATGTCGCTGTGA MfL* MFL* MAL* MSL* yArymCAGTG rATGAsydGG 0 B 0 0 0 0 0

1653 1125 an AN1546.1 55.m03274 AO07033
9000308

1 -172 -152 ATGAGTGGGAAGAGAAACTGA ATGAGTGGGAAGAGAAACTGA MSGKRN* MSGKRN* TTTCTGTGAG TCCGTGCGAA 0 B 0 0 0 0 0

1654 1125 af AN1546.1 55.m03274 AO07033
9000308

1 -644 -621 ATGACCAGGAGCAAGATCACTTGA ATGACCAGGAGCAAGATCACTTGA MTRSKIT* MTRSKIT* GCTTTGTGAA GAGTGCAAAA 0 B 0 0 0 0 0

1655 1125 ao AN1546.1 55.m03274 AO07033
9000308

1 -164 -123 ATGACTTGGAGAAAGAGTACTCAACCGTGC
GAAAAGGAATAA

ATGACTTGGAGAAAGAGTAC
TCAACCGTGCGAAAAGGAAT
AA

MTWRKSTQPCEKE* MTWRKS
TQPCEK
E*

TCGCTGTGAA CAGATCAAGA 0 B 0 0 0 0 0

1660 1127 af AN0847.1 70.m15446 AO07021
6000006

0 -52 -32 ATGGTGCTCAGCTTTGTCTGA ATGGTGCTCAGCTTTGTCTGA MVLSFV* MVLSFV* CTCTTCCTCC CCTCTATTAT 1 O 0 MG06648.
1

NCU0948
5.1

0 0

1674 1133 af AN3539.1 56.m02549 AO07033
1000053

1 -287 -270 ATGGTTAAAATGCCTTGA ATGGTTAAAATGCCTTGA MVKMP* MVKMP* GTTTGAAGCC TCACCCTGGA 0 0 0 0 0 0

1675 1133 af AN3539.1 56.m02549 AO07033
1000053

1 -221 -207 ATGAACCCTTACTAG ATGAACCCTTACTAG MNPY* MNPY* CCACCAATGC TTTGTACTCG 0 0 0 0 0 0

1676 1133 ao AN3539.1 56.m02549 AO07033
1000053

1 -256 -191 ATGGTATGTTCAGCTAGGCAAATGGCAAGG
AAGCTTGGCGCATGTCCAAGTAATATTAAA
ACATAA

ATGGTATGTTCAGCTAGGCA
AATGGCAAGGAAGCTTGGCG
CATGTCCAAGTAATATTAAAA
CATAA

MVCSARQMARKLGACPS
NIKT*

MVCSAR
QMARKL
GACPSNI
KT*

GCACTTGTCA TAATATTGTA 0 0 0 0 0 0

1677 1133 ao AN3539.1 56.m02549 AO07033
1000053

1 -251 -240 ATGTTCAGCTAG ATGTTCAGCTAG MFS* MFS* TGTCAATGGT GCAAATGGCA 0 0 0 0 0 0
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1678 1133 ao AN3539.1 56.m02549 AO07033
1000053

1 -235 -191 ATGGCAAGGAAGCTTGGCGCATGTCCAAG
TAATATTAAAACATAA

ATGGCAAGGAAGCTTGGCGC
ATGTCCAAGTAATATTAAAAC
ATAA

MARKLGACPSNIKT* MARKLG
ACPSNIK
T*

AGCTAGGCAA TAATATTGTA 0 0 0 0 0 0

1679 1133 ao AN3539.1 56.m02549 AO07033
1000053

1 -215 -204 ATGTCCAAGTAA ATGTCCAAGTAA MSK* MSK* AGCTTGGCGC TATTAAAACA 0 0 0 0 0 0

1691 1144 af AN6528.1 62.m03116 AO07027
0000028

1 -399 -364 ATGCATCACATTTCAGCACCTACAGTCTCA
GGATAA

ATGCATCACATTTCAGCACCTACAGTCTCAGG
ATAA

MHHISAPTVSG* MHHISAPTVSG* AGCTGGCCTG TCATCAATCG 0 O 0 0 0 0 0

1697 1152 an AN4517.1 57.m05611 AO07032
1000123

1 -518 -489 ATGCTCGTTGCATTCTATCCTCTTGGGTAG ATGCTCGTTGCATTCTATCCTCTTG
GGTAG

MLVAFYPLG* MLVAFYPLG* CTTCCTTCTC TCTTTGCTTC 0 P 0 0 NCU0001
0.1

0 0

1698 1152 an AN4517.1 57.m05611 AO07032
1000123

1 -68 -54 ATGGAAATACTTTAA ATGGAAATACTTTAA MEIL* MEIL* TCGTCGTGCC TCGACGGTCT 0 P 0 0 NCU0001
0.1

0 0

1699 1152 af AN4517.1 57.m05611 AO07032
1000123

1 -665 -642 ATGGCCCAATGCTTCACCATATAG ATGGCCCAATGCTTCACCATATAG MAQCFTI* MAQCFTI* TATTTCTTGT TAGGGGTTTT 0 P 0 0 NCU0001
0.1

0 0

1700 1152 af AN4517.1 57.m05611 AO07032
1000123

1 -657 -595 ATGCTTCACCATATAGTAGGGGTTTTTCCT
TCATCCCTGTTCGTGTCCTCGTCCCACATA
TAG

ATGCTTCACCATATAGTAGGGGTTTTTCCTTCA
TCCCTGTTCGTGTCCTCGTCCCACATATAG

MLHHIVGVFPSSLFVSSS
HI*

MLHHIVGVFPSSLFVSSSHI
*

GTATGGCCCA CTTTTTAATC 0 P 0 0 NCU0001
0.1

0 0

1701 1152 af AN4517.1 57.m05611 AO07032
1000123

1 -251 -237 ATGGAAACATTTTGA ATGGAAACATTTTGA METF* METF* CAATTGTGTC TGAACGTGTG 0 P 0 0 NCU0001
0.1

0 0

1702 1152 af AN4517.1 57.m05611 AO07032
1000123

1 -237 -226 ATGAACGTGTGA ATGAACGTGTGA MNV* MNV* AAACATTTTG TTGTGTCGGA 0 P 0 0 NCU0001
0.1

0 0

1703 1152 ao AN4517.1 57.m05611 AO07032
1000123

1 -63 -34 ATGGAAATACCCTATGGTGGTTTGATCTGA ATGGAAATACCCTATGGTGG
TTTGATCTGA

MEIPYGGLI* MEIPYGG
LI*

TTGTCGTGTC GCTTGTTGGA 0 P 0 0 NCU0001
0.1

0 0

1704 1152 ao AN4517.1 57.m05611 AO07032
1000123

1 -50 -39 ATGGTGGTTTGA ATGGTGGTTTGA MVV* MVV* GAAATACCCT TCTGAGCTTG 1 P 0 0 NCU0001
0.1

0 0

1715 1165 an AN0414.1 54.m06661 AO07033
8000256

0 -41 -12 ATGAGACAAAGATTGTTTTGCATTTTCTAA ATGAGACAAAGATTGTTTTGCATTT
TCTAA

MRQRLFCIF* MRQRLFCIF* TTATTGATTG AGAAGTATAC 1 Z 0 0 0 0 0

1718 1165 ao AN0414.1 54.m06661 AO07033
8000256

0 -57 -19 ATGCCTTATATTGCACCATACTCACTTCAGA
TCGGTTAG

ATGCCTTATATTGCACCATAC
TCACTTCAGATCGGTTAG

MPYIAPYSLQIG* MPYIAPY
SLQIG*

ATAAGGTCTT ACACTGTTCA 1 Z 0 0 0 0 0

1733 1173 an AN9065.1 66.m04528 AO07033
2000209

0 -59 -9 ATGTGCCAGCCAGTACATCATACGATTCCC
AACTCAGAGCCATACTTTTAA

ATGTGCCAGCCAGTACATCATACGA
TTCCCAACTCAGAGCCATACTTTTA
A

MCQPVHHTIPNSEPYF* MCQPVHHTIPNS
EPYF*

GGCGAAATAA CCAACGAAAT 1  0 0 0 0 0

1745 1176 af AN2336.1 65.m07340 AO07034
3000082

0 -51 -28 ATGGCCAAACTGCTCAGCAAGTGA ATGGCCAAACTGCTCAGCAAGTGA MAKLLSK* MAKLLSK* AGTATAAAAG CAATGGGTAA 1 M 0 0 0 0 0

1751 1177 ao AN7587.1 72.m19609 AO07034
3000300

0 -14 -3 ATGGCGAGCTGA ATGGCGAGCTGA MAS* MAS* TGGAACGAGT GAATGCAGGT 1 S 0 0 0 0 0

1752 1179 ao AN8870.1 71.m16010 AO07027
1000001

1 -397 -386 ATGCTTAATTAG ATGCTTAATTAG MLN* MLN* TCATTGTCAT AGATTCACGC 0 J FG07480.
1

0 NCU0145
2.1

0 0

1775 1186 ao AN1722.1 58.m07789 AO07030
5000037

0 -51 -37 ATGAGGGTTCAATGA ATGAGGGTTCAATGA MRVQ* MRVQ* ACCTCGTTCT CAGTTCAAAC 1 H 0 0 0 0 0

1776 1186 ao AN1722.1 58.m07789 AO07030
5000037

0 -40 -14 ATGACAGTTCAAACAGATCCTTCTTAA ATGACAGTTCAAACAGATCCT
TCTTAA

MTVQTDPS* MTVQTD
PS*

TGAGGGTTCA TGTCCTTCTC 1 H 0 0 0 0 0

1777 1189 an AN0772.1 70.m15377 AO07031
6000067

0 -51 -25 ATGGCGTTATCACTACTTCAGCTCTAG ATGGCGTTATCACTACTTCAGCTCT
AG

MALSLLQL* MALSLLQL* AGCACTGAAA ATCTGGTTTG 1 IQR 0 0 0 0 0

1782 1189 af AN0772.1 70.m15377 AO07031
6000067

0 -57 -25 ATGTGCTACTGTTACCAAAATTTAGCACTCT
GA

ATGTGCTACTGTTACCAAAATTTAGCACTCTGA MCYCYQNLAL* MCYCYQNLAL* AATATGGCCC GTTGAATCTG 1 IQR 0 0 0 0 0

1821 1215 an AN6725.1 65.m07245 AO07033
9000169

0 -42 -28 ATGCGGCCACCCTGA ATGCGGCCACCCTGA MRPP* MRPP* TATTCATACT ATCGACAGTA 1 A 0 MG07164.
1

NCU0676
3.1

0 0

1827 1215 ao AN6725.1 65.m07245 AO07033
9000169

0 -40 -29 ATGACCGCATAA ATGACCGCATAA MTA* MTA* TCACTGTGAC TCGCGAGAGA 1 A 0 MG07164.
1

NCU0676
3.1

0 0

1858 1224 an AN8565.1 71.m15702 AO07031
1000007

0 -45 -31 ATGCGGCGGCCATGA ATGCGGCGGCCATGA MRRP* MRRP* TGCAAATGCA TCCGTTCACA 1 E 0 0 0 0 0

1859 1224 an AN8565.1 71.m15702 AO07031
1000007

0 -34 -2 ATGATCCGTTCACATCGCCCTCGTGCCTGC
TGA

ATGATCCGTTCACATCGCCCTCGTG
CCTGCTGA

MIRSHRPRAC* MIRSHRPRAC* TGCGGCGGCC AATGAGTCCG 1 E 0 0 0 0 0

1866 1231 an AN4162.1 58.m07363 AO07034
2000192

1 -41 -15 ATGAGTCGATATATATTTGCAAGTTAA ATGAGTCGATATATATTTGCAAGTT
AA

MSRYIFAS* MSRYIFAS* GGATCCCTTG AGTTCGCTTC 1  0 0 0 0 0

1892 1240 an AN4861.1 59.m09110 AO07032
9000146

1 -122 -105 ATGCTTCATGCACCTTGA ATGCTTCATGCACCTTGA MLHAP* MLHAP* TGAAACTCCC TTCCAACATA 0 K 0 0 0 0 0

1905 1243 an AN2884.1 59.m08731 AO07033
8000130

0 -25 -8 ATGGCCTGTCATATGTGA ATGGCCTGTCATATGTGA MACHM* MACHM* CCGGCCTTAC CCTCACGATG 1 0 0 0 0 0

1907 1243 ao AN2884.1 59.m08731 AO07033
8000130

0 -27 -16 ATGGCTCATTAG ATGGCTCATTAG MAH* MAH* ATGTATATGT AGGTAAACGT 1 0 0 0 0 0

1947 1264 af AN5588.1 58.m07509 AO07032
8000021

1 -246 -220 ATGGCAGTCATCCCGATCAAAGATTGA ATGGCAGTCATCCCGATCAAAGATTGA MAVIPIKD* MAVIPIKD* CTCGTTGGCG GCTACCATCT 0 O FG01475.
1

0 0 0 0

1948 1264 ao AN5588.1 58.m07509 AO07032
8000021

1 -113 -87 ATGGCATTTGCGTTCACTAAGAGATAA ATGGCATTTGCGTTCACTAA
GAGATAA

MAFAFTKR* MAFAFT
KR*

CTGATCAGTG TCTCGTCTCA 0 O FG01475.
1

0 0 0 0

1958 1276 an AN7470.1 57.m05874 AO07028
7000056

0 -60 -19 ATGATCTACCCATCAATTGACCTTTACATCC
AGCTCAATTGA

ATGATCTACCCATCAATTGACCTTTA
CATCCAGCTCAATTGA

MIYPSIDLYIQLN* MIYPSIDLYIQLN* GCGTGAACGA GATAGTCTTT 1 0 0 0 0 0

1963 1276 af AN7470.1 57.m05874 AO07028
7000056

1 -159 -79 ATGCCAGCAGTATTTGCCAGTGAGGATGTC
GAGTCGTTCAGCGAGTACACTGCTAATCTA
CAAAGGTCAAAAATACTATAA

ATGCCAGCAGTATTTGCCAGTGAGGATGTCGA
GTCGTTCAGCGAGTACACTGCTAATCTACAAA
GGTCAAAAATACTATAA

MPAVFASEDVESFSEYT
ANLQRSKIL*

MPAVFASEDVESFSEYTAN
LQRSKIL*

TATTATATAA TTATCAGCAT 0 0 0 0 0 0

1964 1276 af AN7470.1 57.m05874 AO07028
7000056

1 -134 -66 ATGTCGAGTCGTTCAGCGAGTACACTGCTA
ATCTACAAAGGTCAAAAATACTATAATTATC
AGCATTGA

ATGTCGAGTCGTTCAGCGAGTACACTGCTAAT
CTACAAAGGTCAAAAATACTATAATTATCAGCA
TTGA

MSSRSASTLLIYKGQKYY
NYQH*

MSSRSASTLLIYKGQKYYN
YQH*

GCCAGTGAGG GATTTCCCAA 0 0 0 0 0 0

1970 1279 an AN0905.1 70.m15514 AO07032
0000080

0 -33 -22 ATGATGGCCTAG ATGATGGCCTAG MMA* MMA* CTCGTATTAT AGCACTTTGG 1 DO 0 0 0 0 0

1982 1283 af AN2447.1 69.m15212 AO07026
4000030

1 -37 -14 ATGCGATTAAGCGGGACCGCCTGA ATGCGATTAAGCGGGACCGCCTGA MRLSGTA* MRLSGTA* CTTGGCGCAG TCGCCCGGCC 1  FG01481.
1

MG03241.
1

0 0 0

1983 1287 conserved AN6642.1 62.m03239 AO07029
5000022

1 -101 -54 -86 -39 -139 -92 ATGGACTCkCAyTssyTkGwdGAyACrATmTAy
ATGrAGCCTCCyTAr

ATGGACTCGCATTCCTTGGTTGACA
CGATCTATATGGAGCCTCCCTAA

ATGGACTCTCACTCGCTTGAAGATACGATATA
CATGAAGCCTCCTTAG

ATGGACTCGCATTGCCTGGA
GGATACAATCTATATGGAGC
CTCCCTAA

MDSHsLvDTIYMePP* MDSHSLVDTIYM
EPP*

MDSHSLEDTIYMKPP* MDSHCL
EDTIYME
PP*

sTbbwkGTGy rrdmmmbsmh 0 P 0 0 0 0 0

1984 1287 conserved AN6642.1 62.m03239 AO07029
5000022

1 -68 -54 -53 -39 -106 -92 ATGrAGCCTCCyTAr ATGGAGCCTCCCTAA ATGAAGCCTCCTTAG ATGGAGCCTCCCTAA MePP* MEPP* MKPP* MEPP* yACrATmTAy rrdmmmbsmh 0 P 0 0 0 0 0

1992 1294 an AN5549.1 69.m14939 AO07034
1000115

1 -300 -226 ATGACAAAATGGACCAAATCCTGGATGAAA
TGGCAGAGATACCTTGCTCTCTCTTTACAG
CGACGCTGGGCCTGA

ATGACAAAATGGACCAAATCCTGGA
TGAAATGGCAGAGATACCTTGCTCT
CTCTTTACAGCGACGCTGGGCCTG
A

MTKWTKSWMKWQRYLA
LSLQRRWA*

MTKWTKSWMK
WQRYLALSLQR
RWA*

GAGGAGTGGA AAATTCCATC 0 P 0 0 0 0 0

1993 1294 an AN5549.1 69.m14939 AO07034
1000115

1 -292 -176 ATGGACCAAATCCTGGATGAAATGGCAGAG
ATACCTTGCTCTCTCTTTACAGCGACGCTG
GGCCTGAAAATTCCATCAGATTCCGCAGGA
TTGACAGGCCCCAGCAGCCCAATTTGA

ATGGACCAAATCCTGGATGAAATGG
CAGAGATACCTTGCTCTCTCTTTAC
AGCGACGCTGGGCCTGAAAATTCC
ATCAGATTCCGCAGGATTGACAGGC
CCCAGCAGCCCAATTTGA

MDQILDEMAEIPCSLFTA
TLGLKIPSDSAGLTGPSS
PI*

MDQILDEMAEIPC
SLFTATLGLKIPS
DSAGLTGPSSPI*

GAATGACAAA TCCTACCTAG 0 P 0 0 0 0 0

1994 1294 an AN5549.1 69.m14939 AO07034
1000115

1 -276 -226 ATGAAATGGCAGAGATACCTTGCTCTCTCT
TTACAGCGACGCTGGGCCTGA

ATGAAATGGCAGAGATACCTTGCTC
TCTCTTTACAGCGACGCTGGGCCT
GA

MKWQRYLALSLQRRWA* MKWQRYLALSL
QRRWA*

CAAATCCTGG AAATTCCATC 0 P 0 0 0 0 0

1995 1294 an AN5549.1 69.m14939 AO07034
1000115

1 -271 -176 ATGGCAGAGATACCTTGCTCTCTCTTTACA
GCGACGCTGGGCCTGAAAATTCCATCAGAT
TCCGCAGGATTGACAGGCCCCAGCAGCCC
AATTTGA

ATGGCAGAGATACCTTGCTCTCTCT
TTACAGCGACGCTGGGCCTGAAAAT
TCCATCAGATTCCGCAGGATTGACA
GGCCCCAGCAGCCCAATTTGA

MAEIPCSLFTATLGLKIPS
DSAGLTGPSSPI*

MAEIPCSLFTATL
GLKIPSDSAGLT
GPSSPI*

CCTGGATGAA TCCTACCTAG 0 P 0 0 0 0 0

1996 1295 an AN4401.1 58.m07925 AO07026
1000045

1 -275 -255 ATGACGCCGCTGGGAATGTAG ATGACGCCGCTGGGAATGTAG MTPLGM* MTPLGM* TTGCCGGCCA CTGTTATCTT 0 E 0 0 0 0 0

1997 1295 an AN4401.1 58.m07925 AO07026
1000045

1 -238 -137 ATGAGTCAGTTCTGTCAGTGTCCCTCTTTC
ACCCAGATTTTTTTGGAGGCCGAAATCGCC
CCTCGATTCCGCCCCGCCGACGGGACCGG
GACCCTACCTTGA

ATGAGTCAGTTCTGTCAGTGTCCCT
CTTTCACCCAGATTTTTTTGGAGGC
CGAAATCGCCCCTCGATTCCGCCC
CGCCGACGGGACCGGGACCCTACC
TTGA

MSQFCQCPSFTQIFLEAE
IAPRFRPADGTGTLP*

MSQFCQCPSFT
QIFLEAEIAPRFR
PADGTGTLP*

TCTTATCGAG CATTTTAAAA 0 E 0 0 0 0 0

1998 1295 af AN4401.1 58.m07925 AO07026
1000045

1 -240 -226 ATGAAATGTGGTTAG ATGAAATGTGGTTAG MKCG* MKCG* AAAAACTCCG TGTAGGGACG 0 E 0 0 0 0 0

1999 1295 af AN4401.1 58.m07925 AO07026
1000045

1 -235 -221 ATGTGGTTAGTGTAG ATGTGGTTAGTGTAG MWLV* MWLV* CTCCGATGAA GGACGGCAGT 0 E 0 0 0 0 0
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2000 1295 af AN4401.1 58.m07925 AO07026
1000045

1 -191 -114 ATGAGTCAAAGATTTGTGGCCGAAATCGCC
TCTCGGTCATTGTTCTGCCCCGCCAGTCTG
GCTCCAGCTTTCCTTTAA

ATGAGTCAAAGATTTGTGGCCGAAATCGCCTC
TCGGTCATTGTTCTGCCCCGCCAGTCTGGCTC
CAGCTTTCCTTTAA

MSQRFVAEIASRSLFCPA
SLAPAFL*

MSQRFVAEIASRSLFCPAS
LAPAFL*

TATCGGGGGT AATTTCCCTC 0 E 0 0 0 0 0

2015 1300 ao AN3123.1 59.m08613 AO07030
3000024

0 -38 -9 ATGTCTGGAATCTTCCTGCAGCCTGAATAA ATGTCTGGAATCTTCCTGCA
GCCTGAATAA

MSGIFLQPE* MSGIFLQ
PE*

CTTGTTACCG ACTGCAACAT 1 PT FG04030.
1

0 NCU0451
2.1

0 0

2020 1301 ao AN8251.1 53.m03716 AO07031
0000057

0 -59 -48 ATGACCCGCTGA ATGACCCGCTGA MTR* MTR* ACCCGGGGAC CTTCTACCCA 1  0 0 0 0 0

2039 1311 af AN8363.1 52.m04104 AO07027
4000030

1 -165 -61 ATGTTCCGCATAGGACAGGACGTTCACGC
GATGTGGATCCCCTCGGCAGACGTCTTAGT
CTGGTCTCCTGAAAATCTCCCTTCTGCTTT
CACAAGCCACAGGTAA

ATGTTCCGCATAGGACAGGACGTTCACGCGAT
GTGGATCCCCTCGGCAGACGTCTTAGTCTGG
TCTCCTGAAAATCTCCCTTCTGCTTTCACAAGC
CACAGGTAA

MFRIGQDVHAMWIPSAD
VLVWSPENLPSAFTSHR*

MFRIGQDVHAMWIPSADVL
VWSPENLPSAFTSHR*

ATCAACAAGG CCAACAACTC 0 R 0 0 0 0 0

2040 1311 af AN8363.1 52.m04104 AO07027
4000030

1 -135 -61 ATGTGGATCCCCTCGGCAGACGTCTTAGTC
TGGTCTCCTGAAAATCTCCCTTCTGCTTTC
ACAAGCCACAGGTAA

ATGTGGATCCCCTCGGCAGACGTCTTAGTCTG
GTCTCCTGAAAATCTCCCTTCTGCTTTCACAA
GCCACAGGTAA

MWIPSADVLVWSPENLP
SAFTSHR*

MWIPSADVLVWSPENLPS
AFTSHR*

CGTTCACGCG CCAACAACTC 0 R 0 0 0 0 0

2042 1311 ao AN8363.1 52.m04104 AO07027
4000030

1 -146 -108 ATGAAAGAATATCCCGAGCGAAGCAGCCGT
CACATGTAA

ATGAAAGAATATCCCGAGCG
AAGCAGCCGTCACATGTAA

MKEYPERSSRHM* MKEYPE
RSSRHM
*

GGTGCCCTGT TGTGAGAAAA 0 R 0 0 0 0 0

2043 1321 af AN1451.1 55.m02953 AO07030
2000016

1 -225 -193 ATGAGACTTGTCTATCTTCGTCCAAATCTAT
AG

ATGAGACTTGTCTATCTTCGTCCAAATCTATAG MRLVYLRPNL* MRLVYLRPNL* GGAGACATCT CCACCGGGTT 0 FG00185.
1

0 NCU0053
7.1

0 0

2044 1321 ao AN1451.1 55.m02953 AO07030
2000016

1 -294 -232 ATGCACGGCTTGAGTCAGTGGACTTGTAAT
TTGATCCAGTTTTCGTTATTGTCTTCAGCTT
GA

ATGCACGGCTTGAGTCAGTG
GACTTGTAATTTGATCCAGTT
TTCGTTATTGTCTTCAGCTTG
A

MHGLSQWTCNLIQFSLL
SSA*

MHGLSQ
WTCNLI
QFSLLSS
A*

TCGAATCTGT CTTAATTGAG 0 FG00185.
1

0 NCU0053
7.1

0 0

2055 1323 an AN4495.1 57.m05636 AO07031
1000047

0 -47 -36 ATGATATTATAA ATGATATTATAA MIL* MIL* AACATTGAAC TAAATATCAT 1 L 0 0 0 0 0

2074 1331 an AN4270.1 65.m07444 AO07027
7000018

0 -20 ATGCCGGTGCATCTTAACTAA ATGCCGGTGCATCTTAACTAA MPVHLN* MPVHLN* TCTGCTGTTG TGTATTCTTC 1 TU 0 0 0 0 0

2075 1331 af AN4270.1 65.m07444 AO07027
7000018

0 -14 ATGCGAGCGCTGTGA ATGCGAGCGCTGTGA MRAL* MRAL* TCCCACTCTA TGTACTCGTC 1 TU 0 0 0 0 0

2078 1331 ao AN4270.1 65.m07444 AO07027
7000018

0 -43 -32 ATGGCTGCTTGA ATGGCTGCTTGA MAA* MAA* TCTTTCTTAT TTGTTTTTCT 1 TU 0 0 0 0 0

2079 1331 ao AN4270.1 65.m07444 AO07027
7000018

0 -20 ATGCAAGGGCTGTGTTGGTAA ATGCAAGGGCTGTGTTGGTA
A

MQGLCW* MQGLCW
*

TGTTTTTCTA TGTACTCTTC 1 TU 0 0 0 0 0

2081 1333 an AN7481.1 57.m05862 AO07028
7000038

0 -48 -28 ATGTTCATTGCGTCTATCTGA ATGTTCATTGCGTCTATCTGA MFIASI* MFIASI* AACATCCTTT CTGGGCTGAA 1 D 0 0 0 0 0

2089 1341 an AN4878.1 59.m09408 AO07033
8000082

1 -287 -252 ATGATTGCGCGATTGCCGGCTTCATTTATC
ATCTAA

ATGATTGCGCGATTGCCGGCTTCAT
TTATCATCTAA

MIARLPASFII* MIARLPASFII* CGGTCGTACA TCTATACCTA 0 K 0 0 0 0 0

2090 1341 af AN4878.1 59.m09408 AO07033
8000082

1 -413 -354 ATGCTGAGTCTAGCGGCGATTCGTCGATCA
CCGTTCTTGTCAACCGTCAATTCCGCTTGA

ATGCTGAGTCTAGCGGCGATTCGTCGATCACC
GTTCTTGTCAACCGTCAATTCCGCTTGA

MLSLAAIRRSPFLSTVNS
A*

MLSLAAIRRSPFLSTVNSA* CCTGATCCGA CTCTTTAGCT 0 K 0 0 0 0 0

2091 1341 ao AN4878.1 59.m09408 AO07033
8000082

1 -105 -25 ATGTTATCTTTATTGGCACTCCCTTCTTCAC
CTCTTCCCAGCTTTCAGCCCCCATCCCTGG
GCCTACCGTCTGGGTACTAA

ATGTTATCTTTATTGGCACTC
CCTTCTTCACCTCTTCCCAGC
TTTCAGCCCCCATCCCTGGG
CCTACCGTCTGGGTACTAA

MLSLLALPSSPLPSFQPP
SLGLPSGY*

MLSLLAL
PSSPLPS
FQPPSL
GLPSGY*

CTTGAGCCGG ATACACGCCC 0 K 0 0 0 0 0

2117 1358 an AN4915.1 59.m09401 AO07033
8000028

1 -320 -303 ATGTTGCAAGGCATCTAA ATGTTGCAAGGCATCTAA MLQGI* MLQGI* TGCCTTACCT AATTCTGCAG 0 U FG05501.
1

MG06241.
1

NCU0641
0.1

0 YOR089C

2118 1359 an AN3600.1 58.m07398 AO07034
2000153

1 -182 -141 ATGCTTTCATTGTGCTCGCGTGGTGGGTCT
GCAGGACAATGA

ATGCTTTCATTGTGCTCGCGTGGTG
GGTCTGCAGGACAATGA

MLSLCSRGGSAGQ* MLSLCSRGGSA
GQ*

TGAGCGATAC ATATCCCTGC 0  0 0 0 0 0

2119 1359 an AN3600.1 58.m07398 AO07034
2000153

1 -144 -103 ATGAATATCCCTGCCAACGGTTCAGGCGAT
TCTGTGAATTGA

ATGAATATCCCTGCCAACGGTTCAG
GCGATTCTGTGAATTGA

MNIPANGSGDSVN* MNIPANGSGDSV
N*

CTGCAGGACA GCTTGACGAT 0  0 0 0 0 0

2120 1359 an AN3600.1 58.m07398 AO07034
2000153

1 -74 -54 ATGCGCACAGGTTCTCGGTGA ATGCGCACAGGTTCTCGGTGA MRTGSR* MRTGSR* ACCCCTTGCC CCTACTTTTA 0  0 0 0 0 0

2121 1359 af AN3600.1 58.m07398 AO07034
2000153

1 -65 -27 ATGGCTCATTGCAGAATTTCCTCATTTTTCG
ACTGGTGA

ATGGCTCATTGCAGAATTTCCTCATTTTTCGAC
TGGTGA

MAHCRISSFFDW* MAHCRISSFFDW* CGGAAAGCAT AGAAATAGAG 0  0 0 0 0 0

2122 1359 ao AN3600.1 58.m07398 AO07034
2000153

1 -225 -193 ATGGATCATTCTCTGCGTCGGACTGCGTCC
TGA

ATGGATCATTCTCTGCGTCG
GACTGCGTCCTGA

MDHSLRRTAS* MDHSLR
RTAS*

TCTCTCTTCC CATAATTCTT 0  0 0 0 0 0

2123 1359 ao AN3600.1 58.m07398 AO07034
2000153

1 -67 -23 ATGCAAACCATCCCTGGCAGATCCACCTTA
ACGCTCGACCGATGA

ATGCAAACCATCCCTGGCAG
ATCCACCTTAACGCTCGACC
GATGA

MQTIPGRSTLTLDR* MQTIPG
RSTLTLD
R*

GTGCACGAGA GAACAGGGAT 0  0 0 0 0 0

2124 1359 ao AN3600.1 58.m07398 AO07034
2000153

1 -26 -3 ATGAGAACAGGGATTTTGTTTTAG ATGAGAACAGGGATTTTGTT
TTAG

MRTGILF* MRTGILF
*

CGCTCGACCG AAATGGATAT 1  0 0 0 0 0

2125 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -368 -357 ATGATACTCTGA ATGATACTCTGA MIL* MIL* GAGCTCTTCA CCGAATAAAT 0 R 0 0 0 0 0

2126 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -333 -247 ATGTATCTTATGCATCATCTGTTTCGATCAA
TGCATAGTCGTCGTCAGTGTTTGTCCTCGA
CTCAGCGACGAGATACCCAAACATGA

ATGTATCTTATGCATCATCTGTTTCGATCAATG
CATAGTCGTCGTCAGTGTTTGTCCTCGACTCA
GCGACGAGATACCCAAACATGA

MYLMHHLFRSMHSRRQ
CLSSTQRRDTQT*

MYLMHHLFRSMHSRRQCL
SSTQRRDTQT*

GTGTCCTTAT GAGAACCATA 0 R 0 0 0 0 0

2127 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -324 -247 ATGCATCATCTGTTTCGATCAATGCATAGT
CGTCGTCAGTGTTTGTCCTCGACTCAGCGA
CGAGATACCCAAACATGA

ATGCATCATCTGTTTCGATCAATGCATAGTCG
TCGTCAGTGTTTGTCCTCGACTCAGCGACGAG
ATACCCAAACATGA

MHHLFRSMHSRRQCLSS
TQRRDTQT*

MHHLFRSMHSRRQCLSST
QRRDTQT*

TATGTATCTT GAGAACCATA 0 R 0 0 0 0 0

2128 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -303 -247 ATGCATAGTCGTCGTCAGTGTTTGTCCTCG
ACTCAGCGACGAGATACCCAAACATGA

ATGCATAGTCGTCGTCAGTGTTTGTCCTCGAC
TCAGCGACGAGATACCCAAACATGA

MHSRRQCLSSTQRRDT
QT*

MHSRRQCLSSTQRRDTQT
*

GTTTCGATCA GAGAACCATA 0 R 0 0 0 0 0

2129 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -250 -236 ATGAGAGAACCATAG ATGAGAGAACCATAG MREP* MREP* ATACCCAAAC ACATGCTGCC 0 R 0 0 0 0 0

2130 1364 af AN1090.1 70.m15142 AO07028
5000059

1 -233 -213 ATGCTGCCAGAAACAAACTAA ATGCTGCCAGAAACAAACTAA MLPETN* MLPETN* AACCATAGAC CTTTGTCGCA 0 R 0 0 0 0 0

2131 1364 ao AN1090.1 70.m15142 AO07028
5000059

1 -350 -183 ATGATATTCTTTGTCCTTTCGTGCAGAACG
TCAAAATTGCCTACGATCTTACATCGTCATG
ATTGCGCTCCTCCTGGCCCTTTCATTGGTC
TCATGTGGTCTCAGAAACCAGTGGTACCTA
CTCAGGTACCTGCCTGGCGGGAGTGCTAT
TGGAGTTGCTGCGTTTAA

ATGATATTCTTTGTCCTTTCG
TGCAGAACGTCAAAATTGCC
TACGATCTTACATCGTCATGA
TTGCGCTCCTCCTGGCCCTT
TCATTGGTCTCATGTGGTCT
CAGAAACCAGTGGTACCTAC
TCAGGTACCTGCCTGGCGGG
AGTGCTATTGGAGTTGCTGC
GTTTAA

MIFFVLSCRTSKLPTILHR
HDCAPPGPFIGLMWSQK
PVVPTQVPAWRECYWS
CCV*

MIFFVLS
CRTSKLP
TILHRHD
CAPPGP
FIGLMW
SQKPVV
PTQVPA
WRECY
WSCCV*

GTGGTAGGTA TCTATCTCCC 0 R 0 0 0 0 0

2132 1364 ao AN1090.1 70.m15142 AO07028
5000059

1 -292 -116 ATGATTGCGCTCCTCCTGGCCCTTTCATTG
GTCTCATGTGGTCTCAGAAACCAGTGGTAC
CTACTCAGGTACCTGCCTGGCGGGAGTGC
TATTGGAGTTGCTGCGTTTAATCTATCTCC
CGTCTCATTCCAGGTTTTCAGGCACCCCTG
TTACAACTTGCGTCAGCTGCGGACCTGA

ATGATTGCGCTCCTCCTGGC
CCTTTCATTGGTCTCATGTG
GTCTCAGAAACCAGTGGTAC
CTACTCAGGTACCTGCCTGG
CGGGAGTGCTATTGGAGTTG
CTGCGTTTAATCTATCTCCCG
TCTCATTCCAGGTTTTCAGG
CACCCCTGTTACAACTTGCG
TCAGCTGCGGACCTGA

MIALLLALSLVSCGLRNQ
WYLLRYLPGGSAIGVAAF
NLSPVSFQVFRHPCYNL
RQLRT*

MIALLLAL
SLVSCGL
RNQWYL
LRYLPG
GSAIGVA
AFNLSPV
SFQVFR
HPCYNL
RQLRT*

TTACATCGTC CTTGATCAAC 0 R 0 0 0 0 0

2133 1364 ao AN1090.1 70.m15142 AO07028
5000059

1 -257 -183 ATGTGGTCTCAGAAACCAGTGGTACCTACT
CAGGTACCTGCCTGGCGGGAGTGCTATTG
GAGTTGCTGCGTTTAA

ATGTGGTCTCAGAAACCAGT
GGTACCTACTCAGGTACCTG
CCTGGCGGGAGTGCTATTGG
AGTTGCTGCGTTTAA

MWSQKPVVPTQVPAWR
ECYWSCCV*

MWSQKP
VVPTQV
PAWREC
YWSCCV
*

CATTGGTCTC TCTATCTCCC 0 R 0 0 0 0 0

2149 1381 af AN4390.1 58.m07933 AO07026
1000036

0 -50 -27 ATGACATTACTGACCTTGCTTTGA ATGACATTACTGACCTTGCTTTGA MTLLTLL* MTLLTLL* AAGCCTGCTA GAATCTAGTA 1  0 0 0 0 0

2152 1381 ao AN4390.1 58.m07933 AO07026
1000036

0 -47 -3 ATGTCCAACGTGCTAACAGTATCTCCATTA
GAAGAAATCACATAA

ATGTCCAACGTGCTAACAGT
ATCTCCATTAGAAGAAATCAC
ATAA

MSNVLTVSPLEEIT* MSNVLT
VSPLEEI
T*

GACCTTGATC CAATGTTCAT 1  0 0 0 0 0

2171 1387 af AN1832.1 58.m07674 AO07031
8000085

0 -50 -21 ATGCAAGAGTCACGCACCATCCAACCTTGA ATGCAAGAGTCACGCACCATCCAACCTTGA MQESRTIQP* MQESRTIQP* TCTGGCTACA AAAAGAAAAT 1  0 0 0 0 0

2179 1396 conserved AN5452.1 69.m15743 AO07023
9000031

1 -105 -85 -103 -83 -106 -86 ATGGGAdTrvTwyyAywhTrA ATGGGAGTACTTTTATTATAA ATGGGATTGATTCTATTCTGA ATGGGAATGGTATCACATTA
A

MGvlll* MGVLLL* MGLILF* MGMVSH
*

mTCTGCAGCA AGwCAmmywd 0 A 0 MG06457.
1

0 0 0
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2181 1396 ao AN5452.1 69.m15743 AO07023
9000031

1 -100 -86 ATGGTATCACATTAA ATGGTATCACATTAA MVSH* MVSH* AGCAATGGGA AGTCAACTTT 0 A 0 MG06457.
1

0 0 0

2185 1399 an AN6524.1 62.m03113 AO07027
0000023

0 -58 -23 ATGGGCTCTAAGTTATTGAAACTGTGCCGC
CCGTAG

ATGGGCTCTAAGTTATTGAAACTGT
GCCGCCCGTAG

MGSKLLKLCRP* MGSKLLKLCRP* AGGTCGGTAG GATTACGAAT 1  0 0 0 0 0

2194 1400 af AN4674.1 71.m15664 AO07028
4000032

1 -251 -222 ATGCTCTTAGCGTCTTATAGCTTGCCGTAA ATGCTCTTAGCGTCTTATAGCTTGCCGTAA MLLASYSLP* MLLASYSLP* CACGGAGCAG ACGCTTCGTC 0 GO 0 0 0 0 0

2197 1400 ao AN4674.1 71.m15664 AO07028
4000032

1 -380 -345 ATGTGTTCGTGGTCTGTGGCTGATCGACGT
CAGTAA

ATGTGTTCGTGGTCTGTGGC
TGATCGACGTCAGTAA

MCSWSVADRRQ* MCSWSV
ADRRQ*

GCCCATTTCC TTAACTGCCA 0 GO 0 0 0 0 0

2200 1407 af AN5983.1 72.m19943 AO07034
0000297

0 -24 -4 ATGCTTGCCCGAAGTCGATGA ATGCTTGCCCGAAGTCGATGA MLARSR* MLARSR* GTCTATTTTG ACCATGACGC 1 S 0 0 0 0 0

2201 1407 ao AN5983.1 72.m19943 AO07034
0000297

0 -54 -43 ATGTATATCTAA ATGTATATCTAA MYI* MYI* GCATCTCACA ATACATGTGC 1 S 0 0 0 0 0

2202 1407 ao AN5983.1 72.m19943 AO07034
0000297

0 -38 -27 ATGTGCCCTTAG ATGTGCCCTTAG MCP* MCP* ATCTAAATAC ACTTTTTGAA 1 S 0 0 0 0 0

2203 1408 conserved AN5966.1 72.m19965 AO07034
0000323

1 -100 -83 -175 -158 -77 -60 ATGAwCGGGATACCGTGA ATGATCGGGATACCGTGA ATGAACGGGATACCGTGA ATGATCGGGATACCGTGA MiGIP* MIGIP* MNGIP* MIGIP* TyTGyrATCr AmyyydysyC 0 R 0 0 0 0 0

2211 1421 an AN6730.1 65.m07240 AO07033
9000174

0 -34 -17 ATGATACGTCGAGATTGA ATGATACGTCGAGATTGA MIRRD* MIRRD* AGGCTCCCGC TCGTTCAACG 1 F 0 0 0 0 0

2213 1433 af AN5725.1 54.m06845 AO07032
4000126

0 -23 -3 ATGTCTCTTGTCTCGTGTTGA ATGTCTCTTGTCTCGTGTTGA MSLVSC* MSLVSC* TTCATTGACT TCATGATGCT 1 M 0 0 NCU0677
9.1

YNL048W YNL048W

2215 1433 ao AN5725.1 54.m06845 AO07032
4000126

0 -43 -29 ATGAGACTACAATAG ATGAGACTACAATAG MRLQ* MRLQ* CAACGTACGG TGATGTCCGT 1 M 0 0 NCU0677
9.1

YNL048W YNL048W

2216 1433 ao AN5725.1 54.m06845 AO07032
4000126

0 -26 -6 ATGTCCGTTGTCTTTTGTTAG ATGTCCGTTGTCTTTTGTTAG MSVVFC* MSVVFC* TACAATAGTG CCATGATGCT 1 M 0 0 NCU0677
9.1

YNL048W YNL048W

2217 1436 an AN1510.1 55.m03022 AO07033
4000228

1 -146 -132 ATGGCCACGTTCTGA ATGGCCACGTTCTGA MATF* MATF* TTGGACGTTT TTAGCCACTC 0 OU 0 0 0 0 0

2218 1436 af AN1510.1 55.m03022 AO07033
4000228

1 -227 -186 ATGGTCTTCCAGTCTCCTTGGCTCCGTCTT
TGCTTTGATTGA

ATGGTCTTCCAGTCTCCTTGGCTCCGTCTTTG
CTTTGATTGA

MVFQSPWLRLCFD* MVFQSPWLRLCFD* TTGCTATTGC TAATCCTCGA 0 OU 0 0 0 0 0

2219 1436 af AN1510.1 55.m03022 AO07033
4000228

1 -85 -74 ATGCATTTCTGA ATGCATTTCTGA MHF* MHF* TTACTAGTAT GAACTTGATC 0 OU 0 0 0 0 0

2220 1436 ao AN1510.1 55.m03022 AO07033
4000228

1 -289 -248 ATGATTTTCTCGGTCGCATTGGATTTTGTT
GCGTCTTTTTAA

ATGATTTTCTCGGTCGCATT
GGATTTTGTTGCGTCTTTTTA

MIFSVALDFVASF* MIFSVAL
DFVASF*

TCTCTTTTTT TTTTTTCGTT 0 OU 0 0 0 0 0

2221 1436 ao AN1510.1 55.m03022 AO07033
4000228

1 -166 -140 ATGAGTTTGTTTAGACCCTTGATCTGA ATGAGTTTGTTTAGACCCTTG
ATCTGA

MSLFRPLI* MSLFRPL
I*

ACAGAAGATC TTGACAATTT 0 OU 0 0 0 0 0

2235 1441 an AN8445.1 52.m03678 AO07034
1000302

0 -51 -25 ATGAAACAAGGGCGATCAGGGCTTTAG ATGAAACAAGGGCGATCAGGGCTT
TAG

MKQGRSGL* MKQGRSGL* CCCTTCCTGC GACACGTCCG 1 R 0 0 0 0 0

2281 1457 af AN7418.1 57.m05460 AO07032
3000154

0 -54 -34 ATGCCTACTCTTCTTTATTGA ATGCCTACTCTTCTTTATTGA MPTLLY* MPTLLY* TTGCAAGCAC TATGCAAACT 1 HC 0 0 0 0 0

2287 1457 ao AN7418.1 57.m05460 AO07032
3000154

0 -55 -35 ATGTTACGCTTCCGGCCATAG ATGTTACGCTTCCGGCCATA
G

MLRFRP* MLRFRP* GGCACTTTAA CTCAGATAAG 1 HC 0 0 0 0 0

2312 1473 an AN5307.1 70.m15393 AO07031
6000053

0 -36 -19 ATGCAGGTGAAAGGATGA ATGCAGGTGAAAGGATGA MQVKG* MQVKG* CAGCGGAAGG ATCAAGCCAG 1 C 0 0 0 0 0

2322 1473 ao AN5307.1 70.m15393 AO07031
6000053

0 -57 -16 ATGTCAGTGTCTGCAACTCCACCCGGAGAG
GCTGGTTCCTAA

ATGTCAGTGTCTGCAACTCC
ACCCGGAGAGGCTGGTTCCT
AA

MSVSATPPGEAGS* MSVSAT
PPGEAG
S*

TTCGATCAAT AATAATATAC 1 C 0 0 0 0 0

2332 1488 an AN1097.1 70.m15134 AO07028
5000045

1 -173 -162 ATGGCTCGATAA ATGGCTCGATAA MAR* MAR* CCGATAGTCG GATACTCCAC 0 T 0 0 0 0 0

2333 1488 an AN1097.1 70.m15134 AO07028
5000045

1 -49 -29 ATGACTTATAACTCTTTCTAA ATGACTTATAACTCTTTCTAA MTYNSF* MTYNSF* TACATACTTC AGGCCTTCTT 1 T 0 0 0 0 0

2359 1510 an AN7759.1 71.m15791 AO07028
6000006

1 -129 -13 ATGCTCTCCGCATCTCTAATCTTTGCTCTCC
CCTCCTTCACTGCTTCTGAACATCTCGCTA
CACCCGACCCAATGCTCTGCCCACGGCGA
ATCACCACTCATCAGCCTTGGGCTTGA

ATGCTCTCCGCATCTCTAATCTTTG
CTCTCCCCTCCTTCACTGCTTCTGA
ACATCTCGCTACACCCGACCCAATG
CTCTGCCCACGGCGAATCACCACTC
ATCAGCCTTGGGCTTGA

MLSASLIFALPSFTASEHL
ATPDPMLCPRRITTHQP
WA*

MLSASLIFALPSF
TASEHLATPDPM
LCPRRITTHQPW
A*

TGAACATCTA ACCCCGCTCA 0 WV 0 0 0 0 0

2360 1510 an AN7759.1 71.m15791 AO07028
6000006

1 -57 -13 ATGCTCTGCCCACGGCGAATCACCACTCAT
CAGCCTTGGGCTTGA

ATGCTCTGCCCACGGCGAATCACCA
CTCATCAGCCTTGGGCTTGA

MLCPRRITTHQPWA* MLCPRRITTHQP
WA*

ACCCGACCCA ACCCCGCTCA 1 WV 0 0 0 0 0

2386 1523 ao AN3015.1 59.m09005 AO07033
7000100

0 -49 -20 ATGAGTATACAGAACCTACACACTCACTAG ATGAGTATACAGAACCTACAC
ACTCACTAG

MSIQNLHTH* MSIQNLH
TH*

GTGTTTATAT ACTCCCTCAA 1 S 0 0 0 0 0

2390 1529 an AN9384.1 54.m06360 AO07025
3000015

0 -59 -30 ATGCCCAGGACCAACGGACTGACTGACTG
A

ATGCCCAGGACCAACGGACTGACT
GACTGA

MPRTNGLTD* MPRTNGLTD* ATTCGCCAGG CTGACGAACT 1 QI 0 0 0 0 0

2396 1533 an AN2053.1 58.m07641 AO07029
2000020

1 -76 -50 ATGGGCCTAGCTCTGTTACACTCCTAA ATGGGCCTAGCTCTGTTACACTCCT
AA

MGLALLHS* MGLALLHS* ACTTTTGATA TTACAATTCG 0 F 0 0 NCU0035
6.1

0 0

2400 1533 af AN2053.1 58.m07641 AO07029
2000020

1 -115 -53 ATGGTGGGCAGTGGTTCGTGCAAGCCACG
AAATGTTAACCATGACTTGATTGCCGCCGT
TTGA

ATGGTGGGCAGTGGTTCGTGCAAGCCACGAA
ATGTTAACCATGACTTGATTGCCGCCGTTTGA

MVGSGSCKPRNVNHDLI
AAV*

MVGSGSCKPRNVNHDLIAA
V*

CCTTGGCTTC TTTATCCACT 0 F 0 0 NCU0035
6.1

0 0

2401 1533 af AN2053.1 58.m07641 AO07029
2000020

1 -84 -67 ATGTTAACCATGACTTGA ATGTTAACCATGACTTGA MLTMT* MLTMT* AAGCCACGAA TTGCCGCCGT 0 F 0 0 NCU0035
6.1

0 0

2403 1533 ao AN2053.1 58.m07641 AO07029
2000020

0 -54 -10 ATGTCCCGTTTCTACCTCCAGGAAGGGACT
TATATCACACTATAA

ATGTCCCGTTTCTACCTCCA
GGAAGGGACTTATATCACAC
TATAA

MSRFYLQEGTYITL* MSRFYL
QEGTYIT
L*

GTCCCATTTT TCGAAAGCAA 1 F 0 0 NCU0035
6.1

0 0

2410 1534 af AN2534.1 59.m08439 AO07030
0000048

0 -50 -27 ATGCCTCTTTTCTCACCATTGTGA ATGCCTCTTTTCTCACCATTGTGA MPLFSPL* MPLFSPL* CCCTCCTACC AATTGACTGG 1 G 0 0 0 0 0

2412 1536 af AN7710.1 71.m15734 AO07032
5000117

1 -233 -90 ATGTTTGCCACTTGCGTCCTACTTTATCCC
GGTCCAATCCACTCCAACGATTCGTTCCCT
TTCCGCTTAACCCAAACAGCTCCCATATTT
GCCTTTCTTTACGGCTACTTTTACCCACTTC
CTCTCCCTTCATCTCTCCTCTAG

ATGTTTGCCACTTGCGTCCTACTTTATCCCGG
TCCAATCCACTCCAACGATTCGTTCCCTTTCC
GCTTAACCCAAACAGCTCCCATATTTGCCTTTC
TTTACGGCTACTTTTACCCACTTCCTCTCCCTT
CATCTCTCCTCTAG

MFATCVLLYPGPIHSNDS
FPFRLTQTAPIFAFLYGY
FYPLPLPSSLL*

MFATCVLLYPGPIHSNDSF
PFRLTQTAPIFAFLYGYFYP
LPLPSSLL*

CAGCCCGTTG CAGACTTCTT 0 R FG05132.
1

MG08166.
1

0 0 0

2438 1561 ao AN2060.1 57.m05964 AO07032
8000072

0 -52 -32 ATGAGAGAAGTATGCTTCTGA ATGAGAGAAGTATGCTTCTG
A

MREVCF* MREVCF* TGTCTTTGTT CTAGACTTGT 1  0 0 0 0 0

2465 1603 an AN5720.1 54.m07022 AO07032
4000130

1 -92 -18 ATGTTGGAAATCTCTGCGCGGCGCTCTCG
CACCAGCTATTATCTCATGCGACCTTTTCAA
TACTCATATAATTGA

ATGTTGGAAATCTCTGCGCGGCGC
TCTCGCACCAGCTATTATCTCATGC
GACCTTTTCAATACTCATATAATTGA

MLEISARRSRTSYYLMRP
FQYSYN*

MLEISARRSRTS
YYLMRPFQYSYN
*

CAAGTTTCAA GTGTCTACCC 0 S 0 MG02855.
1

0 YOL092W 0

2466 1603 an AN5720.1 54.m07022 AO07032
4000130

1 -47 -18 ATGCGACCTTTTCAATACTCATATAATTGA ATGCGACCTTTTCAATACTCATATAA
TTGA

MRPFQYSYN* MRPFQYSYN* CTATTATCTC GTGTCTACCC 1 S 0 MG02855.
1

0 YOL092W 0

2467 1603 af AN5720.1 54.m07022 AO07032
4000130

1 -274 -245 ATGCGGCCACCAAACGGGAAGAGCTGCTA
A

ATGCGGCCACCAAACGGGAAGAGCTGCTAA MRPPNGKSC* MRPPNGKSC* CTCTTATCGG GAGCTGCTAT 0 S 0 MG02855.
1

0 YOL092W 0

2468 1603 af AN5720.1 54.m07022 AO07032
4000130

1 -236 -129 ATGAATAGAGTCGCAGCAAGGAAAATCTTC
ATTTTTCGCTTTGACAACTTTTTTTGGTTTC
AGATAGCCGAAAGTCGAAAAGCTGGATGTA
CTTTGGCTAGTGACTAG

ATGAATAGAGTCGCAGCAAGGAAAATCTTCAT
TTTTCGCTTTGACAACTTTTTTTGGTTTCAGAT
AGCCGAAAGTCGAAAAGCTGGATGTACTTTGG
CTAGTGACTAG

MNRVAARKIFIFRFDNFF
WFQIAESRKAGCTLASD*

MNRVAARKIFIFRFDNFFW
FQIAESRKAGCTLASD*

AAGAGCTGCT AACTCGTTCC 0 S 0 MG02855.
1

0 YOL092W 0

2469 1603 af AN5720.1 54.m07022 AO07032
4000130

1 -150 -136 ATGTACTTTGGCTAG ATGTACTTTGGCTAG MYFG* MYFG* GAAAAGCTGG TGACTAGAAC 0 S 0 MG02855.
1

0 YOL092W 0

2470 1603 ao AN5720.1 54.m07022 AO07032
4000130

1 -338 -246 ATGCCCCCTCACAATTCTCGCAGCTTAGTA
AAACATTCTCCGAGAGGCAGCGGTTCCGC
CCGTAACTATAATAAAATCCTACTTCGACCG
TGA

ATGCCCCCTCACAATTCTCG
CAGCTTAGTAAAACATTCTCC
GAGAGGCAGCGGTTCCGCC
CGTAACTATAATAAAATCCTA
CTTCGACCGTGA

MPPHNSRSLVKHSPRGS
GSARNYNKILLRP*

MPPHNS
RSLVKHS
PRGSGS
ARNYNKI
LLRP*

GGTGAAAAAG CACTTGCTTC 0 S 0 MG02855.
1

0 YOL092W 0

2471 1603 ao AN5720.1 54.m07022 AO07032
4000130

1 -231 -142 ATGCGTGGGATTGTCCATATCTTGTTCGAT
GAGAACACTATCGGGAAAATTTCAATCATT
AGATTGGATTTCGCCACTGCACTATATTAG

ATGCGTGGGATTGTCCATAT
CTTGTTCGATGAGAACACTAT
CGGGAAAATTTCAATCATTAG
ATTGGATTTCGCCACTGCAC
TATATTAG

MRGIVHILFDENTIGKISII
RLDFATALY*

MRGIVHI
LFDENTI
GKISIIRL
DFATALY
*

TGCTTCTGCC TGACTCATGT 0 S 0 MG02855.
1

0 YOL092W 0

2472 1603 ao AN5720.1 54.m07022 AO07032
4000130

1 -203 -93 ATGAGAACACTATCGGGAAAATTTCAATCA
TTAGATTGGATTTCGCCACTGCACTATATTA
GTGACTCATGTGCTATCACGTTACATCCGA
GCGCTTCGCGAGATAGCTAA

ATGAGAACACTATCGGGAAA
ATTTCAATCATTAGATTGGAT
TTCGCCACTGCACTATATTAG
TGACTCATGTGCTATCACGTT
ACATCCGAGCGCTTCGCGAG
ATAGCTAA

MRTLSGKFQSLDWISPL
HYISDSCAITLHPSASRD
S*

MRTLSG
KFQSLD
WISPLHY
ISDSCAIT
LHPSASR
DS*

ATCTTGTTCG CTTTTTCCTT 0 S 0 MG02855.
1

0 YOL092W 0
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2473 1603 ao AN5720.1 54.m07022 AO07032
4000130

1 -135 -97 ATGTGCTATCACGTTACATCCGAGCGCTTC
GCGAGATAG

ATGTGCTATCACGTTACATCC
GAGCGCTTCGCGAGATAG

MCYHVTSERFAR* MCYHVT
SERFAR*

TTAGTGACTC CTAACTTTTT 0 S 0 MG02855.
1

0 YOL092W 0

2479 1613 an AN3460.1 59.m09482 AO07026
5000037

1 -71 -51 ATGCCTGCCCCGCAAATTTAG ATGCCTGCCCCGCAAATTTAG MPAPQI* MPAPQI* TTTCGATTCT TATGACCGGT 0 A 0 0 NCU0240
2.1

0 0

2480 1613 af AN3460.1 59.m09482 AO07026
5000037

1 -226 -161 ATGGAGATAAATTTCGGACTTAAGAAGGTA
GCTAACAAGACACGCGGCGACGCGACTCA
GCAATAG

ATGGAGATAAATTTCGGACTTAAGAAGGTAGC
TAACAAGACACGCGGCGACGCGACTCAGCAA
TAG

MEINFGLKKVANKTRGD
ATQQ*

MEINFGLKKVANKTRGDAT
QQ*

ACTTGACCCG ATGCTAATTA 0 A 0 0 NCU0240
2.1

0 0

2481 1613 af AN3460.1 59.m09482 AO07026
5000037

1 -160 -47 ATGCTAATTATTGCGCTGAGCTCCATATTAA
GTCTCACCTTGGGATTCTTTCAGGCGCAGC
CGTGTCCCGTTTTTGCAAATGCTCTGCAGC
GGGAAGACTTGACGCATCGCTAG

ATGCTAATTATTGCGCTGAGCTCCATATTAAGT
CTCACCTTGGGATTCTTTCAGGCGCAGCCGTG
TCCCGTTTTTGCAAATGCTCTGCAGCGGGAAG
ACTTGACGCATCGCTAG

MLIIALSSILSLTLGFFQAQ
PCPVFANALQREDLTHR*

MLIIALSSILSLTLGFFQAQP
CPVFANALQREDLTHR*

TCAGCAATAG GCTAGCATGA 0 A 0 0 NCU0240
2.1

0 0

2482 1613 af AN3460.1 59.m09482 AO07026
5000037

1 -81 -58 ATGCTCTGCAGCGGGAAGACTTGA ATGCTCTGCAGCGGGAAGACTTGA MLCSGKT* MLCSGKT* GTTTTTGCAA CGCATCGCTA 0 A 0 0 NCU0240
2.1

0 0

2483 1613 af AN3460.1 59.m09482 AO07026
5000037

1 -40 -23 ATGATTACAATTTCATGA ATGATTACAATTTCATGA MITIS* MITIS* CTAGGCTAGC CCAAAAACTT 1 A 0 0 NCU0240
2.1

0 0

2484 1613 af AN3460.1 59.m09482 AO07026
5000037

0 -26 ATGACCAAAAACTTATCCGCTCCTTGA ATGACCAAAAACTTATCCGCTCCTTGA MTKNLSAP* MTKNLSAP* TTACAATTTC TGATGGCGTC 1 A 0 0 NCU0240
2.1

0 0

2485 1613 ao AN3460.1 59.m09482 AO07026
5000037

1 -136 -89 ATGGGTTTTTATTTGACCTTGATCGGAAGG
CCGCTAGATCCTGTGTAG

ATGGGTTTTTATTTGACCTTG
ATCGGAAGGCCGCTAGATCC
TGTGTAG

MGFYLTLIGRPLDPV* MGFYLTL
IGRPLDP
V*

TTCGCATCCA TGGCTCTTGA 0 A 0 0 NCU0240
2.1

0 0

2486 1613 ao AN3460.1 59.m09482 AO07026
5000037

1 -45 -19 ATGAATAATTACTGTTCATTTGTATGA ATGAATAATTACTGTTCATTT
GTATGA

MNNYCSFV* MNNYCS
FV*

TACTTCTAGT CCCGGTCGCA 1 A 0 0 NCU0240
2.1

0 0

2487 1615 an AN5114.1 54.m06909 AO07029
1000065

1 -234 -193 ATGGCTGATACAGTGAAGAAACATTGTTAT
TCTTGCTTCTAA

ATGGCTGATACAGTGAAGAAACATT
GTTATTCTTGCTTCTAA

MADTVKKHCYSCF* MADTVKKHCYSC
F*

TCCGCCTTCG TTCAGTCTCG 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2488 1615 an AN5114.1 54.m06909 AO07029
1000065

1 -174 -130 ATGCACCATTGTACGAGTTTGTCTTTTCGA
ACCAGCCAAATTTAA

ATGCACCATTGTACGAGTTTGTCTT
TTCGAACCAGCCAAATTTAA

MHHCTSLSFRTSQI* MHHCTSLSFRTS
QI*

CGTCACATGC GTGGAACGCG 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2489 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -310 -278 ATGCAGGGGAACACCCTGTGCCTCGTGCA
CTAA

ATGCAGGGGAACACCCTGTGCCTCGTGCACT
AA

MQGNTLCLVH* MQGNTLCLVH* GACGTATCTC TAGGATGTTA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2490 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -273 -235 ATGTTAAGGGAGGGGAGTTTAAGCGTTGG
GCAAGAGTAA

ATGTTAAGGGAGGGGAGTTTAAGCGTTGGGC
AAGAGTAA

MLREGSLSVGQE* MLREGSLSVGQE* CACTAATAGG AGATGATGGT 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2491 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -232 -92 ATGATGGTTACTTGGGAGGGGAATTACATT
GGTATTCATGATGGGCGGCGAACAACGCG
CGGAAGTGCCGCTAGTCCGGAACGGTTCT
TGACGCGTCCAAACCCTCCCAAAGTGCAGT
CGCCAGGCCATACAAGCATGTGA

ATGATGGTTACTTGGGAGGGGAATTACATTGG
TATTCATGATGGGCGGCGAACAACGCGCGGA
AGTGCCGCTAGTCCGGAACGGTTCTTGACGC
GTCCAAACCCTCCCAAAGTGCAGTCGCCAGG
CCATACAAGCATGTGA

MMVTWEGNYIGIHDGRR
TTRGSAASPERFLTRPN
PPKVQSPGHTSM*

MMVTWEGNYIGIHDGRRT
TRGSAASPERFLTRPNPPK
VQSPGHTSM*

AAGAGTAAAG GTGTCTTCCA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2492 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -229 -92 ATGGTTACTTGGGAGGGGAATTACATTGGT
ATTCATGATGGGCGGCGAACAACGCGCGG
AAGTGCCGCTAGTCCGGAACGGTTCTTGAC
GCGTCCAAACCCTCCCAAAGTGCAGTCGCC
AGGCCATACAAGCATGTGA

ATGGTTACTTGGGAGGGGAATTACATTGGTAT
TCATGATGGGCGGCGAACAACGCGCGGAAGT
GCCGCTAGTCCGGAACGGTTCTTGACGCGTC
CAAACCCTCCCAAAGTGCAGTCGCCAGGCCAT
ACAAGCATGTGA

MVTWEGNYIGIHDGRRT
TRGSAASPERFLTRPNP
PKVQSPGHTSM*

MVTWEGNYIGIHDGRRTTR
GSAASPERFLTRPNPPKVQ
SPGHTSM*

AGTAAAGATG GTGTCTTCCA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2493 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -195 -142 ATGATGGGCGGCGAACAACGCGCGGAAGT
GCCGCTAGTCCGGAACGGTTCTTGA

ATGATGGGCGGCGAACAACGCGCGGAAGTGC
CGCTAGTCCGGAACGGTTCTTGA

MMGGEQRAEVPLVRNG
S*

MMGGEQRAEVPLVRNGS* ATTGGTATTC CGCGTCCAAA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2494 1615 af AN5114.1 54.m06909 AO07029
1000065

1 -192 -142 ATGGGCGGCGAACAACGCGCGGAAGTGCC
GCTAGTCCGGAACGGTTCTTGA

ATGGGCGGCGAACAACGCGCGGAAGTGCCGC
TAGTCCGGAACGGTTCTTGA

MGGEQRAEVPLVRNGS* MGGEQRAEVPLVRNGS* GGTATTCATG CGCGTCCAAA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2495 1615 ao AN5114.1 54.m06909 AO07029
1000065

1 -129 -94 ATGGTTTGGGACGCGTCTAGAGCTCAACCT
TCATAG

ATGGTTTGGGACGCGTCTAG
AGCTCAACCTTCATAG

MVWDASRAQPS* MVWDAS
RAQPS*

CTAGTCCGGA CTTACAACTA 0 L FG00834.
1

MG06959.
1

0 YNL072W 0

2497 1617 an AN1488.1 55.m02995 AO07033
4000200

1 -82 -44 ATGCTTGCGTTGAAGCGACTACGGCCTTCC
ACATCTTGA

ATGCTTGCGTTGAAGCGACTACGG
CCTTCCACATCTTGA

MLALKRLRPSTS* MLALKRLRPSTS* ACATCTGTCA CGTCGTCAAT 0 O 0 0 0 0 0

2498 1617 af AN1488.1 55.m02995 AO07033
4000200

1 -91 -74 ATGCCTTATTGCACTTGA ATGCCTTATTGCACTTGA MPYCT* MPYCT* AGACTTTCTA CTTTGGCTGC 0 O 0 0 0 0 0

2499 1617 ao AN1488.1 55.m02995 AO07033
4000200

1 -79 -68 ATGTCCCTCTGA ATGTCCCTCTGA MSL* MSL* GCCGCTGTCG CAACCTTACT 0 O 0 0 0 0 0

2539 1634 an AN3759.1 65.m07497 AO07030
9000045

0 -59 -33 ATGGCATGCTTCTTCAGCACAACTTAA ATGGCATGCTTCTTCAGCACAACTT
AA

MACFFSTT* MACFFSTT* CGTTCGCCGC TCAGGGAACC 1 O 0 0 0 0 0

2548 1635 af AN6894.1 71.m16019 AO07031
4000028

0 -60 -25 ATGAAATCAACTACACAGATTGATTTGGCC
AAATAA

ATGAAATCAACTACACAGATTGATTTGGCCAAA
TAA

MKSTTQIDLAK* MKSTTQIDLAK* GCTGAAGATC ATCCTAACTC 1 O FG05403.
1

0 NCU0018
1.1

0 0

2589 1659 af AN3620.1 58.m07407 AO07034
2000132

0 -43 -5 ATGCGTTTCTCCGGCTATCTGTACAGACAA
GAGTCCTAG

ATGCGTTTCTCCGGCTATCTGTACAGACAAGA
GTCCTAG

MRFSGYLYRQES* MRFSGYLYRQES* TCATTGTTTT GGCCATGGAA 1 DL FG00281.
1

MG03676.
1

0 0 0

2596 1668 an AN5633.1 58.m07557 AO07030
1000032

1 -174 -160 ATGTCGGGACTTTGA ATGTCGGGACTTTGA MSGL* MSGL* CGTTCGGGCA AGTGCAACTC 0 P 0 0 0 0 0

2597 1668 af AN5633.1 58.m07557 AO07030
1000032

1 -228 -211 ATGGACGTAGGATATTGA ATGGACGTAGGATATTGA MDVGY* MDVGY* CGTCAACCTC TGCGCAACTG 0 P 0 0 0 0 0

2598 1668 af AN5633.1 58.m07557 AO07030
1000032

1 -211 -137 ATGCGCAACTGTCTACAAGGAACAACTGCA
ATCGGGAAGTTTCGGGCCTTCTTTCCCGCA
GGCCCCCAGCTTTGA

ATGCGCAACTGTCTACAAGGAACAACTGCAAT
CGGGAAGTTTCGGGCCTTCTTTCCCGCAGGC
CCCCAGCTTTGA

MRNCLQGTTAIGKFRAF
FPAGPQL*

MRNCLQGTTAIGKFRAFFP
AGPQL*

TAGGATATTG TTCCGGCGTA 0 P 0 0 0 0 0

2599 1668 ao AN5633.1 58.m07557 AO07030
1000032

1 -216 -166 ATGTACCCACTTTGTAGTGAATGTGTCGCA
CTGGGACTGGGACTACCGTAG

ATGTACCCACTTTGTAGTGAA
TGTGTCGCACTGGGACTGGG
ACTACCGTAG

MYPLCSECVALGLGLP* MYPLCS
ECVALGL
GLP*

CTCTTACTGC CCGGGGAAAT 0 P 0 0 0 0 0

2600 1668 ao AN5633.1 58.m07557 AO07030
1000032

1 -196 -125 ATGTGTCGCACTGGGACTGGGACTACCGT
AGCCGGGGAAATTCGGCCATTCGTTCCCG
CACGTTACTCTTGA

ATGTGTCGCACTGGGACTGG
GACTACCGTAGCCGGGGAAA
TTCGGCCATTCGTTCCCGCA
CGTTACTCTTGA

MCRTGTGTTVAGEIRPF
VPARYS*

MCRTGT
GTTVAG
EIRPFVP
ARYS*

TTTGTAGTGA TTTGGTTTCC 0 P 0 0 0 0 0

2613 1669 ao AN1986.1 58.m07593 AO07030
1000073

0 -57 -40 ATGATATCCATCTCCTAG ATGATATCCATCTCCTAG MISIS* MISIS* CCCTCTTCGA AAGACAGTCT 1 P 0 0 0 0 0

2616 1671 ao AN6626.1 62.m03217 AO07031
5000108

0 -52 -35 ATGCTCACCACCTCCTGA ATGCTCACCACCTCCTGA MLTTS* MLTTS* AAAATACATA ACATCATCAT 1 R 0 0 0 0 0

2620 1675 ao AN3308.1 52.m03702 AO07033
0000181

0 -52 -29 ATGAACTGGGGTTACACGAGTTAA ATGAACTGGGGTTACACGAG
TTAA

MNWGYTS* MNWGYT
S*

TCATCACTCT GGATCCACCG 1 G 0 0 0 0 0

2624 1679 an AN1923.1 69.m14941 AO07034
1000112

1 -444 -415 ATGTGCGGACACCGCTGCGGCGGGCAGTG
A

ATGTGCGGACACCGCTGCGGCGGG
CAGTGA

MCGHRCGGQ* MCGHRCGGQ* ATCGCAACCC CTTTCCAGCC 0 E 0 0 0 0 0

2625 1679 an AN1923.1 69.m14941 AO07034
1000112

1 -399 -337 ATGCTCGGCTCGCGCGACAGAGCCAGATT
TATCAGTCTCGTTCGTTCTCTCGAGCAGCG
TTAG

ATGCTCGGCTCGCGCGACAGAGCC
AGATTTATCAGTCTCGTTCGTTCTC
TCGAGCAGCGTTAG

MLGSRDRARFISLVRSLE
QR*

MLGSRDRARFIS
LVRSLEQR*

CAGCCGAATA CCGCGGGAAG 0 E 0 0 0 0 0

2639 1679 ao AN1923.1 69.m14941 AO07034
1000112

1 -375 -292 ATGCTCACTTTCCCGGCCGAATGGTCCGTG
GCATATCCCGCGGGCGTCTTCCAGCAGCA
CAAGGTTCCCCGCCGGGGCTTTTAG

ATGCTCACTTTCCCGGCCGA
ATGGTCCGTGGCATATCCCG
CGGGCGTCTTCCAGCAGCAC
AAGGTTCCCCGCCGGGGCTT
TTAG

MLTFPAEWSVAYPAGVF
QQHKVPRRGF*

MLTFPAE
WSVAYP
AGVFQQ
HKVPRR
GF*

CTCCGCTACG GCCTTCTTCA 0 E 0 0 0 0 0

2646 1679 ao AN1923.1 69.m14941 AO07034
1000112

1 -77 -30 ATGCTCCATCCGGGCGAGCGCTCGACTCC
ATCAAAGCAAGACAACTGA

ATGCTCCATCCGGGCGAGCG
CTCGACTCCATCAAAGCAAG
ACAACTGA

MLHPGERSTPSKQDN* MLHPGE
RSTPSK
QDN*

TATCCAATGG CCCCTCTCGA 0 E 0 0 0 0 0

2660 1685 af AN8755.1 62.m03322 AO07025
0000017

0 -31 -11 ATGCTCATACCGGAAATCTAA ATGCTCATACCGGAAATCTAA MLIPEI* MLIPEI* TTTCCCCCTC TTAGGACAAG 1 C 0 MG02616.
1

0 0 0

2664 1688 an AN2531.1 59.m08446 AO07030
0000119

0 -50 -18 ATGGGCGATTTCTCCAGATTATTGAATATTT
GA

ATGGGCGATTTCTCCAGATTATTGA
ATATTTGA

MGDFSRLLNI* MGDFSRLLNI* CATTCGTCCA AAATTCATAC 1 R 0 MG07444.
1

0 0 0

2674 1695 af AN6009.1 72.m19134 AO07034
0000270

1 -612 -595 ATGTCAGCGCGATCTTGA ATGTCAGCGCGATCTTGA MSARS* MSARS* CACTTCAACA CGAACCATCA 0 R 0 0 0 0 0

2675 1695 ao AN6009.1 72.m19134 AO07034
0000270

1 -875 -864 ATGTCACCTTAG ATGTCACCTTAG MSP* MSP* CTTTCCAACG TCTAGCCTCG 0 R 0 0 0 0 0

2700 1704 ao AN1087.1 52.m04007 AO07029
3000079

0 -57 -37 ATGGATCTTCACAAAGCCTAA ATGGATCTTCACAAAGCCTAA MDLHKA* MDLHKA* GTCACGACTG GACTTCAACA 1 Q 0 0 0 0 0

2712 1723 an AN4479.1 57.m05654 AO07031
1000025

0 -34 -20 ATGTCCGATTTTTAA ATGTCCGATTTTTAA MSDF* MSDF* CTACCTTGAC CTGAGTATCC 1 T 0 0 0 0 0

2716 1723 af AN4479.1 57.m05654 AO07031
1000025

0 -33 -16 ATGTCCCAAGTTAACTAA ATGTCCCAAGTTAACTAA MSQVN* MSQVN* GGCTATCCCT TTTACAACAG 1 T 0 0 0 0 0

2718 1723 ao AN4479.1 57.m05654 AO07031
1000025

0 -34 -20 ATGTCCCGTTTGTGA ATGTCCCGTTTGTGA MSRL* MSRL* AACACTACTT TTGAGTCGTC 1 T 0 0 0 0 0
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2719 1726 an AN7741.1 71.m16099 AO07032
5000162

0 -55 -26 ATGTACATCTCCAGTCCCCTCACCCCCTAA ATGTACATCTCCAGTCCCCTCACCC
CCTAA

MYISSPLTP* MYISSPLTP* TCACGGCTGA CCTTACCACC 1 U 0 MG05484.
1

NCU0967
3.1

YOL062C 0

2722 1727 an AN4014.1 54.m06948 AO07032
8000150

1 -33 -19 ATGATATCCTCCTAA ATGATATCCTCCTAA MISS* MISS* CCTCTTTAAC TATCCTTCGC 1 UZ 0 0 0 0 0

2723 1727 af AN4014.1 54.m06948 AO07032
8000150

1 -245 -222 ATGTTGTGCATGACAGTCCTCTAA ATGTTGTGCATGACAGTCCTCTAA MLCMTVL* MLCMTVL* AGGGTGGAGT TTCTGGCGAG 0 UZ 0 0 0 0 0

2724 1727 af AN4014.1 54.m06948 AO07032
8000150

1 -236 -222 ATGACAGTCCTCTAA ATGACAGTCCTCTAA MTVL* MTVL* TATGTTGTGC TTCTGGCGAG 0 UZ 0 0 0 0 0

2725 1727 af AN4014.1 54.m06948 AO07032
8000150

1 -200 -165 ATGCCTCTATGTCTACAAGCTGTCTTTCTTG
AATAG

ATGCCTCTATGTCTACAAGCTGTCTTTCTTGAA
TAG

MPLCLQAVFLE* MPLCLQAVFLE* CGGCTGAGAT CCTGAGTTGC 0 UZ 0 0 0 0 0

2726 1727 af AN4014.1 54.m06948 AO07032
8000150

1 -192 -169 ATGTCTACAAGCTGTCTTTCTTGA ATGTCTACAAGCTGTCTTTCTTGA MSTSCLS* MSTSCLS* ATATGCCTCT ATAGCCTGAG 0 UZ 0 0 0 0 0

2727 1727 af AN4014.1 54.m06948 AO07032
8000150

1 -125 -93 ATGCCACCAGTGTGGAGAGCTTGCCAGGC
ATAG

ATGCCACCAGTGTGGAGAGCTTGCCAGGCAT
AG

MPPVWRACQA* MPPVWRACQA* ATTGCATTGC ATCTATAAAC 0 UZ 0 0 0 0 0

2742 1728 ao AN8078.1 53.m03931 AO07033
0000044

0 -57 -37 ATGAGATTTTCCCTTCGATAA ATGAGATTTTCCCTTCGATAA MRFSLR* MRFSLR* TTTAGCTGCA CGACCATCTT 1 Q 0 0 0 0 0

2765 1740 an AN5197.1 69.m14896 AO07023
7000027

0 -41 -21 ATGGTGAATCATTTTGTCTAG ATGGTGAATCATTTTGTCTAG MVNHFV* MVNHFV* AGTTGTAATA TATTTCCACA 1 S 0 0 0 0 0

2767 1740 af AN5197.1 69.m14896 AO07023
7000027

0 -58 -35 ATGATAATGATATCAACCACCTAA ATGATAATGATATCAACCACCTAA MIMISTT* MIMISTT* ATGACTAGTG TCTCTGCAGC 1 S 0 0 0 0 0

2768 1740 af AN5197.1 69.m14896 AO07023
7000027

0 -52 -35 ATGATATCAACCACCTAA ATGATATCAACCACCTAA MISTT* MISTT* AGTGATGATA TCTCTGCAGC 1 S 0 0 0 0 0

2769 1740 ao AN5197.1 69.m14896 AO07023
7000027

0 -55 -26 ATGAGAATGACCCAATTCAATAGCCCATAG ATGAGAATGACCCAATTCAAT
AGCCCATAG

MRMTQFNSP* MRMTQF
NSP*

CACATTCACG CTCTTTCGCC 1 S 0 0 0 0 0

2770 1740 ao AN5197.1 69.m14896 AO07023
7000027

0 -49 -26 ATGACCCAATTCAATAGCCCATAG ATGACCCAATTCAATAGCCCA
TAG

MTQFNSP* MTQFNS
P*

CACGATGAGA CTCTTTCGCC 1 S 0 0 0 0 0

2811 1770 af AN1292.1 70.m14916 AO07030
3000054

1 -70 -56 ATGTCAACAGAATAA ATGTCAACAGAATAA MSTE* MSTE* CTTGACTCAG TTGCTTGCGT 0 I 0 0 0 0 0

2815 1772 ao AN8707.1 62.m03362 AO07031
5000134

1 -43 -8 ATGAGTACAAAACTAAACAAAATCATCCTTG
TCTAG

ATGAGTACAAAACTAAACAAA
ATCATCCTTGTCTAG

MSTKLNKIILV* MSTKLN
KIILV*

CATTGACCTA CTCCATCATG 1 C 0 0 0 0 0

2817 1776 af AN3010.1 59.m09008 AO07033
7000106

0 -60 -49 ATGTCCCAATAG ATGTCCCAATAG MSQ* MSQ* GTATTATCTT GACATAGCTT 1 S 0 0 0 YOL093W YOL093W

2846 1792 conserved AN8723.1 62.m03343 AO07031
5000151

1 -93 -40 -93 -40 -93 -40 ATGAAmTysGGTCCrTysyvTCymymCrswTysA
GAwCGryyGGyGCwTCyTAG

ATGAACTTCGGTCCGTCCTGTCCAT
CCACATTGAGATCGGCTGGTGCAT
CCTAG

ATGAAATCGGGTCCATTGTCTCTATACGGTTC
CAGATCGATCGGCGCTTCTTAG

ATGAAATTCGGTCCGTCCCA
TCTCCACACATCGAGAACGA
CCGGCGCTTCCTAG

MnfGPscpstlRsaGAS* MNFGPSCPSTLR
SAGAS*

MKSGPLSLYGSRSIGAS* MKFGPS
HLHTSRT
TGAS*

vvyhAsCATC ACTybwGTCr 0  0 0 0 0 0

2850 1792 af AN8723.1 62.m03343 AO07031
5000151

1 -538 -458 ATGTTCCTGTGCATGTCTGATAAGCTCCAT
CATCATCAATCAACTCAGATCAGATCGACC
TCGCGCGCCTCGTCAGTGTAA

ATGTTCCTGTGCATGTCTGATAAGCTCCATCA
TCATCAATCAACTCAGATCAGATCGACCTCGC
GCGCCTCGTCAGTGTAA

MFLCMSDKLHHHQSTQI
RSTSRASSV*

MFLCMSDKLHHHQSTQIRS
TSRASSV*

AAGATTCGAC CCTGACAGGC 0  0 0 0 0 0

2851 1792 af AN8723.1 62.m03343 AO07031
5000151

1 -526 -458 ATGTCTGATAAGCTCCATCATCATCAATCAA
CTCAGATCAGATCGACCTCGCGCGCCTCGT
CAGTGTAA

ATGTCTGATAAGCTCCATCATCATCAATCAACT
CAGATCAGATCGACCTCGCGCGCCTCGTCAG
TGTAA

MSDKLHHHQSTQIRSTS
RASSV*

MSDKLHHHQSTQIRSTSRA
SSV*

GTTCCTGTGC CCTGACAGGC 0  0 0 0 0 0

2854 1797 af AN6577.1 62.m03163 AO07032
6000023

0 -60 -16 ATGGCAATAATGCAGTTTCACTGTTCTGGT
GTAGAGTCGTCCTGA

ATGGCAATAATGCAGTTTCACTGTTCTGGTGT
AGAGTCGTCCTGA

MAIMQFHCSGVESS* MAIMQFHCSGVESS* GTATTTTTCC CTAAAAAGTA 1 J 0 0 0 0 0

2855 1797 af AN6577.1 62.m03163 AO07032
6000023

0 -51 -16 ATGCAGTTTCACTGTTCTGGTGTAGAGTCG
TCCTGA

ATGCAGTTTCACTGTTCTGGTGTAGAGTCGTC
CTGA

MQFHCSGVESS* MQFHCSGVESS* CATGGCAATA CTAAAAAGTA 1 J 0 0 0 0 0

2858 1809 af AN7661.1 57.m05428 AO07026
8000032

0 -27 -7 ATGGTCCAAGACCAGCAGTGA ATGGTCCAAGACCAGCAGTGA MVQDQQ* MVQDQQ* AGTACATCTG AACACGATGT 1 K 0 0 0 0 0

2901 1817 af AN2723.1 70.m15716 AO07030
9000061

0 -60 -46 ATGCGCAAATTCTAA ATGCGCAAATTCTAA MRKF* MRKF* GATCAATGAA GTGCAATCTT 1 E 0 0 0 0 0

2914 1821 af AN8018.1 53.m04191 AO07032
2000067

0 -48 -34 ATGAGCCAAAATTGA ATGAGCCAAAATTGA MSQN* MSQN* CGCCATTGGG TTTCAGCGCT 1 S FG03429.
1

MG03349.
1

NCU0979
9.1

0 0

2916 1838 an AN6186.1 72.m19284 AO07030
8000114

0 -56 -27 ATGCATGTTCTTCTATCCTTTTCCGATTAA ATGCATGTTCTTCTATCCTTTTCCG
ATTAA

MHVLLSFSD* MHVLLSFSD* ACACCTTCAA TTACCTTTAT 1 L FG05269.
1

MG01699.
1

0 0 0

2923 1844 conserved AN4864.1 59.m09108 AO07032
9000150

0 -30 -16 -27 -13 -35 -21 ATGGrwsACmvbTrA ATGGAAGACCACTGA ATGGGAGACAGGTGA ATGGGTCACCCTTAA Medh* MEDH* MGDR* MGHP* TwyksrGyCA whvydhyhhv 1 GE 0 MG09310.
1

0 YOR002
W

0

2927 1846 an AN5748.1 69.m14846 AO07034
1000005

1 -173 -162 ATGCCGGCTTAA ATGCCGGCTTAA MPA* MPA* GGATCTATCC GCTGCAGTTA 0 G 0 0 0 YJR131W 0

2928 1846 an AN5748.1 69.m14846 AO07034
1000005

1 -82 -68 ATGACTACCGCCTAG ATGACTACCGCCTAG MTTA* MTTA* GTTATCATCT CTGGAGCATC 0 G 0 0 0 YJR131W 0

2930 1846 af AN5748.1 69.m14846 AO07034
1000005

1 -258 -175 ATGTTTGTTTGTGTCTGCGGGACGGAGAAT
TTAGCGAGCTCAATCACCAAGCTCAAGACT
GGTGTCGAATTCCAAGGTTGCTAA

ATGTTTGTTTGTGTCTGCGGGACGGAGAATTT
AGCGAGCTCAATCACCAAGCTCAAGACTGGTG
TCGAATTCCAAGGTTGCTAA

MFVCVCGTENLASSITKL
KTGVEFQGC*

MFVCVCGTENLASSITKLK
TGVEFQGC*

GTACATTGAT CGTTTCGTCT 0 G 0 0 0 YJR131W 0

2931 1846 af AN5748.1 69.m14846 AO07034
1000005

1 -100 -86 ATGCGATCCCATTGA ATGCGATCCCATTGA MRSH* MRSH* TCGCGCATCT TTTCTCTTCG 0 G 0 0 0 YJR131W 0

2932 1846 ao AN5748.1 69.m14846 AO07034
1000005

1 -508 -488 ATGAATCCCCCATTGCAATAA ATGAATCCCCCATTGCAATAA MNPPLQ* MNPPLQ* AAATCCCAGA TTGTCTAACC 0 G 0 0 0 YJR131W 0

2936 1846 ao AN5748.1 69.m14846 AO07034
1000005

1 -278 -174 ATGGTTGTAAGCAATATTTCTAACGTTTCCT
CCCCCATCTATGTAGGAATTATTCTCCCGT
CACCAATTTGCCCTATAGATAGTTGTACCTT
GTTCAAGAGTTGA

ATGGTTGTAAGCAATATTTCT
AACGTTTCCTCCCCCATCTAT
GTAGGAATTATTCTCCCGTC
ACCAATTTGCCCTATAGATAG
TTGTACCTTGTTCAAGAGTTG
A

MVVSNISNVSSPIYVGIIL
PSPICPIDSCTLFKS*

MVVSNIS
NVSSPIY
VGIILPSP
ICPIDSCT
LFKS*

TATGTGAACC CACCGATCGG 0 G 0 0 0 YJR131W 0

2937 1846 ao AN5748.1 69.m14846 AO07034
1000005

1 -103 -71 ATGCCGATTGACTGTTCACTTTCTTCGCTAT
AG

ATGCCGATTGACTGTTCACTT
TCTTCGCTATAG

MPIDCSLSSL* MPIDCSL
SSL*

GCTAGCGCCT CGAGTGGGTT 0 G 0 0 0 YJR131W 0

2958 1857 af AN0998.1 70.m15216 AO07031
2000041

1 -82 -35 ATGAGCGACATACCTAGTACAGTTCGACTT
TTGGCTGGATACCGTTAG

ATGAGCGACATACCTAGTACAGTTCGACTTTT
GGCTGGATACCGTTAG

MSDIPSTVRLLAGYR* MSDIPSTVRLLAGYR* CTACCTGAGG GTGTTGAGCT 0  0 0 0 0 0

2964 1858 an AN8706.1 62.m03363 AO07031
5000133

1 -125 -96 ATGGTGACATTGTTCACATACTTAGTCTGA ATGGTGACATTGTTCACATACTTAG
TCTGA

MVTLFTYLV* MVTLFTYLV* ACGACTCCGT AACTCAATCT 0 M 0 0 0 0 0

2965 1863 an AN5048.1 59.m08678 AO07033
8000188

1 -112 -74 ATGGTGCCAGTGTTTTTTCTCGCATTCTCTT
CTTTTTAG

ATGGTGCCAGTGTTTTTTCTCGCAT
TCTCTTCTTTTTAG

MVPVFFLAFSSF* MVPVFFLAFSSF* CTTCCACGCA CTCTAATTGT 0 R 0 0 0 0 0

2966 1863 an AN5048.1 59.m08678 AO07033
8000188

1 -42 -13 ATGCTGCCGTTCCGTGTCGACTCTACATAA ATGCTGCCGTTCCGTGTCGACTCTA
CATAA

MLPFRVDST* MLPFRVDST* CTTCGTCCTT CCACCACCCA 1 R 0 0 0 0 0

2968 1863 af AN5048.1 59.m08678 AO07033
8000188

1 -124 -110 ATGTCAATGTTCTGA ATGTCAATGTTCTGA MSMF* MSMF* ATTCTCCTCC TCCTTTTTAT 0 R 0 0 0 0 0

2969 1863 af AN5048.1 59.m08678 AO07033
8000188

1 -48 -31 ATGTCACACCGATCTTGA ATGTCACACCGATCTTGA MSHRS* MSHRS* CAATTCCCCC ATCCTATCGA 1 R 0 0 0 0 0

2971 1863 ao AN5048.1 59.m08678 AO07033
8000188

1 -30 -16 ATGCTTTTATCCTAA ATGCTTTTATCCTAA MLLS* MLLS* TCTAGCCCTC CCTATCAACT 1 R 0 0 0 0 0

2987 1871 ao AN6290.1 72.m19345 AO07030
8000002

0 -24 -13 ATGATTATTTGA ATGATTATTTGA MII* MII* TCGCTCCTCT AGAGACTTAG 1  0 0 0 0 0

2989 1874 ao AN0874.1 70.m15477 AO07032
0000033

0 -31 -14 ATGATCCTGTACCTTTAA ATGATCCTGTACCTTTAA MILYL* MILYL* TAAGCACCGC CTAGACAGTC 1 A 0 MG06313.
1

0 0 0

3012 1889 af AN6438.1 58.m07697 AO07029
9000087

0 -38 -12 ATGCAAGTACCTCGCTGTGGCTGCTAG ATGCAAGTACCTCGCTGTGGCTGCTAG MQVPRCGC* MQVPRCGC* CAGGGAGGCG CCGCAGTCAA 1 O 0 0 NCU0251
5.1

0 0

3046 1907 conserved AN4597.1 57.m05519 AO07026
7000013

0 -38 -38 -38 ATGmGryhyyyybwwdCvdryydyAbyhyhmydhym
TAA

ATGCGATACCTTCTATCATACTTTA
GTCTACCTCTCTAA

ATGAGGCTTTCTGATACCAGTTGCATTTTTAC
GACATAA

ATGAGGCCCTCCTTTGCGGA
CCATACCACCATATCATAA

MRyllsyfslpl* MRYLLSYFSLPL* MRLSDTSCIFTT* MRPSFA
DHTTIS*

mhyyGsCTTs TGwCrTCwwy 1 BD 0 0 0 0 0

3106 1928 an AN1487.1 55.m02993 AO07033
4000194

1 -288 -262 ATGCTTCTGTCTGTTCGCAGGGGTTAA ATGCTTCTGTCTGTTCGCAGGGGTT
AA

MLLSVRRG* MLLSVRRG* ACAGCTTCAT CAATGCGATT 0  0 0 0 0 0

3107 1928 an AN1487.1 55.m02993 AO07033
4000194

1 -259 -248 ATGCGATTCTAA ATGCGATTCTAA MRF* MRF* GGGGTTAACA TGCATGCCTC 0  0 0 0 0 0

3108 1928 an AN1487.1 55.m02993 AO07033
4000194

1 -248 -225 ATGCATGCCTCTCGCTCCGTTTAA ATGCATGCCTCTCGCTCCGTTTAA MHASRSV* MHASRSV* TGCGATTCTA CTTGCTGGTA 0  0 0 0 0 0

3124 1939 af AN4230.1 54.m06786 AO07023
4000016

0 -55 -41 ATGCACATCGGCTAA ATGCACATCGGCTAA MHIG* MHIG* ACTGTCATAC GCCTTGAAAG 1 I 0 MG09516.
1

0 0 0

3128 1939 ao AN4230.1 54.m06786 AO07023
4000016

0 -24 -7 ATGTACCGCTTCAAGTGA ATGTACCGCTTCAAGTGA MYRFK* MYRFK* TGGAAACCAC AGGACAATGA 1 I 0 MG09516.
1

0 0 0

3142 1951 an AN0868.1 70.m15459 AO07032
0000019

0 -48 -37 ATGCCATACTAG ATGCCATACTAG MPY* MPY* AACTCACTTG CCCTTGCGAC 1 I 0 MG02999.
1

NCU0058
0.1

0 0

3165 1961 an AN3927.1 69.m15001 AO07034
1000039

0 -60 -16 ATGGATGGGGAGCTTTATCTCATCTCCACA
CTCAATTCTCTATGA

ATGGATGGGGAGCTTTATCTCATCT
CCACACTCAATTCTCTATGA

MDGELYLISTLNSL* MDGELYLISTLNS
L*

TTACTATTAC TGTAGACTCC 1 T 0 0 0 0 0
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3170 1961 af AN3927.1 69.m15001 AO07034
1000039

0 -49 -17 ATGCGTTTCTTACGGCTCTCGTCGATCATT
TGA

ATGCGTTTCTTACGGCTCTCGTCGATCATTTG
A

MRFLRLSSII* MRFLRLSSII* CAATCTGAGA TATACTGACA 1 T 0 0 0 0 0

3198 1965 an AN9405.1 52.m04032 AO07027
4000012

1 -58 -44 ATGATTTCATCCTAA ATGATTTCATCCTAA MISS* MISS* AAAAATTGCA CATACTGTCT 1  0 0 0 0 0

3202 1965 af AN9405.1 52.m04032 AO07027
4000012

1 -102 -82 ATGATGATGACGATGCGATGA ATGATGATGACGATGCGATGA MMMTMR* MMMTMR* AGGCTTGATC ACTTATGAGT 0  0 0 0 0 0

3203 1965 af AN9405.1 52.m04032 AO07027
4000012

1 -99 -82 ATGATGACGATGCGATGA ATGATGACGATGCGATGA MMTMR* MMTMR* CTTGATCATG ACTTATGAGT 0  0 0 0 0 0

3204 1965 af AN9405.1 52.m04032 AO07027
4000012

1 -96 -82 ATGACGATGCGATGA ATGACGATGCGATGA MTMR* MTMR* GATCATGATG ACTTATGAGT 0  0 0 0 0 0

3205 1965 af AN9405.1 52.m04032 AO07027
4000012

1 -85 -74 ATGAACTTATGA ATGAACTTATGA MNL* MNL* TGACGATGCG GTCGTTTAAT 0  0 0 0 0 0

3206 1965 af AN9405.1 52.m04032 AO07027
4000012

1 -77 -30 ATGAGTCGTTTAATATTCATTGCAATTATTC
ATCTGACTCGGTTTTAG

ATGAGTCGTTTAATATTCATTGCAATTATTCAT
CTGACTCGGTTTTAG

MSRLIFIAIIHLTRF* MSRLIFIAIIHLTRF* CGATGAACTT CTAGAGATAT 0  0 0 0 0 0

3213 1966 an AN8796.1 71.m15603 AO07027
6000064

1 -123 -91 ATGTCAATGGAAACCAGGAGCATCGGATGC
TGA

ATGTCAATGGAAACCAGGAGCATCG
GATGCTGA

MSMETRSIGC* MSMETRSIGC* TGACTTCTCA ACTTACCCCC 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3214 1966 an AN8796.1 71.m15603 AO07027
6000064

1 -117 -91 ATGGAAACCAGGAGCATCGGATGCTGA ATGGAAACCAGGAGCATCGGATGC
TGA

METRSIGC* METRSIGC* CTCAATGTCA ACTTACCCCC 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3215 1966 an AN8796.1 71.m15603 AO07027
6000064

1 -97 -11 ATGCTGAACTTACCCCCTGCGAGAGCTGTT
TCTCCCTTCGATGGCAGCTGCGGGGTACC
GGTTGAACTAAGCAGCATCTCCAATTGA

ATGCTGAACTTACCCCCTGCGAGAG
CTGTTTCTCCCTTCGATGGCAGCTG
CGGGGTACCGGTTGAACTAAGCAG
CATCTCCAATTGA

MLNLPPARAVSPFDGSC
GVPVELSSISN*

MLNLPPARAVSP
FDGSCGVPVELS
SISN*

GGAGCATCGG GTGAGCAACG 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3216 1966 an AN8796.1 71.m15603 AO07027
6000064

1 -57 -28 ATGGCAGCTGCGGGGTACCGGTTGAACTA
A

ATGGCAGCTGCGGGGTACCGGTTG
AACTAA

MAAAGYRLN* MAAAGYRLN* TCTCCCTTCG GCAGCATCTC 1 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3219 1966 af AN8796.1 71.m15603 AO07027
6000064

1 -143 -102 ATGTATATGAGGAGCCTACAGAACCCGCAC
CTCACACGATAG

ATGTATATGAGGAGCCTACAGAACCCGCACCT
CACACGATAG

MYMRSLQNPHLTR* MYMRSLQNPHLTR* AGTTGCACAT CGCTGCAGGT 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3220 1966 af AN8796.1 71.m15603 AO07027
6000064

1 -137 -102 ATGAGGAGCCTACAGAACCCGCACCTCACA
CGATAG

ATGAGGAGCCTACAGAACCCGCACCTCACAC
GATAG

MRSLQNPHLTR* MRSLQNPHLTR* ACATATGTAT CGCTGCAGGT 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3223 1966 ao AN8796.1 71.m15603 AO07027
6000064

1 -113 -72 ATGTCCGGAACCAGTCCACCACGCCCCCCT
CTCCCCCATTGA

ATGTCCGGAACCAGTCCACC
ACGCCCCCCTCTCCCCCATT
GA

MSGTSPPRPPLPH* MSGTSP
PRPPLPH
*

AACTCAACCG ACTAAAAGAA 0 T FG05865.
1

0 NCU0109
9.1

YML121
W

0

3234 1973 an AN0954.1 70.m15601 AO07032
0000155

0 -17 ATGCCAATCTACTCATGA ATGCCAATCTACTCATGA MPIYS* MPIYS* AACATCTCAG TGTCTGAAGT 1 R 0 0 0 0 0

3235 1973 af AN0954.1 70.m15601 AO07032
0000155

1 -198 -157 ATGAATTCAAATTATATACCAGTTGCACGTC
GCGCTCCATAA

ATGAATTCAAATTATATACCAGTTGCACGTCGC
GCTCCATAA

MNSNYIPVARRAP* MNSNYIPVARRAP* GCAGCTCTGA TTGTGAAACC 0 R 0 0 0 0 0

3236 1973 af AN0954.1 70.m15601 AO07032
0000155

1 -36 -16 ATGCCATCCAGCATTATCTGA ATGCCATCCAGCATTATCTGA MPSSII* MPSSII* AACAAACCAA ACAACAACCA 1 R 0 0 0 0 0

3237 1973 ao AN0954.1 70.m15601 AO07032
0000155

1 -250 -236 ATGAACATAAGTTGA ATGAACATAAGTTGA MNIS* MNIS* TGAGTTCAAA AACTCGAGAT 0 R 0 0 0 0 0

3238 1973 ao AN0954.1 70.m15601 AO07032
0000155

1 -52 -41 ATGCCACCTTAA ATGCCACCTTAA MPP* MPP* TGCACTTTCC CCAAACCAAA 1 R 0 0 0 0 0

3254 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -370 -260 ATGTATTATGATAACGCTACGAGCTTTCGT
CGGTGCTCCAGGCTGATAGACTGTCTGAT
GCACTCAACTGATAAGATGGGTGTTCCCCA
CCACCCCGCCAGAGCCCGGTAA

ATGTATTATGATAACGCTACGAGCT
TTCGTCGGTGCTCCAGGCTGATAG
ACTGTCTGATGCACTCAACTGATAA
GATGGGTGTTCCCCACCACCCCGC
CAGAGCCCGGTAA

MYYDNATSFRRCSRLIDC
LMHSTDKMGVPHHPARA
R*

MYYDNATSFRRC
SRLIDCLMHSTD
KMGVPHHPARA
R*

TTCGAATAAT ATAGTACAAA 0 JIT 0 0 0 0 0

3255 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -363 -325 ATGATAACGCTACGAGCTTTCGTCGGTGCT
CCAGGCTGA

ATGATAACGCTACGAGCTTTCGTCG
GTGCTCCAGGCTGA

MITLRAFVGAPG* MITLRAFVGAPG* AATATGTATT TAGACTGTCT 0 JIT 0 0 0 0 0

3256 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -313 -260 ATGCACTCAACTGATAAGATGGGTGTTCCC
CACCACCCCGCCAGAGCCCGGTAA

ATGCACTCAACTGATAAGATGGGTG
TTCCCCACCACCCCGCCAGAGCCC
GGTAA

MHSTDKMGVPHHPARA
R*

MHSTDKMGVPH
HPARAR*

AGACTGTCTG ATAGTACAAA 0 JIT 0 0 0 0 0

3257 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -295 -260 ATGGGTGTTCCCCACCACCCCGCCAGAGC
CCGGTAA

ATGGGTGTTCCCCACCACCCCGCC
AGAGCCCGGTAA

MGVPHHPARAR* MGVPHHPARAR* AACTGATAAG ATAGTACAAA 0 JIT 0 0 0 0 0

3258 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -203 -165 ATGGACATGAACTTATCGACCTGCCGTTTT
AAGGGCTAG

ATGGACATGAACTTATCGACCTGCC
GTTTTAAGGGCTAG

MDMNLSTCRFKG* MDMNLSTCRFK
G*

GAGCTCTTCC TTTCGTCCAA 0 JIT 0 0 0 0 0

3259 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -197 -165 ATGAACTTATCGACCTGCCGTTTTAAGGGC
TAG

ATGAACTTATCGACCTGCCGTTTTA
AGGGCTAG

MNLSTCRFKG* MNLSTCRFKG* TTCCATGGAC TTTCGTCCAA 0 JIT 0 0 0 0 0

3260 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -145 -110 ATGTCTACCTATCGTAGTTTCCGATGGAGG
GGTTGA

ATGTCTACCTATCGTAGTTTCCGAT
GGAGGGGTTGA

MSTYRSFRWRG* MSTYRSFRWRG
*

ATCTTCGCCG GATCTTGATA 0 JIT 0 0 0 0 0

3261 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -122 -102 ATGGAGGGGTTGAGATCTTGA ATGGAGGGGTTGAGATCTTGA MEGLRS* MEGLRS* GTAGTTTCCG TACGAGGAGT 0 JIT 0 0 0 0 0

3262 1980 an AN3957.1 69.m14963 AO07034
1000077

1 -89 -27 ATGGGTATATATATATTGATACAGTTACCCC
TCTCATGTCTTGAAGACAGGTCTAATGCCT
GA

ATGGGTATATATATATTGATACAGTT
ACCCCTCTCATGTCTTGAAGACAGG
TCTAATGCCTGA

MGIYILIQLPLSCLEDRSN
A*

MGIYILIQLPLSCL
EDRSNA*

CGAGGAGTCT ACTTACATTA 0 JIT 0 0 0 0 0

3263 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -508 -446 ATGTTCATAGTGCCGATATCCATTGCGGGA
AAAAGCAAGAGATTCGCCAGGCCTAGGTAC
TAG

ATGTTCATAGTGCCGATATCCATTGCGGGAAA
AAGCAAGAGATTCGCCAGGCCTAGGTACTAG

MFIVPISIAGKSKRFARPR
Y*

MFIVPISIAGKSKRFARPRY* TACCTTCTAA CCAACCTACT 0 JIT 0 0 0 0 0

3264 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -411 -373 ATGCCGAATATGTACCATAGGACTCCAACT
ACTCCATAG

ATGCCGAATATGTACCATAGGACTCCAACTAC
TCCATAG

MPNMYHRTPTTP* MPNMYHRTPTTP* AGCTTCCCCA GCTCACATCC 0 JIT 0 0 0 0 0

3265 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -402 -373 ATGTACCATAGGACTCCAACTACTCCATAG ATGTACCATAGGACTCCAACTACTCCATAG MYHRTPTTP* MYHRTPTTP* AATGCCGAAT GCTCACATCC 0 JIT 0 0 0 0 0

3266 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -361 -326 ATGGTTCTCCAACTTTATATTTCTGTTGGAG
AATAG

ATGGTTCTCCAACTTTATATTTCTGTTGGAGAA
TAG

MVLQLYISVGE* MVLQLYISVGE* CTCACATCCA GTAGAATACG 0 JIT 0 0 0 0 0

3267 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -302 -285 ATGTTAGTGGACAGATAA ATGTTAGTGGACAGATAA MLVDR* MLVDR* TGCATCTCAG CGCTGCCCCA 0 JIT 0 0 0 0 0

3268 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -183 -133 ATGTCTCTCGACCTGCCTAATCGGAAAAGA
TATGAGGTTCCTGACACCTAA

ATGTCTCTCGACCTGCCTAATCGGAAAAGATA
TGAGGTTCCTGACACCTAA

MSLDLPNRKRYEVPDT* MSLDLPNRKRYEVPDT* AGTCCAGGGC GATAAGGAGA 0 JIT 0 0 0 0 0

3269 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -152 -120 ATGAGGTTCCTGACACCTAAGATAAGGAGA
TGA

ATGAGGTTCCTGACACCTAAGATAAGGAGATG
A

MRFLTPKIRR* MRFLTPKIRR* CGGAAAAGAT CCCCATTCTC 0 JIT 0 0 0 0 0

3270 1980 af AN3957.1 69.m14963 AO07034
1000077

1 -123 -88 ATGACCCCATTCTCCAACTGCCTGCACCCG
ATTTAA

ATGACCCCATTCTCCAACTGCCTGCACCCGAT
TTAA

MTPFSNCLHPI* MTPFSNCLHPI* AGATAAGGAG GGCAGCCGTT 0 JIT 0 0 0 0 0

3271 1980 ao AN3957.1 69.m14963 AO07034
1000077

1 -318 -304 ATGTGTTTTGCGTAA ATGTGTTTTGCGTAA MCFA* MCFA* AAAGCGTGTG CAGATAACTC 0 JIT 0 0 0 0 0

3272 1980 ao AN3957.1 69.m14963 AO07034
1000077

1 -70 -11 ATGTGTTTCATAGCGCAACATCATATACCTC
CTACCTTCCCCTTAGTTGATCCCCAATAG

ATGTGTTTCATAGCGCAACAT
CATATACCTCCTACCTTCCCC
TTAGTTGATCCCCAATAG

MCFIAQHHIPPTFPLVDP
Q*

MCFIAQH
HIPPTFP
LVDPQ*

GCTTCCTTTG CTTACTGACT 0 JIT 0 0 0 0 0

3312 1999 ao AN2748.1 54.m06683 AO07033
8000223

0 -45 -34 ATGAAACCATAG ATGAAACCATAG MKP* MKP* ATTGTCTTGG GCTTGGGGGC 1 R 0 0 0 YPR186C 0

3323 2005 an AN6512.1 62.m03099 AO07027
0000007

0 -52 -29 ATGACTTGGGCTGTTCCTAATTAA ATGACTTGGGCTGTTCCTAATTAA MTWAVPN* MTWAVPN* CTACTGATTT ACTGAGTTCA 1 RK FG07165.
1

0 0 YFL028C 0

3330 2007 an AN7483.1 57.m05865 AO07028
7000044

1 -83 -66 ATGACTTGCCATGCCTGA ATGACTTGCCATGCCTGA MTCHA* MTCHA* TATCTGTGCA GGAATGGGTG 0  0 0 0 0 0

3331 2007 an AN7483.1 57.m05865 AO07028
7000044

1 -73 -26 ATGCCTGAGGAATGGGTGCCCTTTTCATGC
TGTTTTTTCCACCTTTGA

ATGCCTGAGGAATGGGTGCCCTTTT
CATGCTGTTTTTTCCACCTTTGA

MPEEWVPFSCCFFHL* MPEEWVPFSCC
FFHL*

ATGACTTGCC CTGTGACCAG 0  0 0 0 0 0

3335 2007 af AN7483.1 57.m05865 AO07028
7000044

1 -45 -16 ATGTGTCGGCAAATCACTTCCAGCAGCTGA ATGTGTCGGCAAATCACTTCCAGCAGCTGA MCRQITSSS* MCRQITSSS* CATTCGAGGA TGACGATTCT 1  0 0 0 0 0

3338 2007 ao AN7483.1 57.m05865 AO07028
7000044

1 -33 -13 ATGTTTTCTTCATTCATGTGA ATGTTTTCTTCATTCATGTGA MFSSFM* MFSSFM* GGCTAGGCGG CGATCATTCG 1  0 0 0 0 0

3356 2013 ao AN6870.1 71.m15261 AO07031
4000052

0 -47 -30 ATGTACAGTACTGTTTAA ATGTACAGTACTGTTTAA MYSTV* MYSTV* ATTCTCTTGT CTAGTTTACC 1 R FG02207.
1

MG10534.
1

0 0 0

3357 2016 conserved AN1779.1 69.m15647 AO07032
4000017

1 -177 -163 -188 -174 -129 -115 ATGrCbTyTyTsTrA ATGGCCTTTCTCTGA ATGACTTCTCTCTAA ATGGCGTCTTTGTGA MafL* MAFL* MTSL* MASL* mryryswACA kykAmvvTyy 0 LD 0 0 0 0 0

3358 2017 an AN2243.1 71.m15877 AO07032
6000130

1 -296 -285 ATGTCCTTCTAA ATGTCCTTCTAA MSF* MSF* ACGAAAGCCC AACAACATCC 0 R 0 MG01743.
1

0 0 0

3363 2017 af AN2243.1 71.m15877 AO07032
6000130

1 -303 -292 ATGTCTTTTTAG ATGTCTTTTTAG MSF* MSF* TGATCGATTC ACACCACACC 0 R 0 MG01743.
1

0 0 0

3369 2017 ao AN2243.1 71.m15877 AO07032
6000130

1 -337 -326 ATGTCGATCTAA ATGTCGATCTAA MSI* MSI* CATCTCGTCG TCAACCCTTT 0 R 0 MG01743.
1

0 0 0
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3384 2032 conserved AN8846.1 71.m15980 AO07027
1000030

1 -87 -64 -260 -237 -89 -66 ATGAyCmrybkbyGsTwydCdTrA ATGATCCGTTGGCGCTTTGCATAA ATGACCCACCTTCGGTACACTTGA ATGATCAGTGTCTGGTACTC
GTAA

Mirwrfa* MIRWRFA* MTHLRYT* MISVWY
S*

CmkywATymA rwwyyysrAr 0 G 0 0 0 0 0

3385 2032 an AN8846.1 71.m15980 AO07027
1000030

1 -318 -295 ATGCCATTCCAGCCAGTGCTTTAA ATGCCATTCCAGCCAGTGCTTTAA MPFQPVL* MPFQPVL* TTTCTATCGC CTTCTCTTTC 0 G 0 0 0 0 0

3386 2032 an AN8846.1 71.m15980 AO07027
1000030

1 -101 -84 ATGCCCTTTATCCAATGA ATGCCCTTTATCCAATGA MPFIQ* MPFIQ* CCCCTCTTGC TCCGTTGGCG 0 G 0 0 0 0 0

3393 2034 an AN3376.1 66.m04646 AO07028
1000020

1 -155 -108 ATGTACATTACTTCTCTATTGTGTACTAATA
CGCCAATTTGCTGCTAA

ATGTACATTACTTCTCTATTGTGTAC
TAATACGCCAATTTGCTGCTAA

MYITSLLCTNTPICC* MYITSLLCTNTPI
CC*

AGAGAGCCTT TTTTGCCTCC 0 I 0 0 0 0 0

3394 2034 ao AN3376.1 66.m04646 AO07028
1000020

1 -103 -86 ATGACTATCTCCTTTTGA ATGACTATCTCCTTTTGA MTISF* MTISF* TATTTTCTGT CACAGCGTAT 0 I 0 0 0 0 0

3401 2036 af AN8767.1 52.m03894 AO07029
9000022

0 -31 -17 ATGAACAGACGATAA ATGAACAGACGATAA MNRR* MNRR* ATACTCACTT CACTTCGTTT 1 M 0 0 0 0 0

3412 2040 ao AN3233.1 58.m07220 AO07030
7000047

0 -48 -16 ATGTCCCCGGACTCATCTTCCTTCGCTACA
TGA

ATGTCCCCGGACTCATCTTC
CTTCGCTACATGA

MSPDSSSFAT* MSPDSS
SFAT*

CTTCCCCGGA AAACCCCTTG 1 R 0 0 0 0 0

3428 2045 an AN0770.1 70.m15373 AO07031
6000074

0 -58 -44 ATGAACACCTGGTGA ATGAACACCTGGTGA MNTW* MNTW* TACCTGCTGA CTCCAGTTCG 1 T 0 0 NCU0192
8.1

0 0

3430 2045 af AN0770.1 70.m15373 AO07031
6000074

0 -23 -3 ATGGATCACGACTCTCATTAA ATGGATCACGACTCTCATTAA MDHDSH* MDHDSH* CTGTCGTTGT CTATGTCCTC 1 T 0 0 NCU0192
8.1

0 0

3431 2045 ao AN0770.1 70.m15373 AO07031
6000074

0 -23 -3 ATGGATCGAGCCATTGATTGA ATGGATCGAGCCATTGATTG
A

MDRAID* MDRAID* CCCAATTTGT CAATGTCCTC 1 T 0 0 NCU0192
8.1

0 0

3432 2046 an AN0766.1 70.m15369 AO07031
6000078

1 -336 -199 ATGACCCCCGCTTGTTTCTCGTCGTTTTGC
AGGTCCCTCTCTGCCCGCCGCCTTCTGGC
CGAATCTAAACCCGCATTGGAGCGTCCGG
CTCCGCCATCGGTAGCACCTCCTCTGCCAG
CGTTTCCTATTACTCAATAA

ATGACCCCCGCTTGTTTCTCGTCGT
TTTGCAGGTCCCTCTCTGCCCGCC
GCCTTCTGGCCGAATCTAAACCCGC
ATTGGAGCGTCCGGCTCCGCCATC
GGTAGCACCTCCTCTGCCAGCGTTT
CCTATTACTCAATAA

MTPACFSSFCRSLSARR
LLAESKPALERPAPPSVA
PPLPAFPITQ*

MTPACFSSFCRS
LSARRLLAESKP
ALERPAPPSVAP
PLPAFPITQ*

TCGCTATCCT CCACCCGCCT 0  0 0 0 0 0

3433 2046 af AN0766.1 70.m15369 AO07031
6000078

1 -209 -174 ATGCTCCGCCGTCACTCACCATCGATCGCC
ATTTGA

ATGCTCCGCCGTCACTCACCATCGATCGCCAT
TTGA

MLRRHSPSIAI* MLRRHSPSIAI* CTGGAGCCTT CTTTTTTTTC 0  0 0 0 0 0

3437 2047 an AN9511.1 69.m15659 AO07032
4000090

0 -25 -8 ATGTCTTGGTCACGCTAG ATGTCTTGGTCACGCTAG MSWSR* MSWSR* TACTTCACCC AGCCACCATG 1 R 0 0 0 0 0

3441 2047 af AN9511.1 69.m15659 AO07032
4000090

0 -58 -2 ATGGACGAGCATTGGAACATGGGACTTGAC
GCACTGTCGCTCATTTGGTCTACCTAA

ATGGACGAGCATTGGAACATGGGACTTGACG
CACTGTCGCTCATTTGGTCTACCTAA

MDEHWNMGLDALSLIWS
T*

MDEHWNMGLDALSLIWST* CCGTTTCATG CATGGCGAGC 1 R 0 0 0 0 0

3442 2047 af AN9511.1 69.m15659 AO07032
4000090

0 -40 -2 ATGGGACTTGACGCACTGTCGCTCATTTGG
TCTACCTAA

ATGGGACTTGACGCACTGTCGCTCATTTGGTC
TACCTAA

MGLDALSLIWST* MGLDALSLIWST* GCATTGGAAC CATGGCGAGC 1 R 0 0 0 0 0

3499 2082 af AN5742.1 69.m14840 AO07019
3000003

0 -59 -18 ATGAAGGATTCCTTTACAAGACACCATCAG
GCCTGCCATTAA

ATGAAGGATTCCTTTACAAGACACCATCAGGC
CTGCCATTAA

MKDSFTRHHQACH* MKDSFTRHHQACH* GCGTTTCTTT CCTCCGCAAT 1 G FG01593.
1

0 0 0 0

3512 2083 af AN1397.1 70.m14825 AO07023
3000013

0 -36 -25 ATGAGCAACTGA ATGAGCAACTGA MSN* MSN* AACATTGACC ATTTCTGTTG 1 Q 0 0 0 0 0

3560 2107 af AN6697.1 65.m07286 AO07033
9000128

1 -52 -26 ATGAATATAAGATTACCGACATTGTGA ATGAATATAAGATTACCGACATTGTGA MNIRLPTL* MNIRLPTL* GCTAATTGGC GCGCAGTATT 1  FG01351.
1

0 NCU0266
8.1

0 0

3575 2110 ao AN2153.1 72.m19688 AO07034
3000202

0 -17 ATGCCAAGTAATGTGTAA ATGCCAAGTAATGTGTAA MPSNV* MPSNV* ATTTTATCGG TGACTGACCG 1 J 0 MG07084.
1

NCU0802
6.1

0 0

3578 2111 an AN7437.1 57.m05908 AO07022
9000007

0 -53 -33 ATGTGTTCCAAACCCAAGTGA ATGTGTTCCAAACCCAAGTGA MCSKPK* MCSKPK* AGCGCCTCGA TTACTATAAG 1 R 0 0 NCU0750
4.1

0 0

3587 2113 ao AN6655.1 62.m03451 AO07026
9000011

0 -59 -30 ATGTCCCCGCCGAGGATAACTACTCACTGA ATGTCCCCGCCGAGGATAAC
TACTCACTGA

MSPPRITTH* MSPPRIT
TH*

CAGAAGTCCG GAATCGCTTG 1 IQR FG00177.
1

0 0 0 0

3608 2121 an AN0213.1 71.m15479 AO07032
3000085

1 -180 -166 ATGGAACTGGCCTAG ATGGAACTGGCCTAG MELA* MELA* CTCCTGACCC GGTGCCGCCC 0 0 0 0 0 0

3609 2121 an AN0213.1 71.m15479 AO07032
3000085

1 -83 -57 ATGATACCACGACGGAACGAATTTTGA ATGATACCACGACGGAACGAATTTT
GA

MIPRRNEF* MIPRRNEF* CATCGAGCTG TTCCATCGAT 0 0 0 0 0 0

3610 2121 af AN0213.1 71.m15479 AO07032
3000085

1 -393 -319 ATGACGGCCATCCCTCAGCTATTTGCCGTT
TTCTATCCTGCCATACGATTTGCGGCCTTT
CAGTTCCTACATTGA

ATGACGGCCATCCCTCAGCTATTTGCCGTTTT
CTATCCTGCCATACGATTTGCGGCCTTTCAGT
TCCTACATTGA

MTAIPQLFAVFYPAIRFAA
FQFLH*

MTAIPQLFAVFYPAIRFAAF
QFLH*

ACTTTGCTGC GGACGATATT 0 0 0 0 0 0

3611 2121 af AN0213.1 71.m15479 AO07032
3000085

1 -248 -117 ATGATCATTTTCTCCGCCTCATGGGAGGAT
CCTGAGGAACCAGCAGGTTCCGACCGCGG
TCAACGGTACTCGCCACTAGTCTATCGAAC
CTCACGACTCACGACGGCACGATTATTTGA
ATACCATTTCTAA

ATGATCATTTTCTCCGCCTCATGGGAGGATCC
TGAGGAACCAGCAGGTTCCGACCGCGGTCAA
CGGTACTCGCCACTAGTCTATCGAACCTCACG
ACTCACGACGGCACGATTATTTGAATACCATT
TCTAA

MIIFSASWEDPEEPAGSD
RGQRYSPLVYRTSRLTT
ARLFEYHF*

MIIFSASWEDPEEPAGSDR
GQRYSPLVYRTSRLTTARL
FEYHF*

TCACTGTTTG ATAGGATTGG 0 0 0 0 0 0

3612 2121 af AN0213.1 71.m15479 AO07032
3000085

1 -228 -214 ATGGGAGGATCCTGA ATGGGAGGATCCTGA MGGS* MGGS* TCTCCGCCTC GGAACCAGCA 0 0 0 0 0 0

3613 2121 ao AN0213.1 71.m15479 AO07032
3000085

1 -375 -364 ATGTTCTTTTAG ATGTTCTTTTAG MFF* MFF* CCTTTTCTTT CTAGTCTCTC 0 0 0 0 0 0

3614 2121 ao AN0213.1 71.m15479 AO07032
3000085

1 -235 -224 ATGGAACTGTAG ATGGAACTGTAG MEL* MEL* TCGTCATTCC TGAGGACCCA 0 0 0 0 0 0

3632 2131 an AN6711.1 65.m07264 AO07033
9000151

1 -75 -58 ATGACACTCATTTCTTGA ATGACACTCATTTCTTGA MTLIS* MTLIS* TTCCCTTGAG CCGGCTCATT 0 FE FG04261.
1

0 NCU0525
4.1

0 0

3633 2131 an AN6711.1 65.m07264 AO07033
9000151

1 -34 -17 ATGTCTATGATTCTTTGA ATGTCTATGATTCTTTGA MSMIL* MSMIL* TTTCAGCTTG TCCGCTCGAT 1 FE FG04261.
1

0 NCU0525
4.1

0 0

3634 2131 an AN6711.1 65.m07264 AO07033
9000151

1 -28 -17 ATGATTCTTTGA ATGATTCTTTGA MIL* MIL* CTTGATGTCT TCCGCTCGAT 1 FE FG04261.
1

0 NCU0525
4.1

0 0

3635 2131 af AN6711.1 65.m07264 AO07033
9000151

1 -90 -10 ATGCCCTTCACAACCCCTACCTCCTTTCTA
CTCTCCCCTCTCGTCTCCTCATTGTACATG
CCTTCATTTCGCAGTACTTAA

ATGCCCTTCACAACCCCTACCTCCTTTCTACTC
TCCCCTCTCGTCTCCTCATTGTACATGCCTTC
ATTTCGCAGTACTTAA

MPFTTPTSFLLSPLVSSL
YMPSFRST*

MPFTTPTSFLLSPLVSSLY
MPSFRST*

GCCATTTGAA TAGGTCACAA 0 FE FG04261.
1

0 NCU0525
4.1

0 0

3636 2131 af AN6711.1 65.m07264 AO07033
9000151

1 -33 -10 ATGCCTTCATTTCGCAGTACTTAA ATGCCTTCATTTCGCAGTACTTAA MPSFRST* MPSFRST* CTCATTGTAC TAGGTCACAA 1 FE FG04261.
1

0 NCU0525
4.1

0 0

3637 2131 ao AN6711.1 65.m07264 AO07033
9000151

1 -479 -459 ATGTCTTATTCTAGCACATAA ATGTCTTATTCTAGCACATAA MSYSST* MSYSST* TCCCTTGTCC TTACACCAAA 0 FE FG04261.
1

0 NCU0525
4.1

0 0

3647 2138 af AN5005.1 59.m08905 AO07025
5000035

0 -58 -29 ATGCTCCTACCTTACTATCCTATCTTTTAA ATGCTCCTACCTTACTATCCTATCTTTTAA MLLPYYPIF* MLLPYYPIF* TTAACCACAT TCCCACCATT 1  0 0 0 0 0

3649 2138 ao AN5005.1 59.m08905 AO07025
5000035

0 -59 -45 ATGTTCCTTCCATAA ATGTTCCTTCCATAA MFLP* MFLP* AATTGTCTAT TCTATATCTC 1  0 0 0 0 0

3650 2143 an AN8886.1 56.m03088 AO07029
3000018

1 -253 -173 ATGACAGCTGCCTCCGACCACTCCCTGCCC
GAAACCTCCTTCACTCCGCATTGCGCTTAT
CGTTCCCCGGTTTCCCCTTAA

ATGACAGCTGCCTCCGACCACTCCC
TGCCCGAAACCTCCTTCACTCCGCA
TTGCGCTTATCGTTCCCCGGTTTCC
CCTTAA

MTAASDHSLPETSFTPH
CAYRSPVSP*

MTAASDHSLPET
SFTPHCAYRSPV
SP*

CCATTGCAGC GATATGGGAG 0 E 0 0 NCU0435
8.1

0 0

3651 2143 an AN8886.1 56.m03088 AO07029
3000018

1 -169 -158 ATGGGAGTTTAG ATGGGAGTTTAG MGV* MGV* CCCTTAAGAT GAGATGAATC 0 E 0 0 NCU0435
8.1

0 0

3652 2143 af AN8886.1 56.m03088 AO07029
3000018

1 -362 -255 ATGTTTCTTACTGTACCCCATACCTCCTCAT
CCCTCGTCCTTCCAAATCTCCACGCGTGCC
GCAGCTGTGCAGTTGTGAGACTTTTCTATT
CGCAGCACGTTAACTGA

ATGTTTCTTACTGTACCCCATACCTCCTCATCC
CTCGTCCTTCCAAATCTCCACGCGTGCCGCAG
CTGTGCAGTTGTGAGACTTTTCTATTCGCAGC
ACGTTAACTGA

MFLTVPHTSSSLVLPNLH
ACRSCAVVRLFYSQHVN
*

MFLTVPHTSSSLVLPNLHA
CRSCAVVRLFYSQHVN*

AATCACTAAT GACTGAGAGA 0 E 0 0 NCU0435
8.1

0 0

3653 2143 af AN8886.1 56.m03088 AO07029
3000018

1 -96 -64 ATGGCGCCTAAAAAAGAAAACAACTTTGGA
TAA

ATGGCGCCTAAAAAAGAAAACAACTTTGGATA
A

MAPKKENNFG* MAPKKENNFG* TTATCGAGAG ATTGGGACAA 0 E 0 0 NCU0435
8.1

0 0

3654 2143 ao AN8886.1 56.m03088 AO07029
3000018

1 -267 -181 ATGCTCGCTGTGAATCGTTGCATCGTCTCA
AGGCATATGCGCCCCGATTATCTACTACGT
CCTTATCTCGTTATCAAGCTCGAGTAG

ATGCTCGCTGTGAATCGTTG
CATCGTCTCAAGGCATATGC
GCCCCGATTATCTACTACGT
CCTTATCTCGTTATCAAGCTC
GAGTAG

MLAVNRCIVSRHMRPDY
LLRPYLVIKLE*

MLAVNR
CIVSRHM
RPDYLLR
PYLVIKL
E*

CAGTCACAGC TGGATTCAGG 0 E 0 0 NCU0435
8.1

0 0

3655 2143 ao AN8886.1 56.m03088 AO07029
3000018

1 -231 -181 ATGCGCCCCGATTATCTACTACGTCCTTAT
CTCGTTATCAAGCTCGAGTAG

ATGCGCCCCGATTATCTACT
ACGTCCTTATCTCGTTATCAA
GCTCGAGTAG

MRPDYLLRPYLVIKLE* MRPDYL
LRPYLVI
KLE*

CTCAAGGCAT TGGATTCAGG 0 E 0 0 NCU0435
8.1

0 0

3656 2143 ao AN8886.1 56.m03088 AO07029
3000018

1 -134 -108 ATGGTTCCACTTATGATTGTTCGCTGA ATGGTTCCACTTATGATTGTT
CGCTGA

MVPLMIVR* MVPLMIV
R*

CAGCTGAATC AGATAGTGAG 0 E 0 0 NCU0435
8.1

0 0

3657 2143 ao AN8886.1 56.m03088 AO07029
3000018

1 -122 -108 ATGATTGTTCGCTGA ATGATTGTTCGCTGA MIVR* MIVR* GGTTCCACTT AGATAGTGAG 0 E 0 0 NCU0435
8.1

0 0

3681 2153 af AN9526.1 59.m09117 AO07032
7000084

1 -171 -145 ATGTTTACTTATTCTGCCCCTATTTGA ATGTTTACTTATTCTGCCCCTATTTGA MFTYSAPI* MFTYSAPI* GACTCACTCG CTAACGCCGC 0 U 0 0 0 0 0

3695 2156 ao AN2830.1 71.m15507 AO07033
0000102

0 -52 -20 ATGGGGTGCAACGTTTTCCCTAACCGATCA
TAA

ATGGGGTGCAACGTTTTCCC
TAACCGATCATAA

MGCNVFPNRS* MGCNVF
PNRS*

CCCCCTCCCC CATAGCAGAA 1 I 0 0 0 0 0
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3699 2157 af AN6721.1 53.m03953 AO07033
5000072

0 -51 -34 ATGGCAACAGTAGATTGA ATGGCAACAGTAGATTGA MATVD* MATVD* TATATTATAT TTCGCTGGAT 1 R 0 0 0 0 0

3764 2186 ao AN2236.1 71.m15828 AO07032
6000140

0 -42 -28 ATGTGTGGCGCATAG ATGTGTGGCGCATAG MCGA* MCGA* CTCTTTCTTT ACGGTAGGCG 1 S 0 0 0 0 0

3770 2191 ao AN3793.1 57.m05691 AO07033
7000236

1 -505 -419 ATGTGGTGCATGATATCGACATCGCTAACC
GTCGTATCGCAGAAGCTTACTTCGGGCGAA
TCGGAACTTTCCCTTCCGACCAACTAG

ATGTGGTGCATGATATCGAC
ATCGCTAACCGTCGTATCGC
AGAAGCTTACTTCGGGCGAA
TCGGAACTTTCCCTTCCGAC
CAACTAG

MWCMISTSLTVVSQKLT
SGESELSLPTN*

MWCMIS
TSLTVVS
QKLTSG
ESELSLP
TN*

TGTTGGTCCC TTCGCCGGTG 0 TR 0 0 0 0 0

3771 2191 ao AN3793.1 57.m05691 AO07033
7000236

1 -496 -419 ATGATATCGACATCGCTAACCGTCGTATCG
CAGAAGCTTACTTCGGGCGAATCGGAACTT
TCCCTTCCGACCAACTAG

ATGATATCGACATCGCTAAC
CGTCGTATCGCAGAAGCTTA
CTTCGGGCGAATCGGAACTT
TCCCTTCCGACCAACTAG

MISTSLTVVSQKLTSGES
ELSLPTN*

MISTSLT
VVSQKLT
SGESEL
SLPTN*

CATGTGGTGC TTCGCCGGTG 0 TR 0 0 0 0 0

3775 2192 ao AN5992.1 72.m19148 AO07034
0000285

1 -80 -69 ATGCGAGTCTAG ATGCGAGTCTAG MRV* MRV* CCCCCGATCG TACTGTCGCC 0 L 0 0 0 0 0

3796 2204 an AN6779.1 71.m15523 AO07029
2000024

0 -36 -7 ATGGTTCTTCTTTCTACGGACAGCAGCTGA ATGGTTCTTCTTTCTACGGACAGCA
GCTGA

MVLLSTDSS* MVLLSTDSS* TGCCAGCGTT TTGACAATGT 1 Q 0 0 0 0 0

3814 2215 af AN4763.1 59.m09489 AO07032
7000053

0 -54 -31 ATGATCAATCGGCGTTCCTGCTAA ATGATCAATCGGCGTTCCTGCTAA MINRRSC* MINRRSC* AAACTATGCC GTAGAGATTC 1 R 0 0 0 0 0

3824 2218 an AN9144.1 66.m04609 AO07033
2000114

0 -55 -26 ATGCGCCATAGTAGATTTGACAAGTTTTGA ATGCGCCATAGTAGATTTGACAAGT
TTTGA

MRHSRFDKF* MRHSRFDKF* TACCCCTGCA GAATTTACGC 1 E 0 0 0 0 0

3827 2218 af AN9144.1 66.m04609 AO07033
2000114

0 -58 -41 ATGCTTATAGCATTCTAG ATGCTTATAGCATTCTAG MLIAF* MLIAF* CTCGCTTGCG TATCATCCCG 1 E 0 0 0 0 0

3828 2218 ao AN9144.1 66.m04609 AO07033
2000114

0 -49 -38 ATGCTTCTATAG ATGCTTCTATAG MLL* MLL* CGAACTTGCT TAAACTATAC 1 E 0 0 0 0 0

3832 2222 af AN1555.1 55.m03072 AO07033
9000298

0 -59 -30 ATGTTGATGGATACCGGCCAGGGTCACTG
A

ATGTTGATGGATACCGGCCAGGGTCACTGA MLMDTGQGH* MLMDTGQGH* GTTCTGTCAG CAATGTCTTT 1 M 0 0 0 0 0

3833 2222 af AN1555.1 55.m03072 AO07033
9000298

0 -53 -30 ATGGATACCGGCCAGGGTCACTGA ATGGATACCGGCCAGGGTCACTGA MDTGQGH* MDTGQGH* TCAGATGTTG CAATGTCTTT 1 M 0 0 0 0 0

3834 2222 af AN1555.1 55.m03072 AO07033
9000298

0 -27 -16 ATGTCTTTCTGA ATGTCTTTCTGA MSF* MSF* GTCACTGACA ATCCATAGAA 1 M 0 0 0 0 0

3838 2222 ao AN1555.1 55.m03072 AO07033
9000298

0 -30 -16 ATGCTCACACTCTAG ATGCTCACACTCTAG MLTL* MLTL* GCATCTCGCC TTCCTTAGAA 1 M 0 0 0 0 0

3852 2228 an AN5657.1 58.m07322 AO07034
2000247

0 -35 -18 ATGCTTGTCTATCTTTGA ATGCTTGTCTATCTTTGA MLVYL* MLVYL* TCAGGGCTCT ACTATTTTAC 1  0 0 0 0 0

3864 2229 af AN4111.1 52.m03714 AO07034
2000382

0 -22 -5 ATGCTCATCAAAGACTAG ATGCTCATCAAAGACTAG MLIKD* MLIKD* CAAGGTTGTT CACCATGGCT 1 Q 0 0 0 0 0

3957 2274 af AN3220.1 67.m02928 AO07033
0000070

1 -117 -103 ATGCACGGGGTATAA ATGCACGGGGTATAA MHGV* MHGV* CGCAGTGTTC AGCTGGGAAG 0 GEPR FG10483.
1

MG05600.
1

0 0 0

3990 2291 an AN5333.1 69.m15580 AO07029
0000026

0 -39 -25 ATGAAACCCAGGTGA ATGAAACCCAGGTGA MKPR* MKPR* GACATAGGCC ATCGCAAAAA 1  0 0 0 0 0

4001 2294 an AN8726.1 66.m04723 AO07030
0000100

0 -36 -16 ATGTTTCGTGGCCTTATGTAA ATGTTTCGTGGCCTTATGTAA MFRGLM* MFRGLM* TCTTCCTTTC TTGATCGTTG 1 E 0 0 0 0 0

4002 2300 an AN8689.1 62.m03383 AO07031
5000110

1 -311 -261 ATGAAATTATCTCGGCCTTGCTTCATTTTAC
CTCTTTATGAATTATTATAA

ATGAAATTATCTCGGCCTTGCTTCA
TTTTACCTCTTTATGAATTATTATAA

MKLSRPCFILPLYELL* MKLSRPCFILPLY
ELL*

CTCCGTGTCG TCGTCCGTTC 0 G 0 0 0 0 0

4005 2300 ao AN8689.1 62.m03383 AO07031
5000110

1 -234 -190 ATGCGCCCTCAATATTATCGCTTGGATACC
ATGCAACCTATATAA

ATGCGCCCTCAATATTATCG
CTTGGATACCATGCAACCTAT
ATAA

MRPQYYRLDTMQPI* MRPQYY
RLDTMQ
PI*

TTCCCTACGT TTCCAAGAAA 0 G 0 0 0 0 0

4006 2300 ao AN8689.1 62.m03383 AO07031
5000110

1 -204 -190 ATGCAACCTATATAA ATGCAACCTATATAA MQPI* MQPI* CTTGGATACC TTCCAAGAAA 0 G 0 0 0 0 0

4038 2310 an AN1176.1 70.m15041 AO07033
1000171

1 -39 -7 ATGCTCTCTCTCCTATGTTCTTGTCCCTCCT
AG

ATGCTCTCTCTCCTATGTTCTTGTC
CCTCCTAG

MLSLLCSCPS* MLSLLCSCPS* TTTAAATCCT GAAAAAATGG 1 IT 0 0 0 0 0

4039 2310 af AN1176.1 70.m15041 AO07033
1000171

1 -169 -146 ATGAAGTACCTATGTCAAAGCTGA ATGAAGTACCTATGTCAAAGCTGA MKYLCQS* MKYLCQS* CTAAGAAATA CTCTACCTCA 0 IT 0 0 0 0 0

4040 2310 af AN1176.1 70.m15041 AO07033
1000171

1 -158 -87 ATGTCAAAGCTGACTCTACCTCAATCTCGA
ACATCCTACAAGGAGTTCTTGCCTTTTTCAT
TCTTATATTGA

ATGTCAAAGCTGACTCTACCTCAATCTCGAAC
ATCCTACAAGGAGTTCTTGCCTTTTTCATTCTT
ATATTGA

MSKLTLPQSRTSYKEFLP
FSFLY*

MSKLTLPQSRTSYKEFLPF
SFLY*

TGAAGTACCT CTATCATTAT 0 IT 0 0 0 0 0

4041 2310 ao AN1176.1 70.m15041 AO07033
1000171

1 -247 -215 ATGAAACCAAGTCAGCCAATTCTTTTTTATT
AA

ATGAAACCAAGTCAGCCAATT
CTTTTTTATTAA

MKPSQPILFY* MKPSQPI
LFY*

CAACATTTAA TTTTTCGACA 0 IT 0 0 0 0 0

4042 2310 ao AN1176.1 70.m15041 AO07033
1000171

1 -201 -175 ATGATCATCTATTTAGCCTTTTCCTGA ATGATCATCTATTTAGCCTTT
TCCTGA

MIIYLAFS* MIIYLAFS
*

TTCGACATTT ACCTCCGCCC 0 IT 0 0 0 0 0

4045 2311 an AN1198.1 70.m15021 AO07033
1000203

0 -20 ATGCTACGAATTAACCCATAA ATGCTACGAATTAACCCATAA MLRINP* MLRINP* TTTTTTTCAT TGTCTGCTTT 1 E 0 MG04826.
1

NCU0272
7.1

0 0

4054 2314 an AN0247.1 54.m06700 AO07033
8000240

0 -60 -4 ATGCAGAGACTTCGCGTGCAGTATCTTCTA
GAGTTCAGAGATCTAGCGGTTGCATGA

ATGCAGAGACTTCGCGTGCAGTATC
TTCTAGAGTTCAGAGATCTAGCGGT
TGCATGA

MQRLRVQYLLEFRDLAV
A*

MQRLRVQYLLEF
RDLAVA*

TTTTTTTTTA AAGATGCCTC 1 R FG00732.
1

0 0 0 0

4071 2318 ao AN8968.1 70.m15193 AO07034
2000435

0 -33 -22 ATGCATGTATGA ATGCATGTATGA MHV* MHV* AAGCATCTAC TCTCAAGAAA 1  0 0 0 0 0

4072 2318 ao AN8968.1 70.m15193 AO07034
2000435

0 -25 -5 ATGATCTCAAGAAACAGATGA ATGATCTCAAGAAACAGATG
A

MISRNR* MISRNR* ACATGCATGT CAAAATGGCT 1  0 0 0 0 0

4111 2326 an AN3363.1 66.m04629 AO07028
1000032

0 -48 -22 ATGTCCAATTATTGTTTCTGTACCTAA ATGTCCAATTATTGTTTCTGTACCTA
A

MSNYCFCT* MSNYCFCT* GTTTGGTCTT TTCCTACCGT 1 Z FG00697.
1

0 0 0 0

4120 2333 an AN6890.1 71.m15249 AO07031
4000031

0 -52 -38 ATGACGACTGGATGA ATGACGACTGGATGA MTTG* MTTG* ATTGACTTGC AGACAGAAGT 1 R 0 0 0 0 0

4122 2333 af AN6890.1 71.m15249 AO07031
4000031

0 -56 -18 ATGATCGGACGAATACAACACTCGCACTGC
TATTGCTGA

ATGATCGGACGAATACAACACTCGCACTGCTA
TTGCTGA

MIGRIQHSHCYC* MIGRIQHSHCYC* GCTCACTAGA GTCCTTAACC 1 R 0 0 0 0 0

4127 2333 ao AN6890.1 71.m15249 AO07031
4000031

0 -38 -18 ATGACTGCGCACATCAACTAA ATGACTGCGCACATCAACTA
A

MTAHIN* MTAHIN* TGCACATATA ACAATCAAGC 1 R 0 0 0 0 0

4154 2336 ao AN0947.1 70.m15586 AO07032
0000146

0 -53 ATGCCGGAAACAGTTGGGCTTGCGTCGCC
GTTTCGCCCCAATCCCTGCTCATGA

ATGCCGGAAACAGTTGGGCT
TGCGTCGCCGTTTCGCCCCA
ATCCCTGCTCATGA

MPETVGLASPFRPNPCS* MPETVG
LASPFRP
NPCS*

ATTTATTGAT TGACTGGATT 1 H 0 0 0 0 0

4167 2345 an AN6147.1 72.m19018 AO07034
0000055

0 -29 -15 ATGGGACTTCTGTGA ATGGGACTTCTGTGA MGLL* MGLL* GCTTGATTAC TAAGCTATCT 1 B 0 0 0 0 0

4169 2345 ao AN6147.1 72.m19018 AO07034
0000055

0 -29 -15 ATGGGAAATCTGTGA ATGGGAAATCTGTGA MGNL* MGNL* CAATCTTTAT TCTCGCAGAT 1 B 0 0 0 0 0

4175 2347 ao AN3590.1 58.m07390 AO07034
2000142

1 -459 -304 ATGAATGTGACTTGCTCTTTCCCTGACATC
AATTCATTTAAATACCATCCCCTCATAACCT
CTCACTACCCCAGTGGTTCCCTCAGATTAT
TATTACTCGCATCCTCCTCCTCAGCACTAA
CTGTGGCTAACCTCCATCCATTTTTTATTTC
TTGA

ATGAATGTGACTTGCTCTTTC
CCTGACATCAATTCATTTAAA
TACCATCCCCTCATAACCTCT
CACTACCCCAGTGGTTCCCT
CAGATTATTATTACTCGCATC
CTCCTCCTCAGCACTAACTG
TGGCTAACCTCCATCCATTTT
TTATTTCTTGA

MNVTCSFPDINSFKYHPL
ITSHYPSGSLRLLLLASSS
SALTVANLHPFFIS*

MNVTCS
FPDINSF
KYHPLIT
SHYPSG
SLRLLLL
ASSSSAL
TVANLHP
FFIS*

GGAAAGGCAC CTTGTATACT 0  0 MG09900.
1

0 0 0

4198 2350 ao AN0646.1 70.m15248 AO07034
3000583

1 -143 -129 ATGACCGATTCGTGA ATGACCGATTCGTGA MTDS* MTDS* AAGCTCGTGT TTTTGATCTG 0 A 0 0 0 0 0

4203 2352 ao AN1427.1 55.m02928 AO07024
2000025

1 -397 -353 ATGATACCCTTCGATTTGTTCCTGCCATTCA
CTTGCTTCCGGTAG

ATGATACCCTTCGATTTGTTC
CTGCCATTCACTTGCTTCCG
GTAG

MIPFDLFLPFTCFR* MIPFDLF
LPFTCFR
*

CTACACATTG CTTCCCTTTT 0 S 0 0 0 0 0

4204 2352 ao AN1427.1 55.m02928 AO07024
2000025

1 -326 -144 ATGTGTGTATCCTTCTCCAAGTTCTCCTTCC
CTCCCTCTTCCTTCTGTTTACCTTGCTCCAC
CTATTTGCCCCCCCTTTTCCTCCTCCTACAT
TCTTCCTCATCCCTCTTCCTTTCAAGCTTGA
CCACCACCAAACTCTCCTCCATTCTTGTCT
CTCTTTCTCCCCTTTCAATATTTCTTTGA

ATGTGTGTATCCTTCTCCAAG
TTCTCCTTCCCTCCCTCTTCC
TTCTGTTTACCTTGCTCCACC
TATTTGCCCCCCCTTTTCCTC
CTCCTACATTCTTCCTCATCC
CTCTTCCTTTCAAGCTTGACC
ACCACCAAACTCTCCTCCATT
CTTGTCTCTCTTTCTCCCCTT
TCAATATTTCTTTGA

MCVSFSKFSFPPSSFCLP
CSTYLPPLFLLLHSSSSLF
LSSLTTTKLSSILVSLSPL
SIFL*

MCVSFS
KFSFPPS
SFCLPCS
TYLPPLF
LLLHSSS
SLFLSSL
TTTKLSS
ILVSLSPL
SIFL*

ATTTATTTTC TCCACTATTG 0 S 0 0 0 0 0

4211 2355 ao AN6409.1 67.m02948 AO07027
6000080

0 -55 -26 ATGTGCACTATCGTCTCCTCAATCTACTAG ATGTGCACTATCGTCTCCTCA
ATCTACTAG

MCTIVSSIY* MCTIVSS
IY*

TCTTTATTTT CAACCCATCC 1  0 0 0 0 0
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4214 2359 ao AN8880.1 56.m02291 AO07029
3000010

0 -20 -6 ATGTTTCAAGAGTAG ATGTTTCAAGAGTAG MFQE* MFQE* GTTGTTTCAA CGGTCATGAT 1 R FG00615.
1

0 0 0 0

4223 2364 an AN3828.1 58.m07804 AO07030
5000065

0 -28 -11 ATGTTCATACTCCCATGA ATGTTCATACTCCCATGA MFILP* MFILP* GCGGCCGTTG ATCTCGAGGC 1 0 0 0 0 0

4229 2364 af AN3828.1 58.m07804 AO07030
5000065

0 -23 -6 ATGACTCTCTTAGACTGA ATGACTCTCTTAGACTGA MTLLD* MTLLD* TAGGAGACGC AAACAATGTC 1 0 0 0 0 0

4259 2373 ao AN1772.1 69.m15064 AO07032
4000030

0 -34 -23 ATGTCTCCGTGA ATGTCTCCGTGA MSP* MSP* GCAGAGGAAA ACAACAACCA 1  0 0 0 0 0

4261 2374 af AN6618.1 62.m03214 AO07032
6000068

0 -58 -38 ATGATGAGAACTTTTCTCTGA ATGATGAGAACTTTTCTCTGA MMRTFL* MMRTFL* AGTCTTTCGC AAAAACATCT 1 T 0 0 0 0 0

4262 2374 af AN6618.1 62.m03214 AO07032
6000068

0 -55 -38 ATGAGAACTTTTCTCTGA ATGAGAACTTTTCTCTGA MRTFL* MRTFL* CTTTCGCATG AAAAACATCT 1 T 0 0 0 0 0

4272 2377 an AN0484.1 69.m15370 AO07033
6000183

1 -143 -99 ATGTGTGGAAGCCGCCAAGGATACCAAGG
CGGGCCATGGAGATAA

ATGTGTGGAAGCCGCCAAGGATAC
CAAGGCGGGCCATGGAGATAA

MCGSRQGYQGGPWR* MCGSRQGYQGG
PWR*

TGCTGACTGC GTATGTGCTA 0  0 0 0 0 0

4276 2377 af AN0484.1 69.m15370 AO07033
6000183

1 -139 -122 ATGCGAACTGGGGAGTGA ATGCGAACTGGGGAGTGA MRTGE* MRTGE* TACTGCTGCC ACGGTTTTTC 0  0 0 0 0 0

4277 2377 ao AN0484.1 69.m15370 AO07033
6000183

1 -185 -108 ATGGGAAGCAAGGGACGGAATTGTGATAT
GCTCCAACCTCGTGAACCGGGCCGACAGA
GGCTTCCGGTTCGAGGATAA

ATGGGAAGCAAGGGACGGAA
TTGTGATATGCTCCAACCTC
GTGAACCGGGCCGACAGAG
GCTTCCGGTTCGAGGATAA

MGSKGRNCDMLQPREP
GRQRLPVRG*

MGSKGR
NCDMLQ
PREPGR
QRLPVR
G*

CTTATCAGAT ATAGGAGCTT 0  0 0 0 0 0

4278 2377 ao AN0484.1 69.m15370 AO07033
6000183

1 -158 -108 ATGCTCCAACCTCGTGAACCGGGCCGACA
GAGGCTTCCGGTTCGAGGATAA

ATGCTCCAACCTCGTGAACC
GGGCCGACAGAGGCTTCCG
GTTCGAGGATAA

MLQPREPGRQRLPVRG* MLQPRE
PGRQRL
PVRG*

GAATTGTGAT ATAGGAGCTT 0  0 0 0 0 0

4285 2379 af AN0249.1 54.m06702 AO07033
8000242

0 -47 -27 ATGACCTTTAATTGCTGCTAG ATGACCTTTAATTGCTGCTAG MTFNCC* MTFNCC* TCTTCTGGTG ATACTCTCCC 1  0 0 0 0 0

4286 2379 af AN0249.1 54.m06702 AO07033
8000242

0 -16 -2 ATGCACCACAGTTAA ATGCACCACAGTTAA MHHS* MHHS* ATACTCTCCC AATGATGGCG 1  0 0 0 0 0

4292 2379 ao AN0249.1 54.m06702 AO07033
8000242

0 -60 -34 ATGCTTGACTCTCCTCTGCGCTCGTGA ATGCTTGACTCTCCTCTGCG
CTCGTGA

MLDSPLRS* MLDSPL
RS*

CATTTTCTCT ACAGAAGCTC 1  0 0 0 0 0

4301 2383 an AN3711.1 69.m15416 AO07034
1000337

1 -190 -140 ATGCTCTCGGACGGCGCGATATATTCAATT
CAAATCCGTCAAGTTATTTGA

ATGCTCTCGGACGGCGCGATATATT
CAATTCAAATCCGTCAAGTTATTTG
A

MLSDGAIYSIQIRQVI* MLSDGAIYSIQIR
QVI*

AAGACGCACA AGCCGAAGTA 0 O 0 0 0 0 0

4302 2383 an AN3711.1 69.m15416 AO07034
1000337

1 -126 -109 ATGTTTAACCTGCTCTGA ATGTTTAACCTGCTCTGA MFNLL* MFNLL* CGAAGTATAC GCCGTGTATG 0 O 0 0 0 0 0

4306 2383 af AN3711.1 69.m15416 AO07034
1000337

1 -238 -194 ATGCTCTGGCACCTAGGCCCTTACCTCTGT
TTCCTAAGCCTTTGA

ATGCTCTGGCACCTAGGCCCTTACCTCTGTTT
CCTAAGCCTTTGA

MLWHLGPYLCFLSL* MLWHLGPYLCFLSL* AAAACGCACA CGGTGGATGA 0 O 0 0 0 0 0

4307 2383 af AN3711.1 69.m15416 AO07034
1000337

1 -187 -140 ATGATCTCCCAAAGCAAAAGGGAGGCCTGC
GTACTGCTTCTCTGCTAA

ATGATCTCCCAAAGCAAAAGGGAGGCCTGCGT
ACTGCTTCTCTGCTAA

MISQSKREACVLLLC* MISQSKREACVLLLC* TTGACGGTGG GGCCAAAGTA 0 O 0 0 0 0 0

4311 2383 ao AN3711.1 69.m15416 AO07034
1000337

1 -491 -417 ATGCTTTGGCTCCTCGCTCCAGATCCGGG
GAATCGGCTACTACACAAAAAGGCCTACGT
ACAACTAGCTTTTTAA

ATGCTTTGGCTCCTCGCTCC
AGATCCGGGGAATCGGCTAC
TACACAAAAAGGCCTACGTA
CAACTAGCTTTTTAA

MLWLLAPDPGNRLLHKK
AYVQLAF*

MLWLLA
PDPGNR
LLHKKAY
VQLAF*

AAGACACATA AACCAAAGTA 0 O 0 0 0 0 0

4351 2394 af AN3432.1 59.m09292 AO07026
5000009

1 -86 -75 ATGCCCAATTGA ATGCCCAATTGA MPN* MPN* AACAACTCGC ACTACTTAAC 0 G FG06059.
1

MG03853.
1

NCU0970
5.1

YNR071C 0

4352 2394 af AN3432.1 59.m09292 AO07026
5000009

1 -52 -38 ATGTCCAACCAGTGA ATGTCCAACCAGTGA MSNQ* MSNQ* CATTAAGTCC CAAGATCCCA 1 G FG06059.
1

MG03853.
1

NCU0970
5.1

YNR071C 0

4370 2399 af AN4991.1 59.m08894 AO07028
8000071

1 -389 -366 ATGCAGCGCCTCCTAGCGATTTAA ATGCAGCGCCTCCTAGCGATTTAA MQRLLAI* MQRLLAI* AAATTGTTTT CCTCGTTCTC 0  0 0 0 0 0

4409 2407 an AN6923.1 59.m08483 AO07031
8000108

0 -52 -32 ATGCTTTTCTTCATTGATTAG ATGCTTTTCTTCATTGATTAG MLFFID* MLFFID* CTTCTTCCTG TGTGCTGTTG 1 R 0 0 NCU0815
2.1

0 0

4412 2407 ao AN6923.1 59.m08483 AO07031
8000108

0 -55 -41 ATGTTCTCTGCTTGA ATGTTCTCTGCTTGA MFSA* MFSA* CTTTCTTCAC TCCGACCTTG 1 R 0 0 NCU0815
2.1

0 0

4420 2408 ao AN2342.1 71.m15578 AO07031
9000156

0 -53 -30 ATGTCTCTGAGTACAGTTCAGTAA ATGTCTCTGAGTACAGTTCA
GTAA

MSLSTVQ* MSLSTV
Q*

CTTTTCATTA ATTAGCACAT 1  0 0 0 0 0

4469 2422 an AN2176.1 72.m19664 AO07034
3000248

1 -145 -83 ATGACTCAACTCCGCACTTCTCGACTGCAG
CAATTGCTCCCTATCACGCTCCCTTGTGGA
TAA

ATGACTCAACTCCGCACTTCTCGAC
TGCAGCAATTGCTCCCTATCACGCT
CCCTTGTGGATAA

MTQLRTSRLQQLLPITLP
CG*

MTQLRTSRLQQL
LPITLPCG*

ACCATTGCCC TCTCACGCGT 0  0 0 0 0 0

4470 2422 af AN2176.1 72.m19664 AO07034
3000248

1 -364 -296 ATGGTGATGACAGCTGCAAGGGTGGATTC
AGGCTGCCATAAGTTCATGATGCGTATACT
GGATGATTGA

ATGGTGATGACAGCTGCAAGGGTGGATTCAG
GCTGCCATAAGTTCATGATGCGTATACTGGAT
GATTGA

MVMTAARVDSGCHKFM
MRILDD*

MVMTAARVDSGCHKFMMR
ILDD*

CCTAGGAGTG CTCAACCCAG 0  0 0 0 0 0

4471 2422 af AN2176.1 72.m19664 AO07034
3000248

1 -358 -296 ATGACAGCTGCAAGGGTGGATTCAGGCTG
CCATAAGTTCATGATGCGTATACTGGATGA
TTGA

ATGACAGCTGCAAGGGTGGATTCAGGCTGCC
ATAAGTTCATGATGCGTATACTGGATGATTGA

MTAARVDSGCHKFMMRI
LDD*

MTAARVDSGCHKFMMRIL
DD*

AGTGATGGTG CTCAACCCAG 0  0 0 0 0 0

4472 2422 af AN2176.1 72.m19664 AO07034
3000248

1 -319 -296 ATGATGCGTATACTGGATGATTGA ATGATGCGTATACTGGATGATTGA MMRILDD* MMRILDD* CCATAAGTTC CTCAACCCAG 0  0 0 0 0 0

4473 2422 af AN2176.1 72.m19664 AO07034
3000248

1 -316 -296 ATGCGTATACTGGATGATTGA ATGCGTATACTGGATGATTGA MRILDD* MRILDD* TAAGTTCATG CTCAACCCAG 0  0 0 0 0 0

4474 2422 af AN2176.1 72.m19664 AO07034
3000248

1 -303 -259 ATGATTGACTCAACCCAGCGGTGCCCACAC
TCATTTCTCGAGTGA

ATGATTGACTCAACCCAGCGGTGCCCACACTC
ATTTCTCGAGTGA

MIDSTQRCPHSFLE* MIDSTQRCPHSFLE* CGTATACTGG CATTGAATTG 0  0 0 0 0 0

4475 2422 ao AN2176.1 72.m19664 AO07034
3000248

1 -413 -354 ATGGGAGCTCAATTGAGGGCGGTGACGGA
AATAATGATGACGGGTACAATGGGTAACTG
A

ATGGGAGCTCAATTGAGGGC
GGTGACGGAAATAATGATGA
CGGGTACAATGGGTAACTGA

MGAQLRAVTEIMMTGTM
GN*

MGAQLR
AVTEIMM
TGTMGN
*

TACACCTAGT AGGTATCTAA 0  0 0 0 0 0

4476 2422 ao AN2176.1 72.m19664 AO07034
3000248

1 -380 -354 ATGATGACGGGTACAATGGGTAACTGA ATGATGACGGGTACAATGGG
TAACTGA

MMTGTMGN* MMTGTM
GN*

GACGGAAATA AGGTATCTAA 0  0 0 0 0 0

4477 2422 ao AN2176.1 72.m19664 AO07034
3000248

1 -377 -354 ATGACGGGTACAATGGGTAACTGA ATGACGGGTACAATGGGTAA
CTGA

MTGTMGN* MTGTMG
N*

GGAAATAATG AGGTATCTAA 0  0 0 0 0 0

4478 2422 ao AN2176.1 72.m19664 AO07034
3000248

1 -365 -354 ATGGGTAACTGA ATGGGTAACTGA MGN* MGN* GACGGGTACA AGGTATCTAA 0  0 0 0 0 0

4482 2424 an AN5883.1 72.m19248 AO07024
5000025

0 -30 -13 ATGGCTCGAGCAGAATAA ATGGCTCGAGCAGAATAA MARAE* MARAE* AACAGTGCTG GCAGCCCGCA 1 E 0 0 NCU0769
0.1

0 0

4493 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -164 -129 ATGCTGTACTTCTTGGCAAGGTATGAGAAC
CCATAA

ATGCTGTACTTCTTGGCAAG
GTATGAGAACCCATAA

MLYFLARYENP* MLYFLAR
YENP*

TGCCCTGCAT ATAATTCGGT 0  0 0 0 0 0

4494 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -142 -125 ATGAGAACCCATAAATAA ATGAGAACCCATAAATAA MRTHK* MRTHK* TTGGCAAGGT TTCGGTAGAG 0  0 0 0 0 0

4495 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -103 -32 ATGATGAACCATGCCTTGTTTTGGGTACGG
AGGAGATTAGTAAGGTTCGAGATAACCCTT
TGCAACCACTGA

ATGATGAACCATGCCTTGTTT
TGGGTACGGAGGAGATTAGT
AAGGTTCGAGATAACCCTTT
GCAACCACTGA

MMNHALFWVRRRLVRFE
ITLCNH*

MMNHAL
FWVRRR
LVRFEIT
LCNH*

AGTCGGTTTC ATGACGGTAG 0  0 0 0 0 0

4496 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -100 -32 ATGAACCATGCCTTGTTTTGGGTACGGAGG
AGATTAGTAAGGTTCGAGATAACCCTTTGC
AACCACTGA

ATGAACCATGCCTTGTTTTG
GGTACGGAGGAGATTAGTAA
GGTTCGAGATAACCCTTTGC
AACCACTGA

MNHALFWVRRRLVRFEI
TLCNH*

MNHALF
WVRRRL
VRFEITL
CNH*

CGGTTTCATG ATGACGGTAG 0  0 0 0 0 0

4497 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -93 -64 ATGCCTTGTTTTGGGTACGGAGGAGATTAG ATGCCTTGTTTTGGGTACGG
AGGAGATTAG

MPCFGYGGD* MPCFGY
GGD*

ATGATGAACC TAAGGTTCGA 0  0 0 0 0 0

4498 2426 ao AN7511.1 57.m05828 AO07025
8000009

1 -31 -17 ATGACGGTAGAATAG ATGACGGTAGAATAG MTVE* MTVE* CAACCACTGA AGGAGAAGAT 1  0 0 0 0 0

4509 2429 an AN3459.1 59.m09320 AO07026
5000036

1 -188 -150 ATGTATCCAGCAGAATGCCCCTCACCCTGC
GTAGCATAA

ATGTATCCAGCAGAATGCCCCTCAC
CCTGCGTAGCATAA

MYPAECPSPCVA* MYPAECPSPCVA
*

AGAAGACTGC CGACTTCCTT 0 E FG09893.
1

MG00256.
1

0 0 0

4510 2429 af AN3459.1 59.m09320 AO07026
5000036

1 -226 -125 ATGATTCATCCGTCAACCATAGGTGATTCC
TACTGTAGCCGCCCAAATGCCCCTCCCCCT
CCGTCGCATTGCAACGTCCCTGACAGACCA
AACTCTTCATAA

ATGATTCATCCGTCAACCATAGGTGATTCCTA
CTGTAGCCGCCCAAATGCCCCTCCCCCTCCGT
CGCATTGCAACGTCCCTGACAGACCAAACTCT
TCATAA

MIHPSTIGDSYCSRPNAP
PPPSHCNVPDRPNSS*

MIHPSTIGDSYCSRPNAPP
PPSHCNVPDRPNSS*

TCATCCAATA GCTCTACAAA 0 E FG09893.
1

MG00256.
1

0 0 0

4511 2430 an AN8832.1 71.m15963 AO07027
1000047

1 -184 -146 ATGGCCAGATTCTGTTCCCCACACGCCAAA
GAGCTCTGA

ATGGCCAGATTCTGTTCCCCACACG
CCAAAGAGCTCTGA

MARFCSPHAKEL* MARFCSPHAKEL
*

AAGCTCCGTG CCTGACGATC 0 J FG02093.
1

0 0 0 0

4512 2430 an AN8832.1 71.m15963 AO07027
1000047

1 -120 -79 ATGGGTCAGACCTTTCAGAATTTGTCAAAC
ATCAATCAATAA

ATGGGTCAGACCTTTCAGAATTTGT
CAAACATCAATCAATAA

MGQTFQNLSNINQ* MGQTFQNLSNIN
Q*

TACAGAGATC CAGCTTCAAC 0 J FG02093.
1

0 0 0 0

4513 2430 af AN8832.1 71.m15963 AO07027
1000047

1 -240 -202 ATGCAATTGAGCTCCTGGTTCGCTCATTGC
ATTACCTGA

ATGCAATTGAGCTCCTGGTTCGCTCATTGCAT
TACCTGA

MQLSSWFAHCIT* MQLSSWFAHCIT* CGACGAATTT TTTGGCTCTC 0 J FG02093.
1

0 0 0 0
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4514 2430 ao AN8832.1 71.m15963 AO07027
1000047

1 -204 -163 ATGGACACTTTTCCTTTTCAATTGTACACCT
ACGTTCTCTGA

ATGGACACTTTTCCTTTTCAA
TTGTACACCTACGTTCTCTGA

MDTFPFQLYTYVL* MDTFPF
QLYTYVL
*

ACGACATCCC TGGTGTACTG 0 J FG02093.
1

0 0 0 0

4515 2430 ao AN8832.1 71.m15963 AO07027
1000047

1 -163 -152 ATGGTGTACTGA ATGGTGTACTGA MVY* MVY* ACGTTCTCTG TTCCGTCCTC 0 J FG02093.
1

0 0 0 0

4521 2431 ao AN8829.1 72.m19523 AO07027
1000051

0 -60 -19 ATGTACCCATCACAAGTACATTCTATATCGT
CTCTAAAATAG

ATGTACCCATCACAAGTACAT
TCTATATCGTCTCTAAAATAG

MYPSQVHSISSLK* MYPSQV
HSISSLK*

CATTCCTCAT CTATTAGTTT 1  0 0 0 0 0

4526 2436 an AN4684.1 71.m15668 AO07028
4000040

0 -44 -27 ATGCATCTCAGTAACTAG ATGCATCTCAGTAACTAG MHLSN* MHLSN* TAACCAAGTT CTAACTGTTG 1 I FG08571.
1

MG02622.
1

0 0 0

4559 2446 ao AN6330.1 72.m19449 AO07030
4000108

1 -280 -260 ATGCATGCTCCCGTGTATTGA ATGCATGCTCCCGTGTATTG
A

MHAPVY* MHAPVY* AGCCTGCGTC TTGATTAGAT 0 J 0 MG01742.
1

0 0 0

4560 2446 ao AN6330.1 72.m19449 AO07030
4000108

1 -276 -256 ATGCTCCCGTGTATTGATTGA ATGCTCCCGTGTATTGATTG
A

MLPCID* MLPCID* TGCGTCATGC TTAGATTTGG 0 J 0 MG01742.
1

0 0 0

4561 2446 ao AN6330.1 72.m19449 AO07030
4000108

1 -196 -182 ATGATACGCATATAG ATGATACGCATATAG MIRI* MIRI* ACGGTACATA ACATACATGC 0 J 0 MG01742.
1

0 0 0

4592 2468 an AN2173.1 72.m19667 AO07034
3000244

1 -125 -21 ATGCCCCTGCTATTCATACGCCAAAACTCC
CCTACTTCGCCGGGGATACACTCAGTTCGC
GCGTTCTTGAGCCCCTCGTTCAAAATAATG
ACGGAAGCCCGATAA

ATGCCCCTGCTATTCATACGCCAAA
ACTCCCCTACTTCGCCGGGGATACA
CTCAGTTCGCGCGTTCTTGAGCCC
CTCGTTCAAAATAATGACGGAAGCC
CGATAA

MPLLFIRQNSPTSPGIHS
VRAFLSPSFKIMTEAR*

MPLLFIRQNSPTS
PGIHSVRAFLSPS
FKIMTEAR*

CGCAGATTCG TAATCTTATA 0 F 0 0 0 YNL083W YNL083W

4593 2468 an AN2173.1 72.m19667 AO07034
3000244

1 -38 -21 ATGACGGAAGCCCGATAA ATGACGGAAGCCCGATAA MTEAR* MTEAR* GTTCAAAATA TAATCTTATA 1 F 0 0 0 YNL083W YNL083W

4595 2468 af AN2173.1 72.m19667 AO07034
3000244

1 -176 -162 ATGCACAGCATATAG ATGCACAGCATATAG MHSI* MHSI* TGCAATAATA CGGTTTTTTC 0 F 0 0 0 YNL083W YNL083W

4596 2468 af AN2173.1 72.m19667 AO07034
3000244

1 -123 -52 ATGCACCAGTCATCACGAAAACATACGAAC
CCCTGCCCTCACAGGGAAAGCTCCGACCT
CAAATTTTTGTGA

ATGCACCAGTCATCACGAAAACATACGAACCC
CTGCCCTCACAGGGAAAGCTCCGACCTCAAAT
TTTTGTGA

MHQSSRKHTNPCPHRES
SDLKFL*

MHQSSRKHTNPCPHRESS
DLKFL*

TACGGATTCG CCTCTCCGAA 0 F 0 0 0 YNL083W YNL083W

4597 2468 af AN2173.1 72.m19667 AO07034
3000244

1 -37 -17 ATGACGGGTCCTCGGCTATAG ATGACGGGTCCTCGGCTATAG MTGPRL* MTGPRL* TCCGAAAATA TCGATAAACA 1 F 0 0 0 YNL083W YNL083W

4598 2468 ao AN2173.1 72.m19667 AO07034
3000244

1 -177 -148 ATGTATGCGGAACCTCTCCTCTCTTTATAA ATGTATGCGGAACCTCTCCT
CTCTTTATAA

MYAEPLLSL* MYAEPLL
SL*

AGACATACCA ACTAGCTCCA 0 F 0 0 0 YNL083W YNL083W

4599 2468 ao AN2173.1 72.m19667 AO07034
3000244

1 -173 -42 ATGCGGAACCTCTCCTCTCTTTATAAACTA
GCTCCACAGATTCGATGCACAAGCTATTAT
CGCAGTCTACCCTACTACCACCCTGTTTTG
ACAGGGACACCTCCGCTCTCAAGTCCCGT
GACCCCTCCTTGA

ATGCGGAACCTCTCCTCTCT
TTATAAACTAGCTCCACAGAT
TCGATGCACAAGCTATTATC
GCAGTCTACCCTACTACCAC
CCTGTTTTGACAGGGACACC
TCCGCTCTCAAGTCCCGTGA
CCCCTCCTTGA

MRNLSSLYKLAPQIRCTS
YYRSLPYYHPVLTGTPPL
SSPVTPP*

MRNLSS
LYKLAPQ
IRCTSYY
RSLPYYH
PVLTGTP
PLSSPVT
PP*

ATACCAATGT AAATAATGTC 0 F 0 0 0 YNL083W YNL083W

4600 2468 ao AN2173.1 72.m19667 AO07034
3000244

1 -129 -19 ATGCACAAGCTATTATCGCAGTCTACCCTA
CTACCACCCTGTTTTGACAGGGACACCTCC
GCTCTCAAGTCCCGTGACCCCTCCTTGAAA
ATAATGTCGGATAGCCGATGA

ATGCACAAGCTATTATCGCA
GTCTACCCTACTACCACCCT
GTTTTGACAGGGACACCTCC
GCTCTCAAGTCCCGTGACCC
CTCCTTGAAAATAATGTCGGA
TAGCCGATGA

MHKLLSQSTLLPPCFDR
DTSALKSRDPSLKIMSDS
R*

MHKLLS
QSTLLPP
CFDRDT
SALKSRD
PSLKIMS
DSR*

CACAGATTCG TAAATTTACA 0 F 0 0 0 YNL083W YNL083W

4601 2468 ao AN2173.1 72.m19667 AO07034
3000244

1 -36 -19 ATGTCGGATAGCCGATGA ATGTCGGATAGCCGATGA MSDSR* MSDSR* CTTGAAAATA TAAATTTACA 1 F 0 0 0 YNL083W YNL083W

4610 2472 ao AN2016.1 58.m07624 AO07020
2000009

0 -47 -15 ATGATTTCTAAAGGCTCCACATCGGCGAGA
TAG

ATGATTTCTAAAGGCTCCACA
TCGGCGAGATAG

MISKGSTSAR* MISKGST
SAR*

GCGGGATGCC TATCCTATCC 1  0 0 0 0 0

4614 2474 af AN0842.1 70.m15442 AO07021
6000002

0 -56 -3 ATGTGGACCCGAATGAGAGACGTCGTGAT
CTGTTCTTACCAAGCGCTTCTGTGA

ATGTGGACCCGAATGAGAGACGTCGTGATCT
GTTCTTACCAAGCGCTTCTGTGA

MWTRMRDVVICSYQALL
*

MWTRMRDVVICSYQALL* AACTTCTCAT ACATGGCGGA 1 R 0 0 0 0 0

4615 2474 af AN0842.1 70.m15442 AO07021
6000002

0 -44 -3 ATGAGAGACGTCGTGATCTGTTCTTACCAA
GCGCTTCTGTGA

ATGAGAGACGTCGTGATCTGTTCTTACCAAGC
GCTTCTGTGA

MRDVVICSYQALL* MRDVVICSYQALL* GTGGACCCGA ACATGGCGGA 1 R 0 0 0 0 0

4617 2474 ao AN0842.1 70.m15442 AO07021
6000002

0 -40 -23 ATGAGAGCCCCTCATTAA ATGAGAGCCCCTCATTAA MRAPH* MRAPH* GCGGATTCGC GTTCATATTC 1 R 0 0 0 0 0

4638 2493 af AN3812.1 57.m05670 AO07031
1000009

1 -49 -11 ATGAAGAAAAGAAATTGGTGGACGATAACA
ATAATTTGA

ATGAAGAAAAGAAATTGGTGGACGATAACAAT
AATTTGA

MKKRNWWTITII* MKKRNWWTITII* AAGCCGGTTG ACAACTCAGG 1 J FG09363.
1

MG06785.
1

0 0 0

4643 2494 af AN8344.1 53.m04018 AO07031
2000017

0 -47 -9 ATGCCGGAACAGTACGAACGTGATCCTCAC
CTCGGTTGA

ATGCCGGAACAGTACGAACGTGATCCTCACCT
CGGTTGA

MPEQYERDPHLG* MPEQYERDPHLG* TACATTCCTG TCGACCCTAT 1 Q 0 0 0 0 0

4656 2496 an AN3359.1 66.m04660 AO07031
7000081

0 -36 -22 ATGAGCTTTCAATGA ATGAGCTTTCAATGA MSFQ* MSFQ* CCTCTACATC ATATCTACAC 1 E 0 0 0 0 0

4688 2508 an AN5455.1 69.m15477 AO07034
1000411

0 -44 -21 ATGGACACATTGCTCGAATTTTAA ATGGACACATTGCTCGAATTTTAA MDTLLEF* MDTLLEF* TTATCGAGGG AAAGGATTTG 1 S FG07262.
1

MG04995.
1

0 0 0

4690 2508 af AN5455.1 69.m15477 AO07034
1000411

0 -48 -37 ATGGCCGTCTAA ATGGCCGTCTAA MAV* MAV* TCGTTGAGCG TCTGATTGCC 1 S FG07262.
1

MG04995.
1

0 0 0

4691 2508 ao AN5455.1 69.m15477 AO07034
1000411

0 -47 -21 ATGGGTTACTATTGTAAATACGGTTAA ATGGGTTACTATTGTAAATAC
GGTTAA

MGYYCKYG* MGYYCK
YG*

TTTCTGAGGG GAAACAATTT 1 S FG07262.
1

MG04995.
1

0 0 0

4716 2517 an AN2278.1 71.m15923 AO07029
5000054

0 -27 -13 ATGAATAGACAATAA ATGAATAGACAATAA MNRQ* MNRQ* TCTTATATTT ACGCGCTCGA 1 BK 0 0 0 0 0

4718 2517 ao AN2278.1 71.m15923 AO07029
5000054

0 -27 -4 ATGAACAGTAAAACTACGCGCTAA ATGAACAGTAAAACTACGCG
CTAA

MNSKTTR* MNSKTT
R*

TACTCCGTCT ATCATGGCTT 1 BK 0 0 0 0 0

4724 2521 af AN1685.1 58.m07761 AO07030
5000004

0 -56 -12 ATGGTTTCCCGATCAGATTCAACGACGGAG
GAATCGCAACCCTAA

ATGGTTTCCCGATCAGATTCAACGACGGAGGA
ATCGCAACCCTAA

MVSRSDSTTEESQP* MVSRSDSTTEESQP* CGAGGGGAGG TTGTCGGTAT 1 R 0 0 0 0 0

4734 2524 an AN8206.1 53.m03768 AO07031
0000111

0 -55 -20 ATGACAGAACACTTCTACCTCAATCATCTAC
GCTGA

ATGACAGAACACTTCTACCTCAATC
ATCTACGCTGA

MTEHFYLNHLR* MTEHFYLNHLR* GGTCTCCAAA GAGGCGATGC 1 Q 0 0 0 0 0

4757 2532 af AN4007.1 54.m06583 AO07032
8000146

0 -25 -14 ATGAGCAACTGA ATGAGCAACTGA MSN* MSN* ACTCATTTGA TCCAGGTCCG 1 C 0 0 0 0 0

4778 2535 af AN1129.1 70.m15106 AO07033
1000121

0 -43 -17 ATGTTGCTAGATCGTGGAACTGACTGA ATGTTGCTAGATCGTGGAACTGACTGA MLLDRGTD* MLLDRGTD* TATATTTAGA ACACATCATC 1 P 0 0 0 0 0

4785 2541 an AN2985.1 59.m09028 AO07033
7000137

0 -13 -2 ATGTGCTGGTGA ATGTGCTGGTGA MCW* MCW* TCGTACTATT AATGGCGGCA 1 R 0 0 0 0 0

4787 2545 an AN2895.1 59.m08744 AO07033
8000115

1 -72 -25 ATGATTTTTCTAAGCCATTCAAGGCTCTGC
CTAGCGTCTCCGCACTAA

ATGATTTTTCTAAGCCATTCAAGGC
TCTGCCTAGCGTCTCCGCACTAA

MIFLSHSRLCLASPH* MIFLSHSRLCLAS
PH*

CTTGTTATTC GAAGGCCCTA 0 S 0 0 0 0 0

4817 2556 an AN4323.1 58.m08000 AO07023
0000015

1 -61 -38 ATGATCCCTTCGCTGTTTTGCTGA ATGATCCCTTCGCTGTTTTGCTGA MIPSLFC* MIPSLFC* CGGCATTGAT GAATTGACTA 0 E 0 MG02489.
1

0 YHR208
W

0

4855 2566 ao AN0590.1 69.m15259 AO07028
0000012

1 -98 -78 ATGCGGAGCTTTTATCAGTAG ATGCGGAGCTTTTATCAGTA
G

MRSFYQ* MRSFYQ* TCTATTCTCC CATCCGAATC 0 O FG09767.
1

MG04180.
1

NCU0771
3.1

0 0

4856 2569 af AN5154.1 54.m06864 AO07029
1000014

0 -44 -6 ATGTCACTTGGGAGGTCGCCTTTTATTGTG
GTGAGCTGA

ATGTCACTTGGGAGGTCGCCTTTTATTGTGGT
GAGCTGA

MSLGRSPFIVVS* MSLGRSPFIVVS* TAGAGCTTGG CAGAAATGTC 1 A 0 0 0 0 0

4930 2592 af AN9086.1 66.m04759 AO07033
2000191

0 -14 -3 ATGCAAAGCTAG ATGCAAAGCTAG MQS* MQS* AAACATTTAG ACATGTCGTC 1 U FG02649.
1

MG04694.
1

0 YKR068C 0

4940 2597 an AN6722.1 65.m07248 AO07033
9000165

1 -299 -270 ATGAACGTACTGCCCTATTTCCGAAACTAG ATGAACGTACTGCCCTATTTCCGAA
ACTAG

MNVLPYFRN* MNVLPYFRN* ATATTGCGGA GTGGGCCCTC 0 R 0 0 0 0 0

4941 2597 an AN6722.1 65.m07248 AO07033
9000165

1 -156 -61 ATGAGCTCGATCTTGCGTTATTCGAGCTCC
GATACGGGAACCTATCGATTGCCAATGTTA
CCGTGCCATTCGTTAGTGGAGGTGTCGTTA
GTTTGA

ATGAGCTCGATCTTGCGTTATTCGA
GCTCCGATACGGGAACCTATCGATT
GCCAATGTTACCGTGCCATTCGTTA
GTGGAGGTGTCGTTAGTTTGA

MSSILRYSSSDTGTYRLP
MLPCHSLVEVSLV*

MSSILRYSSSDT
GTYRLPMLPCHS
LVEVSLV*

GTCGCTTTCA TATAACAGTC 0 R 0 0 0 0 0

4942 2597 an AN6722.1 65.m07248 AO07033
9000165

1 -102 -61 ATGTTACCGTGCCATTCGTTAGTGGAGGTG
TCGTTAGTTTGA

ATGTTACCGTGCCATTCGTTAGTGG
AGGTGTCGTTAGTTTGA

MLPCHSLVEVSLV* MLPCHSLVEVSL
V*

TCGATTGCCA TATAACAGTC 0 R 0 0 0 0 0

4943 2597 af AN6722.1 65.m07248 AO07033
9000165

1 -227 -180 ATGCTATCCAACTCTACCATAAATCTACTCT
GCATGCAAATCGTGTGA

ATGCTATCCAACTCTACCATAAATCTACTCTGC
ATGCAAATCGTGTGA

MLSNSTINLLCMQIV* MLSNSTINLLCMQIV* TTTTTCTTTG GATTTCAAAT 0 R 0 0 0 0 0

4944 2597 af AN6722.1 65.m07248 AO07033
9000165

1 -194 -180 ATGCAAATCGTGTGA ATGCAAATCGTGTGA MQIV* MQIV* TCTACTCTGC GATTTCAAAT 0 R 0 0 0 0 0

4945 2597 af AN6722.1 65.m07248 AO07033
9000165

1 -157 -119 ATGATCTCCTCCTGGATATACCGTATTAGT
GTGCACTGA

ATGATCTCCTCCTGGATATACCGTATTAGTGT
GCACTGA

MISSWIYRISVH* MISSWIYRISVH* ATCAACTTGC TGTAATTATA 0 R 0 0 0 0 0

4946 2597 ao AN6722.1 65.m07248 AO07033
9000165

1 -322 -281 ATGGGACCTCGGTTATATTTCGTGAATGTT
TCAATCCCTTGA

ATGGGACCTCGGTTATATTT
CGTGAATGTTTCAATCCCTTG
A

MGPRLYFVNVSIP* MGPRLY
FVNVSIP*

TGTAAACCAA ACTTCATAGT 0 R 0 0 0 0 0
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4947 2597 ao AN6722.1 65.m07248 AO07033
9000165

1 -297 -235 ATGTTTCAATCCCTTGAACTTCATAGTGGCT
GCTGGTTCTTTGTTGGCTTCCGGCGCACCT
GA

ATGTTTCAATCCCTTGAACTT
CATAGTGGCTGCTGGTTCTT
TGTTGGCTTCCGGCGCACCT
GA

MFQSLELHSGCWFFVGF
RRT*

MFQSLEL
HSGCWF
FVGFRR
T*

TATTTCGTGA GCAACCGCTG 0 R 0 0 0 0 0

4952 2599 an AN5932.1 72.m19197 AO07034
0000348

0 -49 -26 ATGCCTATCATTTCTATGGAATAA ATGCCTATCATTTCTATGGAATAA MPIISME* MPIISME* ATCACATTCC TTGCCAGGCT 1 L FG05421.
1

MG06397.
1

0 0 0

4955 2599 af AN5932.1 72.m19197 AO07034
0000348

0 -39 -22 ATGACCACCCATCGATAA ATGACCACCCATCGATAA MTTHR* MTTHR* GAGGTCATTG GTCGGCTAGA 1 L FG05421.
1

MG06397.
1

0 0 0

4958 2599 ao AN5932.1 72.m19197 AO07034
0000348

0 -38 -21 ATGGACGCCAATTCTTAG ATGGACGCCAATTCTTAG MDANS* MDANS* AAGGTGTTTA GGATCTTCTA 1 L FG05421.
1

MG06397.
1

0 0 0

4973 2603 an AN0673.1 70.m15275 AO07034
3000547

1 -78 -43 ATGATCTCTTTTGTCTCTCTCTCTCGAATTG
ATTGA

ATGATCTCTTTTGTCTCTCTCTCTC
GAATTGATTGA

MISFVSLSRID* MISFVSLSRID* CCTCATATTC CATATCTTCA 0 Z 0 0 NCU0717
1.1

0 0

4979 2603 ao AN0673.1 70.m15275 AO07034
3000547

1 -67 -32 ATGATCGCATTTGTTTGTTACTCTGGAATTA
TTTGA

ATGATCGCATTTGTTTGTTAC
TCTGGAATTATTTGA

MIAFVCYSGII* MIAFVCY
SGII*

CTACATCCCC GCATTTACTA 0 Z 0 0 NCU0717
1.1

0 0

4989 2604 af AN0654.1 70.m15258 AO07034
3000572

0 -60 -22 ATGTTTGACACCTCGTGGGCAGAGCACGTT
CTAAAGTGA

ATGTTTGACACCTCGTGGGCAGAGCACGTTCT
AAAGTGA

MFDTSWAEHVLK* MFDTSWAEHVLK* TTTCACGTGC GAGCCGTTGA 1 H FG10097.
1

0 0 0 0

5002 2608 af AN5908.1 72.m19223 AO07024
5000002

1 -442 -425 ATGACTAGCAGATATTGA ATGACTAGCAGATATTGA MTSRY* MTSRY* GAAGCATCCC CAAGACAAGT 0 G FG06702.
1

0 NCU0755
0.1

0 0

5007 2608 af AN5908.1 72.m19223 AO07024
5000002

1 -196 -38 ATGACATTCCTGTCATTCCCCAGAATGCTT
ACTCCCCTCATTGGCAGCCAAATTGTACCT
ATCCTAGAGCCTATCCGAGGGGCATCCGA
GCTCGCATCCTGCCTTCGCTACCAGTCGCT
CAATCAACAACAGAGGACCAGAATCAACAG
AGAACAATAA

ATGACATTCCTGTCATTCCCCAGAATGCTTACT
CCCCTCATTGGCAGCCAAATTGTACCTATCCT
AGAGCCTATCCGAGGGGCATCCGAGCTCGCA
TCCTGCCTTCGCTACCAGTCGCTCAATCAACA
ACAGAGGACCAGAATCAACAGAGAACAATAA

MTFLSFPRMLTPLIGSQIV
PILEPIRGASELASCLRYQ
SLNQQQRTRINREQ*

MTFLSFPRMLTPLIGSQIVPI
LEPIRGASELASCLRYQSLN
QQQRTRINREQ*

GAAGAGTGGC ATACTCAAGC 0 G FG06702.
1

0 NCU0755
0.1

0 0

5008 2608 af AN5908.1 72.m19223 AO07024
5000002

1 -172 -38 ATGCTTACTCCCCTCATTGGCAGCCAAATT
GTACCTATCCTAGAGCCTATCCGAGGGGCA
TCCGAGCTCGCATCCTGCCTTCGCTACCAG
TCGCTCAATCAACAACAGAGGACCAGAATC
AACAGAGAACAATAA

ATGCTTACTCCCCTCATTGGCAGCCAAATTGT
ACCTATCCTAGAGCCTATCCGAGGGGCATCCG
AGCTCGCATCCTGCCTTCGCTACCAGTCGCTC
AATCAACAACAGAGGACCAGAATCAACAGAGA
ACAATAA

MLTPLIGSQIVPILEPIRGA
SELASCLRYQSLNQQQR
TRINREQ*

MLTPLIGSQIVPILEPIRGAS
ELASCLRYQSLNQQQRTRI
NREQ*

ATTCCCCAGA ATACTCAAGC 0 G FG06702.
1

0 NCU0755
0.1

0 0

5009 2608 ao AN5908.1 72.m19223 AO07024
5000002

1 -516 -436 ATGCATTCGCGTGGGACGATCGACTGTCTC
CTCTTTCTGTCGCTGGGGAAGCCCACTTGG
TTACCGAAACTCATGTTTTAG

ATGCATTCGCGTGGGACGAT
CGACTGTCTCCTCTTTCTGTC
GCTGGGGAAGCCCACTTGGT
TACCGAAACTCATGTTTTAG

MHSRGTIDCLLFLSLGKP
TWLPKLMF*

MHSRGTI
DCLLFLS
LGKPTW
LPKLMF*

CCGCCGGGGG TCCCAGACTT 0 G FG06702.
1

0 NCU0755
0.1

0 0

5014 2609 an AN0827.1 70.m15428 AO07025
5000018

0 -56 -45 ATGACCCCTTAA ATGACCCCTTAA MTP* MTP* TCGATCAACA CGACGGTCTG 1 S 0 0 NCU0091
3.1

YJL091C 0

5036 2616 af AN3970.1 54.m06355 AO07028
6000067

1 -67 -56 ATGTTGACTTAA ATGTTGACTTAA MLT* MLT* GCTATTTCCA ATTCAAGTTG 0 Z 0 0 0 0 0

5070 2627 af AN3829.1 58.m07805 AO07030
5000066

1 -376 -221 ATGCGTGCTGTTCTAAGAATGACGTCGACC
CACGTGATGGACATCTCTCCCCGCTTAGAG
GAAACTGGTGGTAATGAATGCTTGACAAGC
TCGGAGATACGATTAGCATTACTTTACATAC
TCCATCGTTGGATCCATCCTTCCCTGGATT
TATAA

ATGCGTGCTGTTCTAAGAATGACGTCGACCCA
CGTGATGGACATCTCTCCCCGCTTAGAGGAAA
CTGGTGGTAATGAATGCTTGACAAGCTCGGAG
ATACGATTAGCATTACTTTACATACTCCATCGT
TGGATCCATCCTTCCCTGGATTTATAA

MRAVLRMTSTHVMDISP
RLEETGGNECLTSSEIRL
ALLYILHRWIHPSLDL*

MRAVLRMTSTHVMDISPRL
EETGGNECLTSSEIRLALLY
ILHRWIHPSLDL*

TGGAGAATAG AGTATAAAGA 0 C FG06752.
1

0 0 0 0

5071 2627 af AN3829.1 58.m07805 AO07030
5000066

1 -358 -221 ATGACGTCGACCCACGTGATGGACATCTCT
CCCCGCTTAGAGGAAACTGGTGGTAATGAA
TGCTTGACAAGCTCGGAGATACGATTAGCA
TTACTTTACATACTCCATCGTTGGATCCATC
CTTCCCTGGATTTATAA

ATGACGTCGACCCACGTGATGGACATCTCTCC
CCGCTTAGAGGAAACTGGTGGTAATGAATGCT
TGACAAGCTCGGAGATACGATTAGCATTACTT
TACATACTCCATCGTTGGATCCATCCTTCCCT
GGATTTATAA

MTSTHVMDISPRLEETG
GNECLTSSEIRLALLYILH
RWIHPSLDL*

MTSTHVMDISPRLEETGGN
ECLTSSEIRLALLYILHRWIH
PSLDL*

TGTTCTAAGA AGTATAAAGA 0 C FG06752.
1

0 0 0 0

5072 2627 af AN3829.1 58.m07805 AO07030
5000066

1 -340 -221 ATGGACATCTCTCCCCGCTTAGAGGAAACT
GGTGGTAATGAATGCTTGACAAGCTCGGA
GATACGATTAGCATTACTTTACATACTCCAT
CGTTGGATCCATCCTTCCCTGGATTTATAA

ATGGACATCTCTCCCCGCTTAGAGGAAACTGG
TGGTAATGAATGCTTGACAAGCTCGGAGATAC
GATTAGCATTACTTTACATACTCCATCGTTGGA
TCCATCCTTCCCTGGATTTATAA

MDISPRLEETGGNECLTS
SEIRLALLYILHRWIHPSL
DL*

MDISPRLEETGGNECLTSS
EIRLALLYILHRWIHPSLDL*

GACCCACGTG AGTATAAAGA 0 C FG06752.
1

0 0 0 0

5073 2627 af AN3829.1 58.m07805 AO07030
5000066

1 -303 -292 ATGAATGCTTGA ATGAATGCTTGA MNA* MNA* ACTGGTGGTA CAAGCTCGGA 0 C FG06752.
1

0 0 0 0

5074 2627 af AN3829.1 58.m07805 AO07030
5000066

1 -299 -189 ATGCTTGACAAGCTCGGAGATACGATTAGC
ATTACTTTACATACTCCATCGTTGGATCCAT
CCTTCCCTGGATTTATAAAGTATAAAGATAA
CTTTTTCCTCCTCCCGTAG

ATGCTTGACAAGCTCGGAGATACGATTAGCAT
TACTTTACATACTCCATCGTTGGATCCATCCTT
CCCTGGATTTATAAAGTATAAAGATAACTTTTT
CCTCCTCCCGTAG

MLDKLGDTISITLHTPSLD
PSFPGFIKYKDNFFLLP*

MLDKLGDTISITLHTPSLDP
SFPGFIKYKDNFFLLP*

GTGGTAATGA ATAAAGCCCT 0 C FG06752.
1

0 0 0 0

5075 2627 ao AN3829.1 58.m07805 AO07030
5000066

1 -440 -357 ATGACGTCGATACACGTGACGCGGAGCTT
CCCCGCTGGACGGCATTACAGGGAGCAGC
TCGGAGGCATTCTCAACAATGATTAG

ATGACGTCGATACACGTGAC
GCGGAGCTTCCCCGCTGGAC
GGCATTACAGGGAGCAGCTC
GGAGGCATTCTCAACAATGA
TTAG

MTSIHVTRSFPAGRHYR
EQLGGILNND*

MTSIHVT
RSFPAG
RHYREQ
LGGILNN
D*

AAATAGAGAA TCTCCACGCG 0 C FG06752.
1

0 0 0 0

5076 2627 ao AN3829.1 58.m07805 AO07030
5000066

1 -364 -317 ATGATTAGTCTCCACGCGATGGATCAACCT
CGCTCCTGCAGTATATAA

ATGATTAGTCTCCACGCGAT
GGATCAACCTCGCTCCTGCA
GTATATAA

MISLHAMDQPRSCSI* MISLHAM
DQPRSC
SI*

ATTCTCAACA GTCTGAAGCA 0 C FG06752.
1

0 0 0 0

5077 2627 ao AN3829.1 58.m07805 AO07030
5000066

1 -346 -317 ATGGATCAACCTCGCTCCTGCAGTATATAA ATGGATCAACCTCGCTCCTG
CAGTATATAA

MDQPRSCSI* MDQPRS
CSI*

TCTCCACGCG GTCTGAAGCA 0 C FG06752.
1

0 0 0 0

5111 2649 an AN6720.1 65.m07477 AO07033
9000162

1 -253 -197 ATGACCTCACCGCAATCCAGGTCCGCATCG
ACTTCCACCCTGTTCTGCTGCTATTGA

ATGACCTCACCGCAATCCAGGTCCG
CATCGACTTCCACCCTGTTCTGCTG
CTATTGA

MTSPQSRSASTSTLFCC
Y*

MTSPQSRSASTS
TLFCCY*

GCGTTACTCA TCGTGTGATA 0 G 0 0 0 0 0

5127 2654 af AN1918.1 69.m14936 AO07034
1000122

1 -339 -289 ATGCATGTACCCGTGCGTTATCATCCATTA
TCCACGAGTCATCAAGAATAA

ATGCATGTACCCGTGCGTTATCATCCATTATC
CACGAGTCATCAAGAATAA

MHVPVRYHPLSTSHQE* MHVPVRYHPLSTSHQE* TCTCAGCCCG TTTATCCCTT 0 C FG08601.
1

0 NCU0987
3.1

0 0

5128 2654 af AN1918.1 69.m14936 AO07034
1000122

1 -335 -252 ATGTACCCGTGCGTTATCATCCATTATCCA
CGAGTCATCAAGAATAATTTATCCCTTCCC
GATCAGTCCTCCCTGCAGCACTAA

ATGTACCCGTGCGTTATCATCCATTATCCACG
AGTCATCAAGAATAATTTATCCCTTCCCGATCA
GTCCTCCCTGCAGCACTAA

MYPCVIIHYPRVIKNNLSL
PDQSSLQH*

MYPCVIIHYPRVIKNNLSLP
DQSSLQH*

AGCCCGATGC GTACGTCGTC 0 C FG08601.
1

0 NCU0987
3.1

0 0

5129 2654 af AN1918.1 69.m14936 AO07034
1000122

1 -143 -3 ATGAGAGGCATTTTTGTTCACTCCACGGCT
AACCATCATCGCTGCAGACTCATTCCTCAA
CCCCGACATCACCCGCGGAACTGTGGAGA
AGTAGATCGGAGAGGATCCTTGAAACTGCC
CTTGAGACCTGTATCATCGTGA

ATGAGAGGCATTTTTGTTCACTCCACGGCTAA
CCATCATCGCTGCAGACTCATTCCTCAACCCC
GACATCACCCGCGGAACTGTGGAGAAGTAGA
TCGGAGAGGATCCTTGAAACTGCCCTTGAGAC
CTGTATCATCGTGA

MRGIFVHSTANHHRCRLI
PQPRHHPRNCGEVDRR
GSLKLPLRPVSS*

MRGIFVHSTANHHRCRLIP
QPRHHPRNCGEVDRRGSL
KLPLRPVSS*

CGGACAGTCT GCATGGCTCC 0 C FG08601.
1

0 NCU0987
3.1

0 0

5130 2654 ao AN1918.1 69.m14936 AO07034
1000122

1 -449 -135 ATGAGACATTTCTTGACTGGATACCATCCG
CGCGTTATCATAATCCAGAGACACACCCCT
TTATTTTCATTCCGAAAATCGCATTTTCTTG
CTTCTAGTTGGTGCACCCGACCGGTTTTCC
CGGAACCACTTCGTGCCTACATCTGGGGTT
CGGAACAAGTCGGAGAACCCACAAGAGGC
ATTTTACACACTCCAGAGTCCACGGTTACC
AACGCTGCCTCAGCCCGGTCTTCAGCCCC
GACATCTCCCGTCAAACTGTGGAGAAGCAT
ATCGGAGTCGAAGACTGAAACGCCTTCTGG
ACTTACTTTGCTGTGA

ATGAGACATTTCTTGACTGG
ATACCATCCGCGCGTTATCA
TAATCCAGAGACACACCCCT
TTATTTTCATTCCGAAAATCG
CATTTTCTTGCTTCTAGTTGG
TGCACCCGACCGGTTTTCCC
GGAACCACTTCGTGCCTACA
TCTGGGGTTCGGAACAAGTC
GGAGAACCCACAAGAGGCAT
TTTACACACTCCAGAGTCCAC
GGTTACCAACGCTGCCTCAG
CCCGGTCTTCAGCCCCGACA
TCTCCCGTCAAACTGTGGAG
AAGCATATCGGAGTCGAAGA
CTGAAACGCCTTCTGGACTT
ACTTTGCTGTGA

MRHFLTGYHPRVIIIQRHT
PLFSFRKSHFLASSWCT
RPVFPEPLRAYIWGSEQ
VGEPTRGILHTPESTVTN
AASARSSAPTSPVKLWR
SISESKTETPSGLTLL*

MRHFLT
GYHPRVI
IIQRHTPL
FSFRKS
HFLASS
WCTRPV
FPEPLRA
YIWGSE
QVGEPT
RGILHTP
ESTVTNA
ASARSS
APTSPVK
LWRSISE
SKTETPS
GLTLL*

TTGCTCCTGC TCATGGCTCC 0 C FG08601.
1

0 NCU0987
3.1

0 0

5131 2655 conserved AN5528.1 69.m15427 AO07034
1000360

1 -69 -58 -59 -48 -67 -56 ATGsTyyCyTGA ATGCTCCCCTGA ATGGTCTCTTGA ATGGTTCCTTGA Mlp* MLP* MVS* MVP* CrCkmywAhr skAhAvrbhG 0 U 0 0 NCU0502
9.1

0 0

5133 2655 af AN5528.1 69.m15427 AO07034
1000360

1 -62 -48 ATGATGGTCTCTTGA ATGATGGTCTCTTGA MMVS* MMVS* ACACACGCCT CGATACATCG 0 U 0 0 NCU0502
9.1

0 0
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5139 2662 ao AN7387.1 71.m15107 AO07034
3000118

1 -203 -75 ATGTTTATATCCAACCCCGCCCTGCAACTC
CCATCCCGGCACCGCCTTCCCTATTTCAGG
ACAAGTAATGCCAACTTCGGCGGGCGGTC
GGTTTGTGCCCCGCCTTTTGACCGAGTGG
GGGAATTTTAG

ATGTTTATATCCAACCCCGCC
CTGCAACTCCCATCCCGGCA
CCGCCTTCCCTATTTCAGGA
CAAGTAATGCCAACTTCGGC
GGGCGGTCGGTTTGTGCCC
CGCCTTTTGACCGAGTGGGG
GAATTTTAG

MFISNPALQLPSRHRLPY
FRTSNANFGGRSVCAPP
FDRVGEF*

MFISNPA
LQLPSRH
RLPYFRT
SNANFG
GRSVCA
PPFDRV
GEF*

TTTTTACGTC GATCATGTCC 0 E 0 0 0 0 0

5142 2664 af AN2163.1 72.m19677 AO07034
3000222

1 -700 -665 ATGTCCCCTGTTTCAAAACTTGTTGTCTGTA
TGTAA

ATGTCCCCTGTTTCAAAACTTGTTGTCTGTATG
TAA

MSPVSKLVVCM* MSPVSKLVVCM* CTTTCTTTGC GTATCAATCA 0 D 0 0 0 0 0

5164 2669 af AN4333.1 58.m09007 AO07024
0000012

0 -39 -19 ATGTGGCAGCCAGGTTGTTGA ATGTGGCAGCCAGGTTGTTGA MWQPGC* MWQPGC* CTCAAAGGAC AATAAATTGA 1  0 0 NCU1003
5.1

0 0

5165 2671 conserved AN3144.1 59.m08521 AO07025
6000047

0 -23 -12 -25 -14 -23 -12 ATGCTCymmTAA ATGCTCCCATAA ATGCTCCCATAA ATGCTCTACTAA MLp* MLP* MLP* MLY* TyyhyyTCCC yCbrmdyCwm 1 R FG04221.
1

MG09837.
1

0 YDR323C 0

5173 2672 an AN5808.1 72.m18938 AO07026
0000039

1 -310 -281 ATGCCGAACCATCGCAGTTACCCATGTTGA ATGCCGAACCATCGCAGTTACCCAT
GTTGA

MPNHRSYPC* MPNHRSYPC* GTCTAGAGAC CCTGGGCTAC 0  0 0 0 0 0

5177 2672 af AN5808.1 72.m18938 AO07026
0000039

1 -277 -266 ATGGGCTTCTAA ATGGGCTTCTAA MGF* MGF* AAATCTCACC TCGTTGTGTA 0  0 0 0 0 0

5178 2672 af AN5808.1 72.m18938 AO07026
0000039

1 -179 -144 ATGTTCCAAGCCACAGGACAGAGAGTTTGG
TCTTAG

ATGTTCCAAGCCACAGGACAGAGAGTTTGGTC
TTAG

MFQATGQRVWS* MFQATGQRVWS* CATTTCGAGG GTGACGGGTA 0  0 0 0 0 0

5180 2672 ao AN5808.1 72.m18938 AO07026
0000039

1 -277 -248 ATGAATTTACCCCAGTATTATGATAATTAA ATGAATTTACCCCAGTATTAT
GATAATTAA

MNLPQYYDN* MNLPQY
YDN*

ACTGACTAGA GTGCTCAAAT 0  0 0 0 0 0

5182 2672 ao AN5808.1 72.m18938 AO07026
0000039

1 -239 -201 ATGAACTTCTGTCCTTATTTTCGTCCAATGC
AGCTATGA

ATGAACTTCTGTCCTTATTTT
CGTCCAATGCAGCTATGA

MNFCPYFRPMQL* MNFCPY
FRPMQL*

AAGTGCTCAA GACACTCCAC 0  0 0 0 0 0

5183 2672 ao AN5808.1 72.m18938 AO07026
0000039

1 -212 -201 ATGCAGCTATGA ATGCAGCTATGA MQL* MQL* TTTTCGTCCA GACACTCCAC 0  0 0 0 0 0

5185 2672 ao AN5808.1 72.m18938 AO07026
0000039

1 -161 -114 ATGGTAATCCAACTGCTGCTTACTTCACTC
GTCCCCCACACATACTGA

ATGGTAATCCAACTGCTGCT
TACTTCACTCGTCCCCCACA
CATACTGA

MVIQLLLTSLVPHTY* MVIQLLL
TSLVPHT
Y*

ACCGTCGGTT TGAACAACAG 0  0 0 0 0 0

5188 2673 an AN3439.1 59.m09299 AO07026
5000013

0 -45 -16 ATGAAAGTCCCTTCTATGTTCGCGTCCTAG ATGAAAGTCCCTTCTATGTTCGCGT
CCTAG

MKVPSMFAS* MKVPSMFAS* CACGCCGTAT GAAATCTGAC 1 S 0 0 0 0 0

5189 2673 an AN3439.1 59.m09299 AO07026
5000013

0 -30 -16 ATGTTCGCGTCCTAG ATGTTCGCGTCCTAG MFAS* MFAS* AGTCCCTTCT GAAATCTGAC 1 S 0 0 0 0 0

5194 2679 an AN7785.1 71.m15814 AO07028
6000027

1 -26 -6 ATGTTTGTTTCTAATCTCTGA ATGTTTGTTTCTAATCTCTGA MFVSNL* MFVSNL* TTTTCTTTCC TCGCTATGAC 1 0 0 0 0 0

5195 2679 af AN7785.1 71.m15814 AO07028
6000027

1 -33 -19 ATGTGTGCTTTTTAA ATGTGTGCTTTTTAA MCAF* MCAF* CTTTTACCTC AACTTGTTGC 1 0 0 0 0 0

5196 2679 ao AN7785.1 71.m15814 AO07028
6000027

1 -32 -18 ATGTCCATCCTCTAA ATGTCCATCCTCTAA MSIL* MSIL* TCCAACTCTC CTCCTTCCAC 1 0 0 0 0 0

5238 2688 an AN6182.1 72.m19274 AO07030
8000124

0 -32 -18 ATGTTAATTCAATAA ATGTTAATTCAATAA MLIQ* MLIQ* CTGTATCTTG TCAATATCCT 1 C FG05668.
1

MG05098.
1

0 0 0

5264 2704 an AN2764.1 59.m09260 AO07032
7000027

1 -233 -174 ATGTGGCTGTGGCAGTTCTCAGGTCTAGTA
CTTCAGGGCTCCGTAGAGGACTTAGTCTAG

ATGTGGCTGTGGCAGTTCTCAGGT
CTAGTACTTCAGGGCTCCGTAGAG
GACTTAGTCTAG

MWLWQFSGLVLQGSVE
DLV*

MWLWQFSGLVL
QGSVEDLV*

TGTCGAGCCA ATAGGTAGGA 0 L 0 0 0 0 0

5265 2704 an AN2764.1 59.m09260 AO07032
7000027

1 -129 -58 ATGACGCTATACCAAATGCAGTCTAATGGT
GTCAGCGCGTTCAACGCGTTTCATGCCCG
CCACCGTGCTTGA

ATGACGCTATACCAAATGCAGTCTA
ATGGTGTCAGCGCGTTCAACGCGT
TTCATGCCCGCCACCGTGCTTGA

MTLYQMQSNGVSAFNAF
HARHRA*

MTLYQMQSNGV
SAFNAFHARHRA
*

TATATATCGC CTGCTCTGCT 0 L 0 0 0 0 0

5266 2704 an AN2764.1 59.m09260 AO07032
7000027

1 -114 -58 ATGCAGTCTAATGGTGTCAGCGCGTTCAAC
GCGTTTCATGCCCGCCACCGTGCTTGA

ATGCAGTCTAATGGTGTCAGCGCGT
TCAACGCGTTTCATGCCCGCCACC
GTGCTTGA

MQSNGVSAFNAFHARHR
A*

MQSNGVSAFNA
FHARHRA*

GCTATACCAA CTGCTCTGCT 0 L 0 0 0 0 0

5267 2704 ao AN2764.1 59.m09260 AO07032
7000027

1 -543 -385 ATGGGGTTTTCTAGCGGGGAAGTCACGTG
GAATGTGTGTCGCCGGAAGCTAACCCCGA
AGAGGTCTAATGATGTATTCCCGCCCGTCG
CGCGTTCTCGAAGCTCGGCGCGCGTTTGG
TCGCGGTATCACTCTAGAAACCTTTTCTGT
GATCTTGGTTAA

ATGGGGTTTTCTAGCGGGGA
AGTCACGTGGAATGTGTGTC
GCCGGAAGCTAACCCCGAAG
AGGTCTAATGATGTATTCCC
GCCCGTCGCGCGTTCTCGAA
GCTCGGCGCGCGTTTGGTC
GCGGTATCACTCTAGAAACC
TTTTCTGTGATCTTGGTTAA

MGFSSGEVTWNVCRRK
LTPKRSNDVFPPVARSR
SSARVWSRYHSRNLFCD
LG*

MGFSSG
EVTWNV
CRRKLT
PKRSND
VFPPVA
RSRSSA
RVWSRY
HSRNLF
CDLG*

GGCGAAAGGA ACCAAGGGAG 0 L 0 0 0 0 0

5268 2704 ao AN2764.1 59.m09260 AO07032
7000027

1 -512 -492 ATGTGTGTCGCCGGAAGCTAA ATGTGTGTCGCCGGAAGCTA
A

MCVAGS* MCVAGS
*

GTCACGTGGA CCCCGAAGAG 0 L 0 0 0 0 0

5269 2704 ao AN2764.1 59.m09260 AO07032
7000027

1 -476 -372 ATGATGTATTCCCGCCCGTCGCGCGTTCTC
GAAGCTCGGCGCGCGTTTGGTCGCGGTAT
CACTCTAGAAACCTTTTCTGTGATCTTGGTT
AAACCAAGGGAGTAG

ATGATGTATTCCCGCCCGTC
GCGCGTTCTCGAAGCTCGGC
GCGCGTTTGGTCGCGGTATC
ACTCTAGAAACCTTTTCTGTG
ATCTTGGTTAAACCAAGGGA
GTAG

MMYSRPSRVLEARRAFG
RGITLETFSVILVKPRE*

MMYSRP
SRVLEAR
RAFGRGI
TLETFSV
ILVKPRE*

AAGAGGTCTA TTCTGACTGG 0 L 0 0 0 0 0

5270 2704 ao AN2764.1 59.m09260 AO07032
7000027

1 -473 -372 ATGTATTCCCGCCCGTCGCGCGTTCTCGAA
GCTCGGCGCGCGTTTGGTCGCGGTATCAC
TCTAGAAACCTTTTCTGTGATCTTGGTTAAA
CCAAGGGAGTAG

ATGTATTCCCGCCCGTCGCG
CGTTCTCGAAGCTCGGCGCG
CGTTTGGTCGCGGTATCACT
CTAGAAACCTTTTCTGTGATC
TTGGTTAAACCAAGGGAGTA
G

MYSRPSRVLEARRAFGR
GITLETFSVILVKPRE*

MYSRPS
RVLEAR
RAFGRGI
TLETFSV
ILVKPRE*

AGGTCTAATG TTCTGACTGG 0 L 0 0 0 0 0

5282 2715 an AN5228.1 57.m05703 AO07033
7000249

1 -137 -63 ATGTCTCGTAGTCTCCAATCTTCCCTAAAAC
TACACCACACTACTCTACACAACTTTACATT
ACTACATACTTAA

ATGTCTCGTAGTCTCCAATCTTCCC
TAAAACTACACCACACTACTCTACA
CAACTTTACATTACTACATACTTAA

MSRSLQSSLKLHHTTLH
NFTLLHT*

MSRSLQSSLKLH
HTTLHNFTLLHT*

CTTGCTCAGA CTCCTGCTCC 0 CR 0 0 0 0 0

5294 2719 an AN5925.1 72.m19206 AO07034
0000359

1 -545 -507 ATGCGACAAGGTTCCATTCAGCTTCGAATT
CGTCATTGA

ATGCGACAAGGTTCCATTCAGCTTC
GAATTCGTCATTGA

MRQGSIQLRIRH* MRQGSIQLRIRH* ATATTTTCCT TTGAGCCTTG 0 A 0 0 NCU0636
5.1

YDR291
W

0

5300 2719 an AN5925.1 72.m19206 AO07034
0000359

1 -67 -32 ATGTGCTCCTTCTCTCTTCTTGCCACATTAA
GTTAG

ATGTGCTCCTTCTCTCTTCTTGCCA
CATTAAGTTAG

MCSFSLLATLS* MCSFSLLATLS* ACACCCCTGC GAAGCTCAGG 0 A 0 0 NCU0636
5.1

YDR291
W

0

5339 2730 af AN5175.1 69.m14872 AO07024
7000006

1 -161 -111 ATGGATTACACTGCTTGTCGTCGCGTCACT
TTTAGGTCATTGCTTCATTAG

ATGGATTACACTGCTTGTCGTCGCGTCACTTT
TAGGTCATTGCTTCATTAG

MDYTACRRVTFRSLLH* MDYTACRRVTFRSLLH* AGCGTCTTTA TATTTGGCTA 0 R 0 0 0 0 0

5371 2743 ao AN1701.1 58.m07777 AO07030
5000027

0 -58 -47 ATGTCCGAGTAG ATGTCCGAGTAG MSE* MSE* TATAGTTTTA CTTCTATCTA 1 S 0 0 0 0 0

5394 2755 an AN4645.1 57.m05476 AO07031
6000119

1 -226 -194 ATGCGCGGAGAACGACAAATACAGTGCAG
GTGA

ATGCGCGGAGAACGACAAATACAG
TGCAGGTGA

MRGERQIQCR* MRGERQIQCR* AGGACTAGGC TGAGGGCTTC 0 P 0 0 NCU0135
6.1

0 0

5395 2755 an AN4645.1 57.m05476 AO07031
6000119

1 -194 -180 ATGAGGGCTTCCTGA ATGAGGGCTTCCTGA MRAS* MRAS* AGTGCAGGTG GTAGCGAAAA 0 P 0 0 NCU0135
6.1

0 0

5396 2755 an AN4645.1 57.m05476 AO07031
6000119

1 -152 -6 ATGCACATAGCAACTTCTCGAGATATATTCT
CAACGCGGTACTTCCGCACGCTTTTCCTAG
ACTCAGTACGTCAGATCCATCATTTCGAAA
TAATCGATAGTCATTCTTTGAGCTCCACAAC
TTCCATATCCTCTGGAGCTGAATGA

ATGCACATAGCAACTTCTCGAGATA
TATTCTCAACGCGGTACTTCCGCAC
GCTTTTCCTAGACTCAGTACGTCAG
ATCCATCATTTCGAAATAATCGATA
GTCATTCTTTGAGCTCCACAACTTC
CATATCCTCTGGAGCTGAATGA

MHIATSRDIFSTRYFRTLF
LDSVRQIHHFEIIDSHSLS
STTSISSGAE*

MHIATSRDIFSTR
YFRTLFLDSVRQI
HHFEIIDSHSLSS
TTSISSGAE*

GTTGCTGGGA ACATAATGCT 0 P 0 0 NCU0135
6.1

0 0

5397 2755 af AN4645.1 57.m05476 AO07031
6000119

1 -590 -555 ATGAGCCACTGCCCGTTCAACGAGTTGGCT
ACCTAG

ATGAGCCACTGCCCGTTCAACGAGTTGGCTAC
CTAG

MSHCPFNELAT* MSHCPFNELAT* ACTGGAATAC TTGCCGTCCA 0 P 0 0 NCU0135
6.1

0 0

5398 2755 af AN4645.1 57.m05476 AO07031
6000119

1 -530 -489 ATGTCTAGTTTCCCACCCTTGTCACTCGCT
TCTCTGCAGTGA

ATGTCTAGTTTCCCACCCTTGTCACTCGCTTCT
CTGCAGTGA

MSSFPPLSLASLQ* MSSFPPLSLASLQ* TTACCTCGCT GTTTAAACTG 0 P 0 0 NCU0135
6.1

0 0

5399 2755 ao AN4645.1 57.m05476 AO07031
6000119

1 -573 -562 ATGCGTGCATGA ATGCGTGCATGA MRA* MRA* TGTGGGGAGA GGGTAGTTGG 0 P 0 0 NCU0135
6.1

0 0

5400 2755 ao AN4645.1 57.m05476 AO07031
6000119

1 -565 -440 ATGAGGGTAGTTGGCGAGGCCTTGGGCTT
TTTCAGGTGGGAGGAAGAAGGCCGAACCG
TTGGACATGTTGAGAATGATCGAATTAAAA
TTACCACTAGGGCTGTATCTGGAGGTTTTA
GGCGATAA

ATGAGGGTAGTTGGCGAGGC
CTTGGGCTTTTTCAGGTGGG
AGGAAGAAGGCCGAACCGTT
GGACATGTTGAGAATGATCG
AATTAAAATTACCACTAGGGC
TGTATCTGGAGGTTTTAGGC
GATAA

MRVVGEALGFFRWEEE
GRTVGHVENDRIKITTRA
VSGGFRR*

MRVVGE
ALGFFR
WEEEGR
TVGHVE
NDRIKITT
RAVSGG
FRR*

GAATGCGTGC ATCAATTTAA 0 P 0 0 NCU0135
6.1

0 0
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5401 2755 ao AN4645.1 57.m05476 AO07031
6000119

1 -501 -430 ATGTTGAGAATGATCGAATTAAAATTACCAC
TAGGGCTGTATCTGGAGGTTTTAGGCGATA
AATCAATTTAA

ATGTTGAGAATGATCGAATTA
AAATTACCACTAGGGCTGTAT
CTGGAGGTTTTAGGCGATAA
ATCAATTTAA

MLRMIELKLPLGLYLEVL
GDKSI*

MLRMIEL
KLPLGLY
LEVLGDK
SI*

ACCGTTGGAC AAAAGGCGGG 0 P 0 0 NCU0135
6.1

0 0

5402 2755 ao AN4645.1 57.m05476 AO07031
6000119

1 -492 -430 ATGATCGAATTAAAATTACCACTAGGGCTG
TATCTGGAGGTTTTAGGCGATAAATCAATT
TAA

ATGATCGAATTAAAATTACCA
CTAGGGCTGTATCTGGAGGT
TTTAGGCGATAAATCAATTTA
A

MIELKLPLGLYLEVLGDK
SI*

MIELKLP
LGLYLEV
LGDKSI*

CATGTTGAGA AAAAGGCGGG 0 P 0 0 NCU0135
6.1

0 0

5438 2761 af AN8056.1 53.m03887 AO07032
2000144

1 -82 -68 ATGAGATGCAAATGA ATGAGATGCAAATGA MRCK* MRCK* ACAGCAATAA CTGTCTGAGA 0 BD 0 MG08841.
1

0 0 0

5439 2761 af AN8056.1 53.m03887 AO07032
2000144

1 -77 -60 ATGCAAATGACTGTCTGA ATGCAAATGACTGTCTGA MQMTV* MQMTV* AATAAATGAG GATGACCTAA 0 BD 0 MG08841.
1

0 0 0

5440 2761 af AN8056.1 53.m03887 AO07032
2000144

1 -71 -60 ATGACTGTCTGA ATGACTGTCTGA MTV* MTV* TGAGATGCAA GATGACCTAA 0 BD 0 MG08841.
1

0 0 0

5441 2761 ao AN8056.1 53.m03887 AO07032
2000144

1 -99 -85 ATGACACGATTTTGA ATGACACGATTTTGA MTRF* MTRF* AATCTATGCT GATGTTATCT 0 BD 0 MG08841.
1

0 0 0

5442 2761 ao AN8056.1 53.m03887 AO07032
2000144

1 -83 -69 ATGTTATCTGACTGA ATGTTATCTGACTGA MLSD* MLSD* CGATTTTGAG CTTATGCGAC 0 BD 0 MG08841.
1

0 0 0

5443 2761 ao AN8056.1 53.m03887 AO07032
2000144

1 -65 -45 ATGCGACAACTCCTTACTTGA ATGCGACAACTCCTTACTTGA MRQLLT* MRQLLT* TGACTGACTT CCGACACATT 0 BD 0 MG08841.
1

0 0 0

5450 2762 ao AN1735.1 69.m15034 AO07032
4000065

0 -33 -10 ATGACTCTTTTTCTTCCAGAGTAA ATGACTCTTTTTCTTCCAGAG
TAA

MTLFLPE* MTLFLPE
*

AACTCTTTAG AGCGCGACAA 1 F 0 0 0 0 0

5453 2764 af AN7751.1 71.m15782 AO07032
5000182

0 -59 -45 ATGCTTCGCAGGTGA ATGCTTCGCAGGTGA MLRR* MLRR* GTTTATATCA CGCCCATAGA 1 I 0 0 0 0 0

5456 2764 ao AN7751.1 71.m15782 AO07032
5000182

0 -59 -45 ATGCTCTATCAGTGA ATGCTCTATCAGTGA MLYQ* MLYQ* AATTCCCCTG TATCTCAATT 1 I 0 0 0 0 0

5460 2766 an AN4836.1 59.m09142 AO07032
7000142

1 -235 -161 ATGTCCAGGATCTTTACCGTCGCGGCTCTC
CCACTACCCACCCGAACGCCGACGAGGTC
GAGCTTCAGAATCTAG

ATGTCCAGGATCTTTACCGTCGCGG
CTCTCCCACTACCCACCCGAACGCC
GACGAGGTCGAGCTTCAGAATCTA
G

MSRIFTVAALPLPTRTPT
RSSFRI*

MSRIFTVAALPLP
TRTPTRSSFRI*

TCCTCTATCC CATGCAGGAT 0 P 0 0 0 0 0

5461 2766 an AN4836.1 59.m09142 AO07032
7000142

1 -159 -142 ATGCAGGATCAGAGATAA ATGCAGGATCAGAGATAA MQDQR* MQDQR* AGAATCTAGC ATCACAAACA 0 P 0 0 0 0 0

5462 2766 af AN4836.1 59.m09142 AO07032
7000142

1 -245 -198 ATGTACCTACAGTTAGGCTGCAAAAGACGC
GAAGAAAAGAGCTGCTAG

ATGTACCTACAGTTAGGCTGCAAAAGACGCGA
AGAAAAGAGCTGCTAG

MYLQLGCKRREEKSC* MYLQLGCKRREEKSC* TCAAGATCGG CCTTTTCCAT 0 P 0 0 0 0 0

5463 2766 af AN4836.1 59.m09142 AO07032
7000142

1 -189 -160 ATGATCCCCCAGTCCCTGGACTATTATTAG ATGATCCCCCAGTCCCTGGACTATTATTAG MIPQSLDYY* MIPQSLDYY* AGCCTTTTCC CCGACCTCCG 0 P 0 0 0 0 0

5464 2766 ao AN4836.1 59.m09142 AO07032
7000142

1 -232 -221 ATGCAGAATTGA ATGCAGAATTGA MQN* MQN* ATCGACTAGT CCAGGGGCCA 0 P 0 0 0 0 0

5466 2767 ao AN4834.1 59.m09144 AO07032
7000147

0 -35 ATGTTTTCTGCGGATCAAATTCCTCCAATC
GCATGA

ATGTTTTCTGCGGATCAAATT
CCTCCAATCGCATGA

MFSADQIPPIA* MFSADQI
PPIA*

TCTGCGCCGT TGCAGTCCAG 1  0 0 0 0 0

5469 2768 af AN3634.1 58.m07467 AO07032
8000078

1 -119 -54 ATGACTCCTCCGGTGATACAAGCTGAGGG
GCTGTTTGCTACTTCCACCTTCCTTTGTCAT
TGCTGA

ATGACTCCTCCGGTGATACAAGCTGAGGGGC
TGTTTGCTACTTCCACCTTCCTTTGTCATTGCT
GA

MTPPVIQAEGLFATSTFL
CHC*

MTPPVIQAEGLFATSTFLC
HC*

CCGAGTGCCG CATTTGGAGT 0 E FG00598.
1

MG05168.
1

NCU0441
1.1

0 0

5470 2768 ao AN3634.1 58.m07467 AO07032
8000078

1 -122 -105 ATGACGGATTCTATATGA ATGACGGATTCTATATGA MTDSI* MTDSI* GCCTACGCCG GGGGTGCATT 0 E FG00598.
1

MG05168.
1

NCU0441
1.1

0 0

5471 2768 ao AN3634.1 58.m07467 AO07032
8000078

1 -108 -91 ATGAGGGGTGCATTTTGA ATGAGGGGTGCATTTTGA MRGAF* MRGAF* CGGATTCTAT GTCAGAGATT 0 E FG00598.
1

MG05168.
1

NCU0441
1.1

0 0

5480 2774 af AN3498.1 58.m07225 AO07033
3000036

0 -60 -43 ATGGACTCGGGCGTCTGA ATGGACTCGGGCGTCTGA MDSGV* MDSGV* CGGCCTTTGA ATCTTTCACC 1 R 0 0 0 0 0

5506 2778 ao AN3061.1 59.m08953 AO07033
7000012

1 -198 -178 ATGGGTCCGGCTTTTGTCTAG ATGGGTCCGGCTTTTGTCTA
G

MGPAFV* MGPAFV* CTGGAGTCGA TCTTTATCTG 0 O FG10964.
1

0 NCU0694
2.1

YPR173C 0

5509 2780 af AN5216.1 69.m14914 AO07033
7000263

0 -60 -25 ATGTTGCCTTTTATGCCAGATATTTCTTGGC
AATAG

ATGTTGCCTTTTATGCCAGATATTTCTTGGCAA
TAG

MLPFMPDISWQ* MLPFMPDISWQ* TACATCAGCT TATCGCTTCA 1 L 0 0 0 0 0

5510 2780 af AN5216.1 69.m14914 AO07033
7000263

0 -48 -25 ATGCCAGATATTTCTTGGCAATAG ATGCCAGATATTTCTTGGCAATAG MPDISWQ* MPDISWQ* GTTGCCTTTT TATCGCTTCA 1 L 0 0 0 0 0

5513 2780 ao AN5216.1 69.m14914 AO07033
7000263

0 -56 -33 ATGTCGTCGAGAGTACTACTATGA ATGTCGTCGAGAGTACTACT
ATGA

MSSRVLL* MSSRVLL
*

TCACAAGGTC CGCAACCTTA 1 L 0 0 0 0 0

5514 2780 ao AN5216.1 69.m14914 AO07033
7000263

0 -36 -22 ATGACGCAACCTTAG ATGACGCAACCTTAG MTQP* MTQP* GAGTACTACT ATCCGCCATT 1 L 0 0 0 0 0

5516 2782 an AN2872.1 59.m08720 AO07033
8000142

0 -47 -18 ATGCCAATCACCGACACCTCTGAAATTTGA ATGCCAATCACCGACACCTCTGAAA
TTTGA

MPITDTSEI* MPITDTSEI* AAAATCCCCA CAGATTTATC 1  0 0 0 0 0

5528 2789 an AN2090.1 57.m05792 AO07034
1000248

0 -55 -29 ATGCTGCTAGATCGAACCCATCACTAA ATGCTGCTAGATCGAACCCATCACT
AA

MLLDRTHH* MLLDRTHH* TCCAAGGGTG CAAACTCCAT 1 R 0 0 0 YPL263C 0

5531 2794 an AN7443.1 57.m05901 AO07022
9000015

1 -46 -23 ATGCGGTTTCGCCTGAGATCATAA ATGCGGTTTCGCCTGAGATCATAA MRFRLRS* MRFRLRS* TAAGGACCTC ATTACAACCC 1  0 0 0 0 0

5532 2794 ao AN7443.1 57.m05901 AO07022
9000015

1 -47 -21 ATGTTGGCACTTGAACTTAAGTATTAG ATGTTGGCACTTGAACTTAA
GTATTAG

MLALELKY* MLALELK
Y*

AACACGTTTG AAAAGATTGT 1  0 0 0 0 0

5535 2801 an AN1660.1 58.m08995 AO07029
9000020

0 -48 -4 ATGTTCCGTTTTCTCTCCTCCTTCTACCACT
GCTTCTTGTCTTGA

ATGTTCCGTTTTCTCTCCTCCTTCTA
CCACTGCTTCTTGTCTTGA

MFRFLSSFYHCFLS* MFRFLSSFYHCF
LS*

CCGTCTCGCA ACTATGGTTG 1 RP 0 0 0 0 0

5542 2802 an AN1665.1 58.m07733 AO07029
9000047

0 -57 -7 ATGGTTACGGGCTTTTACCCTCTTGCCTTA
TTGGGAGATATGCCGCCTTGA

ATGGTTACGGGCTTTTACCCTCTTG
CCTTATTGGGAGATATGCCGCCTTG
A

MVTGFYPLALLGDMPP* MVTGFYPLALLG
DMPP*

TAAATCTCTC TTGATAATGG 1 T FG07520.
1

MG00700.
1

0 YJL057C 0

5543 2802 an AN1665.1 58.m07733 AO07029
9000047

0 -18 -7 ATGCCGCCTTGA ATGCCGCCTTGA MPP* MPP* ATTGGGAGAT TTGATAATGG 1 T FG07520.
1

MG00700.
1

0 YJL057C 0

5548 2802 ao AN1665.1 58.m07733 AO07029
9000047

0 -53 -24 ATGATATTCTCTTGTTCCCCTAATTCTTGA ATGATATTCTCTTGTTCCCCT
AATTCTTGA

MIFSCSPNS* MIFSCSP
NS*

CTCTTCGAGA GATGCGCGTG 1 T FG07520.
1

MG00700.
1

0 YJL057C 0

5549 2804 conserved AN4460.1 58.m07864 AO07030
5000133

0 -52 -41 -49 -38 -51 -40 ATGGCGCGmTAr ATGGCGCGCTAA ATGGCGCGCTAG ATGGCGCGATAG MAR* MAR* MAR* MAR* krkwyrkrks wwhbywyrsm 1 A FG06788.
1

0 NCU0362
8.1

0 0

5552 2804 af AN4460.1 58.m07864 AO07030
5000133

0 -52 -38 ATGATGGCGCGCTAG ATGATGGCGCGCTAG MMAR* MMAR* TTCTGGACGT TTCTCTTGCA 1 A FG06788.
1

0 NCU0362
8.1

0 0

5585 2820 ao AN0756.1 70.m15358 AO07034
3000444

0 -51 -34 ATGGGAAATCTGCTGTAA ATGGGAAATCTGCTGTAA MGNLL* MGNLL* CCCCCGAAAC GCTCTCACTG 1 G 0 0 0 0 0

5599 2827 an AN2015.1 58.m07623 AO07020
2000008

1 -70 -56 ATGCGTATGCGATAG ATGCGTATGCGATAG MRMR* MRMR* AGCGCTCGCG TGTCGTATTC 0 G 0 0 0 0 0

5600 2827 af AN2015.1 58.m07623 AO07020
2000008

1 -123 -7 ATGGTCGGTCGGGATGTACATGCTGTTGTC
GACACGGTAATCGGTTTCTGTCTCTATCGT
CGCTGGTTAATCGAGCTTGGGTTTGAACGA
GGGAAAGCGGAACACATACAGGAATAA

ATGGTCGGTCGGGATGTACATGCTGTTGTCG
ACACGGTAATCGGTTTCTGTCTCTATCGTCGC
TGGTTAATCGAGCTTGGGTTTGAACGAGGGAA
AGCGGAACACATACAGGAATAA

MVGRDVHAVVDTVIGFC
LYRRWLIELGFERGKAE
HIQE*

MVGRDVHAVVDTVIGFCLY
RRWLIELGFERGKAEHIQE*

CAGTTTCTTC ACTCAAATGT 0 G 0 0 0 0 0

5601 2827 af AN2015.1 58.m07623 AO07020
2000008

1 -110 -84 ATGTACATGCTGTTGTCGACACGGTAA ATGTACATGCTGTTGTCGACACGGTAA MYMLLSTR* MYMLLSTR* GTCGGTCGGG TCGGTTTCTG 0 G 0 0 0 0 0

5602 2827 af AN2015.1 58.m07623 AO07020
2000008

1 -104 -84 ATGCTGTTGTCGACACGGTAA ATGCTGTTGTCGACACGGTAA MLLSTR* MLLSTR* CGGGATGTAC TCGGTTTCTG 0 G 0 0 0 0 0

5603 2827 ao AN2015.1 58.m07623 AO07020
2000008

1 -89 -63 ATGATCGAGATGCTTATGCTTTTCTAG ATGATCGAGATGCTTATGCTT
TTCTAG

MIEMLMLF* MIEMLML
F*

GCCGTGCTGG TGCGGTACCT 0 G 0 0 0 0 0

5604 2827 ao AN2015.1 58.m07623 AO07020
2000008

1 -80 -63 ATGCTTATGCTTTTCTAG ATGCTTATGCTTTTCTAG MLMLF* MLMLF* GATGATCGAG TGCGGTACCT 0 G 0 0 0 0 0

5605 2827 ao AN2015.1 58.m07623 AO07020
2000008

1 -74 -63 ATGCTTTTCTAG ATGCTTTTCTAG MLF* MLF* CGAGATGCTT TGCGGTACCT 0 G 0 0 0 0 0

5616 2833 af AN6911.1 71.m15221 AO07021
9000015

0 -23 ATGAATACAAGTAAACACAATTAA ATGAATACAAGTAAACACAATTAA MNTSKHN* MNTSKHN* CTTTTTATTA TGGCGCCATC 1 U 0 0 0 0 0

5626 2838 af AN4316.1 58.m08008 AO07023
0000004

0 -33 -4 ATGTCTAGCGGTGGAAAGAAAGAAGCTTAA ATGTCTAGCGGTGGAAAGAAAGAAGCTTAA MSSGGKKEA* MSSGGKKEA* TATACTACCA GCGATGAATC 1 R 0 0 0 0 0

5687 2862 conserved AN1341.1 70.m15733 AO07024
7000023

1 -31 -20 -46 -35 -34 -23 ATGGGCyGTTGA ATGGGCCGTTGA ATGGGCCGTTGA ATGGGCTGTTGA MGr* MGR* MGR* MGC* TkdyyTTGGA vyyvyymrhw 1 U FG01552.
1

0 0 0 0
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5690 2866 an AN5783.1 69.m14814 AO07024
9000028

1 -217 -65 ATGAATATCCCTTGTCCATCCTTTCTATATC
TGCGATGTAATAGTCTGAGAGATTATATTA
CCCATCATCTATACTTCTACTGCAACATTGA
TATCGGACATCAGCTTTCCCAGGGACTATT
TGGAAATGATGCTGGGACTTGGGAATTATG
A

ATGAATATCCCTTGTCCATCCTTTCT
ATATCTGCGATGTAATAGTCTGAGA
GATTATATTACCCATCATCTATACTT
CTACTGCAACATTGATATCGGACAT
CAGCTTTCCCAGGGACTATTTGGAA
ATGATGCTGGGACTTGGGAATTATG
A

MNIPCPSFLYLRCNSLRD
YITHHLYFYCNIDIGHQLS
QGLFGNDAGTWEL*

MNIPCPSFLYLRC
NSLRDYITHHLYF
YCNIDIGHQLSQ
GLFGNDAGTWE
L*

CTCTGCCTTA AAGCAGTAGT 0 O 0 0 0 0 0

5691 2866 af AN5783.1 69.m14814 AO07024
9000028

1 -289 -248 ATGATTTTAATGGTAGTTATGGTGAAGGAC
AACATGCTTTGA

ATGATTTTAATGGTAGTTATGGTGAAGGACAA
CATGCTTTGA

MILMVVMVKDNML* MILMVVMVKDNML* TTCTGATCTC ATGGATTGAC 0 O 0 0 0 0 0

5692 2866 af AN5783.1 69.m14814 AO07024
9000028

1 -280 -248 ATGGTAGTTATGGTGAAGGACAACATGCTT
TGA

ATGGTAGTTATGGTGAAGGACAACATGCTTTG
A

MVVMVKDNML* MVVMVKDNML* CATGATTTTA ATGGATTGAC 0 O 0 0 0 0 0

5693 2866 af AN5783.1 69.m14814 AO07024
9000028

1 -271 -248 ATGGTGAAGGACAACATGCTTTGA ATGGTGAAGGACAACATGCTTTGA MVKDNML* MVKDNML* AATGGTAGTT ATGGATTGAC 0 O 0 0 0 0 0

5694 2866 ao AN5783.1 69.m14814 AO07024
9000028

1 -448 -401 ATGAGTACTCAAAGGCAACTGTATATATCTA
GTATTCGTGGAGTTTAA

ATGAGTACTCAAAGGCAACT
GTATATATCTAGTATTCGTGG
AGTTTAA

MSTQRQLYISSIRGV* MSTQRQ
LYISSIRG
V*

ATCGTAATCC CAAAGGAGCA 0 O 0 0 0 0 0

5701 2868 af AN8745.1 62.m03335 AO07025
0000030

0 -59 -9 ATGATACAAGACTTGGTTTCTTTATATTTAA
AATCGGCACCCTATAAGTGA

ATGATACAAGACTTGGTTTCTTTATATTTAAAA
TCGGCACCCTATAAGTGA

MIQDLVSLYLKSAPYK* MIQDLVSLYLKSAPYK* TCCTTCATAT CCCGCGCAAT 1 G 0 0 0 0 0

5716 2870 af AN7201.1 69.m15184 AO07025
2000010

0 -59 -30 ATGAAGCGGTTCCCCAGGCCGTCTTGCTA
G

ATGAAGCGGTTCCCCAGGCCGTCTTGCTAG MKRFPRPSC* MKRFPRPSC* AAACATTTAT GTACACACAA 1 O 0 0 0 0 0

5741 2876 af AN3153.1 59.m08513 AO07025
6000033

1 -72 -4 ATGAAACCTCCAAGCTACCTACATTTGTTG
AATAGCTTTCCAATTCATCAAAAGCGTCAAA
CTCCTTAA

ATGAAACCTCCAAGCTACCTACATTTGTTGAAT
AGCTTTCCAATTCATCAAAAGCGTCAAACTCCT
TAA

MKPPSYLHLLNSFPIHQK
RQTP*

MKPPSYLHLLNSFPIHQKR
QTP*

CTTTCAGCAT ACAATGTCAC 0 BK 0 0 0 0 0

5775 2892 an AN7663.1 57.m05430 AO07026
8000034

0 -32 -21 ATGATTCTCTGA ATGATTCTCTGA MIL* MIL* CAACTGGCTA AAAACAACAA 1 C 0 0 0 0 0

5778 2892 af AN7663.1 57.m05430 AO07026
8000034

0 -57 -40 ATGGAGGACAAGCCGTAG ATGGAGGACAAGCCGTAG MEDKP* MEDKP* GACAACTCCC CCCTAGTATA 1 C 0 0 0 0 0

5806 2899 an AN6546.1 62.m03127 AO07027
0000039

1 -159 -148 ATGATTGAGTAG ATGATTGAGTAG MIE* MIE* GATTAATCTG ATTGGTCGAG 0 T 0 0 0 0 0

5807 2899 an AN6546.1 62.m03127 AO07027
0000039

1 -103 -35 ATGCAGTCGCTTGCTTTCCGCACAAGACAG
TCCTACAACAACTTCCTTTGCCCGCTGCCC
GCTGCCTGA

ATGCAGTCGCTTGCTTTCCGCACAA
GACAGTCCTACAACAACTTCCTTTG
CCCGCTGCCCGCTGCCTGA

MQSLAFRTRQSYNNFLC
PLPAA*

MQSLAFRTRQSY
NNFLCPLPAA*

GAGGAGTTAT AGCTTGAGCT 0 T 0 0 0 0 0

5808 2899 af AN6546.1 62.m03127 AO07027
0000039

1 -137 -114 ATGCAGACAAAACAGTCCCTGTGA ATGCAGACAAAACAGTCCCTGTGA MQTKQSL* MQTKQSL* GACCGTCTCG TTTAGATCAT 0 T 0 0 0 0 0

5809 2899 ao AN6546.1 62.m03127 AO07027
0000039

1 -140 -117 ATGCTGAAGGAGCGTTGTCTATAA ATGCTGAAGGAGCGTTGTCT
ATAA

MLKERCL* MLKERC
L*

CAACGTCTCC ATCAAGCTTC 0 T 0 0 0 0 0

5860 2922 ao AN1133.1 71.m15635 AO07027
6000007

1 -50 -33 ATGCTGCACTTTTCCTAG ATGCTGCACTTTTCCTAG MLHFS* MLHFS* ATCGACGTGC AATAGTCAAC 1 T FG09422.
1

MG03089.
1

NCU0246
3.1

0 0

5861 2923 an AN8820.1 71.m15631 AO07027
6000022

1 -315 -289 ATGCTTCTCGAGCAGCCTATCGCGTGA ATGCTTCTCGAGCAGCCTATCGCGT
GA

MLLEQPIA* MLLEQPIA* GCGACAGAAC TCAACAAGAG 0 R 0 0 0 0 0

5864 2924 an AN8810.1 71.m15616 AO07027
6000047

1 -45 -31 ATGCTTCCTCTTTGA ATGCTTCCTCTTTGA MLPL* MLPL* TAATAAACTG AGTGACAGTT 1  FG06805.
1

0 0 YHR045
W

0

5867 2924 ao AN8810.1 71.m15616 AO07027
6000047

0 -35 -12 ATGACGACGTATTGTCGATCATAA ATGACGACGTATTGTCGATC
ATAA

MTTYCRS* MTTYCR
S*

CACATCCTAC GTAAACCAAA 1  FG06805.
1

0 0 YHR045
W

0

5875 2926 ao AN8283.1 65.m07459 AO07027
7000005

0 -52 -20 ATGTCATTATTCCCCCTTTCGTCTACCTGTT
GA

ATGTCATTATTCCCCCTTTCG
TCTACCTGTTGA

MSLFPLSSTC* MSLFPLS
STC*

TTTCCTTTTC CCCCTACTGT 1 Q 0 MG04432.
1

0 0 0

5883 2930 an AN7354.1 72.m19725 AO07027
8000046

0 -20 -3 ATGCTAACAATTGCGTGA ATGCTAACAATTGCGTGA MLTIA* MLTIA* AGGTTCATTG AGATGGTCCT 1 J 0 MG05248.
1

0 0 0

5884 2930 af AN7354.1 72.m19725 AO07027
8000046

0 -56 -30 ATGTTCATTCTGCATATTTGCGTCTGA ATGTTCATTCTGCATATTTGCGTCTGA MFILHICV* MFILHICV* CCGACAAGGT TGCATTGAGG 1 J 0 MG05248.
1

0 0 0

5886 2930 ao AN7354.1 72.m19725 AO07027
8000046

0 -55 -44 ATGCCGGGATGA ATGCCGGGATGA MPG* MPG* GGTATGTTCT TGGCTTTATA 1 J 0 MG05248.
1

0 0 0

5887 2930 ao AN7354.1 72.m19725 AO07027
8000046

0 -47 -18 ATGATGGCTTTATATTGTCGTTATTCTTGA ATGATGGCTTTATATTGTCGT
TATTCTTGA

MMALYCRYS* MMALYC
RYS*

CTATGCCGGG TACTAATTGG 1 J 0 MG05248.
1

0 0 0

5888 2930 ao AN7354.1 72.m19725 AO07027
8000046

0 -44 -18 ATGGCTTTATATTGTCGTTATTCTTGA ATGGCTTTATATTGTCGTTAT
TCTTGA

MALYCRYS* MALYCR
YS*

TGCCGGGATG TACTAATTGG 1 J 0 MG05248.
1

0 0 0

5891 2931 af AN6364.1 72.m19496 AO07027
9000050

0 -53 -36 ATGTTCTGGATGCAATAG ATGTTCTGGATGCAATAG MFWMQ* MFWMQ* TGGCTGCGTG CTGTCATTTA 1 D 0 MG04988.
1

NCU0755
4.1

YJL074C YJL074C

5892 2931 ao AN6364.1 72.m19496 AO07027
9000050

0 -55 -29 ATGATCTGGTTGTTGTGCCTGCCATAA ATGATCTGGTTGTTGTGCCT
GCCATAA

MIWLLCLP* MIWLLCL
P*

CGGTCGCGTG CTTCCCGTGT 1 D 0 MG04988.
1

NCU0755
4.1

YJL074C YJL074C

5898 2939 an AN1069.1 70.m15145 AO07028
5000067

0 -60 -43 ATGACCAGAGTTCATTGA ATGACCAGAGTTCATTGA MTRVH* MTRVH* GGGGAACTGC TCGAGTCGAG 1  0 0 0 0 0

5955 2961 af AN8877.1 56.m03107 AO07029
3000006

0 -46 -2 ATGGCATACTACGACGCTCGGTCACACACG
GAGCAACTCGTCTGA

ATGGCATACTACGACGCTCGGTCACACACGGA
GCAACTCGTCTGA

MAYYDARSHTEQLV* MAYYDARSHTEQLV* TGGATGTCCG AATGGAGGGC 1 T 0 0 NCU0326
4.1

0 0

5963 2962 an AN8896.1 56.m02307 AO07029
3000029

0 -56 -33 ATGCCACCTGATTACTCTTCCTAG ATGCCACCTGATTACTCTTCCTAG MPPDYSS* MPPDYSS* CAATCTAGTC TTTTCGCATC 1 Q 0 0 0 0 0

6012 2970 af AN4336.1 70.m15045 AO07029
5000006

0 -45 -31 ATGGAGCCTGATTGA ATGGAGCCTGATTGA MEPD* MEPD* CGATTCCAGA TCACCAAACT 1 Q 0 MG01231.
1

NCU0064
3.1

0 0

6079 2990 an AN1965.1 58.m07570 AO07030
1000046

1 -136 -104 ATGGTTATATCCAGGTCTTTGCAGCTGCTC
TAG

ATGGTTATATCCAGGTCTTTGCAGC
TGCTCTAG

MVISRSLQLL* MVISRSLQLL* TCGACACTGC CATCACTCTA 0 FE 0 MG07148.
1

0 0 0

6081 2990 af AN1965.1 58.m07570 AO07030
1000046

1 -144 -121 ATGACTCTACGTCTCTTCTTCTGA ATGACTCTACGTCTCTTCTTCTGA MTLRLFF* MTLRLFF* GTTCCCTGAC ATATACATTC 0 FE 0 MG07148.
1

0 0 0

6082 2990 ao AN1965.1 58.m07570 AO07030
1000046

1 -152 -120 ATGTATCACCTTTTGTTTGACTCTGGGGTT
TGA

ATGTATCACCTTTTGTTTGAC
TCTGGGGTTTGA

MYHLLFDSGV* MYHLLFD
SGV*

CGGGGCATTT TTGTCCTCAG 0 FE 0 MG07148.
1

0 0 0

6098 2992 an AN1970.1 58.m07575 AO07030
1000054

0 -59 -42 ATGCTCCAGCTTGTTTGA ATGCTCCAGCTTGTTTGA MLQLV* MLQLV* TGACCTTGCC GACTCTATTC 1 J 0 0 0 0 0

6102 2992 af AN1970.1 58.m07575 AO07030
1000054

0 -40 -14 ATGCCATTGCTCATGCAGTTTCTATAA ATGCCATTGCTCATGCAGTTTCTATAA MPLLMQFL* MPLLMQFL* TCCTACTGTC CTTGATTATC 1 J 0 0 0 0 0

6103 2992 af AN1970.1 58.m07575 AO07030
1000054

0 -28 -14 ATGCAGTTTCTATAA ATGCAGTTTCTATAA MQFL* MQFL* GCCATTGCTC CTTGATTATC 1 J 0 0 0 0 0

6107 2992 ao AN1970.1 58.m07575 AO07030
1000054

0 -35 -9 ATGGTCGATACGATATCGACCTTTTGA ATGGTCGATACGATATCGAC
CTTTTGA

MVDTISTF* MVDTIST
F*

TTTCCCTGTC TCAAGACAAT 1 J 0 0 0 0 0

6109 2993 af AN1971.1 58.m07576 AO07030
1000055

1 -107 -81 ATGACCCTCCTTCGCAACCCTTTCTAA ATGACCCTCCTTCGCAACCCTTTCTAA MTLLRNPF* MTLLRNPF* TTTCCTTTGC TACCTGATCA 0 L 0 0 0 YDR190C YDR190C

6125 3008 af AN6256.1 72.m19400 AO07030
4000032

1 -45 -34 ATGGCTCAATAA ATGGCTCAATAA MAQ* MAQ* CGGTTCTCAT TCAGTCTCAT 1 O 0 MG01109.
1

NCU0673
9.1

0 0

6126 3008 ao AN6256.1 72.m19400 AO07030
4000032

1 -55 -44 ATGGTGCGATAA ATGGTGCGATAA MVR* MVR* CTACAACTCT GCTCTCCGGC 1 O 0 MG01109.
1

NCU0673
9.1

0 0

6140 3017 ao AN4464.1 58.m07849 AO07030
5000118

1 -179 -42 ATGTTGTTGTGGTTCTTGTTCCCCGGGTGT
GCCCCTCCGACTGCTTGCAGTGTTGATTGT
GGAGGGGTCGTGGGGATAAATTTTTCCCC
TCCTTCAATTTTCTTTTCCCTTCCTTTTTCTT
GTCTTTCTGGTCCCTGA

ATGTTGTTGTGGTTCTTGTTC
CCCGGGTGTGCCCCTCCGAC
TGCTTGCAGTGTTGATTGTG
GAGGGGTCGTGGGGATAAAT
TTTTCCCCTCCTTCAATTTTC
TTTTCCCTTCCTTTTTCTTGT
CTTTCTGGTCCCTGA

MLLWFLFPGCAPPTACS
VDCGGVVGINFSPPSIFF
SLPFSCLSGP*

MLLWFL
FPGCAP
PTACSV
DCGGVV
GINFSPP
SIFFSLP
FSCLSG
P*

CTTCCCTTCG CCTTGACGTG 0 F 0 MG04435.
1

NCU0262
9.1

0 0

6221 3048 conserved AN1014.1 70.m15232 AO07031
2000004

1 -67 -41 -120 -94 -73 -47 ATGTTvbCyywmGyyGAyyCyGGmTrr ATGTTGCCTTACGTTGATTCCGGAT
AA

ATGTTCGCCTTCGCCGACCCTGGATAG ATGTTATCCCAAGTTGACTCT
GGCTGA

MlpyvDsG* MLPYVDSG* MFAFADPG* MLSQVD
SG*

bhbbmTrGhy wvyywwwwby 0 I 0 0 NCU0175
1.1

YKL188C YKL188C

6227 3048 ao AN1014.1 70.m15232 AO07031
2000004

1 -79 -47 ATGGCCATGTTATCCCAAGTTGACTCTGGC
TGA

ATGGCCATGTTATCCCAAGT
TGACTCTGGCTGA

MAMLSQVDSG* MAMLSQ
VDSG*

AATCCGCTTC AATTAATTCT 0 I 0 0 NCU0175
1.1

YKL188C YKL188C

6232 3051 ao AN2500.1 59.m09384 AO07031
2000055

0 -56 -21 ATGACAATTTTGCACCACCTGATCCCCCGT
GAATAG

ATGACAATTTTGCACCACCTG
ATCCCCCGTGAATAG

MTILHHLIPRE* MTILHHLI
PRE*

TCTGGTTCGA GGGGCGCGAC 1 R 0 0 0 YLR285W YLR285W

6233 3053 af AN6920.1 71.m15192 AO07031
3000059

1 -141 -127 ATGCTTTTGCGATAA ATGCTTTTGCGATAA MLLR* MLLR* ACACAACTTG CGTAGCCTTG 0 U 0 0 0 0 0

6271 3060 an AN6841.1 71.m15298 AO07031
4000098

0 -43 -32 ATGACGACCTGA ATGACGACCTGA MTT* MTT* AAAGAATGAA AGCATACAAT 1 O 0 0 0 YMR150C YMR150C

6300 3071 ao AN8698.1 62.m03470 AO07031
5000125

1 -52 -35 ATGGTACCAGCGGAGTAA ATGGTACCAGCGGAGTAA MVPAE* MVPAE* TAAGTTGTTG CAACGGAGAC 1 Z 0 0 0 0 0

6329 3083 an AN0633.1 70.m15649 AO07031
8000123

1 -338 -303 ATGGCACGTCAGACCATTGTCCATTCCTTC
TCCTAA

ATGGCACGTCAGACCATTGTCCATT
CCTTCTCCTAA

MARQTIVHSFS* MARQTIVHSFS* CCTTCCCCTC TGTAACGACG 0  0 0 0 0 0

23



§S3 Upstream open reading frames (uORFs) Tab 2 - data
uORF_id ortholog_cluster_id species an_gene af_gene ao_gene in_utr an_rel_start an_rel_stop af_rel_start af_rel_stop ao_rel_start ao_rel_stop consensus_dna an_dna af_dna ao_dna consensus_aa an_aa af_aa ao_aa context_up_consencontext_down_cowithin 60b COG categfg_uorf_utr mg_uorf_u nc_uorf_ut sc_uorf_10sc_cooccu

6330 3083 an AN0633.1 70.m15649 AO07031
8000123

1 -286 -224 ATGGCTGTCCAGTTACCTCCCCGTCGCTCG
AGGGTAGTACTGGTCTCCGGTTTTTGGCTT
TAA

ATGGCTGTCCAGTTACCTCCCCGTC
GCTCGAGGGTAGTACTGGTCTCCG
GTTTTTGGCTTTAA

MAVQLPPRRSRVVLVSG
FWL*

MAVQLPPRRSRV
VLVSGFWL*

GACGTCTCTC CTTCTCTGTT 0  0 0 0 0 0

6331 3083 af AN0633.1 70.m15649 AO07031
8000123

1 -198 -88 ATGGCCAAACCCAAACCCAAACCCCCAATC
CGAGCCTCCATAAACTCCCCTCATGTAATC
ACTACTGATCAGATTATGATCTTGTTTGCTT
CTCCATGGCCTTCCAGTTGA

ATGGCCAAACCCAAACCCAAACCCCCAATCCG
AGCCTCCATAAACTCCCCTCATGTAATCACTAC
TGATCAGATTATGATCTTGTTTGCTTCTCCATG
GCCTTCCAGTTGA

MAKPKPKPPIRASINSPH
VITTDQIMILFASPWPSS*

MAKPKPKPPIRASINSPHVI
TTDQIMILFASPWPSS*

ACCCCCGTTT TCAACCTTCA 0  0 0 0 0 0

6332 3083 af AN0633.1 70.m15649 AO07031
8000123

1 -123 -88 ATGATCTTGTTTGCTTCTCCATGGCCTTCC
AGTTGA

ATGATCTTGTTTGCTTCTCCATGGCCTTCCAG
TTGA

MILFASPWPSS* MILFASPWPSS* TGATCAGATT TCAACCTTCA 0  0 0 0 0 0

6333 3083 af AN0633.1 70.m15649 AO07031
8000123

1 -103 -47 ATGGCCTTCCAGTTGATCAACCTTCATGTG
AAGGTAGTAAACAGGTTCGCCGGTTGA

ATGGCCTTCCAGTTGATCAACCTTCATGTGAA
GGTAGTAAACAGGTTCGCCGGTTGA

MAFQLINLHVKVVNRFAG
*

MAFQLINLHVKVVNRFAG* TTGCTTCTCC TCGGGGCCAC 0  0 0 0 0 0

6334 3083 ao AN0633.1 70.m15649 AO07031
8000123

1 -171 -118 ATGTGCGCCTCTCACGCCATCTTCCTGCAG
CAATTTCTGCCATCTCAGATGTAA

ATGTGCGCCTCTCACGCCAT
CTTCCTGCAGCAATTTCTGC
CATCTCAGATGTAA

MCASHAIFLQQFLPSQM* MCASHAI
FLQQFLP
SQM*

GATCCGCTCA CCTCTTTCGA 0  0 0 0 0 0

6335 3083 ao AN0633.1 70.m15649 AO07031
8000123

1 -92 -72 ATGTCCTTCACAGGAAGGTAG ATGTCCTTCACAGGAAGGTA
G

MSFTGR* MSFTGR* TAACGGCTTC TGGTGCCGTG 0  0 0 0 0 0

6359 3088 af AN0873.1 70.m15476 AO07032
0000032

0 -60 -7 ATGGAGACGCTCAATTCCTTCATTCTCATA
GAAATATCTCTTTTTGTATACTAA

ATGGAGACGCTCAATTCCTTCATTCTCATAGA
AATATCTCTTTTTGTATACTAA

METLNSFILIEISLFVY* METLNSFILIEISLFVY* ATTTGAGAGC GTCAACATGT 1 R 0 0 0 0 0

6402 3102 an AN0189.1 71.m15459 AO07032
1000054

0 -60 -22 ATGCATTTTCTCGAACCGAACTCAGGGAAT
CAAATTTAA

ATGCATTTTCTCGAACCGAACTCAG
GGAATCAAATTTAA

MHFLEPNSGNQI* MHFLEPNSGNQI
*

ATAAATCTGA CTACGATAAT 1 A 0 MG01893.
1

0 0 0

6407 3103 an AN0182.1 71.m16065 AO07032
1000058

1 -342 -283 ATGCTAAGTCGAGGCAGCCAAGCGAATCG
CGTCCCGGCTCACACTCAATTCCGCCTGTG
A

ATGCTAAGTCGAGGCAGCCAAGCG
AATCGCGTCCCGGCTCACACTCAAT
TCCGCCTGTGA

MLSRGSQANRVPAHTQF
RL*

MLSRGSQANRV
PAHTQFRL*

AAAACCTTGC CAGAGTTCCA 0 R 0 0 0 0 0

6413 3109 af AN4539.1 57.m05582 AO07032
1000157

1 -380 -291 ATGATCCCTTTCACCCGGTGCTACAGCCGC
TGTTTCCGAATTCCCCCATATATACTTTCCT
ACTTCCAAAGTTGTACAGTCAGTCCATAA

ATGATCCCTTTCACCCGGTGCTACAGCCGCTG
TTTCCGAATTCCCCCATATATACTTTCCTACTT
CCAAAGTTGTACAGTCAGTCCATAA

MIPFTRCYSRCFRIPPYIL
SYFQSCTVSP*

MIPFTRCYSRCFRIPPYILS
YFQSCTVSP*

GTCAACATAC AGCGGGGAGC 0 R 0 0 0 0 0

6416 3115 conserved AN8009.1 53.m03858 AO07032
2000058

1 -191 -126 -317 -141 -325 -125 ATGACAGGTGTTCGdyykGGryywvhsyykGwh
GhyykGhsmTyhyhsTdybdyAwsyTsdhCydsysTG
TskkTmTyyyTTTrrsskkkrkrsmCsyCkmrsrrrmsG
wkrGACrmwsssmrwmGkCwGwswGrArssskryC
GkkykkAsrwkryAswGTCmkrwCkTkmTswrrTTA
TACTGTCATAACTTGATCTAG

ATGACAGGTGTTCGGCCGGGGTCA
AACCCGGTCGTTCTGAGATTATACT
GTCATAACTTGATCTAG

ATGACAGGTGTTCGATCTGGGTTTCTGTCTGA
AGACTGGTGCTTTTTGTTCGGTATGCTCGACT
GCTCTGTGGTTATTTTTTTGACCTGGAGAGAC
GCCTCGCAGACGGATGGACGCTCCCAGTCGT
CAGTCAGAAACCCGGTCGTTCTGAGATTATAC
TGTCATAACTTGATCTAG

ATGACAGGTGTTCGTCTTGG
ACCTGCCCTGGTTGCCTGGC
CATCCCCCTACTTCATGCTGT
CCCTGCGTGTCTGTCTCCCT
TTAGGGGTTGTGCCCCTCGA
AGGAGACGTGAGACAAAGGG
CAAAGGCTGAGTGGAGGGG
TACCGGGTGTACGAGGCAGA
GTCCGGTCGTTCTGAGATTA
TACTGTCATAACTTGATCTAG

MTGVRpGsnpvvlrlychnLi* MTGVRPGSNPV
VLRLYCHNLI*

MTGVRSGFLSEDWCFLFG
MLDCSVVIFLTWRDASQTD
GRSQSSVRNPVVLRLYCH
NLI*

MTGVRL
GPALVA
WPSPYF
MLSLRV
CLPLGVV
PLEGDV
RQRAKA
EWRGTG
CTRQSP
VVLRLYC
HNLI*

ywGCwysCGC ATAATACTAG 0 P FG01672.
1

0 0 0 0

6417 3115 an AN8009.1 53.m03858 AO07032
2000058

1 -248 -126 ATGGGTTCAGACGGGTCAAGGTATCGTACA
GATTATCCAAACAGTCACTGCATCCGCATG
ACAGGTGTTCGGCCGGGGTCAAACCCGGT
CGTTCTGAGATTATACTGTCATAACTTGATC
TAG

ATGGGTTCAGACGGGTCAAGGTAT
CGTACAGATTATCCAAACAGTCACT
GCATCCGCATGACAGGTGTTCGGC
CGGGGTCAAACCCGGTCGTTCTGA
GATTATACTGTCATAACTTGATCTA
G

MGSDGSRYRTDYPNSH
CIRMTGVRPGSNPVVLR
LYCHNLI*

MGSDGSRYRTD
YPNSHCIRMTGV
RPGSNPVVLRLY
CHNLI*

GACTTTCGCT ATAATACTAG 0 P FG01672.
1

0 0 0 0

6418 3115 an AN8009.1 53.m03858 AO07032
2000058

1 -106 -62 ATGCGTTGCATTGATTGCCCCCTTTTTGAA
AGGAAGAGAGCATAG

ATGCGTTGCATTGATTGCCCCCTTT
TTGAAAGGAAGAGAGCATAG

MRCIDCPLFERKRA* MRCIDCPLFERK
RA*

GCGAAAGGAC TCTCTCATGC 0 P FG01672.
1

0 0 0 0

6419 3115 an AN8009.1 53.m03858 AO07032
2000058

1 -55 -26 ATGCTGACAACTTCTAGTCACCCGATCTGA ATGCTGACAACTTCTAGTCACCCGA
TCTGA

MLTTSSHPI* MLTTSSHPI* ATAGTCTCTC TCCTATCTGA 1 P FG01672.
1

0 0 0 0

6420 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -417 -373 ATGGGGCCGCGCAGTCAAGATGACCCTCG
GGGTCATTTTCGCTAG

ATGGGGCCGCGCAGTCAAGATGACCCTCGGG
GTCATTTTCGCTAG

MGPRSQDDPRGHFR* MGPRSQDDPRGHFR* AGGACTCACC GGGTTGAGAT 0 P FG01672.
1

0 0 0 0

6421 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -398 -366 ATGACCCTCGGGGTCATTTTCGCTAGGGGT
TGA

ATGACCCTCGGGGTCATTTTCGCTAGGGGTTG
A

MTLGVIFARG* MTLGVIFARG* CGCAGTCAAG GATGGGTCAA 0 P FG01672.
1

0 0 0 0

6422 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -364 -314 ATGGGTCAAGGTATCGTACATTGTATAATA
ACAGTCACTGCTCGCGCATGA

ATGGGTCAAGGTATCGTACATTGTATAATAAC
AGTCACTGCTCGCGCATGA

MGQGIVHCIITVTARA* MGQGIVHCIITVTARA* AGGGGTTGAG CAGGTGTTCG 0 P FG01672.
1

0 0 0 0

6423 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -263 -141 ATGCTCGACTGCTCTGTGGTTATTTTTTTG
ACCTGGAGAGACGCCTCGCAGACGGATGG
ACGCTCCCAGTCGTCAGTCAGAAACCCGGT
CGTTCTGAGATTATACTGTCATAACTTGATC
TAG

ATGCTCGACTGCTCTGTGGTTATTTTTTTGAC
CTGGAGAGACGCCTCGCAGACGGATGGACGC
TCCCAGTCGTCAGTCAGAAACCCGGTCGTTCT
GAGATTATACTGTCATAACTTGATCTAG

MLDCSVVIFLTWRDASQ
TDGRSQSSVRNPVVLRL
YCHNLI*

MLDCSVVIFLTWRDASQTD
GRSQSSVRNPVVLRLYCH
NLI*

TTTGTTCGGT ATAATACTAG 0 P FG01672.
1

0 0 0 0

6424 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -208 -167 ATGGACGCTCCCAGTCGTCAGTCAGAAACC
CGGTCGTTCTGA

ATGGACGCTCCCAGTCGTCAGTCAGAAACCC
GGTCGTTCTGA

MDAPSRQSETRSF* MDAPSRQSETRSF* TCGCAGACGG GATTATACTG 0 P FG01672.
1

0 0 0 0

6425 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -121 -83 ATGCGTGGCACTGATTGTCCCCCTTACCCC
CTTCTGTGA

ATGCGTGGCACTGATTGTCCCCCTTACCCCCT
TCTGTGA

MRGTDCPPYPLL* MRGTDCPPYPLL* GCGAAAGGAC AAGATGAGGG 0 P FG01672.
1

0 0 0 0

6426 3115 af AN8009.1 53.m03858 AO07032
2000058

1 -79 -47 ATGAGGGGCTTTGCCTCTCTGTTTGCTGAC
TGA

ATGAGGGGCTTTGCCTCTCTGTTTGCTGACTG
A

MRGFASLFAD* MRGFASLFAD* TCTGTGAAAG TTTTCAGAAC 0 P FG01672.
1

0 0 0 0

6427 3115 ao AN8009.1 53.m03858 AO07032
2000058

1 -429 -379 ATGAGGCCGCGCAGCCAGAATGACCTTCT
GGGTCGTTTCGCTATGGGTTAA

ATGAGGCCGCGCAGCCAGAA
TGACCTTCTGGGTCGTTTCG
CTATGGGTTAA

MRPRSQNDLLGRFAMG* MRPRSQ
NDLLGRF
AMG*

ACGGCTCACT TTTAACCACA 0 P FG01672.
1

0 0 0 0

6428 3115 ao AN8009.1 53.m03858 AO07032
2000058

1 -410 -342 ATGACCTTCTGGGTCGTTTCGCTATGGGTT
AATTTAACCACACGGGTCAAGGTATCGTAC
ATAGTATAA

ATGACCTTCTGGGTCGTTTC
GCTATGGGTTAATTTAACCAC
ACGGGTCAAGGTATCGTACA
TAGTATAA

MTFWVVSLWVNLTTRVK
VSYIV*

MTFWVV
SLWVNL
TTRVKVS
YIV*

CGCAGCCAGA CAGTCATAGC 0 P FG01672.
1

0 0 0 0

6429 3115 ao AN8009.1 53.m03858 AO07032
2000058

1 -271 -125 ATGCTGTCCCTGCGTGTCTGTCTCCCTTTA
GGGGTTGTGCCCCTCGAAGGAGACGTGAG
ACAAAGGGCAAAGGCTGAGTGGAGGGGTA
CCGGGTGTACGAGGCAGAGTCCGGTCGTT
CTGAGATTATACTGTCATAACTTGATCTAG

ATGCTGTCCCTGCGTGTCTG
TCTCCCTTTAGGGGTTGTGC
CCCTCGAAGGAGACGTGAGA
CAAAGGGCAAAGGCTGAGTG
GAGGGGTACCGGGTGTACG
AGGCAGAGTCCGGTCGTTCT
GAGATTATACTGTCATAACTT
GATCTAG

MLSLRVCLPLGVVPLEGD
VRQRAKAEWRGTGCTR
QSPVVLRLYCHNLI*

MLSLRV
CLPLGVV
PLEGDV
RQRAKA
EWRGTG
CTRQSP
VVLRLYC
HNLI*

CCCCTACTTC ATAATACTAG 0 P FG01672.
1

0 0 0 0

6430 3115 ao AN8009.1 53.m03858 AO07032
2000058

1 -105 -37 ATGCGTGGCATTGATTGTTCCCCTTTATAT
CTCTTGTCACAGAAGAGGGACTTCGGTCCC
CTTTACTAA

ATGCGTGGCATTGATTGTTC
CCCTTTATATCTCTTGTCACA
GAAGAGGGACTTCGGTCCCC
TTTACTAA

MRGIDCSPLYLLSQKRDF
GPLY*

MRGIDC
SPLYLLS
QKRDFG
PLY*

GCGAAAGGAC CAAGTTTCAG 0 P FG01672.
1

0 0 0 0

6457 3124 af AN1782.1 69.m15081 AO07032
4000013

0 -38 -6 ATGAAACATAGCAGTTCGAGAGCAGTGACG
TGA

ATGAAACATAGCAGTTCGAGAGCAGTGACGTG
A

MKHSSSRAVT* MKHSSSRAVT* TTGCGTCTTC ACATTATGGC 1 BK 0 0 0 0 0

6470 3136 an AN6569.1 62.m03156 AO07032
6000012

0 -43 -26 ATGAGTTTTTCCCCCTAA ATGAGTTTTTCCCCCTAA MSFSP* MSFSP* TACTATCTTA TTGTCAGCAG 1 O 0 0 0 0 0

6477 3137 ao AN6589.1 62.m03178 AO07032
6000037

0 -41 ATGAATACGGCCTCGACAGACTCGGCGAC
CTCCTACCCGTGA

ATGAATACGGCCTCGACAGA
CTCGGCGACCTCCTACCCGT
GA

MNTASTDSATSYP* MNTAST
DSATSY
P*

GTCGCTTTAG TGGCATCCGG 1 T FG05591.
1

0 0 0 0

6484 3140 an AN6637.1 62.m03232 AO07032
6000089

1 -327 -313 ATGTCTTCGTCATAG ATGTCTTCGTCATAG MSSS* MSSS* ACATCCCTTG CAGATCTCTC 0 F 0 0 0 0 0

6485 3140 an AN6637.1 62.m03232 AO07032
6000089

1 -170 -42 ATGATGATCTTTCCGTTTTTTATAGATGTTA
GACTTCCTAAGCATATTGCGGACACTTTCC
GGCCTGACCTAAACTATAACATATCGCATA
TTCTTTTATCTCGCTTGAGCTGGGTGCGCG
TTTGCTGA

ATGATGATCTTTCCGTTTTTTATAGA
TGTTAGACTTCCTAAGCATATTGCG
GACACTTTCCGGCCTGACCTAAACT
ATAACATATCGCATATTCTTTTATCT
CGCTTGAGCTGGGTGCGCGTTTGC
TGA

MMIFPFFIDVRLPKHIADT
FRPDLNYNISHILLSRLS
WVRVC*

MMIFPFFIDVRLP
KHIADTFRPDLNY
NISHILLSRLSWV
RVC*

CCTCCCTTTC TAAATCACAC 0 F 0 0 0 0 0

6486 3140 an AN6637.1 62.m03232 AO07032
6000089

1 -167 -42 ATGATCTTTCCGTTTTTTATAGATGTTAGAC
TTCCTAAGCATATTGCGGACACTTTCCGGC
CTGACCTAAACTATAACATATCGCATATTCT
TTTATCTCGCTTGAGCTGGGTGCGCGTTTG
CTGA

ATGATCTTTCCGTTTTTTATAGATGT
TAGACTTCCTAAGCATATTGCGGAC
ACTTTCCGGCCTGACCTAAACTATA
ACATATCGCATATTCTTTTATCTCGC
TTGAGCTGGGTGCGCGTTTGCTGA

MIFPFFIDVRLPKHIADTF
RPDLNYNISHILLSRLSW
VRVC*

MIFPFFIDVRLPK
HIADTFRPDLNY
NISHILLSRLSWV
RVC*

CCCTTTCATG TAAATCACAC 0 F 0 0 0 0 0

6487 3140 an AN6637.1 62.m03232 AO07032
6000089

1 -145 -98 ATGTTAGACTTCCTAAGCATATTGCGGACA
CTTTCCGGCCTGACCTAA

ATGTTAGACTTCCTAAGCATATTGC
GGACACTTTCCGGCCTGACCTAA

MLDFLSILRTLSGLT* MLDFLSILRTLSG
LT*

TTTTTTATAG ACTATAACAT 0 F 0 0 0 0 0

6488 3140 af AN6637.1 62.m03232 AO07032
6000089

1 -350 -339 ATGTCTCAATAA ATGTCTCAATAA MSQ* MSQ* GGCTATTGTT GAGAGTCGTT 0 F 0 0 0 0 0

6489 3140 af AN6637.1 62.m03232 AO07032
6000089

1 -167 -99 ATGAATTTCGGTTTTTTTTTTATAGATGTTA
GACTTCCTAAGCATCCTTGCGGAGAAAATC
CGATCTGA

ATGAATTTCGGTTTTTTTTTTATAGATGTTAGA
CTTCCTAAGCATCCTTGCGGAGAAAATCCGAT
CTGA

MNFGFFFIDVRLPKHPCG
ENPI*

MNFGFFFIDVRLPKHPCGE
NPI*

CTCTTTTGTG CTTAAATGCT 0 F 0 0 0 0 0
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6490 3140 af AN6637.1 62.m03232 AO07032
6000089

1 -142 -80 ATGTTAGACTTCCTAAGCATCCTTGCGGAG
AAAATCCGATCTGACTTAAATGCTTCACCTT
GA

ATGTTAGACTTCCTAAGCATCCTTGCGGAGAA
AATCCGATCTGACTTAAATGCTTCACCTTGA

MLDFLSILAEKIRSDLNAS
P*

MLDFLSILAEKIRSDLNASP* TTTTTTATAG TTTGTCTTAC 0 F 0 0 0 0 0

6491 3140 af AN6637.1 62.m03232 AO07032
6000089

1 -93 -58 ATGCTTCACCTTGATTTGTCTTACCATTCAG
TCTGA

ATGCTTCACCTTGATTTGTCTTACCATTCAGTC
TGA

MLHLDLSYHSV* MLHLDLSYHSV* TCTGACTTAA TTCCCAGGCC 0 F 0 0 0 0 0

6492 3140 af AN6637.1 62.m03232 AO07032
6000089

1 -45 -31 ATGCTGATATCATGA ATGCTGATATCATGA MLIS* MLIS* CCCAGGCCCA ATACTTCTAG 1 F 0 0 0 0 0

6493 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -334 -311 ATGACTATTGTTATGTTTCGATAG ATGACTATTGTTATGTTTCGA
TAG

MTIVMFR* MTIVMFR
*

CTTATCCTCT AGTCAAAAAC 0 F 0 0 0 0 0

6494 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -322 -311 ATGTTTCGATAG ATGTTTCGATAG MFR* MFR* GACTATTGTT AGTCAAAAAC 0 F 0 0 0 0 0

6495 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -185 -168 ATGCCCCTCCTTTCATGA ATGCCCCTCCTTTCATGA MPLLS* MPLLS* ATCAATCAAT TGAATTTCGG 0 F 0 0 0 0 0

6496 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -171 -100 ATGATGAATTTCGGTTTTTTTATTATAGATG
TTAGACTTCCTAAGCATTTTTGCGGAGAAA
ATCCGACCTGA

ATGATGAATTTCGGTTTTTTT
ATTATAGATGTTAGACTTCCT
AAGCATTTTTGCGGAGAAAA
TCCGACCTGA

MMNFGFFIIDVRLPKHFC
GENPT*

MMNFGF
FIIDVRLP
KHFCGE
NPT*

CCCTCCTTTC TCTCATATTC 0 F 0 0 0 0 0

6497 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -168 -100 ATGAATTTCGGTTTTTTTATTATAGATGTTA
GACTTCCTAAGCATTTTTGCGGAGAAAATC
CGACCTGA

ATGAATTTCGGTTTTTTTATT
ATAGATGTTAGACTTCCTAAG
CATTTTTGCGGAGAAAATCC
GACCTGA

MNFGFFIIDVRLPKHFCG
ENPT*

MNFGFFI
IDVRLPK
HFCGEN
PT*

TCCTTTCATG TCTCATATTC 0 F 0 0 0 0 0

6498 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -143 -51 ATGTTAGACTTCCTAAGCATTTTTGCGGAG
AAAATCCGACCTGATCTCATATTCGATGCT
GTTTATATTGTCTCACAGCTCATCCATTTGT
GA

ATGTTAGACTTCCTAAGCATT
TTTGCGGAGAAAATCCGACC
TGATCTCATATTCGATGCTGT
TTATATTGTCTCACAGCTCAT
CCATTTGTGA

MLDFLSIFAEKIRPDLIFD
AVYIVSQLIHL*

MLDFLSI
FAEKIRP
DLIFDAV
YIVSQLIH
L*

TTTATTATAG GAGCCTTGGT 0 F 0 0 0 0 0

6499 3140 ao AN6637.1 62.m03232 AO07032
6000089

1 -88 -38 ATGCTGTTTATATTGTCTCACAGCTCATCCA
TTTGTGAGAGCCTTGGTTAA

ATGCTGTTTATATTGTCTCAC
AGCTCATCCATTTGTGAGAG
CCTTGGTTAA

MLFILSHSSSICESLG* MLFILSH
SSSICES
LG*

CTCATATTCG TCATAAGCAT 0 F 0 0 0 0 0

6500 3141 ao AN2244.1 71.m15878 AO07032
6000129

1 -321 -310 ATGATGGAATAG ATGATGGAATAG MME* MME* TTTCCAATAC ATACTATCAT 0 T 0 MG08640.
1

NCU0118
3.1

0 0

6521 3153 ao AN5563.1 58.m07489 AO07032
8000044

1 -212 -198 ATGGAACTTAACTAA ATGGAACTTAACTAA MELN* MELN* AGATTAATTA ACCCCTCCCT 0 R FG07908.
1

MG00097.
1

NCU0492
3.1

0 0

6564 3170 af AN4709.1 71.m15697 AO07032
9000166

0 -27 -13 ATGAGGGACTTATAG ATGAGGGACTTATAG MRDL* MRDL* AATTCTGGTG GTCTCTGGAC 1 TU FG08522.
1

MG03069.
1

NCU0065
6.1

0 0

6565 3170 ao AN4709.1 71.m15697 AO07032
9000166

0 -51 -28 ATGAAGGACTCCAAGAGTCAATGA ATGAAGGACTCCAAGAGTCA
ATGA

MKDSKSQ* MKDSKS
Q*

GATATATGTA GGGCTAATTC 1 TU FG08522.
1

MG03069.
1

NCU0065
6.1

0 0

6568 3175 af AN1117.1 70.m15118 AO07033
1000109

1 -127 -101 ATGAATTCTGCTCCGGAGTTTCGTTGA ATGAATTCTGCTCCGGAGTTTCGTTGA MNSAPEFR* MNSAPEFR* TCGGATCCTT ATTTACCCTC 0 U 0 0 0 0 0

6578 3178 conserved AN1179.1 70.m15038 AO07033
1000175

1 -27 -10 -27 -10 -27 -10 ATGTCATyCCbTybyTrA ATGTCATCCCCTCGTTAA ATGTCATCCCGTCCTTGA ATGTCATTCCTTTTCTGA MSspr* MSSPR* MSSRP* MSFLF* dyhvGATCCG yTmGyCTCAA 0 U 0 0 0 0 0

6579 3178 an AN1179.1 70.m15038 AO07033
1000176

1 -93 -10 ATGCATTGTCTGGCTGTTCACTCGCCTTCT
TTCGTTCGCCACCCATCCAACAGTCAGTTC
GATCCGATGTCATCCCCTCGTTAA

ATGCATTGTCTGGCTGTTCACTCGC
CTTCTTTCGTTCGCCACCCATCCAA
CAGTCAGTTCGATCCGATGTCATCC
CCTCGTTAA

MHCLAVHSPSFVRHPSN
SQFDPMSSPR*

MHCLAVHSPSFV
RHPSNSQFDPM
SSPR*

TGCTCCTTGT CTCGTCTCAA 0 U 0 0 0 0 0

6585 3181 af AN1222.1 70.m15003 AO07033
1000222

1 -219 -196 ATGGCGCAATCGGGGCCTCATTAA ATGGCGCAATCGGGGCCTCATTAA MAQSGPH* MAQSGPH* CCGGAGCAAG TACGGCCAAA 0 H 0 MG00383.
1

0 0 0

6587 3181 ao AN1222.1 70.m15003 AO07033
1000222

1 -247 -185 ATGCGCACTTTTTCTGCCGAGGGTGACCG
CCGGAGGAAGATGGCGCCATCGGCGGCAC
ATTAA

ATGCGCACTTTTTCTGCCGA
GGGTGACCGCCGGAGGAAG
ATGGCGCCATCGGCGGCACA
TTAA

MRTFSAEGDRRRKMAPS
AAH*

MRTFSA
EGDRRR
KMAPSA
AH*

AGATGTCAGA TACGGCCAGA 0 H 0 MG00383.
1

0 0 0

6588 3181 ao AN1222.1 70.m15003 AO07033
1000222

1 -208 -185 ATGGCGCCATCGGCGGCACATTAA ATGGCGCCATCGGCGGCACA
TTAA

MAPSAAH* MAPSAA
H*

CCGGAGGAAG TACGGCCAGA 0 H 0 MG00383.
1

0 0 0

6597 3186 conserved AN9125.1 66.m04585 AO07033
2000149

1 -52 -26 -62 -36 -65 -39 ATGChmdyTywymAdsvybTbCGGTGA ATGCAATTTTACCAACGCCTGCGGT
GA

ATGCTCACTTTCAATGCCGTCCGGTGA ATGCCAGTTCATAAGCATTTT
CGGTGA

MqfyqrlR* MQFYQRLR* MLTFNAVR* MPVHKH
FR*

mkmwyykAmh ywbbwCkCyy 0 K FG00778.
1

0 NCU0072
7.1

YNR003C 0

6599 3186 af AN9125.1 66.m04585 AO07033
2000149

1 -49 -11 ATGCCGTCCGGTGATATTTCTCTCTCTCTC
TGTGACTGA

ATGCCGTCCGGTGATATTTCTCTCTCTCTCTG
TGACTGA

MPSGDISLSLCD* MPSGDISLSLCD* CTCACTTTCA CGGCTCAAAA 1 K FG00778.
1

0 NCU0072
7.1

YNR003C 0

6601 3186 ao AN9125.1 66.m04585 AO07033
2000149

1 -92 -81 ATGCTGGTCTAA ATGCTGGTCTAA MLV* MLV* GTATAGATAG TATGCATCTC 0 K FG00778.
1

0 NCU0072
7.1

YNR003C 0

6602 3186 ao AN9125.1 66.m04585 AO07033
2000149

1 -79 -68 ATGCATCTCTGA ATGCATCTCTGA MHL* MHL* CTGGTCTAAT ATATGCCAGT 0 K FG00778.
1

0 NCU0072
7.1

YNR003C 0

6620 3189 ao AN9085.1 66.m04772 AO07033
2000192

1 -93 -43 ATGCCATTTTTTCTGTACAATCCAGAGCCTT
TTCTCATTACAAGTTTCTAA

ATGCCATTTTTTCTGTACAAT
CCAGAGCCTTTTCTCATTACA
AGTTTCTAA

MPFFLYNPEPFLITSF* MPFFLYN
PEPFLIT
SF*

TGCTATCTTC AAATTGTCAT 0 A 0 0 0 0 0

6622 3190 af AN9078.1 66.m04536 AO07033
2000201

0 -47 -24 ATGTCGAATTCTATGACCCCTTAA ATGTCGAATTCTATGACCCCTTAA MSNSMTP* MSNSMTP* GCCTACTTCA CTGTCGCTAA 1  0 0 0 0 0

6623 3190 af AN9078.1 66.m04536 AO07033
2000201

0 -35 -24 ATGACCCCTTAA ATGACCCCTTAA MTP* MTP* GTCGAATTCT CTGTCGCTAA 1  0 0 0 0 0

6681 3220 ao AN3013.1 59.m09003 AO07033
7000103

0 -57 -25 ATGCTATTTAAATCAGGACAAATTGATTCAT
AG

ATGCTATTTAAATCAGGACAA
ATTGATTCATAG

MLFKSGQIDS* MLFKSG
QIDS*

CTTCTATTCT TTCTACTCGC 1  FG06325.
1

MG00882.
1

0 0 0

6714 3237 an AN2886.1 59.m08733 AO07033
8000128

0 -42 -22 ATGCTTCCTTTGAGTCTCTGA ATGCTTCCTTTGAGTCTCTGA MLPLSL* MLPLSL* AGATCACGAG CCTGCCACGA 1  0 0 0 0 0

6716 3239 ao AN2859.1 59.m08702 AO07033
8000163

0 -54 -16 ATGTATACTATCACACCATTCAGTACTAATA
TCTGGTAG

ATGTATACTATCACACCATTC
AGTACTAATATCTGGTAG

MYTITPFSTNIW* MYTITPF
STNIW*

CGACGGCACT AAAAGAAGCA 1 EM 0 MG07462.
1

NCU0953
2.1

0 0

6730 3246 af AN0411.1 54.m06663 AO07033
8000254

1 -58 -38 ATGATCGTCAGCTATATTTAA ATGATCGTCAGCTATATTTAA MIVSYI* MIVSYI* TCTTTTCCTT ATTTCTTTCA 1 U 0 0 0 0 0

6737 3249 an AN0443.1 54.m06633 AO07033
8000300

1 -243 -223 ATGCAGAATACTCCGGGCTGA ATGCAGAATACTCCGGGCTGA MQNTPG* MQNTPG* CAGAAGAAGG TTCGCAGAAG 0 ER FG04922.
1

0 0 0 0

6738 3249 an AN0443.1 54.m06633 AO07033
8000300

1 -177 -127 ATGTCTGGTGTAGAAGCTGGACTGCCCTCA
GCTCACCCGCACTCTATTTAG

ATGTCTGGTGTAGAAGCTGGACTG
CCCTCAGCTCACCCGCACTCTATTT
AG

MSGVEAGLPSAHPHSI* MSGVEAGLPSAH
PHSI*

CCCAGTTGGC ACCGGCCCAG 0 ER FG04922.
1

0 0 0 0

6762 3256 an AN6176.1 72.m18993 AO07034
0000023

0 -50 -12 ATGATATACTTATACATAATCAGGCATAAAA
CATCATAA

ATGATATACTTATACATAATCAGGCA
TAAAACATCATAA

MIYLYIIRHKTS* MIYLYIIRHKTS* TTACAAGACG TCGTTATCAT 1  0 0 0 0 0

6769 3256 af AN6176.1 72.m18993 AO07034
0000023

0 -48 -34 ATGGTTAGTTGCTAG ATGGTTAGTTGCTAG MVSC* MVSC* AGTGAACGCT ATTACTGACA 1  0 0 0 0 0

6773 3256 ao AN6176.1 72.m18993 AO07034
0000023

0 -32 -21 ATGGCTAACTAA ATGGCTAACTAA MAN* MAN* CCGTGAGTTA GTCTTTAGAC 1  0 0 0 0 0

6780 3259 an AN6126.1 72.m19031 AO07034
0000068

0 -44 -30 ATGGGAAGCGTTTAA ATGGGAAGCGTTTAA MGSV* MGSV* TATATATCGC TACATAATAC 1 I 0 0 0 0 0

6781 3259 ao AN6126.1 72.m19031 AO07034
0000068

0 -37 -23 ATGGGAATTGTATAA ATGGGAATTGTATAA MGIV* MGIV* GATATTTCGC TCTATAATTC 1 I 0 0 0 0 0

6813 3269 af AN6034.1 72.m19950 AO07034
0000254

1 -194 -108 ATGTTGGAACAAGGCTTCCCACGTGACCCA
CTGTATCCAGGGCCGTCCCCACATGGCCG
AGTTTCGATATCGCATGCAATGCTTTGA

ATGTTGGAACAAGGCTTCCCACGTGACCCACT
GTATCCAGGGCCGTCCCCACATGGCCGAGTT
TCGATATCGCATGCAATGCTTTGA

MLEQGFPRDPLYPGPSP
HGRVSISHAML*

MLEQGFPRDPLYPGPSPH
GRVSISHAML*

TTTCGAACCG TGGATTATTT 0 0 0 0 0 0

6814 3269 af AN6034.1 72.m19950 AO07034
0000254

1 -142 -59 ATGGCCGAGTTTCGATATCGCATGCAATGC
TTTGATGGATTATTTGCCGGATTTGAAACG
AATGGTAATACAATTCAGGCTTGA

ATGGCCGAGTTTCGATATCGCATGCAATGCTT
TGATGGATTATTTGCCGGATTTGAAACGAATG
GTAATACAATTCAGGCTTGA

MAEFRYRMQCFDGLFAG
FETNGNTIQA*

MAEFRYRMQCFDGLFAGF
ETNGNTIQA*

CCGTCCCCAC CGTTGGACTT 0 0 0 0 0 0

6815 3269 af AN6034.1 72.m19950 AO07034
0000254

1 -121 -59 ATGCAATGCTTTGATGGATTATTTGCCGGA
TTTGAAACGAATGGTAATACAATTCAGGCT
TGA

ATGCAATGCTTTGATGGATTATTTGCCGGATT
TGAAACGAATGGTAATACAATTCAGGCTTGA

MQCFDGLFAGFETNGNT
IQA*

MQCFDGLFAGFETNGNTIQ
A*

TCGATATCGC CGTTGGACTT 0 0 0 0 0 0

6816 3269 af AN6034.1 72.m19950 AO07034
0000254

1 -108 -25 ATGGATTATTTGCCGGATTTGAAACGAATG
GTAATACAATTCAGGCTTGACGTTGGACTT
GGGACTTTGTTTTCTGATGAATAG

ATGGATTATTTGCCGGATTTGAAACGAATGGT
AATACAATTCAGGCTTGACGTTGGACTTGGGA
CTTTGTTTTCTGATGAATAG

MDYLPDLKRMVIQFRLDV
GLGTLFSDE*

MDYLPDLKRMVIQFRLDVG
LGTLFSDE*

CAATGCTTTG TCGCCTGCTC 0 0 0 0 0 0

6817 3269 af AN6034.1 72.m19950 AO07034
0000254

1 -81 -25 ATGGTAATACAATTCAGGCTTGACGTTGGA
CTTGGGACTTTGTTTTCTGATGAATAG

ATGGTAATACAATTCAGGCTTGACGTTGGACT
TGGGACTTTGTTTTCTGATGAATAG

MVIQFRLDVGLGTLFSDE
*

MVIQFRLDVGLGTLFSDE* TTTGAAACGA TCGCCTGCTC 0 0 0 0 0 0
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6818 3269 ao AN6034.1 72.m19950 AO07034
0000254

1 -153 -37 ATGGACCGAGTCTCAATTGAATGCCGACCA
CGGCTCAGCGCATGGAATTTTATGAGATCA
TTCAGCAGTTCTTGCTCGAATCTCCCATGC
TCACGACCGCCGTGCGATACAGTTTGA

ATGGACCGAGTCTCAATTGA
ATGCCGACCACGGCTCAGCG
CATGGAATTTTATGAGATCAT
TCAGCAGTTCTTGCTCGAAT
CTCCCATGCTCACGACCGCC
GTGCGATACAGTTTGA

MDRVSIECRPRLSAWNF
MRSFSSSCSNLPCSRPP
CDTV*

MDRVSIE
CRPRLS
AWNFMR
SFSSSC
SNLPCS
RPPCDT
V*

GTCTCCCCAC TCCGACTGGA 0 0 0 0 0 0

6819 3269 ao AN6034.1 72.m19950 AO07034
0000254

1 -133 -17 ATGCCGACCACGGCTCAGCGCATGGAATTT
TATGAGATCATTCAGCAGTTCTTGCTCGAA
TCTCCCATGCTCACGACCGCCGTGCGATAC
AGTTTGATCCGACTGGAACCCGGGTGA

ATGCCGACCACGGCTCAGCG
CATGGAATTTTATGAGATCAT
TCAGCAGTTCTTGCTCGAAT
CTCCCATGCTCACGACCGCC
GTGCGATACAGTTTGATCCG
ACTGGAACCCGGGTGA

MPTTAQRMEFYEIIQQFL
LESPMLTTAVRYSLIRLE
PG*

MPTTAQ
RMEFYEI
IQQFLLE
SPMLTTA
VRYSLIR
LEPG*

TCTCAATTGA TGTTCGATAT 0 0 0 0 0 0

6820 3269 ao AN6034.1 72.m19950 AO07034
0000254

1 -112 -17 ATGGAATTTTATGAGATCATTCAGCAGTTCT
TGCTCGAATCTCCCATGCTCACGACCGCCG
TGCGATACAGTTTGATCCGACTGGAACCCG
GGTGA

ATGGAATTTTATGAGATCATT
CAGCAGTTCTTGCTCGAATC
TCCCATGCTCACGACCGCCG
TGCGATACAGTTTGATCCGA
CTGGAACCCGGGTGA

MEFYEIIQQFLLESPMLTT
AVRYSLIRLEPG*

MEFYEII
QQFLLES
PMLTTAV
RYSLIRL
EPG*

GGCTCAGCGC TGTTCGATAT 0 0 0 0 0 0

6821 3269 ao AN6034.1 72.m19950 AO07034
0000254

1 -102 -37 ATGAGATCATTCAGCAGTTCTTGCTCGAAT
CTCCCATGCTCACGACCGCCGTGCGATACA
GTTTGA

ATGAGATCATTCAGCAGTTCT
TGCTCGAATCTCCCATGCTC
ACGACCGCCGTGCGATACAG
TTTGA

MRSFSSSCSNLPCSRPP
CDTV*

MRSFSS
SCSNLP
CSRPPC
DTV*

ATGGAATTTT TCCGACTGGA 0 0 0 0 0 0

6822 3269 ao AN6034.1 72.m19950 AO07034
0000254

1 -67 -17 ATGCTCACGACCGCCGTGCGATACAGTTTG
ATCCGACTGGAACCCGGGTGA

ATGCTCACGACCGCCGTGCG
ATACAGTTTGATCCGACTGG
AACCCGGGTGA

MLTTAVRYSLIRLEPG* MLTTAV
RYSLIRL
EPG*

CGAATCTCCC TGTTCGATAT 0 0 0 0 0 0

6845 3279 an AN5915.1 72.m19953 AO07034
0000372

1 -89 -69 ATGCCGTATAGCTGGTGCTGA ATGCCGTATAGCTGGTGCTGA MPYSWC* MPYSWC* GACCTCTTGG GAGTGCGCCC 0 U 0 MG06273.
1

0 0 0

6846 3279 ao AN5915.1 72.m19953 AO07034
0000372

1 -91 -62 ATGAGAAGTACGAATATCAGGGGCTTCTGA ATGAGAAGTACGAATATCAG
GGGCTTCTGA

MRSTNIRGF* MRSTNIR
GF*

CATATCGTGC GATATTTTAC 0 U 0 MG06273.
1

0 0 0

6883 3289 af AN4174.1 69.m14956 AO07034
1000088

0 -40 -14 ATGAGCCGTTGCAGGAACCTCTACTAG ATGAGCCGTTGCAGGAACCTCTACTAG MSRCRNLY* MSRCRNLY* TCATTTGCTA ATTGTTGGCA 1 G 0 0 0 YML004C 0

6910 3297 ao AN7967.1 57.m05767 AO07034
1000216

0 -29 -12 ATGCTTGTTAGTACATGA ATGCTTGTTAGTACATGA MLVST* MLVST* TTTACACATT CCATTCGCAA 1 F 0 0 0 0 0

7071 3345 ao AN6551.1 62.m03122 AO07027
0000034

0 -52 -35 ATGCAGTGGCACCCATGA ATGCAGTGGCACCCATGA MQWHP* MQWHP* TCTCAACCAT GAGGTTTCTA 1  0 0 0 0 0

7072 3345 ao AN6551.1 62.m03122 AO07027
0000034

0 -38 -24 ATGAGAGGTTTCTAG ATGAGAGGTTTCTAG MRGF* MRGF* AGTGGCACCC CATGGTATGA 1  0 0 0 0 0

7073 3345 ao AN6551.1 62.m03122 AO07027
0000034

0 -17 ATGACTTTGATGGCATAA ATGACTTTGATGGCATAA MTLMA* MTLMA* CTAGCATGGT TGACGCAGAA 1  0 0 0 0 0

7081 3348 af AN6359.1 72.m19499 AO07027
9000047

1 -20 -9 ATGAGTGGTTGA ATGAGTGGTTGA MSG* MSG* AATATACCAG GTGCCGCTAT 1 R 0 0 0 0 0

7085 3350 an AN1075.1 70.m15149 AO07028
5000075

1 -71 -48 ATGAAATCCAGTTTCGCGACGTAA ATGAAATCCAGTTTCGCGACGTAA MKSSFAT* MKSSFAT* AACTTTAGCA GGTGGCTTGA 0 O 0 0 0 0 0

7086 3350 af AN1075.1 70.m15149 AO07028
5000075

1 -100 -83 ATGGAAACTCCGTCATAA ATGGAAACTCCGTCATAA METPS* METPS* TCCTGTCTAA ACTGGAGATG 0 O 0 0 0 0 0

7087 3350 af AN1075.1 70.m15149 AO07028
5000075

1 -75 -61 ATGCGATCAACATAG ATGCGATCAACATAG MRST* MRST* TAAACTGGAG GTCGTTTTCA 0 O 0 0 0 0 0

7088 3350 ao AN1075.1 70.m15149 AO07028
5000075

1 -69 -40 ATGCAGCACAACGTACGCCGTTCCATTTGA ATGCAGCACAACGTACGCCG
TTCCATTTGA

MQHNVRRSI* MQHNVR
RSI*

TGGACTGGCA GGAGACTCCA 0 O 0 0 0 0 0

7093 3355 an AN7325.1 72.m19745 AO07029
7000077

0 -21 -10 ATGCGTCTATGA ATGCGTCTATGA MRL* MRL* TGTATTATAT GTGTTCATCA 1 L 0 MG08071.
1

0 0 0

7117 3371 af AN0314.1 54.m06444 AO07033
4000018

1 -71 -21 ATGATGAAAACTGGCCACCTGCCTAACTGT
ACACGTCCAGTGACAATCTAG

ATGATGAAAACTGGCCACCTGCCTAACTGTAC
ACGTCCAGTGACAATCTAG

MMKTGHLPNCTRPVTI* MMKTGHLPNCTRPVTI* CCGGTCTCGG GTGGTCTCTC 0 J 0 MG04681.
1

0 0 0

7118 3371 af AN0314.1 54.m06444 AO07033
4000018

1 -68 -21 ATGAAAACTGGCCACCTGCCTAACTGTACA
CGTCCAGTGACAATCTAG

ATGAAAACTGGCCACCTGCCTAACTGTACACG
TCCAGTGACAATCTAG

MKTGHLPNCTRPVTI* MKTGHLPNCTRPVTI* GTCTCGGATG GTGGTCTCTC 0 J 0 MG04681.
1

0 0 0

7136 3377 an AN3933.1 69.m14994 AO07034
1000044

0 -50 -30 ATGCAAACTTTATCTCAGTAA ATGCAAACTTTATCTCAGTAA MQTLSQ* MQTLSQ* TCACTATCGC AAGCCGGGAA 1 K 0 MG01572.
1

0 0 0

7158 3387 af AN5774.1 69.m14823 AO07024
9000018

0 -43 -8 ATGCGCCAGGTTAAGCATATTTTTTTCTCTA
TCTGA

ATGCGCCAGGTTAAGCATATTTTTTTCTCTATC
TGA

MRQVKHIFFSI* MRQVKHIFFSI* CACATTATCC ATTCGTTATG 1 S FG05736.
1

0 NCU0077
0.1

0 0

7170 3395 ao AN6541.1 62.m03133 AO07027
0000044

0 -44 -27 ATGTTCCCCTTCAATTAG ATGTTCCCCTTCAATTAG MFPFN* MFPFN* TCAGTTCCTA GTTTACTCGA 1 F 0 0 0 0 0

7186 3402 an AN0239.1 71.m15643 AO07028
4000068

0 -54 -37 ATGTCTGATGGTCTCTAG ATGTCTGATGGTCTCTAG MSDGL* MSDGL* GTGATTGTTC CCGTCAGGTA 1 TU FG00191.
1

0 NCU0067
1.1

0 0

7189 3402 af AN0239.1 71.m15643 AO07028
4000068

0 -51 -22 ATGGTTGTTGGCCATCAGGTCGATAGTTGA ATGGTTGTTGGCCATCAGGTCGATAGTTGA MVVGHQVDS* MVVGHQVDS* ATGGTGTCTG GGGTAAAGCT 1 TU FG00191.
1

0 NCU0067
1.1

0 0

7193 3402 ao AN0239.1 71.m15643 AO07028
4000068

0 -60 -25 ATGGTGTCTGATGGTCTCTGGCCATCGAAT
AGGTAG

ATGGTGTCTGATGGTCTCTG
GCCATCGAATAGGTAG

MVSDGLWPSNR* MVSDGL
WPSNR*

GTGCTGGCTC TCGGGGATAA 1 TU FG00191.
1

0 NCU0067
1.1

0 0

7194 3402 ao AN0239.1 71.m15643 AO07028
4000068

0 -50 -15 ATGGTCTCTGGCCATCGAATAGGTAGTCGG
GGATAA

ATGGTCTCTGGCCATCGAAT
AGGTAGTCGGGGATAA

MVSGHRIGSRG* MVSGHRI
GSRG*

ATGGTGTCTG GCTTCAGCGG 1 TU FG00191.
1

0 NCU0067
1.1

0 0

7195 3403 ao AN2523.1 59.m08459 AO07028
6000091

1 -181 -155 ATGTTTGTTGTCACGTTGACCGAGTAG ATGTTTGTTGTCACGTTGAC
CGAGTAG

MFVVTLTE* MFVVTLT
E*

GGTTCGGTTC TATACAATTG 0 M 0 0 0 0 0

7200 3406 an AN5139.1 54.m07054 AO07029
1000038

1 -62 -42 ATGCTGAAAAGAGTACGGTGA ATGCTGAAAAGAGTACGGTGA MLKRVR* MLKRVR* TAGTTACGAC TTTACTCGGT 0 R 0 0 NCU0848
4.1

YPR135
W

0

7201 3406 af AN5139.1 54.m07054 AO07029
1000038

1 -71 -51 ATGTATAGCTCAGTGTTATGA ATGTATAGCTCAGTGTTATGA MYSSVL* MYSSVL* CTGGATTTAG TTGTGCTTCC 0 R 0 0 NCU0848
4.1

YPR135
W

0

7202 3406 af AN5139.1 54.m07054 AO07029
1000038

1 -54 -13 ATGATTGTGCTTCCAGCGCTGACCCTTACC
GGCATTTACTGA

ATGATTGTGCTTCCAGCGCTGACCCTTACCGG
CATTTACTGA

MIVLPALTLTGIY* MIVLPALTLTGIY* GCTCAGTGTT TCGGTATCTA 1 R 0 0 NCU0848
4.1

YPR135
W

0

7203 3406 ao AN5139.1 54.m07054 AO07029
1000038

1 -92 -45 ATGCGTCGGGTTGATCTCTCTGAGTGTTTC
ACGTTCAATTCCCGGTAA

ATGCGTCGGGTTGATCTCTC
TGAGTGTTTCACGTTCAATTC
CCGGTAA

MRRVDLSECFTFNSR* MRRVDL
SECFTFN
SR*

ATTTTGATAG CTCTATTTTC 0 R 0 0 NCU0848
4.1

YPR135
W

0

7207 3407 af AN8051.1 53.m03891 AO07029
2000094

0 -55 -20 ATGTCGTCTTTTTTCCACTGCGCAATCTCC
CTCTAG

ATGTCGTCTTTTTTCCACTGCGCAATCTCCCTC
TAG

MSSFFHCAISL* MSSFFHCAISL* TCCTTTACCA CAATAATATC 1  0 0 0 0 0

7224 3416 af AN6247.1 72.m19980 AO07030
4000102

1 -273 -142 ATGTCTTGCATCTTCCCGTTGCTGCTTCTT
GCATTCGACTTACTAAACTCTTTACTTCTTA
TCCGAACTTCTGATTCTTTGCCTCGTCGTT
CATTCCCGACAGCACATAGATCAGACCTCA
CTGGATCTTAG

ATGTCTTGCATCTTCCCGTTGCTGCTTCTTGC
ATTCGACTTACTAAACTCTTTACTTCTTATCCG
AACTTCTGATTCTTTGCCTCGTCGTTCATTCCC
GACAGCACATAGATCAGACCTCACTGGATCTT
AG

MSCIFPLLLLAFDLLNSLL
LIRTSDSLPRRSFPTAHR
SDLTGS*

MSCIFPLLLLAFDLLNSLLLI
RTSDSLPRRSFPTAHRSDL
TGS*

ACGCATTCCC CGCGCTTGCG 0  0 0 0 0 0

7225 3416 ao AN6247.1 72.m19980 AO07030
4000102

1 -290 -147 ATGTCTTGCGTCTGCCCATTCCAGTACCTT
CGTTCTGACCTGCAGACTACTCTTCGTTAC
TTGTCTTTCCCTACCTACCACTTATTTACTT
TCTCCCCACCTCTTATCGCGACAGCGCATA
AGGCCCATCCCACCTCGTCTTAG

ATGTCTTGCGTCTGCCCATT
CCAGTACCTTCGTTCTGACC
TGCAGACTACTCTTCGTTACT
TGTCTTTCCCTACCTACCACT
TATTTACTTTCTCCCCACCTC
TTATCGCGACAGCGCATAAG
GCCCATCCCACCTCGTCTTA
G

MSCVCPFQYLRSDLQTT
LRYLSFPTYHLFTFSPPLI
ATAHKAHPTSS*

MSCVCP
FQYLRS
DLQTTLR
YLSFPTY
HLFTFSP
PLIATAH
KAHPTS
S*

TCGCATTCCC TGCGCTTGCG 0  0 0 0 0 0

7227 3417 an AN1715.1 58.m08959 AO07030
5000031

1 -151 -47 ATGACGAAAGATCTCTCGATTTGGGTGCTG
AGTGTCCTGTCATGTCATGCATGCGGTTAC
AGGTACATAAAAGGCCTATCCAGGTCCACG
TCGCAGTGGCATTAA

ATGACGAAAGATCTCTCGATTTGGG
TGCTGAGTGTCCTGTCATGTCATGC
ATGCGGTTACAGGTACATAAAAGGC
CTATCCAGGTCCACGTCGCAGTGG
CATTAA

MTKDLSIWVLSVLSCHAC
GYRYIKGLSRSTSQWH*

MTKDLSIWVLSV
LSCHACGYRYIK
GLSRSTSQWH*

TTGCTGGATC ACCATCAATA 0 G 0 MG10677.
1

0 0 0

7228 3417 an AN1715.1 58.m08959 AO07030
5000031

1 -105 -82 ATGCATGCGGTTACAGGTACATAA ATGCATGCGGTTACAGGTACATAA MHAVTGT* MHAVTGT* CTGTCATGTC AAGGCCTATC 0 G 0 MG10677.
1

0 0 0

7229 3417 af AN1715.1 58.m08959 AO07030
5000031

1 -238 -53 ATGGTGGATTTAGTTTTATACCAGATTCCCT
GTTATATCGTCTGTTCCACTGGGTATACCA
ACAATGACGCCATGCCCACGCATTACACCT
TATCGCTGTTGCAAAGTCCGATTATCTTCG
CTGCTTTCTGCATCGCTCACGATTATTATC
CCTATTGCTTGAATCGTTCGCTTGAGGATC
AGTAA

ATGGTGGATTTAGTTTTATACCAGATTCCCTGT
TATATCGTCTGTTCCACTGGGTATACCAACAAT
GACGCCATGCCCACGCATTACACCTTATCGCT
GTTGCAAAGTCCGATTATCTTCGCTGCTTTCT
GCATCGCTCACGATTATTATCCCTATTGCTTGA
ATCGTTCGCTTGAGGATCAGTAA

MVDLVLYQIPCYIVCSTG
YTNNDAMPTHYTLSLLQ
SPIIFAAFCIAHDYYPYCL
NRSLEDQ*

MVDLVLYQIPCYIVCSTGYT
NNDAMPTHYTLSLLQSPIIF
AAFCIAHDYYPYCLNRSLE
DQ*

ATATTAGGCA TAACAACTAT 0 G 0 MG10677.
1

0 0 0
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7230 3417 af AN1715.1 58.m08959 AO07030
5000031

1 -174 -76 ATGACGCCATGCCCACGCATTACACCTTAT
CGCTGTTGCAAAGTCCGATTATCTTCGCTG
CTTTCTGCATCGCTCACGATTATTATCCCTA
TTGCTTGA

ATGACGCCATGCCCACGCATTACACCTTATCG
CTGTTGCAAAGTCCGATTATCTTCGCTGCTTT
CTGCATCGCTCACGATTATTATCCCTATTGCTT
GA

MTPCPRITPYRCCKVRLS
SLLSASLTIIIPIA*

MTPCPRITPYRCCKVRLSS
LLSASLTIIIPIA*

TATACCAACA ATCGTTCGCT 0 G 0 MG10677.
1

0 0 0

7231 3417 af AN1715.1 58.m08959 AO07030
5000031

1 -166 -53 ATGCCCACGCATTACACCTTATCGCTGTTG
CAAAGTCCGATTATCTTCGCTGCTTTCTGC
ATCGCTCACGATTATTATCCCTATTGCTTGA
ATCGTTCGCTTGAGGATCAGTAA

ATGCCCACGCATTACACCTTATCGCTGTTGCA
AAGTCCGATTATCTTCGCTGCTTTCTGCATCG
CTCACGATTATTATCCCTATTGCTTGAATCGTT
CGCTTGAGGATCAGTAA

MPTHYTLSLLQSPIIFAAF
CIAHDYYPYCLNRSLEDQ
*

MPTHYTLSLLQSPIIFAAFCI
AHDYYPYCLNRSLEDQ*

CAATGACGCC TAACAACTAT 0 G 0 MG10677.
1

0 0 0

7233 3417 ao AN1715.1 58.m08959 AO07030
5000031

1 -232 -221 ATGAAGTCATGA ATGAAGTCATGA MKS* MKS* CTCGGTGGGT CCAGGAATTT 0 G 0 MG10677.
1

0 0 0

7234 3417 ao AN1715.1 58.m08959 AO07030
5000031

1 -224 -123 ATGACCAGGAATTTCCCAAAAAGGAAGTTG
CGATCAGTTCCAGGCGCACCTTCCCTCCAT
GACGACATGTTAACGCAGGGCTGCATTTCA
TCCTACACATAA

ATGACCAGGAATTTCCCAAAA
AGGAAGTTGCGATCAGTTCC
AGGCGCACCTTCCCTCCATG
ACGACATGTTAACGCAGGGC
TGCATTTCATCCTACACATAA

MTRNFPKRKLRSVPGAP
SLHDDMLTQGCISSYT*

MTRNFP
KRKLRSV
PGAPSL
HDDMLT
QGCISSY
T*

GTATGAAGTC ATACTCTCTT 0 G 0 MG10677.
1

0 0 0

7235 3417 ao AN1715.1 58.m08959 AO07030
5000031

1 -166 -152 ATGACGACATGTTAA ATGACGACATGTTAA MTTC* MTTC* CCTTCCCTCC CGCAGGGCTG 0 G 0 MG10677.
1

0 0 0

7236 3417 ao AN1715.1 58.m08959 AO07030
5000031

1 -158 -123 ATGTTAACGCAGGGCTGCATTTCATCCTAC
ACATAA

ATGTTAACGCAGGGCTGCAT
TTCATCCTACACATAA

MLTQGCISSYT* MLTQGCI
SSYT*

CCATGACGAC ATACTCTCTT 0 G 0 MG10677.
1

0 0 0

7258 3425 an AN2692.1 71.m15179 AO07031
3000096

1 -150 -127 ATGGACCTCGGAAGCTGTTGTTAG ATGGACCTCGGAAGCTGTTGTTAG MDLGSCC* MDLGSCC* CATCGTCAAA AGACTTGATG 0 0 0 0 0 0

7259 3425 af AN2692.1 71.m15179 AO07031
3000096

1 -130 -110 ATGGATATCCATTGCATATGA ATGGATATCCATTGCATATGA MDIHCI* MDIHCI* TATCATCAAA ATCGATCTGT 0 0 0 0 0 0

7260 3425 ao AN2692.1 71.m15179 AO07031
3000096

1 -405 -385 ATGGACCTCATATCTTGTTGA ATGGACCTCATATCTTGTTGA MDLISC* MDLISC* CATCGCCAAA ATGAATGTAG 0 0 0 0 0 0

7262 3427 an AN6857.1 71.m15270 AO07031
4000074

0 -30 -4 ATGCAACAGTTTCCAGTGCGAACCTAA ATGCAACAGTTTCCAGTGCGAACCT
AA

MQQFPVRT* MQQFPVRT* AGACCAGATC GTCATGCCCA 1  0 0 0 0 0

7285 3431 an AN4526.1 57.m05980 AO07032
1000134

1 -178 -143 ATGATGACCGGTGTTCGACGACTGCGTGC
CAACTGA

ATGATGACCGGTGTTCGACGACTG
CGTGCCAACTGA

MMTGVRRLRAN* MMTGVRRLRAN* ATCTGCCTGC GCCTGCCATT 0 F 0 0 0 0 0

7286 3431 an AN4526.1 57.m05980 AO07032
1000134

1 -175 -143 ATGACCGGTGTTCGACGACTGCGTGCCAA
CTGA

ATGACCGGTGTTCGACGACTGCGT
GCCAACTGA

MTGVRRLRAN* MTGVRRLRAN* TGCCTGCATG GCCTGCCATT 0 F 0 0 0 0 0

7287 3431 an AN4526.1 57.m05980 AO07032
1000134

1 -56 -15 ATGCGCGCGACCCCTTACTTATTATCGCGA
ACCAAATGCTAA

ATGCGCGCGACCCCTTACTTATTAT
CGCGAACCAAATGCTAA

MRATPYLLSRTKC* MRATPYLLSRTK
C*

GAAAGAACTC TCAATCCATC 1 F 0 0 0 0 0

7288 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -236 -96 ATGAAGACCGGTGTTCGGCTTCAGTGTTGC
GTTTCACATATCATCCGGTGGTCATTGTCG
CTAGTCGCATCGTCAGATTATCGCCAATGG
TTCCTGGGTACATGTGGCGTCGCTGTTGTC
GTTCTGAGATCATACGGTTGA

ATGAAGACCGGTGTTCGGCTTCAGTGTTGCGT
TTCACATATCATCCGGTGGTCATTGTCGCTAG
TCGCATCGTCAGATTATCGCCAATGGTTCCTG
GGTACATGTGGCGTCGCTGTTGTCGTTCTGA
GATCATACGGTTGA

MKTGVRLQCCVSHIIRW
SLSLVASSDYRQWFLGT
CGVAVVVLRSYG*

MKTGVRLQCCVSHIIRWSL
SLVASSDYRQWFLGTCGV
AVVVLRSYG*

ATCTACCCGC ACTTGATCTG 0 F 0 0 0 0 0

7289 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -150 -22 ATGGTTCCTGGGTACATGTGGCGTCGCTG
TTGTCGTTCTGAGATCATACGGTTGAACTT
GATCTGGATAATTCCAGCGAAAGGACTCAT
GCGCGCTCTTTCAGCTTCAAGCCCTTTCAA
ATGTATATGA

ATGGTTCCTGGGTACATGTGGCGTCGCTGTT
GTCGTTCTGAGATCATACGGTTGAACTTGATC
TGGATAATTCCAGCGAAAGGACTCATGCGCGC
TCTTTCAGCTTCAAGCCCTTTCAAATGTATATG
A

MVPGYMWRRCCRSEIIR
LNLIWIIPAKGLMRALSAS
SPFKCI*

MVPGYMWRRCCRSEIIRLN
LIWIIPAKGLMRALSASSPF
KCI*

ATTATCGCCA AGACTAACTC 0 F 0 0 0 0 0

7290 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -135 -22 ATGTGGCGTCGCTGTTGTCGTTCTGAGATC
ATACGGTTGAACTTGATCTGGATAATTCCA
GCGAAAGGACTCATGCGCGCTCTTTCAGCT
TCAAGCCCTTTCAAATGTATATGA

ATGTGGCGTCGCTGTTGTCGTTCTGAGATCAT
ACGGTTGAACTTGATCTGGATAATTCCAGCGA
AAGGACTCATGCGCGCTCTTTCAGCTTCAAGC
CCTTTCAAATGTATATGA

MWRRCCRSEIIRLNLIWII
PAKGLMRALSASSPFKCI
*

MWRRCCRSEIIRLNLIWIIP
AKGLMRALSASSPFKCI*

TCCTGGGTAC AGACTAACTC 0 F 0 0 0 0 0

7291 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -63 -22 ATGCGCGCTCTTTCAGCTTCAAGCCCTTTC
AAATGTATATGA

ATGCGCGCTCTTTCAGCTTCAAGCCCTTTCAA
ATGTATATGA

MRALSASSPFKCI* MRALSASSPFKCI* GAAAGGACTC AGACTAACTC 0 F 0 0 0 0 0

7292 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -31 -5 ATGTATATGAAGACTAACTCAGGATAA ATGTATATGAAGACTAACTCAGGATAA MYMKTNSG* MYMKTNSG* GCCCTTTCAA CAGCATGTCG 1 F 0 0 0 0 0

7293 3431 af AN4526.1 57.m05980 AO07032
1000134

1 -25 -5 ATGAAGACTAACTCAGGATAA ATGAAGACTAACTCAGGATAA MKTNSG* MKTNSG* TCAAATGTAT CAGCATGTCG 1 F 0 0 0 0 0

7294 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -237 -196 ATGATGACCGGTGTTCGGCAACGCTGTGA
CACAGAGATCTGA

ATGATGACCGGTGTTCGGCA
ACGCTGTGACACAGAGATCT
GA

MMTGVRQRCDTEI* MMTGVR
QRCDTEI
*

ATACGCCTGC TGCAATATGC 0 F 0 0 0 0 0

7295 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -234 -196 ATGACCGGTGTTCGGCAACGCTGTGACAC
AGAGATCTGA

ATGACCGGTGTTCGGCAACG
CTGTGACACAGAGATCTGA

MTGVRQRCDTEI* MTGVRQ
RCDTEI*

CGCCTGCATG TGCAATATGC 0 F 0 0 0 0 0

7296 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -196 -176 ATGCAATATGCCCGGCCATGA ATGCAATATGCCCGGCCATG
A

MQYARP* MQYARP
*

CAGAGATCTG CTCGCGTGTT 0 F 0 0 0 0 0

7297 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -189 -130 ATGCCCGGCCATGACTCGCGTGTTTCTTGG
CTTGTTGTCTCCGAACCTGGGTACAGATGA

ATGCCCGGCCATGACTCGCG
TGTTTCTTGGCTTGTTGTCTC
CGAACCTGGGTACAGATGA

MPGHDSRVSWLVVSEP
GYR*

MPGHDS
RVSWLV
VSEPGY
R*

CTGATGCAAT TGTGGCAGCA 0 F 0 0 0 0 0

7298 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -179 -93 ATGACTCGCGTGTTTCTTGGCTTGTTGTCT
CCGAACCTGGGTACAGATGATGTGGCAGC
AGTTGTCGTTCTGAGAATATACGGTTGA

ATGACTCGCGTGTTTCTTGG
CTTGTTGTCTCCGAACCTGG
GTACAGATGATGTGGCAGCA
GTTGTCGTTCTGAGAATATAC
GGTTGA

MTRVFLGLLSPNLGTDD
VAAVVVLRIYG*

MTRVFL
GLLSPNL
GTDDVA
AVVVLRI
YG*

ATGCCCGGCC ACTTGATCTG 0 F 0 0 0 0 0

7299 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -133 -107 ATGATGTGGCAGCAGTTGTCGTTCTGA ATGATGTGGCAGCAGTTGTC
GTTCTGA

MMWQQLSF* MMWQQ
LSF*

CTGGGTACAG GAATATACGG 0 F 0 0 0 0 0

7300 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -130 -107 ATGTGGCAGCAGTTGTCGTTCTGA ATGTGGCAGCAGTTGTCGTT
CTGA

MWQQLSF* MWQQLS
F*

GGTACAGATG GAATATACGG 0 F 0 0 0 0 0

7301 3431 ao AN4526.1 57.m05980 AO07032
1000134

1 -60 -22 ATGCGCGCTTTTTTAGCCCTCAGTTTCTTC
ATGAGCTGA

ATGCGCGCTTTTTTAGCCCT
CAGTTTCTTCATGAGCTGA

MRAFLALSFFMS* MRAFLAL
SFFMS*

GAAAGGACTC TACTAACTGG 1 F 0 0 0 0 0

7321 3441 an AN4706.1 71.m15694 AO07032
9000170

0 -38 ATGCATATAATGAGCTGTCAACGATACCCA
CAGCAATAA

ATGCATATAATGAGCTGTCAACGAT
ACCCACAGCAATAA

MHIMSCQRYPQQ* MHIMSCQRYPQ
Q*

AGCCTTTTTG TGCTCCCCTC 1 Z 0 0 0 0 0

7322 3441 an AN4706.1 71.m15694 AO07032
9000170

0 -29 ATGAGCTGTCAACGATACCCACAGCAATAA ATGAGCTGTCAACGATACCCACAGC
AATAA

MSCQRYPQQ* MSCQRYPQQ* GATGCATATA TGCTCCCCTC 1 Z 0 0 0 0 0

7330 3441 af AN4706.1 71.m15694 AO07032
9000170

0 -27 -13 ATGATGCTCCATTGA ATGATGCTCCATTGA MMLH* MMLH* CTGTTTACAA ATCAACGACA 1 Z 0 0 0 0 0

7331 3441 af AN4706.1 71.m15694 AO07032
9000170

0 -24 -13 ATGCTCCATTGA ATGCTCCATTGA MLH* MLH* TTTACAAATG ATCAACGACA 1 Z 0 0 0 0 0

7333 3441 ao AN4706.1 71.m15694 AO07032
9000170

0 -27 -13 ATGATGACCTATTGA ATGATGACCTATTGA MMTY* MMTY* AAACACTTGA ATTAACGACG 1 Z 0 0 0 0 0

7334 3441 ao AN4706.1 71.m15694 AO07032
9000170

0 -24 -13 ATGACCTATTGA ATGACCTATTGA MTY* MTY* CACTTGAATG ATTAACGACG 1 Z 0 0 0 0 0

7336 3442 af AN1208.1 70.m15013 AO07033
1000214

1 -188 -33 ATGACACATCACGGATGCGGTGACTTTAAT
CAAGCAAATTCCACCACCAATCAGGCCCTT
CGAACAGGGTTCAGGACGCGTACTGCACG
TCCTCTCTGGCGACCTGCGTCAGTCTTCAA
CGCCCGCAACGCCCAGGATAATCATTCGG
CCTTCTGA

ATGACACATCACGGATGCGGTGACTTTAATCA
AGCAAATTCCACCACCAATCAGGCCCTTCGAA
CAGGGTTCAGGACGCGTACTGCACGTCCTCT
CTGGCGACCTGCGTCAGTCTTCAACGCCCGC
AACGCCCAGGATAATCATTCGGCCTTCTGA

MTHHGCGDFNQANSTT
NQALRTGFRTRTARPLW
RPASVFNARNAQDNHSA
F*

MTHHGCGDFNQANSTTNQ
ALRTGFRTRTARPLWRPA
SVFNARNAQDNHSAF*

CTTTCCTTGT AATCTGGGTC 0 A FG01337.
1

MG05616.
1

NCU0296
6.1

0 0

7337 3442 ao AN1208.1 70.m15013 AO07033
1000214

1 -171 -160 ATGAGGCAGTAA ATGAGGCAGTAA MRQ* MRQ* TAGATTTTGA TTTGCTGCTA 0 A FG01337.
1

MG05616.
1

NCU0296
6.1

0 0

7343 3447 af AN0304.1 54.m06978 AO07033
4000034

1 -111 -91 ATGCTCTTTGAAAGAGCTTGA ATGCTCTTTGAAAGAGCTTGA MLFERA* MLFERA* CCAGGCATAT GTTCTCAAGC 0 P 0 0 0 0 0

7348 3451 conserved AN2905.1 59.m08756 AO07033
8000100

0 -23 -12 -23 -12 -23 -12 ATGGGTTGGTAA ATGGGTTGGTAA ATGGGTTGGTAA ATGGGTTGGTAA MGW* MGW* MGW* MGW* sdCyTTGCAG rACCrCACGA 1 K 0 0 0 0 0

7359 3451 ao AN2905.1 59.m08756 AO07033
8000100

0 -58 -41 ATGTCTCATAAAGTCTGA ATGTCTCATAAAGTCTGA MSHKV* MSHKV* CTCTATTCTT CAGCTTTCAC 1 K 0 0 0 0 0

7385 3464 af AN3586.1 58.m07385 AO07034
2000163

0 -43 -8 ATGATCGACTTTCAGACTGTACTCCGTACG
CTTTAG

ATGATCGACTTTCAGACTGTACTCCGTACGCT
TTAG

MIDFQTVLRTL* MIDFQTVLRTL* AGGTGATCTG GCTCACCATG 1 HC 0 0 0 0 0

7435 3480 af AN3157.1 59.m08548 AO07025
6000037

1 -65 -48 ATGGCGGTTTTTGGATGA ATGGCGGTTTTTGGATGA MAVFG* MAVFG* TCGCCCGATC TTGTTTATGT 0 P 0 0 0 YPR003C 0

7436 3480 af AN3157.1 59.m08548 AO07025
6000037

1 -41 -24 ATGTCCCAGGATTATTGA ATGTCCCAGGATTATTGA MSQDY* MSQDY* ATGATTGTTT GTGATCATTA 1 P 0 0 0 YPR003C 0
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7437 3480 ao AN3157.1 59.m08548 AO07025
6000037

1 -259 -212 ATGATATTTACTTACTTCTTCCGTCTTCATG
CTTCCCATCCCCGCTAA

ATGATATTTACTTACTTCTTC
CGTCTTCATGCTTCCCATCC
CCGCTAA

MIFTYFFRLHASHPR* MIFTYFF
RLHASH
PR*

CTCTTGAATA CTACCAATCG 0 P 0 0 0 YPR003C 0

7438 3480 ao AN3157.1 59.m08548 AO07025
6000037

1 -231 -199 ATGCTTCCCATCCCCGCTAACTACCAATCG
TAG

ATGCTTCCCATCCCCGCTAA
CTACCAATCGTAG

MLPIPANYQS* MLPIPAN
YQS*

TTCCGTCTTC CCACCGCCTG 0 P 0 0 0 YPR003C 0

7439 3480 ao AN3157.1 59.m08548 AO07025
6000037

1 -65 -33 ATGGCGAGTGCTGAGTTACTCTGCACATCA
TAG

ATGGCGAGTGCTGAGTTACT
CTGCACATCATAG

MASAELLCTS* MASAELL
CTS*

CGTAGCACTC CGATACTGAC 0 P 0 0 0 YPR003C 0

7454 3485 af AN6532.1 62.m03120 AO07027
0000032

0 -52 -35 ATGGACACACTCCCCTGA ATGGACACACTCCCCTGA MDTLP* MDTLP* CAGCCATGGC CTCCCATATC 1 IQR 0 MG08857.
1

NCU0014
8.1

0 0

7461 3491 an AN7495.1 57.m05848 AO07028
7000021

1 -54 -28 ATGTTTGATTATCGTGATCTGGTTTAG ATGTTTGATTATCGTGATCTGGTTT
AG

MFDYRDLV* MFDYRDLV* ACGCAAATTT CAACGGTTTC 1 AD 0 0 0 0 0

7472 3496 af AN2295.1 71.m15944 AO07029
5000075

1 -113 -102 ATGTCATTTTGA ATGTCATTTTGA MSF* MSF* GAAGTGTCCC TATATTCTGC 0 C 0 MG05480.
1

0 0 0

7501 3503 an AN3827.1 58.m07803 AO07030
5000064

0 -56 -3 ATGACTAGAAGACCTTCCTCCCATCATTCTT
CCATTCTACCATCAAAGTCGTAA

ATGACTAGAAGACCTTCCTCCCATC
ATTCTTCCATTCTACCATCAAAGTC
GTAA

MTRRPSSHHSSILPSKS* MTRRPSSHHSSI
LPSKS*

AAATTTTTGG TCATGGCGAA 1 A 0 0 0 YGR103
W

0

7504 3507 an AN8242.1 53.m03728 AO07031
0000066

0 -29 -18 ATGCTGTCTTGA ATGCTGTCTTGA MLS* MLS* CTAGTAGTTT TGCAACCTAT 1 V 0 0 0 0 0

7508 3511 an AN1016.1 70.m15234 AO07031
2000002

0 -39 -4 ATGGTTCCACCGGACGCTGTCGAAGGCAG
TATCTAG

ATGGTTCCACCGGACGCTGTCGAA
GGCAGTATCTAG

MVPPDAVEGSI* MVPPDAVEGSI* CGAACAGCGT AAAATGGGGT 1 DT 0 0 0 0 0

7547 3522 ao AN8126.1 70.m15699 AO07032
2000018

0 -46 -11 ATGTCAGTCTCTAGCGGCATCGCGTGCAGT
CACTAA

ATGTCAGTCTCTAGCGGCAT
CGCGTGCAGTCACTAA

MSVSSGIACSH* MSVSSGI
ACSH*

ATACAAACCC ACTCCAGACC 1 R 0 0 0 0 0

7557 3529 af AN4003.1 54.m06586 AO07032
8000160

0 -30 -7 ATGAACTTATTTAGCAGAGAATAA ATGAACTTATTTAGCAGAGAATAA MNLFSRE* MNLFSRE* TCCCATCCAT AAGCAAATGG 1 CE 0 0 0 0 0

7575 3531 af AN8066.1 53.m03917 AO07033
0000022

0 -51 -37 ATGTGTGACTGCTGA ATGTGTGACTGCTGA MCDC* MCDC* ATCGCGAGAC AGCTTGAATT 1 J 0 MG00308.
1

NCU0957
1.1

0 0

7590 3538 an AN5013.1 59.m08664 AO07033
4000121

1 -205 -179 ATGATCTCGTTATGTGATATCTCATGA ATGATCTCGTTATGTGATATCTCAT
GA

MISLCDIS* MISLCDIS* GTCCAACGTC ACCTCCTCCG 0 L 0 MG06005.
1

0 0 0

7591 3538 an AN5013.1 59.m08664 AO07033
4000121

1 -182 -120 ATGAACCTCCTCCGCTACAATAATCAAGTAT
CCGGACAGCTAAACAATCGCGGAGACTCCT
GA

ATGAACCTCCTCCGCTACAATAATC
AAGTATCCGGACAGCTAAACAATCG
CGGAGACTCCTGA

MNLLRYNNQVSGQLNNR
GDS*

MNLLRYNNQVS
GQLNNRGDS*

GTGATATCTC GCTACGTCTT 0 L 0 MG06005.
1

0 0 0

7592 3538 an AN5013.1 59.m08664 AO07033
4000121

1 -107 -90 ATGAGCGCTAATCTCTGA ATGAGCGCTAATCTCTGA MSANL* MSANL* TACGTCTTCT ATTCTGTACT 0 L 0 MG06005.
1

0 0 0

7595 3542 af AN5215.1 69.m14913 AO07033
7000264

0 -60 -46 ATGCGTGATTCCTGA ATGCGTGATTCCTGA MRDS* MRDS* GAATTGATCA ATTAGATTTT 1 R FG00848.
1

0 NCU0749
2.1

YPL183C YPL183C

7627 3551 an AN2099.1 57.m05801 AO07034
1000258

1 -96 -64 ATGTATGTCAAAGCAACATCTTATCTTGACT
AA

ATGTATGTCAAAGCAACATCTTATC
TTGACTAA

MYVKATSYLD* MYVKATSYLD* TCAACTCCTT GTACAGTTCG 0  0 0 0 0 0

7628 3551 an AN2099.1 57.m05801 AO07034
1000258

1 -92 -24 ATGTCAAAGCAACATCTTATCTTGACTAAGT
ACAGTTCGTCAGAATTGACAGCACCTTTTC
AACAATAA

ATGTCAAAGCAACATCTTATCTTGA
CTAAGTACAGTTCGTCAGAATTGAC
AGCACCTTTTCAACAATAA

MSKQHLILTKYSSSELTA
PFQQ*

MSKQHLILTKYSS
SELTAPFQQ*

CTCCTTATGT ACAATATCAG 0  0 0 0 0 0

7659 3558 af AN0661.1 70.m15264 AO07034
3000559

0 -60 -49 ATGAATCCCTGA ATGAATCCCTGA MNP* MNP* AAAACGATCC GACTGCATCA 1  0 0 0 0 0

7699 3569 an AN4360.1 58.m07961 AO07026
1000003

0 -31 -17 ATGAGTCTGAAGTGA ATGAGTCTGAAGTGA MSLK* MSLK* GTTTACAGAC TCCTAGATTA 1  0 0 0 0 0

7702 3569 af AN4360.1 58.m07961 AO07026
1000003

0 -48 -28 ATGGTTATGCTTAGTCAATAG ATGGTTATGCTTAGTCAATAG MVMLSQ* MVMLSQ* ACTCAGCCTC TATAAAGAGG 1  0 0 0 0 0

7703 3569 af AN4360.1 58.m07961 AO07026
1000003

0 -42 -28 ATGCTTAGTCAATAG ATGCTTAGTCAATAG MLSQ* MLSQ* CCTCATGGTT TATAAAGAGG 1  0 0 0 0 0

7709 3569 ao AN4360.1 58.m07961 AO07026
1000003

0 -54 -28 ATGCGCAAGAACTCCGTGCAACTATAG ATGCGCAAGAACTCCGTGCA
ACTATAG

MRKNSVQL* MRKNSV
QL*

CGGCGGGATA ACGCCACATC 1  0 0 0 0 0

7711 3573 ao AN6934.1 62.m03423 AO07026
9000048

0 -40 -20 ATGTTCCTTGCTGAGTTCTAG ATGTTCCTTGCTGAGTTCTA
G

MFLAEF* MFLAEF* TGCCCTCAGA AAAGACGCTC 1 G 0 0 0 0 0

7735 3585 an AN2290.1 71.m15938 AO07029
5000069

0 -56 -27 ATGGTCCCATGCTCGAAACCTGGCTTCTGA ATGGTCCCATGCTCGAAACCTGGCT
TCTGA

MVPCSKPGF* MVPCSKPGF* CGCATAGTGG CGCTTCTAAT 1 R 0 0 0 0 0

7736 3585 an AN2290.1 71.m15938 AO07029
5000069

0 -48 -10 ATGCTCGAAACCTGGCTTCTGACGCTTCTA
ATCCTCTAG

ATGCTCGAAACCTGGCTTCTGACGC
TTCTAATCCTCTAG

MLETWLLTLLIL* MLETWLLTLLIL* GGATGGTCCC GTCACGAATA 1 R 0 0 0 0 0

7820 3610 ao AN4639.1 57.m05552 AO07032
1000194

0 -53 -39 ATGATACCTGCATAA ATGATACCTGCATAA MIPA* MIPA* CTTGCACACG TGAAGGATCC 1 D 0 MG02874.
1

0 0 0

7833 3616 af AN3923.1 69.m15006 AO07032
4000119

0 -33 -1 ATGAGAGTTGGATCTGTATTCATACCAAGC
TGA

ATGAGAGTTGGATCTGTATTCATACCAAGCTG
A

MRVGSVFIPS* MRVGSVFIPS* GGGGAGCTGA ATGATGCTCA 1 O 0 0 0 0 0

7834 3616 ao AN3923.1 69.m15006 AO07032
4000119

0 -36 -13 ATGCGTCTCGTCTTCTCAGACTAG ATGCGTCTCGTCTTCTCAGA
CTAG

MRLVFSD* MRLVFS
D*

TGCAAATTGG AGACGATAAA 1 O 0 0 0 0 0

7835 3619 an AN6634.1 62.m03229 AO07032
6000086

0 -55 -29 ATGGTTGCTTGGATAACTTCTCTGTAG ATGGTTGCTTGGATAACTTCTCTGT
AG

MVAWITSL* MVAWITSL* ACCTGACGCG TCTCAGACAT 1 0 0 0 0 0

7836 3619 an AN6634.1 62.m03229 AO07032
6000086

0 -20 -6 ATGATTTCTTCATAG ATGATTTCTTCATAG MISS* MISS* AGTCTCAGAC ACGGCATGCC 1 0 0 0 0 0

7841 3619 ao AN6634.1 62.m03229 AO07032
6000086

0 -56 -33 ATGGCCCGCGACAACAAAATTTGA ATGGCCCGCGACAACAAAAT
TTGA

MARDNKI* MARDNKI
*

CTCCCATCCA GTGACAAGAC 1 0 0 0 0 0

7846 3622 an AN4050.1 54.m06541 AO07032
8000106

1 -215 -171 ATGAGTGGCTCACTAGCACTCCTGGCTTCA
CGTTTCGCTAATTAA

ATGAGTGGCTCACTAGCACTCCTG
GCTTCACGTTTCGCTAATTAA

MSGSLALLASRFAN* MSGSLALLASRF
AN*

TCTTTCTCAT TGGATAGGAC 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7847 3622 an AN4050.1 54.m06541 AO07032
8000106

1 -171 -139 ATGGATAGGACCTTCACAGTGCCTTCCGGA
TAA

ATGGATAGGACCTTCACAGTGCCTT
CCGGATAA

MDRTFTVPSG* MDRTFTVPSG* TCGCTAATTA AGGTTCTGGG 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7848 3622 an AN4050.1 54.m06541 AO07032
8000106

1 -114 -100 ATGGGCCATACTTGA ATGGGCCATACTTGA MGHT* MGHT* TGAATGGGTC GAGCAGAGCT 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7849 3622 ao AN4050.1 54.m06541 AO07032
8000106

1 -232 -89 ATGCTTATTGCGAACCGTCTGTCTTTTATG
GCTTTTATGGTGGCGCCGTCGGTCTGTGAT
CATCCTTTGCTCTCCCGCCCTTCTTCCCCT
TTTGTATATAATACACCTCTCCCCCCTCGCT
ACCCTACTTTAGTTCCTTTATAA

ATGCTTATTGCGAACCGTCT
GTCTTTTATGGCTTTTATGGT
GGCGCCGTCGGTCTGTGATC
ATCCTTTGCTCTCCCGCCCTT
CTTCCCCTTTTGTATATAATA
CACCTCTCCCCCCTCGCTAC
CCTACTTTAGTTCCTTTATAA

MLIANRLSFMAFMVAPSV
CDHPLLSRPSSPFVYNTP
LPPRYPTLVPL*

MLIANRL
SFMAFM
VAPSVC
DHPLLSR
PSSPFVY
NTPLPPR
YPTLVPL
*

TCCAACGGGT AGCCGTTCAC 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7850 3622 ao AN4050.1 54.m06541 AO07032
8000106

1 -205 -89 ATGGCTTTTATGGTGGCGCCGTCGGTCTGT
GATCATCCTTTGCTCTCCCGCCCTTCTTCC
CCTTTTGTATATAATACACCTCTCCCCCCTC
GCTACCCTACTTTAGTTCCTTTATAA

ATGGCTTTTATGGTGGCGCC
GTCGGTCTGTGATCATCCTT
TGCTCTCCCGCCCTTCTTCC
CCTTTTGTATATAATACACCT
CTCCCCCCTCGCTACCCTAC
TTTAGTTCCTTTATAA

MAFMVAPSVCDHPLLSR
PSSPFVYNTPLPPRYPTL
VPL*

MAFMVA
PSVCDH
PLLSRPS
SPFVYNT
PLPPRYP
TLVPL*

TCTGTCTTTT AGCCGTTCAC 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7851 3622 ao AN4050.1 54.m06541 AO07032
8000106

1 -196 -89 ATGGTGGCGCCGTCGGTCTGTGATCATCC
TTTGCTCTCCCGCCCTTCTTCCCCTTTTGTA
TATAATACACCTCTCCCCCCTCGCTACCCT
ACTTTAGTTCCTTTATAA

ATGGTGGCGCCGTCGGTCTG
TGATCATCCTTTGCTCTCCC
GCCCTTCTTCCCCTTTTGTAT
ATAATACACCTCTCCCCCCTC
GCTACCCTACTTTAGTTCCTT
TATAA

MVAPSVCDHPLLSRPSS
PFVYNTPLPPRYPTLVPL
*

MVAPSV
CDHPLLS
RPSSPF
VYNTPLP
PRYPTLV
PL*

TATGGCTTTT AGCCGTTCAC 0 C 0 MG00652.
1

NCU0205
6.1

0 0

7869 3633 af AN2880.1 59.m08727 AO07033
8000135

0 -24 -13 ATGCCGCAGTAG ATGCCGCAGTAG MPQ* MPQ* CTCTCTGTCC ATTTTAGATA 1 R 0 0 0 0 0

7871 3633 ao AN2880.1 59.m08727 AO07033
8000135

0 -25 -14 ATGTCGCCTTGA ATGTCGCCTTGA MSP* MSP* CCCTTAATCC CTGTCAAGGC 1 R 0 0 0 0 0

7882 3635 ao AN6136.1 72.m19029 AO07034
0000066

0 -60 -37 ATGATATCTTGCTATCGCTATTAA ATGATATCTTGCTATCGCTAT
TAA

MISCYRY* MISCYRY
*

AACTATAGAT TGACGATCGG 1 A 0 0 0 0 0

7883 3636 af AN5972.1 72.m19188 AO07034
0000330

1 -203 -102 ATGTTTGTGACAACTCCGCGGGCCATTTTG
TCCGGGGACTCTCGATATTTTATTTGTCCA
CCACTTTTTCATCTCAAACCCTCTCACTCAG
GTCCTCTTTAA

ATGTTTGTGACAACTCCGCGGGCCATTTTGTC
CGGGGACTCTCGATATTTTATTTGTCCACCAC
TTTTTCATCTCAAACCCTCTCACTCAGGTCCTC
TTTAA

MFVTTPRAILSGDSRYFI
CPPLFHLKPSHSGPL*

MFVTTPRAILSGDSRYFICP
PLFHLKPSHSGPL*

CAGTCCCTGA TCCCAAGCTG 0 U 0 0 0 YGL137W YGL137W

7884 3637 an AN3958.1 69.m14962 AO07034
1000080

1 -56 -42 ATGGAATATTTATGA ATGGAATATTTATGA MEYL* MEYL* CGTCGAAATC CTGCATGATA 1 A 0 0 0 0 0

7885 3637 an AN3958.1 69.m14962 AO07034
1000080

1 -45 -34 ATGACTGCATGA ATGACTGCATGA MTA* MTA* TGGAATATTT TATAAGCTGT 1 A 0 0 0 0 0
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7886 3637 ao AN3958.1 69.m14962 AO07034
1000080

1 -406 -386 ATGTTAAATGCAGTGAACTGA ATGTTAAATGCAGTGAACTG
A

MLNAVN* MLNAVN* ACTGGGACTA TTCACCGAGT 0 A 0 0 0 0 0

7939 3651 conserved AN1349.1 70.m14884 AO07023
7000012

1 -418 -401 -398 -381 -430 -413 ATGAwmmArTCkyTyTGA ATGATCAAATCTCTTTGA ATGAAACAGTCGTTTTGA ATGAACAAGTCGCTCTGA MikSl* MIKSL* MKQSF* MNKSL* srsAAAAryC CmAymGTGTA 0 A 0 0 0 0 0

7940 3651 conserved AN1349.1 70.m14884 AO07023
7000012

1 -254 -201 -250 -197 -260 -207 ATGGCGAAyTwCsyTkTyhmrAGATATGyCGT
CwTTCyTTTTkGGCTTGTGTGA

ATGGCGAATTACGTTGTCTCAAGAT
ATGTCGTCTTTCCTTTTTGGCTTGT
GTGA

ATGGCGAACTTCCCTTTTCAGAGATATGTCGT
CATTCTTTTTGGGCTTGTGTGA

ATGGCGAATTACGTTTTCAA
GAGATATGCCGTCTTTCTTTT
TGGGCTTGTGTGA

MANyvvsRYvVfpFwLV* MANYVVSRYVVF
PFWLV*

MANFPFQRYVVILFGLV* MANYVF
KRYAVFL
FGLV*

AGCTTTCChT AGTGGGATyT 0 A 0 0 0 0 0

7942 3651 an AN1349.1 70.m14884 AO07023
7000012

1 -229 -146 ATGTCGTCTTTCCTTTTTGGCTTGTGTGAA
GTGGGATTTCTTAGTGGCCTTTTCTCCATT
CGAATTTCGGTTTCGTCGTCTTGA

ATGTCGTCTTTCCTTTTTGGCTTGT
GTGAAGTGGGATTTCTTAGTGGCCT
TTTCTCCATTCGAATTTCGGTTTCG
TCGTCTTGA

MSSFLFGLCEVGFLSGLF
SIRISVSSS*

MSSFLFGLCEVG
FLSGLFSIRISVS
SS*

GTCTCAAGAT AATCCTGCAA 0 A 0 0 0 0 0

7943 3651 af AN1349.1 70.m14884 AO07023
7000012

1 -533 -513 ATGACCCTTCATCTTTATTAG ATGACCCTTCATCTTTATTAG MTLHLY* MTLHLY* TGGGCTTTTT CAGGGTAACA 0 A 0 0 0 0 0

7945 3651 af AN1349.1 70.m14884 AO07023
7000012

1 -225 -142 ATGTCGTCATTCTTTTTGGGCTTGTGTGAA
GTGGGATTTCTGAGTGGCTTCTTCTCAATT
CGAAATTCGGTTTCGTCCTGTTAA

ATGTCGTCATTCTTTTTGGGCTTGTGTGAAGT
GGGATTTCTGAGTGGCTTCTTCTCAATTCGAA
ATTCGGTTTCGTCCTGTTAA

MSSFFLGLCEVGFLSGFF
SIRNSVSSC*

MSSFFLGLCEVGFLSGFFSI
RNSVSSC*

TTTCAGAGAT AAATCGAGCA 0 A 0 0 0 0 0

7946 3651 ao AN1349.1 70.m14884 AO07023
7000012

1 -442 -413 ATGGGAAAAGCCATGAACAAGTCGCTCTGA ATGGGAAAAGCCATGAACAA
GTCGCTCTGA

MGKAMNKSL* MGKAMN
KSL*

AAAATAATCA CCATCGTGTA 0 A 0 0 0 0 0

7947 3651 ao AN1349.1 70.m14884 AO07023
7000012

1 -235 -173 ATGCCGTCTTTCTTTTTGGGCTTGTGTGAA
GTGGGATCTTTGAGTGGCTTATTGTCGTCT
TAA

ATGCCGTCTTTCTTTTTGGG
CTTGTGTGAAGTGGGATCTT
TGAGTGGCTTATTGTCGTCT
TAA

MPSFFLGLCEVGSLSGLL
SS*

MPSFFL
GLCEVG
SLSGLLS
S*

TTCAAGAGAT ATTTCGGTTT 0 A 0 0 0 0 0

7948 3652 an AN9421.1 55.m02908 AO07024
2000003

1 -346 -260 ATGGAAGCGGCGACTTCCCTTTCTGAACTC
AACAACGGAAAACAGTACGCAGACGCCGAA
AGAGAGAAAAAAAAAGGGCGATATTAG

ATGGAAGCGGCGACTTCCCTTTCTG
AACTCAACAACGGAAAACAGTACGC
AGACGCCGAAAGAGAGAAAAAAAAA
GGGCGATATTAG

MEAATSLSELNNGKQYA
DAEREKKKGRY*

MEAATSLSELNN
GKQYADAEREKK
KGRY*

GCCATTACCC GGCCGTCGCA 0 O 0 0 0 0 0

7949 3652 an AN9421.1 55.m02908 AO07024
2000003

1 -224 -105 ATGCCCCGTCAGGTGTTCATTCCTAGGTCT
CCCCGACTCGATGAATTGAACTGTGACTCC
CGACACCTTCTGTTGAGGTTTCCAGCGTGG
TACTCCCGTCTTTCGAGGCGGGAAATTTGA

ATGCCCCGTCAGGTGTTCATTCCTA
GGTCTCCCCGACTCGATGAATTGAA
CTGTGACTCCCGACACCTTCTGTTG
AGGTTTCCAGCGTGGTACTCCCGT
CTTTCGAGGCGGGAAATTTGA

MPRQVFIPRSPRLDELNC
DSRHLLLRFPAWYSRLS
RREI*

MPRQVFIPRSPR
LDELNCDSRHLL
LRFPAWYSRLSR
REI*

GCTAACAGTG AACTACAATT 0 O 0 0 0 0 0

7950 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -398 -318 ATGAGAACATACAGAGGGACTCAGTGCCAA
ACAGAGAAGGGCAAGAAGGAAGATAGAGA
ACCCTTCAGCAAGTTGACCTAA

ATGAGAACATACAGAGGGACTCAGTGCCAAAC
AGAGAAGGGCAAGAAGGAAGATAGAGAACCC
TTCAGCAAGTTGACCTAA

MRTYRGTQCQTEKGKK
EDREPFSKLT*

MRTYRGTQCQTEKGKKED
REPFSKLT*

CTTGGAGAGT ACACACATCA 0 O 0 0 0 0 0

7951 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -308 -273 ATGTTGAGTGATGACTCCCCAGATGCACAT
CTCTAA

ATGTTGAGTGATGACTCCCCAGATGCACATCT
CTAA

MLSDDSPDAHL* MLSDDSPDAHL* AACACACATC GTATAATTGG 0 O 0 0 0 0 0

7952 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -298 -113 ATGACTCCCCAGATGCACATCTCTAAGTAT
AATTGGAGTCATACGCTTCCCCCAGATGAG
TGGATATTCACAATCGTCATCTATAAAAGCA
TCGCTACCTTTAAAGGTCTCCATACACTCT
CGAACTGTCTGGAAAGAACTGAAATCTTAC
TCGCAGTGATCTACCTATCCTCTCTCGGTC
AATGA

ATGACTCCCCAGATGCACATCTCTAAGTATAAT
TGGAGTCATACGCTTCCCCCAGATGAGTGGAT
ATTCACAATCGTCATCTATAAAAGCATCGCTAC
CTTTAAAGGTCTCCATACACTCTCGAACTGTCT
GGAAAGAACTGAAATCTTACTCGCAGTGATCT
ACCTATCCTCTCTCGGTCAATGA

MTPQMHISKYNWSHTLP
PDEWIFTIVIYKSIATFKGL
HTLSNCLERTEILLAVIYL
SSLGQ*

MTPQMHISKYNWSHTLPP
DEWIFTIVIYKSIATFKGLHT
LSNCLERTEILLAVIYLSSLG
Q*

ATGTTGAGTG ACAAACAATC 0 O 0 0 0 0 0

7953 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -286 -113 ATGCACATCTCTAAGTATAATTGGAGTCATA
CGCTTCCCCCAGATGAGTGGATATTCACAA
TCGTCATCTATAAAAGCATCGCTACCTTTAA
AGGTCTCCATACACTCTCGAACTGTCTGGA
AAGAACTGAAATCTTACTCGCAGTGATCTA
CCTATCCTCTCTCGGTCAATGA

ATGCACATCTCTAAGTATAATTGGAGTCATAC
GCTTCCCCCAGATGAGTGGATATTCACAATCG
TCATCTATAAAAGCATCGCTACCTTTAAAGGTC
TCCATACACTCTCGAACTGTCTGGAAAGAACT
GAAATCTTACTCGCAGTGATCTACCTATCCTCT
CTCGGTCAATGA

MHISKYNWSHTLPPDEW
IFTIVIYKSIATFKGLHTLS
NCLERTEILLAVIYLSSLG
Q*

MHISKYNWSHTLPPDEWIF
TIVIYKSIATFKGLHTLSNCL
ERTEILLAVIYLSSLGQ*

GACTCCCCAG ACAAACAATC 0 O 0 0 0 0 0

7954 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -243 -139 ATGAGTGGATATTCACAATCGTCATCTATAA
AAGCATCGCTACCTTTAAAGGTCTCCATAC
ACTCTCGAACTGTCTGGAAAGAACTGAAAT
CTTACTCGCAGTGA

ATGAGTGGATATTCACAATCGTCATCTATAAAA
GCATCGCTACCTTTAAAGGTCTCCATACACTC
TCGAACTGTCTGGAAAGAACTGAAATCTTACT
CGCAGTGA

MSGYSQSSSIKASLPLKV
SIHSRTVWKELKSYSQ*

MSGYSQSSSIKASLPLKVSI
HSRTVWKELKSYSQ*

CTTCCCCCAG TCTACCTATC 0 O 0 0 0 0 0

7955 3652 af AN9421.1 55.m02908 AO07024
2000003

1 -116 -57 ATGAACAAACAATCGGAGTGGTCCCTTCCA
CCTTTCAATACGTTCATTTTCTTTTATTAG

ATGAACAAACAATCGGAGTGGTCCCTTCCACC
TTTCAATACGTTCATTTTCTTTTATTAG

MNKQSEWSLPPFNTFIFF
Y*

MNKQSEWSLPPFNTFIFFY
*

CTCTCGGTCA TAACTGATAC 0 O 0 0 0 0 0

7956 3652 ao AN9421.1 55.m02908 AO07024
2000003

1 -543 -481 ATGTGGAGTATCGTCAACGGCATTCTAGAC
TCAAATGCGATATACGTCCCTGGTTTACAA
TAA

ATGTGGAGTATCGTCAACGG
CATTCTAGACTCAAATGCGAT
ATACGTCCCTGGTTTACAATA
A

MWSIVNGILDSNAIYVPG
LQ*

MWSIVN
GILDSNAI
YVPGLQ*

TTACGGAGTA GAACCATTCT 0 O 0 0 0 0 0

7957 3652 ao AN9421.1 55.m02908 AO07024
2000003

1 -509 -438 ATGCGATATACGTCCCTGGTTTACAATAAG
AACCATTCTTTCAGCAGCCCCAGGCGCAGC
TGCCGCCAGTGA

ATGCGATATACGTCCCTGGT
TTACAATAAGAACCATTCTTT
CAGCAGCCCCAGGCGCAGCT
GCCGCCAGTGA

MRYTSLVYNKNHSFSSP
RRSCRQ*

MRYTSL
VYNKNH
SFSSPR
RSCRQ*

CTAGACTCAA TGATCCACCG 0 O 0 0 0 0 0

7958 3652 ao AN9421.1 55.m02908 AO07024
2000003

1 -438 -340 ATGATCCACCGCGTTCGCATTTTGGTGTGT
GCCTTGTATCGCTACCCTGAAGTAGATGAA
TCGGGTTGCTCCCATCGCTTTTGCGTGTTA
GAGCCATAA

ATGATCCACCGCGTTCGCAT
TTTGGTGTGTGCCTTGTATC
GCTACCCTGAAGTAGATGAA
TCGGGTTGCTCCCATCGCTT
TTGCGTGTTAGAGCCATAA

MIHRVRILVCALYRYPEV
DESGCSHRFCVLEP*

MIHRVRI
LVCALYR
YPEVDE
SGCSHR
FCVLEP*

GCCGCCAGTG CGTTGCTTCA 0 O 0 0 0 0 0

7959 3652 ao AN9421.1 55.m02908 AO07024
2000003

1 -383 -348 ATGAATCGGGTTGCTCCCATCGCTTTTGCG
TGTTAG

ATGAATCGGGTTGCTCCCAT
CGCTTTTGCGTGTTAG

MNRVAPIAFAC* MNRVAPI
AFAC*

CCTGAAGTAG AGCCATAACG 0 O 0 0 0 0 0

7995 3667 af AN1706.1 58.m07796 AO07030
5000044

0 -33 -19 ATGAAAGCCTGCTAG ATGAAAGCCTGCTAG MKAC* MKAC* ATCACTTGCC CATCACCCTA 1 O 0 0 0 0 0

7998 3669 an AN1476.1 55.m02978 AO07030
6000099

0 -29 -18 ATGCTGAATTGA ATGCTGAATTGA MLN* MLN* GCTCTTTGAA CTGTCAATAC 1 R 0 0 0 0 0

8000 3669 ao AN1476.1 55.m02978 AO07030
6000099

0 -25 -11 ATGTTACGAGCGTGA ATGTTACGAGCGTGA MLRA* MLRA* GTCTAGCTGG TCAATTGAAA 1 R 0 0 0 0 0

8001 3673 conserved AN0118.1 71.m15397 AO07031
1000095

0 -36 -10 -39 -13 -39 -13 ATGmTmmmsdysrGyydmTwCyyrTAr ATGATACAGTCGGGTTACTTCTCAT
AG

ATGCTAACCGTGGGTCGCTACCTGTAA ATGATCACCACCAGCTTATTC
TCATAA

Miqsgyfs* MIQSGYFS* MLTVGRYL* MITTSLF
S*

yvrmmymTys rkwrTyryvr 1 Z 0 0 0 0 0

8013 3674 ao AN8145.1 71.m15392 AO07031
1000100

1 -103 -65 ATGATTTATAGACGTCTGGGCGAGTTCCGT
CTTACATAG

ATGATTTATAGACGTCTGGG
CGAGTTCCGTCTTACATAG

MIYRRLGEFRLT* MIYRRLG
EFRLT*

ATTTATAAGC TATGCTCCAA 0 S 0 0 0 YML079
W

0

8014 3674 ao AN8145.1 71.m15392 AO07031
1000100

1 -63 -16 ATGCTCCAACTAAACCTTTCTCCTCAAGAA
GAACAGACAAGACAGTAG

ATGCTCCAACTAAACCTTTCT
CCTCAAGAAGAACAGACAAG
ACAGTAG

MLQLNLSPQEEQTRQ* MLQLNLS
PQEEQT
RQ*

CTTACATAGT TAAATAAAAG 0 S 0 0 0 YML079
W

0

8022 3675 af AN1007.1 70.m15225 AO07031
2000026

0 -39 -13 ATGAGCTGTGGTCAATACTGGCGTTGA ATGAGCTGTGGTCAATACTGGCGTTGA MSCGQYWR* MSCGQYWR* CATTCTGGTA GACTTCGTCA 1 C 0 0 0 0 0

8029 3677 af AN6853.1 71.m15279 AO07031
4000087

0 -45 -22 ATGAGATATAGAAATCTGGTTTGA ATGAGATATAGAAATCTGGTTTGA MRYRNLV* MRYRNLV* GCTTAGATTT AAGCTTAAAC 1 I FG05890.
1

0 0 0 0

8036 3678 af AN0043.1 71.m15318 AO07031
4000122

0 -55 -38 ATGCCAGCGATCCTCTGA ATGCCAGCGATCCTCTGA MPAIL* MPAIL* GGCTATGTGC AGCAGAAACG 1 I FG02725.
1

MG05031.
1

NCU0951
7.1

0 0

8041 3679 af AN8672.1 62.m03398 AO07031
5000089

0 -33 -1 ATGCCCTTCTCACAAGGGCTTGAAGCCGC
GTAA

ATGCCCTTCTCACAAGGGCTTGAAGCCGCGTA
A

MPFSQGLEAA* MPFSQGLEAA* CCTCCGGTTT ATGGCGTCAG 1 R 0 0 0 0 0

8043 3679 ao AN8672.1 62.m03398 AO07031
5000089

0 -30 -1 ATGCCCTTTCGAGGGTTAGAAGTAGCCTAA ATGCCCTTTCGAGGGTTAGA
AGTAGCCTAA

MPFRGLEVA* MPFRGL
EVA*

CACACATTGC ATGGCTTCCA 1 R 0 0 0 0 0

8048 3680 af AN4581.1 57.m05499 AO07031
6000164

0 -47 -30 ATGTGTTGCGCAGCCTAA ATGTGTTGCGCAGCCTAA MCCAA* MCCAA* CAGCGGACAT CAATAATAAT 1 T 0 0 0 0 0

8053 3685 an AN4245.1 54.m06807 AO07032
4000167

1 -431 -366 ATGCTGAAGATCGCCGCTGCCTTCAGTGC
GCATTTCTCCGCACAAGGCCAGGAGATCAG
CAGATGA

ATGCTGAAGATCGCCGCTGCCTTCA
GTGCGCATTTCTCCGCACAAGGCC
AGGAGATCAGCAGATGA

MLKIAAAFSAHFSAQGQE
ISR*

MLKIAAAFSAHFS
AQGQEISR*

GCGACAGCAC CCCTCGCTTC 0 T 0 MG07051.
1

0 0 0

8054 3685 an AN4245.1 54.m06807 AO07032
4000167

1 -369 -352 ATGACCCTCGCTTCTTGA ATGACCCTCGCTTCTTGA MTLAS* MTLAS* AGATCAGCAG GAAATCCTTC 0 T 0 MG07051.
1

0 0 0

8055 3685 an AN4245.1 54.m06807 AO07032
4000167

1 -283 -224 ATGCAATCTGAACCGGGGGATAAGCAGGTT
CAGGCTTCGATGCTATCTTCAACAAACTGA

ATGCAATCTGAACCGGGGGATAAG
CAGGTTCAGGCTTCGATGCTATCTT
CAACAAACTGA

MQSEPGDKQVQASMLS
STN*

MQSEPGDKQVQ
ASMLSSTN*

AGGAACGCGA ACGCCAATCA 0 T 0 MG07051.
1

0 0 0

8056 3685 an AN4245.1 54.m06807 AO07032
4000167

1 -244 -224 ATGCTATCTTCAACAAACTGA ATGCTATCTTCAACAAACTGA MLSSTN* MLSSTN* TCAGGCTTCG ACGCCAATCA 0 T 0 MG07051.
1

0 0 0

8057 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -460 -440 ATGGTTTTCCATCAACCATAG ATGGTTTTCCATCAACCATAG MVFHQP* MVFHQP* CGGGCCCCAT ACGACACAGT 0 T 0 MG07051.
1

0 0 0

8058 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -388 -356 ATGCCGCCTTCTGCATATCTCACGGCATTT
TGA

ATGCCGCCTTCTGCATATCTCACGGCATTTTG
A

MPPSAYLTAF* MPPSAYLTAF* CCACCAATAA GGAAGCGGGG 0 T 0 MG07051.
1

0 0 0
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8059 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -344 -315 ATGAACGATCACGTACCCAATAAAGTATAG ATGAACGATCACGTACCCAATAAAGTATAG MNDHVPNKV* MNDHVPNKV* GAAGCGGGGA CGGCAGAGGA 0 T 0 MG07051.
1

0 0 0

8060 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -305 -294 ATGGCAGCGTGA ATGGCAGCGTGA MAA* MAA* GCGGCAGAGG CGACGGCCAC 0 T 0 MG07051.
1

0 0 0

8061 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -278 -126 ATGCTACCCTCCTGCTGCATTCCTGTCGAT
CTGCTGGTCATGCGCTCCCTTGCTGTACGT
ACCTGTACGGGGTCATTCCTGTTCCTATGT
GGCCTTTGCTTGAACCCTGTCAGCCAGGC
CATTCGGAGAATAACAATGCGATCTGATCG
ATAA

ATGCTACCCTCCTGCTGCATTCCTGTCGATCT
GCTGGTCATGCGCTCCCTTGCTGTACGTACCT
GTACGGGGTCATTCCTGTTCCTATGTGGCCTT
TGCTTGAACCCTGTCAGCCAGGCCATTCGGA
GAATAACAATGCGATCTGATCGATAA

MLPSCCIPVDLLVMRSLA
VRTCTGSFLFLCGLCLNP
VSQAIRRITMRSDR*

MLPSCCIPVDLLVMRSLAV
RTCTGSFLFLCGLCLNPVS
QAIRRITMRSDR*

GCCACAAGCG GAAGACTGCA 0 T 0 MG07051.
1

0 0 0

8062 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -239 -126 ATGCGCTCCCTTGCTGTACGTACCTGTACG
GGGTCATTCCTGTTCCTATGTGGCCTTTGC
TTGAACCCTGTCAGCCAGGCCATTCGGAGA
ATAACAATGCGATCTGATCGATAA

ATGCGCTCCCTTGCTGTACGTACCTGTACGGG
GTCATTCCTGTTCCTATGTGGCCTTTGCTTGA
ACCCTGTCAGCCAGGCCATTCGGAGAATAACA
ATGCGATCTGATCGATAA

MRSLAVRTCTGSFLFLC
GLCLNPVSQAIRRITMRS
DR*

MRSLAVRTCTGSFLFLCGL
CLNPVSQAIRRITMRSDR*

TCTGCTGGTC GAAGACTGCA 0 T 0 MG07051.
1

0 0 0

8063 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -192 -133 ATGTGGCCTTTGCTTGAACCCTGTCAGCCA
GGCCATTCGGAGAATAACAATGCGATCTGA

ATGTGGCCTTTGCTTGAACCCTGTCAGCCAGG
CCATTCGGAGAATAACAATGCGATCTGA

MWPLLEPCQPGHSENN
NAI*

MWPLLEPCQPGHSENNNA
I*

TCCTGTTCCT TCGATAAGAA 0 T 0 MG07051.
1

0 0 0

8064 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -143 -126 ATGCGATCTGATCGATAA ATGCGATCTGATCGATAA MRSDR* MRSDR* GAGAATAACA GAAGACTGCA 0 T 0 MG07051.
1

0 0 0

8065 3685 af AN4245.1 54.m06807 AO07032
4000167

1 -73 -59 ATGTCATCAACATAA ATGTCATCAACATAA MSST* MSST* ATACTTTCTG CAGGTCACAA 0 T 0 MG07051.
1

0 0 0

8066 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -420 -340 ATGGAATGGTCTATCACAATGCTCATCATT
GCTTTTGTCATGCGCTGTTACCTTGTGCCT
TGTCAATTACTCCATCCTTAG

ATGGAATGGTCTATCACAAT
GCTCATCATTGCTTTTGTCAT
GCGCTGTTACCTTGTGCCTT
GTCAATTACTCCATCCTTAG

MEWSITMLIIAFVMRCYL
VPCQLLHP*

MEWSIT
MLIIAFV
MRCYLV
PCQLLHP
*

TCCCCGCCCT GGTTCAAGAG 0 T 0 MG07051.
1

0 0 0

8067 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -415 -293 ATGGTCTATCACAATGCTCATCATTGCTTTT
GTCATGCGCTGTTACCTTGTGCCTTGTCAA
TTACTCCATCCTTAGGGTTCAAGAGAGCGG
GGGATGAAGAGGACGTGCCCAATTCAGTTT
AG

ATGGTCTATCACAATGCTCAT
CATTGCTTTTGTCATGCGCT
GTTACCTTGTGCCTTGTCAAT
TACTCCATCCTTAGGGTTCAA
GAGAGCGGGGGATGAAGAG
GACGTGCCCAATTCAGTTTA
G

MVYHNAHHCFCHALLPC
ALSITPSLGFKRAGDEED
VPNSV*

MVYHNA
HHCFCH
ALLPCAL
SITPSLG
FKRAGD
EEDVPN
SV*

GCCCTATGGA GGCCGGCAAG 0 T 0 MG07051.
1

0 0 0

8068 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -402 -340 ATGCTCATCATTGCTTTTGTCATGCGCTGT
TACCTTGTGCCTTGTCAATTACTCCATCCTT
AG

ATGCTCATCATTGCTTTTGTC
ATGCGCTGTTACCTTGTGCC
TTGTCAATTACTCCATCCTTA
G

MLIIAFVMRCYLVPCQLL
HP*

MLIIAFV
MRCYLV
PCQLLHP
*

GTCTATCACA GGTTCAAGAG 0 T 0 MG07051.
1

0 0 0

8069 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -381 -340 ATGCGCTGTTACCTTGTGCCTTGTCAATTA
CTCCATCCTTAG

ATGCGCTGTTACCTTGTGCC
TTGTCAATTACTCCATCCTTA
G

MRCYLVPCQLLHP* MRCYLV
PCQLLHP
*

TGCTTTTGTC GGTTCAAGAG 0 T 0 MG07051.
1

0 0 0

8070 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -321 -187 ATGAAGAGGACGTGCCCAATTCAGTTTAGG
GCCGGCAAGTCATCATCCAAACTACGGACA
GACGATGTCACCCTTCCTTCAACTCTACAC
CAATCGTACTATTTCATCCCCTTCCTTCCG
GGGCATCGCAACTGA

ATGAAGAGGACGTGCCCAAT
TCAGTTTAGGGCCGGCAAGT
CATCATCCAAACTACGGACA
GACGATGTCACCCTTCCTTC
AACTCTACACCAATCGTACTA
TTTCATCCCCTTCCTTCCGG
GGCATCGCAACTGA

MKRTCPIQFRAGKSSSKL
RTDDVTLPSTLHQSYYFI
PFLPGHRN*

MKRTCPI
QFRAGK
SSSKLRT
DDVTLPS
TLHQSY
YFIPFLP
GHRN*

AGAGCGGGGG AATTTGATTT 0 T 0 MG07051.
1

0 0 0

8071 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -257 -180 ATGTCACCCTTCCTTCAACTCTACACCAATC
GTACTATTTCATCCCCTTCCTTCCGGGGCA
TCGCAACTGAAATTTGA

ATGTCACCCTTCCTTCAACTC
TACACCAATCGTACTATTTCA
TCCCCTTCCTTCCGGGGCAT
CGCAACTGAAATTTGA

MSPFLQLYTNRTISSPSF
RGIATEI*

MSPFLQL
YTNRTIS
SPSFRGI
ATEI*

CGGACAGACG TTTGTGATCG 0 T 0 MG07051.
1

0 0 0

8072 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -145 -110 ATGCGCATGCAGAGTGATCGATTCGCCTCG
GCTTGA

ATGCGCATGCAGAGTGATCG
ATTCGCCTCGGCTTGA

MRMQSDRFASA* MRMQSD
RFASA*

ATACTCGGTC AGCGATTCAC 0 T 0 MG07051.
1

0 0 0

8073 3685 ao AN4245.1 54.m06807 AO07032
4000167

1 -139 -110 ATGCAGAGTGATCGATTCGCCTCGGCTTGA ATGCAGAGTGATCGATTCGC
CTCGGCTTGA

MQSDRFASA* MQSDRF
ASA*

GGTCATGCGC AGCGATTCAC 0 T 0 MG07051.
1

0 0 0

8086 3689 an AN2772.1 59.m09271 AO07032
7000014

0 -56 -15 ATGGCGTCTACTGCCCGACGGCTTTCTCCC
CGCAATACATGA

ATGGCGTCTACTGCCCGACGGCTT
TCTCCCCGCAATACATGA

MASTARRLSPRNT* MASTARRLSPRN
T*

CGAACCGACG ACGCCGCCTC 1 DO FG06074.
1

MG03314.
1

0 0 0

8095 3691 ao AN5568.1 58.m07492 AO07032
8000040

1 -654 -586 ATGCCATTTACTCCGCTGGTACGACTAAGG
TTTTTTTTTCCTTTGGAATCTCCATTACGCC
TTACTTAA

ATGCCATTTACTCCGCTGGT
ACGACTAAGGTTTTTTTTTCC
TTTGGAATCTCCATTACGCCT
TACTTAA

MPFTPLVRLRFFFPLESP
LRLT*

MPFTPLV
RLRFFFP
LESPLRL
T*

TACCTATTTA TAAAATTTGA 0  0 0 0 0 0

8103 3695 af AN9486.1 59.m09213 AO07032
9000083

0 -55 -20 ATGGTCACTCTGCCAATCCTCATATCGTCC
ACATAA

ATGGTCACTCTGCCAATCCTCATATCGTCCAC
ATAA

MVTLPILISST* MVTLPILISST* GATATCATCG CCACTCCAGG 1 H 0 0 0 YOR196C 0

8118 3699 ao AN1516.1 55.m03035 AO07033
4000235

0 -39 -28 ATGCTATATTGA ATGCTATATTGA MLY* MLY* GCCCCTATTT ATCCGGTTAC 1 EH 0 0 0 0 0

8119 3700 af AN3056.1 59.m08955 AO07033
7000018

1 -66 -46 ATGCAATTTCTGGAAATATAA ATGCAATTTCTGGAAATATAA MQFLEI* MQFLEI* GTTTTTTTAT GCTCAATCTG 0 R 0 0 0 YOL022C 0

8121 3700 ao AN3056.1 59.m08955 AO07033
7000018

1 -133 -71 ATGAGGGGCCGATTGCTTTTATCTGTTGAC
CTTCTGTGCACACTTATTGTCGACTACTTAT
GA

ATGAGGGGCCGATTGCTTTT
ATCTGTTGACCTTCTGTGCA
CACTTATTGTCGACTACTTAT
GA

MRGRLLLSVDLLCTLIVD
YL*

MRGRLL
LSVDLLC
TLIVDYL*

TGCTGGACTG ATCAATATAG 0 R 0 0 0 YOL022C 0

8122 3700 ao AN3056.1 59.m08955 AO07033
7000018

1 -74 -48 ATGAATCAATATAGTCAATTATTCTAG ATGAATCAATATAGTCAATTA
TTCTAG

MNQYSQLF* MNQYSQ
LF*

TCGACTACTT ACCAGGTTTC 0 R 0 0 0 YOL022C 0

8130 3705 an AN2738.1 54.m06679 AO07033
8000220

0 -27 -4 ATGATCGACGTTCGATTGCCATAA ATGATCGACGTTCGATTGCCATAA MIDVRLP* MIDVRLP* CCGCCCTCGT GCCATGGCGG 1 U 0 MG01245.
1

0 0 0

8134 3705 af AN2738.1 54.m06679 AO07033
8000220

0 -22 -5 ATGATCGTCGCTCCTTGA ATGATCGTCGCTCCTTGA MIVAP* MIVAP* TTTCGACCTT AGAGATGCCT 1 U 0 MG01245.
1

0 0 0

8145 3709 an AN2065.1 57.m05763 AO07034
1000211

0 -57 -43 ATGATAACACCTTAA ATGATAACACCTTAA MITP* MITP* CACCGAGGGC AGCTTGGATC 1 L 0 0 0 0 0

8163 3716 an AN1061.1 70.m15172 AO07021
8000005

0 -52 -38 ATGCTGTGGTTGTAA ATGCTGTGGTTGTAA MLWL* MLWL* TACTTGATTC TTATACGAGA 1 E 0 MG01385.
1

0 0 0

8169 3716 ao AN1061.1 70.m15172 AO07021
8000005

0 -59 -12 ATGACTCTGGATTCCTTCTATACCTGCCCC
GTGTCTCAGAGCTCTTAA

ATGACTCTGGATTCCTTCTAT
ACCTGCCCCGTGTCTCAGAG
CTCTTAA

MTLDSFYTCPVSQSS* MTLDSF
YTCPVS
QSS*

CCCTTTCGTG CTCCCACAAT 1 E 0 MG01385.
1

0 0 0

8229 3733 an AN3110.1 59.m08628 AO07030
3000041

1 -304 -269 ATGCATTCTCCGCCCCGTCTCCGACCGCG
GCCATAG

ATGCATTCTCCGCCCCGTCTCCGAC
CGCGGCCATAG

MHSPPRLRPRP* MHSPPRLRPRP* GCCCTGGATC TCAACTTGGC 0 T 0 0 0 0 0

8230 3735 an AN5675.1 65.m07401 AO07030
9000090

1 -181 -86 ATGATAGAATACATGCTGAGACCCTTTCGG
CCCTCGACCAAACTTGGTGGGATTCACGTT
TGTCTGCAGCTCTTCGCTTTCAAGCTTGTG
GTTTGA

ATGATAGAATACATGCTGAGACCCT
TTCGGCCCTCGACCAAACTTGGTG
GGATTCACGTTTGTCTGCAGCTCTT
CGCTTTCAAGCTTGTGGTTTGA

MIEYMLRPFRPSTKLGGI
HVCLQLFAFKLVV*

MIEYMLRPFRPS
TKLGGIHVCLQLF
AFKLVV*

CCTCTCTTAG ATTCGTATAA 0 O FG05735.
1

0 0 YDR330
W

0

8231 3735 an AN5675.1 65.m07401 AO07030
9000090

1 -169 -86 ATGCTGAGACCCTTTCGGCCCTCGACCAAA
CTTGGTGGGATTCACGTTTGTCTGCAGCTC
TTCGCTTTCAAGCTTGTGGTTTGA

ATGCTGAGACCCTTTCGGCCCTCGA
CCAAACTTGGTGGGATTCACGTTTG
TCTGCAGCTCTTCGCTTTCAAGCTT
GTGGTTTGA

MLRPFRPSTKLGGIHVCL
QLFAFKLVV*

MLRPFRPSTKLG
GIHVCLQLFAFKL
VV*

GATAGAATAC ATTCGTATAA 0 O FG05735.
1

0 0 YDR330
W

0

8232 3735 ao AN5675.1 65.m07401 AO07030
9000090

1 -247 -203 ATGCTGGGTTCATTCCTCTTACCACATAACT
GCGATCATTGTTAA

ATGCTGGGTTCATTCCTCTTA
CCACATAACTGCGATCATTGT
TAA

MLGSFLLPHNCDHC* MLGSFLL
PHNCDH
C*

AAAAGCTCGT TTATTAAGAC 0 O FG05735.
1

0 0 YDR330
W

0

8235 3736 af AN5687.1 65.m07413 AO07030
9000102

1 -68 -30 ATGATCAACCACGACGCATACACGGCCATT
TCGATTTGA

ATGATCAACCACGACGCATACACGGCCATTTC
GATTTGA

MINHDAYTAISI* MINHDAYTAISI* CTAGCGACTG ATGAGTATCA 0  0 0 0 0 0

8244 3738 af AN9413.1 53.m03669 AO07031
0000006

0 -49 -2 ATGATAGTCTCTCCTGTCGCCACCGGTTCT
TCGAGAAGCTGTCCGTAA

ATGATAGTCTCTCCTGTCGCCACCGGTTCTTC
GAGAAGCTGTCCGTAA

MIVSPVATGSSRSCP* MIVSPVATGSSRSCP* TTAAATTTAC CATGGAGTCA 1  0 0 0 0 0

8249 3741 af AN0112.1 71.m15387 AO07031
1000096

0 -59 -39 ATGAGATTGCTCTGTCATTGA ATGAGATTGCTCTGTCATTGA MRLLCH* MRLLCH* AGGCTATGGT GCAACCTCCC 1 U 0 0 0 0 0

8254 3742 af AN1005.1 70.m15223 AO07031
2000029

0 -39 -7 ATGCTGATAAGGAGTCGAGAATTATATGCA
TGA

ATGCTGATAAGGAGTCGAGAATTATATGCATG
A

MLIRSRELYA* MLIRSRELYA* GAAGCTCAGG AATAGCATGA 1 Z FG09793.
1

0 NCU0528
2.1

0 0

8278 3752 af AN5535.1 58.m07481 AO07032
8000056

0 -26 -12 ATGGACTCGTCTTGA ATGGACTCGTCTTGA MDSS* MDSS* CGAAAGCTCT CAGAACTCAA 1 S 0 MG00102.
1

NCU0450
5.1

0 0

8316 3762 an AN2927.1 59.m09068 AO07033
7000182

0 -39 -7 ATGCAGCCCAATGCGTCTGGTGGCTGCTC
ATGA

ATGCAGCCCAATGCGTCTGGTGGC
TGCTCATGA

MQPNASGGCS* MQPNASGGCS* ATTGCGACGG ACGACAATGG 1 D 0 0 0 0 0
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8325 3762 ao AN2927.1 59.m09068 AO07033
7000182

0 -26 ATGTGGCCTCGCTTTGAATCGCTATGA ATGTGGCCTCGCTTTGAATC
GCTATGA

MWPRFESL* MWPRFE
SL*

GGACGCGTCC TGGCTTCTAC 1 D 0 0 0 0 0

8331 3763 af AN3797.1 57.m05686 AO07033
7000231

0 -49 -35 ATGAAGTGCATGTAA ATGAAGTGCATGTAA MKCM* MKCM* CCTGTCGGGG CACTAAACAA 1 L FG08405.
1

MG00630.
1

NCU0473
3.1

0 0

8333 3765 conserved AN0244.1 54.m06697 AO07033
8000236

0 -23 -23 -23 ATGrwyATkCGrACrThyyGCTGA ATGAACATTCGGACATACCGCTGA ATGGTTATGCGAACGTCCTGCTGA ATGGTCATTCGAACATTTTGC
TGA

MniRTyr* MNIRTYR* MVMRTSC* MVIRTFC
*

wbwbrrAGmr TGAGCTCCAh 1 U 0 0 0 0 0

8336 3765 af AN0244.1 54.m06697 AO07033
8000236

0 -17 ATGCGAACGTCCTGCTGA ATGCGAACGTCCTGCTGA MRTSC* MRTSC* AGAGATGGTT TGAGCTCCAA 1 U 0 0 0 0 0

8365 3782 an AN8836.1 71.m15967 AO07027
1000042

0 -59 -36 ATGGGAAGACATTTAGACTTTTAG ATGGGAAGACATTTAGACTTTTAG MGRHLDF* MGRHLDF* ATTTCGTCGT TGTACTATGG 1 T 0 0 0 0 0

8366 3782 an AN8836.1 71.m15967 AO07027
1000042

0 -29 -18 ATGGCTAACTGA ATGGCTAACTGA MAN* MAN* TTAGTGTACT CTCCCTTGTC 1 T 0 0 0 0 0

8393 3790 ao AN8879.1 56.m02290 AO07029
3000008

0 -32 -9 ATGCCGACGAAGCCTTGCCGTTAG ATGCCGACGAAGCCTTGCCG
TTAG

MPTKPCR* MPTKPC
R*

TAATAGCCCG CTAGAACGAT 1 U 0 0 NCU0931
3.1

0 0

8404 3794 af AN8389.1 59.m08445 AO07030
0000072

0 -52 -35 ATGGAGTGTCTATCATGA ATGGAGTGTCTATCATGA MECLS* MECLS* TAATGCGGTT TCATACCATC 1  0 0 0 0 0

8409 3798 an AN1708.1 58.m07794 AO07030
5000041

0 -50 -39 ATGATTCAATAA ATGATTCAATAA MIQ* MIQ* AGTTCATGAC TAGGCTCAGC 1 L 0 0 0 0 0

8414 3798 ao AN1708.1 58.m07794 AO07030
5000041

0 -49 -38 ATGTTCTATTAG ATGTTCTATTAG MFY* MFY* TATCTACGGC AGTTTTAAAT 1 L 0 0 0 0 0

8415 3799 ao AN8269.1 53.m03692 AO07031
0000033

0 -51 -16 ATGACTAACACAACATTGACGTGGAATAGA
ATATAA

ATGACTAACACAACATTGACG
TGGAATAGAATATAA

MTNTTLTWNRI* MTNTTLT
WNRI*

CAGTAGACCT CTCACATCCC 1 O 0 0 0 0 0

8439 3809 an AN5234.1 54.m06837 AO07032
4000133

1 -179 -108 ATGTTGCCCGCCGTATGTGCCAGTAGTATA
TCGGATCTGCTCCTACCTCATACACGGTTC
AATTCTCCATGA

ATGTTGCCCGCCGTATGTGCCAGTA
GTATATCGGATCTGCTCCTACCTCA
TACACGGTTCAATTCTCCATGA

MLPAVCASSISDLLLPHT
RFNSP*

MLPAVCASSISDL
LLPHTRFNSP*

CCTTCGTCGT GCCCCACATC 0 C 0 0 0 0 0

8440 3809 an AN5234.1 54.m06837 AO07032
4000133

1 -165 -154 ATGTGCCAGTAG ATGTGCCAGTAG MCQ* MCQ* TGCCCGCCGT TATATCGGAT 0 C 0 0 0 0 0

8441 3809 an AN5234.1 54.m06837 AO07032
4000133

1 -111 -37 ATGAGCCCCACATCCCCACATTACTGGCAG
TATTACTGTAGTTTACTTAAGGTGAGGTCAT
CTCGGCCACCATAG

ATGAGCCCCACATCCCCACATTACT
GGCAGTATTACTGTAGTTTACTTAA
GGTGAGGTCATCTCGGCCACCATA
G

MSPTSPHYWQYYCSLLK
VRSSRPP*

MSPTSPHYWQY
YCSLLKVRSSRP
P*

TCAATTCTCC GCTCGAAACG 0 C 0 0 0 0 0

8442 3809 af AN5234.1 54.m06837 AO07032
4000133

1 -251 -123 ATGTACGTTTTGTCTGTTATAAGATATCCAA
TCGAACAGTTTGAATTCAATCTTGGGCCAT
GCATGATGCAATTCTCACAGGCGTCATTAT
TTTGCTTGAGGCCAGAAGTCAAGGAGGAAT
CTCCCTAG

ATGTACGTTTTGTCTGTTATAAGATATCCAATC
GAACAGTTTGAATTCAATCTTGGGCCATGCAT
GATGCAATTCTCACAGGCGTCATTATTTTGCTT
GAGGCCAGAAGTCAAGGAGGAATCTCCCTAG

MYVLSVIRYPIEQFEFNL
GPCMMQFSQASLFCLRP
EVKEESP*

MYVLSVIRYPIEQFEFNLGP
CMMQFSQASLFCLRPEVK
EESP*

GTTCGCGTGT CCCCGCACCT 0 C 0 0 0 0 0

8443 3809 af AN5234.1 54.m06837 AO07032
4000133

1 -192 -88 ATGCATGATGCAATTCTCACAGGCGTCATT
ATTTTGCTTGAGGCCAGAAGTCAAGGAGGA
ATCTCCCTAGCCCCGCACCTTATCCACCGG
CCTACAACTGTATGA

ATGCATGATGCAATTCTCACAGGCGTCATTAT
TTTGCTTGAGGCCAGAAGTCAAGGAGGAATCT
CCCTAGCCCCGCACCTTATCCACCGGCCTACA
ACTGTATGA

MHDAILTGVIILLEARSQG
GISLAPHLIHRPTTV*

MHDAILTGVIILLEARSQGGI
SLAPHLIHRPTTV*

ATCTTGGGCC CCTTTCTGTT 0 C 0 0 0 0 0

8444 3809 af AN5234.1 54.m06837 AO07032
4000133

1 -188 -123 ATGATGCAATTCTCACAGGCGTCATTATTTT
GCTTGAGGCCAGAAGTCAAGGAGGAATCT
CCCTAG

ATGATGCAATTCTCACAGGCGTCATTATTTTG
CTTGAGGCCAGAAGTCAAGGAGGAATCTCCCT
AG

MMQFSQASLFCLRPEVK
EESP*

MMQFSQASLFCLRPEVKE
ESP*

TGGGCCATGC CCCCGCACCT 0 C 0 0 0 0 0

8445 3809 af AN5234.1 54.m06837 AO07032
4000133

1 -185 -123 ATGCAATTCTCACAGGCGTCATTATTTTGCT
TGAGGCCAGAAGTCAAGGAGGAATCTCCC
TAG

ATGCAATTCTCACAGGCGTCATTATTTTGCTTG
AGGCCAGAAGTCAAGGAGGAATCTCCCTAG

MQFSQASLFCLRPEVKE
ESP*

MQFSQASLFCLRPEVKEES
P*

GCCATGCATG CCCCGCACCT 0 C 0 0 0 0 0

8446 3809 af AN5234.1 54.m06837 AO07032
4000133

1 -91 -56 ATGACCTTTCTGTTCCCTCACCGATTATACA
AGTAG

ATGACCTTTCTGTTCCCTCACCGATTATACAAG
TAG

MTFLFPHRLYK* MTFLFPHRLYK* CTACAACTGT TACGTCAACT 0 C 0 0 0 0 0

8447 3809 ao AN5234.1 54.m06837 AO07032
4000133

1 -299 -252 ATGTCAATGTCAAATTTTCTTAAGACAGCTG
TTTCCTCGTACTATTGA

ATGTCAATGTCAAATTTTCTT
AAGACAGCTGTTTCCTCGTA
CTATTGA

MSMSNFLKTAVSSYY* MSMSNF
LKTAVSS
YY*

TTATTTTATT TCTACTGCGA 0 C 0 0 0 0 0

8448 3809 ao AN5234.1 54.m06837 AO07032
4000133

1 -293 -252 ATGTCAAATTTTCTTAAGACAGCTGTTTCCT
CGTACTATTGA

ATGTCAAATTTTCTTAAGACA
GCTGTTTCCTCGTACTATTGA

MSNFLKTAVSSYY* MSNFLK
TAVSSYY
*

TATTATGTCA TCTACTGCGA 0 C 0 0 0 0 0

8469 3821 ao AN3063.1 59.m08951 AO07033
7000010

0 -57 -43 ATGGAGCGAAACTGA ATGGAGCGAAACTGA MERN* MERN* TTTTCTTTTG CTTCTTGCGC 1 K 0 0 NCU0240
1.1

0 0

8517 3838 ao AN8743.1 62.m03337 AO07025
0000032

0 -45 -19 ATGCAATACGAAAGAAAGTTCAAGTGA ATGCAATACGAAAGAAAGTT
CAAGTGA

MQYERKFK* MQYERK
FK*

CACTCTTTTA ACAGTTTAAT 1 IOT 0 0 0 0 0

8537 3841 af AN3430.1 59.m09287 AO07026
5000004

0 -27 -13 ATGTCTGTGGTCTGA ATGTCTGTGGTCTGA MSVV* MSVV* TCTTGCCGAT GGTGCTTTAA 1  0 0 0 0 0

8585 3855 an AN3920.1 69.m15008 AO07032
4000116

0 -48 -28 ATGTTCTTCATTTCTCAATGA ATGTTCTTCATTTCTCAATGA MFFISQ* MFFISQ* CCCCTACCAG CTTTCGCTAC 1 H 0 0 0 0 0

8586 3855 an AN3920.1 69.m15008 AO07032
4000116

0 -31 -2 ATGACTTTCGCTACTACTCATTTTCGCTGA ATGACTTTCGCTACTACTCATTTTC
GCTGA

MTFATTHFR* MTFATTHFR* TCATTTCTCA AATGCGTGGA 1 H 0 0 0 0 0

8587 3855 ao AN3920.1 69.m15008 AO07032
4000116

0 -50 -9 ATGCTCTTCTTTTGTCCTCACTCGCAGTTTC
ATCCTCTCTAA

ATGCTCTTCTTTTGTCCTCAC
TCGCAGTTTCATCCTCTCTAA

MLFFCPHSQFHPL* MLFFCP
HSQFHP
L*

TTTTCCAACC TTGCGGAGAT 1 H 0 0 0 0 0

8640 3865 an AN1132.1 70.m15104 AO07033
1000124

0 -54 -43 ATGTCAGCCTAA ATGTCAGCCTAA MSA* MSA* AATATATAAC CATGATTTCC 1 E 0 0 0 0 0

8641 3865 an AN1132.1 70.m15104 AO07033
1000124

0 -41 -15 ATGATTTCCACCTTTGCTGTGGTATAA ATGATTTCCACCTTTGCTGTGGTAT
AA

MISTFAVV* MISTFAVV* TCAGCCTAAC TCCGTCGTCT 1 E 0 0 0 0 0

8646 3865 ao AN1132.1 70.m15104 AO07033
1000124

0 -49 -5 ATGCTCCTCCTCGCCGAAGACATAGACGCT
ACTTCTTCGGTGTGA

ATGCTCCTCCTCGCCGAAGA
CATAGACGCTACTTCTTCGG
TGTGA

MLLLAEDIDATSSV* MLLLAED
IDATSSV
*

TAATCCAGGA CAATATGTCT 1 E 0 0 0 0 0

8652 3867 an AN0311.1 54.m06980 AO07033
4000022

0 -57 -46 ATGTGCTATTAG ATGTGCTATTAG MCY* MCY* CCAGCTCTCG TTCTCGACTT 1  0 0 0 0 0

8656 3871 an AN1038.1 70.m15196 AO07033
6000073

0 -48 -13 ATGCTCCTCGCGCGCAGACAGCTTCCCCCT
GAATAG

ATGCTCCTCGCGCGCAGACAGCTT
CCCCCTGAATAG

MLLARRQLPPE* MLLARRQLPPE* GCCGACCGGA TGCGCGGGAA 1 R 0 0 0 0 0

8662 3871 af AN1038.1 70.m15196 AO07033
6000073

0 -48 -13 ATGTCACTAAGGTTGCTTGTGTTACATCCC
GAATAG

ATGTCACTAAGGTTGCTTGTGTTACATCCCGA
ATAG

MSLRLLVLHPE* MSLRLLVLHPE* CTAAAGCGGA CGCTCGGGAA 1 R 0 0 0 0 0

8664 3871 ao AN1038.1 70.m15196 AO07033
6000073

0 -52 -35 ATGCTTCTTGGAAGCTAG ATGCTTCTTGGAAGCTAG MLLGS* MLLGS* CTCCAACGGC TCTTCTGTCA 1 R 0 0 0 0 0

8674 3880 an AN0407.1 54.m06667 AO07033
8000247

0 -33 -13 ATGATGGTCGCCAAAGTATGA ATGATGGTCGCCAAAGTATGA MMVAKV* MMVAKV* CAATCGTCCA TAACAAGCCA 1 K FG05376.
1

0 NCU0031
0.1

YGR047C 0

8675 3880 an AN0407.1 54.m06667 AO07033
8000247

0 -30 -13 ATGGTCGCCAAAGTATGA ATGGTCGCCAAAGTATGA MVAKV* MVAKV* TCGTCCAATG TAACAAGCCA 1 K FG05376.
1

0 NCU0031
0.1

YGR047C 0

8715 3892 ao AN1421.1 55.m02935 AO07023
2000017

0 -24 -4 ATGGTCCATCATCAGTCATAA ATGGTCCATCATCAGTCATAA MVHHQS* MVHHQS
*

CCATCGCTAT CAAATGACGA 1 K 0 0 0 0 0

8717 3893 an AN5198.1 69.m14897 AO07023
7000028

0 -34 -2 ATGGAGGTGCTAGGTGATCCGACTCGCTT
GTAG

ATGGAGGTGCTAGGTGATCCGACT
CGCTTGTAG

MEVLGDPTRL* MEVLGDPTRL* TTTTCAGTTG CATGTCGTCA 1 R 0 0 0 0 0

8730 3896 af AN2464.1 69.m15203 AO07026
4000006

1 -259 -233 ATGAAAATGGGAAAAAACCCTTTTTGA ATGAAAATGGGAAAAAACCCTTTTTGA MKMGKNPF* MKMGKNPF* GCGGAGAAAA CATCAATGTA 0 U 0 MG05189.
1

0 0 0

8731 3896 af AN2464.1 69.m15203 AO07026
4000006

1 -253 -233 ATGGGAAAAAACCCTTTTTGA ATGGGAAAAAACCCTTTTTGA MGKNPF* MGKNPF* AAAAATGAAA CATCAATGTA 0 U 0 MG05189.
1

0 0 0

8737 3902 an AN4951.1 59.m08856 AO07028
8000003

1 -179 -69 ATGGAATCTGAAAGCAGTCAAATCTCTTCC
GTTCCAGTGTTTTCCCTCCGATATTATCATA
GTTTCATCTCTCCCCTCCCTTTTGAGCCATT
CCAGCTGCTTACCGCCTAA

ATGGAATCTGAAAGCAGTCAAATCT
CTTCCGTTCCAGTGTTTTCCCTCCG
ATATTATCATAGTTTCATCTCTCCCC
TCCCTTTTGAGCCATTCCAGCTGCT
TACCGCCTAA

MESESSQISSVPVFSLRY
YHSFISPLPFEPFQLLTA*

MESESSQISSVP
VFSLRYYHSFISP
LPFEPFQLLTA*

TCTCTGTTCT ACCCAAGCCG 0 U 0 0 NCU0628
4.1

0 0

8740 3902 ao AN4951.1 59.m08856 AO07028
8000003

1 -162 -127 ATGGACCAGGAGTTCCCTGATCCTTTTCCC
TTTTAG

ATGGACCAGGAGTTCCCTGA
TCCTTTTCCCTTTTAG

MDQEFPDPFPF* MDQEFP
DPFPF*

CCTCCTGTCT CGCTATTACC 0 U 0 0 NCU0628
4.1

0 0

8754 3905 an AN3752.1 65.m07375 AO07030
9000065

1 -193 -164 ATGGCCCTGTGCCTCCTTGTGGAATATTAG ATGGCCCTGTGCCTCCTTGTGGAAT
ATTAG

MALCLLVEY* MALCLLVEY* TGGTAAATTA TACAGCGTGG 0 TR 0 0 0 0 0

8755 3905 ao AN3752.1 65.m07375 AO07030
9000065

1 -371 -342 ATGTTTGACGACCATCTACATATGTCCTAG ATGTTTGACGACCATCTACAT
ATGTCCTAG

MFDDHLHMS* MFDDHL
HMS*

CTCCTATTCG TCTGTCTCCT 0 TR 0 0 0 0 0

8756 3905 ao AN3752.1 65.m07375 AO07030
9000065

1 -254 -216 ATGATTCTTAGTGTCACGTTCAATAGTCGAT
TATCTTAA

ATGATTCTTAGTGTCACGTTC
AATAGTCGATTATCTTAA

MILSVTFNSRLS* MILSVTF
NSRLS*

CGGGTTCTGG TATCGCCTGG 0 TR 0 0 0 0 0

8766 3911 an AN0135.1 71.m15419 AO07032
1000117

1 -215 -165 ATGACTGCTGTCTTCCGTTATTTATCCACTG
TCTCGGAGTGCGTGGGTTAA

ATGACTGCTGTCTTCCGTTATTTAT
CCACTGTCTCGGAGTGCGTGGGTT
AA

MTAVFRYLSTVSECVG* MTAVFRYLSTVS
ECVG*

CTTTCTCTCC TCTATCTTCT 0 ODR FG10861.
1

MG03876.
1

0 0 0
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8781 3920 af AN2967.1 59.m09040 AO07033
7000149

0 -29 -18 ATGCTATGCTAA ATGCTATGCTAA MLC* MLC* AAAGTCAATA GATTTCTCCG 1 J FG06863.
1

MG01648.
1

NCU0095
0.1

YNR015
W

0

8802 3924 af AN1560.1 55.m03076 AO07033
9000293

0 -58 -17 ATGCGACAATTGATGCCCACACACTGTAAG
GAAACCGATTGA

ATGCGACAATTGATGCCCACACACTGTAAGGA
AACCGATTGA

MRQLMPTHCKETD* MRQLMPTHCKETD* TTGATCTCCA AGGACTGGAA 1 D 0 0 0 0 0

8803 3924 af AN1560.1 55.m03076 AO07033
9000293

0 -46 -17 ATGCCCACACACTGTAAGGAAACCGATTGA ATGCCCACACACTGTAAGGAAACCGATTGA MPTHCKETD* MPTHCKETD* GCGACAATTG AGGACTGGAA 1 D 0 0 0 0 0

8826 3936 an AN2508.1 59.m08476 AO07026
3000056

1 -28 -14 ATGTGGAGGCTATAA ATGTGGAGGCTATAA MWRL* MWRL* TGACTCTTTT ACTGCTTTCC 1 E FG10049.
1

0 0 0 0

8831 3936 af AN2508.1 59.m08476 AO07026
3000056

1 -27 -4 ATGGTACGGTTGAGCAACATCTAA ATGGTACGGTTGAGCAACATCTAA MVRLSNI* MVRLSNI* CAAGCCATTC ATTATGTCTA 1 E FG10049.
1

0 0 0 0

8849 3943 af AN4728.1 71.m15638 AO07028
4000080

0 -22 -5 ATGACCGTTTGGAGCTGA ATGACCGTTTGGAGCTGA MTVWS* MTVWS* TGAACCTCCA GGTTATGAAA 1 S FG00261.
1

MG02867.
1

0 0 0

8850 3943 ao AN4728.1 71.m15638 AO07028
4000080

0 -29 -6 ATGACCAGTTTTCTGTCGAGGTAA ATGACCAGTTTTCTGTCGAG
GTAA

MTSFLSR* MTSFLS
R*

TCGCGACCCC TAACCATGCG 1 S FG00261.
1

MG02867.
1

0 0 0

8885 3960 af AN6630.1 62.m03226 AO07032
6000082

1 -283 -200 ATGGCATTCACACAGCTTTGCGACCTTCCA
CTTACAACAAGACAAAAAAACCCCCAATCAT
CCCCAACAGCCCTCTATCCGTGA

ATGGCATTCACACAGCTTTGCGACCTTCCACT
TACAACAAGACAAAAAAACCCCCAATCATCCC
CAACAGCCCTCTATCCGTGA

MAFTQLCDLPLTTRQKN
PQSSPTALYP*

MAFTQLCDLPLTTRQKNPQ
SSPTALYP*

TTTCGGCAGC ACTAGGTATG 0 K 0 0 0 YHR193C 0

8887 3960 ao AN6630.1 62.m03226 AO07032
6000082

1 -282 -211 ATGACATTCACACAGCTTTGCGCCTTTCCA
ACTTCAACCAGACCAAAAAAACCCCCTCAT
CCACCACAGTAA

ATGACATTCACACAGCTTTGC
GCCTTTCCAACTTCAACCAGA
CCAAAAAAACCCCCTCATCCA
CCACAGTAA

MTFTQLCAFPTSTRPKK
PPHPPQ*

MTFTQL
CAFPTST
RPKKPP
HPPQ*

TTCGGCAGCC TCTTTTCTGT 0 K 0 0 0 YHR193C 0

8916 3977 conserved AN5885.1 72.m19245 AO07024
5000022

0 -36 -22 -60 -46 -56 -42 ATGyyGsyykywTrA ATGTCGGTTGTTTGA ATGCTGCTCTCATAA ATGCCGGCTGTTTGA Msvv* MSVV* MLLS* MPAV* CbTkrrvCAC drmvrTvsbd 1 G 0 0 0 0 0

8918 3978 an AN3168.1 59.m08557 AO07025
6000022

0 -41 -18 ATGTCGATGCGGAGAGCCGTCTGA ATGTCGATGCGGAGAGCCGTCTGA MSMRRAV* MSMRRAV* GGAGCTCTCC TCTGCTAGAG 1 C FG10907.
1

MG07007.
1

0 0 0

8919 3978 an AN3168.1 59.m08557 AO07025
6000022

0 -35 -18 ATGCGGAGAGCCGTCTGA ATGCGGAGAGCCGTCTGA MRRAV* MRRAV* CTCCATGTCG TCTGCTAGAG 1 C FG10907.
1

MG07007.
1

0 0 0

8960 3995 af AN1461.1 55.m03257 AO07030
6000077

1 -216 -169 ATGACATACCTCTGCATTCTGAGATCTGAA
TTCTATATGCTGCTGTAA

ATGACATACCTCTGCATTCTGAGATCTGAATTC
TATATGCTGCTGTAA

MTYLCILRSEFYMLL* MTYLCILRSEFYMLL* ACAACTTCTA TCATGAGAAC 0 R 0 0 0 0 0

8961 3995 af AN1461.1 55.m03257 AO07030
6000077

1 -180 -169 ATGCTGCTGTAA ATGCTGCTGTAA MLL* MLL* TGAATTCTAT TCATGAGAAC 0 R 0 0 0 0 0

8962 3995 af AN1461.1 55.m03257 AO07030
6000077

1 -166 -134 ATGAGAACGAACTGCTGCCCTTCACTTCAT
TGA

ATGAGAACGAACTGCTGCCCTTCACTTCATTG
A

MRTNCCPSLH* MRTNCCPSLH* TGCTGTAATC CCCGGGCACC 0 R 0 0 0 0 0

8964 3995 ao AN1461.1 55.m03257 AO07030
6000077

1 -188 -174 ATGATGACCAATTGA ATGATGACCAATTGA MMTN* MMTN* ATATAGTACC ACTATCTTTT 0 R 0 0 0 0 0

8965 3995 ao AN1461.1 55.m03257 AO07030
6000077

1 -185 -174 ATGACCAATTGA ATGACCAATTGA MTN* MTN* TAGTACCATG ACTATCTTTT 0 R 0 0 0 0 0

8974 3997 ao AN3749.1 65.m07385 AO07030
9000073

0 -33 -4 ATGTGGCTTATAAAAACACCCGGGCAGTAA ATGTGGCTTATAAAAACACCC
GGGCAGTAA

MWLIKTPGQ* MWLIKTP
GQ*

GTTGAAGTCT ACGATGCCTT 1 L FG07112.
1

MG09306.
1

0 0 0

8979 4003 an AN0910.1 70.m15519 AO07032
0000091

0 -42 -25 ATGTCCCGTTCGGGATGA ATGTCCCGTTCGGGATGA MSRSG* MSRSG* TACCTGTTTC CTTTCATGGT 1 I 0 0 0 0 0

8980 4003 an AN0910.1 70.m15519 AO07032
0000091

0 -28 -11 ATGACTTTCATGGTGTGA ATGACTTTCATGGTGTGA MTFMV* MTFMV* CCCGTTCGGG CGCTCGCATT 1 I 0 0 0 0 0

8982 4003 af AN0910.1 70.m15519 AO07032
0000091

0 -28 -11 ATGATGTCTCTGGAGTAG ATGATGTCTCTGGAGTAG MMSLE* MMSLE* CCCGTAAGGG ATCAGTGATT 1 I 0 0 0 0 0

8983 4003 af AN0910.1 70.m15519 AO07032
0000091

0 -25 -11 ATGTCTCTGGAGTAG ATGTCTCTGGAGTAG MSLE* MSLE* GTAAGGGATG ATCAGTGATT 1 I 0 0 0 0 0

8998 4007 an AN7672.1 57.m05448 AO07032
5000052

1 -118 -83 ATGAGTCACTTGACCCACCGCCGATTCGTT
AATTGA

ATGAGTCACTTGACCCACCGCCGAT
TCGTTAATTGA

MSHLTHRRFVN* MSHLTHRRFVN* CTTTGGAGTG CCACATACGA 0  0 0 NCU0263
5.1

0 0

8999 4007 af AN7672.1 57.m05448 AO07032
5000052

1 -208 -164 ATGTCGGGGCGCAGGTCGGAGAGAATTGA
CTTCATTACTGGCTAA

ATGTCGGGGCGCAGGTCGGAGAGAATTGACT
TCATTACTGGCTAA

MSGRRSERIDFITG* MSGRRSERIDFITG* CGATCCCGCT GTATTTTCTC 0  0 0 NCU0263
5.1

0 0

9000 4007 ao AN7672.1 57.m05448 AO07032
5000052

1 -173 -132 ATGTCAGGGGCCAGGCACAGCACTGCTTTT
ATCGCTGGCTAA

ATGTCAGGGGCCAGGCACAG
CACTGCTTTTATCGCTGGCT
AA

MSGARHSTAFIAG* MSGARH
STAFIAG
*

CGAATTCGCT CGAGGATTCG 0  0 0 NCU0263
5.1

0 0

9002 4008 an AN7723.1 71.m15750 AO07032
5000138

0 -50 -6 ATGGTACCTTGCTACTGTCCTCTCCACAGA
TTCCTGCAGCATTAG

ATGGTACCTTGCTACTGTCCTCTCC
ACAGATTCCTGCAGCATTAG

MVPCYCPLHRFLQH* MVPCYCPLHRFL
QH*

CATTGCAGCA CTAAAATGAA 1 L FG06122.
1

0 NCU0137
0.1

0 0

9004 4008 ao AN7723.1 71.m15750 AO07032
5000138

0 -52 -2 ATGGTATTTAGTTTCCTGCTATCAATTGCGT
TTGTTCTTCGAACATACTGA

ATGGTATTTAGTTTCCTGCTA
TCAATTGCGTTTGTTCTTCGA
ACATACTGA

MVFSFLLSIAFVLRTY* MVFSFLL
SIAFVLR
TY*

TCGCGTCCTG CATGAAGCGC 1 L FG06122.
1

0 NCU0137
0.1

0 0

9022 4010 af AN9038.1 59.m08392 AO07033
0000171

1 -89 -48 ATGATCTTACAAACACGACATGACCCTATC
ATAAGATATTGA

ATGATCTTACAAACACGACATGACCCTATCATA
AGATATTGA

MILQTRHDPIIRY* MILQTRHDPIIRY* AATCTCCCCC CATTATAGTA 0 H FG05299.
1

0 0 0 0

9023 4010 af AN9038.1 59.m08392 AO07033
0000171

1 -70 -56 ATGACCCTATCATAA ATGACCCTATCATAA MTLS* MTLS* CAAACACGAC GATATTGACA 0 H FG05299.
1

0 0 0 0

9032 4011 af AN2879.1 53.m04051 AO07033
0000208

0 -31 -17 ATGCCATTATCATGA ATGCCATTATCATGA MPLS* MPLS* CAGTCGAGCC TATCTACCGA 1 JIT 0 0 0 0 0

9035 4015 af AN2992.1 59.m09022 AO07033
7000126

1 -441 -316 ATGTCTCTACCAATATATCAACCTCTCGTCA
GGCTACCTATAGGCAAGTCTTTACTGCTAG
ATAACATTCTTCCTGACTGTTATCATATTTG
GAAGTGCCTACTGCTGCAGAAAGGACATAT
ATAA

ATGTCTCTACCAATATATCAACCTCTCGTCAGG
CTACCTATAGGCAAGTCTTTACTGCTAGATAA
CATTCTTCCTGACTGTTATCATATTTGGAAGTG
CCTACTGCTGCAGAAAGGACATATATAA

MSLPIYQPLVRLPIGKSLL
LDNILPDCYHIWKCLLLQ
KGHI*

MSLPIYQPLVRLPIGKSLLL
DNILPDCYHIWKCLLLQKG
HI*

ACCCAAAGAT TATGGCGGAT 0 J 0 0 0 0 0

9060 4027 conserved AN4984.1 59.m08886 AO07028
8000052

1 -236 -222 -265 -251 -629 -615 ATGyywwTywwCTAA ATGCTTTTCAACTAA ATGTCAATCATCTAA ATGTTATTTTACTAA Mlfn* MLFN* MSII* MLFY* kwdTCyCyyC GmGAhwyymA 0 R 0 0 0 0 0

9102 4038 conserved AN6843.1 71.m15300 AO07031
4000096

1 -278 -237 -157 -116 -166 -125 ATGGCTbTCbCGmAGCwCwrGkGGbyTkyTbw
CdGGvdCTGA

ATGGCTGTCTCGCAGCTCAAGGGG
TCTTCTTTCTGGAACTGA

ATGGCTTTCGCGAAGCTCAAGTGGCCTGTTGA
CAGGCGCTGA

ATGGCTCTCCCGAAGCACTG
GTGGGTTGCTCTCGGGGTCT
GA

MAvsqlkgssfwn* MAVSQLKGSSF
WN*

MAFAKLKWPVDRR* MALPKH
WWVAL
GV*

GhrCyyTmAG rrCCAChACr 0 J FG09003.
1

MG04008.
1

0 YML025C YML025C

9109 4040 an AN0211.1 71.m15474 AO07032
1000033

0 -25 -11 ATGAACCGCTCATAA ATGAACCGCTCATAA MNRS* MNRS* TGCTCCGTTT TTCCGTCACT 1 A 0 0 0 0 0

9111 4040 af AN0211.1 71.m15474 AO07032
1000033

0 -44 -30 ATGATACCCCAATAG ATGATACCCCAATAG MIPQ* MIPQ* ACTTGCGTGC AGAAGCAGCA 1 A 0 0 0 0 0

9157 4058 an AN7559.1 72.m19579 AO07034
3000399

0 -42 -28 ATGACCCACGATTGA ATGACCCACGATTGA MTHD* MTHD* TTTCTCATAC CTACGTTTAC 1 K 0 0 0 0 0

9162 4064 ao AN3464.1 59.m09325 AO07026
5000042

0 -44 -33 ATGCACATCTAG ATGCACATCTAG MHI* MHI* GGTTCTCTAA TGCTGTGGAA 1 O 0 0 0 0 0

9179 4070 an AN6823.1 71.m15293 AO07031
4000102

1 -211 -173 ATGCCGCAGTGGGCATCCATGGCTCCGCT
CCGTGTTTGA

ATGCCGCAGTGGGCATCCATGGCT
CCGCTCCGTGTTTGA

MPQWASMAPLRV* MPQWASMAPLR
V*

TCCTGTGCAT TATACATACA 0  0 0 0 0 0

9180 4070 an AN6823.1 71.m15293 AO07031
4000102

1 -193 -173 ATGGCTCCGCTCCGTGTTTGA ATGGCTCCGCTCCGTGTTTGA MAPLRV* MAPLRV* GTGGGCATCC TATACATACA 0  0 0 0 0 0

9181 4070 af AN6823.1 71.m15293 AO07031
4000102

1 -257 -228 ATGACTACTCGGCTTGGTACCTTGCCATGA ATGACTACTCGGCTTGGTACCTTGCCATGA MTTRLGTLP* MTTRLGTLP* TCCTCCTGCA GCGCCCTGTG 0  0 0 0 0 0

9182 4070 af AN6823.1 71.m15293 AO07031
4000102

1 -231 -217 ATGAGCGCCCTGTGA ATGAGCGCCCTGTGA MSAL* MSAL* GTACCTTGCC CCCCTTGTGT 0  0 0 0 0 0

9183 4070 af AN6823.1 71.m15293 AO07031
4000102

1 -197 -78 ATGACGAGTTCTCGATCTCTGACCTTTATT
GTGCATCTTACTGCAGCCATCCATGGATTT
CAATCTACCTCCATCTGTCATATAACCTACA
CTCTACTTGTTCCTCTTTCGCCATTATAA

ATGACGAGTTCTCGATCTCTGACCTTTATTGT
GCATCTTACTGCAGCCATCCATGGATTTCAAT
CTACCTCCATCTGTCATATAACCTACACTCTAC
TTGTTCCTCTTTCGCCATTATAA

MTSSRSLTFIVHLTAAIHG
FQSTSICHITYTLLVPLSP
L*

MTSSRSLTFIVHLTAAIHGF
QSTSICHITYTLLVPLSPL*

TCATCTTTAT CCGACACCTC 0  0 0 0 0 0

9184 4070 af AN6823.1 71.m15293 AO07031
4000102

1 -145 -113 ATGGATTTCAATCTACCTCCATCTGTCATAT
AA

ATGGATTTCAATCTACCTCCATCTGTCATATAA MDFNLPPSVI* MDFNLPPSVI* GCAGCCATCC CCTACACTCT 0  0 0 0 0 0

9185 4070 ao AN6823.1 71.m15293 AO07031
4000102

1 -350 -333 ATGGATCCTATGGATTGA ATGGATCCTATGGATTGA MDPMD* MDPMD* CCTTCCCTTC CTTCCCCCGT 0  0 0 0 0 0

9186 4070 ao AN6823.1 71.m15293 AO07031
4000102

1 -274 -239 ATGGAAAAGTCCCGATCTTTATTACAGATC
CTTTGA

ATGGAAAAGTCCCGATCTTTA
TTACAGATCCTTTGA

MEKSRSLLQIL* MEKSRS
LLQIL*

TCATCTTTGA TCCTTTGCAT 0  0 0 0 0 0

9187 4070 ao AN6823.1 71.m15293 AO07031
4000102

1 -207 -187 ATGGGGCTTATCCGCACTTGA ATGGGGCTTATCCGCACTTG
A

MGLIRT* MGLIRT* GCAGTCACCC TATTCCATAC 0  0 0 0 0 0

9188 4070 ao AN6823.1 71.m15293 AO07031
4000102

1 -114 -70 ATGTATGTTCACATCTACCATCTCACCCCTC
TCAACCCAAACTGA

ATGTATGTTCACATCTACCAT
CTCACCCCTCTCAACCCAAA
CTGA

MYVHIYHLTPLNPN* MYVHIYH
LTPLNPN
*

TCATACAAAT TTATCTCTCC 0  0 0 0 0 0

9191 4072 ao AN2312.1 71.m15515 AO07032
3000042

0 -46 -23 ATGAGAGCAAGTTCATTCAGATAG ATGAGAGCAAGTTCATTCAG
ATAG

MRASSFR* MRASSF
R*

CGGTTTCTGC TACCGAGTAT 1 R 0 0 0 0 0

9193 4076 conserved AN1168.1 70.m15052 AO07033
1000162

0 -37 -20 -37 -20 -37 -20 ATGTCTrCmTTCGGyTAG ATGTCTGCATTCGGCTAG ATGTCTACATTCGGCTAG ATGTCTGCCTTCGGTTAG MSaFG* MSAFG* MSTFG* MSAFG* GCrGyyTGCr ysvAyyrwwy 1 PT FG01364.
1

0 0 YGR217
W

YGR217
W
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9202 4079 af AN4901.1 59.m08801 AO07033
8000047

0 -58 -47 ATGCGGATTTGA ATGCGGATTTGA MRI* MRI* CTTTCTCTGC TTGTAGACCT 1  0 0 0 0 0

9231 4086 an AN7781.1 57.m05368 AO07034
3000355

0 -51 -7 ATGACCAGATCCCATTTCTGCCCAATTGAG
CTAGACCCTGAATAA

ATGACCAGATCCCATTTCTGCCCAA
TTGAGCTAGACCCTGAATAA

MTRSHFCPIELDPE* MTRSHFCPIELD
PE*

ATGAGTTCGA AGCAAAATGA 1  0 0 0 0 0

9291 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -306 -268 ATGTGGACCCCAGGTTGCAAAGAGGAACG
ATGGGCCTAG

ATGTGGACCCCAGGTTGCAAAGAG
GAACGATGGGCCTAG

MWTPGCKEERWA* MWTPGCKEERW
A*

GGACCGTCTA GGCACGGCTG 0  0 0 0 0 0

9292 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -277 -215 ATGGGCCTAGGGCACGGCTGGAAAGCCCG
ATGCAGGCCAACCCTCTGGGAAATGTCTCG
TTAG

ATGGGCCTAGGGCACGGCTGGAAA
GCCCGATGCAGGCCAACCCTCTGG
GAAATGTCTCGTTAG

MGLGHGWKARCRPTLW
EMSR*

MGLGHGWKARC
RPTLWEMSR*

AAGAGGAACG CTAAACCAGA 0  0 0 0 0 0

9293 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -248 -117 ATGCAGGCCAACCCTCTGGGAAATGTCTCG
TTAGCTAAACCAGATGGCGCTATGCATTCA
AAAGACTCATGCATCCTGCATGGAACGCCA
GACATCCCAATGGTTGGCTTGGTCCTGTAT
TCTAGTGTATGA

ATGCAGGCCAACCCTCTGGGAAAT
GTCTCGTTAGCTAAACCAGATGGCG
CTATGCATTCAAAAGACTCATGCAT
CCTGCATGGAACGCCAGACATCCC
AATGGTTGGCTTGGTCCTGTATTCT
AGTGTATGA

MQANPLGNVSLAKPDGA
MHSKDSCILHGTPDIPMV
GLVLYSSV*

MQANPLGNVSLA
KPDGAMHSKDS
CILHGTPDIPMVG
LVLYSSV*

GGAAAGCCCG GTGCAAGCCA 0  0 0 0 0 0

9294 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -226 -215 ATGTCTCGTTAG ATGTCTCGTTAG MSR* MSR* CCTCTGGGAA CTAAACCAGA 0  0 0 0 0 0

9295 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -197 -117 ATGCATTCAAAAGACTCATGCATCCTGCAT
GGAACGCCAGACATCCCAATGGTTGGCTT
GGTCCTGTATTCTAGTGTATGA

ATGCATTCAAAAGACTCATGCATCC
TGCATGGAACGCCAGACATCCCAAT
GGTTGGCTTGGTCCTGTATTCTAGT
GTATGA

MHSKDSCILHGTPDIPMV
GLVLYSSV*

MHSKDSCILHGT
PDIPMVGLVLYS
SV*

AGATGGCGCT GTGCAAGCCA 0  0 0 0 0 0

9296 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -180 -124 ATGCATCCTGCATGGAACGCCAGACATCCC
AATGGTTGGCTTGGTCCTGTATTCTAG

ATGCATCCTGCATGGAACGCCAGA
CATCCCAATGGTTGGCTTGGTCCTG
TATTCTAG

MHPAWNARHPNGWLGP
VF*

MHPAWNARHPN
GWLGPVF*

CAAAAGACTC TGTATGAGTG 0  0 0 0 0 0

9297 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -149 -117 ATGGTTGGCTTGGTCCTGTATTCTAGTGTA
TGA

ATGGTTGGCTTGGTCCTGTATTCTA
GTGTATGA

MVGLVLYSSV* MVGLVLYSSV* AGACATCCCA GTGCAAGCCA 0  0 0 0 0 0

9298 4111 an AN0055.1 71.m15326 AO07031
4000132

1 -120 -34 ATGAGTGCAAGCCACACATCGCTGCTCTTC
ACCACTTACCTCACCCATTTCACTGCTACAC
CATACGACCCATATATCCTCTGTTGA

ATGAGTGCAAGCCACACATCGCTG
CTCTTCACCACTTACCTCACCCATT
TCACTGCTACACCATACGACCCATA
TATCCTCTGTTGA

MSASHTSLLFTTYLTHFT
ATPYDPYILC*

MSASHTSLLFTT
YLTHFTATPYDP
YILC*

ATTCTAGTGT CTCGAGGTGT 0  0 0 0 0 0

9299 4111 af AN0055.1 71.m15326 AO07031
4000132

1 -264 -193 ATGCATGCGGCACAGTGCCATAGCGGATG
CCACGAACTTTACGAATGGCCTAGAGACTA
TTCGATTGTCTAA

ATGCATGCGGCACAGTGCCATAGCGGATGCC
ACGAACTTTACGAATGGCCTAGAGACTATTCG
ATTGTCTAA

MHAAQCHSGCHELYEW
PRDYSIV*

MHAAQCHSGCHELYEWPR
DYSIV*

GCCGAGGTCC TGTAGGTGCA 0  0 0 0 0 0

9300 4111 af AN0055.1 71.m15326 AO07031
4000132

1 -260 -168 ATGCGGCACAGTGCCATAGCGGATGCCAC
GAACTTTACGAATGGCCTAGAGACTATTCG
ATTGTCTAATGTAGGTGCACAGTTCGGGCA
ATAG

ATGCGGCACAGTGCCATAGCGGATGCCACGA
ACTTTACGAATGGCCTAGAGACTATTCGATTG
TCTAATGTAGGTGCACAGTTCGGGCAATAG

MRHSAIADATNFTNGLET
IRLSNVGAQFGQ*

MRHSAIADATNFTNGLETIR
LSNVGAQFGQ*

AGGTCCATGC CTCCATCTGG 0  0 0 0 0 0

9301 4111 af AN0055.1 71.m15326 AO07031
4000132

1 -238 -212 ATGCCACGAACTTTACGAATGGCCTAG ATGCCACGAACTTTACGAATGGCCTAG MPRTLRMA* MPRTLRMA* GCCATAGCGG AGACTATTCG 0  0 0 0 0 0

9302 4111 ao AN0055.1 71.m15326 AO07031
4000132

1 -324 -268 ATGGTCCCTTTGTCTAATGTACGATCACGC
TTTAGGAAAGAGAGAGAAGATGCCTGA

ATGGTCCCTTTGTCTAATGTA
CGATCACGCTTTAGGAAAGA
GAGAGAAGATGCCTGA

MVPLSNVRSRFRKERED
A*

MVPLSN
VRSRFR
KEREDA*

CTATCAAGCG GGGGAAGCGA 0  0 0 0 0 0

9303 4111 ao AN0055.1 71.m15326 AO07031
4000132

1 -308 -213 ATGTACGATCACGCTTTAGGAAAGAGAGAG
AAGATGCCTGAGGGGAAGCGACATCATGT
GCCAACTCAAAAGGCTGCATGTGCCCTGCA
TCATTGA

ATGTACGATCACGCTTTAGG
AAAGAGAGAGAAGATGCCTG
AGGGGAAGCGACATCATGTG
CCAACTCAAAAGGCTGCATG
TGCCCTGCATCATTGA

MYDHALGKREKMPEGKR
HHVPTQKAACALHH*

MYDHAL
GKREKM
PEGKRH
HVPTQK
AACALH
H*

CCTTTGTCTA TTGATTGAGC 0  0 0 0 0 0

9304 4111 ao AN0055.1 71.m15326 AO07031
4000132

1 -275 -213 ATGCCTGAGGGGAAGCGACATCATGTGCC
AACTCAAAAGGCTGCATGTGCCCTGCATCA
TTGA

ATGCCTGAGGGGAAGCGACA
TCATGTGCCAACTCAAAAGG
CTGCATGTGCCCTGCATCAT
TGA

MPEGKRHHVPTQKAACA
LHH*

MPEGKR
HHVPTQ
KAACALH
H*

GAGAGAGAAG TTGATTGAGC 0  0 0 0 0 0

9305 4111 ao AN0055.1 71.m15326 AO07031
4000132

1 -253 -209 ATGTGCCAACTCAAAAGGCTGCATGTGCCC
TGCATCATTGATTGA

ATGTGCCAACTCAAAAGGCT
GCATGTGCCCTGCATCATTG
ATTGA

MCQLKRLHVPCIID* MCQLKR
LHVPCIID
*

AAGCGACATC TTGAGCTTCA 0  0 0 0 0 0

9306 4111 ao AN0055.1 71.m15326 AO07031
4000132

1 -231 -205 ATGTGCCCTGCATCATTGATTGATTGA ATGTGCCCTGCATCATTGATT
GATTGA

MCPASLID* MCPASLI
D*

AAAAGGCTGC GCTTCACAAG 0  0 0 0 0 0

9330 4117 af AN6597.1 62.m03201 AO07032
6000046

0 -31 -17 ATGATCTTGCGGTAG ATGATCTTGCGGTAG MILR* MILR* GCTCTCTCGA CCCCAACTCT 1 R 0 0 0 0 0

9334 4117 ao AN6597.1 62.m03201 AO07032
6000046

0 -53 -15 ATGTTTCCCACACTGTCTTTCCTTGGACAAA
CTCCATAA

ATGTTTCCCACACTGTCTTTC
CTTGGACAAACTCCATAA

MFPTLSFLGQTP* MFPTLSF
LGQTP*

CACCTGCTCC TCGTTCTCTT 1 R 0 0 0 0 0

9362 4122 af AN3018.1 59.m08991 AO07033
7000096

0 -54 -37 ATGGGCGTTCAGAAGTAG ATGGGCGTTCAGAAGTAG MGVQK* MGVQK* AAAAACTTGT CAAAATTAAA 1 E 0 MG03562.
1

0 0 0

9380 4128 an AN2148.1 72.m19693 AO07034
3000197

0 -42 -22 ATGTATAATGTCGTTGTATGA ATGTATAATGTCGTTGTATGA MYNVVV* MYNVVV* ATCCTTGCGA TTGTTTTGTT 1 S 0 0 0 0 0

9382 4128 af AN2148.1 72.m19693 AO07034
3000197

1 -27 -7 ATGTCTTTCGTTTGCCTATAA ATGTCTTTCGTTTGCCTATAA MSFVCL* MSFVCL* ATGCCTTTGT CCCACAATGG 1 S 0 0 0 0 0

9385 4128 ao AN2148.1 72.m19693 AO07034
3000197

0 -34 -8 ATGTCTCTGTCTGCCTGCTTCTCTTGA ATGTCTCTGTCTGCCTGCTT
CTCTTGA

MSLSACFS* MSLSAC
FS*

TTCCTGTAGA TGGCACAATG 1 S 0 0 0 0 0

9389 4130 an AN5902.1 72.m19228 AO07024
8000040

0 -17 -6 ATGGTCCATTGA ATGGTCCATTGA MVH* MVH* GCACCTTTGA GAACTATGAA 1 OKIT 0 0 0 0 0

9400 4130 ao AN5902.1 72.m19228 AO07024
8000040

0 -58 -26 ATGATTCTACTCTTTACTTTAATTCCAGCTT
GA

ATGATTCTACTCTTTACTTTA
ATTCCAGCTTGA

MILLFTLIPA* MILLFTLI
PA*

CACTGACTCC TGGTCAATTA 1 OKIT 0 0 0 0 0

9401 4130 ao AN5902.1 72.m19228 AO07024
8000040

0 -26 -15 ATGGTCAATTAG ATGGTCAATTAG MVN* MVN* TTCCAGCTTG CCCAAATCAA 1 OKIT 0 0 0 0 0

9404 4132 an AN7652.1 57.m05411 AO07026
8000009

0 -41 -12 ATGCTTCTGGAAACCGACACTGCCTTTTAA ATGCTTCTGGAAACCGACACTGCCT
TTTAA

MLLETDTAF* MLLETDTAF* AAACCACTAC ACAAGCCCTC 1 L 0 0 0 0 0

9411 4132 ao AN7652.1 57.m05411 AO07026
8000009

0 -56 -21 ATGAATCTCATTGACACGAAACTAATGCTTA
TATGA

ATGAATCTCATTGACACGAAA
CTAATGCTTATATGA

MNLIDTKLMLI* MNLIDTK
LMLI*

AGGAACACAC ATACCAAGGA 1 L 0 0 0 0 0

9412 4132 ao AN7652.1 57.m05411 AO07026
8000009

0 -32 -21 ATGCTTATATGA ATGCTTATATGA MLI* MLI* CACGAAACTA ATACCAAGGA 1 L 0 0 0 0 0

9422 4135 ao AN6345.1 72.m19510 AO07027
5000008

0 -50 -39 ATGGCCACATGA ATGGCCACATGA MAT* MAT* AATCCAGGGG AACGTACTGT 1 I FG02055.
1

0 0 0 0

9423 4135 ao AN6345.1 72.m19510 AO07027
5000008

0 -42 -4 ATGAAACGTACTGTGATCGCAACACCACAC
CGTCGTTGA

ATGAAACGTACTGTGATCGC
AACACCACACCGTCGTTGA

MKRTVIATPHRR* MKRTVIA
TPHRR*

GGATGGCCAC AACATGGAGA 1 I FG02055.
1

0 0 0 0

9451 4144 an AN4557.1 57.m05569 AO07032
1000171

1 -92 -69 ATGGCTTGCTGTGCTAGATTATAA ATGGCTTGCTGTGCTAGATTATAA MACCARL* MACCARL* GAGGGCTTCC ACTCTATATA 0 O 0 0 0 0 0

9453 4144 af AN4557.1 57.m05569 AO07032
1000171

1 -83 -54 ATGGCTTCTGCGGACTTTTTTTCTAACTGA ATGGCTTCTGCGGACTTTTTTTCTAACTGA MASADFFSN* MASADFFSN* TAGAGCCTCT AGTGAGCCTA 0 O 0 0 0 0 0

9455 4144 ao AN4557.1 57.m05569 AO07032
1000171

1 -83 -54 ATGGATTCGGCAGTCTGCCATTGTCCCTGA ATGGATTCGGCAGTCTGCCA
TTGTCCCTGA

MDSAVCHCP* MDSAVC
HCP*

GAGGACTTAT ATCTCGATTG 0 O 0 0 0 0 0

9460 4147 af AN6598.1 62.m03431 AO07032
6000047

0 -33 -19 ATGGGTAATGCCTGA ATGGGTAATGCCTGA MGNA* MGNA* TACATTATTG CAGAGCCCGT 1 S 0 0 0 0 0

9480 4152 an AN6087.1 72.m19077 AO07034
0000139

1 -205 -188 ATGCGCTGGATGAATTAA ATGCGCTGGATGAATTAA MRWMN* MRWMN* CAACTACCCA GATAGGAATT 0 C 0 0 0 0 0

9481 4155 an AN3928.1 69.m15000 AO07034
1000038

1 -284 -24 ATGAATAGCCTTTGGCTGGCATTCAATTCA
ATCATCAAGGTATCTCAGGTAATGTCTGGG
CGTGGCCGGTGTTCGTTCTTATCCTTAGCA
TATCCCTACCTCAACTGTACTGGCCTTTATC
CAGCGTTGAAGGGGACTGCCAAAGGCTCT
GGGTTCGTTCTGAGAATATACGGTCAAAAC
TTGATCTGGATAATACCAGCGAAAGGATCA
TGCCTTCCCTTGCCTCTTCCTATAGTTAGT
GGAATGGCTAACAGTCTATAG

ATGAATAGCCTTTGGCTGGCATTCA
ATTCAATCATCAAGGTATCTCAGGT
AATGTCTGGGCGTGGCCGGTGTTC
GTTCTTATCCTTAGCATATCCCTAC
CTCAACTGTACTGGCCTTTATCCAG
CGTTGAAGGGGACTGCCAAAGGCT
CTGGGTTCGTTCTGAGAATATACGG
TCAAAACTTGATCTGGATAATACCA
GCGAAAGGATCATGCCTTCCCTTGC
CTCTTCCTATAGTTAGTGGAATGGC
TAACAGTCTATAG

MNSLWLAFNSIIKVSQVM
SGRGRCSFLSLAYPYLN
CTGLYPALKGTAKGSGF
VLRIYGQNLIWIIPAKGSC
LPLPLPIVSGMANSL*

MNSLWLAFNSIIK
VSQVMSGRGRC
SFLSLAYPYLNCT
GLYPALKGTAKG
SGFVLRIYGQNLI
WIIPAKGSCLPLP
LPIVSGMANSL*

TACGGAAGTC TCGAACCATT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0
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9482 4155 an AN3928.1 69.m15000 AO07034
1000038

1 -233 -24 ATGTCTGGGCGTGGCCGGTGTTCGTTCTTA
TCCTTAGCATATCCCTACCTCAACTGTACT
GGCCTTTATCCAGCGTTGAAGGGGACTGC
CAAAGGCTCTGGGTTCGTTCTGAGAATATA
CGGTCAAAACTTGATCTGGATAATACCAGC
GAAAGGATCATGCCTTCCCTTGCCTCTTCC
TATAGTTAGTGGAATGGCTAACAGTCTATA
G

ATGTCTGGGCGTGGCCGGTGTTCG
TTCTTATCCTTAGCATATCCCTACCT
CAACTGTACTGGCCTTTATCCAGCG
TTGAAGGGGACTGCCAAAGGCTCT
GGGTTCGTTCTGAGAATATACGGTC
AAAACTTGATCTGGATAATACCAGC
GAAAGGATCATGCCTTCCCTTGCCT
CTTCCTATAGTTAGTGGAATGGCTA
ACAGTCTATAG

MSGRGRCSFLSLAYPYL
NCTGLYPALKGTAKGSG
FVLRIYGQNLIWIIPAKGS
CLPLPLPIVSGMANSL*

MSGRGRCSFLSL
AYPYLNCTGLYP
ALKGTAKGSGFV
LRIYGQNLIWIIPA
KGSCLPLPLPIVS
GMANSL*

ATCTCAGGTA TCGAACCATT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9483 4155 an AN3928.1 69.m15000 AO07034
1000038

1 -75 -46 ATGCCTTCCCTTGCCTCTTCCTATAGTTAG ATGCCTTCCCTTGCCTCTTCCTATA
GTTAG

MPSLASSYS* MPSLASSYS* CGAAAGGATC TGGAATGGCT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9484 4155 an AN3928.1 69.m15000 AO07034
1000038

1 -41 -24 ATGGCTAACAGTCTATAG ATGGCTAACAGTCTATAG MANSL* MANSL* AGTTAGTGGA TCGAACCATT 1 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9485 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -301 -167 ATGGAAGCCATGGAATCACTTTGGCTGGG
CTGTTCATTCAATGATCAAGGTATCTCAGG
TAAATCTTGGGCGTGGGCCGGTGTTCGTT
CTCATTCATTGGCACAACAACGTTTATCTCT
TTTTCGGAGCTCGTAA

ATGGAAGCCATGGAATCACTTTGGCTGGGCT
GTTCATTCAATGATCAAGGTATCTCAGGTAAAT
CTTGGGCGTGGGCCGGTGTTCGTTCTCATTC
ATTGGCACAACAACGTTTATCTCTTTTTCGGA
GCTCGTAA

MEAMESLWLGCSFNDQ
GISGKSWAWAGVRSHSL
AQQRLSLFRSS*

MEAMESLWLGCSFNDQGI
SGKSWAWAGVRSHSLAQ
QRLSLFRSS*

TTTTCTATCG CTCTTGACTG 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9486 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -292 -167 ATGGAATCACTTTGGCTGGGCTGTTCATTC
AATGATCAAGGTATCTCAGGTAAATCTTGG
GCGTGGGCCGGTGTTCGTTCTCATTCATTG
GCACAACAACGTTTATCTCTTTTTCGGAGC
TCGTAA

ATGGAATCACTTTGGCTGGGCTGTTCATTCAA
TGATCAAGGTATCTCAGGTAAATCTTGGGCGT
GGGCCGGTGTTCGTTCTCATTCATTGGCACAA
CAACGTTTATCTCTTTTTCGGAGCTCGTAA

MESLWLGCSFNDQGISG
KSWAWAGVRSHSLAQQ
RLSLFRSS*

MESLWLGCSFNDQGISGK
SWAWAGVRSHSLAQQRL
SLFRSS*

GATGGAAGCC CTCTTGACTG 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9487 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -261 -160 ATGATCAAGGTATCTCAGGTAAATCTTGGG
CGTGGGCCGGTGTTCGTTCTCATTCATTGG
CACAACAACGTTTATCTCTTTTTCGGAGCTC
GTAACTCTTGA

ATGATCAAGGTATCTCAGGTAAATCTTGGGCG
TGGGCCGGTGTTCGTTCTCATTCATTGGCACA
ACAACGTTTATCTCTTTTTCGGAGCTCGTAACT
CTTGA

MIKVSQVNLGRGPVFVLI
HWHNNVYLFFGARNS*

MIKVSQVNLGRGPVFVLIH
WHNNVYLFFGARNS*

TGTTCATTCA CTGGAGTGCA 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9488 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -128 -18 ATGGATGGGTTCGTTCTGAGATTATACGGT
CAAAACTTGATCTGGATAATACCAGCGAAA
GGATCATGCCTTCCCTCCGTTCTGTGTTGT
CCACGTTCGTGGAATAGCTAA

ATGGATGGGTTCGTTCTGAGATTATACGGTCA
AAACTTGATCTGGATAATACCAGCGAAAGGAT
CATGCCTTCCCTCCGTTCTGTGTTGTCCACGT
TCGTGGAATAGCTAA

MDGFVLRLYGQNLIWIIP
AKGSCLPSVLCCPRSWN
S*

MDGFVLRLYGQNLIWIIPAK
GSCLPSVLCCPRSWNS*

CACGGTGCCA CCAGTTACAG 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9489 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -124 -110 ATGGGTTCGTTCTGA ATGGGTTCGTTCTGA MGSF* MGSF* GTGCCAATGG GATTATACGG 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9490 4155 af AN3928.1 69.m15000 AO07034
1000038

1 -63 -22 ATGCCTTCCCTCCGTTCTGTGTTGTCCACG
TTCGTGGAATAG

ATGCCTTCCCTCCGTTCTGTGTTGTCCACGTT
CGTGGAATAG

MPSLRSVLSTFVE* MPSLRSVLSTFVE* CGAAAGGATC CTAACCAGTT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9491 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -299 -180 ATGGAAGTCATGGAATACTTTTGGCTGGAC
TCTCACAATGATCAAGGTATCTTAGGTAAC
GTCTTTGGCGTGGGCCGGTGTTCGTTCCC
AGTCATCGATGCATTCACATGCCCTCCCTA
A

ATGGAAGTCATGGAATACTTT
TGGCTGGACTCTCACAATGA
TCAAGGTATCTTAGGTAACG
TCTTTGGCGTGGGCCGGTGT
TCGTTCCCAGTCATCGATGC
ATTCACATGCCCTCCCTAA

MEVMEYFWLDSHNDQGI
LGNVFGVGRCSFPVIDAF
TCPP*

MEVMEY
FWLDSH
NDQGILG
NVFGVG
RCSFPVI
DAFTCP
P*

AGGGCATACG GCTGGGCCCT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9492 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -290 -180 ATGGAATACTTTTGGCTGGACTCTCACAAT
GATCAAGGTATCTTAGGTAACGTCTTTGGC
GTGGGCCGGTGTTCGTTCCCAGTCATCGA
TGCATTCACATGCCCTCCCTAA

ATGGAATACTTTTGGCTGGA
CTCTCACAATGATCAAGGTAT
CTTAGGTAACGTCTTTGGCG
TGGGCCGGTGTTCGTTCCCA
GTCATCGATGCATTCACATG
CCCTCCCTAA

MEYFWLDSHNDQGILGN
VFGVGRCSFPVIDAFTCP
P*

MEYFWL
DSHNDQ
GILGNVF
GVGRCS
FPVIDAF
TCPP*

GATGGAAGTC GCTGGGCCCT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9493 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -262 -245 ATGATCAAGGTATCTTAG ATGATCAAGGTATCTTAG MIKVS* MIKVS* GACTCTCACA GTAACGTCTT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9494 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -202 -161 ATGCATTCACATGCCCTCCCTAAGCTGGGC
CCTAGACTCTAG

ATGCATTCACATGCCCTCCC
TAAGCTGGGCCCTAGACTCT
AG

MHSHALPKLGPRL* MHSHAL
PKLGPRL
*

CCAGTCATCG GATCCTAGTC 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9495 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -192 -148 ATGCCCTCCCTAAGCTGGGCCCTAGACTCT
AGGATCCTAGTCTAG

ATGCCCTCCCTAAGCTGGGC
CCTAGACTCTAGGATCCTAG
TCTAG

MPSLSWALDSRILV* MPSLSW
ALDSRIL
V*

ATGCATTCAC AAGGACATGG 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9496 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -141 -40 ATGGCATCGATGGACTGGGTTCGTTCTGA
GATTATACGGCTAAAACTTGATCTGGATAA
TACCAGCGAAAAGGATCATGCCTTCTCTCG
TTCTTCCTGTTGA

ATGGCATCGATGGACTGGGT
TCGTTCTGAGATTATACGGC
TAAAACTTGATCTGGATAATA
CCAGCGAAAAGGATCATGCC
TTCTCTCGTTCTTCCTGTTGA

MASMDWVRSEIIRLKLDL
DNTSEKDHAFSRSSC*

MASMD
WVRSEII
RLKLDLD
NTSEKD
HAFSRS
SC*

CTAGAAGGAC TGGAATGGCT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9497 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -132 -40 ATGGACTGGGTTCGTTCTGAGATTATACGG
CTAAAACTTGATCTGGATAATACCAGCGAA
AAGGATCATGCCTTCTCTCGTTCTTCCTGT
TGA

ATGGACTGGGTTCGTTCTGA
GATTATACGGCTAAAACTTGA
TCTGGATAATACCAGCGAAA
AGGATCATGCCTTCTCTCGT
TCTTCCTGTTGA

MDWVRSEIIRLKLDLDNT
SEKDHAFSRSSC*

MDWVRS
EIIRLKLD
LDNTSEK
DHAFSR
SSC*

CATGGCATCG TGGAATGGCT 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9498 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -65 -21 ATGCCTTCTCTCGTTCTTCCTGTTGATGGA
ATGGCTAACAGATGA

ATGCCTTCTCTCGTTCTTCCT
GTTGATGGAATGGCTAACAG
ATGA

MPSLVLPVDGMANR* MPSLVLP
VDGMAN
R*

GAAAAGGATC TAGTCATTGC 0 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9499 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -35 -21 ATGGCTAACAGATGA ATGGCTAACAGATGA MANR* MANR* TGTTGATGGA TAGTCATTGC 1 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9500 4155 ao AN3928.1 69.m15000 AO07034
1000038

1 -24 -4 ATGATAGTCATTGCAACTTGA ATGATAGTCATTGCAACTTGA MIVIAT* MIVIAT* TGGCTAACAG AACATGTCTC 1 R FG02469.
1

MG03098.
1

NCU0611
0.1

0 0

9524 4160 af AN8165.1 53.m03816 AO07026
6000010

0 -55 -41 ATGCGCCATTCATAG ATGCGCCATTCATAG MRHS* MRHS* CATAACTGCT CGATCTGTAT 1 A 0 0 0 0 0

9553 4172 af AN7733.1 71.m15761 AO07032
5000151

0 -37 -17 ATGCTTAGCACAGGTATCTAG ATGCTTAGCACAGGTATCTAG MLSTGI* MLSTGI* TCACTCTCTC ACTCCAACAT 1 E 0 0 0 YJR062C 0

9564 4179 an AN1052.1 70.m15191 AO07033
6000059

0 -24 -7 ATGCAACAAGTCTTCTAG ATGCAACAAGTCTTCTAG MQQVF* MQQVF* CTAACAAGGA AGCATTTTGT 1 WV 0 0 0 0 0

9565 4179 af AN1052.1 70.m15191 AO07033
6000059

1 -347 -264 ATGTTTCTCTATCTTCTTTTCCTTACACTTTT
CTTCCATCGAATATTTCCCCAGGCTTTATAC
GTCAGCCAACTGACTACCTAG

ATGTTTCTCTATCTTCTTTTCCTTACACTTTTCT
TCCATCGAATATTTCCCCAGGCTTTATACGTCA
GCCAACTGACTACCTAG

MFLYLLFLTLFFHRIFPQA
LYVSQLTT*

MFLYLLFLTLFFHRIFPQAL
YVSQLTT*

CCCTTGTTCT TCCGTCATCC 0 WV 0 0 0 0 0

9566 4179 af AN1052.1 70.m15191 AO07033
6000059

1 -199 -179 ATGCACGTTCCGGGTCGTTGA ATGCACGTTCCGGGTCGTTGA MHVPGR* MHVPGR* AGCTAGCTTG TATTATAAGA 0 WV 0 0 0 0 0

9602 4189 af AN6443.1 58.m08930 AO07023
8000002

0 -54 -34 ATGATGGTGTCGGAAATTTAA ATGATGGTGTCGGAAATTTAA MMVSEI* MMVSEI* GTTTCGATAC TGTCATTTCA 1 Q 0 0 0 YGR281
W

0

9603 4189 af AN6443.1 58.m08930 AO07023
8000002

0 -51 -34 ATGGTGTCGGAAATTTAA ATGGTGTCGGAAATTTAA MVSEI* MVSEI* TCGATACATG TGTCATTTCA 1 Q 0 0 0 YGR281
W

0

9609 4192 ao AN5776.1 69.m14821 AO07024
9000021

0 -52 -23 ATGTTTGACAACAGAATTGACGTAACATAG ATGTTTGACAACAGAATTGAC
GTAACATAG

MFDNRIDVT* MFDNRID
VT*

CACATTGACC CTTATTCGTA 1 B 0 0 0 0 0

9613 4193 ao AN8742.1 62.m03338 AO07025
0000039

0 -55 -29 ATGAATACCAGATGCGCCCGGGCCTAA ATGAATACCAGATGCGCCCG
GGCCTAA

MNTRCARA* MNTRCA
RA*

ATATTTATCC CAAGAAGCCA 1 BDL 0 0 0 0 0

9632 4199 af AN0869.1 70.m15458 AO07032
0000020

0 -17 -3 ATGTCTCGCCGATAA ATGTCTCGCCGATAA MSRR* MSRR* TTTGGGATTA AAATGTCTTC 1 0 0 0 0 0

9640 4201 ao AN3909.1 69.m15021 AO07032
4000094

0 -24 -7 ATGAGAACCGGTCTCTAG ATGAGAACCGGTCTCTAG MRTGL* MRTGL* GGTCAGTATC CCCATCATGG 1 L 0 0 0 0 0

9668 4206 af AN2239.1 71.m15830 AO07032
6000142

0 -49 -14 ATGGTAACAATCCTGCCCCGCGCAGCAATT
GTATGA

ATGGTAACAATCCTGCCCCGCGCAGCAATTGT
ATGA

MVTILPRAAIV* MVTILPRAAIV* AGGGGCAGAT CTTATATCCC 1 C 0 0 0 0 0

9672 4206 ao AN2239.1 71.m15830 AO07032
6000142

0 -58 -14 ATGGAGGGGTTATCAAACCCCAATACAAGA
CGAGCAGCGCGGTAA

ATGGAGGGGTTATCAAACCC
CAATACAAGACGAGCAGCGC
GGTAA

MEGLSNPNTRRAAR* MEGLSN
PNTRRA
AR*

AACCGCAAAA AAGCACCTGC 1 C 0 0 0 0 0

9680 4208 af AN9066.1 66.m04520 AO07033
2000218

1 -78 -58 ATGCCTTTCTATCCGACTTAA ATGCCTTTCTATCCGACTTAA MPFYPT* MPFYPT* GAGAAAACAA CTGAAGGTCG 0 C FG00706.
1

0 0 0 0

9717 4224 af AN0854.1 70.m15453 AO07032
0000001

1 -266 -246 ATGCTTTTGTACAAGCCGTGA ATGCTTTTGTACAAGCCGTGA MLLYKP* MLLYKP* CAGTCCTGTA GTGAGTGCGC 0 A 0 0 0 0 0

9723 4228 an AN2757.1 59.m09254 AO07032
7000036

0 -51 -16 ATGGTCGTCGCGAAATCCTCGCTAAAACGG
GTTTGA

ATGGTCGTCGCGAAATCCTCGCTAA
AACGGGTTTGA

MVVAKSSLKRV* MVVAKSSLKRV* GCGGCAGCCG TTGAACGGGC 1 R 0 0 0 0 0

9725 4228 ao AN2757.1 59.m09254 AO07032
7000036

0 -44 -15 ATGATGGACCTTTCGATGTTGCTATTGTGA ATGATGGACCTTTCGATGTT
GCTATTGTGA

MMDLSMLLL* MMDLSM
LLL*

TCATATCCTC TTGACCGGCT 1 R 0 0 0 0 0
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9726 4228 ao AN2757.1 59.m09254 AO07032
7000036

0 -29 -15 ATGTTGCTATTGTGA ATGTTGCTATTGTGA MLLL* MLLL* GGACCTTTCG TTGACCGGCT 1 R 0 0 0 0 0

9739 4234 an AN3038.1 59.m08979 AO07033
7000055

1 -59 -42 ATGCCCCTCGAGCAATGA ATGCCCCTCGAGCAATGA MPLEQ* MPLEQ* CAGCGCTACC TCAAGAGGTC 1  0 0 0 0 0

9740 4234 af AN3038.1 59.m08979 AO07033
7000055

1 -398 -384 ATGGTGGGAAAATGA ATGGTGGGAAAATGA MVGK* MVGK* CGCTGAAACC TGAGGTCTGC 0  0 0 0 0 0

9753 4240 an AN1408.1 55.m02915 AO07024
2000011

0 -57 -40 ATGCACTACCGACATTGA ATGCACTACCGACATTGA MHYRH* MHYRH* AGAAAAAGTA GAGCTTTGGT 1 J 0 0 0 0 0

9754 4240 ao AN1408.1 55.m02915 AO07024
2000011

0 -59 -21 ATGCGACAGCTCACTGGTGACAAGTTTTTG
GCAGCTTGA

ATGCGACAGCTCACTGGTGA
CAAGTTTTTGGCAGCTTGA

MRQLTGDKFLAA* MRQLTG
DKFLAA*

ACAAAAAGAG ACCACCTTTC 1 J 0 0 0 0 0

9774 4244 an AN0576.1 69.m15269 AO07027
2000056

0 -49 -35 ATGATTGTTTTATGA ATGATTGTTTTATGA MIVL* MIVL* TTTCCTAAAC ACCTATTCTT 1 T FG05306.
1

MG06100.
1

0 0 0

9775 4244 an AN0576.1 69.m15269 AO07027
2000056

0 -38 -21 ATGAACCTATTCTTATGA ATGAACCTATTCTTATGA MNLFL* MNLFL* TGATTGTTTT AATGAAGACG 1 T FG05306.
1

MG06100.
1

0 0 0

9779 4244 af AN0576.1 69.m15269 AO07027
2000056

0 -50 -21 ATGAAATTCATTGTTCTTGTTAGCTCTTGA ATGAAATTCATTGTTCTTGTTAGCTCTTGA MKFIVLVSS* MKFIVLVSS* CTCTTAGTGG GATGAGGTCG 1 T FG05306.
1

MG06100.
1

0 0 0

9803 4248 af AN1669.1 58.m07734 AO07029
9000051

0 -53 -12 ATGTTATGGTTTTATCTCCCCCTATATAAGA
TAGATACCTGA

ATGTTATGGTTTTATCTCCCCCTATATAAGATA
GATACCTGA

MLWFYLPLYKIDT* MLWFYLPLYKIDT* ACAAAGTTCT AAACCTCTAC 1 RP 0 0 0 0 0

9804 4248 af AN1669.1 58.m07734 AO07029
9000051

0 -48 -25 ATGGTTTTATCTCCCCCTATATAA ATGGTTTTATCTCCCCCTATATAA MVLSPPI* MVLSPPI* GTTCTATGTT GATAGATACC 1 RP 0 0 0 0 0

9815 4250 af AN6245.1 72.m19412 AO07030
4000099

0 -57 -28 ATGCACCTCGCCACAAAATACCCTCTTTAA ATGCACCTCGCCACAAAATACCCTCTTTAA MHLATKYPL* MHLATKYPL* CACAAAGTAT GACCCTCACT 1  0 0 0 0 0

9817 4251 af AN3754.1 65.m07373 AO07030
9000055

0 -51 -34 ATGCAAACGTCCGGATAA ATGCAAACGTCCGGATAA MQTSG* MQTSG* TAATTGCGGA CCGAACGCTG 1 T 0 0 0 0 0

9842 4263 an AN4322.1 58.m08001 AO07023
0000013

0 -53 -6 ATGATAGCGAATCTTGTGGCAGATACCCCG
AGACTCGGATCGCTTTAA

ATGATAGCGAATCTTGTGGCAGATA
CCCCGAGACTCGGATCGCTTTAA

MIANLVADTPRLGSL* MIANLVADTPRL
GSL*

AAGAATTACT CGAAGATGTT 1 T 0 0 0 0 0

9845 4265 ao AN3433.1 59.m09290 AO07026
5000008

1 -222 -178 ATGAAGAACAGCTGGAATAATATCACGTAC
AAGTCCGACTTTTAA

ATGAAGAACAGCTGGAATAA
TATCACGTACAAGTCCGACTT
TTAA

MKNSWNNITYKSDF* MKNSWN
NITYKSD
F*

CAGAACGCGA TTTCCAGTGG 0  0 0 0 0 0

9867 4272 af AN8202.1 53.m03772 AO07031
0000115

1 -45 -34 ATGCAAGTCTGA ATGCAAGTCTGA MQV* MQV* CACACGTTCG ACTACGTACG 1 0 0 0 0 0

9869 4273 an AN6859.1 71.m15272 AO07031
4000076

0 -14 ATGCTCTTGCGATAA ATGCTCTTGCGATAA MLLR* MLLR* ATCGATATTC TGTACCACTA 1 AK 0 0 0 0 0

9870 4273 af AN6859.1 71.m15272 AO07031
4000076

0 -14 ATGCTTTGGCGATAA ATGCTTTGGCGATAA MLWR* MLWR* TCGATTTTCC TGTATCACTA 1 AK 0 0 0 0 0

9881 4277 ao AN0925.1 70.m15533 AO07032
0000104

1 -177 -109 ATGACATACTCTTGGCTTGCGGAGGGTTTC
TTGCGAACGACGGTATGGACTATTAGTTTC
ATTGAATAA

ATGACATACTCTTGGCTTGC
GGAGGGTTTCTTGCGAACGA
CGGTATGGACTATTAGTTTCA
TTGAATAA

MTYSWLAEGFLRTTVWT
ISFIE*

MTYSWL
AEGFLRT
TVWTISF
IE*

TTTTTTCCTC TGCAAGCTCG 0 I 0 0 0 0 0

9882 4277 ao AN0925.1 70.m15533 AO07032
0000104

1 -133 -122 ATGGACTATTAG ATGGACTATTAG MDY* MDY* GAACGACGGT TTTCATTGAA 0 I 0 0 0 0 0

9886 4279 ao AN8034.1 53.m03883 AO07032
2000125

0 -60 -10 ATGATCTTATCTTTGCCCCGGTTCTTCACA
CTCCCTGAATCCCGACTGTAA

ATGATCTTATCTTTGCCCCG
GTTCTTCACACTCCCTGAATC
CCGACTGTAA

MILSLPRFFTLPESRL* MILSLPR
FFTLPES
RL*

TGTTTATGTC TCCAACGTCA 1 A 0 0 0 0 0

9903 4283 ao AN4751.1 59.m09234 AO07032
7000068

0 -50 -27 ATGTTTCTTTTTCTTTTCTCTTAG ATGTTTCTTTTTCTTTTCTCTT
AG

MFLFLFS* MFLFLFS
*

TAACCATTGA AGGATCGATA 1 R 0 0 0 0 0

9933 4298 ao AN3051.1 59.m09447 AO07028
5000008

0 -27 -16 ATGACCAAGTAA ATGACCAAGTAA MTK* MTK* ATCCATATCA TATCCATCAT 1  0 0 0 0 0

9957 4308 an AN2307.1 71.m15512 AO07032
3000045

1 -451 -440 ATGAATTTATAA ATGAATTTATAA MNL* MNL* TTAGCAGTAC CTTTTGGTTT 0  0 0 0 0 0

9958 4308 an AN2307.1 71.m15512 AO07032
3000045

1 -316 -248 ATGCGTAAACGCGCCCGAGCCGCTTCGTC
CACGATCACCAGAATTACCGCGTCCTTCAG
TTCGAACTAA

ATGCGTAAACGCGCCCGAGCCGCT
TCGTCCACGATCACCAGAATTACCG
CGTCCTTCAGTTCGAACTAA

MRKRARAASSTITRITAS
FSSN*

MRKRARAASSTI
TRITASFSSN*

GCGATATTGT GCGTGCTTAT 0  0 0 0 0 0

9959 4308 an AN2307.1 71.m15512 AO07032
3000045

1 -178 -47 ATGCCTACCAAAGATACCAGAACCGCGTCC
GGCTTGGGTGCGTCTCCAGAGATCACAGG
TCAAAGCTCTCTTCCTAGTACGTCCAACGT
ACCCTTGATGTCCGTATATATCCACTTGCTA
AGGCTTTGTTAG

ATGCCTACCAAAGATACCAGAACCG
CGTCCGGCTTGGGTGCGTCTCCAG
AGATCACAGGTCAAAGCTCTCTTCC
TAGTACGTCCAACGTACCCTTGATG
TCCGTATATATCCACTTGCTAAGGC
TTTGTTAG

MPTKDTRTASGLGASPEI
TGQSSLPSTSNVPLMSV
YIHLLRLC*

MPTKDTRTASGL
GASPEITGQSSL
PSTSNVPLMSVYI
HLLRLC*

TTGCGTCGCC TCTCTCGTAT 0  0 0 0 0 0

9960 4308 an AN2307.1 71.m15512 AO07032
3000045

1 -82 -47 ATGTCCGTATATATCCACTTGCTAAGGCTTT
GTTAG

ATGTCCGTATATATCCACTTGCTAA
GGCTTTGTTAG

MSVYIHLLRLC* MSVYIHLLRLC* CGTACCCTTG TCTCTCGTAT 0  0 0 0 0 0

9961 4308 af AN2307.1 71.m15512 AO07032
3000045

1 -537 -460 ATGCAAGCATATTCTACATCATTTGCGGAG
AACATCTACACGCCGCGCGCTCTTGATTTC
TACCCGCACGCGGTGTAG

ATGCAAGCATATTCTACATCATTTGCGGAGAA
CATCTACACGCCGCGCGCTCTTGATTTCTACC
CGCACGCGGTGTAG

MQAYSTSFAENIYTPRAL
DFYPHAV*

MQAYSTSFAENIYTPRALD
FYPHAV*

GTCAAAGCAC CAGTAATTTC 0  0 0 0 0 0

9962 4308 af AN2307.1 71.m15512 AO07032
3000045

1 -179 -159 ATGCCACAGTTACACGAATAA ATGCCACAGTTACACGAATAA MPQLHE* MPQLHE* AGGGGCTTAC AGAAAATCAT 0  0 0 0 0 0

9963 4308 ao AN2307.1 71.m15512 AO07032
3000045

1 -505 -431 ATGCGTATTTTATCGGCACTGACGCCACGC
GCTATATGGATTTCCACGCCGCACGCGCCA
GGCTCAATTGCCTAA

ATGCGTATTTTATCGGCACT
GACGCCACGCGCTATATGGA
TTTCCACGCCGCACGCGCCA
GGCTCAATTGCCTAA

MRILSALTPRAIWISTPHA
PGSIA*

MRILSAL
TPRAIWI
STPHAP
GSIA*

AGATAACTAA CACTTCCTGC 0  0 0 0 0 0

9964 4308 ao AN2307.1 71.m15512 AO07032
3000045

1 -470 -408 ATGGATTTCCACGCCGCACGCGCCAGGCT
CAATTGCCTAACACTTCCTGCACACTTCAAA
TAA

ATGGATTTCCACGCCGCACG
CGCCAGGCTCAATTGCCTAA
CACTTCCTGCACACTTCAAAT
AA

MDFHAARARLNCLTLPA
HFK*

MDFHAA
RARLNCL
TLPAHFK
*

CACGCGCTAT TTATCAAGTT 0  0 0 0 0 0

9965 4308 ao AN2307.1 71.m15512 AO07032
3000045

1 -274 -161 ATGCCTCCCAAGGAGAAGTCCACTCCGGA
CTCTGCGCCATCCCACGAGATCACCGGCC
AGAGCGCTCTTCCTAGTACGCAGAATACAC
CCATCGTAATGGATATCGCCGGTTGA

ATGCCTCCCAAGGAGAAGTC
CACTCCGGACTCTGCGCCAT
CCCACGAGATCACCGGCCAG
AGCGCTCTTCCTAGTACGCA
GAATACACCCATCGTAATGG
ATATCGCCGGTTGA

MPPKEKSTPDSAPSHEIT
GQSALPSTQNTPIVMDIA
G*

MPPKEK
STPDSA
PSHEITG
QSALPST
QNTPIVM
DIAG*

CGACCCCACG CTGGTTCTGC 0  0 0 0 0 0

9966 4308 ao AN2307.1 71.m15512 AO07032
3000045

1 -178 -161 ATGGATATCGCCGGTTGA ATGGATATCGCCGGTTGA MDIAG* MDIAG* ACCCATCGTA CTGGTTCTGC 0  0 0 0 0 0

9985 4320 an AN4378.1 58.m08998 AO07026
1000021

0 -38 -12 ATGGATTTCTCGCACTTTCCTAAGTGA ATGGATTTCTCGCACTTTCCTAAGT
GA

MDFSHFPK* MDFSHFPK* TCTAGCGGCC GCCGTTACAC 1 G 0 0 0 0 0

10005 4324 ao AN1847.1 58.m07663 AO07029
2000057

1 -182 -123 ATGGTCTGCTCCATCCATTGCATGACTCCT
ACTATGCTGTCTACTTCCACGCACGTGTAA

ATGGTCTGCTCCATCCATTG
CATGACTCCTACTATGCTGTC
TACTTCCACGCACGTGTAA

MVCSIHCMTPTMLSTST
HV*

MVCSIHC
MTPTML
STSTHV*

CCTGACTTGT AGGTCAGGCG 0 0 0 0 0 0

10006 4324 ao AN1847.1 58.m07663 AO07029
2000057

1 -161 -123 ATGACTCCTACTATGCTGTCTACTTCCACG
CACGTGTAA

ATGACTCCTACTATGCTGTCT
ACTTCCACGCACGTGTAA

MTPTMLSTSTHV* MTPTML
STSTHV*

CATCCATTGC AGGTCAGGCG 0 0 0 0 0 0

10007 4324 ao AN1847.1 58.m07663 AO07029
2000057

1 -149 -123 ATGCTGTCTACTTCCACGCACGTGTAA ATGCTGTCTACTTCCACGCA
CGTGTAA

MLSTSTHV* MLSTST
HV*

GACTCCTACT AGGTCAGGCG 0 0 0 0 0 0

10016 4329 af AN3377.1 66.m04648 AO07031
7000062

0 -57 -34 ATGACGGGAAAGCCGCATCGTTAG ATGACGGGAAAGCCGCATCGTTAG MTGKPHR* MTGKPHR* CCCGCAGATT CCCTGTTCAG 1  0 0 0 0 0

10034 4334 ao AN6615.1 62.m03212 AO07032
6000064

0 -58 -38 ATGCGAGCTATAAAAAGCTGA ATGCGAGCTATAAAAAGCTG
A

MRAIKS* MRAIKS* AAAACGTGTC CATTTTACCG 1 K 0 0 0 0 0

10035 4335 af AN2238.1 71.m15825 AO07032
6000135

1 -122 -99 ATGACGGGTGCCATTGTGGCCTGA ATGACGGGTGCCATTGTGGCCTGA MTGAIVA* MTGAIVA* GCAATATCGC TCCTTTCCCC 0 O 0 0 0 0 0

10039 4338 an AN2966.1 59.m09423 AO07033
7000161

1 -182 -78 ATGTATTATGGGCTTCTGACCCAGATCAAA
ATGTTGTTGTTCAGCTGTTTATTCCTCAGG
CCAACACGAATAACGTCTCCCCATCAACGC
AACAACATCGCCTAG

ATGTATTATGGGCTTCTGACCCAGA
TCAAAATGTTGTTGTTCAGCTGTTT
ATTCCTCAGGCCAACACGAATAACG
TCTCCCCATCAACGCAACAACATCG
CCTAG

MYYGLLTQIKMLLFSCLF
LRPTRITSPHQRNNIA*

MYYGLLTQIKMLL
FSCLFLRPTRITS
PHQRNNIA*

CGAGACAGCA CTCTATCAGT 0 E 0 0 0 0 0

10040 4338 an AN2966.1 59.m09423 AO07033
7000161

1 -175 -164 ATGGGCTTCTGA ATGGGCTTCTGA MGF* MGF* GCAATGTATT CCCAGATCAA 0 E 0 0 0 0 0

10041 4338 an AN2966.1 59.m09423 AO07033
7000161

1 -152 -78 ATGTTGTTGTTCAGCTGTTTATTCCTCAGG
CCAACACGAATAACGTCTCCCCATCAACGC
AACAACATCGCCTAG

ATGTTGTTGTTCAGCTGTTTATTCC
TCAGGCCAACACGAATAACGTCTCC
CCATCAACGCAACAACATCGCCTAG

MLLFSCLFLRPTRITSPH
QRNNIA*

MLLFSCLFLRPT
RITSPHQRNNIA*

CCAGATCAAA CTCTATCAGT 0 E 0 0 0 0 0
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10042 4339 conserved AN2902.1 59.m08753 AO07033
8000104

1 -143 -132 -159 -148 -143 -132 ATGGmkCCmTAG ATGGCTCCATAG ATGGATCCCTAG ATGGCGCCATAG MaP* MAP* MDP* MAP* mkCkwCGGGC Ckrybrrrmv 0 K 0 MG03485.
1

NCU0930
0.1

0 0

10043 4339 an AN2902.1 59.m08753 AO07033
8000104

1 -311 -282 ATGTACCTCCTCTTCTCAGCACAACCTTAA ATGTACCTCCTCTTCTCAGCACAAC
CTTAA

MYLLFSAQP* MYLLFSAQP* GCAACCACTC AGCGAAATAA 0 K 0 MG03485.
1

NCU0930
0.1

0 0

10044 4339 af AN2902.1 59.m08753 AO07033
8000104

1 -504 -415 ATGCATCACCAACGTTCCTCTCTCTCGTCT
CATCATCTTCTTTTTTGGCCCCCAATTTTGA
TAGGAGTCAAACTTCATCGCATTGAATAA

ATGCATCACCAACGTTCCTCTCTCTCGTCTCAT
CATCTTCTTTTTTGGCCCCCAATTTTGATAGGA
GTCAAACTTCATCGCATTGAATAA

MHHQRSSLSSHHLLFWP
PILIGVKLHRIE*

MHHQRSSLSSHHLLFWPPI
LIGVKLHRIE*

CATTTCTTTC TAACTCTCGC 0 K 0 MG03485.
1

NCU0930
0.1

0 0

10045 4339 ao AN2902.1 59.m08753 AO07033
8000104

1 -101 -42 ATGCATATTACCCCGTTGTCAATTGCTATTG
TCAATAGAGGTAGGGTCATCAAGCATTAA

ATGCATATTACCCCGTTGTCA
ATTGCTATTGTCAATAGAGGT
AGGGTCATCAAGCATTAA

MHITPLSIAIVNRGRVIKH* MHITPLSI
AIVNRGR
VIKH*

CTCGCAATTC ATCATTCAAA 0 K 0 MG03485.
1

NCU0930
0.1

0 0

10061 4348 af AN8783.1 71.m15597 AO07028
9000008

0 -59 -33 ATGACCGTAACTCATGGTCACATCTAA ATGACCGTAACTCATGGTCACATCTAA MTVTHGHI* MTVTHGHI* CAATGCGTCT CATTACAGGA 1 D FG05504.
1

0 0 0 0

10068 4351 an AN1652.1 58.m07719 AO07029
9000039

0 -58 -41 ATGTCGGGTCAATACTAA ATGTCGGGTCAATACTAA MSGQY* MSGQY* GCCAGGGTCC TGCAGTACAG 1 R 0 0 0 0 0

10069 4351 ao AN1652.1 58.m07719 AO07029
9000039

1 -53 -21 ATGACTATATATCATACAGGATGCCCATACT
GA

ATGACTATATATCATACAGGA
TGCCCATACTGA

MTIYHTGCPY* MTIYHTG
CPY*

TCGTGGAAGG TCCCTCGTCT 1 R 0 0 0 0 0

10075 4355 af AN3391.1 70.m15714 AO07030
9000063

0 -39 -10 ATGGCCCCCCCGCGTTCGGAGCTGCGTTA
G

ATGGCCCCCCCGCGTTCGGAGCTGCGTTAG MAPPRSELR* MAPPRSELR* TGTTCCACCC CTAGGCACCA 1 R 0 0 0 0 0

10076 4355 ao AN3391.1 70.m15714 AO07030
9000063

0 -47 -3 ATGCACTCCACGCTCGGGCTGTATACAGCC
TTGGATATTGCCTGA

ATGCACTCCACGCTCGGGCT
GTATACAGCCTTGGATATTG
CCTGA

MHSTLGLYTALDIA* MHSTLG
LYTALDI
A*

TAGGTGCCAA CCATGGCCTC 1 R 0 0 0 0 0

10118 4374 an AN8271.1 53.m03690 AO07031
0000030

1 -274 -254 ATGCTTGCCTGTTGCTCCTGA ATGCTTGCCTGTTGCTCCTGA MLACCS* MLACCS* ACAACCGGCC ACCTCGACGC 0 B 0 MG04359.
1

0 0 0

10119 4374 af AN8271.1 53.m03690 AO07031
0000030

1 -138 -79 ATGTTCTTCGGGATAAAACCATCGGCTGGG
GATAAAGTACACAGGCTTGCCACTCATTGA

ATGTTCTTCGGGATAAAACCATCGGCTGGGGA
TAAAGTACACAGGCTTGCCACTCATTGA

MFFGIKPSAGDKVHRLAT
H*

MFFGIKPSAGDKVHRLATH
*

CATTAACATG AGCCCCCCAA 0 B 0 MG04359.
1

0 0 0

10120 4378 an AN4785.1 59.m09463 AO07032
9000062

1 -380 -351 ATGGGACCAATGATAAGCATCTGTGCTTGA ATGGGACCAATGATAAGCATCTGTG
CTTGA

MGPMISICA* MGPMISICA* AACGCCTCTA TGCATCTTTC 0  0 0 0 0 0

10121 4378 an AN4785.1 59.m09463 AO07032
9000062

1 -371 -351 ATGATAAGCATCTGTGCTTGA ATGATAAGCATCTGTGCTTGA MISICA* MISICA* AATGGGACCA TGCATCTTTC 0  0 0 0 0 0

10122 4378 an AN4785.1 59.m09463 AO07032
9000062

1 -351 -337 ATGCATCTTTCATGA ATGCATCTTTCATGA MHLS* MHLS* TCTGTGCTTG GTTATCCCTG 0  0 0 0 0 0

10123 4378 an AN4785.1 59.m09463 AO07032
9000062

1 -340 -326 ATGAGTTATCCCTGA ATGAGTTATCCCTGA MSYP* MSYP* TGCATCTTTC AGCGTGCATA 0  0 0 0 0 0

10124 4378 af AN4785.1 59.m09463 AO07032
9000062

1 -381 -361 ATGGGTTCGGTGACTGCATGA ATGGGTTCGGTGACTGCATGA MGSVTA* MGSVTA* TGACCTTCTC GTTTATGACT 0  0 0 0 0 0

10125 4378 af AN4785.1 59.m09463 AO07032
9000062

1 -364 -353 ATGAGTTTATGA ATGAGTTTATGA MSL* MSL* CGGTGACTGC CTTCTGGTTG 0  0 0 0 0 0

10126 4378 ao AN4785.1 59.m09463 AO07032
9000062

1 -576 -547 ATGGGTTCGGGGGTTTACATCTGTCGCTGA ATGGGTTCGGGGGTTTACAT
CTGTCGCTGA

MGSGVYICR* MGSGVYI
CR*

CTTCTTGTAT TTTCTCTCCA 0  0 0 0 0 0

10127 4378 ao AN4785.1 59.m09463 AO07032
9000062

1 -520 -509 ATGAACAATTGA ATGAACAATTGA MNN* MNN* TCCCAGGGAC TTCCTTTCCA 0  0 0 0 0 0

10155 4394 an AN2049.1 58.m07637 AO07029
2000016

1 -229 -194 ATGAGTCGAGGCCCATTCGTTATCTCTTTT
AATTGA

ATGAGTCGAGGCCCATTCGTTATCT
CTTTTAATTGA

MSRGPFVISFN* MSRGPFVISFN* CTCAAAGTCA TACGCAAGTA 0 A 0 0 0 0 0

10158 4394 af AN2049.1 58.m07637 AO07029
2000016

1 -176 -153 ATGCTGTTTTTGTTTCTCAACTAA ATGCTGTTTTTGTTTCTCAACTAA MLFLFLN* MLFLFLN* GAAAGCGTTT CCCGACGCCA 0 A 0 0 0 0 0

10159 4394 ao AN2049.1 58.m07637 AO07029
2000016

1 -168 -145 ATGTATTCCATTCACTTGTTATAG ATGTATTCCATTCACTTGTTA
TAG

MYSIHLL* MYSIHLL* CTTATTGCTT TATCGAAGAC 0 A 0 0 0 0 0

10164 4397 ao AN0077.1 71.m16046 AO07031
1000138

0 -41 -30 ATGTCAATTTAA ATGTCAATTTAA MSI* MSI* TGCAGAATCC CATATCCGTG 1 QR 0 MG08311.
1

0 0 0

10182 4406 af AN5829.1 72.m18956 AO07026
0000017

0 -47 -6 ATGGTTGAAAGCTACGACTCGTCTGTTCCG
TCTGAAAGATAG

ATGGTTGAAAGCTACGACTCGTCTGTTCCGTC
TGAAAGATAG

MVESYDSSVPSER* MVESYDSSVPSER* CTTTGTGTTG GATTCATGGC 1 Z 0 0 0 0 0

10199 4413 conserved AN4486.1 57.m05645 AO07031
1000037

0 -26 -26 -26 ATGCTyCTGyyGyyrCCrGyCCCGTrA ATGCTTCTGTCGTCACCAGCCCCGT
GA

ATGCTTCTGCTGCTGCCGGCCCCGTAA ATGCTCCTGCTGCCACCAGT
CCCGTAA

MLLssPaP* MLLSSPAP* MLLLLPAP* MLLLPPV
P*

vmdvskAATA TGGGAGGTry 1  0 0 0 0 0

10202 4417 an AN2852.1 59.m08695 AO07033
8000173

0 -21 -4 ATGCGGCGGTTCGATTGA ATGCGGCGGTTCGATTGA MRRFD* MRRFD* GTCAATTTGC GTCATGGAAA 1  0 0 0 0 0

10206 4418 conserved AN0412.1 54.m06662 AO07033
8000255

1 -228 -211 -292 -275 -300 -283 ATGysTykTATATyATrr ATGTCTCTTATATTATAG ATGCGTTGTATATCATGA ATGCCTTGTATATCATGA MslIl* MSLIL* MRCIS* MPCIS* CmyhmmCAyC ymvTChTysk 0 RP 0 0 0 0 0

10207 4418 af AN0412.1 54.m06662 AO07033
8000255

1 -278 -246 ATGACAATCATCGTCCTGCCGAGGACAACC
TAA

ATGACAATCATCGTCCTGCCGAGGACAACCTA
A

MTIIVLPRTT* MTIIVLPRTT* GTTGTATATC TCTCCCGCCC 0 RP 0 0 0 0 0

10208 4418 ao AN0412.1 54.m06662 AO07033
8000255

1 -286 -218 ATGACCGTCTTCGTCCTTTTTGGGACCCCA
TTCTCTTCTGCCCTCTGGCTCGATCGGTTA
CACGATTGA

ATGACCGTCTTCGTCCTTTTT
GGGACCCCATTCTCTTCTGC
CCTCTGGCTCGATCGGTTAC
ACGATTGA

MTVFVLFGTPFSSALWL
DRLHD*

MTVFVLF
GTPFSS
ALWLDR
LHD*

CTTGTATATC TCGATACTGA 0 RP 0 0 0 0 0

10209 4418 ao AN0412.1 54.m06662 AO07033
8000255

1 -175 -11 ATGAAATTATCGGATTATATTCTTTCCAAGC
AATTGAATCCTCCAATCCTCGCCGTCGCCA
CGATCCTTTCCACCGTTCACCATACTACTA
CCTACCGAACTGTCTCTCTATCCTCACTTAC
CTTGTTTCTCTCACATACTCTTTTGTCGTCA
GTATTAATTTAA

ATGAAATTATCGGATTATATT
CTTTCCAAGCAATTGAATCCT
CCAATCCTCGCCGTCGCCAC
GATCCTTTCCACCGTTCACC
ATACTACTACCTACCGAACTG
TCTCTCTATCCTCACTTACCT
TGTTTCTCTCACATACTCTTT
TGTCGTCAGTATTAATTTAA

MKLSDYILSKQLNPPILAV
ATILSTVHHTTTYRTVSL
SSLTLFLSHTLLSSVLI*

MKLSDYI
LSKQLNP
PILAVATI
LSTVHHT
TTYRTVS
LSSLTLF
LSHTLLS
SVLI*

TATTTGATTG TCGTAAAGTG 0 RP 0 0 0 0 0

10214 4420 af AN2083.1 57.m05782 AO07034
1000236

0 -58 -35 ATGGTTTTGTTTCGTTCTTTTTAG ATGGTTTTGTTTCGTTCTTTTTAG MVLFRSF* MVLFRSF* ACTTAGACTC TTCCAAAATA 1 S 0 0 0 0 0

10233 4429 an AN7628.1 71.m15822 AO07029
4000038

0 -49 -2 ATGACCAGCCCCTCGAGTCGCAGTCGACA
CCGATTCACATACCGCTAA

ATGACCAGCCCCTCGAGTCGCAGT
CGACACCGATTCACATACCGCTAA

MTSPSSRSRHRFTYR* MTSPSSRSRHRF
TYR*

TCTCAGATGC TATGCCCCCT 1 A 0 0 0 0 0

10310 4452 an AN8675.1 62.m03480 AO07031
5000094

0 -20 ATGCATGAGGTTGCTCCGTAA ATGCATGAGGTTGCTCCGTAA MHEVAP* MHEVAP* TCTGCCACCG TGGGCAATCT 1 S 0 0 NCU0744
7.1

0 0

10339 4461 af AN3623.1 58.m07410 AO07034
2000128

0 -49 -32 ATGTCCTACAGCAGCTGA ATGTCCTACAGCAGCTGA MSYSS* MSYSS* GTCTCGCCCA CCTCCATTAA 1 OT 0 0 0 0 0

10379 4481 af AN1500.1 55.m03010 AO07033
4000217

1 -111 -76 ATGGTGGGGACTAGCACAGTCGACTATCG
AGCTTAG

ATGGTGGGGACTAGCACAGTCGACTATCGAG
CTTAG

MVGTSTVDYRA* MVGTSTVDYRA* CTTTTACCGA GACGTCTGCA 0 R 0 0 0 0 0

10385 4483 an AN4030.1 54.m06559 AO07032
8000122

1 -58 -26 ATGAAATCGCAGAGATCTTGGCCGCAAAGT
TAA

ATGAAATCGCAGAGATCTTGGCCGC
AAAGTTAA

MKSQRSWPQS* MKSQRSWPQS* CGTGTTCCGT GGCTAGAACG 1  0 0 0 0 0

10386 4483 af AN4030.1 54.m06559 AO07032
8000122

1 -649 -617 ATGGGAAGTCATCTGATAACTTTACAGCGA
TGA

ATGGGAAGTCATCTGATAACTTTACAGCGATG
A

MGSHLITLQR* MGSHLITLQR* CGAATGTTTT CTGTGCTAAT 0  0 0 0 0 0

10422 4494 ao AN6279.1 72.m19361 AO07030
8000038

0 -34 -23 ATGGCATGTTAA ATGGCATGTTAA MAC* MAC* TTGGATTCGA CTGGCATATG 1 I 0 MG01721.
1

0 0 0

10427 4495 af AN5673.1 65.m07399 AO07030
9000086

0 -40 -23 ATGGAAGCTTTCCCATAA ATGGAAGCTTTCCCATAA MEAFP* MEAFP* GCTCTTGCTT CCCCGAAACT 1  0 0 0 0 0

10429 4495 ao AN5673.1 65.m07399 AO07030
9000086

0 -59 -48 ATGATGCAGTAG ATGATGCAGTAG MMQ* MMQ* GGTCCCCGTC GGGCTTGACC 1  0 0 0 0 0

10438 4497 af AN6572.1 62.m03169 AO07032
6000015

1 -50 -36 ATGCGATTAAGCTAG ATGCGATTAAGCTAG MRLS* MRLS* GCATTACATC ACCAAGAGCT 1 R 0 0 0 0 0

10440 4497 ao AN6572.1 62.m03169 AO07032
6000015

0 -50 -36 ATGCGAGCTCATTAG ATGCGAGCTCATTAG MRAH* MRAH* CCCGTTCGTC ACCGGACACA 1 R 0 0 0 0 0

10441 4500 an AN5836.1 72.m19916 AO07034
0000001

1 -500 -489 ATGAGTTTCTGA ATGAGTTTCTGA MSF* MSF* TTCCTATCTC AAACAGCACG 0 K 0 0 0 0 0

10442 4500 ao AN5836.1 72.m19916 AO07034
0000001

1 -556 -527 ATGTCGACGACTCGCTCTTTCGTGATCTGA ATGTCGACGACTCGCTCTTT
CGTGATCTGA

MSTTRSFVI* MSTTRS
FVI*

CATCACTTGC CCGGTACCAC 0 K 0 0 0 0 0

10443 4501 af AN5525.1 69.m15433 AO07034
1000364

1 -42 -13 ATGTATTGCGGCATTGCCCAACTCACATAG ATGTATTGCGGCATTGCCCAACTCACATAG MYCGIAQLT* MYCGIAQLT* CTCTCGTTGG AGAGCTTCCA 1 CE FG07953.
1

0 NCU0236
6.1

0 0

10444 4501 ao AN5525.1 69.m15433 AO07034
1000364

1 -42 -13 ATGTGTTGCGGCCTTGCTCACCTCGCATAG ATGTGTTGCGGCCTTGCTCA
CCTCGCATAG

MCCGLAHLA* MCCGLA
HLA*

CTCTTCTTGG AGAGCTTTCA 1 CE FG07953.
1

0 NCU0236
6.1

0 0

10445 4502 an AN5491.1 69.m15461 AO07034
1000394

0 -52 -32 ATGACTTCTAATGTCTTCTAA ATGACTTCTAATGTCTTCTAA MTSNVF* MTSNVF* TTCTTTTCCG GTGAGCCCCG 1 U 0 0 0 0 0

10446 4502 an AN5491.1 69.m15461 AO07034
1000394

0 -42 -28 ATGTCTTCTAAGTGA ATGTCTTCTAAGTGA MSSK* MSSK* ATGACTTCTA GCCCCGGTCG 1 U 0 0 0 0 0

10448 4502 af AN5491.1 69.m15461 AO07034
1000394

0 -51 -28 ATGACATTCGAAACTCCTAAATGA ATGACATTCGAAACTCCTAAATGA MTFETPK* MTFETPK* CCCTGCTCCG GCCGCTGGTT 1 U 0 0 0 0 0
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10450 4502 ao AN5491.1 69.m15461 AO07034
1000394

0 -52 -29 ATGACACCTGCGGTCTTTAAATGA ATGACACCTGCGGTCTTTAA
ATGA

MTPAVFK* MTPAVF
K*

TACCCACCCG GCCCCGGTCG 1 U 0 0 0 0 0

10457 4515 af AN1175.1 70.m15042 AO07033
1000170

0 -31 -11 ATGAATAAAACAAAACCTTAG ATGAATAAAACAAAACCTTAG MNKTKP* MNKTKP* TTCTTCCTGC ATCACCAGTC 1 A 0 0 0 0 0

10462 4522 ao AN6644.1 62.m03242 AO07029
5000021

0 -39 -28 ATGTGTGCTTAG ATGTGTGCTTAG MCA* MCA* CGATCATTCG TAGTACCATC 1 E 0 0 0 0 0

10482 4530 an AN5749.1 69.m14847 AO07034
1000006

0 -23 -9 ATGCCCATCCCGTAA ATGCCCATCCCGTAA MPIP* MPIP* GACCCAGAGA AAGCAGCAAT 1 E 0 0 0 0 0

10491 4532 af AN4341.1 58.m07983 AO07024
0000016

0 -28 -14 ATGTGGTCCAGATAA ATGTGGTCCAGATAA MWSR* MWSR* TACACTGCCA CAGGGACACC 1 0 0 0 0 0

10495 4532 ao AN4341.1 58.m07983 AO07024
0000016

0 -52 -35 ATGGTAAATGACGGTTGA ATGGTAAATGACGGTTGA MVNDG* MVNDG* TGTCAACGCC CTAGTTCAAT 1 0 0 0 0 0

10496 4532 ao AN4341.1 58.m07983 AO07024
0000016

0 -45 -31 ATGACGGTTGACTAG ATGACGGTTGACTAG MTVD* MTVD* GCCATGGTAA TTCAATGATG 1 0 0 0 0 0

10497 4533 ao AN6371.1 72.m19489 AO07027
9000075

1 -88 -56 ATGTCATATCTCTTCATCGGACATACCAACT
GA

ATGTCATATCTCTTCATCGGA
CATACCAACTGA

MSYLFIGHTN* MSYLFIG
HTN*

GCAATCTGGA CCGCATCAGA 0  0 0 0 0 0

10500 4534 an AN9010.1 52.m03996 AO07028
9000056

0 -60 -40 ATGCCAACGCTGGCCTCCTGA ATGCCAACGCTGGCCTCCTGA MPTLAS* MPTLAS* CTCTTTAAGA GTGTAATTCC 1 G 0 0 0 0 0

10505 4535 an AN2281.1 71.m15926 AO07029
5000058

1 -63 -31 ATGATGAACTGCATTGATCGGATACTTGCC
TGA

ATGATGAACTGCATTGATCGGATAC
TTGCCTGA

MMNCIDRILA* MMNCIDRILA* ACCGAGTTAT AGCTAACACC 0 MU 0 0 0 0 0

10506 4535 an AN2281.1 71.m15926 AO07029
5000058

1 -60 -31 ATGAACTGCATTGATCGGATACTTGCCTGA ATGAACTGCATTGATCGGATACTTG
CCTGA

MNCIDRILA* MNCIDRILA* GAGTTATATG AGCTAACACC 1 MU 0 0 0 0 0

10507 4535 af AN2281.1 71.m15926 AO07029
5000058

1 -64 -41 ATGATATGTAATGAATTATTTTGA ATGATATGTAATGAATTATTTTGA MICNELF* MICNELF* TTTCAATCTC ATGATTTGAC 0 MU 0 0 0 0 0

10508 4535 af AN2281.1 71.m15926 AO07029
5000058

1 -54 -37 ATGAATTATTTTGAATGA ATGAATTATTTTGAATGA MNYFE* MNYFE* ATGATATGTA TTTGACTTTC 1 MU 0 0 0 0 0

10512 4535 ao AN2281.1 71.m15926 AO07029
5000058

1 -64 -53 ATGATGAGCTGA ATGATGAGCTGA MMS* MMS* TTTATACTTT ATTGATTCAT 0 MU 0 0 0 0 0

10524 4538 an AN1796.1 72.m19548 AO07030
9000135

0 -46 -32 ATGTGCCGACCTTGA ATGTGCCGACCTTGA MCRP* MCRP* CCGCGGAGCA GCGCCTTTCA 1 L 0 0 0 YDR182
W

0

10526 4538 af AN1796.1 72.m19548 AO07030
9000135

0 -54 -37 ATGCAGCCTGCACATTAA ATGCAGCCTGCACATTAA MQPAH* MQPAH* AGTTCGAGCA GCCACCTGCT 1 L 0 0 0 YDR182
W

0

10530 4538 ao AN1796.1 72.m19548 AO07030
9000135

0 -49 -11 ATGCCGCAGACAGCTTCGCTTTGGCCACTT
TCGGGTTGA

ATGCCGCAGACAGCTTCGCT
TTGGCCACTTTCGGGTTGA

MPQTASLWPLSG* MPQTAS
LWPLSG*

AGGCGGAGCA CACAGCAAGC 1 L 0 0 0 YDR182
W

0

10543 4541 an AN8120.1 53.m03831 AO07032
2000028

0 -35 -3 ATGGGGCTTTATTCTGGCATCGTACAGATG
TAA

ATGGGGCTTTATTCTGGCATCGTAC
AGATGTAA

MGLYSGIVQM* MGLYSGIVQM* AGAATAAATT TTATGGCGGC 1 S 0 0 0 0 0

10547 4543 an AN1221.1 70.m15002 AO07033
1000223

0 -24 -13 ATGTATGAGTAG ATGTATGAGTAG MYE* MYE* CTGCAGTACA ACCGACGCGT 1 T 0 0 0 0 0

10549 4543 af AN1221.1 70.m15002 AO07033
1000223

0 -26 -9 ATGCTTGATGCCCGATAG ATGCTTGATGCCCGATAG MLDAR* MLDAR* CAAAATCATA ACGCGTCCAT 1 T 0 0 0 0 0

10552 4543 ao AN1221.1 70.m15002 AO07033
1000223

0 -24 -13 ATGCTTGCTTAA ATGCTTGCTTAA MLA* MLA* AAAGCACACA CTAGACGCGT 1 T 0 0 0 0 0

10555 4545 af AN2184.1 72.m19039 AO07034
0000082

0 -30 -19 ATGCGCCGATAA ATGCGCCGATAA MRR* MRR* CCGGAGATCA ATACCACCAC 1 S 0 MG04663.
1

NCU0757
7.1

0 0

10558 4545 ao AN2184.1 72.m19039 AO07034
0000082

0 -39 -28 ATGTCCTTTTAG ATGTCCTTTTAG MSF* MSF* CTCCCACTCC GTATTCAGCC 1 S 0 MG04663.
1

NCU0757
7.1

0 0

10570 4552 af AN7538.1 69.m15082 AO07032
4000011

0 -58 -35 ATGACAACTGCTATTTACATCTGA ATGACAACTGCTATTTACATCTGA MTTAIYI* MTTAIYI* ACATAACCGG CGGAGTTCAG 1 KL 0 0 0 0 0

10571 4553 an AN2760.1 59.m09264 AO07032
7000022

1 -290 -252 ATGGCATGGGCATGCTTTGGGTGTAACTCC
AATGCTTAG

ATGGCATGGGCATGCTTTGGGTGT
AACTCCAATGCTTAG

MAWACFGCNSNA* MAWACFGCNSN
A*

TTCTGGTTGG GGTACTTAGG 0 E 0 0 0 0 0

10572 4553 an AN2760.1 59.m09264 AO07032
7000022

1 -285 -265 ATGGGCATGCTTTGGGTGTAA ATGGGCATGCTTTGGGTGTAA MGMLWV* MGMLWV* GTTGGATGGC CTCCAATGCT 0 E 0 0 0 0 0

10573 4553 an AN2760.1 59.m09264 AO07032
7000022

1 -279 -265 ATGCTTTGGGTGTAA ATGCTTTGGGTGTAA MLWV* MLWV* TGGCATGGGC CTCCAATGCT 0 E 0 0 0 0 0

10574 4553 an AN2760.1 59.m09264 AO07032
7000022

1 -259 -203 ATGCTTAGGGTACTTAGGGAGCTTTATCCT
GTTCTTTATCAGCCCGCTTCTTCCTGA

ATGCTTAGGGTACTTAGGGAGCTTT
ATCCTGTTCTTTATCAGCCCGCTTC
TTCCTGA

MLRVLRELYPVLYQPASS
*

MLRVLRELYPVL
YQPASS*

TGTAACTCCA CTCACCGTCT 0 E 0 0 0 0 0

10575 4553 af AN2760.1 59.m09264 AO07032
7000022

1 -331 -158 ATGCTTGGGTCTCTCCATCTGTACAGCAAG
ACCTGCCTTGAAATAGCACCGTCAGTCCTC
TTTCGTGCTTCTGAACTGTGTCCTCTTCGC
CTTGAAAGTGTCATTCAATCATCAGCGTTC
TGCACCCAAGGATTCGAGCATTATATATAC
GCTGTCCTCTACTTAGGGGATTAG

ATGCTTGGGTCTCTCCATCTGTACAGCAAGAC
CTGCCTTGAAATAGCACCGTCAGTCCTCTTTC
GTGCTTCTGAACTGTGTCCTCTTCGCCTTGAA
AGTGTCATTCAATCATCAGCGTTCTGCACCCA
AGGATTCGAGCATTATATATACGCTGTCCTCT
ACTTAGGGGATTAG

MLGSLHLYSKTCLEIAPS
VLFRASELCPLRLESVIQ
SSAFCTQGFEHYIYAVLY
LGD*

MLGSLHLYSKTCLEIAPSVL
FRASELCPLRLESVIQSSAF
CTQGFEHYIYAVLYLGD*

TCGGTTGGGC GAATCTCAGC 0 E 0 0 0 0 0

10576 4553 af AN2760.1 59.m09264 AO07032
7000022

1 -123 -94 ATGTTGTTCATAGACATCCTTGTTTCGTGA ATGTTGTTCATAGACATCCTTGTTTCGTGA MLFIDILVS* MLFIDILVS* CTTTCCTTGG CTCAACTTTA 0 E 0 0 0 0 0

10581 4556 an AN1118.1 70.m15117 AO07033
1000110

1 -156 -58 ATGCCCTTCATGTGGTCCTCGATCGCCTTG
ACTACGGATCTCTGCTCTCACATCGCGGCA
CACCAGTGTCAATCTTGCTTTGCGTTATCG
GACTACTAG

ATGCCCTTCATGTGGTCCTCGATCG
CCTTGACTACGGATCTCTGCTCTCA
CATCGCGGCACACCAGTGTCAATCT
TGCTTTGCGTTATCGGACTACTAG

MPFMWSSIALTTDLCSHI
AAHQCQSCFALSDY*

MPFMWSSIALTT
DLCSHIAAHQCQ
SCFALSDY*

CCTTATACCG ATCATAACGG 0  0 0 0 0 0

10582 4556 an AN1118.1 70.m15117 AO07033
1000110

1 -147 -58 ATGTGGTCCTCGATCGCCTTGACTACGGAT
CTCTGCTCTCACATCGCGGCACACCAGTGT
CAATCTTGCTTTGCGTTATCGGACTACTAG

ATGTGGTCCTCGATCGCCTTGACTA
CGGATCTCTGCTCTCACATCGCGG
CACACCAGTGTCAATCTTGCTTTGC
GTTATCGGACTACTAG

MWSSIALTTDLCSHIAAH
QCQSCFALSDY*

MWSSIALTTDLC
SHIAAHQCQSCF
ALSDY*

GATGCCCTTC ATCATAACGG 0  0 0 0 0 0

10583 4556 af AN1118.1 70.m15117 AO07033
1000110

1 -163 -101 ATGTTGTCGTTAGCGCCACAGCAAACATTG
AGATCAAACTACAAGTGCCTCCGGGCCAAA
TAG

ATGTTGTCGTTAGCGCCACAGCAAACATTGAG
ATCAAACTACAAGTGCCTCCGGGCCAAATAG

MLSLAPQQTLRSNYKCL
RAK*

MLSLAPQQTLRSNYKCLRA
K*

AACGCCCTTC ATACTCAGAC 0  0 0 0 0 0

10584 4556 ao AN1118.1 70.m15117 AO07033
1000110

1 -163 -92 ATGTTGCTGTCAGCGACACGACAAACATCG
AGACATATTTACCGGTGTCCTCGGGCCTAT
CTGTTCTCGTGA

ATGTTGCTGTCAGCGACACG
ACAAACATCGAGACATATTTA
CCGGTGTCCTCGGGCCTATC
TGTTCTCGTGA

MLLSATRQTSRHIYRCPR
AYLFS*

MLLSATR
QTSRHIY
RCPRAY
LFS*

TACGCCCTTC GTGCCATAGT 0  0 0 0 0 0

10595 4562 af AN1948.1 58.m07348 AO07034
2000213

0 -45 -28 ATGATCTTGTTTGGCTGA ATGATCTTGTTTGGCTGA MILFG* MILFG* ACAGGCTACT GGACCTCACA 1 A 0 0 0 0 0

10596 4562 ao AN1948.1 58.m07348 AO07034
2000213

0 -44 -27 ATGATCGGGTCTGGTTGA ATGATCGGGTCTGGTTGA MIGSG* MIGSG* GACAGGGGTA AAGGAGAGTC 1 A 0 0 0 0 0

10617 4567 an AN0889.1 70.m15493 AO07032
0000058

0 -26 -12 ATGAGCGACACCTAG ATGAGCGACACCTAG MSDT* MSDT* TTGTTGCAGG CACAATATAC 1 R FG09745.
1

MG06080.
1

0 YHR168
W

0

10622 4567 af AN0889.1 70.m15493 AO07032
0000058

0 -31 -5 ATGAATCAGGCCAAGGCTGCGATCTGA ATGAATCAGGCCAAGGCTGCGATCTGA MNQAKAAI* MNQAKAAI* GTTCTCCAGG AATAATGACT 1 R FG09745.
1

MG06080.
1

0 YHR168
W

0

10639 4569 af AN3421.1 67.m02958 AO07032
3000200

0 -36 -16 ATGATCTCAAGCCGGAGTTGA ATGATCTCAAGCCGGAGTTGA MISSRS* MISSRS* CTTCCCTTGA TCGAGAGTCA 1  FG08465.
1

MG09333.
1

0 0 0

10642 4569 ao AN3421.1 67.m02958 AO07032
3000200

0 -52 -14 ATGGTGTACATACTTCCGACTAGCAATTAC
ATTCTATAA

ATGGTGTACATACTTCCGAC
TAGCAATTACATTCTATAA

MVYILPTSNYIL* MVYILPT
SNYIL*

GTACTATTTT TTCTACATAC 1  FG08465.
1

MG09333.
1

0 0 0

10664 4577 ao AN4365.1 58.m09005 AO07026
1000008

0 -27 -16 ATGTACCTTTGA ATGTACCTTTGA MYL* MYL* TCTGTAAACC TTTTGACCAT 1 L 0 0 0 0 0

10668 4582 an AN6261.1 72.m19396 AO07030
4000028

0 -42 -31 ATGGAACTCTAG ATGGAACTCTAG MEL* MEL* TTTTCGAAGA AGACATGGGC 1  0 0 0 0 0

10669 4582 af AN6261.1 72.m19396 AO07030
4000028

0 -42 -31 ATGGACAAATAA ATGGACAAATAA MDK* MDK* TGGACGAAGC GGAAATGGGC 1  0 0 0 0 0

10671 4582 ao AN6261.1 72.m19396 AO07030
4000028

0 -42 -31 ATGGGGTATTAA ATGGGGTATTAA MGY* MGY* CTACGAAGTA GGAGATGGGC 1  0 0 0 0 0

10677 4583 af AN6254.1 72.m19981 AO07030
4000034

0 -32 -6 ATGGCTGGAATGTCCACACCTTGTTGA ATGGCTGGAATGTCCACACCTTGTTGA MAGMSTPC* MAGMSTPC* TTTTTGATCT TCAAGATGGC 1 C 0 0 0 YLR348C 0

10678 4583 af AN6254.1 72.m19981 AO07030
4000034

0 -23 -6 ATGTCCACACCTTGTTGA ATGTCCACACCTTGTTGA MSTPC* MSTPC* TATGGCTGGA TCAAGATGGC 1 C 0 0 0 YLR348C 0

10706 4592 an AN0440.1 54.m06630 AO07033
8000297

0 -29 -3 ATGCTTAGCAGTCCAGTTACAACTTGA ATGCTTAGCAGTCCAGTTACAACTT
GA

MLSSPVTT* MLSSPVTT* CCACTAGCTT AGATGCCCTC 1 B 0 0 0 YDR176
W

0

10711 4593 an AN3083.1 52.m03887 AO07033
9000016

1 -278 -261 ATGCATGGTGACAGTTGA ATGCATGGTGACAGTTGA MHGDS* MHGDS* CACACCGAGA ATGGAGATTT 0 C 0 0 0 0 0

37



§S3 Upstream open reading frames (uORFs) Tab 2 - data
uORF_id ortholog_cluster_id species an_gene af_gene ao_gene in_utr an_rel_start an_rel_stop af_rel_start af_rel_stop ao_rel_start ao_rel_stop consensus_dna an_dna af_dna ao_dna consensus_aa an_aa af_aa ao_aa context_up_consencontext_down_cowithin 60b COG categfg_uorf_utr mg_uorf_u nc_uorf_ut sc_uorf_10sc_cooccu

10712 4593 an AN3083.1 52.m03887 AO07033
9000016

1 -274 -218 ATGGTGACAGTTGAATGGAGATTTTATTTC
AGCAGAGAATCATCATATCATGACTAA

ATGGTGACAGTTGAATGGAGATTTT
ATTTCAGCAGAGAATCATCATATCA
TGACTAA

MVTVEWRFYFSRESSYH
D*

MVTVEWRFYFS
RESSYHD*

CCGAGAATGC CATGAAGGTA 0 C 0 0 0 0 0

10713 4593 an AN3083.1 52.m03887 AO07033
9000016

1 -260 -222 ATGGAGATTTTATTTCAGCAGAGAATCATC
ATATCATGA

ATGGAGATTTTATTTCAGCAGAGAA
TCATCATATCATGA

MEILFQQRIIIS* MEILFQQRIIIS* TGACAGTTGA CTAACATGAA 0 C 0 0 0 0 0

10714 4593 an AN3083.1 52.m03887 AO07033
9000016

1 -225 -187 ATGACTAACATGAAGGTAACATCCCATCTG
CTCCATTAG

ATGACTAACATGAAGGTAACATCCC
ATCTGCTCCATTAG

MTNMKVTSHLLH* MTNMKVTSHLLH
*

TCATCATATC GAAAAGGTGA 0 C 0 0 0 0 0

10715 4593 an AN3083.1 52.m03887 AO07033
9000016

1 -216 -187 ATGAAGGTAACATCCCATCTGCTCCATTAG ATGAAGGTAACATCCCATCTGCTCC
ATTAG

MKVTSHLLH* MKVTSHLLH* CATGACTAAC GAAAAGGTGA 0 C 0 0 0 0 0

10716 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -371 -351 ATGTTCACGTCAATGTGGTAG ATGTTCACGTCAATGTGGTAG MFTSMW* MFTSMW* ACCGTAAGGT TACAGACTGG 0 C 0 0 0 0 0

10717 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -268 -242 ATGTGCCTTGCGCCAGAACGGCAATGA ATGTGCCTTGCGCCAGAACGGCAATGA MCLAPERQ* MCLAPERQ* AATTGCCAGC TGGGAATGCT 0 C 0 0 0 0 0

10718 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -245 -195 ATGATGGGAATGCTTCATGTAACATGTCAG
AGTGATGTAGCACGCTGGTAA

ATGATGGGAATGCTTCATGTAACATGTCAGAG
TGATGTAGCACGCTGGTAA

MMGMLHVTCQSDVARW
*

MMGMLHVTCQSDVARW* CAGAACGGCA GCACTAGCTT 0 C 0 0 0 0 0

10719 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -242 -195 ATGGGAATGCTTCATGTAACATGTCAGAGT
GATGTAGCACGCTGGTAA

ATGGGAATGCTTCATGTAACATGTCAGAGTGA
TGTAGCACGCTGGTAA

MGMLHVTCQSDVARW* MGMLHVTCQSDVARW* AACGGCAATG GCACTAGCTT 0 C 0 0 0 0 0

10720 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -236 -195 ATGCTTCATGTAACATGTCAGAGTGATGTA
GCACGCTGGTAA

ATGCTTCATGTAACATGTCAGAGTGATGTAGC
ACGCTGGTAA

MLHVTCQSDVARW* MLHVTCQSDVARW* AATGATGGGA GCACTAGCTT 0 C 0 0 0 0 0

10721 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -222 -211 ATGTCAGAGTGA ATGTCAGAGTGA MSE* MSE* TTCATGTAAC TGTAGCACGC 0 C 0 0 0 0 0

10722 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -174 -61 ATGCTCATAGGGCAGGGCTTCTCGTCGTAT
GAAAGGTGTGCATTAGTGTCAGACTTCCTC
GTGTCAAGCTCATATTCGACAAGGGAATTG
GACCATATGTATCCTCGTCAGTGA

ATGCTCATAGGGCAGGGCTTCTCGTCGTATGA
AAGGTGTGCATTAGTGTCAGACTTCCTCGTGT
CAAGCTCATATTCGACAAGGGAATTGGACCAT
ATGTATCCTCGTCAGTGA

MLIGQGFSSYERCALVS
DFLVSSSYSTRELDHMY
PRQ*

MLIGQGFSSYERCALVSDF
LVSSSYSTRELDHMYPRQ*

CGTATTATCA CACCCACCTT 0 C 0 0 0 0 0

10723 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -146 -129 ATGAAAGGTGTGCATTAG ATGAAAGGTGTGCATTAG MKGVH* MKGVH* TTCTCGTCGT TGTCAGACTT 0 C 0 0 0 0 0

10724 4593 af AN3083.1 52.m03887 AO07033
9000016

1 -78 -61 ATGTATCCTCGTCAGTGA ATGTATCCTCGTCAGTGA MYPRQ* MYPRQ* ATTGGACCAT CACCCACCTT 0 C 0 0 0 0 0

10725 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -307 -290 ATGCTCCATGCGAACTAG ATGCTCCATGCGAACTAG MLHAN* MLHAN* TCATTAGTGC CTGCATCGAA 0 C 0 0 0 0 0

10726 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -300 -121 ATGCGAACTAGCTGCATCGAAACGTGGCAT
ATGGGGCCAGGCTGCGTTGCATCCTTCCT
GCACCGTCATCCTTCAGCAGCACAAAGTTC
GCTGGTGGATGGGCCAATCCACACAACTC
GGCATATTTATAGATCTGATCTATCTCCCTC
TCGCAATGTAGTCCATCACTACACCAGATG
A

ATGCGAACTAGCTGCATCGA
AACGTGGCATATGGGGCCAG
GCTGCGTTGCATCCTTCCTG
CACCGTCATCCTTCAGCAGC
ACAAAGTTCGCTGGTGGATG
GGCCAATCCACACAACTCGG
CATATTTATAGATCTGATCTA
TCTCCCTCTCGCAATGTAGT
CCATCACTACACCAGATGA

MRTSCIETWHMGPGCVA
SFLHRHPSAAQSSLVDG
PIHTTRHIYRSDLSPSRN
VVHHYTR*

MRTSCIE
TWHMGP
GCVASF
LHRHPS
AAQSSL
VDGPIHT
TRHIYRS
DLSPSR
NVVHHY
TR*

TGCATGCTCC TCCTTTTATG 0 C 0 0 0 0 0

10727 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -270 -121 ATGGGGCCAGGCTGCGTTGCATCCTTCCT
GCACCGTCATCCTTCAGCAGCACAAAGTTC
GCTGGTGGATGGGCCAATCCACACAACTC
GGCATATTTATAGATCTGATCTATCTCCCTC
TCGCAATGTAGTCCATCACTACACCAGATG
A

ATGGGGCCAGGCTGCGTTG
CATCCTTCCTGCACCGTCAT
CCTTCAGCAGCACAAAGTTC
GCTGGTGGATGGGCCAATCC
ACACAACTCGGCATATTTATA
GATCTGATCTATCTCCCTCTC
GCAATGTAGTCCATCACTAC
ACCAGATGA

MGPGCVASFLHRHPSAA
QSSLVDGPIHTTRHIYRS
DLSPSRNVVHHYTR*

MGPGCV
ASFLHRH
PSAAQS
SLVDGPI
HTTRHIY
RSDLSPS
RNVVHH
YTR*

AACGTGGCAT TCCTTTTATG 0 C 0 0 0 0 0

10728 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -203 -141 ATGGGCCAATCCACACAACTCGGCATATTT
ATAGATCTGATCTATCTCCCTCTCGCAATGT
AG

ATGGGCCAATCCACACAACT
CGGCATATTTATAGATCTGAT
CTATCTCCCTCTCGCAATGTA
G

MGQSTQLGIFIDLIYLPLA
M*

MGQSTQ
LGIFIDLI
YLPLAM*

TCGCTGGTGG TCCATCACTA 0 C 0 0 0 0 0

10729 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -124 -101 ATGATCCTTTTATGCTTCCATTGA ATGATCCTTTTATGCTTCCAT
TGA

MILLCFH* MILLCFH* ACTACACCAG TGTTGTTTTA 0 C 0 0 0 0 0

10730 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -113 -63 ATGCTTCCATTGATGTTGTTTTATTATATAT
ATTTCTCTCCACACCGTTAG

ATGCTTCCATTGATGTTGTTT
TATTATATATATTTCTCTCCA
CACCGTTAG

MLPLMLFYYIYFSPHR* MLPLMLF
YYIYFSP
HR*

TGATCCTTTT GCTTATCTGT 0 C 0 0 0 0 0

10731 4593 ao AN3083.1 52.m03887 AO07033
9000016

1 -101 -63 ATGTTGTTTTATTATATATATTTCTCTCCAC
ACCGTTAG

ATGTTGTTTTATTATATATATT
TCTCTCCACACCGTTAG

MLFYYIYFSPHR* MLFYYIY
FSPHR*

GCTTCCATTG GCTTATCTGT 0 C 0 0 0 0 0

10733 4594 ao AN5489.1 69.m15463 AO07034
1000396

1 -188 -165 ATGTCCCCATCCGAGCGGCATTGA ATGTCCCCATCCGAGCGGCA
TTGA

MSPSERH* MSPSER
H*

ACCCAACCCT TATACCACAC 0 Z 0 0 0 0 0

10734 4594 ao AN5489.1 69.m15463 AO07034
1000396

1 -120 -79 ATGCTGGGAGAGACAATAGTCCTTACAAGT
CACCGCGTCTGA

ATGCTGGGAGAGACAATAGT
CCTTACAAGTCACCGCGTCT
GA

MLGETIVLTSHRV* MLGETIV
LTSHRV*

ACAACATTGA TTCTTCGAAA 0 Z 0 0 0 0 0

10746 4601 af AN2470.1 53.m03715 AO07031
0000056

1 -158 -99 ATGTCAGTGCCACGATCGACTCCTATAAGA
ACTACAACAATGCAAGAGACTCCATCATGA

ATGTCAGTGCCACGATCGACTCCTATAAGAAC
TACAACAATGCAAGAGACTCCATCATGA

MSVPRSTPIRTTTMQETP
S*

MSVPRSTPIRTTTMQETPS
*

CGAAGGGGTG CGGAAAGGAA 0 ER 0 0 0 0 0

10747 4601 af AN2470.1 53.m03715 AO07031
0000056

1 -119 -99 ATGCAAGAGACTCCATCATGA ATGCAAGAGACTCCATCATGA MQETPS* MQETPS* AACTACAACA CGGAAAGGAA 0 ER 0 0 0 0 0

10748 4601 af AN2470.1 53.m03715 AO07031
0000056

1 -102 -70 ATGACGGAAAGGAATCGATCATTTCAACTA
TAG

ATGACGGAAAGGAATCGATCATTTCAACTATA
G

MTERNRSFQL* MTERNRSFQL* AGACTCCATC CTGATATCTT 0 ER 0 0 0 0 0

10753 4601 ao AN2470.1 53.m03715 AO07031
0000056

1 -126 -52 ATGTCAGTCCTGATGATGTACTCAACAACC
ACTATTGAAATATCACCTTTTAATCCACGCA
TGCACCATCCATAA

ATGTCAGTCCTGATGATGTA
CTCAACAACCACTATTGAAAT
ATCACCTTTTAATCCACGCAT
GCACCATCCATAA

MSVLMMYSTTTIEISPFN
PRMHHP*

MSVLMM
YSTTTIEI
SPFNPR
MHHP*

ATTCATAGTG TTGAAGCCGT 0 ER 0 0 0 0 0

10754 4601 ao AN2470.1 53.m03715 AO07031
0000056

1 -114 -52 ATGATGTACTCAACAACCACTATTGAAATAT
CACCTTTTAATCCACGCATGCACCATCCAT
AA

ATGATGTACTCAACAACCACT
ATTGAAATATCACCTTTTAAT
CCACGCATGCACCATCCATA
A

MMYSTTTIEISPFNPRMH
HP*

MMYSTT
TIEISPFN
PRMHHP
*

GTCAGTCCTG TTGAAGCCGT 0 ER 0 0 0 0 0

10755 4601 ao AN2470.1 53.m03715 AO07031
0000056

1 -111 -52 ATGTACTCAACAACCACTATTGAAATATCAC
CTTTTAATCCACGCATGCACCATCCATAA

ATGTACTCAACAACCACTATT
GAAATATCACCTTTTAATCCA
CGCATGCACCATCCATAA

MYSTTTIEISPFNPRMHH
P*

MYSTTTI
EISPFNP
RMHHP*

AGTCCTGATG TTGAAGCCGT 0 ER 0 0 0 0 0

10756 4601 ao AN2470.1 53.m03715 AO07031
0000056

1 -66 -52 ATGCACCATCCATAA ATGCACCATCCATAA MHHP* MHHP* TAATCCACGC TTGAAGCCGT 0 ER 0 0 0 0 0

10770 4603 ao AN4177.1 56.m02500 AO07031
9000001

0 -57 -13 ATGTTCAACTCATTACTGAACTACATACTAT
ACTTCGTTGCCTGA

ATGTTCAACTCATTACTGAAC
TACATACTATACTTCGTTGCC
TGA

MFNSLLNYILYFVA* MFNSLLN
YILYFVA*

TTACTTTAGT ACGTACTAGA 1  0 0 0 0 0

10772 4604 an AN0977.1 70.m15615 AO07032
0000180

0 -33 -19 ATGCGCAGCCTGTAA ATGCGCAGCCTGTAA MRSL* MRSL* ACGTGGATCT TTGTTATCGT 1  0 0 0 0 0

10773 4604 ao AN0977.1 70.m15615 AO07032
0000180

0 -33 -19 ATGCGCCAGCCCTAA ATGCGCCAGCCCTAA MRQP* MRQP* ATCTGTTTTT TTGACCTCAG 1  0 0 0 0 0

10794 4620 af AN6104.1 72.m19098 AO07034
0000185

1 -296 -213 ATGTCACATCGCAAATCGGACGAACACATC
TGCGCCAATTCTTTGATTCAGTGTACGAAT
CGATCTGGGGAACAGAAAAGATAA

ATGTCACATCGCAAATCGGACGAACACATCTG
CGCCAATTCTTTGATTCAGTGTACGAATCGAT
CTGGGGAACAGAAAAGATAA

MSHRKSDEHICANSLIQC
TNRSGEQKR*

MSHRKSDEHICANSLIQCT
NRSGEQKR*

CAACCAGTGG GGGGACTATT 0 AJ 0 0 0 0 0

10800 4626 an AN1511.1 55.m03024 AO07033
4000229

1 -30 -19 ATGCAGCACTGA ATGCAGCACTGA MQH* MQH* ACACCGCTTC GTTTTCCTCG 1 U 0 0 0 0 0

10801 4626 af AN1511.1 55.m03024 AO07033
4000229

1 -37 -23 ATGCGAGGCTGGTAA ATGCGAGGCTGGTAA MRGW* MRGW* CTGGGCTCAA TAATTCTCCC 1 U 0 0 0 0 0

10804 4638 af AN1467.1 55.m02969 AO07030
6000090

1 -99 -19 ATGGTCCAGCAGACAATATCGTTGTACAGA
AGTATTCTGCTGGAGGGTCTTGGTATTCTG
AGGGACAGGGCCCTCCGGTGA

ATGGTCCAGCAGACAATATCGTTGTACAGAAG
TATTCTGCTGGAGGGTCTTGGTATTCTGAGGG
ACAGGGCCCTCCGGTGA

MVQQTISLYRSILLEGLGI
LRDRALR*

MVQQTISLYRSILLEGLGILR
DRALR*

CGTTCTTCAA CGATCCTGCT 0 T 0 MG00166.
1

NCU0095
8.1

0 0

10805 4638 ao AN1467.1 55.m02969 AO07030
6000090

1 -102 -31 ATGTTCCCAACAGACGGGTCAAAGGAAAAT
TCCCTATCGCTCTTTCGCGAGGGCTTGAAT
TGCGTTACTTAG

ATGTTCCCAACAGACGGGTC
AAAGGAAAATTCCCTATCGCT
CTTTCGCGAGGGCTTGAATT
GCGTTACTTAG

MFPTDGSKENSLSLFRE
GLNCVT*

MFPTDG
SKENSLS
LFREGLN
CVT*

ATTCTGTTGC CGCCCTTCGG 0 T 0 MG00166.
1

NCU0095
8.1

0 0

10809 4647 an AN8884.1 56.m02296 AO07029
3000016

1 -13 -2 ATGCTTCGCTAA ATGCTTCGCTAA MLR* MLR* TCTGAGGCTG TATGACCGCT 1  0 0 0 0 0

10811 4647 ao AN8884.1 56.m02296 AO07029
3000016

1 -218 -201 ATGCACGTCTGGTCCTGA ATGCACGTCTGGTCCTGA MHVWS* MHVWS* TGTCTCAAAC AACCTCTCAT 0  0 0 0 0 0
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10812 4647 ao AN8884.1 56.m02296 AO07029
3000016

1 -23 -3 ATGATTACCATTTGCCCGTGA ATGATTACCATTTGCCCGTG
A

MITICP* MITICP* TTTAACTCCA AGATGGCTGC 1  0 0 0 0 0

10834 4661 af AN6707.1 65.m07278 AO07033
9000137

0 -53 -30 ATGAGAGTGCCATCTCTCACATGA ATGAGAGTGCCATCTCTCACATGA MRVPSLT* MRVPSLT* GAGGCGAGCG CTGACATGCC 1 KL 0 0 0 0 0

10859 4674 ao AN0560.1 69.m15287 AO07027
2000037

0 -43 -11 ATGAATCTGAAGCGTTCCCTCCTGGCTTCG
TGA

ATGAATCTGAAGCGTTCCCT
CCTGGCTTCGTGA

MNLKRSLLAS* MNLKRS
LLAS*

CCTCTTCCTC TCCAGACAAG 1 U FG09816.
1

0 0 0 0

10880 4680 af AN6074.1 72.m19065 AO07034
0000118

1 -175 -155 ATGAAATTGTTACTTATCTAG ATGAAATTGTTACTTATCTAG MKLLLI* MKLLLI* CTTTGAACTG AACATCCTAC 0 A 0 0 0 0 0

10881 4681 an AN5730.1 54.m06849 AO07034
1000031

1 -346 -311 ATGCATACGTACTCCAGACTCACTTTGTTTA
CATGA

ATGCATACGTACTCCAGACTCACTT
TGTTTACATGA

MHTYSRLTLFT* MHTYSRLTLFT* GACGATTGAG CTGGCTTCAC 0  0 0 0 0 0

10882 4681 an AN5730.1 54.m06849 AO07034
1000031

1 -314 -201 ATGACTGGCTTCACCATCGCCCTTGCTCAT
TACCTTCAAAACCACGCTGGCCAGATCCTT
GACCAGCATCGGGTTCGCTACATCACTCAG
GATTGCCATTGTACGAACTCTTGA

ATGACTGGCTTCACCATCGCCCTTG
CTCATTACCTTCAAAACCACGCTGG
CCAGATCCTTGACCAGCATCGGGTT
CGCTACATCACTCAGGATTGCCATT
GTACGAACTCTTGA

MTGFTIALAHYLQNHAG
QILDQHRVRYITQDCHCT
NS*

MTGFTIALAHYL
QNHAGQILDQHR
VRYITQDCHCTN
S*

CTTTGTTTAC AGGTGTTAAC 0  0 0 0 0 0

10883 4681 an AN5730.1 54.m06849 AO07034
1000031

1 -96 -49 ATGTCTCAAAGTCGGGCTGCTCATTGCACC
TCTGCCTACGTTGCCTGA

ATGTCTCAAAGTCGGGCTGCTCATT
GCACCTCTGCCTACGTTGCCTGA

MSQSRAAHCTSAYVA* MSQSRAAHCTS
AYVA*

ACAGCCTCCA AATCTCGTGC 0  0 0 0 0 0

10884 4681 af AN5730.1 54.m06849 AO07034
1000031

1 -333 -244 ATGTTTACTGTTGCTGTTACCTTCATTTTTG
CCTCTCGCTCCTACACTCTTGATACTTTCTT
CGCAAGGGCGTCTTCACTCGAACCTTAA

ATGTTTACTGTTGCTGTTACCTTCATTTTTGCC
TCTCGCTCCTACACTCTTGATACTTTCTTCGCA
AGGGCGTCTTCACTCGAACCTTAA

MFTVAVTFIFASRSYTLD
TFFARASSLEP*

MFTVAVTFIFASRSYTLDTF
FARASSLEP*

ATTGCCTGTG TGCAGAACAG 0  0 0 0 0 0

10885 4681 af AN5730.1 54.m06849 AO07034
1000031

1 -244 -113 ATGCAGAACAGCCTACTAAATCCATCGAAT
TTATCGATCCCCTCCCATGAAACAGAGGAA
CTTCAAGATCGTCCCACTGTACAGTTCTGC
TCCATGTCGGTCGATCTGGTGTCTGGCCC
GCGCCTACTCTAA

ATGCAGAACAGCCTACTAAATCCATCGAATTTA
TCGATCCCCTCCCATGAAACAGAGGAACTTCA
AGATCGTCCCACTGTACAGTTCTGCTCCATGT
CGGTCGATCTGGTGTCTGGCCCGCGCCTACT
CTAA

MQNSLLNPSNLSIPSHET
EELQDRPTVQFCSMSVD
LVSGPRLL*

MQNSLLNPSNLSIPSHETE
ELQDRPTVQFCSMSVDLV
SGPRLL*

TCGAACCTTA ATATAATCGT 0  0 0 0 0 0

10886 4681 af AN5730.1 54.m06849 AO07034
1000031

1 -198 -31 ATGAAACAGAGGAACTTCAAGATCGTCCCA
CTGTACAGTTCTGCTCCATGTCGGTCGATC
TGGTGTCTGGCCCGCGCCTACTCTAAATAT
AATCGTGACAAGCTAAGATCATCGATCTCG
CTAGATGCCTCGCGCATCATCTCAGATCGC
AGTCTTCGTATCCACTAG

ATGAAACAGAGGAACTTCAAGATCGTCCCACT
GTACAGTTCTGCTCCATGTCGGTCGATCTGGT
GTCTGGCCCGCGCCTACTCTAAATATAATCGT
GACAAGCTAAGATCATCGATCTCGCTAGATGC
CTCGCGCATCATCTCAGATCGCAGTCTTCGTA
TCCACTAG

MKQRNFKIVPLYSSAPCR
SIWCLARAYSKYNRDKL
RSSISLDASRIISDRSLRIH
*

MKQRNFKIVPLYSSAPCRSI
WCLARAYSKYNRDKLRSSI
SLDASRIISDRSLRIH*

ATCCCCTCCC ACACTCTGAC 0  0 0 0 0 0

10887 4681 af AN5730.1 54.m06849 AO07034
1000031

1 -151 -113 ATGTCGGTCGATCTGGTGTCTGGCCCGCG
CCTACTCTAA

ATGTCGGTCGATCTGGTGTCTGGCCCGCGCC
TACTCTAA

MSVDLVSGPRLL* MSVDLVSGPRLL* GTTCTGCTCC ATATAATCGT 0  0 0 0 0 0

10888 4681 ao AN5730.1 54.m06849 AO07034
1000031

1 -461 -258 ATGCTCGATCATCTCACGTTTCCGACTTCA
CTTCTGGATTCTGCCCTAATCCCTCCCCTC
GTATACAGAATCCCTTCTCTTCAGAACCTTC
AAAACGTGCACCCTAGATTTATTTACTCCTC
TCCATGCCGGCCTACCCTGCCTCCACACAC
CCCCGCTGCGAGTCAATCTAGAAAACGCC
GATCAACGGTCTTTCTGGCATAG

ATGCTCGATCATCTCACGTTT
CCGACTTCACTTCTGGATTCT
GCCCTAATCCCTCCCCTCGT
ATACAGAATCCCTTCTCTTCA
GAACCTTCAAAACGTGCACC
CTAGATTTATTTACTCCTCTC
CATGCCGGCCTACCCTGCCT
CCACACACCCCCGCTGCGAG
TCAATCTAGAAAACGCCGAT
CAACGGTCTTTCTGGCATAG

MLDHLTFPTSLLDSALIPP
LVYRIPSLQNLQNVHPRFI
YSSPCRPTLPPHTPAAS
QSRKRRSTVFLA*

MLDHLTF
PTSLLDS
ALIPPLV
YRIPSLQ
NLQNVH
PRFIYSS
PCRPTLP
PHTPAA
SQSRKR
RSTVFLA
*

TCTGTTTACC GCGTTGACGG 0  0 0 0 0 0

10889 4681 ao AN5730.1 54.m06849 AO07034
1000031

1 -336 -289 ATGCCGGCCTACCCTGCCTCCACACACCCC
CGCTGCGAGTCAATCTAG

ATGCCGGCCTACCCTGCCTC
CACACACCCCCGCTGCGAGT
CAATCTAG

MPAYPASTHPRCESI* MPAYPA
STHPRC
ESI*

ACTCCTCTCC AAAACGCCGA 0  0 0 0 0 0

10890 4681 ao AN5730.1 54.m06849 AO07034
1000031

1 -243 -214 ATGCCACTTGGGATAGATATATCTTCATAG ATGCCACTTGGGATAGATAT
ATCTTCATAG

MPLGIDISS* MPLGIDI
SS*

TGACGGTCTT CAATATCGAA 0  0 0 0 0 0

10891 4681 ao AN5730.1 54.m06849 AO07034
1000031

1 -115 -104 ATGTGCACTTGA ATGTGCACTTGA MCT* MCT* TTTGTCTCAA CGAAGAAGAG 0  0 0 0 0 0

10896 4682 af AN1151.1 69.m15307 AO07022
6000022

0 -39 -28 ATGTTACTTTGA ATGTTACTTTGA MLL* MLL* TTCATCAATT GATCCAATCG 1 G FG09485.
1

MG01335.
1

NCU0407
1.1

0 0

10923 4689 ao AN6132.1 72.m19030 AO07034
0000067

1 -93 -76 ATGCATTTCCACTGGTAA ATGCATTTCCACTGGTAA MHFHW* MHFHW* CTTTGAGATC CGGCGGCGTG 0  0 0 0 0 0

10924 4693 an AN0709.1 70.m15316 AO07034
3000497

1 -340 -281 ATGACACCCGATCCCCACTGCTGCCATATC
GGCCATACGGAGACCTGCTCATCACCGTG
A

ATGACACCCGATCCCCACTGCTGCC
ATATCGGCCATACGGAGACCTGCTC
ATCACCGTGA

MTPDPHCCHIGHTETCS
SP*

MTPDPHCCHIGH
TETCSSP*

TTATTCAACT CAAAGTCCAG 0 R 0 0 0 0 0

10925 4693 an AN0709.1 70.m15316 AO07034
3000497

1 -244 -206 ATGCTAGACCCAAACATCTGGTCCCTCGAC
TCGATTTAA

ATGCTAGACCCAAACATCTGGTCCC
TCGACTCGATTTAA

MLDPNIWSLDSI* MLDPNIWSLDSI* CCTAATCACT AACCAGCATC 0 R 0 0 0 0 0

10991 4716 af AN4540.1 57.m05981 AO07032
1000158

0 -54 -7 ATGTCTACCATTGAGGCCTATTGCAAGAAC
AGTAGCTCGTCATATTGA

ATGTCTACCATTGAGGCCTATTGCAAGAACAG
TAGCTCGTCATATTGA

MSTIEAYCKNSSSSY* MSTIEAYCKNSSSSY* TCATATGTAG CACAGCATGG 1 ER 0 0 0 0 0

11005 4720 ao AN1362.1 70.m14867 AO07024
3000002

1 -102 -64 ATGTCGGGCTCAGCAGCACGCTTCTTCTCG
TGCTTGTAG

ATGTCGGGCTCAGCAGCACG
CTTCTTCTCGTGCTTGTAG

MSGSAARFFSCL* MSGSAA
RFFSCL*

TGCTTTCTGC ACGATATCTT 0  0 0 0 0 0

11007 4722 af AN3826.1 58.m07802 AO07030
5000062

0 -57 -43 ATGGTCAATTATTGA ATGGTCAATTATTGA MVNY* MVNY* TTAGATAACG TAATTGCTAT 1 R FG00694.
1

MG01168.
1

NCU0092
4.1

0 0

11008 4722 af AN3826.1 58.m07802 AO07030
5000062

0 -34 -8 ATGCTACAATCTTCAATTTTTTGTTGA ATGCTACAATCTTCAATTTTTTGTTGA MLQSSIFC* MLQSSIFC* GATAATTGCT ACACATTATG 1 R FG00694.
1

MG01168.
1

NCU0092
4.1

0 0

11011 4722 ao AN3826.1 58.m07802 AO07030
5000062

0 -34 -8 ATGTACAGCACTAGGAATATTTCCTGA ATGTACAGCACTAGGAATATT
TCCTGA

MYSTRNIS* MYSTRNI
S*

CCGTTCGGCT TAGTGTCATG 1 R FG00694.
1

MG01168.
1

NCU0092
4.1

0 0

11014 4728 an AN1795.1 72.m19547 AO07030
9000136

1 -134 -90 ATGTATCCTTTGTATCGCCTCCACAGCCAT
CAATCTCCTTTTTAA

ATGTATCCTTTGTATCGCCTCCACA
GCCATCAATCTCCTTTTTAA

MYPLYRLHSHQSPF* MYPLYRLHSHQS
PF*

TTCTCTCCTC TACCTAACTG 0 P 0 0 0 0 0

11015 4728 af AN1795.1 72.m19547 AO07030
9000136

1 -119 -6 ATGGTGTGTTTGGTATCTGCCACACCTGGG
TCGGCCCCGTCACACTTATTCAATCAGCAT
CATCTATCTCTCTCTACCGATAATCGCGCC
ACTGTGCGCGTCGCAAGGCTATAG

ATGGTGTGTTTGGTATCTGCCACACCTGGGTC
GGCCCCGTCACACTTATTCAATCAGCATCATC
TATCTCTCTCTACCGATAATCGCGCCACTGTG
CGCGTCGCAAGGCTATAG

MVCLVSATPGSAPSHLF
NQHHLSLSTDNRATVRV
ARL*

MVCLVSATPGSAPSHLFNQ
HHLSLSTDNRATVRVARL*

TCCTCGTCCG CAATCATGGG 0 P 0 0 0 0 0

11041 4738 af AN0888.1 70.m15494 AO07032
0000057

0 -29 -18 ATGACTCTCTAA ATGACTCTCTAA MTL* MTL* CTCTGACTTC TCCTTCCTTG 1 BT 0 0 0 0 0

11079 4749 af AN6114.1 72.m19045 AO07034
0000090

1 -61 -41 ATGCAGCGAGTGATCGCCTAA ATGCAGCGAGTGATCGCCTAA MQRVIA* MQRVIA* ATCACCCTCA TTGTCAGATA 0 L FG01896.
1

0 NCU0132
1.1

0 0

11097 4755 af AN1871.1 57.m05746 AO07034
1000188

0 -30 -16 ATGTTCACGCCGTAG ATGTTCACGCCGTAG MFTP* MFTP* TTCTCATTGA CGATATCCAT 1  0 0 0 0 0

11127 4765 af AN3802.1 57.m05972 AO07033
7000226

0 -45 -28 ATGCAGCTGGTCAACTGA ATGCAGCTGGTCAACTGA MQLVN* MQLVN* GCAAGAACAG CTGTGACGGC 1  0 0 0 0 0

11129 4766 af AN5205.1 69.m14902 AO07019
9000004

0 -55 -44 ATGTCTCTCTGA ATGTCTCTCTGA MSL* MSL* GGGCTGGTCT TATCGGGTCT 1 RP 0 0 0 0 0

11140 4768 af AN1045.1 70.m15201 AO07033
6000078

1 -124 -92 ATGTCGAGAATTTTTCGTTGTATGCTGACC
TAG

ATGTCGAGAATTTTTCGTTGTATGCTGACCTA
G

MSRIFRCMLT* MSRIFRCMLT* TTTAAATCGG TCTGATCGAG 0 R 0 0 0 0 0

11141 4768 af AN1045.1 70.m15201 AO07033
6000078

1 -103 -92 ATGCTGACCTAG ATGCTGACCTAG MLT* MLT* TTTTCGTTGT TCTGATCGAG 0 R 0 0 0 0 0

11160 4782 af AN8400.1 59.m09197 AO07032
9000063

0 -60 -43 ATGAGTATGGTCGCATAG ATGAGTATGGTCGCATAG MSMVA* MSMVA* TCACTTGCTG AACAAGATCA 1 GEPR 0 0 0 0 0

11161 4782 af AN8400.1 59.m09197 AO07032
9000063

0 -54 -43 ATGGTCGCATAG ATGGTCGCATAG MVA* MVA* GCTGATGAGT AACAAGATCA 1 GEPR 0 0 0 0 0

11164 4782 ao AN8400.1 59.m09197 AO07032
9000063

0 -30 -7 ATGTGCCACTATACAATACGCTGA ATGTGCCACTATACAATACG
CTGA

MCHYTIR* MCHYTIR
*

CTACTTCGTT GTAGCAATGG 1 GEPR 0 0 0 0 0

11170 4791 af AN5881.1 72.m19250 AO07024
5000027

0 -48 -31 ATGCAACGTCCCTGGTAG ATGCAACGTCCCTGGTAG MQRPW* MQRPW* GTGAAGGGTA CGATCAAAAT 1  0 0 0 0 0

11184 4793 an AN5970.1 72.m19186 AO07034
0000328

1 -98 -84 ATGTGCCACCTTTAA ATGTGCCACCTTTAA MCHL* MCHL* TTGTTCCCCC ATAAATCCGA 0 O 0 0 0 0 0

11185 4793 af AN5970.1 72.m19186 AO07034
0000328

1 -129 -19 ATGTGGAGTTTGGACCAATGTGCCTATTGT
GAAATCTACTTCAGCCCCTTCTTCTTTAACA
ATTCTCGACTTTCGTTTTCAGTCTTAACCTG
TTGCTTTCCGGGTCTTTGA

ATGTGGAGTTTGGACCAATGTGCCTATTGTGA
AATCTACTTCAGCCCCTTCTTCTTTAACAATTC
TCGACTTTCGTTTTCAGTCTTAACCTGTTGCTT
TCCGGGTCTTTGA

MWSLDQCAYCEIYFSPF
FFNNSRLSFSVLTCCFPG
L*

MWSLDQCAYCEIYFSPFFF
NNSRLSFSVLTCCFPGL*

GGTTCGATAA CCTTGAACGC 0 O 0 0 0 0 0

11186 4793 af AN5970.1 72.m19186 AO07034
0000328

1 -112 -98 ATGTGCCTATTGTGA ATGTGCCTATTGTGA MCLL* MCLL* GTTTGGACCA AATCTACTTC 0 O 0 0 0 0 0

11187 4793 ao AN5970.1 72.m19186 AO07034
0000328

1 -100 -86 ATGTGCCACCCGTAA ATGTGCCACCCGTAA MCHP* MCHP* CTAGGTCTTC TTTCTTTGGC 0 O 0 0 0 0 0

11188 4794 af AN1532.1 55.m03049 AO07033
4000248

1 -68 -24 ATGTTGGTGCCTCTCCTGCCCGAGCGATTG
ATCGCTGGCGGCTAA

ATGTTGGTGCCTCTCCTGCCCGAGCGATTGAT
CGCTGGCGGCTAA

MLVPLLPERLIAGG* MLVPLLPERLIAGG* TCTTGCTTTG TTCTGATAGC 0 0 0 0 0 0

39
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11189 4794 ao AN1532.1 55.m03049 AO07033
4000248

1 -143 -21 ATGAAGTTCTTTTCATATCACTTTTCTTGCA
TTGTAATCAACTCTTATTGTACCGTGTCGCT
GTCCTTGCTCTATTGCTTGCATACTTCAAGT
GGTTTATCTCACCCATTATCTAACGCTTAA

ATGAAGTTCTTTTCATATCAC
TTTTCTTGCATTGTAATCAAC
TCTTATTGTACCGTGTCGCT
GTCCTTGCTCTATTGCTTGCA
TACTTCAAGTGGTTTATCTCA
CCCATTATCTAACGCTTAA

MKFFSYHFSCIVINSYCT
VSLSLLYCLHTSSGLSHP
LSNA*

MKFFSY
HFSCIVIN
SYCTVSL
SLLYCLH
TSSGLS
HPLSNA*

TCGGACGTGG GAAGGTATAA 0 0 0 0 0 0

11219 4820 af AN4209.1 54.m07042 AO07023
1000015

0 -40 -8 ATGTCCTTCTGGTTCATAACTACCTCCCAAT
AG

ATGTCCTTCTGGTTCATAACTACCTCCCAATAG MSFWFITTSQ* MSFWFITTSQ* CGCAGTACAT GTGCAAGATG 1 R FG05384.
1

0 0 0 0

11235 4831 an AN5517.1 69.m15442 AO07034
1000376

1 -304 -290 ATGATCATGTTCTAA ATGATCATGTTCTAA MIMF* MIMF* CACCACTGTG CGATTACTGT 0 R 0 0 0 0 0

11236 4831 an AN5517.1 69.m15442 AO07034
1000376

1 -227 -189 ATGCTGACAAGCCCCCATTTTGCCTGCTCC
CAAGACTAG

ATGCTGACAAGCCCCCATTTTGCCT
GCTCCCAAGACTAG

MLTSPHFACSQD* MLTSPHFACSQD
*

ACCGAGTATC ACACTTCCTC 0 R 0 0 0 0 0

11237 4831 an AN5517.1 69.m15442 AO07034
1000376

1 -141 -31 ATGATACTCAAAAGTACGCGTGACGTATAT
CGACTTTTGAACAGAGACGACGATAACGGT
CCAGTTTCCACCGCCTCGAAGACGCGTCTC
TGTGCTAGCATATCCCGATAA

ATGATACTCAAAAGTACGCGTGACG
TATATCGACTTTTGAACAGAGACGA
CGATAACGGTCCAGTTTCCACCGCC
TCGAAGACGCGTCTCTGTGCTAGC
ATATCCCGATAA

MILKSTRDVYRLLNRDDD
NGPVSTASKTRLCASISR
*

MILKSTRDVYRLL
NRDDDNGPVST
ASKTRLCASISR*

TTCTTCTCGC CGCAGCCGAA 0 R 0 0 0 0 0

11238 4831 af AN5517.1 69.m15442 AO07034
1000376

1 -329 -312 ATGACAATCATGTTCTGA ATGACAATCATGTTCTGA MTIMF* MTIMF* GAACTCTCTT ATTATTCTCT 0 R 0 0 0 0 0

11239 4831 ao AN5517.1 69.m15442 AO07034
1000376

1 -320 -306 ATGGCCGTGCTTTAA ATGGCCGTGCTTTAA MAVL* MAVL* CGCCGTCCTT TCACCGCTTT 0 R 0 0 0 0 0

11240 4831 ao AN5517.1 69.m15442 AO07034
1000376

1 -276 -244 ATGGTTCTTACAGGCGTGTATGTACCGTGC
TGA

ATGGTTCTTACAGGCGTGTA
TGTACCGTGCTGA

MVLTGVYVPC* MVLTGV
YVPC*

CGGCACTTAG CCGCCCTCGA 0 R 0 0 0 0 0

11241 4831 ao AN5517.1 69.m15442 AO07034
1000376

1 -257 -210 ATGTACCGTGCTGACCGCCCTCGATATACC
GGATCGTTTCCCTGTTGA

ATGTACCGTGCTGACCGCCC
TCGATATACCGGATCGTTTC
CCTGTTGA

MYRADRPRYTGSFPC* MYRADR
PRYTGS
FPC*

ACAGGCGTGT GCATCGCCGG 0 R 0 0 0 0 0

11242 4831 ao AN5517.1 69.m15442 AO07034
1000376

1 -125 -114 ATGTCCCTATAA ATGTCCCTATAA MSL* MSL* TAGTATCTTG CCGCCGACGT 0 R 0 0 0 0 0

11247 4839 an AN4528.1 57.m05598 AO07032
1000138

1 -431 -390 ATGTCACTGACGCCCGGTAGCGTCCTATCA
ATCTCAATCTAG

ATGTCACTGACGCCCGGTAGCGTC
CTATCAATCTCAATCTAG

MSLTPGSVLSISI* MSLTPGSVLSISI* GTCTTGTGCA CTTTCAGCGT 0 U 0 0 0 0 0

11248 4839 af AN4528.1 57.m05598 AO07032
1000138

1 -369 -340 ATGCACTATCAGCATTTGATTCTTTTTTAA ATGCACTATCAGCATTTGATTCTTTTTTAA MHYQHLILF* MHYQHLILF* ATCAGTCACC GTGATTATCT 0 U 0 0 0 0 0

11249 4839 ao AN4528.1 57.m05598 AO07032
1000138

1 -684 -670 ATGACACATCTGTAG ATGACACATCTGTAG MTHL* MTHL* ACCGAGATAC GACAGAATCT 0 U 0 0 0 0 0

11250 4839 ao AN4528.1 57.m05598 AO07032
1000138

1 -418 -392 ATGGCTATTGCTTGGATGGTGTCGTGA ATGGCTATTGCTTGGATGGT
GTCGTGA

MAIAWMVS* MAIAWM
VS*

AACTGTCTTG TTCGTGAACA 0 U 0 0 0 0 0

11251 4839 ao AN4528.1 57.m05598 AO07032
1000138

1 -403 -392 ATGGTGTCGTGA ATGGTGTCGTGA MVS* MVS* TATTGCTTGG TTCGTGAACA 0 U 0 0 0 0 0

11261 4845 ao AN1830.1 52.m03901 AO07029
2000077

0 -56 -3 ATGTTTCTCCGCGGTAAACACGTAAGTCAC
GACTTGAATAAGGACCAGCGGTAA

ATGTTTCTCCGCGGTAAACA
CGTAAGTCACGACTTGAATA
AGGACCAGCGGTAA

MFLRGKHVSHDLNKDQR
*

MFLRGK
HVSHDL
NKDQR*

ATGAACTTGG CAATGACATT 1 R 0 0 0 0 0

11263 4849 an AN0671.1 70.m15273 AO07034
3000549

1 -220 -185 ATGCTCTCATATCATCTCGACCTGAGTCTTT
CCTGA

ATGCTCTCATATCATCTCGACCTGA
GTCTTTCCTGA

MLSYHLDLSLS* MLSYHLDLSLS* TCTTATTTTA TCTTGCTCGT 0  0 0 0 0 0

11264 4849 an AN0671.1 70.m15273 AO07034
3000549

1 -135 -112 ATGCCGCTAAGCTTCTTCCGCTGA ATGCCGCTAAGCTTCTTCCGCTGA MPLSFFR* MPLSFFR* AAGCTCCCCA TCAAGGAGAT 0  0 0 0 0 0

11265 4849 af AN0671.1 70.m15273 AO07034
3000549

1 -334 -260 ATGGGCTCGAATCCTGAACGACTGTGGGA
ATTATGCGACCTCCATGTCAAACAGCATCT
GGCTCAACAACAGTAG

ATGGGCTCGAATCCTGAACGACTGTGGGAATT
ATGCGACCTCCATGTCAAACAGCATCTGGCTC
AACAACAGTAG

MGSNPERLWELCDLHVK
QHLAQQQ*

MGSNPERLWELCDLHVKQ
HLAQQQ*

CTCTGAAGGA AAGCAGCAGC 0  0 0 0 0 0

11266 4849 af AN0671.1 70.m15273 AO07034
3000549

1 -302 -204 ATGCGACCTCCATGTCAAACAGCATCTGGC
TCAACAACAGTAGAAGCAGCAGCAACGCCG
AAGGAAGAGGAGGAGGACGACGATCCTGA
ATCGAGCTGA

ATGCGACCTCCATGTCAAACAGCATCTGGCTC
AACAACAGTAGAAGCAGCAGCAACGCCGAAG
GAAGAGGAGGAGGACGACGATCCTGAATCGA
GCTGA

MRPPCQTASGSTTVEAA
ATPKEEEEDDDPESS*

MRPPCQTASGSTTVEAAA
TPKEEEEDDDPESS*

TGTGGGAATT GGTAGAAAAA 0  0 0 0 0 0

11267 4849 af AN0671.1 70.m15273 AO07034
3000549

1 -291 -214 ATGTCAAACAGCATCTGGCTCAACAACAGT
AGAAGCAGCAGCAACGCCGAAGGAAGAGG
AGGAGGACGACGATCCTGA

ATGTCAAACAGCATCTGGCTCAACAACAGTAG
AAGCAGCAGCAACGCCGAAGGAAGAGGAGGA
GGACGACGATCCTGA

MSNSIWLNNSRSSSNAE
GRGGGRRS*

MSNSIWLNNSRSSSNAEG
RGGGRRS*

TGCGACCTCC ATCGAGCTGA 0  0 0 0 0 0

11268 4849 af AN0671.1 70.m15273 AO07034
3000549

1 -152 -126 ATGTCGAGTCTTCCGTATTCCCACTGA ATGTCGAGTCTTCCGTATTCCCACTGA MSSLPYSH* MSSLPYSH* TCCATTCCAA CACAATTCCC 0  0 0 0 0 0

11269 4849 af AN0671.1 70.m15273 AO07034
3000549

1 -38 -18 ATGGCCGTTGGCGTCAGCTAG ATGGCCGTTGGCGTCAGCTAG MAVGVS* MAVGVS* GCCGCTTTGA ACGCGCCAGT 1  0 0 0 0 0

11270 4849 ao AN0671.1 70.m15273 AO07034
3000549

1 -191 -108 ATGTCGAAACGTCGTCGGCTGAAAAAGTAT
CGTTCTTCTTCTCTCACACCACATCATTCTT
TTCGTTTACGACATCGATGCTGA

ATGTCGAAACGTCGTCGGCT
GAAAAAGTATCGTTCTTCTTC
TCTCACACCACATCATTCTTT
TCGTTTACGACATCGATGCT
GA

MSKRRRLKKYRSSSLTP
HHSFRLRHRC*

MSKRRR
LKKYRSS
SLTPHHS
FRLRHR
C*

ACTCGTAGTC TCCTCTTGAG 0  0 0 0 0 0

11271 4849 ao AN0671.1 70.m15273 AO07034
3000549

1 -114 -58 ATGCTGATCCTCTTGAGTTCCTGCAGACCC
AGGTATTATCCTGGAAGACACCTTTAA

ATGCTGATCCTCTTGAGTTC
CTGCAGACCCAGGTATTATC
CTGGAAGACACCTTTAA

MLILLSSCRPRYYPGRHL
*

MLILLSS
CRPRYY
PGRHL*

TACGACATCG ATTTTGCGGC 0  0 0 0 0 0

11272 4849 ao AN0671.1 70.m15273 AO07034
3000549

1 -39 -22 ATGGCCGTTACGTTTTGA ATGGCCGTTACGTTTTGA MAVTF* MAVTF* GCCGTCTTGA TAACAAATTG 1  0 0 0 0 0

11288 4855 ao AN0326.1 54.m06429 AO07031
8000002

1 -223 -200 ATGAGGTGCCACCAGACTTGGTGA ATGAGGTGCCACCAGACTTG
GTGA

MRCHQTW* MRCHQT
W*

CTCACTGTAA AATAAGCACG 0 Z 0 0 0 0 0

11295 4860 an AN6241.1 72.m19416 AO07030
4000092

1 -36 -22 ATGGTTCTGAAATAA ATGGTTCTGAAATAA MVLK* MVLK* TCCTCGTCGG AGCGTGAACC 1 T 0 0 0 0 0

11307 4865 an AN2109.1 57.m05963 AO07034
1000274

1 -176 -159 ATGGGAGCGTTCGTCTGA ATGGGAGCGTTCGTCTGA MGAFV* MGAFV* TTCAGACTCC AGGTCTGTGC 0 DO 0 0 0 0 0

11309 4867 an AN5980.1 72.m19163 AO07034
0000300

0 -21 -4 ATGACCAAAAAATTTTGA ATGACCAAAAAATTTTGA MTKKF* MTKKF* CTCTCCATAT ATCATGTCTT 1  0 0 0 0 0

11312 4867 ao AN5980.1 72.m19163 AO07034
0000300

0 -53 -18 ATGCCCAACCACTTTTCTCACCCTCTACAC
CATTGA

ATGCCCAACCACTTTTCTCAC
CCTCTACACCATTGA

MPNHFSHPLHH* MPNHFS
HPLHH*

ACCGTCTTCA CAGAATTACC 1  0 0 0 0 0

11327 4872 af AN5346.1 69.m15558 AO07033
3000176

0 -42 -28 ATGATCGCACGTTAG ATGATCGCACGTTAG MIAR* MIAR* TTACAACACA ACTAGATTTC 1 O 0 MG10494.
1

0 0 0

11331 4872 ao AN5346.1 69.m15558 AO07033
3000176

0 -50 -36 ATGATTGATATCTAA ATGATTGATATCTAA MIDI* MIDI* TTTGCGCATT ACTATCTAAT 1 O 0 MG10494.
1

0 0 0

11346 4876 af AN5400.1 69.m15773 AO07033
3000134

0 -32 -15 ATGGTCAGTGAAAAGTGA ATGGTCAGTGAAAAGTGA MVSEK* MVSEK* GTTCCCGATC CAACTACCAG 1 P 0 0 0 0 0

11351 4878 ao AN0564.1 69.m15283 AO07027
2000041

0 -57 -43 ATGTATTCTTGTTAA ATGTATTCTTGTTAA MYSC* MYSC* CCCTTTCACT GTCCAGCAAT 1 R 0 0 0 0 0

11352 4879 an AN6305.1 72.m19329 AO07030
8000060

0 -52 -11 ATGCTTCCAGTTTGTCTTACATCGACCGTT
GTCTCATCTTAA

ATGCTTCCAGTTTGTCTTACATCGA
CCGTTGTCTCATCTTAA

MLPVCLTSTVVSS* MLPVCLTSTVVS
S*

CTAGCGCTGC ACCGTCCTCG 1 T 0 0 0 0 0

11353 4879 af AN6305.1 72.m19329 AO07030
8000060

0 -57 -31 ATGGTCCATGTTTCACCTTATCTCTGA ATGGTCCATGTTTCACCTTATCTCTGA MVHVSPYL* MVHVSPYL* CACCAATCCT CCTCTTATAC 1 T 0 0 0 0 0

11354 4879 af AN6305.1 72.m19329 AO07030
8000060

0 -50 -15 ATGTTTCACCTTATCTCTGACCTCTTATACT
TTTAA

ATGTTTCACCTTATCTCTGACCTCTTATACTTT
TAA

MFHLISDLLYF* MFHLISDLLYF* CCTATGGTCC CTCTCGTTTC 1 T 0 0 0 0 0

11371 4884 af AN1981.1 58.m08945 AO07030
1000066

0 -25 -14 ATGCTGATGTGA ATGCTGATGTGA MLM* MLM* CGACCTGCAT CTATTACTTC 1 O 0 0 0 YJL031C 0

11374 4885 an AN6208.1 72.m19306 AO07030
8000085

1 -84 -49 ATGGACAAGGATTACACGCCTTCAACTCAC
AAATGA

ATGGACAAGGATTACACGCCTTCAA
CTCACAAATGA

MDKDYTPSTHK* MDKDYTPSTHK* CAGGCAGCCT GCTTTCGCTT 0 0 0 0 0 0

11375 4885 ao AN6208.1 72.m19306 AO07030
8000085

1 -90 -76 ATGCATCATTTCTAA ATGCATCATTTCTAA MHHF* MHHF* TCCTGAACAG GCTTGCATCG 0 0 0 0 0 0

11388 4890 an AN8696.1 62.m03488 AO07031
5000121

0 -47 -36 ATGCAAAATTAG ATGCAAAATTAG MQN* MQN* CTATCATAAG CAACGGTGGT 1 S 0 0 0 0 0

11395 4892 ao AN4781.1 59.m09202 AO07032
9000069

0 -45 -34 ATGCGCCACTAA ATGCGCCACTAA MRH* MRH* CAGCCAGACA TCAGATATAT 1 CH 0 0 0 0 0

11396 4893 af AN1544.1 55.m03062 AO07033
9000310

0 -41 -3 ATGTGCACGGAGTGTCGTACAGATAATCCC
CGCTATTGA

ATGTGCACGGAGTGTCGTACAGATAATCCCCG
CTATTGA

MCTECRTDNPRY* MCTECRTDNPRY* AACCCCTTGA CCATGTCCGA 1 0 0 0 0 0

11444 4911 an AN5103.1 54.m06964 AO07029
1000076

1 -87 -40 ATGTTTCTACCTAAGGCCAATGTTGAGCGC
TCCAAATCATCTTATTGA

ATGTTTCTACCTAAGGCCAATGTTG
AGCGCTCCAAATCATCTTATTGA

MFLPKANVERSKSSY* MFLPKANVERSK
SSY*

GGTCACTACA ACTTCAGCGT 0 C 0 0 0 0 0

11447 4911 af AN5103.1 54.m06964 AO07029
1000076

1 -176 -129 ATGTTTTTAAACTTGTTTTGTCCTTCATGTC
GATTCTTTTCTCCATAA

ATGTTTTTAAACTTGTTTTGTCCTTCATGTCGA
TTCTTTTCTCCATAA

MFLNLFCPSCRFFSP* MFLNLFCPSCRFFSP* TGATATCTCA TCTGTACTCT 0 C 0 0 0 0 0
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11448 4911 af AN5103.1 54.m06964 AO07029
1000076

1 -150 -115 ATGTCGATTCTTTTCTCCATAATCTGTACTC
TATAG

ATGTCGATTCTTTTCTCCATAATCTGTACTCTA
TAG

MSILFSIICTL* MSILFSIICTL* TTTGTCCTTC GCGAGCATTG 0 C 0 0 0 0 0

11449 4911 af AN5103.1 54.m06964 AO07029
1000076

1 -83 -48 ATGGTATCATCCTCCCCGCGAATATTTGTG
ATCTGA

ATGGTATCATCCTCCCCGCGAATATTTGTGAT
CTGA

MVSSSPRIFVI* MVSSSPRIFVI* AGATACCCAA ATGCATATAC 0 C 0 0 0 0 0

11450 4911 af AN5103.1 54.m06964 AO07029
1000076

1 -47 -12 ATGCATATACGTCCCGATGGAGAAGGGTG
CGCTTAG

ATGCATATACGTCCCGATGGAGAAGGGTGCG
CTTAG

MHIRPDGEGCA* MHIRPDGEGCA* TGTGATCTGA ATATCCGCAT 1 C 0 0 0 0 0

11478 4924 af AN3814.1 57.m05668 AO07031
1000012

1 -598 -509 ATGGATGGACATCCGACTGACTCCGAGGA
ATCTCCCTTTCTTTCTCCCTTGTTCCTGAAT
CATTGTGCCGTCCAGGTTATCATTATATAA

ATGGATGGACATCCGACTGACTCCGAGGAATC
TCCCTTTCTTTCTCCCTTGTTCCTGAATCATTG
TGCCGTCCAGGTTATCATTATATAA

MDGHPTDSEESPFLSPL
FLNHCAVQVIII*

MDGHPTDSEESPFLSPLFL
NHCAVQVIII*

CACGTGATTT TCAAAAATTT 0 O 0 0 0 0 0

11479 4924 af AN3814.1 57.m05668 AO07031
1000012

1 -594 -541 ATGGACATCCGACTGACTCCGAGGAATCTC
CCTTTCTTTCTCCCTTGTTCCTGA

ATGGACATCCGACTGACTCCGAGGAATCTCCC
TTTCTTTCTCCCTTGTTCCTGA

MDIRLTPRNLPFFLPCS* MDIRLTPRNLPFFLPCS* TGATTTATGG ATCATTGTGC 0 O 0 0 0 0 0

11495 4925 ao AN0454.1 54.m06615 AO07032
8000182

1 -63 -43 ATGTTCACAATCATTTTGTAA ATGTTCACAATCATTTTGTAA MFTIIL* MFTIIL* TCTTCTTTCG TCTGTGGTGA 0 E 0 0 0 0 0
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1 2 af AN5593.1 58.m07517 AO070328000010 0 -199 -137 ATGATCCCCTGTTCTGATCAATTATCATATTCTCTGACTGC
ACGAACAACGAAAACGTCCTAG

ATGATCCCCTGTTCTGATCAATTATCATATTCTCTG
ACTGCACGAACAACGAAAACGTCCTAG

MIPCSDQLSYSLTARTTK
TS*

MIPCSDQLSYSLTA
RTTKTS*

CTTGATTGGC CTCTGTCTAT 0 S 0 0 0 0 0

2 2 af AN5593.1 58.m07517 AO070328000010 0 -89 -48 ATGCCAACCAAGCTCATACTGGACGACGAAGATTCGTTAT
AG

ATGCCAACCAAGCTCATACTGGACGACGAAGATTC
GTTATAG

MPTKLILDDEDSL* MPTKLILDDEDSL* TCCTAACCCA GGACAATAAT 0 S 0 0 0 0 0

3 2 ao AN5593.1 58.m07517 AO070328000010 0 -240 -199 ATGCTAAGTTTCGATATAAGTCTCGTTCATGCTTGCACTTG
A

ATGCTAAGTTTCGATATAAGTCTCGTTCATG
CTTGCACTTGA

MLSFDISLVHACT* MLSFDISLVHACT* AGGCCCTTCA AAGCGTGACG 0 S 0 0 0 0 0

4 2 ao AN5593.1 58.m07517 AO070328000010 0 -212 -132 ATGCTTGCACTTGAAAGCGTGACGCGGTCGACTTACAGG
GACACAAGCAGTCCAATATCCGCCTGTTTTGCTGCCAAGT
AA

ATGCTTGCACTTGAAAGCGTGACGCGGTCG
ACTTACAGGGACACAAGCAGTCCAATATCC
GCCTGTTTTGCTGCCAAGTAA

MLALESVTRSTYRDTSSP
ISACFAAK*

MLALESVTRSTYRD
TSSPISACFAAK*

AGTCTCGTTC GAAGACAAAC 0 S 0 0 0 0 0

8 4 af AN0877.1 70.m15480 AO070320000036 0 -196 -119 ATGGAGTTTTCTCTTCTGCTGGTGCTCCGTCCCATCGATTA
TCCTCATCTGTGTCGCCGGAATCTACGGAAATCCTAG

ATGGAGTTTTCTCTTCTGCTGGTGCTCCGTCCCAT
CGATTATCCTCATCTGTGTCGCCGGAATCTACGGA
AATCCTAG

MEFSLLLVLRPIDYPHLC
RRNLRKS*

MEFSLLLVLRPIDYP
HLCRRNLRKS*

AACAACGTCC CGCCCCTCGC 0  0 0 0 0 0

6 4 an AN0877.1 70.m15480 AO070320000036 0 -184 -62 ATGGACTTTTCGCCTGGACAAGTTCTGCCATCAAGACACT
TCCCGCGCTACGTATACCTTCGACCGCTGGTCCCTTCTGT
CGCGATACCAGAAGCGCATCACCGCCGAAGCTTGATTGC
TTAG

ATGGACTTTTCGCCTGGACAAGTTCTGCCATCAA
GACACTTCCCGCGCTACGTATACCTTCGACCGCT
GGTCCCTTCTGTCGCGATACCAGAAGCGCATCA
CCGCCGAAGCTTGATTGCTTAG

MDFSPGQVLPSRHFPRY
VYLRPLVPSVAIPEAHHR
RSLIA*

MDFSPGQVLPSRHFPR
YVYLRPLVPSVAIPEAHH
RRSLIA*

AGTCACGCCC ACCTGTTTGA 0  0 0 0 0 0

9 4 ao AN0877.1 70.m15480 AO070320000036 0 -183 -58 ATGGATTTTTCTCTTTACCTAGTGCTTTTTCCGAAAGATATT
CCGTATCGCCGCTTTTCCCGTCTATTGTCTTCTTCTTTTGC
GACTCCCCCGGACACCGTTACCGGTGACGTTCGATTGCT
ATAG

ATGGATTTTTCTCTTTACCTAGTGCTTTTTCC
GAAAGATATTCCGTATCGCCGCTTTTCCCGT
CTATTGTCTTCTTCTTTTGCGACTCCCCCGG
ACACCGTTACCGGTGACGTTCGATTGCTATA
G

MDFSLYLVLFPKDIPYRR
FSRLLSSSFATPPDTVTG
DVRLL*

MDFSLYLVLFPKDIP
YRRFSRLLSSSFAT
PPDTVTGDVRLL*

CCCATTGTCC AGCGAGGAAG 0  0 0 0 0 0

10 9 an AN3785.1 57.m05971 AO070337000246 0 -218 -174 ATGTGGCTCCCCCTCTCGCGACCCCCGTCCCTCGTCGGC
CCCTGA

ATGTGGCTCCCCCTCTCGCGACCCCCGTCCCTC
GTCGGCCCCTGA

MWLPLSRPPSLVGP* MWLPLSRPPSLVGP* GTTGCTTTTG TATCCGCATC 0 BL 0 0 0 0 0

16 13 af AN2751.1 71.m15497 AO070323000056 0 -218 -192 ATGAAGGAATCTCTCCGCATTGTATGA ATGAAGGAATCTCTCCGCATTGTATGA MKESLRIV* MKESLRIV* TTTCGTTTGC AATGTGTCCT 0 S 0 0 0 0 0
17 13 af AN2751.1 71.m15497 AO070323000056 0 -195 -142 ATGAAATGTGTCCTGTGGCGGTGTGCTGTGACGACTGTCT

GCCTCAGGCAGTAA
ATGAAATGTGTCCTGTGGCGGTGTGCTGTGACGAC
TGTCTGCCTCAGGCAGTAA

MKCVLWRCAVTTVCLRQ
*

MKCVLWRCAVTTV
CLRQ*

TCCGCATTGT TTCCACTAAC 0 S 0 0 0 0 0

18 13 af AN2751.1 71.m15497 AO070323000056 0 -63 -52 ATGCCGTGGTAG ATGCCGTGGTAG MPW* MPW* CACTACGAGA ATCTTGCCAT 0 S 0 0 0 0 0
11 13 an AN2751.1 71.m15497 AO070323000056 0 -232 -209 ATGTCATCGGGCTCCTATTTGTGA ATGTCATCGGGCTCCTATTTGTGA MSSGSYL* MSSGSYL* ACCATGCCCA CCTAGATCAG 0 S 0 0 0 0 0
12 13 an AN2751.1 71.m15497 AO070323000056 0 -151 -140 ATGCTGGGGTGA ATGCTGGGGTGA MLG* MLG* GGTCTTTTCA ATGAGCGACA 0 S 0 0 0 0 0
13 13 an AN2751.1 71.m15497 AO070323000056 0 -139 -110 ATGAGCGACAAATGGTGCCTTAGGCTGTAA ATGAGCGACAAATGGTGCCTTAGGCTGTAA MSDKWCLRL* MSDKWCLRL* GCTGGGGTGA GGCAGAAAAC 0 S 0 0 0 0 0
14 13 an AN2751.1 71.m15497 AO070323000056 0 -128 -117 ATGGTGCCTTAG ATGGTGCCTTAG MVP* MVP* TGAGCGACAA GCTGTAAGGC 0 S 0 0 0 0 0
15 13 an AN2751.1 71.m15497 AO070323000056 0 -89 -57 ATGATCCCGCACCACAATTATGATGAGTGCTAA ATGATCCCGCACCACAATTATGATGAGTGCTAA MIPHHNYDEC* MIPHHNYDEC* GTGACCCGTC ATCTCCCGAG 0 S 0 0 0 0 0

19 13 ao AN2751.1 71.m15497 AO070323000056 0 -159 -100 ATGTGTTGCCTTAGGCATCAATACCTCTCCGGCACTAACC
TGGAGTCGGTAAGCGGGTGA

ATGTGTTGCCTTAGGCATCAATACCTCTCCG
GCACTAACCTGGAGTCGGTAAGCGGGTGA

MCCLRHQYLSGTNLESV
SG*

MCCLRHQYLSGTNL
ESVSG*

AACCGGTATA TATCAGACCG 0 S 0 0 0 0 0

20 13 ao AN2751.1 71.m15497 AO070323000056 0 -61 -50 ATGCGGCGGTAA ATGCGGCGGTAA MRR* MRR* CACTACATTT ATCTCGCTCC 0 S 0 0 0 0 0
21 14 ao AN0228.1 71.m15484 AO070323000081 0 -238 -197 ATGTCTTTTCCGACGCGTTCGCGTCGCCAACGCGTTTCTT

GA
ATGTCTTTTCCGACGCGTTCGCGTCGCCAA
CGCGTTTCTTGA

MSFPTRSRRQRVS* MSFPTRSRRQRVS* GAACCGCGAT AAAAGAAAGT 0 L 0 0 0 0 0

25 26 an AN8236.1 53.m04127 AO070310000072 0 -219 -175 ATGTCCTTTTGTCCACTTCCATTTGAGGCTACATCCACTCA
TTGA

ATGTCCTTTTGTCCACTTCCATTTGAGGCTACATC
CACTCATTGA

MSFCPLPFEATSTH* MSFCPLPFEATSTH* GGATCGGCCC ATGTTTCTTA 0 T 0 0 0 0 0

26 26 an AN8236.1 53.m04127 AO070310000072 0 -174 -121 ATGTTTCTTAATGACTTCAAGGATTGTCTGGTTTTGATTGAT
TGGGTTATTTGA

ATGTTTCTTAATGACTTCAAGGATTGTCTGGTTTT
GATTGATTGGGTTATTTGA

MFLNDFKDCLVLIDWVI* MFLNDFKDCLVLIDWVI* CACTCATTGA ACTTGGTACC 0 T 0 0 0 0 0

27 26 an AN8236.1 53.m04127 AO070310000072 0 -164 -138 ATGACTTCAAGGATTGTCTGGTTTTGA ATGACTTCAAGGATTGTCTGGTTTTGA MTSRIVWF* MTSRIVWF* ATGTTTCTTA TTGATTGGGT 0 T 0 0 0 0 0
28 26 an AN8236.1 53.m04127 AO070310000072 0 -93 -52 ATGTACGAGGGTCACGGGCGAGTTCTGATCGTCCCTTCCT

GA
ATGTACGAGGGTCACGGGCGAGTTCTGATCGTC
CCTTCCTGA

MYEGHGRVLIVPS* MYEGHGRVLIVPS* AGCTGTCTTG ATCGTTGCTT 0 T 0 0 0 0 0

29 26 ao AN8236.1 53.m04127 AO070310000072 0 -149 -123 ATGTGTGAGAGTAGTTTCCACCCTTGA ATGTGTGAGAGTAGTTTCCACCCTTGA MCESSFHP* MCESSFHP* GATTTGTTCG TTTCTAGATT 0 T 0 0 0 0 0
31 36 af AN8197.1 53.m03776 AO070310000122 0 -207 -160 ATGAGCGGTAAAATGAGTCCTGAGAACGCCCACGTTTGCC

CTTTTTAG
ATGAGCGGTAAAATGAGTCCTGAGAACGCCCACGT
TTGCCCTTTTTAG

MSGKMSPENAHVCPF* MSGKMSPENAHVC
PF*

GAAAAAGGAC GGCCTTCAGC 0 R 0 0 0 0 0

32 36 af AN8197.1 53.m03776 AO070310000122 0 -195 -160 ATGAGTCCTGAGAACGCCCACGTTTGCCCTTTTTAG ATGAGTCCTGAGAACGCCCACGTTTGCCCTTTTTA
G

MSPENAHVCPF* MSPENAHVCPF* GAGCGGTAAA GGCCTTCAGC 0 R 0 0 0 0 0

33 36 af AN8197.1 53.m03776 AO070310000122 0 -122 -93 ATGAGCAATGTACTGTCAGGTCACGTGTAA ATGAGCAATGTACTGTCAGGTCACGTGTAA MSNVLSGHV* MSNVLSGHV* TGCGAGAACT CAGGACAGAT 0 R 0 0 0 0 0
30 36 an AN8197.1 53.m03776 AO070310000122 0 -145 -128 ATGAACTGCAGCGCATAA ATGAACTGCAGCGCATAA MNCSA* MNCSA* GTAGTGGAAG CAAGCTGAGT 0 R 0 0 0 0 0
34 36 ao AN8197.1 53.m03776 AO070310000122 0 -238 -221 ATGACGCAACGAGGATAA ATGACGCAACGAGGATAA MTQRG* MTQRG* AAGGAAACAG CCATGCTCTG 0 R 0 0 0 0 0
35 36 ao AN8197.1 53.m03776 AO070310000122 0 -199 -143 ATGATGTTATGCATCAAAGTCAATCTGCACAAAGATTTTGA

TTCCATGTATGATTAA
ATGATGTTATGCATCAAAGTCAATCTGCACA
AAGATTTTGATTCCATGTATGATTAA

MMLCIKVNLHKDFDSMY
D*

MMLCIKVNLHKDFD
SMYD*

CCTGCATTAC TGTGTAGGAG 0 R 0 0 0 0 0

36 36 ao AN8197.1 53.m03776 AO070310000122 0 -196 -143 ATGTTATGCATCAAAGTCAATCTGCACAAAGATTTTGATTC
CATGTATGATTAA

ATGTTATGCATCAAAGTCAATCTGCACAAAG
ATTTTGATTCCATGTATGATTAA

MLCIKVNLHKDFDSMYD* MLCIKVNLHKDFDS
MYD*

GCATTACATG TGTGTAGGAG 0 R 0 0 0 0 0

37 36 ao AN8197.1 53.m03776 AO070310000122 0 -191 -159 ATGCATCAAAGTCAATCTGCACAAAGATTTTGA ATGCATCAAAGTCAATCTGCACAAAGATTTT
GA

MHQSQSAQRF* MHQSQSAQRF* ACATGATGTT TTCCATGTAT 0 R 0 0 0 0 0

38 36 ao AN8197.1 53.m03776 AO070310000122 0 -154 -143 ATGTATGATTAA ATGTATGATTAA MYD* MYD* TTTTGATTCC TGTGTAGGAG 0 R 0 0 0 0 0
39 36 ao AN8197.1 53.m03776 AO070310000122 0 -150 -136 ATGATTAATGTGTAG ATGATTAATGTGTAG MINV* MINV* GATTCCATGT GAGATGGAAA 0 R 0 0 0 0 0
40 36 ao AN8197.1 53.m03776 AO070310000122 0 -132 -118 ATGGAAAGGGAATAG ATGGAAAGGGAATAG MERE* MERE* TGTGTAGGAG TACGGAAATA 0 R 0 0 0 0 0
41 37 an AN4988.1 59.m08891 AO070288000057 0 -220 -65 ATGCTAAATCCTCCGAAAGACAAGTTGCGCGACCGCCACC

CCGCTTTGGCCCAAAGCTGCCTGCTGCCGGCACCGCAAA
TCCAATCCCAGCCCCCTCACGCTTTATCAGTGCAGCACCC
CAAAGCTCCGTCCTGTTCTTTGCTATATTACTCGTAA

ATGCTAAATCCTCCGAAAGACAAGTTGCGCGACC
GCCACCCCGCTTTGGCCCAAAGCTGCCTGCTGC
CGGCACCGCAAATCCAATCCCAGCCCCCTCACG
CTTTATCAGTGCAGCACCCCAAAGCTCCGTCCTG
TTCTTTGCTATATTACTCGTAA

MLNPPKDKLRDRHPALA
QSCLLPAPQIQSQPPHAL
SVQHPKAPSCSLLYYS*

MLNPPKDKLRDRHPALA
QSCLLPAPQIQSQPPHA
LSVQHPKAPSCSLLYYS*

GGCGTTGTCA TCTTGGACGC 0 G 0 0 0 0 0

42 37 ao AN4988.1 59.m08891 AO070288000057 0 -254 -144 ATGGATTCCCTAATCTTACTTCCCCGCCCCAGAAAATACTA
TAAAGAATCTCATCTTTCACGTCAGCATGTCGTTGCATTGG
ATCCACTAACGTCTTTCCACTCTATCTAA

ATGGATTCCCTAATCTTACTTCCCCGCCCCA
GAAAATACTATAAAGAATCTCATCTTTCACGT
CAGCATGTCGTTGCATTGGATCCACTAACGT
CTTTCCACTCTATCTAA

MDSLILLPRPRKYYKESH
LSRQHVVALDPLTSFHSI*

MDSLILLPRPRKYYK
ESHLSRQHVVALDP
LTSFHSI*

TCAGGCTCCC AGTTTGTCGT 0 G 0 0 0 0 0

43 37 ao AN4988.1 59.m08891 AO070288000057 0 -187 -164 ATGTCGTTGCATTGGATCCACTAA ATGTCGTTGCATTGGATCCACTAA MSLHWIH* MSLHWIH* TCACGTCAGC CGTCTTTCCA 0 G 0 0 0 0 0
44 39 af AN7526.1 69.m15144 AO070258000030 0 -62 -42 ATGAGTTGGACCAAAACTTAA ATGAGTTGGACCAAAACTTAA MSWTKT* MSWTKT* TAAAAAAAAA CAGCAACCAC 0 KU 0 0 0 YDR299W 0
47 46 af AN2446.1 69.m15213 AO070264000031 0 -198 -46 ATGTGCCTCCGTCCAGTGGTTGATGGTCGAGAGTTGACG

GTTCGGTTGCCATGTGCAACGCCCACAATGACATCGCCTT
CTCCACATCCACCAGAACCAGATCTCAAAACTGCAAGTTG
CAACAAGCTATCAGCCTCAAACGGTCTCTCTTAA

ATGTGCCTCCGTCCAGTGGTTGATGGTCGAGAGTT
GACGGTTCGGTTGCCATGTGCAACGCCCACAATG
ACATCGCCTTCTCCACATCCACCAGAACCAGATCT
CAAAACTGCAAGTTGCAACAAGCTATCAGCCTCAA
ACGGTCTCTCTTAA

MCLRPVVDGRELTVRLP
CATPTMTSPSPHPPEPDL
KTASCNKLSASNGLS*

MCLRPVVDGRELTV
RLPCATPTMTSPSP
HPPEPDLKTASCNK
LSASNGLS*

GGCTTAGAGT TACAAAAATA 0  0 0 0 0 0

48 46 af AN2446.1 69.m15213 AO070264000031 0 -176 -162 ATGGTCGAGAGTTGA ATGGTCGAGAGTTGA MVES* MVES* CCAGTGGTTG CGGTTCGGTT 0  0 0 0 0 0
49 46 af AN2446.1 69.m15213 AO070264000031 0 -148 -11 ATGTGCAACGCCCACAATGACATCGCCTTCTCCACATCCA

CCAGAACCAGATCTCAAAACTGCAAGTTGCAACAAGCTAT
CAGCCTCAAACGGTCTCTCTTAATACAAAAATACAGAAATT
ACATTCATATCCTGTAA

ATGTGCAACGCCCACAATGACATCGCCTTCTCCAC
ATCCACCAGAACCAGATCTCAAAACTGCAAGTTGC
AACAAGCTATCAGCCTCAAACGGTCTCTCTTAATAC
AAAAATACAGAAATTACATTCATATCCTGTAA

MCNAHNDIAFSTSTRTRS
QNCKLQQAISLKRSLLIQ
KYRNYIHIL*

MCNAHNDIAFSTST
RTRSQNCKLQQAIS
LKRSLLIQKYRNYIHI
L*

TTCGGTTGCC TAAATTGAAT 0  0 0 0 0 0

50 46 af AN2446.1 69.m15213 AO070264000031 0 -132 -46 ATGACATCGCCTTCTCCACATCCACCAGAACCAGATCTCA
AAACTGCAAGTTGCAACAAGCTATCAGCCTCAAACGGTCT
CTCTTAA

ATGACATCGCCTTCTCCACATCCACCAGAACCAGA
TCTCAAAACTGCAAGTTGCAACAAGCTATCAGCCT
CAAACGGTCTCTCTTAA

MTSPSPHPPEPDLKTAS
CNKLSASNGLS*

MTSPSPHPPEPDLK
TASCNKLSASNGLS
*

AACGCCCACA TACAAAAATA 0  0 0 0 0 0

45 46 an AN2446.1 69.m15213 AO070264000031 0 -142 -50 ATGACATCGTTCCCCCACAGGCCGGAGCCAGACTTCACC
TCCGCACACTCGTCAATCCTGAATCTCGACAACATTTTCCA
GCGTGATTTTTAA

ATGACATCGTTCCCCCACAGGCCGGAGCCAGAC
TTCACCTCCGCACACTCGTCAATCCTGAATCTCG
ACAACATTTTCCAGCGTGATTTTTAA

MTSFPHRPEPDFTSAHS
SILNLDNIFQRDF*

MTSFPHRPEPDFTSAHS
SILNLDNIFQRDF*

AACGAAAGGA ACGATTATAT 0  0 0 0 0 0

51 46 ao AN2446.1 69.m15213 AO070264000031 0 -175 -56 ATGTGCAACAACCAACCCAAACTTTATGACATCGATGTCC
CCACTATCTTCGAACTACACAGTACCGGTTTGACCCCAGA
CCCGATCTTTCTCTCCACCCTGCACATTAGTACCTTGTAG

ATGTGCAACAACCAACCCAAACTTTATGACA
TCGATGTCCCCACTATCTTCGAACTACACAG
TACCGGTTTGACCCCAGACCCGATCTTTCTC
TCCACCCTGCACATTAGTACCTTGTAG

MCNNQPKLYDIDVPTIFE
LHSTGLTPDPIFLSTLHIST
L*

MCNNQPKLYDIDVP
TIFELHSTGLTPDPIF
LSTLHISTL*

TTCGGTTGCC ACTCCGACTA 0  0 0 0 0 0

52 46 ao AN2446.1 69.m15213 AO070264000031 0 -150 -103 ATGACATCGATGTCCCCACTATCTTCGAACTACACAGTAC
CGGTTTGA

ATGACATCGATGTCCCCACTATCTTCGAACT
ACACAGTACCGGTTTGA

MTSMSPLSSNYTVPV* MTSMSPLSSNYTVP
V*

CCCAAACTTT CCCCAGACCC 0  0 0 0 0 0

53 46 ao AN2446.1 69.m15213 AO070264000031 0 -141 -103 ATGTCCCCACTATCTTCGAACTACACAGTACCGGTTTGA ATGTCCCCACTATCTTCGAACTACACAGTAC
CGGTTTGA

MSPLSSNYTVPV* MSPLSSNYTVPV* TATGACATCG CCCCAGACCC 0  0 0 0 0 0

56 50 af AN1157.1 70.m15085 AO070331000147 0 -227 -207 ATGTTCTATCTCATGAATTGA ATGTTCTATCTCATGAATTGA MFYLMN* MFYLMN* GACGTTCGCT TCGCCATTCG 0 A 0 0 0 0 0
57 50 af AN1157.1 70.m15085 AO070331000147 0 -193 -170 ATGACCTCGCACAACACGCATTGA ATGACCTCGCACAACACGCATTGA MTSHNTH* MTSHNTH* CCATTCGCAG TCTTCTCTTA 0 A 0 0 0 0 0
54 50 an AN1157.1 70.m15085 AO070331000147 0 -242 -225 ATGGTTTCCGAACTCTAA ATGGTTTCCGAACTCTAA MVSEL* MVSEL* CACCAGAAGA GGAGTCATTT 0 A 0 0 0 0 0
55 50 an AN1157.1 70.m15085 AO070331000147 0 -111 -16 ATGATCCGTTGCGCTTATATCTGCGCCACCATAGAACCCA

TCAAGCTGCAGCGTGAAGCTCCAACTTCACTCTGTCTGAT
TGCCAACCGCAACTGA

ATGATCCGTTGCGCTTATATCTGCGCCACCATAG
AACCCATCAAGCTGCAGCGTGAAGCTCCAACTTC
ACTCTGTCTGATTGCCAACCGCAACTGA

MIRCAYICATIEPIKLQREA
PTSLCLIANRN*

MIRCAYICATIEPIKLQRE
APTSLCLIANRN*

CGTGCGGTTT AGCACTACCG 0 A 0 0 0 0 0

60 51 af AN1507.1 55.m03019 AO070334000226 0 -261 -214 ATGCAAGATTTGAAATTCTGGAAAGAGGTAGTCCCCTCAA
GATACTGA

ATGCAAGATTTGAAATTCTGGAAAGAGGTAGTCCC
CTCAAGATACTGA

MQDLKFWKEVVPSRY* MQDLKFWKEVVPS
RY*

GCAGTGAACA ACTTCAACGC 0  0 0 0 0 0

58 51 an AN1507.1 55.m03019 AO070334000226 0 -152 -78 ATGTCGTCCTTCATGGACTGGTACGAGACTTATGTAAAATA
CCGTAATAATACAAACCGCAGTCGCGCTTCTTGA

ATGTCGTCCTTCATGGACTGGTACGAGACTTATG
TAAAATACCGTAATAATACAAACCGCAGTCGCGC
TTCTTGA

MSSFMDWYETYVKYRNN
TNRSRAS*

MSSFMDWYETYVKYRN
NTNRSRAS*

GCCTTTCTAA GCCTCATCTC 0  0 0 0 0 0

59 51 an AN1507.1 55.m03019 AO070334000226 0 -140 -78 ATGGACTGGTACGAGACTTATGTAAAATACCGTAATAATAC
AAACCGCAGTCGCGCTTCTTGA

ATGGACTGGTACGAGACTTATGTAAAATACCGTA
ATAATACAAACCGCAGTCGCGCTTCTTGA

MDWYETYVKYRNNTNRS
RAS*

MDWYETYVKYRNNTNR
SRAS*

GTCGTCCTTC GCCTCATCTC 0  0 0 0 0 0

61 51 ao AN1507.1 55.m03019 AO070334000226 0 -255 -118 ATGTTAGACATCATTTCAATGGAATCTCTGCAGAGGGAAAA
TGTACGAGATATATGTGGATGCCTCAGGATACATAAATAC
GGGAAAGACGTAAGATTACAGACCTTGGTTGTCGCGCCAA
GAGACGCGTCCTTTTGA

ATGTTAGACATCATTTCAATGGAATCTCTGC
AGAGGGAAAATGTACGAGATATATGTGGAT
GCCTCAGGATACATAAATACGGGAAAGACG
TAAGATTACAGACCTTGGTTGTCGCGCCAA
GAGACGCGTCCTTTTGA

MLDIISMESLQRENVRDIC
GCLRIHKYGKDVRLQTLV
VAPRDASF*

MLDIISMESLQRENV
RDICGCLRIHKYGK
DVRLQTLVVAPRDA
SF*

GGACCTTTTA TTTCCTCCCG 0  0 0 0 0 0
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62 51 ao AN1507.1 55.m03019 AO070334000226 0 -237 -118 ATGGAATCTCTGCAGAGGGAAAATGTACGAGATATATGTG
GATGCCTCAGGATACATAAATACGGGAAAGACGTAAGATT
ACAGACCTTGGTTGTCGCGCCAAGAGACGCGTCCTTTTGA

ATGGAATCTCTGCAGAGGGAAAATGTACGA
GATATATGTGGATGCCTCAGGATACATAAAT
ACGGGAAAGACGTAAGATTACAGACCTTGG
TTGTCGCGCCAAGAGACGCGTCCTTTTGA

MESLQRENVRDICGCLRI
HKYGKDVRLQTLVVAPR
DASF*

MESLQRENVRDICG
CLRIHKYGKDVRLQ
TLVVAPRDASF*

CATCATTTCA TTTCCTCCCG 0  0 0 0 0 0

63 51 ao AN1507.1 55.m03019 AO070334000226 0 -215 -162 ATGTACGAGATATATGTGGATGCCTCAGGATACATAAATAC
GGGAAAGACGTAA

ATGTACGAGATATATGTGGATGCCTCAGGAT
ACATAAATACGGGAAAGACGTAA

MYEIYVDASGYINTGKT* MYEIYVDASGYINTG
KT*

CAGAGGGAAA GATTACAGAC 0  0 0 0 0 0

64 51 ao AN1507.1 55.m03019 AO070334000226 0 -202 -179 ATGTGGATGCCTCAGGATACATAA ATGTGGATGCCTCAGGATACATAA MWMPQDT* MWMPQDT* TACGAGATAT ATACGGGAAA 0  0 0 0 0 0
65 51 ao AN1507.1 55.m03019 AO070334000226 0 -196 -179 ATGCCTCAGGATACATAA ATGCCTCAGGATACATAA MPQDT* MPQDT* ATATATGTGG ATACGGGAAA 0  0 0 0 0 0
67 52 an AN5580.1 58.m07507 AO070328000024 0 -116 -24 ATGCCGCTACCCCGCGTCAATTGGTGCGGGACATCGTGG

GCCGAGCTCTATCCGGGCTTTCCAACGGCGGTTGCTAAC
GTGAGTTTCCGGTGA

ATGCCGCTACCCCGCGTCAATTGGTGCGGGACA
TCGTGGGCCGAGCTCTATCCGGGCTTTCCAACG
GCGGTTGCTAACGTGAGTTTCCGGTGA

MPLPRVNWCGTSWAEL
YPGFPTAVANVSFR*

MPLPRVNWCGTSWAEL
YPGFPTAVANVSFR*

TCCCTGTCAA AAAAATTAGC 0  0 0 0 0 0

70 54 af AN6896.1 71.m16024 AO070314000025 0 -275 -201 ATGACGCAAGTCGTAATACTTTCCAGGATCATTCCCGCGA
TTGTTAAAGCCAGGAAGCAACTCAAAATCGACTGA

ATGACGCAAGTCGTAATACTTTCCAGGATCATTCCC
GCGATTGTTAAAGCCAGGAAGCAACTCAAAATCGA
CTGA

MTQVVILSRIIPAIVKARKQ
LKID*

MTQVVILSRIIPAIVK
ARKQLKID*

TACCCAACCA TCAATCCGAT 0 L 0 0 0 0 0

71 54 af AN6896.1 71.m16024 AO070314000025 0 -192 -178 ATGAAGCTCTCCTGA ATGAAGCTCTCCTGA MKLS* MKLS* GATCAATCCG TTTAATCAGC 0 L 0 0 0 0 0
68 54 an AN6896.1 71.m16024 AO070314000025 0 -122 -111 ATGGCAACTTGA ATGGCAACTTGA MAT* MAT* CTCGCAGTCC ATATACTATA 0 L 0 0 0 0 0
69 54 an AN6896.1 71.m16024 AO070314000025 0 -95 -78 ATGACTGTCACGCGATAA ATGACTGTCACGCGATAA MTVTR* MTVTR* CTATAAATAC TACAATATCG 0 L 0 0 0 0 0
72 54 ao AN6896.1 71.m16024 AO070314000025 0 -68 -36 ATGCGGCATCGGAAGTATCAAATCAATCCATGA ATGCGGCATCGGAAGTATCAAATCAATCCAT

GA
MRHRKYQINP* MRHRKYQINP* AAACGCGCCA GCAAGCCTGT 0 L 0 0 0 0 0

73 56 ao AN8074.1 53.m04162 AO070330000032 0 -260 -246 ATGTTTGGTTTTTGA ATGTTTGGTTTTTGA MFGF* MFGF* TTGTGCCTAG GTTTTGCTTA 0 O 0 0 0 0 0
74 57 ao AN9142.1 66.m04612 AO070332000112 0 -226 -185 ATGGGAGATAGGAAAGATCAGATCATCGCATTCTTTATTTA

A
ATGGGAGATAGGAAAGATCAGATCATCGCA
TTCTTTATTTAA

MGDRKDQIIAFFI* MGDRKDQIIAFFI* TCTTGGGGAG TACTACGTCG 0  0 0 0 0 0

76 61 af AN8809.1 71.m15615 AO070276000049 0 -232 -197 ATGGCCGCGCTCCATCTCCGTTGGTCCAAGAGGTAA ATGGCCGCGCTCCATCTCCGTTGGTCCAAGAGGT
AA

MAALHLRWSKR* MAALHLRWSKR* AGCTCGCATC CTTCCCGCTG 0 R 0 0 0 0 0

78 61 ao AN8809.1 71.m15615 AO070276000049 0 -282 -259 ATGGACCGCACAATACGCAACTAG ATGGACCGCACAATACGCAACTAG MDRTIRN* MDRTIRN* AAAAATAAGC GCAGCTTTTT 0 R 0 0 0 0 0
79 61 ao AN8809.1 71.m15615 AO070276000049 0 -231 -208 ATGTCGGAGTCTCCGCGGGTCTAG ATGTCGGAGTCTCCGCGGGTCTAG MSESPRV* MSESPRV* TCCCCAGTTC TACCAAGTTC 0 R 0 0 0 0 0
80 61 ao AN8809.1 71.m15615 AO070276000049 0 -184 -149 ATGCATTGGCCCAAGAATGCCAACTACCTCCATTGA ATGCATTGGCCCAAGAATGCCAACTACCTC

CATTGA
MHWPKNANYLH* MHWPKNANYLH* TTCCCGCTTT CATTCATCCA 0 R 0 0 0 0 0

81 61 ao AN8809.1 71.m15615 AO070276000049 0 -168 -70 ATGCCAACTACCTCCATTGACATTCATCCACACGCGGCAC
TCACCGATTGGAGTATTTTCCAAAGCACCGTTTTTGAAAAG
CGTCATATTCAACCCTGA

ATGCCAACTACCTCCATTGACATTCATCCAC
ACGCGGCACTCACCGATTGGAGTATTTTCC
AAAGCACCGTTTTTGAAAAGCGTCATATTCA
ACCCTGA

MPTTSIDIHPHAALTDWSI
FQSTVFEKRHIQP*

MPTTSIDIHPHAALT
DWSIFQSTVFEKRHI
QP*

TGGCCCAAGA ATTTCGATCA 0 R 0 0 0 0 0

83 64 an AN1549.1 55.m03069 AO070339000302 0 -238 -197 ATGGCTGCTATCCGACCTCGTCCAATGGACGAATATAAAT
GA

ATGGCTGCTATCCGACCTCGTCCAATGGACGAAT
ATAAATGA

MAAIRPRPMDEYK* MAAIRPRPMDEYK* TCAGTTTGCC TAGATCTTTG 0 0 0 0 0 0

84 64 an AN1549.1 55.m03069 AO070339000302 0 -214 -197 ATGGACGAATATAAATGA ATGGACGAATATAAATGA MDEYK* MDEYK* ACCTCGTCCA TAGATCTTTG 0 0 0 0 0 0
85 64 an AN1549.1 55.m03069 AO070339000302 0 -200 -186 ATGATAGATCTTTGA ATGATAGATCTTTGA MIDL* MIDL* ACGAATATAA AGCAAGAAGT 0 0 0 0 0 0
86 64 ao AN1549.1 55.m03069 AO070339000302 0 -261 -241 ATGTGGCATCATGGATGGTGA ATGTGGCATCATGGATGGTGA MWHHGW* MWHHGW* TGGTGCTGGG GAGGCTTGGG 0 0 0 0 0 0
87 64 ao AN1549.1 55.m03069 AO070339000302 0 -251 -228 ATGGATGGTGAGAGGCTTGGGTGA ATGGATGGTGAGAGGCTTGGGTGA MDGERLG* MDGERLG* ATGTGGCATC TCGATGTTGC 0 0 0 0 0 0
88 64 ao AN1549.1 55.m03069 AO070339000302 0 -247 -194 ATGGTGAGAGGCTTGGGTGATCGATGTTGCTGGACATGG

ATGTTGGGTATATAA
ATGGTGAGAGGCTTGGGTGATCGATGTTGC
TGGACATGGATGTTGGGTATATAA

MVRGLGDRCCWTWMLG
I*

MVRGLGDRCCWT
WMLGI*

GGCATCATGG GGGATTGGAG 0 0 0 0 0 0

89 64 ao AN1549.1 55.m03069 AO070339000302 0 -224 -87 ATGTTGCTGGACATGGATGTTGGGTATATAAGGGATTGGA
GCATGGATGGACTTGGTGTCTATTCTTCATCATCAGAACAA
CATAACAAAGCAAGCAAGTCTATCTTACAGCAACTACTATC
TTGTTCACTGCGCTGA

ATGTTGCTGGACATGGATGTTGGGTATATAA
GGGATTGGAGCATGGATGGACTTGGTGTCT
ATTCTTCATCATCAGAACAACATAACAAAGC
AAGCAAGTCTATCTTACAGCAACTACTATCT
TGTTCACTGCGCTGA

MLLDMDVGYIRDWSMDG
LGVYSSSSEQHNKASKSI
LQQLLSCSLR*

MLLDMDVGYIRDWS
MDGLGVYSSSSEQ
HNKASKSILQQLLSC
SLR*

TGGGTGATCG ATAACCTCTT 0 0 0 0 0 0

90 64 ao AN1549.1 55.m03069 AO070339000302 0 -212 -87 ATGGATGTTGGGTATATAAGGGATTGGAGCATGGATGGAC
TTGGTGTCTATTCTTCATCATCAGAACAACATAACAAAGCA
AGCAAGTCTATCTTACAGCAACTACTATCTTGTTCACTGCG
CTGA

ATGGATGTTGGGTATATAAGGGATTGGAGC
ATGGATGGACTTGGTGTCTATTCTTCATCAT
CAGAACAACATAACAAAGCAAGCAAGTCTAT
CTTACAGCAACTACTATCTTGTTCACTGCGC
TGA

MDVGYIRDWSMDGLGVY
SSSSEQHNKASKSILQQL
LSCSLR*

MDVGYIRDWSMDG
LGVYSSSSEQHNKA
SKSILQQLLSCSLR*

GTTGCTGGAC ATAACCTCTT 0 0 0 0 0 0

91 64 ao AN1549.1 55.m03069 AO070339000302 0 -208 -194 ATGTTGGGTATATAA ATGTTGGGTATATAA MLGI* MLGI* CTGGACATGG GGGATTGGAG 0 0 0 0 0 0
92 64 ao AN1549.1 55.m03069 AO070339000302 0 -182 -87 ATGGATGGACTTGGTGTCTATTCTTCATCATCAGAACAACA

TAACAAAGCAAGCAAGTCTATCTTACAGCAACTACTATCTT
GTTCACTGCGCTGA

ATGGATGGACTTGGTGTCTATTCTTCATCAT
CAGAACAACATAACAAAGCAAGCAAGTCTAT
CTTACAGCAACTACTATCTTGTTCACTGCGC
TGA

MDGLGVYSSSSEQHNKA
SKSILQQLLSCSLR*

MDGLGVYSSSSEQ
HNKASKSILQQLLSC
SLR*

GGATTGGAGC ATAACCTCTT 0 0 0 0 0 0

93 64 ao AN1549.1 55.m03069 AO070339000302 0 -178 -83 ATGGACTTGGTGTCTATTCTTCATCATCAGAACAACATAAC
AAAGCAAGCAAGTCTATCTTACAGCAACTACTATCTTGTTC
ACTGCGCTGAATAA

ATGGACTTGGTGTCTATTCTTCATCATCAGA
ACAACATAACAAAGCAAGCAAGTCTATCTTA
CAGCAACTACTATCTTGTTCACTGCGCTGAA
TAA

MDLVSILHHQNNITKQAS
LSYSNYYLVHCAE*

MDLVSILHHQNNITK
QASLSYSNYYLVHC
AE*

TGGAGCATGG CCTCTTGGGT 0 0 0 0 0 0

94 70 conserved AN3169.1 59.m09379 AO070256000021 0 -262 -212 -281 -225 -266 -216 ATGTyyyyTymryyChwkymvTyGrrshbyGTyywhGmhyyysmkyCw
ysrCCATGA

ATGTCTCTTTCGTCCTTGCCCTTGAAGCGTGTTC
AAGACTCCCCGCCATGA

ATGTCTCCTCAGTCCAATTCGTCGGGCTTCGTCTA
CGCTCTTGATTCTCCGCCATGA

ATGTTCTCTCCACTCCATCAATCGGACACCG
TTCTTGAATCCCCGCCATGA

MslsslplkrVqdspp* MSLSSLPLKRVQDSPP* MSPQSNSSGFVYAL
DSPP*

MFSPLHQSDTVLES
PP*

mhyThmTyCm ksTAGTkbyy 0 FE 0 0 0 0 0

95 79 af AN8759.1 62.m03461 AO070312000139 0 -161 -126 ATGCGGGGTACGGCACAATTCCGCTGTAGCCTATAA ATGCGGGGTACGGCACAATTCCGCTGTAGCCTATA
A

MRGTAQFRCSL* MRGTAQFRCSL* CCAGGAGTAT CCTGTACAAT 0 IR 0 0 0 0 0

96 79 af AN8759.1 62.m03461 AO070312000139 0 -117 -76 ATGACCGTCAAGAGAGATTACGGGGTTTGTACGGTGTATT
AG

ATGACCGTCAAGAGAGATTACGGGGTTTGTACGGT
GTATTAG

MTVKRDYGVCTVY* MTVKRDYGVCTVY* AACCTGTACA AATGAGGGTA 0 IR 0 0 0 0 0

97 79 af AN8759.1 62.m03461 AO070312000139 0 -74 -36 ATGAGGGTATTGGTATTTGTATATCAACCACGCCGTTAG ATGAGGGTATTGGTATTTGTATATCAACCACGCCGT
TAG

MRVLVFVYQPRR* MRVLVFVYQPRR* GTGTATTAGA AAGTTTACCC 0 IR 0 0 0 0 0

98 79 ao AN8759.1 62.m03461 AO070312000139 0 -287 -246 ATGCCACCTTACGTGCCAGTTTCCACATTTCACACTCCATG
A

ATGCCACCTTACGTGCCAGTTTCCACATTTC
ACACTCCATGA

MPPYVPVSTFHTP* MPPYVPVSTFHTP* ACAGAGATTC TGCCATTAAT 0 IR 0 0 0 0 0

99 79 ao AN8759.1 62.m03461 AO070312000139 0 -249 -181 ATGATGCCATTAATTCCGCGCCATCGGCTCGTCCTGCATG
CAGGATCCGGGGCACACTCATCCCCGTGA

ATGATGCCATTAATTCCGCGCCATCGGCTC
GTCCTGCATGCAGGATCCGGGGCACACTCA
TCCCCGTGA

MMPLIPRHRLVLHAGSG
AHSSP*

MMPLIPRHRLVLHA
GSGAHSSP*

TTCACACTCC TCTCGAAAGC 0 IR 0 0 0 0 0

100 79 ao AN8759.1 62.m03461 AO070312000139 0 -246 -181 ATGCCATTAATTCCGCGCCATCGGCTCGTCCTGCATGCAG
GATCCGGGGCACACTCATCCCCGTGA

ATGCCATTAATTCCGCGCCATCGGCTCGTC
CTGCATGCAGGATCCGGGGCACACTCATCC
CCGTGA

MPLIPRHRLVLHAGSGAH
SSP*

MPLIPRHRLVLHAG
SGAHSSP*

ACACTCCATG TCTCGAAAGC 0 IR 0 0 0 0 0

101 79 ao AN8759.1 62.m03461 AO070312000139 0 -212 -69 ATGCAGGATCCGGGGCACACTCATCCCCGTGATCTCGAA
AGCATCGAGACCGCCGATCTCGGGAATACCCCAGCAGCG
ATGTGGAGAACTGTCAAGGAGGGGTTTGGAATCAGTACCA
GAGATTGTCGCCGATGTGAAATATGA

ATGCAGGATCCGGGGCACACTCATCCCCGT
GATCTCGAAAGCATCGAGACCGCCGATCTC
GGGAATACCCCAGCAGCGATGTGGAGAACT
GTCAAGGAGGGGTTTGGAATCAGTACCAGA
GATTGTCGCCGATGTGAAATATGA

MQDPGHTHPRDLESIETA
DLGNTPAAMWRTVKEGF
GISTRDCRRCEI*

MQDPGHTHPRDLE
SIETADLGNTPAAM
WRTVKEGFGISTRD
CRRCEI*

CTCGTCCTGC GAGATGCCAG 0 IR 0 0 0 0 0

102 79 ao AN8759.1 62.m03461 AO070312000139 0 -134 -69 ATGTGGAGAACTGTCAAGGAGGGGTTTGGAATCAGTACCA
GAGATTGTCGCCGATGTGAAATATGA

ATGTGGAGAACTGTCAAGGAGGGGTTTGGA
ATCAGTACCAGAGATTGTCGCCGATGTGAA
ATATGA

MWRTVKEGFGISTRDCR
RCEI*

MWRTVKEGFGISTR
DCRRCEI*

CCCAGCAGCG GAGATGCCAG 0 IR 0 0 0 0 0

103 79 ao AN8759.1 62.m03461 AO070312000139 0 -72 -31 ATGAGAGATGCCAGAGGATATAGCCACCGAATCCAAGATT
AG

ATGAGAGATGCCAGAGGATATAGCCACCGA
ATCCAAGATTAG

MRDARGYSHRIQD* MRDARGYSHRIQD* GATGTGAAAT CCTCATTCAC 0 IR 0 0 0 0 0

104 79 ao AN8759.1 62.m03461 AO070312000139 0 -65 -18 ATGCCAGAGGATATAGCCACCGAATCCAAGATTAGCCTCA
TTCACTGA

ATGCCAGAGGATATAGCCACCGAATCCAAG
ATTAGCCTCATTCACTGA

MPEDIATESKISLIH* MPEDIATESKISLIH* AATATGAGAG ACTCTACCCA 0 IR 0 0 0 0 0

107 84 af AN0635.1 70.m15647 AO070318000125 0 -230 -159 ATGACTATGAAGTCACTTCATCAGCTTGACGTAATGTTCTG
GTTGTATCTTTGGACCCCTGCACATGAGTAA

ATGACTATGAAGTCACTTCATCAGCTTGACGTAATG
TTCTGGTTGTATCTTTGGACCCCTGCACATGAGTAA

MTMKSLHQLDVMFWLYL
WTPAHE*

MTMKSLHQLDVMF
WLYLWTPAHE*

AGCGTATGAT ATAGATGAGA 0  0 0 0 0 0

108 84 af AN0635.1 70.m15647 AO070318000125 0 -224 -159 ATGAAGTCACTTCATCAGCTTGACGTAATGTTCTGGTTGTA
TCTTTGGACCCCTGCACATGAGTAA

ATGAAGTCACTTCATCAGCTTGACGTAATGTTCTGG
TTGTATCTTTGGACCCCTGCACATGAGTAA

MKSLHQLDVMFWLYLWT
PAHE*

MKSLHQLDVMFWL
YLWTPAHE*

TGATATGACT ATAGATGAGA 0  0 0 0 0 0

109 84 af AN0635.1 70.m15647 AO070318000125 0 -197 -159 ATGTTCTGGTTGTATCTTTGGACCCCTGCACATGAGTAA ATGTTCTGGTTGTATCTTTGGACCCCTGCACATGA
GTAA

MFWLYLWTPAHE* MFWLYLWTPAHE* GCTTGACGTA ATAGATGAGA 0  0 0 0 0 0

110 84 af AN0635.1 70.m15647 AO070318000125 0 -166 -155 ATGAGTAAATAG ATGAGTAAATAG MSK* MSK* ACCCCTGCAC ATGAGATGAT 0  0 0 0 0 0
105 84 an AN0635.1 70.m15647 AO070318000125 0 -170 -147 ATGAAGTCAGCAGTGGTTGGTTGA ATGAAGTCAGCAGTGGTTGGTTGA MKSAVVG* MKSAVVG* TGATCTGATT CGTCACGCCT 0  0 0 0 0 0
106 84 an AN0635.1 70.m15647 AO070318000125 0 -104 -93 ATGCAGAGTTAG ATGCAGAGTTAG MQS* MQS* CCGCATATAT CTTAATCTAT 0  0 0 0 0 0
111 84 ao AN0635.1 70.m15647 AO070318000125 0 -238 -179 ATGGATGTCGATGGTGGTGAGTTAAGTATGAAGTCAACCC

CATCAGCCTTGACGTCATAG
ATGGATGTCGATGGTGGTGAGTTAAGTATG
AAGTCAACCCCATCAGCCTTGACGTCATAG

MDVDGGELSMKSTPSAL
TS*

MDVDGGELSMKST
PSALTS*

GAATTAAATC GGTTACTGGC 0  0 0 0 0 0

112 84 ao AN0635.1 70.m15647 AO070318000125 0 -234 -214 ATGTCGATGGTGGTGAGTTAA ATGTCGATGGTGGTGAGTTAA MSMVVS* MSMVVS* TAAATCATGG GTATGAAGTC 0  0 0 0 0 0
113 84 ao AN0635.1 70.m15647 AO070318000125 0 -228 -214 ATGGTGGTGAGTTAA ATGGTGGTGAGTTAA MVVS* MVVS* ATGGATGTCG GTATGAAGTC 0  0 0 0 0 0
114 84 ao AN0635.1 70.m15647 AO070318000125 0 -211 -179 ATGAAGTCAACCCCATCAGCCTTGACGTCATAG ATGAAGTCAACCCCATCAGCCTTGACGTCAT

AG
MKSTPSALTS* MKSTPSALTS* TGAGTTAAGT GGTTACTGGC 0  0 0 0 0 0

115 84 ao AN0635.1 70.m15647 AO070318000125 0 -168 -151 ATGCATCGAGTAGGTTGA ATGCATCGAGTAGGTTGA MHRVG* MHRVG* GGTTACTGGC AGGGTTATAA 0  0 0 0 0 0
118 86 an AN7302.1 72.m19765 AO070297000048 0 -258 -247 ATGTTTTTGTGA ATGTTTTTGTGA MFL* MFL* AAAGACCCCA TCGCCCTTGG 0 U 0 0 0 0 0
120 92 ao AN8843.1 71.m15975 AO070271000034 0 -262 -251 ATGACAGGTTAA ATGACAGGTTAA MTG* MTG* TCGGATTGAT CCCATCTCTT 0 E FG10211.1 0 0 YHR025W YHR025W
124 95 af AN3687.1 69.m15395 AO070342000308 0 -251 -180 ATGGAGAACTTAGATGGCTCCATGTTGCCATACCAGCCAG

AGGAGACCATGACGAAATACGTTCAGTGGTGA
ATGGAGAACTTAGATGGCTCCATGTTGCCATACCA
GCCAGAGGAGACCATGACGAAATACGTTCAGTGG
TGA

MENLDGSMLPYQPEETM
TKYVQW*

MENLDGSMLPYQP
EETMTKYVQW*

AAAAGTGTTG AGCGCCTCGG 0 O 0 0 0 0 0

125 95 af AN3687.1 69.m15395 AO070342000308 0 -238 -200 ATGGCTCCATGTTGCCATACCAGCCAGAGGAGACCATGA ATGGCTCCATGTTGCCATACCAGCCAGAGGAGAC
CATGA

MAPCCHTSQRRP* MAPCCHTSQRRP* GAGAACTTAG CGAAATACGT 0 O 0 0 0 0 0

126 95 af AN3687.1 69.m15395 AO070342000308 0 -230 -180 ATGTTGCCATACCAGCCAGAGGAGACCATGACGAAATACG
TTCAGTGGTGA

ATGTTGCCATACCAGCCAGAGGAGACCATGACGAA
ATACGTTCAGTGGTGA

MLPYQPEETMTKYVQW* MLPYQPEETMTKYV
QW*

AGATGGCTCC AGCGCCTCGG 0 O 0 0 0 0 0

127 95 af AN3687.1 69.m15395 AO070342000308 0 -203 -180 ATGACGAAATACGTTCAGTGGTGA ATGACGAAATACGTTCAGTGGTGA MTKYVQW* MTKYVQW* AGAGGAGACC AGCGCCTCGG 0 O 0 0 0 0 0
128 95 af AN3687.1 69.m15395 AO070342000308 0 -82 -47 ATGTCAATTGAATTAGCACATTTAAATATCTCATAG ATGTCAATTGAATTAGCACATTTAAATATCTCATAG MSIELAHLNIS* MSIELAHLNIS* GAACCATTAT CCGCTATAAC 0 O 0 0 0 0 0

121 95 an AN3687.1 69.m15395 AO070342000308 0 -233 -216 ATGTTGCTGTTAGATTGA ATGTTGCTGTTAGATTGA MLLLD* MLLLD* ATACAGTTAG GAAGATGAAG 0 O 0 0 0 0 0
122 95 an AN3687.1 69.m15395 AO070342000308 0 -211 -188 ATGAAGTCTTCTTCTGACAGTTAA ATGAAGTCTTCTTCTGACAGTTAA MKSSSDS* MKSSSDS* GATTGAGAAG CGGTTGCCGG 0 O 0 0 0 0 0
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123 95 an AN3687.1 69.m15395 AO070342000308 0 -155 -45 ATGACGTGCGTAGCTGACTCAGGCCACCGCAAGTTCCTC
GCGTCCTCGAGCTCATCCGCATCACAGCTCCCAGGGACA
ATTACCTCGAATTCCCTATCATTATCTTATTAG

ATGACGTGCGTAGCTGACTCAGGCCACCGCAAG
TTCCTCGCGTCCTCGAGCTCATCCGCATCACAGC
TCCCAGGGACAATTACCTCGAATTCCCTATCATT
ATCTTATTAG

MTCVADSGHRKFLASSS
SSASQLPGTITSNSLSLSY
*

MTCVADSGHRKFLASS
SSSASQLPGTITSNSLSL
SY*

TAACTAAACA CATAACAACA 0 O 0 0 0 0 0

129 95 ao AN3687.1 69.m15395 AO070342000308 0 -211 -197 ATGACGCAATGCTGA ATGACGCAATGCTGA MTQC* MTQC* GAAACGCGCT GTAATGGGAA 0 O 0 0 0 0 0
130 95 ao AN3687.1 69.m15395 AO070342000308 0 -203 -126 ATGCTGAGTAATGGGAATCATACCCCTCAGCGACCAATCA

GGATGCACGGGTACCTTGCCGATGACGGACGATGTTGA
ATGCTGAGTAATGGGAATCATACCCCTCAG
CGACCAATCAGGATGCACGGGTACCTTGCC
GATGACGGACGATGTTGA

MLSNGNHTPQRPIRMHG
YLADDGRC*

MLSNGNHTPQRPIR
MHGYLADDGRC*

CTATGACGCA ACCTCCTCCA 0 O 0 0 0 0 0

131 95 ao AN3687.1 69.m15395 AO070342000308 0 -193 -77 ATGGGAATCATACCCCTCAGCGACCAATCAGGATGCACG
GGTACCTTGCCGATGACGGACGATGTTGAACCTCCTCCAA
TCTGCATCAGCAACTTAAACAACAACTACTCCGGGTGA

ATGGGAATCATACCCCTCAGCGACCAATCA
GGATGCACGGGTACCTTGCCGATGACGGA
CGATGTTGAACCTCCTCCAATCTGCATCAGC
AACTTAAACAACAACTACTCCGGGTGA

MGIIPLSDQSGCTGTLPM
TDDVEPPPICISNLNNNYS
G*

MGIIPLSDQSGCTG
TLPMTDDVEPPPICI
SNLNNNYSG*

ATGCTGAGTA AGACGTCTAC 0 O 0 0 0 0 0

132 95 ao AN3687.1 69.m15395 AO070342000308 0 -161 -126 ATGCACGGGTACCTTGCCGATGACGGACGATGTTGA ATGCACGGGTACCTTGCCGATGACGGACGA
TGTTGA

MHGYLADDGRC* MHGYLADDGRC* ACCAATCAGG ACCTCCTCCA 0 O 0 0 0 0 0

133 95 ao AN3687.1 69.m15395 AO070342000308 0 -142 -77 ATGACGGACGATGTTGAACCTCCTCCAATCTGCATCAGCA
ACTTAAACAACAACTACTCCGGGTGA

ATGACGGACGATGTTGAACCTCCTCCAATCT
GCATCAGCAACTTAAACAACAACTACTCCGG
GTGA

MTDDVEPPPICISNLNNN
YSG*

MTDDVEPPPICISNL
NNNYSG*

TACCTTGCCG AGACGTCTAC 0 O 0 0 0 0 0

134 95 ao AN3687.1 69.m15395 AO070342000308 0 -132 -97 ATGTTGAACCTCCTCCAATCTGCATCAGCAACTTAA ATGTTGAACCTCCTCCAATCTGCATCAGCAA
CTTAA

MLNLLQSASAT* MLNLLQSASAT* ATGACGGACG ACAACAACTA 0 O 0 0 0 0 0

135 100 af AN6568.1 62.m03155 AO070326000011 0 -204 -85 ATGCATTTCCCCTCCCACAACGGTGGATTGCCTTTGGATA
TCCCTCCATTGCCTTGGAGATCTACTGAGAGTTACTTCCTC
TCTTTATCTCCTCGATACCCCCCTCCTCTACCTTGTTGA

ATGCATTTCCCCTCCCACAACGGTGGATTGCCTTT
GGATATCCCTCCATTGCCTTGGAGATCTACTGAGA
GTTACTTCCTCTCTTTATCTCCTCGATACCCCCCTC
CTCTACCTTGTTGA

MHFPSHNGGLPLDIPPLP
WRSTESYFLSLSPRYPPP
LPC*

MHFPSHNGGLPLDI
PPLPWRSTESYFLS
LSPRYPPPLPC*

AACCCACTCC AATCGTCTGT 0 S 0 0 0 YDR257C YDR257C

137 103 af AN8857.1 71.m15995 AO070271000016 0 -207 -136 ATGGACCATTGTCATTTTTCCATGCCTGGAGGGGGTGCCA
TTTCATGTATTATCTACTTTCAGAAATCATAA

ATGGACCATTGTCATTTTTCCATGCCTGGAGGGGG
TGCCATTTCATGTATTATCTACTTTCAGAAATCATAA

MDHCHFSMPGGGAISCII
YFQKS*

MDHCHFSMPGGGA
ISCIIYFQKS*

CGCGGCAGAA CGCCACCGGG 0 K 0 MG06309.1 0 0 0

138 103 af AN8857.1 71.m15995 AO070271000016 0 -186 -136 ATGCCTGGAGGGGGTGCCATTTCATGTATTATCTACTTTCA
GAAATCATAA

ATGCCTGGAGGGGGTGCCATTTCATGTATTATCTA
CTTTCAGAAATCATAA

MPGGGAISCIIYFQKS* MPGGGAISCIIYFQK
S*

TCATTTTTCC CGCCACCGGG 0 K 0 MG06309.1 0 0 0

139 103 af AN8857.1 71.m15995 AO070271000016 0 -163 -110 ATGTATTATCTACTTTCAGAAATCATAACGCCACCGGGTCC
TCTGGAAGACTAA

ATGTATTATCTACTTTCAGAAATCATAACGCCACCG
GGTCCTCTGGAAGACTAA

MYYLLSEIITPPGPLED* MYYLLSEIITPPGPLE
D*

GTGCCATTTC AGCGAAAAAC 0 K 0 MG06309.1 0 0 0

136 103 an AN8857.1 71.m15995 AO070271000016 0 -172 -149 ATGCACTATCTGATAAGGTCTTAG ATGCACTATCTGATAAGGTCTTAG MHYLIRS* MHYLIRS* CGGTGAGAGC CCTGGTTCTT 0 K 0 MG06309.1 0 0 0
146 113 af AN5335.1 69.m15576 AO070333000215 0 -206 -57 ATGAAGACTTGTCGTGTGGGGGGAAAAAATGAGCCACTG

GCCTCTCCCCGGTTCTTTTTCTCGGTTCAGGACATTGCGG
TTAAACAAGGAGACGGAGTGTGGTGTCATGTTAGGTTGCT
TCTTCGACCTCCAAAGGTGGTTTTCTACTGA

ATGAAGACTTGTCGTGTGGGGGGAAAAAATGAGC
CACTGGCCTCTCCCCGGTTCTTTTTCTCGGTTCAG
GACATTGCGGTTAAACAAGGAGACGGAGTGTGGT
GTCATGTTAGGTTGCTTCTTCGACCTCCAAAGGTG
GTTTTCTACTGA

MKTCRVGGKNEPLASPR
FFFSVQDIAVKQGDGVW
CHVRLLLRPPKVVFY*

MKTCRVGGKNEPL
ASPRFFFSVQDIAVK
QGDGVWCHVRLLL
RPPKVVFY*

AGTTCTAGCA TTTCTTTCAA 0 Q 0 0 0 0 0

144 113 an AN5335.1 69.m15576 AO070333000215 0 -98 -66 ATGCCACTTGGTTTAGTCAAGACGACTCAATGA ATGCCACTTGGTTTAGTCAAGACGACTCAATGA MPLGLVKTTQ* MPLGLVKTTQ* CTCATAAATC TTAGGATACT 0 Q 0 0 0 0 0

145 113 an AN5335.1 69.m15576 AO070333000215 0 -69 -37 ATGATTAGGATACTTCCGCCACTGCTCACTTAA ATGATTAGGATACTTCCGCCACTGCTCACTTAA MIRILPPLLT* MIRILPPLLT* AGACGACTCA TAATGCTCTT 0 Q 0 0 0 0 0

147 113 ao AN5335.1 69.m15576 AO070333000215 0 -186 -34 ATGCCACCTGCCAATTTCCGGCTATTTTTCTTCGTTCGGGT
TCCCTCTCGGAATATTGCGGCCCAAGAAAAGGGGACAATT
TGGCAACGGTTGGGCTTTGTACTCGCAAATTCGAAAGCCA
ACAAACCTCGGCCGCTTCTACAGGATCTTTAG

ATGCCACCTGCCAATTTCCGGCTATTTTTCT
TCGTTCGGGTTCCCTCTCGGAATATTGCGG
CCCAAGAAAAGGGGACAATTTGGCAACGGT
TGGGCTTTGTACTCGCAAATTCGAAAGCCAA
CAAACCTCGGCCGCTTCTACAGGATCTTTA
G

MPPANFRLFFFVRVPSR
NIAAQEKGTIWQRLGFVL
ANSKANKPRPLLQDL*

MPPANFRLFFFVRV
PSRNIAAQEKGTIW
QRLGFVLANSKANK
PRPLLQDL*

GTGAACCAAA GAAGATGTGC 0 Q 0 0 0 0 0

157 117 an AN4192.1 54.m06754 AO070342000112 0 -207 -166 ATGAGATTCTCTGACAGCTCAGCGAAGCGGGCCTGGATTT
AG

ATGAGATTCTCTGACAGCTCAGCGAAGCGGGCC
TGGATTTAG

MRFSDSSAKRAWI* MRFSDSSAKRAWI* TCGGAGTTCG ATATCTGCTT 0 O 0 0 0 0 0

159 120 af AN0668.1 70.m15271 AO070343000552 0 -69 -31 ATGCTTGTTTCTATGCTACCTTACTGGACACGGGCTTGA ATGCTTGTTTCTATGCTACCTTACTGGACACGGGCT
TGA

MLVSMLPYWTRA* MLVSMLPYWTRA* TCCCCTCCAA TCCGTCCCGA 0 R 0 0 0 0 0

158 120 an AN0668.1 70.m15271 AO070343000552 0 -207 -85 ATGTTGTTTTTTACTCTTGACGCCGCCTCTGTGTTTCTCCT
GCGTACAGAAGCTGTCTGCCTTTTATCTGGACTGGTAGAA
TTAGCAGAGCTGGCTAAGCTTGTCTTCTACCCCTCGAAAT
AA

ATGTTGTTTTTTACTCTTGACGCCGCCTCTGTGTT
TCTCCTGCGTACAGAAGCTGTCTGCCTTTTATCT
GGACTGGTAGAATTAGCAGAGCTGGCTAAGCTT
GTCTTCTACCCCTCGAAATAA

MLFFTLDAASVFLLRTEA
VCLLSGLVELAELAKLVF
YPSK*

MLFFTLDAASVFLLRTEA
VCLLSGLVELAELAKLVF
YPSK*

CTGCTCAAAT ACAAGACCTA 0 R 0 0 0 0 0

161 120 ao AN0668.1 70.m15271 AO070343000552 0 -208 -152 ATGTGTTTGAACAAGAAAGAAGATGGAAATAGAAAGGATC
TTTTCCACAGATTGTGA

ATGTGTTTGAACAAGAAAGAAGATGGAAATA
GAAAGGATCTTTTCCACAGATTGTGA

MCLNKKEDGNRKDLFHR
L*

MCLNKKEDGNRKD
LFHRL*

ATTCACTGAA AAGTGAGTCT 0 R 0 0 0 0 0

162 120 ao AN0668.1 70.m15271 AO070343000552 0 -186 -43 ATGGAAATAGAAAGGATCTTTTCCACAGATTGTGAAAGTGA
GTCTTTTCTCGTTTTTAAAATAATTCCCCTGCGTCTCCAAGT
CCCATCTTCCAAGAAAGTCAACCCACTTTCCCTTCACGTCT
GCCCCTCCATTCAATACTAA

ATGGAAATAGAAAGGATCTTTTCCACAGATT
GTGAAAGTGAGTCTTTTCTCGTTTTTAAAATA
ATTCCCCTGCGTCTCCAAGTCCCATCTTCCA
AGAAAGTCAACCCACTTTCCCTTCACGTCTG
CCCCTCCATTCAATACTAA

MEIERIFSTDCESESFLVF
KIIPLRLQVPSSKKVNPLS
LHVCPSIQY*

MEIERIFSTDCESES
FLVFKIIPLRLQVPSS
KKVNPLSLHVCPSIQ
Y*

AAGAAAGAAG TTATACCCAA 0 R 0 0 0 0 0

166 126 af AN8860.1 71.m15999 AO070271000011 0 -193 -92 ATGAAGCTTCTACATAAGCAGTACCTTCACTGTACCTGTGA
TTTTGAGTTCGCCTTTGTTGCGAATTTATGCCTGAGGCCCA
AAGAAGTGCCGCCCCGCTGA

ATGAAGCTTCTACATAAGCAGTACCTTCACTGTACC
TGTGATTTTGAGTTCGCCTTTGTTGCGAATTTATGC
CTGAGGCCCAAAGAAGTGCCGCCCCGCTGA

MKLLHKQYLHCTCDFEF
AFVANLCLRPKEVPPR*

MKLLHKQYLHCTCD
FEFAFVANLCLRPK
EVPPR*

TAGAGAATTA AAAATTCCCC 0 F 0 0 0 0 0

167 126 af AN8860.1 71.m15999 AO070271000011 0 -61 -41 ATGGTACCAGACACGACTTAA ATGGTACCAGACACGACTTAA MVPDTT* MVPDTT* ATTCCGTTGC TCATCACTCT 0 F 0 0 0 0 0
163 126 an AN8860.1 71.m15999 AO070271000011 0 -150 -130 ATGCCCCACTCTCCGAGTTGA ATGCCCCACTCTCCGAGTTGA MPHSPS* MPHSPS* ATACTTTAAA TGCCCCAGGA 0 F 0 0 0 0 0
164 126 an AN8860.1 71.m15999 AO070271000011 0 -130 -56 ATGCCCCAGGAACTAACACCCCGCCAAAATTTTCTCTTGG

CATATGAGCTGCTGGTCACTAGAATCAGATTCTAA
ATGCCCCAGGAACTAACACCCCGCCAAAATTTTC
TCTTGGCATATGAGCTGCTGGTCACTAGAATCAG
ATTCTAA

MPQELTPRQNFLLAYELL
VTRIRF*

MPQELTPRQNFLLAYEL
LVTRIRF*

CTCCGAGTTG CGGCGGTCAT 0 F 0 0 0 0 0

165 126 an AN8860.1 71.m15999 AO070271000011 0 -87 -16 ATGAGCTGCTGGTCACTAGAATCAGATTCTAACGGCGGTC
ATTCAAATCCTTTCTCTCAATCACTTTATTGA

ATGAGCTGCTGGTCACTAGAATCAGATTCTAACG
GCGGTCATTCAAATCCTTTCTCTCAATCACTTTAT
TGA

MSCWSLESDSNGGHSN
PFSQSLY*

MSCWSLESDSNGGHS
NPFSQSLY*

CTCTTGGCAT TAACCATAAT 0 F 0 0 0 0 0

168 126 ao AN8860.1 71.m15999 AO070271000011 0 -176 -123 ATGTGCTATATCCGTCGGATCGGACCCACTTTTCCCGCTG
AAATAGGTGCCTGA

ATGTGCTATATCCGTCGGATCGGACCCACT
TTTCCCGCTGAAATAGGTGCCTGA

MCYIRRIGPTFPAEIGA* MCYIRRIGPTFPAEI
GA*

CTAGTATTTA GGTGTTCGTT 0 F 0 0 0 0 0

169 130 ao AN7742.1 71.m15770 AO070325000166 0 -124 -86 ATGACAGTTAAACCTCTGGGAGAAGCAGTTGACATTTGA ATGACAGTTAAACCTCTGGGAGAAGCAGTT
GACATTTGA

MTVKPLGEAVDI* MTVKPLGEAVDI* AAGCAACGTA CTTCCATTTT 0 L 0 0 0 0 0

172 134 af AN8746.1 62.m03333 AO070250000027 0 -313 -182 ATGCGCATCATTAGCAACTTCAACCTCCTCCCACCAGACA
CCACCTCAGTCACGGTAAGTCAACCCAAACCTCATCTCAG
CCCTCGTCCTTCGGTTCACCATTACGACGGTGTTTCATCT
GTCTCTCCCTGA

ATGCGCATCATTAGCAACTTCAACCTCCTCCCACC
AGACACCACCTCAGTCACGGTAAGTCAACCCAAAC
CTCATCTCAGCCCTCGTCCTTCGGTTCACCATTAC
GACGGTGTTTCATCTGTCTCTCCCTGA

MRIISNFNLLPPDTTSVTV
SQPKPHLSPRPSVHHYD
GVSSVSP*

MRIISNFNLLPPDTT
SVTVSQPKPHLSPR
PSVHHYDGVSSVSP
*

GGGAGCCGAG CCCGGTACCG 0 K FG08675.1 0 NCU03148.1 0 0

170 134 an AN8746.1 62.m03333 AO070250000027 0 -236 -192 ATGCCCGTTCTTAATTCAACGAGCGATCGATTGCCTTTCA
GATAG

ATGCCCGTTCTTAATTCAACGAGCGATCGATTGC
CTTTCAGATAG

MPVLNSTSDRLPFR* MPVLNSTSDRLPFR* GTAGGTCAAT CACCACAAAA 0 K FG08675.1 0 NCU03148.1 0 0

171 134 an AN8746.1 62.m03333 AO070250000027 0 -156 -142 ATGGACATCGTCTGA ATGGACATCGTCTGA MDIV* MDIV* TGATCGTGGA CGTCGTGAAA 0 K FG08675.1 0 NCU03148.1 0 0

177 140 af AN8891.1 56.m02304 AO070293000026 0 -238 -176 ATGGACGGATTTTATAGGCGGATAAACTCTCTCTTCTTGC
GTCTTGACAGGCACTTCCTCTAG

ATGGACGGATTTTATAGGCGGATAAACTCTCTCTTC
TTGCGTCTTGACAGGCACTTCCTCTAG

MDGFYRRINSLFLRLDRH
FL*

MDGFYRRINSLFLR
LDRHFL*

GGCAGCCGCA CTCATAATCC 0 M 0 0 0 0 0

178 140 af AN8891.1 56.m02304 AO070293000026 0 -81 -64 ATGGGCAGGTCGGAGTGA ATGGGCAGGTCGGAGTGA MGRSE* MGRSE* GAGGGCCATC AAGTGCCAGC 0 M 0 0 0 0 0
174 140 an AN8891.1 56.m02304 AO070293000026 0 -146 -75 ATGGCCCGCTACAGGCGGAGAAATTGCTGTGACAATTATG

CATGGCACGAGCTCATTAATCTATCCTTATAA
ATGGCCCGCTACAGGCGGAGAAATTGCTGTGAC
AATTATGCATGGCACGAGCTCATTAATCTATCCTT
ATAA

MARYRRRNCCDNYAWH
ELINLSL*

MARYRRRNCCDNYAW
HELINLSL*

TGGTCCGACT AGCACACTCA 0 M 0 0 0 0 0

175 140 an AN8891.1 56.m02304 AO070293000026 0 -105 -88 ATGGCACGAGCTCATTAA ATGGCACGAGCTCATTAA MARAH* MARAH* ACAATTATGC TCTATCCTTA 0 M 0 0 0 0 0
179 140 ao AN8891.1 56.m02304 AO070293000026 0 -232 -221 ATGGCACGGTAA ATGGCACGGTAA MAR* MAR* GAAGCATTTG TTCCGGAGGT 0 M 0 0 0 0 0
181 141 af AN4461.1 58.m07863 AO070305000132 0 -244 -197 ATGTTGTGTCTTCAACACTTGTACATAGTGCAGCACAAACG

AGACTAA
ATGTTGTGTCTTCAACACTTGTACATAGTGCAGCAC
AAACGAGACTAA

MLCLQHLYIVQHKRD* MLCLQHLYIVQHKR
D*

ATTCCTATTC GCGCGCGCTT 0 K 0 0 0 0 0

182 141 af AN4461.1 58.m07863 AO070305000132 0 -70 -53 ATGGGCTGTCCTATATAA ATGGGCTGTCCTATATAA MGCPI* MGCPI* ATTATCATAA GCACATTTTG 0 K 0 0 0 0 0
180 141 an AN4461.1 58.m07863 AO070305000132 0 -217 -179 ATGAAGTTTGATCTTCAGTCTAGCACTCATACCAACTGA ATGAAGTTTGATCTTCAGTCTAGCACTCATACCAA

CTGA
MKFDLQSSTHTN* MKFDLQSSTHTN* CAGGCTTAGG GTTATCACCC 0 K 0 0 0 0 0

183 141 ao AN4461.1 58.m07863 AO070305000132 0 -131 -99 ATGCGACCGTCCAAGCTGAATCTTACTCAATAA ATGCGACCGTCCAAGCTGAATCTTACTCAAT
AA

MRPSKLNLTQ* MRPSKLNLTQ* TTCTTTAGGG TCTTCGTGCG 0 K 0 0 0 0 0

185 144 an AN3451.1 59.m09314 AO070265000026 0 -206 -189 ATGTTTTTGTTCACATGA ATGTTTTTGTTCACATGA MFLFT* MFLFT* AGTCGTTACT CTTACAGCGG 0 BD 0 0 0 0 0
186 144 an AN3451.1 59.m09314 AO070265000026 0 -192 -148 ATGACTTACAGCGGCGAATCTGGTCGGCGGGAAAACGGC

GCCTAA
ATGACTTACAGCGGCGAATCTGGTCGGCGGGAA
AACGGCGCCTAA

MTYSGESGRRENGA* MTYSGESGRRENGA* TTTTGTTCAC ATCGGAAAGA 0 BD 0 0 0 0 0

187 145 af AN1801.1 72.m19552 AO070309000126 0 -207 -157 ATGGCGGTACACTTAATACTCCGTAGTAGCAAAGCCACAG
CCACCTCGTGA

ATGGCGGTACACTTAATACTCCGTAGTAGCAAAGC
CACAGCCACCTCGTGA

MAVHLILRSSKATATS* MAVHLILRSSKATAT
S*

GCTAATAGCA CAAACGATGA 0  0 0 0 0 0

188 145 af AN1801.1 72.m19552 AO070309000126 0 -150 -25 ATGAATAATAGCCAGTCGCAATGTATATTTCTTGCTGGAAC
CAGGCCGTCAGCAACCAGGCAGCCATATTCCAGAACACA
TATCTTCACCATCATCTGTCTCCTCATCGATCATCAGCAAC
GCTAG

ATGAATAATAGCCAGTCGCAATGTATATTTCTTGCT
GGAACCAGGCCGTCAGCAACCAGGCAGCCATATT
CCAGAACACATATCTTCACCATCATCTGTCTCCTCA
TCGATCATCAGCAACGCTAG

MNNSQSQCIFLAGTRPS
ATRQPYSRTHIFTIICLLID
HQQR*

MNNSQSQCIFLAGT
RPSATRQPYSRTHI
FTIICLLIDHQQR*

GTGACAAACG AAGAGAGACA 0  0 0 0 0 0

189 145 ao AN1801.1 72.m19552 AO070309000126 0 -145 -122 ATGACACTCTCGTATAAGCAGTAG ATGACACTCTCGTATAAGCAGTAG MTLSYKQ* MTLSYKQ* CAACACTGAG GCAGCAGAAT 0  0 0 0 0 0
191 147 af AN6609.1 62.m03184 AO070326000058 0 -120 -67 ATGGTTGGGTTTGGTATAACTCCGTTCCAAACTCCGCTTC

GCCACCAGATATAA
ATGGTTGGGTTTGGTATAACTCCGTTCCAAACTCC
GCTTCGCCACCAGATATAA

MVGFGITPFQTPLRHQI* MVGFGITPFQTPLR
HQI*

ATTTTATACT CCTCTGATCT 0 O FG07155.1 0 0 0 0

190 147 an AN6609.1 62.m03184 AO070326000058 0 -120 -94 ATGATTACACTCGTTGCTCATCACTGA ATGATTACACTCGTTGCTCATCACTGA MITLVAHH* MITLVAHH* GGAGTCTAAT TCAGCCCATC 0 O FG07155.1 0 0 0 0
192 147 ao AN6609.1 62.m03184 AO070326000058 0 -155 -102 ATGATATTTTTAAGCGATACATATACCATGGTTGTGTCAGG

AATATTCCATTAA
ATGATATTTTTAAGCGATACATATACCATGGT
TGTGTCAGGAATATTCCATTAA

MIFLSDTYTMVVSGIFH* MIFLSDTYTMVVSGI
FH*

TCTCGAAGGC AGAATCTTCC 0 O FG07155.1 0 0 0 0

193 147 ao AN6609.1 62.m03184 AO070326000058 0 -128 -102 ATGGTTGTGTCAGGAATATTCCATTAA ATGGTTGTGTCAGGAATATTCCATTAA MVVSGIFH* MVVSGIFH* TACATATACC AGAATCTTCC 0 O FG07155.1 0 0 0 0
194 148 an AN8828.1 71.m15960 AO070271000052 0 -286 -263 ATGACATCGTCCGTCCACCGCTGA ATGACATCGTCCGTCCACCGCTGA MTSSVHR* MTSSVHR* TTCCTACGTT AAATCCCTTC 0 U 0 0 0 0 0
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195 148 an AN8828.1 71.m15960 AO070271000052 0 -225 -70 ATGTCCAAGGAAGCGCTTAGGACATACCTAGAGTGTTTGT
CCCATGTAAACATCGGTTCACCGCCCAATTCATCCCCGAC
ACATCTCCTTATCGCGACATCGTCACCCCTAAACCAGTCC
ATCAGCCATCAACCAAACCAATCGATATTGGAATAG

ATGTCCAAGGAAGCGCTTAGGACATACCTAGAGT
GTTTGTCCCATGTAAACATCGGTTCACCGCCCAA
TTCATCCCCGACACATCTCCTTATCGCGACATCG
TCACCCCTAAACCAGTCCATCAGCCATCAACCAA
ACCAATCGATATTGGAATAG

MSKEALRTYLECLSHVNI
GSPPNSSPTHLLIATSSPL
NQSISHQPNQSILE*

MSKEALRTYLECLSHVNI
GSPPNSSPTHLLIATSSP
LNQSISHQPNQSILE*

CTTCTACTCT ACTCATCAAG 0 U 0 0 0 0 0

196 148 ao AN8828.1 71.m15960 AO070271000052 0 -69 -28 ATGCCCTCTTCATCAAGTCAGATCCCGTGTATTCTTCTGTA
G

ATGCCCTCTTCATCAAGTCAGATCCCGTGTA
TTCTTCTGTAG

MPSSSSQIPCILL* MPSSSSQIPCILL* CCGCACCTTA TGAATTGTCT 0 U 0 0 0 0 0

198 150 af AN0287.1 54.m06482 AO070334000066 0 -82 -59 ATGGTCCACACGCCAGGAGACTAG ATGGTCCACACGCCAGGAGACTAG MVHTPGD* MVHTPGD* CCGGGTCGAG AAAACCGCCC 0 R 0 0 0 0 0
197 150 an AN0287.1 54.m06482 AO070334000066 0 -72 -58 ATGACCCAATCCTAA ATGACCCAATCCTAA MTQS* MTQS* TGGTCGTAAG ACACTCAAGC 0 R 0 0 0 0 0
199 150 ao AN0287.1 54.m06482 AO070334000066 0 -216 -193 ATGAACCTCCGCCGACGACTTTGA ATGAACCTCCGCCGACGACTTTGA MNLRRRL* MNLRRRL* TAGCCTTCTT CTTTTGGTCC 0 R 0 0 0 0 0
202 152 af AN7594.1 72.m19619 AO070343000316 0 -167 -48 ATGGCTGGTGGTTCCAAATCAGATGGAGAAGGAGGTGAG

AGATTTGGGGGTATAAATAACCCCCCTCATCGCCATTTCT
CTACAAAGGTACTCAACTTTGAGCACCCTGTTGACTCTTAA

ATGGCTGGTGGTTCCAAATCAGATGGAGAAGGAG
GTGAGAGATTTGGGGGTATAAATAACCCCCCTCAT
CGCCATTTCTCTACAAAGGTACTCAACTTTGAGCAC
CCTGTTGACTCTTAA

MAGGSKSDGEGGERFG
GINNPPHRHFSTKVLNFE
HPVDS*

MAGGSKSDGEGGE
RFGGINNPPHRHFS
TKVLNFEHPVDS*

TGTCAAATTA CGTGATACAT 0 S 0 0 0 0 0

203 152 af AN7594.1 72.m19619 AO070343000316 0 -145 -113 ATGGAGAAGGAGGTGAGAGATTTGGGGGTATAA ATGGAGAAGGAGGTGAGAGATTTGGGGGTATAA MEKEVRDLGV* MEKEVRDLGV* TCCAAATCAG ATAACCCCCC 0 S 0 0 0 0 0

201 152 an AN7594.1 72.m19619 AO070343000316 0 -179 -141 ATGGATTCCTATCAGAAGCAGAACTCTGCAGAAGAGTGA ATGGATTCCTATCAGAAGCAGAACTCTGCAGAAG
AGTGA

MDSYQKQNSAEE* MDSYQKQNSAEE* CCGCATTCCC CATTGCCCAT 0 S 0 0 0 0 0

204 152 ao AN7594.1 72.m19619 AO070343000316 0 -148 -137 ATGCTCAGGTGA ATGCTCAGGTGA MLR* MLR* CAAGGAATCG ATGACCGGGG 0 S 0 0 0 0 0
205 152 ao AN7594.1 72.m19619 AO070343000316 0 -136 -62 ATGACCGGGGGACCATGGAGGCCTATAAATACCCCGCTG

AGGTGCCATCATTCTTCGAAGGTCCCCAACCCATGA
ATGACCGGGGGACCATGGAGGCCTATAAAT
ACCCCGCTGAGGTGCCATCATTCTTCGAAG
GTCCCCAACCCATGA

MTGGPWRPINTPLRCHH
SSKVPNP*

MTGGPWRPINTPLR
CHHSSKVPNP*

GCTCAGGTGA GCACCTTGTT 0 S 0 0 0 0 0

206 152 ao AN7594.1 72.m19619 AO070343000316 0 -122 -45 ATGGAGGCCTATAAATACCCCGCTGAGGTGCCATCATTCT
TCGAAGGTCCCCAACCCATGAGCACCTTGTTCGCTTGA

ATGGAGGCCTATAAATACCCCGCTGAGGTG
CCATCATTCTTCGAAGGTCCCCAACCCATGA
GCACCTTGTTCGCTTGA

MEAYKYPAEVPSFFEGP
QPMSTLFA*

MEAYKYPAEVPSFF
EGPQPMSTLFA*

CCGGGGGACC CTCTACACCA 0 S 0 0 0 0 0

207 152 ao AN7594.1 72.m19619 AO070343000316 0 -65 -45 ATGAGCACCTTGTTCGCTTGA ATGAGCACCTTGTTCGCTTGA MSTLFA* MSTLFA* TCCCCAACCC CTCTACACCA 0 S 0 0 0 0 0
208 154 an AN3079.1 59.m08919 AO070224000007 0 -219 -190 ATGTCAGGCTGGGTTCTCAGGTATAAATAG ATGTCAGGCTGGGTTCTCAGGTATAAATAG MSGWVLRYK* MSGWVLRYK* GAAAGACCCT GGCTGAGGAT 0 0 0 0 0 0
209 154 ao AN3079.1 59.m08919 AO070224000007 0 -262 -200 ATGTCCGTCCTAAATCGACTCTTTTCTTCTTCAACCATCCA

CATTCTCTTATACATTCTCTAG
ATGTCCGTCCTAAATCGACTCTTTTCTTCTTC
AACCATCCACATTCTCTTATACATTCTCTAG

MSVLNRLFSSSTIHILLYIL
*

MSVLNRLFSSSTIHI
LLYIL*

AACCCTGACG ACAAGCTCTG 0 0 0 0 0 0

212 155 af AN1719.1 58.m08960 AO070305000034 0 -107 -51 ATGCCCGGCTATCGAACCTCCGGCGTGTCGCCTATTTTCC
CCTCGAACTTACAGTAA

ATGCCCGGCTATCGAACCTCCGGCGTGTCGCCTA
TTTTCCCCTCGAACTTACAGTAA

MPGYRTSGVSPIFPSNLQ
*

MPGYRTSGVSPIFP
SNLQ*

TGCCATTTCG TAGATTGACT 0  0 0 0 0 0

210 155 an AN1719.1 58.m08960 AO070305000034 0 -241 -224 ATGTCGGTTGGGCGCTGA ATGTCGGTTGGGCGCTGA MSVGR* MSVGR* TCGAGTTCGG TCGTGCGACT 0  0 0 0 0 0
211 155 an AN1719.1 58.m08960 AO070305000034 0 -88 -26 ATGCCAGAAAGGTCTGCCAACGATTGCGCGGCTCTTCTG

GGTTTGAGATTCGCTGCGGTTTGA
ATGCCAGAAAGGTCTGCCAACGATTGCGCGGCT
CTTCTGGGTTTGAGATTCGCTGCGGTTTGA

MPERSANDCAALLGLRF
AAV*

MPERSANDCAALLGLRF
AAV*

GTCGGATTCG TTTGTGCTGC 0  0 0 0 0 0

213 155 ao AN1719.1 58.m08960 AO070305000034 0 -78 -37 ATGCCAGCACTGCGGACAAGCTTTGCTTCTTGGCTGTCAT
AG

ATGCCAGCACTGCGGACAAGCTTTGCTTCT
TGGCTGTCATAG

MPALRTSFASWLS* MPALRTSFASWLS* TGAGTATTAA TGCAGGCAGT 0  0 0 0 0 0

214 158 an AN2167.1 72.m19673 AO070343000229 0 -237 -166 ATGGCAATGTTGACAACTTCTTATTTTCGTAAACTTTGTAG
CCTCGGTATAATACCATCCTTTCTGTTATAG

ATGGCAATGTTGACAACTTCTTATTTTCGTAAACT
TTGTAGCCTCGGTATAATACCATCCTTTCTGTTAT
AG

MAMLTTSYFRKLCSLGIIP
SFLL*

MAMLTTSYFRKLCSLGII
PSFLL*

AGTGAGGCAG GGCTGCAGTG 0 U 0 0 0 0 0

215 158 an AN2167.1 72.m19673 AO070343000229 0 -231 -166 ATGTTGACAACTTCTTATTTTCGTAAACTTTGTAGCCTCGG
TATAATACCATCCTTTCTGTTATAG

ATGTTGACAACTTCTTATTTTCGTAAACTTTGTAG
CCTCGGTATAATACCATCCTTTCTGTTATAG

MLTTSYFRKLCSLGIIPSF
LL*

MLTTSYFRKLCSLGIIPS
FLL*

GCAGATGGCA GGCTGCAGTG 0 U 0 0 0 0 0

216 158 an AN2167.1 72.m19673 AO070343000229 0 -137 -60 ATGAATCTGAGGTCATCTTCCTCCGCTCATGTGAGTTCAG
CTTTCTTGACCAAAACAAAACTCTCGCCGCCTTCGTAA

ATGAATCTGAGGTCATCTTCCTCCGCTCATGTGA
GTTCAGCTTTCTTGACCAAAACAAAACTCTCGCC
GCCTTCGTAA

MNLRSSSSAHVSSAFLTK
TKLSPPS*

MNLRSSSSAHVSSAFLT
KTKLSPPS*

GGCAGGGCAT CTCAACCCAC 0 U 0 0 0 0 0

226 172 af AN0821.1 70.m15420 AO070255000026 0 -150 -31 ATGCAGACAGCCGAGGAATGTCCGTTATGGCGTCAGTCAT
TATTTCTTGAGCTGACTGATTCTCGCCTGCGTCATAGTCAA
ATTTGGAAAACGCTTCCTCGCATCAAGACCAACAAATAG

ATGCAGACAGCCGAGGAATGTCCGTTATGGCGTC
AGTCATTATTTCTTGAGCTGACTGATTCTCGCCTGC
GTCATAGTCAAATTTGGAAAACGCTTCCTCGCATCA
AGACCAACAAATAG

MQTAEECPLWRQSLFLE
LTDSRLRHSQIWKTLPRI
KTNK*

MQTAEECPLWRQS
LFLELTDSRLRHSQI
WKTLPRIKTNK*

GTGACTCAAC CTGCGCAGGT 0  0 0 0 0 0

227 172 af AN0821.1 70.m15420 AO070255000026 0 -133 -101 ATGTCCGTTATGGCGTCAGTCATTATTTCTTGA ATGTCCGTTATGGCGTCAGTCATTATTTCTTGA MSVMASVIIS* MSVMASVIIS* CAGCCGAGGA GCTGACTGAT 0  0 0 0 0 0
228 172 af AN0821.1 70.m15420 AO070255000026 0 -124 -101 ATGGCGTCAGTCATTATTTCTTGA ATGGCGTCAGTCATTATTTCTTGA MASVIIS* MASVIIS* AATGTCCGTT GCTGACTGAT 0  0 0 0 0 0
221 172 an AN0821.1 70.m15420 AO070255000026 0 -188 -156 ATGGAGCTTGATCTTTGTTGTCGTTGGGGTTAA ATGGAGCTTGATCTTTGTTGTCGTTGGGGTTAA MELDLCCRWG* MELDLCCRWG* CGAGTCAGCA TCAGAATGAT 0  0 0 0 0 0
222 172 an AN0821.1 70.m15420 AO070255000026 0 -150 -130 ATGATGCAAGTTCAAAGTTGA ATGATGCAAGTTCAAAGTTGA MMQVQS* MMQVQS* GTTAATCAGA GGCTGTTGAG 0  0 0 0 0 0
223 172 an AN0821.1 70.m15420 AO070255000026 0 -147 -130 ATGCAAGTTCAAAGTTGA ATGCAAGTTCAAAGTTGA MQVQS* MQVQS* AATCAGAATG GGCTGTTGAG 0  0 0 0 0 0
224 172 an AN0821.1 70.m15420 AO070255000026 0 -98 ATGGCCCTTGCTCAATCACGTGATATGCCGGACAATACTG

GCCTTCCTTTTGTCAATTGCTTCAACAGTCAGTCAACTCCC
TTTCACCTCCACATGTGA

ATGGCCCTTGCTCAATCACGTGATATGCCGGACA
ATACTGGCCTTCCTTTTGTCAATTGCTTCAACAGT
CAGTCAACTCCCTTTCACCTCCACATGTGA

MALAQSRDMPDNTGLPF
VNCFNSQSTPFHLHM*

MALAQSRDMPDNTGLP
FVNCFNSQSTPFHLHM*

GGATCGCTCG TGTCCATCGA 0  0 0 0 0 0

225 172 an AN0821.1 70.m15420 AO070255000026 0 -74 ATGCCGGACAATACTGGCCTTCCTTTTGTCAATTGCTTCAA
CAGTCAGTCAACTCCCTTTCACCTCCACATGTGA

ATGCCGGACAATACTGGCCTTCCTTTTGTCAATT
GCTTCAACAGTCAGTCAACTCCCTTTCACCTCCA
CATGTGA

MPDNTGLPFVNCFNSQS
TPFHLHM*

MPDNTGLPFVNCFNSQ
STPFHLHM*

ATCACGTGAT TGTCCATCGA 0  0 0 0 0 0

229 172 ao AN0821.1 70.m15420 AO070255000026 0 -245 -138 ATGAGAAGACGTCCATTGCTGATTTACAATGTCATCGATGA
GGTTACTTCAACATCACGTGATTTGCACGGGACGCGAGTT
GGTCCGCGGCGACTGCGCCTAAATTAA

ATGAGAAGACGTCCATTGCTGATTTACAATG
TCATCGATGAGGTTACTTCAACATCACGTGA
TTTGCACGGGACGCGAGTTGGTCCGCGGC
GACTGCGCCTAAATTAA

MRRRPLLIYNVIDEVTSTS
RDLHGTRVGPRRLRLN*

MRRRPLLIYNVIDEV
TSTSRDLHGTRVGP
RRLRLN*

GAGATATGCC TCCCTGTGGA 0  0 0 0 0 0

230 172 ao AN0821.1 70.m15420 AO070255000026 0 -217 -143 ATGTCATCGATGAGGTTACTTCAACATCACGTGATTTGCAC
GGGACGCGAGTTGGTCCGCGGCGACTGCGCCTAA

ATGTCATCGATGAGGTTACTTCAACATCACG
TGATTTGCACGGGACGCGAGTTGGTCCGC
GGCGACTGCGCCTAA

MSSMRLLQHHVICTGRE
LVRGDCA*

MSSMRLLQHHVICT
GRELVRGDCA*

CTGATTTACA ATTAATCCCT 0  0 0 0 0 0

231 172 ao AN0821.1 70.m15420 AO070255000026 0 -208 -143 ATGAGGTTACTTCAACATCACGTGATTTGCACGGGACGCG
AGTTGGTCCGCGGCGACTGCGCCTAA

ATGAGGTTACTTCAACATCACGTGATTTGCA
CGGGACGCGAGTTGGTCCGCGGCGACTGC
GCCTAA

MRLLQHHVICTGRELVR
GDCA*

MRLLQHHVICTGRE
LVRGDCA*

AATGTCATCG ATTAATCCCT 0  0 0 0 0 0

232 177 af AN3469.1 59.m09329 AO070265000045 0 -289 -272 ATGGTTTGTATTACTTGA ATGGTTTGTATTACTTGA MVCIT* MVCIT* GCTGTGCCCT ACGTGTTTAC 0 B FG11626.1 0 0 0 0
234 178 af AN3503.1 54.m07029 AO070306000124 0 -156 -64 ATGCTCGCAGATCCCACAGTGACCTCGGCGACGTATACTA

TCAAAATCACGCCCTCTCCTTTCTCCTTGTCACCTCGTCTT
TTGGACCTCTAG

ATGCTCGCAGATCCCACAGTGACCTCGGCGACGT
ATACTATCAAAATCACGCCCTCTCCTTTCTCCTTGT
CACCTCGTCTTTTGGACCTCTAG

MLADPTVTSATYTIKITPS
PFSLSPRLLDL*

MLADPTVTSATYTIKI
TPSPFSLSPRLLDL*

TCAAGTTTGT GCACGTGAAA 0 G 0 0 NCU09654.1 YLR004C 0

233 178 an AN3503.1 54.m07029 AO070306000124 0 -177 -145 ATGTATCTTCCTGACCTGTACCTCAACGGCTGA ATGTATCTTCCTGACCTGTACCTCAACGGCTGA MYLPDLYLNG* MYLPDLYLNG* TCGCCAGGAT CTTGGGCCTT 0 G 0 0 NCU09654.1 YLR004C 0

235 178 ao AN3503.1 54.m07029 AO070306000124 0 -125 -84 ATGTGCTTATCACCATCTGTTCTAAGCACTGGAGAAATTTG
A

ATGTGCTTATCACCATCTGTTCTAAGCACTG
GAGAAATTTGA

MCLSPSVLSTGEI* MCLSPSVLSTGEI* TCACTACTTC AGCTCTCCCC 0 G 0 0 NCU09654.1 YLR004C 0

236 179 an AN6921.1 71.m16029 AO070313000060 0 -237 -172 ATGAGGGGAGCGAGGCAAACACTACAAACACACTCAGCA
GGTTCCAGTACTTTCCAGAGTTTCTAG

ATGAGGGGAGCGAGGCAAACACTACAAACACAC
TCAGCAGGTTCCAGTACTTTCCAGAGTTTCTAG

MRGARQTLQTHSAGSST
FQSF*

MRGARQTLQTHSAGSS
TFQSF*

TCCGCCCTGA CACTCATTTG 0 O 0 0 0 0 0

239 182 af AN4899.1 59.m08798 AO070338000053 0 -159 -13 ATGCCGCGGCGATCGGCTTTCGGTTCCCCGCCAAAAGAG
ACCCCAACATTTCTTCTTCACATGCGTGCGTCTGCCAAACT
CCCCTTTCACCACAGCGCTGGTCTCTCCTTTCCAGTCATTT
CCTCAGAATTGTTCAGGAGTATATGA

ATGCCGCGGCGATCGGCTTTCGGTTCCCCGCCAA
AAGAGACCCCAACATTTCTTCTTCACATGCGTGCG
TCTGCCAAACTCCCCTTTCACCACAGCGCTGGTCT
CTCCTTTCCAGTCATTTCCTCAGAATTGTTCAGGAG
TATATGA

MPRRSAFGSPPKETPTFL
LHMRASAKLPFHHSAGL
SFPVISSELFRSI*

MPRRSAFGSPPKET
PTFLLHMRASAKLP
FHHSAGLSFPVISSE
LFRSI*

AGTACTGGCG CTTTCAGACA 0 U 0 0 0 0 0

237 182 an AN4899.1 59.m08798 AO070338000053 0 -156 -64 ATGATCCCGGAATCGACGCAACCAACAAATGCAGCAGAA
GTTATCCAAAAGCTTGCATTCTTCTTTCTCTCTTTAGTCTAT
TATTATCGCTAA

ATGATCCCGGAATCGACGCAACCAACAAATGCA
GCAGAAGTTATCCAAAAGCTTGCATTCTTCTTTCT
CTCTTTAGTCTATTATTATCGCTAA

MIPESTQPTNAAEVIQKLA
FFFLSLVYYYR*

MIPESTQPTNAAEVIQKL
AFFFLSLVYYYR*

TTCACATGAA CGTTACTTCG 0 U 0 0 0 0 0

242 186 af AN0159.1 71.m15436 AO070321000088 0 -153 -97 ATGCAAACCGCCACCAGGAAAGGGTATCTAATCAGCCGT
GTCACTGCCACAAGATAG

ATGCAAACCGCCACCAGGAAAGGGTATCTAATCAG
CCGTGTCACTGCCACAAGATAG

MQTATRKGYLISRVTATR
*

MQTATRKGYLISRV
TATR*

GAGCCATACC CCTTTGCCCG 0 AR 0 0 0 0 0

241 186 an AN0159.1 71.m15436 AO070321000088 0 -136 -83 ATGAACACTGACTGGGATTTGACTGAACCTGACTACATCG
CCGCGACCGGATAA

ATGAACACTGACTGGGATTTGACTGAACCTGACT
ACATCGCCGCGACCGGATAA

MNTDWDLTEPDYIAATG* MNTDWDLTEPDYIAATG
*

ACAGACTACC CTGCTTCTCT 0 AR 0 0 0 0 0

243 186 ao AN0159.1 71.m15436 AO070321000088 0 -184 -131 ATGCCAGCTTCCAGGAAAGAGTCTCTAATCCACCGCGCC
GCTGCAATAGGATAG

ATGCCAGCTTCCAGGAAAGAGTCTCTAATC
CACCGCGCCGCTGCAATAGGATAG

MPASRKESLIHRAAAIG* MPASRKESLIHRAA
AIG*

CGAACATAAT CCCTTGGCTT 0 AR 0 0 0 0 0

244 191 af AN6054.1 72.m19104 AO070340000200 0 -179 -147 ATGCCATCATACCACTATTGTAATCATATCTGA ATGCCATCATACCACTATTGTAATCATATCTGA MPSYHYCNHI* MPSYHYCNHI* TGTACTATAG ACCATCACCA 0  0 0 0 YJR144W 0
245 191 ao AN6054.1 72.m19104 AO070340000200 0 -197 -111 ATGTACTACTATACTCTGTACAATAATCCAATGCAATCCAT

CTCCCCTCCCGCCTTTGTTCAGAACATTGAAAGCCCCGTC
ACGTGA

ATGTACTACTATACTCTGTACAATAATCCAAT
GCAATCCATCTCCCCTCCCGCCTTTGTTCAG
AACATTGAAAGCCCCGTCACGTGA

MYYYTLYNNPMQSISPPA
FVQNIESPVT*

MYYYTLYNNPMQSI
SPPAFVQNIESPVT*

CTTAGAGCCT TCATATCAAG 0  0 0 0 YJR144W 0

246 191 ao AN6054.1 72.m19104 AO070340000200 0 -167 -111 ATGCAATCCATCTCCCCTCCCGCCTTTGTTCAGAACATTGA
AAGCCCCGTCACGTGA

ATGCAATCCATCTCCCCTCCCGCCTTTGTTC
AGAACATTGAAAGCCCCGTCACGTGA

MQSISPPAFVQNIESPVT* MQSISPPAFVQNIES
PVT*

CAATAATCCA TCATATCAAG 0  0 0 0 YJR144W 0

247 194 an AN6735.1 65.m07233 AO070339000181 0 -227 -186 ATGGTGGTGACTGACGATCCGCTCCCAAGGAAAAGTTGG
TGA

ATGGTGGTGACTGACGATCCGCTCCCAAGGAAA
AGTTGGTGA

MVVTDDPLPRKSW* MVVTDDPLPRKSW* TGAAAGTGGG GCCGCAACAA 0 A 0 0 0 YOR159C 0

250 197 af AN6743.1 66.m04708 AO070313000143 0 -274 -242 ATGTCCACCCTTCGGCAAGCCTCATGCCATTGA ATGTCCACCCTTCGGCAAGCCTCATGCCATTGA MSTLRQASCH* MSTLRQASCH* CAGCAGTGAC CACCGCGTCA 0 R 0 MG08785.1 0 0 0
251 197 af AN6743.1 66.m04708 AO070313000143 0 -251 -123 ATGCCATTGACACCGCGTCATCGAGGAAGATTTGAGGAAA

GATCGCGGTCGAGCCATCGGCTCCGCATCTCGGCTCCAC
ATGCGGAGAGGAACAGAGAGCAGTGGCTCGCCCGCCTG
ATGCGGACGTAA

ATGCCATTGACACCGCGTCATCGAGGAAGATTTGA
GGAAAGATCGCGGTCGAGCCATCGGCTCCGCATC
TCGGCTCCACATGCGGAGAGGAACAGAGAGCAGT
GGCTCGCCCGCCTGATGCGGACGTAA

MPLTPRHRGRFEERSRS
SHRLRISAPHAERNREQ
WLARLMRT*

MPLTPRHRGRFEER
SRSSHRLRISAPHA
ERNREQWLARLMR
T*

GGCAAGCCTC GCCCTTTGAC 0 R 0 MG08785.1 0 0 0

252 197 af AN6743.1 66.m04708 AO070313000143 0 -172 -134 ATGCGGAGAGGAACAGAGAGCAGTGGCTCGCCCGCCTG
A

ATGCGGAGAGGAACAGAGAGCAGTGGCTCGCCC
GCCTGA

MRRGTESSGSPA* MRRGTESSGSPA* TCGGCTCCAC TGCGGACGTA 0 R 0 MG08785.1 0 0 0

253 197 af AN6743.1 66.m04708 AO070313000143 0 -134 -123 ATGCGGACGTAA ATGCGGACGTAA MRT* MRT* CGCCCGCCTG GCCCTTTGAC 0 R 0 MG08785.1 0 0 0
248 197 an AN6743.1 66.m04708 AO070313000143 0 -121 -47 ATGCATTCCAAAGAGGGGAATGCAAATATTTATCCCACAT

GCCGGATCTTACGATCTTCTTCTGATAATCTTTGA
ATGCATTCCAAAGAGGGGAATGCAAATATTTATC
CCACATGCCGGATCTTACGATCTTCTTCTGATAAT
CTTTGA

MHSKEGNANIYPTCRILR
SSSDNL*

MHSKEGNANIYPTCRIL
RSSSDNL*

ATCGCGCGAT TCATCAGAAT 0 R 0 MG08785.1 0 0 0

249 197 an AN6743.1 66.m04708 AO070313000143 0 -83 -57 ATGCCGGATCTTACGATCTTCTTCTGA ATGCCGGATCTTACGATCTTCTTCTGA MPDLTIFF* MPDLTIFF* TTTATCCCAC TAATCTTTGA 0 R 0 MG08785.1 0 0 0
254 197 ao AN6743.1 66.m04708 AO070313000143 0 -196 -110 ATGCGTTCGGATCGAACATTTCGGCTCCACATACGGTCGG

GGGCCCATGGTCCCGGTCGTATGAACACAGCTAGAGACA
TTATTTAG

ATGCGTTCGGATCGAACATTTCGGCTCCAC
ATACGGTCGGGGGCCCATGGTCCCGGTCG
TATGAACACAGCTAGAGACATTATTTAG

MRSDRTFRLHIRSGAHG
PGRMNTARDII*

MRSDRTFRLHIRSG
AHGPGRMNTARDII*

CTGTGCCTCA AGCAGGCAAG 0 R 0 MG08785.1 0 0 0

255 197 ao AN6743.1 66.m04708 AO070313000143 0 -150 -133 ATGGTCCCGGTCGTATGA ATGGTCCCGGTCGTATGA MVPVV* MVPVV* TCGGGGGCCC ACACAGCTAG 0 R 0 MG08785.1 0 0 0
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256 197 ao AN6743.1 66.m04708 AO070313000143 0 -136 -110 ATGAACACAGCTAGAGACATTATTTAG ATGAACACAGCTAGAGACATTATTTAG MNTARDII* MNTARDII* TCCCGGTCGT AGCAGGCAAG 0 R 0 MG08785.1 0 0 0
258 205 af AN9067.1 66.m04519 AO070332000219 0 -224 -186 ATGGCGGGGTACTCATTCTATTCCTCTCCCCCTCCTTGA ATGGCGGGGTACTCATTCTATTCCTCTCCCCCTCC

TTGA
MAGYSFYSSPPP* MAGYSFYSSPPP* ATTAAAACCT GCAGGTACAC 0 R 0 0 0 0 0

257 205 an AN9067.1 66.m04519 AO070332000219 0 -153 -97 ATGGCGGGGCAGCTGAATCCCCCGCCATGTTTCAGCTTC
GTCAACTTGTCTTCCTGA

ATGGCGGGGCAGCTGAATCCCCCGCCATGTTTC
AGCTTCGTCAACTTGTCTTCCTGA

MAGQLNPPPCFSFVNLS
S*

MAGQLNPPPCFSFVNL
SS*

TGTGCACCTG ACTTTCTCCC 0 R 0 0 0 0 0

259 205 ao AN9067.1 66.m04519 AO070332000219 0 -241 -230 ATGATAATATAA ATGATAATATAA MII* MII* TTGATATAGT TTTGTCCTTG 0 R 0 0 0 0 0
260 205 ao AN9067.1 66.m04519 AO070332000219 0 -208 -197 ATGATAATGTGA ATGATAATGTGA MIM* MIM* CAAGCTGGCA GACTGCATGG 0 R 0 0 0 0 0
261 205 ao AN9067.1 66.m04519 AO070332000219 0 -190 -128 ATGGCGGGGCACCTGTATTTCTGTCGGCTAGCTTGCTCTT

TCACAGTGCAAAGGCGCCCCTAG
ATGGCGGGGCACCTGTATTTCTGTCGGCTA
GCTTGCTCTTTCACAGTGCAAAGGCGCCCC
TAG

MAGHLYFCRLACSFTVQ
RRP*

MAGHLYFCRLACSF
TVQRRP*

GTGAGACTGC GGAGCTGGGC 0 R 0 0 0 0 0

265 210 af AN9533.1 54.m06731 AO070342000087 0 -218 -192 ATGATGGAGTGTCCGATCCTTTTTTGA ATGATGGAGTGTCCGATCCTTTTTTGA MMECPILF* MMECPILF* TGTAACCGAA ATTCCCCATA 0 0 0 0 0 0
266 210 af AN9533.1 54.m06731 AO070342000087 0 -215 -192 ATGGAGTGTCCGATCCTTTTTTGA ATGGAGTGTCCGATCCTTTTTTGA MECPILF* MECPILF* AACCGAAATG ATTCCCCATA 0 0 0 0 0 0
262 210 an AN9533.1 54.m06731 AO070342000087 0 -160 -29 ATGCACGCGGCCTTCATGGTATCTCGTACAAAGATGGATC

CCCGCAAGTACGATAACGCTCACGTGACAGTATCTAGCTT
CGTAATCGCTAAATTTCCCGGGCAAGTTGAAAGCTCAATA
GTCCAGATATAA

ATGCACGCGGCCTTCATGGTATCTCGTACAAAGA
TGGATCCCCGCAAGTACGATAACGCTCACGTGA
CAGTATCTAGCTTCGTAATCGCTAAATTTCCCGG
GCAAGTTGAAAGCTCAATAGTCCAGATATAA

MHAAFMVSRTKMDPRKY
DNAHVTVSSFVIAKFPGQ
VESSIVQI*

MHAAFMVSRTKMDPRK
YDNAHVTVSSFVIAKFP
GQVESSIVQI*

GCTTTGTGTG TTCAACAAGA 0 0 0 0 0 0

263 210 an AN9533.1 54.m06731 AO070342000087 0 -145 -29 ATGGTATCTCGTACAAAGATGGATCCCCGCAAGTACGATA
ACGCTCACGTGACAGTATCTAGCTTCGTAATCGCTAAATTT
CCCGGGCAAGTTGAAAGCTCAATAGTCCAGATATAA

ATGGTATCTCGTACAAAGATGGATCCCCGCAAGT
ACGATAACGCTCACGTGACAGTATCTAGCTTCGT
AATCGCTAAATTTCCCGGGCAAGTTGAAAGCTCA
ATAGTCCAGATATAA

MVSRTKMDPRKYDNAHV
TVSSFVIAKFPGQVESSIV
QI*

MVSRTKMDPRKYDNAH
VTVSSFVIAKFPGQVES
SIVQI*

CGCGGCCTTC TTCAACAAGA 0 0 0 0 0 0

264 210 an AN9533.1 54.m06731 AO070342000087 0 -127 -29 ATGGATCCCCGCAAGTACGATAACGCTCACGTGACAGTAT
CTAGCTTCGTAATCGCTAAATTTCCCGGGCAAGTTGAAAG
CTCAATAGTCCAGATATAA

ATGGATCCCCGCAAGTACGATAACGCTCACGTG
ACAGTATCTAGCTTCGTAATCGCTAAATTTCCCG
GGCAAGTTGAAAGCTCAATAGTCCAGATATAA

MDPRKYDNAHVTVSSFVI
AKFPGQVESSIVQI*

MDPRKYDNAHVTVSSF
VIAKFPGQVESSIVQI*

TCGTACAAAG TTCAACAAGA 0 0 0 0 0 0

267 210 ao AN9533.1 54.m06731 AO070342000087 0 -241 -95 ATGCCAATATCGTATAGGCTCCTCTCGGTCACAGATGACA
GTTCGATGCTTCTGGTTTCCCCACACTCCGCGCCAAGGC
GGGCGTTATTGAAATACGTTCTGCAGAAACTGACCGCCTT
GAACGTCTTCCCGGCGCTGCGGAGGTAA

ATGCCAATATCGTATAGGCTCCTCTCGGTCA
CAGATGACAGTTCGATGCTTCTGGTTTCCCC
ACACTCCGCGCCAAGGCGGGCGTTATTGAA
ATACGTTCTGCAGAAACTGACCGCCTTGAA
CGTCTTCCCGGCGCTGCGGAGGTAA

MPISYRLLSVTDDSSMLL
VSPHSAPRRALLKYVLQK
LTALNVFPALRR*

MPISYRLLSVTDDSS
MLLVSPHSAPRRAL
LKYVLQKLTALNVFP
ALRR*

TTCCTCAATT AATCCACGGA 0 0 0 0 0 0

268 210 ao AN9533.1 54.m06731 AO070342000087 0 -207 -151 ATGACAGTTCGATGCTTCTGGTTTCCCCACACTCCGCGCC
AAGGCGGGCGTTATTGA

ATGACAGTTCGATGCTTCTGGTTTCCCCACA
CTCCGCGCCAAGGCGGGCGTTATTGA

MTVRCFWFPHTPRQGG
RY*

MTVRCFWFPHTPR
QGGRY*

TCGGTCACAG AATACGTTCT 0 0 0 0 0 0

269 210 ao AN9533.1 54.m06731 AO070342000087 0 -196 -95 ATGCTTCTGGTTTCCCCACACTCCGCGCCAAGGCGGGCG
TTATTGAAATACGTTCTGCAGAAACTGACCGCCTTGAACGT
CTTCCCGGCGCTGCGGAGGTAA

ATGCTTCTGGTTTCCCCACACTCCGCGCCA
AGGCGGGCGTTATTGAAATACGTTCTGCAG
AAACTGACCGCCTTGAACGTCTTCCCGGCG
CTGCGGAGGTAA

MLLVSPHSAPRRALLKYV
LQKLTALNVFPALRR*

MLLVSPHSAPRRAL
LKYVLQKLTALNVFP
ALRR*

TGACAGTTCG AATCCACGGA 0 0 0 0 0 0

272 214 af AN6864.1 71.m15275 AO070314000084 0 -194 -177 ATGCAGCCTGAATTTTAG ATGCAGCCTGAATTTTAG MQPEF* MQPEF* AAGTGCGAGT GGCTGGTTTA 0 J 0 0 0 0 0
274 214 ao AN6864.1 71.m15275 AO070314000084 0 -248 -231 ATGAAACTATTTGAATAG ATGAAACTATTTGAATAG MKLFE* MKLFE* GTCTTAAGAT GTGAATAGCA 0 J 0 0 0 0 0
275 214 ao AN6864.1 71.m15275 AO070314000084 0 -145 -122 ATGGCATCATGCCGAATTTGGTGA ATGGCATCATGCCGAATTTGGTGA MASCRIW* MASCRIW* GTGTCGGCTT GTCAAAGTCA 0 J 0 0 0 0 0
284 225 af AN2288.1 71.m15935 AO070295000067 0 -463 -392 ATGTGCGCCTTGGTTTGGCGTCAGAGACTCGCAGCTGGG

GTTAACTGCTTAGTGGTTGTGTGCACTTCATAA
ATGTGCGCCTTGGTTTGGCGTCAGAGACTCGCAG
CTGGGGTTAACTGCTTAGTGGTTGTGTGCACTTCA
TAA

MCALVWRQRLAAGVNCL
VVVCTS*

MCALVWRQRLAAG
VNCLVVVCTS*

AGTTATTATT TGGCGAGCCA 0 P 0 0 0 0 0

286 226 an AN2987.1 59.m09026 AO070337000135 0 -262 -221 ATGCGGTTGGATACCGGATACCTGCCGTATCCGTATATAT
AA

ATGCGGTTGGATACCGGATACCTGCCGTATCCG
TATATATAA

MRLDTGYLPYPYI* MRLDTGYLPYPYI* TACTTTGCGA GCTCTTTTGG 0 Q 0 0 0 0 0

287 226 an AN2987.1 59.m09026 AO070337000135 0 -150 -133 ATGCCAGGCTTCGTCTAA ATGCCAGGCTTCGTCTAA MPGFV* MPGFV* GGGTCCGCAA ATTATTCTCC 0 Q 0 0 0 0 0
288 236 af AN2430.1 69.m15231 AO070188000004 0 -145 -71 ATGAAAAGCGTGGAGGACAAGTCTCTGCAGCTCTCCTTTT

GTTCTCGCATGGTTCCGAACGGTCTTCGAATTTGA
ATGAAAAGCGTGGAGGACAAGTCTCTGCAGCTCTC
CTTTTGTTCTCGCATGGTTCCGAACGGTCTTCGAAT
TTGA

MKSVEDKSLQLSFCSRM
VPNGLRI*

MKSVEDKSLQLSFC
SRMVPNGLRI*

AAGTGAAGCG GGCATCCTAG 0 R 0 0 0 0 0

289 236 af AN2430.1 69.m15231 AO070188000004 0 -97 -71 ATGGTTCCGAACGGTCTTCGAATTTGA ATGGTTCCGAACGGTCTTCGAATTTGA MVPNGLRI* MVPNGLRI* TTGTTCTCGC GGCATCCTAG 0 R 0 0 0 0 0
290 236 ao AN2430.1 69.m15231 AO070188000004 0 -267 -247 ATGTCGGATATCTTCTGCTGA ATGTCGGATATCTTCTGCTGA MSDIFC* MSDIFC* TAGGCTTAAT ACTCATTGAT 0 R 0 0 0 0 0
291 236 ao AN2430.1 69.m15231 AO070188000004 0 -238 -212 ATGGCGTTATATGAAAGTTCAAAGTGA ATGGCGTTATATGAAAGTTCAAAGTGA MALYESSK* MALYESSK* GAACTCATTG TTTGCCAAAA 0 R 0 0 0 0 0
292 236 ao AN2430.1 69.m15231 AO070188000004 0 -228 -82 ATGAAAGTTCAAAGTGATTTGCCAAAAGGAGAGATCCCCC

GCATTTTGAGCTACTGGTATCGTATTTGGATATCAAGTATA
AGGTCAACTTCATCCGCAACATTCTTTTTACTCTTGTCATAT
TGGTCTGTCATGTCTCTTGATTAG

ATGAAAGTTCAAAGTGATTTGCCAAAAGGAG
AGATCCCCCGCATTTTGAGCTACTGGTATC
GTATTTGGATATCAAGTATAAGGTCAACTTC
ATCCGCAACATTCTTTTTACTCTTGTCATATT
GGTCTGTCATGTCTCTTGATTAG

MKVQSDLPKGEIPRILSY
WYRIWISSIRSTSSATFFL
LLSYWSVMSLD*

MKVQSDLPKGEIPRI
LSYWYRIWISSIRST
SSATFFLLLSYWSV
MSLD*

ATGGCGTTAT CGTTCTTGGT 0 R 0 0 0 0 0

293 236 ao AN2430.1 69.m15231 AO070188000004 0 -96 -82 ATGTCTCTTGATTAG ATGTCTCTTGATTAG MSLD* MSLD* TTGGTCTGTC CGTTCTTGGT 0 R 0 0 0 0 0
297 238 af AN3508.1 53.m03968 AO070296000076 0 -217 -92 ATGAGATATACGCAGCATCTGTGTGGAGCATCAGGAGCAC

AAGATGGCCTTCGTTATTATATCTGTGTCCAAAACCCGCC
CTTTCATTCTTTGATGGCCAAATCTAAATCTGCACGTCAGC
AGTAA

ATGAGATATACGCAGCATCTGTGTGGAGCATCAGG
AGCACAAGATGGCCTTCGTTATTATATCTGTGTCCA
AAACCCGCCCTTTCATTCTTTGATGGCCAAATCTAA
ATCTGCACGTCAGCAGTAA

MRYTQHLCGASGAQDGL
RYYICVQNPPFHSLMAKS
KSARQQ*

MRYTQHLCGASGA
QDGLRYYICVQNPP
FHSLMAKSKSARQQ
*

CAGCTCTAAA GCTGCTTTTA 0  0 0 0 0 0

298 238 af AN3508.1 53.m03968 AO070296000076 0 -174 -124 ATGGCCTTCGTTATTATATCTGTGTCCAAAACCCGCCCTTT
CATTCTTTGA

ATGGCCTTCGTTATTATATCTGTGTCCAAAACCCGC
CCTTTCATTCTTTGA

MAFVIISVSKTRPFIL* MAFVIISVSKTRPFIL
*

GGAGCACAAG TGGCCAAATC 0  0 0 0 0 0

299 238 af AN3508.1 53.m03968 AO070296000076 0 -124 -92 ATGGCCAAATCTAAATCTGCACGTCAGCAGTAA ATGGCCAAATCTAAATCTGCACGTCAGCAGTAA MAKSKSARQQ* MAKSKSARQQ* TCATTCTTTG GCTGCTTTTA 0  0 0 0 0 0
294 238 an AN3508.1 53.m03968 AO070296000076 0 -169 -83 ATGGAGATCCGAGTAGGGTTATGCCTGGGTGGAGTGCTT

CTATTCCGATCTGACTTCCCTTGTGCACCTGGTGCCCACC
CATCATGA

ATGGAGATCCGAGTAGGGTTATGCCTGGGTGGA
GTGCTTCTATTCCGATCTGACTTCCCTTGTGCAC
CTGGTGCCCACCCATCATGA

MEIRVGLCLGGVLLFRSD
FPCAPGAHPS*

MEIRVGLCLGGVLLFRS
DFPCAPGAHPS*

CGTACTTCGT GCGATGCAGC 0  0 0 0 0 0

295 238 an AN3508.1 53.m03968 AO070296000076 0 -149 -117 ATGCCTGGGTGGAGTGCTTCTATTCCGATCTGA ATGCCTGGGTGGAGTGCTTCTATTCCGATCTGA MPGWSASIPI* MPGWSASIPI* GAGTAGGGTT CTTCCCTTGT 0  0 0 0 0 0

296 238 an AN3508.1 53.m03968 AO070296000076 0 -86 -63 ATGAGCGATGCAGCGAATACATAA ATGAGCGATGCAGCGAATACATAA MSDAANT* MSDAANT* CCCACCCATC ACGGGACCTG 0  0 0 0 0 0
301 240 af AN5938.1 53.m03962 AO070300000043 0 -228 -208 ATGGTCGTCCGTGGTGAGTAG ATGGTCGTCCGTGGTGAGTAG MVVRGE* MVVRGE* ATCGGGTGGA TCCAAGCTGT 0 G 0 0 0 0 0
302 240 af AN5938.1 53.m03962 AO070300000043 0 -156 -121 ATGAATATTACGATATCTGAATGTGCGGTCAGCTAG ATGAATATTACGATATCTGAATGTGCGGTCAGCTAG MNITISECAVS* MNITISECAVS* TGATAATAGT AATGCTCTGA 0 G 0 0 0 0 0

300 240 an AN5938.1 53.m03962 AO070300000043 0 -128 -105 ATGGTCGTAGAGATTCCGCACTAG ATGGTCGTAGAGATTCCGCACTAG MVVEIPH* MVVEIPH* CTAGCAGGAA TTAATCTGCC 0 G 0 0 0 0 0
303 240 ao AN5938.1 53.m03962 AO070300000043 0 -272 -258 ATGCAAAGTTCATGA ATGCAAAGTTCATGA MQSS* MQSS* TACGCAGGAG GTTCAGACTC 0 G 0 0 0 0 0
304 240 ao AN5938.1 53.m03962 AO070300000043 0 -261 -199 ATGAGTTCAGACTCAGATTTGCATCCCTTAATGTCCTATAG

TATACATAGTGCCTCAGAATAA
ATGAGTTCAGACTCAGATTTGCATCCCTTAA
TGTCCTATAGTATACATAGTGCCTCAGAATA
A

MSSDSDLHPLMSYSIHSA
SE*

MSSDSDLHPLMSYS
IHSASE*

TGCAAAGTTC ACCATGTATA 0 G 0 0 0 0 0

305 240 ao AN5938.1 53.m03962 AO070300000043 0 -231 -199 ATGTCCTATAGTATACATAGTGCCTCAGAATAA ATGTCCTATAGTATACATAGTGCCTCAGAAT
AA

MSYSIHSASE* MSYSIHSASE* GCATCCCTTA ACCATGTATA 0 G 0 0 0 0 0

306 240 ao AN5938.1 53.m03962 AO070300000043 0 -195 -118 ATGTATACTCCGATATTCACTAAGCTTTGCTACATAAAGAC
AAAAGACCCTAACTTCAATCCTTCCCAATCGGGCTAA

ATGTATACTCCGATATTCACTAAGCTTTGCTA
CATAAAGACAAAAGACCCTAACTTCAATCCT
TCCCAATCGGGCTAA

MYTPIFTKLCYIKTKDPNF
NPSQSG*

MYTPIFTKLCYIKTK
DPNFNPSQSG*

AGAATAAACC TTCCCGATAC 0 G 0 0 0 0 0

307 241 an AN5631.1 58.m08951 AO070301000030 0 -199 -149 ATGAGAGCGCCTTCTACACGTGTATCCTGTGCATCACACG
AGGACCCATAG

ATGAGAGCGCCTTCTACACGTGTATCCTGTGCAT
CACACGAGGACCCATAG

MRAPSTRVSCASHEDP* MRAPSTRVSCASHEDP* AGCGTGATAT ATCGATCCTC 0 D 0 0 0 0 0

316 254 af AN0331.1 54.m06427 AO070318000004 0 -177 -31 ATGCACCACTCCCGAGGGGAAAATGCGGATACAACTGCT
GCGGTAGACACAAACATCCGTGGCTATCTCCGAGTATTGA
AGATCTCCCTTGGTTTAAAGAGCTGGGAAGTCGCTGCTCG
TGAAATGACACCAGCCTCGTTATACTAG

ATGCACCACTCCCGAGGGGAAAATGCGGATACAA
CTGCTGCGGTAGACACAAACATCCGTGGCTATCTC
CGAGTATTGAAGATCTCCCTTGGTTTAAAGAGCTG
GGAAGTCGCTGCTCGTGAAATGACACCAGCCTCG
TTATACTAG

MHHSRGENADTTAAVDT
NIRGYLRVLKISLGLKSW
EVAAREMTPASLY*

MHHSRGENADTTA
AVDTNIRGYLRVLKI
SLGLKSWEVAARE
MTPASLY*

AATTGTGGGG ATCGAATCTC 0  0 0 0 0 0

317 254 af AN0331.1 54.m06427 AO070318000004 0 -155 -132 ATGCGGATACAACTGCTGCGGTAG ATGCGGATACAACTGCTGCGGTAG MRIQLLR* MRIQLLR* CGAGGGGAAA ACACAAACAT 0  0 0 0 0 0
313 254 an AN0331.1 54.m06427 AO070318000004 0 -214 -194 ATGCGCCGACAAGTGTACTGA ATGCGCCGACAAGTGTACTGA MRRQVY* MRRQVY* AAAGCGATAT CAAATAGGTC 0  0 0 0 0 0
314 254 an AN0331.1 54.m06427 AO070318000004 0 -168 -70 ATGTACATACCTCGGATTATCCGTGCTAATGCAGTGTGGG

GAGAATCGTGGGGATGTGGGAGGGGGACAATCCGTATAC
CAATACCCCAGGCTCTTTAA

ATGTACATACCTCGGATTATCCGTGCTAATGCAG
TGTGGGGAGAATCGTGGGGATGTGGGAGGGGG
ACAATCCGTATACCAATACCCCAGGCTCTTTAA

MYIPRIIRANAVWGESWG
CGRGTIRIPIPQAL*

MYIPRIIRANAVWGESW
GCGRGTIRIPIPQAL*

GGCATAACAT GCTTCGCTAT 0  0 0 0 0 0

315 254 an AN0331.1 54.m06427 AO070318000004 0 -140 -36 ATGCAGTGTGGGGAGAATCGTGGGGATGTGGGAGGGGG
ACAATCCGTATACCAATACCCCAGGCTCTTTAAGCTTCGCT
ATTCCAACAAACCCAACTTCTCCTGA

ATGCAGTGTGGGGAGAATCGTGGGGATGTGGGA
GGGGGACAATCCGTATACCAATACCCCAGGCTC
TTTAAGCTTCGCTATTCCAACAAACCCAACTTCTC
CTGA

MQCGENRGDVGGGQSV
YQYPRLFKLRYSNKPNFS
*

MQCGENRGDVGGGQS
VYQYPRLFKLRYSNKPN
FS*

ATCCGTGCTA CACACAACTA 0  0 0 0 0 0

319 254 ao AN0331.1 54.m06427 AO070318000004 0 -113 -78 ATGTCGGCCGGCTGCTCAAGGAACTTCTTCATTTAA ATGTCGGCCGGCTGCTCAAGGAACTTCTTC
ATTTAA

MSAGCSRNFFI* MSAGCSRNFFI* TCAGCGCCGG AAGCTGATAG 0  0 0 0 0 0

324 259 af AN2559.1 59.m08405 AO070268000057 0 -161 -135 ATGCGGAGCCAGAAAGTCAATACCTGA ATGCGGAGCCAGAAAGTCAATACCTGA MRSQKVNT* MRSQKVNT* ACACAGCGAT TGGGGAAAAC 0 CR 0 0 0 0 0
325 259 af AN2559.1 59.m08405 AO070268000057 0 -135 -82 ATGGGGAAAACCGCAGATAATATTTGGTCAGCGTGTAAGC

GCACGGCGTCGTAG
ATGGGGAAAACCGCAGATAATATTTGGTCAGCGTG
TAAGCGCACGGCGTCGTAG

MGKTADNIWSACKRTAS* MGKTADNIWSACKR
TAS*

TCAATACCTG TGGTGTTTTG 0 CR 0 0 0 0 0

320 259 an AN2559.1 59.m08405 AO070268000057 0 -247 -191 ATGTTACGCTCTCGTGCGAGAGATGCGCTCCATATCTCCG
ATGGCCGGCCAGATTAG

ATGTTACGCTCTCGTGCGAGAGATGCGCTCCATA
TCTCCGATGGCCGGCCAGATTAG

MLRSRARDALHISDGRP
D*

MLRSRARDALHISDGRP
D*

GCCGACTAAT ATGGAGAGCA 0 CR 0 0 0 0 0

321 259 an AN2559.1 59.m08405 AO070268000057 0 -225 -163 ATGCGCTCCATATCTCCGATGGCCGGCCAGATTAGATGGA
GAGCACAGAGCACGCAAGATTAG

ATGCGCTCCATATCTCCGATGGCCGGCCAGATTA
GATGGAGAGCACAGAGCACGCAAGATTAG

MRSISPMAGQIRWRAQS
TQD*

MRSISPMAGQIRWRAQ
STQD*

CGTGCGAGAG ATCCAGTGCA 0 CR 0 0 0 0 0

322 259 an AN2559.1 59.m08405 AO070268000057 0 -207 -163 ATGGCCGGCCAGATTAGATGGAGAGCACAGAGCACGCAA
GATTAG

ATGGCCGGCCAGATTAGATGGAGAGCACAGAGC
ACGCAAGATTAG

MAGQIRWRAQSTQD* MAGQIRWRAQSTQD* CATATCTCCG ATCCAGTGCA 0 CR 0 0 0 0 0

323 259 an AN2559.1 59.m08405 AO070268000057 0 -190 -128 ATGGAGAGCACAGAGCACGCAAGATTAGATCCAGTGCAA
AGCCCTTGGCTCATTACCCTCTGA

ATGGAGAGCACAGAGCACGCAAGATTAGATCCA
GTGCAAAGCCCTTGGCTCATTACCCTCTGA

MESTEHARLDPVQSPWL
ITL*

MESTEHARLDPVQSPW
LITL*

GCCAGATTAG ACTTGAAGTT 0 CR 0 0 0 0 0

326 259 ao AN2559.1 59.m08405 AO070268000057 0 -185 -69 ATGGATGGATCCATTATGTCTCGCGTGGCGACTCCAATGC
TGGGATCGGCTCCTCTATCTCTTACTAGACGCTGGTCGAG
TGCGGTGCCGATAGCCGGTCTACCTCTATATATGTGA

ATGGATGGATCCATTATGTCTCGCGTGGCG
ACTCCAATGCTGGGATCGGCTCCTCTATCT
CTTACTAGACGCTGGTCGAGTGCGGTGCCG
ATAGCCGGTCTACCTCTATATATGTGA

MDGSIMSRVATPMLGSA
PLSLTRRWSSAVPIAGLP
LYM*

MDGSIMSRVATPML
GSAPLSLTRRWSSA
VPIAGLPLYM*

TGTAACTTGG CTGGAAGTGA 0 CR 0 0 0 0 0

46
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327 259 ao AN2559.1 59.m08405 AO070268000057 0 -181 -92 ATGGATCCATTATGTCTCGCGTGGCGACTCCAATGCTGGG
ATCGGCTCCTCTATCTCTTACTAGACGCTGGTCGAGTGCG
GTGCCGATAG

ATGGATCCATTATGTCTCGCGTGGCGACTC
CAATGCTGGGATCGGCTCCTCTATCTCTTAC
TAGACGCTGGTCGAGTGCGGTGCCGATAG

MDPLCLAWRLQCWDRL
LYLLLDAGRVRCR*

MDPLCLAWRLQCW
DRLLYLLLDAGRVR
CR*

ACTTGGATGG CCGGTCTACC 0 CR 0 0 0 0 0

328 259 ao AN2559.1 59.m08405 AO070268000057 0 -170 -69 ATGTCTCGCGTGGCGACTCCAATGCTGGGATCGGCTCCT
CTATCTCTTACTAGACGCTGGTCGAGTGCGGTGCCGATAG
CCGGTCTACCTCTATATATGTGA

ATGTCTCGCGTGGCGACTCCAATGCTGGGA
TCGGCTCCTCTATCTCTTACTAGACGCTGGT
CGAGTGCGGTGCCGATAGCCGGTCTACCT
CTATATATGTGA

MSRVATPMLGSAPLSLT
RRWSSAVPIAGLPLYM*

MSRVATPMLGSAPL
SLTRRWSSAVPIAG
LPLYM*

TGGATCCATT CTGGAAGTGA 0 CR 0 0 0 0 0

329 259 ao AN2559.1 59.m08405 AO070268000057 0 -149 -69 ATGCTGGGATCGGCTCCTCTATCTCTTACTAGACGCTGGT
CGAGTGCGGTGCCGATAGCCGGTCTACCTCTATATATGTG
A

ATGCTGGGATCGGCTCCTCTATCTCTTACTA
GACGCTGGTCGAGTGCGGTGCCGATAGCC
GGTCTACCTCTATATATGTGA

MLGSAPLSLTRRWSSAV
PIAGLPLYM*

MLGSAPLSLTRRWS
SAVPIAGLPLYM*

GGCGACTCCA CTGGAAGTGA 0 CR 0 0 0 0 0

330 262 an AN5828.1 72.m18955 AO070260000018 0 -207 -100 ATGAGTCCGGAATTCCAGAGCCGAGGTTCGACTCCAGTC
CCAGCGGTCGGTCCAGCCAACTGTCCCGCATCTTCCCCA
TCCGTCATCCCCATCCACCTGTACCTCTAA

ATGAGTCCGGAATTCCAGAGCCGAGGTTCGACT
CCAGTCCCAGCGGTCGGTCCAGCCAACTGTCCC
GCATCTTCCCCATCCGTCATCCCCATCCACCTGT
ACCTCTAA

MSPEFQSRGSTPVPAVG
PANCPASSPSVIPIHLYL*

MSPEFQSRGSTPVPAV
GPANCPASSPSVIPIHLY
L*

AGACCGCGGC ATACTTCAGC 0 C 0 0 0 0 0

332 270 af AN6412.1 56.m02547 AO070339000013 0 -181 -161 ATGGGACATTACCCGAACTGA ATGGGACATTACCCGAACTGA MGHYPN* MGHYPN* ATAGCGTTAC CTATTTTATC 0 U 0 0 0 0 0
333 270 af AN6412.1 56.m02547 AO070339000013 0 -145 -41 ATGAAGATCGCATTCCCGTGGTGTATCCCTGTACTCTGTA

CCGCTAATCCTTCGTTCAATGCACTTATGATCTCCCTGCAG
ACTTTCAGGACGATGCAGGTCTAA

ATGAAGATCGCATTCCCGTGGTGTATCCCTGTACT
CTGTACCGCTAATCCTTCGTTCAATGCACTTATGAT
CTCCCTGCAGACTTTCAGGACGATGCAGGTCTAA

MKIAFPWCIPVLCTANPS
FNALMISLQTFRTMQV*

MKIAFPWCIPVLCTA
NPSFNALMISLQTFR
TMQV*

TTATCCTTGC TTTCTCCATT 0 U 0 0 0 0 0

334 270 af AN6412.1 56.m02547 AO070339000013 0 -87 -76 ATGCACTTATGA ATGCACTTATGA MHL* MHL* CCTTCGTTCA TCTCCCTGCA 0 U 0 0 0 0 0
335 270 af AN6412.1 56.m02547 AO070339000013 0 -79 -41 ATGATCTCCCTGCAGACTTTCAGGACGATGCAGGTCTAA ATGATCTCCCTGCAGACTTTCAGGACGATGCAGGT

CTAA
MISLQTFRTMQV* MISLQTFRTMQV* CAATGCACTT TTTCTCCATT 0 U 0 0 0 0 0

331 270 an AN6412.1 56.m02547 AO070339000013 0 -187 -158 ATGTCCGGCCTGAACCAACGAGACAACTAG ATGTCCGGCCTGAACCAACGAGACAACTAG MSGLNQRDN* MSGLNQRDN* GCCCGCCCAG CGATCGCGAA 0 U 0 0 0 0 0
337 270 ao AN6412.1 56.m02547 AO070339000013 0 -260 -195 ATGCATAATTTTCTTTCTCTCGTTGGTCCGACAGGGATGAT

CGGATTTGGGGATTGCCTCGTTTAG
ATGCATAATTTTCTTTCTCTCGTTGGTCCGA
CAGGGATGATCGGATTTGGGGATTGCCTCG
TTTAG

MHNFLSLVGPTGMIGFG
DCLV*

MHNFLSLVGPTGMI
GFGDCLV*

CGCGGGTCGG CGACTACAAA 0 U 0 0 0 0 0

338 270 ao AN6412.1 56.m02547 AO070339000013 0 -224 -195 ATGATCGGATTTGGGGATTGCCTCGTTTAG ATGATCGGATTTGGGGATTGCCTCGTTTAG MIGFGDCLV* MIGFGDCLV* TCCGACAGGG CGACTACAAA 0 U 0 0 0 0 0

339 270 ao AN6412.1 56.m02547 AO070339000013 0 -181 -164 ATGAACTTGAACTATTGA ATGAACTTGAACTATTGA MNLNY* MNLNY* CTACAAATTA CCTGCTGATC 0 U 0 0 0 0 0
340 270 ao AN6412.1 56.m02547 AO070339000013 0 -97 -80 ATGTTTCTCGTATTATAA ATGTTTCTCGTATTATAA MFLVL* MFLVL* AATTCCAGGC GACAAGAGGG 0 U 0 0 0 0 0
341 274 ao AN2080.1 57.m05779 AO070341000233 0 -167 -48 ATGGCTGAGTCAGCGCCTGCAAAATCGACGCTTTCCAAAG

GCCCCTCACTATCTAAACTACTCTTCGTTCGTCAACTTTTA
GATCCACCTCCAGACTTGCCCTTTTTTGCTCTTCAATAG

ATGGCTGAGTCAGCGCCTGCAAAATCGACG
CTTTCCAAAGGCCCCTCACTATCTAAACTAC
TCTTCGTTCGTCAACTTTTAGATCCACCTCC
AGACTTGCCCTTTTTTGCTCTTCAATAG

MAESAPAKSTLSKGPSLS
KLLFVRQLLDPPPDLPFF
ALQ*

MAESAPAKSTLSKG
PSLSKLLFVRQLLDP
PPDLPFFALQ*

AGCCCGTTTT AGACGTGTTT 0 J 0 0 0 0 0

342 278 af AN9521.1 53.m03730 AO070310000069 0 -240 -214 ATGGATCCGCATCCTGGAGGAAACTAG ATGGATCCGCATCCTGGAGGAAACTAG MDPHPGGN* MDPHPGGN* CACTTCCCCT GATAGATAGT 0 T 0 0 0 0 0
343 278 af AN9521.1 53.m03730 AO070310000069 0 -150 -55 ATGCAACGTATAAATATCGAGAACGGACCCTCCTTAGCTG

GCGTGATTGGAGTCCAGTCTACCTTCCCCCCTCTCTCAGA
TCCCCCCTGCTCGTGA

ATGCAACGTATAAATATCGAGAACGGACCCTCCTT
AGCTGGCGTGATTGGAGTCCAGTCTACCTTCCCCC
CTCTCTCAGATCCCCCCTGCTCGTGA

MQRINIENGPSLAGVIGV
QSTFPPLSDPPCS*

MQRINIENGPSLAG
VIGVQSTFPPLSDPP
CS*

GAGTAAACAA ACTATCAGTT 0 T 0 0 0 0 0

344 278 ao AN9521.1 53.m03730 AO070310000069 0 -158 -123 ATGGCAGTGCTTAATCCAATCCCTTTTTGCCCTTAA ATGGCAGTGCTTAATCCAATCCCTTTTTGCC
CTTAA

MAVLNPIPFCP* MAVLNPIPFCP* CTTAGCCCCG TTACCCCTCC 0 T 0 0 0 0 0

348 283 af AN6795.1 67.m02939 AO070335000198 0 -109 -8 ATGAAGACCGGGAGGTCACGATGCAGTGCAGGGTATAAA
TTCCCCTGGTCAACTTCTTCAACAAACACAGGCAGTAAAC
ATCATCTCAACATCACCACCTGA

ATGAAGACCGGGAGGTCACGATGCAGTGCAGGGT
ATAAATTCCCCTGGTCAACTTCTTCAACAAACACAG
GCAGTAAACATCATCTCAACATCACCACCTGA

MKTGRSRCSAGYKFPW
STSSTNTGSKHHLNITT*

MKTGRSRCSAGYK
FPWSTSSTNTGSKH
HLNITT*

TTGCAAGATC AGTGAAGATG 0  0 0 0 0 0

349 283 af AN6795.1 67.m02939 AO070335000198 0 -89 -72 ATGCAGTGCAGGGTATAA ATGCAGTGCAGGGTATAA MQCRV* MQCRV* GGAGGTCACG ATTCCCCTGG 0  0 0 0 0 0
345 283 an AN6795.1 67.m02939 AO070335000198 0 -226 -194 ATGCGGGGAGGGGGCAATTTAGACTGCCACTAG ATGCGGGGAGGGGGCAATTTAGACTGCCACTAG MRGGGNLDCH* MRGGGNLDCH* TCCTTTTCTG GGTGAGGATT 0  0 0 0 0 0

346 283 an AN6795.1 67.m02939 AO070335000198 0 -153 -127 ATGAGGGCTCAATGCGGTGGTAATTGA ATGAGGGCTCAATGCGGTGGTAATTGA MRAQCGGN* MRAQCGGN* TTGGGATCTC GATAAATCCC 0  0 0 0 0 0
347 283 an AN6795.1 67.m02939 AO070335000198 0 -142 -131 ATGCGGTGGTAA ATGCGGTGGTAA MRW* MRW* TGAGGGCTCA TTGAGATAAA 0  0 0 0 0 0
350 283 ao AN6795.1 67.m02939 AO070335000198 0 -218 -201 ATGGGCTTTTCAGGCTAA ATGGGCTTTTCAGGCTAA MGFSG* MGFSG* AAACAGGGAG AGACTAGCAG 0  0 0 0 0 0
351 283 ao AN6795.1 67.m02939 AO070335000198 0 -158 -93 ATGTGGGAATTCTCCACGGCGGCATTGTGTCTTCCACAGT

TAATCAGGATCCAAAGCTTGTGCTGA
ATGTGGGAATTCTCCACGGCGGCATTGTGT
CTTCCACAGTTAATCAGGATCCAAAGCTTGT
GCTGA

MWEFSTAALCLPQLIRIQ
SLC*

MWEFSTAALCLPQL
IRIQSLC*

CGAGCATATA ACCATACCTT 0  0 0 0 0 0

356 287 af AN8233.1 53.m03736 AO070310000075 0 -214 -182 ATGTACTCTGTAGAAGGGAATAGGAGTAGATAG ATGTACTCTGTAGAAGGGAATAGGAGTAGATAG MYSVEGNRSR* MYSVEGNRSR* TACGCAGTAT GGAATTTGTC 0 I 0 0 0 0 0

354 287 an AN8233.1 53.m03736 AO070310000075 0 -271 -203 ATGAGGGATCGTACGACCGGATCCATGAGACTAGTCTTGA
AAGAGAAGTGGTCTAGATGTGATAAATAG

ATGAGGGATCGTACGACCGGATCCATGAGACTA
GTCTTGAAAGAGAAGTGGTCTAGATGTGATAAAT
AG

MRDRTTGSMRLVLKEKW
SRCDK*

MRDRTTGSMRLVLKEK
WSRCDK*

TTCACAAATC ATTTGTATGA 0 I 0 0 0 0 0

355 287 an AN8233.1 53.m03736 AO070310000075 0 -247 -203 ATGAGACTAGTCTTGAAAGAGAAGTGGTCTAGATGTGATA
AATAG

ATGAGACTAGTCTTGAAAGAGAAGTGGTCTAGAT
GTGATAAATAG

MRLVLKEKWSRCDK* MRLVLKEKWSRCDK* GACCGGATCC ATTTGTATGA 0 I 0 0 0 0 0

358 292 af AN7273.1 72.m19783 AO070297000022 0 -108 -28 ATGCAGCTTCGACACTTGCATCGAGAAAGACAGAGCTCGA
CTGCAAGTAAAACGCTCATAAGGCAATCATCCCTAATTTGA

ATGCAGCTTCGACACTTGCATCGAGAAAGACAGAG
CTCGACTGCAAGTAAAACGCTCATAAGGCAATCAT
CCCTAATTTGA

MQLRHLHRERQSSTASK
TLIRQSSLI*

MQLRHLHRERQSS
TASKTLIRQSSLI*

AGGAATTTCC AACACTTTCG 0  0 MG00114.1 0 0 0

357 292 an AN7273.1 72.m19783 AO070297000022 0 -104 -87 ATGCGCTCAGCCATTTAA ATGCGCTCAGCCATTTAA MRSAI* MRSAI* GCAATTTTTG TATACTCGGC 0  0 MG00114.1 0 0 0
359 292 ao AN7273.1 72.m19783 AO070297000022 0 -234 -172 ATGCTCACGCTGCTGAAAAATACGGAAACCGCGCGTGCA

GCTTGTCGACACCTCAGAAGCTGA
ATGCTCACGCTGCTGAAAAATACGGAAACC
GCGCGTGCAGCTTGTCGACACCTCAGAAGC
TGA

MLTLLKNTETARAACRHL
RS*

MLTLLKNTETARAA
CRHLRS*

CCAATTTTCT CGTTAGAGAA 0  0 MG00114.1 0 0 0

363 294 af AN2276.1 71.m15921 AO070295000052 0 -169 -47 ATGGAAACGAGGGTCTGCTCTCAAAGTGGCCAATCAGCA
GCGCAGACTGCACAAAGAGGGTTCAAGTTGTCGTATTCAA
TCAACAATCCCAAGTGTTGCAAAAATCCCATAACCCATCAC
TAA

ATGGAAACGAGGGTCTGCTCTCAAAGTGGCCAATC
AGCAGCGCAGACTGCACAAAGAGGGTTCAAGTTG
TCGTATTCAATCAACAATCCCAAGTGTTGCAAAAAT
CCCATAACCCATCACTAA

METRVCSQSGQSAAQTA
QRGFKLSYSINNPKCCKN
PITHH*

METRVCSQSGQSA
AQTAQRGFKLSYSI
NNPKCCKNPITHH*

CTGGCAACTG TGTCCTGGGT 0 F 0 0 0 0 0

360 294 an AN2276.1 71.m15921 AO070295000052 0 -203 -192 ATGTGTCTTTGA ATGTGTCTTTGA MCL* MCL* GCTGGCGCCT AATGGCATTG 0 F 0 0 0 0 0
361 294 an AN2276.1 71.m15921 AO070295000052 0 -190 -140 ATGGCATTGATACGTCGGATTTTCGAACATTGGAAGTTGC

TCTCAAAGTAA
ATGGCATTGATACGTCGGATTTTCGAACATTGGA
AGTTGCTCTCAAAGTAA

MALIRRIFEHWKLLSK* MALIRRIFEHWKLLSK* TGTCTTTGAA CCAATCAGCG 0 F 0 0 0 0 0

362 294 an AN2276.1 71.m15921 AO070295000052 0 -98 -78 ATGAGTCTCATCACTTATTAA ATGAGTCTCATCACTTATTAA MSLITY* MSLITY* TACGAGTCTC GGTGTTGAAA 0 F 0 0 0 0 0
364 294 ao AN2276.1 71.m15921 AO070295000052 0 -206 -147 ATGGCGGATGTCATGTACGCCCGGAGCTCTGTAGGGGTA

AAAAGACTGATCTTGAACTGA
ATGGCGGATGTCATGTACGCCCGGAGCTCT
GTAGGGGTAAAAAGACTGATCTTGAACTGA

MADVMYARSSVGVKRLIL
N*

MADVMYARSSVGV
KRLILN*

TATACACAGT CCAATCAGCG 0 F 0 0 0 0 0

365 294 ao AN2276.1 71.m15921 AO070295000052 0 -199 -173 ATGTCATGTACGCCCGGAGCTCTGTAG ATGTCATGTACGCCCGGAGCTCTGTAG MSCTPGAL* MSCTPGAL* AGTATGGCGG GGGTAAAAAG 0 F 0 0 0 0 0
366 294 ao AN2276.1 71.m15921 AO070295000052 0 -194 -147 ATGTACGCCCGGAGCTCTGTAGGGGTAAAAAGACTGATCT

TGAACTGA
ATGTACGCCCGGAGCTCTGTAGGGGTAAAA
AGACTGATCTTGAACTGA

MYARSSVGVKRLILN* MYARSSVGVKRLIL
N*

GGCGGATGTC CCAATCAGCG 0 F 0 0 0 0 0

368 299 af AN4305.1 58.m08019 AO070330000015 0 -206 -153 ATGTCCGAATTGCATCACCGGCAGCCTTGGATCGTCACCG
ATCTACTTGAATAA

ATGTCCGAATTGCATCACCGGCAGCCTTGGATCGT
CACCGATCTACTTGAATAA

MSELHHRQPWIVTDLLE* MSELHHRQPWIVTD
LLE*

TAAAAAAGCA AGGGCGGTGC 0 PD 0 0 0 0 0

369 299 af AN4305.1 58.m08019 AO070330000015 0 -125 -72 ATGCTTGGAGGGCGTCGGCAGTCCTGCTTGATCACTCGC
ATTCACGACAGCTGA

ATGCTTGGAGGGCGTCGGCAGTCCTGCTTGATCA
CTCGCATTCACGACAGCTGA

MLGGRRQSCLITRIHDS* MLGGRRQSCLITRI
HDS*

TATCAGTTAG CATCGTCGCA 0 PD 0 0 0 0 0

367 299 an AN4305.1 58.m08019 AO070330000015 0 -94 -77 ATGGTTTATTTCTCATAA ATGGTTTATTTCTCATAA MVYFS* MVYFS* GCTATAAAGA CCTCGCCACA 0 PD 0 0 0 0 0
371 299 ao AN4305.1 58.m08019 AO070330000015 0 -295 -242 ATGAAGTTATTTCATGGATCATACTCCATCGCAGGCCAGC

AAACTTATTGTTAA
ATGAAGTTATTTCATGGATCATACTCCATCG
CAGGCCAGCAAACTTATTGTTAA

MKLFHGSYSIAGQQTYC* MKLFHGSYSIAGQQ
TYC*

TCTCGGCTAT CGTAAGTTAT 0 PD 0 0 0 0 0

372 299 ao AN4305.1 58.m08019 AO070330000015 0 -282 -193 ATGGATCATACTCCATCGCAGGCCAGCAAACTTATTGTTAA
CGTAAGTTATTCAACAGTTTTACTAAGTATAGATGACTTAA
GAGAATGA

ATGGATCATACTCCATCGCAGGCCAGCAAA
CTTATTGTTAACGTAAGTTATTCAACAGTTTT
ACTAAGTATAGATGACTTAAGAGAATGA

MDHTPSQASKLIVNVSYS
TVLLSIDDLRE*

MDHTPSQASKLIVN
VSYSTVLLSIDDLRE
*

AAGTTATTTC AAGGACGTAA 0 PD 0 0 0 0 0

373 299 ao AN4305.1 58.m08019 AO070330000015 0 -196 -125 ATGAAAGGACGTAAATTAAACTTATTCTTTCTGGGAGAGCA
TCTCGAGTCAAACATGATTTTCTATAGTTAA

ATGAAAGGACGTAAATTAAACTTATTCTTTCT
GGGAGAGCATCTCGAGTCAAACATGATTTT
CTATAGTTAA

MKGRKLNLFFLGEHLES
NMIFYS*

MKGRKLNLFFLGEH
LESNMIFYS*

ACTTAAGAGA CTCTGCACAA 0 PD 0 0 0 0 0

374 299 ao AN4305.1 58.m08019 AO070330000015 0 -142 -125 ATGATTTTCTATAGTTAA ATGATTTTCTATAGTTAA MIFYS* MIFYS* CGAGTCAAAC CTCTGCACAA 0 PD 0 0 0 0 0
387 305 af AN5403.1 69.m15504 AO070333000092 0 -275 -63 ATGCCAGCAAAATCAGGCAGACTTCATGATGTAGAGCATC

ACGTGATCTGGCGGGACTCACGCGTCCGAGATGTTTTGAT
GTTGACTTCAGCCAACGACGAGAGACCGCAGCACATTGTT
CTCCAACAAACATTAGCCGCACCACGCCATAAATCGATGA
TTACCTCGCCTGGTCCTGACTCCTCAGAACGGGCGTTTTG
GCCCTTTACGTGA

ATGCCAGCAAAATCAGGCAGACTTCATGATGTAGA
GCATCACGTGATCTGGCGGGACTCACGCGTCCGA
GATGTTTTGATGTTGACTTCAGCCAACGACGAGAG
ACCGCAGCACATTGTTCTCCAACAAACATTAGCCG
CACCACGCCATAAATCGATGATTACCTCGCCTGGT
CCTGACTCCTCAGAACGGGCGTTTTGGCCCTTTAC
GTGA

MPAKSGRLHDVEHHVIW
RDSRVRDVLMLTSANDE
RPQHIVLQQTLAAPRHKS
MITSPGPDSSERAFWPF
T*

MPAKSGRLHDVEH
HVIWRDSRVRDVLM
LTSANDERPQHIVL
QQTLAAPRHKSMIT
SPGPDSSERAFWP
FT*

TACGGAGTAG TTACACTGAT 0 S 0 0 0 0 0

388 305 af AN5403.1 69.m15504 AO070333000092 0 -197 -63 ATGTTGACTTCAGCCAACGACGAGAGACCGCAGCACATTG
TTCTCCAACAAACATTAGCCGCACCACGCCATAAATCGAT
GATTACCTCGCCTGGTCCTGACTCCTCAGAACGGGCGTTT
TGGCCCTTTACGTGA

ATGTTGACTTCAGCCAACGACGAGAGACCGCAGC
ACATTGTTCTCCAACAAACATTAGCCGCACCACGC
CATAAATCGATGATTACCTCGCCTGGTCCTGACTC
CTCAGAACGGGCGTTTTGGCCCTTTACGTGA

MLTSANDERPQHIVLQQT
LAAPRHKSMITSPGPDSS
ERAFWPFT*

MLTSANDERPQHIV
LQQTLAAPRHKSMI
TSPGPDSSERAFW
PFT*

AGATGTTTTG TTACACTGAT 0 S 0 0 0 0 0

389 305 af AN5403.1 69.m15504 AO070333000092 0 -119 -63 ATGATTACCTCGCCTGGTCCTGACTCCTCAGAACGGGCGT
TTTGGCCCTTTACGTGA

ATGATTACCTCGCCTGGTCCTGACTCCTCAGAACG
GGCGTTTTGGCCCTTTACGTGA

MITSPGPDSSERAFWPF
T*

MITSPGPDSSERAF
WPFT*

CCATAAATCG TTACACTGAT 0 S 0 0 0 0 0

382 305 an AN5403.1 69.m15504 AO070333000092 0 -261 -229 ATGCCTGAAATTTATGGCTATATACTCACGTGA ATGCCTGAAATTTATGGCTATATACTCACGTGA MPEIYGYILT* MPEIYGYILT* CCAGGTATAT TGTAGTGGTG 0 S 0 0 0 0 0

383 305 an AN5403.1 69.m15504 AO070333000092 0 -248 -102 ATGGCTATATACTCACGTGATGTAGTGGTGGGACGCGTAG
CCGATGTTTTGATGCTGGGCTCTCCCGCGGCATCGTCAAC
CTCAATCGCCGAGTCAACCACCGCCACCAACCGTCCACAT
CGAGATTCAATGAATTGCTTCTGTTAA

ATGGCTATATACTCACGTGATGTAGTGGTGGGAC
GCGTAGCCGATGTTTTGATGCTGGGCTCTCCCG
CGGCATCGTCAACCTCAATCGCCGAGTCAACCA
CCGCCACCAACCGTCCACATCGAGATTCAATGAA
TTGCTTCTGTTAA

MAIYSRDVVVGRVADVL
MLGSPAASSTSIAESTTA
TNRPHRDSMNCFC*

MAIYSRDVVVGRVADVL
MLGSPAASSTSIAESTTA
TNRPHRDSMNCFC*

CCTGAAATTT CAGATTTTAT 0 S 0 0 0 0 0
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384 305 an AN5403.1 69.m15504 AO070333000092 0 -197 -102 ATGCTGGGCTCTCCCGCGGCATCGTCAACCTCAATCGCC
GAGTCAACCACCGCCACCAACCGTCCACATCGAGATTCAA
TGAATTGCTTCTGTTAA

ATGCTGGGCTCTCCCGCGGCATCGTCAACCTCA
ATCGCCGAGTCAACCACCGCCACCAACCGTCCA
CATCGAGATTCAATGAATTGCTTCTGTTAA

MLGSPAASSTSIAESTTA
TNRPHRDSMNCFC*

MLGSPAASSTSIAESTTA
TNRPHRDSMNCFC*

CGATGTTTTG CAGATTTTAT 0 S 0 0 0 0 0

385 305 an AN5403.1 69.m15504 AO070333000092 0 -119 -102 ATGAATTGCTTCTGTTAA ATGAATTGCTTCTGTTAA MNCFC* MNCFC* TCGAGATTCA CAGATTTTAT 0 S 0 0 0 0 0
386 305 an AN5403.1 69.m15504 AO070333000092 0 -89 -66 ATGGACTTCCTTATCCTGAGCTAG ATGGACTTCCTTATCCTGAGCTAG MDFLILS* MDFLILS* GATTTTATAG ATTTTTTTTT 0 S 0 0 0 0 0
390 305 ao AN5403.1 69.m15504 AO070333000092 0 -274 -230 ATGCCTGTAAAGTCAGGCATACATGATGTAAAGTCACGTG

TGTAG
ATGCCTGTAAAGTCAGGCATACATGATGTAA
AGTCACGTGTGTAG

MPVKSGIHDVKSRV* MPVKSGIHDVKSRV
*

CTGCATATTT GTGGGACTCA 0 S 0 0 0 0 0

391 305 ao AN5403.1 69.m15504 AO070333000092 0 -201 -52 ATGCCTCGACTCTTGCCGACGACGGACATCCTCAGCCCA
CCGACGATAATCAATATCCACCGACTCCACGCCAACTTTC
AATGCCGTTGTCGCCCCGGTTGCTATCCTAATTCGGGCTT
TGTCGCCCTCGATTTCATTCGCTTAATCTGA

ATGCCTCGACTCTTGCCGACGACGGACATC
CTCAGCCCACCGACGATAATCAATATCCAC
CGACTCCACGCCAACTTTCAATGCCGTTGT
CGCCCCGGTTGCTATCCTAATTCGGGCTTT
GTCGCCCTCGATTTCATTCGCTTAATCTGA

MPRLLPTTDILSPPTIINIH
RLHANFQCRCRPGCYPN
SGFVALDFIRLI*

MPRLLPTTDILSPPTI
INIHRLHANFQCRCR
PGCYPNSGFVALDF
IRLI*

CGATGTTTTG ATATCGACCT 0 S 0 0 0 0 0

392 305 ao AN5403.1 69.m15504 AO070333000092 0 -121 -92 ATGCCGTTGTCGCCCCGGTTGCTATCCTAA ATGCCGTTGTCGCCCCGGTTGCTATCCTAA MPLSPRLLS* MPLSPRLLS* CCAACTTTCA TTCGGGCTTT 0 S 0 0 0 0 0

393 310 af AN1662.1 58.m07743 AO070299000024 0 -198 -76 ATGACGTACGGTCTTAGCCTGGTGGGGCTCGCGACCACC
ATGCAAAAATCTCCAGCAAGAAAAAAGATTGCGGGGCACA
CTTATCACCAGCGTGAACTTTTCACATATTTGACACCAATT
TGA

ATGACGTACGGTCTTAGCCTGGTGGGGCTCGCGA
CCACCATGCAAAAATCTCCAGCAAGAAAAAAGATT
GCGGGGCACACTTATCACCAGCGTGAACTTTTCAC
ATATTTGACACCAATTTGA

MTYGLSLVGLATTMQKS
PARKKIAGHTYHQRELFT
YLTPI*

MTYGLSLVGLATTM
QKSPARKKIAGHTY
HQRELFTYLTPI*

GAGATAGCCG GAACCTTCCT 0 S FG07515.1 MG04898.1 NCU09442.1 YPL225W 0

394 310 af AN1662.1 58.m07743 AO070299000024 0 -159 -76 ATGCAAAAATCTCCAGCAAGAAAAAAGATTGCGGGGCACA
CTTATCACCAGCGTGAACTTTTCACATATTTGACACCAATT
TGA

ATGCAAAAATCTCCAGCAAGAAAAAAGATTGCGGG
GCACACTTATCACCAGCGTGAACTTTTCACATATTT
GACACCAATTTGA

MQKSPARKKIAGHTYHQ
RELFTYLTPI*

MQKSPARKKIAGHT
YHQRELFTYLTPI*

CGCGACCACC GAACCTTCCT 0 S FG07515.1 MG04898.1 NCU09442.1 YPL225W 0

395 310 ao AN1662.1 58.m07743 AO070299000024 0 -176 -162 ATGACGTACCGATAA ATGACGTACCGATAA MTYR* MTYR* GGTGGATTAA AGCGGGACTG 0 S FG07515.1 MG04898.1 NCU09442.1 YPL225W 0

396 312 an AN3004.1 59.m09010 AO070337000108 0 -69 -28 ATGATCCACCCTTCATCAAGGGACGATCACTCTGCCGATT
GA

ATGATCCACCCTTCATCAAGGGACGATCACTCTG
CCGATTGA

MIHPSSRDDHSAD* MIHPSSRDDHSAD* AGTTGAACTC ACCCGAATCA 0 L 0 0 0 0 0

397 312 ao AN3004.1 59.m09010 AO070337000108 0 -74 -42 ATGACTTGGATATCTCGTTCCCTGGATTCGTGA ATGACTTGGATATCTCGTTCCCTGGATTCGT
GA

MTWISRSLDS* MTWISRSLDS* AGCCAATTGA GCTCCTCCAT 0 L 0 0 0 0 0

398 316 af AN5806.1 72.m18936 AO070260000042 0 -190 -98 ATGTTCATCATTTCTGACATGATTATGACGCGTCCTGTATT
CACGCGTCCATTAAATCATCTTATACCAGAGAATCGTTATT
TATGCATTTGA

ATGTTCATCATTTCTGACATGATTATGACGCGTCCT
GTATTCACGCGTCCATTAAATCATCTTATACCAGAG
AATCGTTATTTATGCATTTGA

MFIISDMIMTRPVFTRPLN
HLIPENRYLCI*

MFIISDMIMTRPVFT
RPLNHLIPENRYLCI*

TGCTACTCCA AACCACTGTG 0 K 0 0 0 0 0

399 316 af AN5806.1 72.m18936 AO070260000042 0 -172 -98 ATGATTATGACGCGTCCTGTATTCACGCGTCCATTAAATCA
TCTTATACCAGAGAATCGTTATTTATGCATTTGA

ATGATTATGACGCGTCCTGTATTCACGCGTCCATTA
AATCATCTTATACCAGAGAATCGTTATTTATGCATTT
GA

MIMTRPVFTRPLNHLIPE
NRYLCI*

MIMTRPVFTRPLNH
LIPENRYLCI*

CATTTCTGAC AACCACTGTG 0 K 0 0 0 0 0

400 316 af AN5806.1 72.m18936 AO070260000042 0 -166 -98 ATGACGCGTCCTGTATTCACGCGTCCATTAAATCATCTTAT
ACCAGAGAATCGTTATTTATGCATTTGA

ATGACGCGTCCTGTATTCACGCGTCCATTAAATCAT
CTTATACCAGAGAATCGTTATTTATGCATTTGA

MTRPVFTRPLNHLIPENR
YLCI*

MTRPVFTRPLNHLIP
ENRYLCI*

TGACATGATT AACCACTGTG 0 K 0 0 0 0 0

401 316 af AN5806.1 72.m18936 AO070260000042 0 -107 -87 ATGCATTTGAAACCACTGTGA ATGCATTTGAAACCACTGTGA MHLKPL* MHLKPL* ATCGTTATTT ACAATTTATT 0 K 0 0 0 0 0
403 327 af AN2092.1 57.m05795 AO070341000250 0 -234 -223 ATGGATGATTGA ATGGATGATTGA MDD* MDD* GCAAGAATTG ACTCTTTCGA 0 R 0 0 0 0 0
404 327 af AN2092.1 57.m05795 AO070341000250 0 -230 -156 ATGATTGAACTCTTTCGAATTGAGTCTGCTTGTGTTCTTAG

CATGGATACTAGTCCAGGCTGTTTCATTCATTGA
ATGATTGAACTCTTTCGAATTGAGTCTGCTTGTGTT
CTTAGCATGGATACTAGTCCAGGCTGTTTCATTCAT
TGA

MIELFRIESACVLSMDTSP
GCFIH*

MIELFRIESACVLSM
DTSPGCFIH*

GAATTGATGG TGCGGTTGAT 0 R 0 0 0 0 0

405 327 af AN2092.1 57.m05795 AO070341000250 0 -188 -156 ATGGATACTAGTCCAGGCTGTTTCATTCATTGA ATGGATACTAGTCCAGGCTGTTTCATTCATTGA MDTSPGCFIH* MDTSPGCFIH* TGTTCTTAGC TGCGGTTGAT 0 R 0 0 0 0 0
406 327 af AN2092.1 57.m05795 AO070341000250 0 -156 -124 ATGCGGTTGATCGTCCCGTTGCAGCCCTCCTAG ATGCGGTTGATCGTCCCGTTGCAGCCCTCCTAG MRLIVPLQPS* MRLIVPLQPS* TCATTCATTG TGATCTCCGC 0 R 0 0 0 0 0
402 327 an AN2092.1 57.m05795 AO070341000250 0 -109 -95 ATGGTGGAAGTCTGA ATGGTGGAAGTCTGA MVEV* MVEV* AGGAAGTTGT GAAACGATCC 0 R 0 0 0 0 0
407 327 ao AN2092.1 57.m05795 AO070341000250 0 -281 -261 ATGCAGAGTCAAACCCCGTGA ATGCAGAGTCAAACCCCGTGA MQSQTP* MQSQTP* ACATATATTA GTCACCGTGA 0 R 0 0 0 0 0
408 327 ao AN2092.1 57.m05795 AO070341000250 0 -207 -178 ATGGATTCCGTCGGGTGGACTAGACGTTAA ATGGATTCCGTCGGGTGGACTAGACGTTAA MDSVGWTRR* MDSVGWTRR* TAGTGGTTGA GGGACTAGCC 0 R 0 0 0 0 0

414 332 af AN5724.1 54.m06844 AO070324000127 0 -268 -197 ATGTATGTAATGTGTCGTCTTGTTTGGTTTGATACTATACC
GTCAAGTATCGCACCTCAAAACGCCACGTGA

ATGTATGTAATGTGTCGTCTTGTTTGGTTTGATACT
ATACCGTCAAGTATCGCACCTCAAAACGCCACGTG
A

MYVMCRLVWFDTIPSSIA
PQNAT*

MYVMCRLVWFDTIP
SSIAPQNAT*

GGTGTATGTA TATGCTCACT 0 OU 0 0 0 0 0

415 332 af AN5724.1 54.m06844 AO070324000127 0 -259 -197 ATGTGTCGTCTTGTTTGGTTTGATACTATACCGTCAAGTAT
CGCACCTCAAAACGCCACGTGA

ATGTGTCGTCTTGTTTGGTTTGATACTATACCGTCA
AGTATCGCACCTCAAAACGCCACGTGA

MCRLVWFDTIPSSIAPQN
AT*

MCRLVWFDTIPSSIA
PQNAT*

AATGTATGTA TATGCTCACT 0 OU 0 0 0 0 0

416 332 af AN5724.1 54.m06844 AO070324000127 0 -195 -76 ATGCTCACTGGAGCTTCTGCAGCATCACACTGTTTTTTTTT
CTCAGTGTATACCGGCAGAACCACACATGCACTGCTCCAC
TGTAAGTGTATGTTAATCTATCTTATTTCCTATTCTTGA

ATGCTCACTGGAGCTTCTGCAGCATCACACTGTTTT
TTTTTCTCAGTGTATACCGGCAGAACCACACATGCA
CTGCTCCACTGTAAGTGTATGTTAATCTATCTTATTT
CCTATTCTTGA

MLTGASAASHCFFFSVYT
GRTTHALLHCKCMLIYLIS
YS*

MLTGASAASHCFFF
SVYTGRTTHALLHC
KCMLIYLISYS*

GCCACGTGAT GATATATATT 0 OU 0 0 0 0 0

417 332 af AN5724.1 54.m06844 AO070324000127 0 -128 -99 ATGCACTGCTCCACTGTAAGTGTATGTTAA ATGCACTGCTCCACTGTAAGTGTATGTTAA MHCSTVSVC* MHCSTVSVC* AGAACCACAC TCTATCTTAT 0 OU 0 0 0 0 0
418 332 af AN5724.1 54.m06844 AO070324000127 0 -105 -76 ATGTTAATCTATCTTATTTCCTATTCTTGA ATGTTAATCTATCTTATTTCCTATTCTTGA MLIYLISYS* MLIYLISYS* CTGTAAGTGT GATATATATT 0 OU 0 0 0 0 0
410 332 an AN5724.1 54.m06844 AO070324000127 0 -207 -31 ATGGTACGGTATGGTATAGTTGGTATTATTTCTAACTATAG

CATGGTCACCGCCCACGTGATAAATCGCATCAGATGGCAC
AGCTCGGAATCTTTCTGCCATAGAACTCTTTTGTGTTGTTT
ACCTCTGTGTGAGACTACTGTTCTTGTCTTTCGTTCTGCAT
GCAGTTGCCCTTAA

ATGGTACGGTATGGTATAGTTGGTATTATTTCTAA
CTATAGCATGGTCACCGCCCACGTGATAAATCGC
ATCAGATGGCACAGCTCGGAATCTTTCTGCCATA
GAACTCTTTTGTGTTGTTTACCTCTGTGTGAGACT
ACTGTTCTTGTCTTTCGTTCTGCATGCAGTTGCC
CTTAA

MVRYGIVGIISNYSMVTA
HVINRIRWHSSESFCHRT
LLCCLPLCETTVLVFRSA
CSCP*

MVRYGIVGIISNYSMVTA
HVINRIRWHSSESFCHR
TLLCCLPLCETTVLVFRS
ACSCP*

TAAGCCCTGT TTTGAAAGAA 0 OU 0 0 0 0 0

411 332 an AN5724.1 54.m06844 AO070324000127 0 -165 -31 ATGGTCACCGCCCACGTGATAAATCGCATCAGATGGCACA
GCTCGGAATCTTTCTGCCATAGAACTCTTTTGTGTTGTTTA
CCTCTGTGTGAGACTACTGTTCTTGTCTTTCGTTCTGCATG
CAGTTGCCCTTAA

ATGGTCACCGCCCACGTGATAAATCGCATCAGAT
GGCACAGCTCGGAATCTTTCTGCCATAGAACTCT
TTTGTGTTGTTTACCTCTGTGTGAGACTACTGTTC
TTGTCTTTCGTTCTGCATGCAGTTGCCCTTAA

MVTAHVINRIRWHSSESF
CHRTLLCCLPLCETTVLV
FRSACSCP*

MVTAHVINRIRWHSSES
FCHRTLLCCLPLCETTVL
VFRSACSCP*

TAACTATAGC TTTGAAAGAA 0 OU 0 0 0 0 0

412 332 an AN5724.1 54.m06844 AO070324000127 0 -133 -104 ATGGCACAGCTCGGAATCTTTCTGCCATAG ATGGCACAGCTCGGAATCTTTCTGCCATAG MAQLGIFLP* MAQLGIFLP* ATCGCATCAG AACTCTTTTG 0 OU 0 0 0 0 0
419 332 ao AN5724.1 54.m06844 AO070324000127 0 -225 -172 ATGGTATTGTATGGTATGACTTTCATCAAAGCCCACGTGAT

ATCAATCAAATGA
ATGGTATTGTATGGTATGACTTTCATCAAAG
CCCACGTGATATCAATCAAATGA

MVLYGMTFIKAHVISIK* MVLYGMTFIKAHVISI
K*

ACAGTTCGGT TTTATTCTTT 0 OU 0 0 0 0 0

420 332 ao AN5724.1 54.m06844 AO070324000127 0 -210 -172 ATGACTTTCATCAAAGCCCACGTGATATCAATCAAATGA ATGACTTTCATCAAAGCCCACGTGATATCAA
TCAAATGA

MTFIKAHVISIK* MTFIKAHVISIK* ATTGTATGGT TTTATTCTTT 0 OU 0 0 0 0 0

421 332 ao AN5724.1 54.m06844 AO070324000127 0 -175 -29 ATGATTTATTCTTTTGTTTTTCTGATGTCTCCGGAGATACTA
CATCTATTCAGTGCGCCAATCGCCTTGTATACTACTGTACT
TATATCCTTTTTTTGTTTCCTCACCTCTCCATCTTGTGTAAT
CGCATATATCGGACGCTCATAA

ATGATTTATTCTTTTGTTTTTCTGATGTCTCC
GGAGATACTACATCTATTCAGTGCGCCAATC
GCCTTGTATACTACTGTACTTATATCCTTTTT
TTGTTTCCTCACCTCTCCATCTTGTGTAATC
GCATATATCGGACGCTCATAA

MIYSFVFLMSPEILHLFSA
PIALYTTVLISFFCFLTSPS
CVIAYIGRS*

MIYSFVFLMSPEILH
LFSAPIALYTTVLISF
FCFLTSPSCVIAYIG
RS*

TATCAATCAA AGCAATCAGC 0 OU 0 0 0 0 0

422 332 ao AN5724.1 54.m06844 AO070324000127 0 -151 -29 ATGTCTCCGGAGATACTACATCTATTCAGTGCGCCAATCG
CCTTGTATACTACTGTACTTATATCCTTTTTTTGTTTCCTCA
CCTCTCCATCTTGTGTAATCGCATATATCGGACGCTCATAA

ATGTCTCCGGAGATACTACATCTATTCAGTG
CGCCAATCGCCTTGTATACTACTGTACTTAT
ATCCTTTTTTTGTTTCCTCACCTCTCCATCTT
GTGTAATCGCATATATCGGACGCTCATAA

MSPEILHLFSAPIALYTTV
LISFFCFLTSPSCVIAYIGR
S*

MSPEILHLFSAPIALY
TTVLISFFCFLTSPS
CVIAYIGRS*

TGTTTTTCTG AGCAATCAGC 0 OU 0 0 0 0 0

428 343 af AN6277.1 72.m19363 AO070304000003 0 -77 -51 ATGGTTGCTACGCGTTCACACCTCTAA ATGGTTGCTACGCGTTCACACCTCTAA MVATRSHL* MVATRSHL* TGTTTCCCTA CCGTCTTTTA 0 R 0 MG04158.1 NCU06519.1 0 0

426 343 an AN6277.1 72.m19363 AO070304000003 0 -145 -98 ATGCGTCTGTTGCTTTCGGTGCTCTTGACCATCTGTTACTC
TGGATGA

ATGCGTCTGTTGCTTTCGGTGCTCTTGACCATCT
GTTACTCTGGATGA

MRLLLSVLLTICYSG* MRLLLSVLLTICYSG* GTAGTATCTC CCTCGCACTG 0 R 0 MG04158.1 NCU06519.1 0 0

429 345 af AN3745.1 65.m07390 AO070309000078 0 -255 -196 ATGCGGCTGGGGTCTCAGAGCAACATTTTCGAACTTCTCC
TGTTACTATTTAGGGCTTAG

ATGCGGCTGGGGTCTCAGAGCAACATTTTCGAACT
TCTCCTGTTACTATTTAGGGCTTAG

MRLGSQSNIFELLLLLFR
A*

MRLGSQSNIFELLLL
LFRA*

ATTAATTCCA CGCAGTGGCC 0 J FG07107.1 MG09302.1 0 YOR294W 0

432 349 af AN5914.1 72.m19959 AO070248000032 0 -259 -137 ATGTGTGGTCCTGATAGGATATGGCGGCCCATGCTGCTC
CGATATTGGGAGCCAACGTTTACGTCCGAAGGGTCATGGT
GGGGCATCTTTATGATGCATTCAATTGCCCTTGTCCCGAA
CTGA

ATGTGTGGTCCTGATAGGATATGGCGGCCCATGCT
GCTCCGATATTGGGAGCCAACGTTTACGTCCGAAG
GGTCATGGTGGGGCATCTTTATGATGCATTCAATT
GCCCTTGTCCCGAACTGA

MCGPDRIWRPMLLRYW
EPTFTSEGSWWGIFMMH
SIALVPN*

MCGPDRIWRPMLL
RYWEPTFTSEGSW
WGIFMMHSIALVPN*

AGTCAGGACC TAGTTGCGCC 0 I 0 0 0 0 0

433 349 af AN5914.1 72.m19959 AO070248000032 0 -239 -30 ATGGCGGCCCATGCTGCTCCGATATTGGGAGCCAACGTT
TACGTCCGAAGGGTCATGGTGGGGCATCTTTATGATGCAT
TCAATTGCCCTTGTCCCGAACTGATAGTTGCGCCGTTGAT
TGAAGAACGCGCCCTTTCTCTCCAGTGCCCTTCTCTCTTG
AGGTTGCTTTCAGTCAACTCCTGTTCCTTTCAGTCTCACGT
TGGGGATTGA

ATGGCGGCCCATGCTGCTCCGATATTGGGAGCCA
ACGTTTACGTCCGAAGGGTCATGGTGGGGCATCTT
TATGATGCATTCAATTGCCCTTGTCCCGAACTGATA
GTTGCGCCGTTGATTGAAGAACGCGCCCTTTCTCT
CCAGTGCCCTTCTCTCTTGAGGTTGCTTTCAGTCAA
CTCCTGTTCCTTTCAGTCTCACGTTGGGGATTGA

MAAHAAPILGANVYVRRV
MVGHLYDAFNCPCPELIV
APLIEERALSLQCPSLLRL
LSVNSCSFQSHVGD*

MAAHAAPILGANVY
VRRVMVGHLYDAF
NCPCPELIVAPLIEE
RALSLQCPSLLRLLS
VNSCSFQSHVGD*

CTGATAGGAT TACCTTGAGC 0 I 0 0 0 0 0

434 349 af AN5914.1 72.m19959 AO070248000032 0 -229 -137 ATGCTGCTCCGATATTGGGAGCCAACGTTTACGTCCGAAG
GGTCATGGTGGGGCATCTTTATGATGCATTCAATTGCCCT
TGTCCCGAACTGA

ATGCTGCTCCGATATTGGGAGCCAACGTTTACGTC
CGAAGGGTCATGGTGGGGCATCTTTATGATGCATT
CAATTGCCCTTGTCCCGAACTGA

MLLRYWEPTFTSEGSW
WGIFMMHSIALVPN*

MLLRYWEPTFTSEG
SWWGIFMMHSIALV
PN*

ATGGCGGCCC TAGTTGCGCC 0 I 0 0 0 0 0

435 349 af AN5914.1 72.m19959 AO070248000032 0 -185 -30 ATGGTGGGGCATCTTTATGATGCATTCAATTGCCCTTGTC
CCGAACTGATAGTTGCGCCGTTGATTGAAGAACGCGCCCT
TTCTCTCCAGTGCCCTTCTCTCTTGAGGTTGCTTTCAGTCA
ACTCCTGTTCCTTTCAGTCTCACGTTGGGGATTGA

ATGGTGGGGCATCTTTATGATGCATTCAATTGCCCT
TGTCCCGAACTGATAGTTGCGCCGTTGATTGAAGA
ACGCGCCCTTTCTCTCCAGTGCCCTTCTCTCTTGA
GGTTGCTTTCAGTCAACTCCTGTTCCTTTCAGTCTC
ACGTTGGGGATTGA

MVGHLYDAFNCPCPELIV
APLIEERALSLQCPSLLRL
LSVNSCSFQSHVGD*

MVGHLYDAFNCPC
PELIVAPLIEERALSL
QCPSLLRLLSVNSC
SFQSHVGD*

CCGAAGGGTC TACCTTGAGC 0 I 0 0 0 0 0

436 349 af AN5914.1 72.m19959 AO070248000032 0 -169 -137 ATGATGCATTCAATTGCCCTTGTCCCGAACTGA ATGATGCATTCAATTGCCCTTGTCCCGAACTGA MMHSIALVPN* MMHSIALVPN* GGGCATCTTT TAGTTGCGCC 0 I 0 0 0 0 0
437 349 af AN5914.1 72.m19959 AO070248000032 0 -166 -137 ATGCATTCAATTGCCCTTGTCCCGAACTGA ATGCATTCAATTGCCCTTGTCCCGAACTGA MHSIALVPN* MHSIALVPN* CATCTTTATG TAGTTGCGCC 0 I 0 0 0 0 0
430 349 an AN5914.1 72.m19959 AO070248000032 0 -242 -132 ATGTGTGCTCCTGATAGGGCGTCATGTCCTTTGCACTCTT

CCTCGTTCCCTTACATTAGGAACCAACGCTGTCGACAGAC
AGTCCTGGTGGGTCAAAAGGGGCAAGCTTAG

ATGTGTGCTCCTGATAGGGCGTCATGTCCTTTGC
ACTCTTCCTCGTTCCCTTACATTAGGAACCAACG
CTGTCGACAGACAGTCCTGGTGGGTCAAAAGGG
GCAAGCTTAG

MCAPDRASCPLHSSSFP
YIRNQRCRQTVLVGQKG
QA*

MCAPDRASCPLHSSSF
PYIRNQRCRQTVLVGQK
GQA*

CGCCGGGCCC CTCCTCTTCC 0 I 0 0 0 0 0

431 349 an AN5914.1 72.m19959 AO070248000032 0 -219 -184 ATGTCCTTTGCACTCTTCCTCGTTCCCTTACATTAG ATGTCCTTTGCACTCTTCCTCGTTCCCTTACATTA
G

MSFALFLVPLH* MSFALFLVPLH* ATAGGGCGTC GAACCAACGC 0 I 0 0 0 0 0
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438 349 ao AN5914.1 72.m19959 AO070248000032 0 -251 -192 ATGTGTGTCTCTGATAGGACATCGCATTGCTATCCCTTCGT
TTGGATCCGGCCTTTGTAA

ATGTGTGTCTCTGATAGGACATCGCATTGCT
ATCCCTTCGTTTGGATCCGGCCTTTGTAA

MCVSDRTSHCYPFVWIR
PL*

MCVSDRTSHCYPFV
WIRPL*

TGCCACGCCC TGGAGAGAGG 0 I 0 0 0 0 0

439 349 ao AN5914.1 72.m19959 AO070248000032 0 -192 -112 ATGGAGAGAGGGGCATGGTGGGGCACTAGAACGATGCAT
TCAACGCAGTTCTCCTGCTGGTGGTCTGGTGGAGGCGTTT
GA

ATGGAGAGAGGGGCATGGTGGGGCACTAG
AACGATGCATTCAACGCAGTTCTCCTGCTG
GTGGTCTGGTGGAGGCGTTTGA

MERGAWWGTRTMHSTQ
FSCWWSGGGV*

MERGAWWGTRTM
HSTQFSCWWSGG
GV*

GGCCTTTGTA TTCAAGAAGG 0 I 0 0 0 0 0

440 349 ao AN5914.1 72.m19959 AO070248000032 0 -178 -164 ATGGTGGGGCACTAG ATGGTGGGGCACTAG MVGH* MVGH* AGAGAGGGGC AACGATGCAT 0 I 0 0 0 0 0
441 349 ao AN5914.1 72.m19959 AO070248000032 0 -159 -112 ATGCATTCAACGCAGTTCTCCTGCTGGTGGTCTGGTGGAG

GCGTTTGA
ATGCATTCAACGCAGTTCTCCTGCTGGTGG
TCTGGTGGAGGCGTTTGA

MHSTQFSCWWSGGGV* MHSTQFSCWWSG
GGV*

CACTAGAACG TTCAAGAAGG 0 I 0 0 0 0 0

442 351 an AN0298.1 54.m06464 AO070334000044 0 -175 -137 ATGTTTTCCCATAATAAACGACCAGCTGCCGTTTGGTGA ATGTTTTCCCATAATAAACGACCAGCTGCCGTTT
GGTGA

MFSHNKRPAAVW* MFSHNKRPAAVW* GTGTGGGTCC CACCGCTTTC 0 A 0 0 0 0 0

443 351 an AN0298.1 54.m06464 AO070334000044 0 -121 -83 ATGTCAGCATTTCTTGACCGCGTCAAGCTCGACGGATAG ATGTCAGCATTTCTTGACCGCGTCAAGCTCGACG
GATAG

MSAFLDRVKLDG* MSAFLDRVKLDG* CTTTCCCCAT TCAATTGCTG 0 A 0 0 0 0 0

444 352 an AN0734.1 70.m15319 AO070343000495 0 -244 -221 ATGGTCACGTTACCGCCCGTCTAG ATGGTCACGTTACCGCCCGTCTAG MVTLPPV* MVTLPPV* CAACTGCGTC GGCCGCGCAT 0 B FG05491.1 0 0 0 0
445 352 an AN0734.1 70.m15319 AO070343000495 0 -201 -160 ATGCCCCGCCCTCTGATTGGTCGATCCTCCGACAGTGAGT

GA
ATGCCCCGCCCTCTGATTGGTCGATCCTCCGAC
AGTGAGTGA

MPRPLIGRSSDSE* MPRPLIGRSSDSE* TCAGATCAAC TTCCAGCTCT 0 B FG05491.1 0 0 0 0

446 352 ao AN0734.1 70.m15319 AO070343000495 0 -122 -66 ATGGCAGCTGTCCCAATCTTTCCCTTCCCATCTCTCTCACA
TCTGTCATCCAATTAA

ATGGCAGCTGTCCCAATCTTTCCCTTCCCAT
CTCTCTCACATCTGTCATCCAATTAA

MAAVPIFPFPSLSHLSSN* MAAVPIFPFPSLSHL
SSN*

CACCCGTCCC CCACCTATCT 0 B FG05491.1 0 0 0 0

450 354 af AN5758.1 69.m14855 AO070341000017 0 -258 -67 ATGAAACACCATAGCATGAACACAATGGAGATAGAGGAGA
GTCATCTCGAGCGATCTGCCGCCGGGGAGGGCCCGTGG
TCTTTATCTCCCATTCCATCTATCCGCACTCTGATTTTGTCT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTCTCT
CTCTCTCTTCCTTTTTTTTCTGACACATAA

ATGAAACACCATAGCATGAACACAATGGAGATAGA
GGAGAGTCATCTCGAGCGATCTGCCGCCGGGGAG
GGCCCGTGGTCTTTATCTCCCATTCCATCTATCCG
CACTCTGATTTTGTCTCTCTCTCTCTCTCTCTCTCTC
TCTCTCTCTATCTCTCTCTCTCTCTCTCTTCCTTTTT
TTTCTGACACATAA

MKHHSMNTMEIEESHLE
RSAAGEGPWSLSPIPSIR
TLILSLSLSLSLSLSISLSL
SLPFFSDT*

MKHHSMNTMEIEES
HLERSAAGEGPWS
LSPIPSIRTLILSLSLS
LSLSLSISLSLSLPFF
SDT*

GGCTTATCAA AAAAGTTCAG 0 U 0 0 NCU08161.1 0 0

451 354 af AN5758.1 69.m14855 AO070341000017 0 -243 -67 ATGAACACAATGGAGATAGAGGAGAGTCATCTCGAGCGAT
CTGCCGCCGGGGAGGGCCCGTGGTCTTTATCTCCCATTC
CATCTATCCGCACTCTGATTTTGTCTCTCTCTCTCTCTCTCT
CTCTCTCTCTCTCTATCTCTCTCTCTCTCTCTCTTCCTTTTT
TTTCTGACACATAA

ATGAACACAATGGAGATAGAGGAGAGTCATCTCGA
GCGATCTGCCGCCGGGGAGGGCCCGTGGTCTTTA
TCTCCCATTCCATCTATCCGCACTCTGATTTTGTCT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTC
TCTCTCTCTCTCTTCCTTTTTTTTCTGACACATAA

MNTMEIEESHLERSAAGE
GPWSLSPIPSIRTLILSLSL
SLSLSLSISLSLSLPFFSD
T*

MNTMEIEESHLERS
AAGEGPWSLSPIPSI
RTLILSLSLSLSLSLS
ISLSLSLPFFSDT*

ACACCATAGC AAAAGTTCAG 0 U 0 0 NCU08161.1 0 0

452 354 af AN5758.1 69.m14855 AO070341000017 0 -234 -67 ATGGAGATAGAGGAGAGTCATCTCGAGCGATCTGCCGCC
GGGGAGGGCCCGTGGTCTTTATCTCCCATTCCATCTATCC
GCACTCTGATTTTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC
TCTCTATCTCTCTCTCTCTCTCTCTTCCTTTTTTTTCTGACA
CATAA

ATGGAGATAGAGGAGAGTCATCTCGAGCGATCTG
CCGCCGGGGAGGGCCCGTGGTCTTTATCTCCCAT
TCCATCTATCCGCACTCTGATTTTGTCTCTCTCTCT
CTCTCTCTCTCTCTCTCTCTCTATCTCTCTCTCTCTC
TCTCTTCCTTTTTTTTCTGACACATAA

MEIEESHLERSAAGEGP
WSLSPIPSIRTLILSLSLSL
SLSLSISLSLSLPFFSDT*

MEIEESHLERSAAG
EGPWSLSPIPSIRTLI
LSLSLSLSLSLSISLS
LSLPFFSDT*

CATGAACACA AAAAGTTCAG 0 U 0 0 NCU08161.1 0 0

447 354 an AN5758.1 69.m14855 AO070341000017 0 -249 -193 ATGAGGAGTCCCAGACTTCGTTTAGCTGGGCGAATGATAA
GTCTCATTGCATGTTAA

ATGAGGAGTCCCAGACTTCGTTTAGCTGGGCGA
ATGATAAGTCTCATTGCATGTTAA

MRSPRLRLAGRMISLIAC* MRSPRLRLAGRMISLIA
C*

TAAAACAGCT TCACAAACAT 0 U 0 0 NCU08161.1 0 0

448 354 an AN5758.1 69.m14855 AO070341000017 0 -216 -193 ATGATAAGTCTCATTGCATGTTAA ATGATAAGTCTCATTGCATGTTAA MISLIAC* MISLIAC* AGCTGGGCGA TCACAAACAT 0 U 0 0 NCU08161.1 0 0

449 354 an AN5758.1 69.m14855 AO070341000017 0 -199 -164 ATGTTAATCACAAACATTTGCAGCGTATTCGACTAA ATGTTAATCACAAACATTTGCAGCGTATTCGACTA
A

MLITNICSVFD* MLITNICSVFD* GTCTCATTGC TCCCTGGGCG 0 U 0 0 NCU08161.1 0 0

453 354 ao AN5758.1 69.m14855 AO070341000017 0 -208 -191 ATGACTGGTCGCTATTAA ATGACTGGTCGCTATTAA MTGRY* MTGRY* AATAGGGCTA GCCCCCGATT 0 U 0 0 NCU08161.1 0 0

454 361 an AN1297.1 70.m15735 AO070303000057 0 -187 -143 ATGCAGATCATCTGCACGCAAAAGACCAGCTTCCGTTGTG
CATAG

ATGCAGATCATCTGCACGCAAAAGACCAGCTTCC
GTTGTGCATAG

MQIICTQKTSFRCA* MQIICTQKTSFRCA* TCCGAGATAT TCCCTGCAGC 0 U 0 0 0 0 0

458 366 af AN6141.1 72.m19023 AO070340000061 0 -218 -171 ATGATATTCAATGCGTATGCTATGAAACATCTGTGGATCGT
CTGTTGA

ATGATATTCAATGCGTATGCTATGAAACATCTGTGG
ATCGTCTGTTGA

MIFNAYAMKHLWIVC* MIFNAYAMKHLWIV
C*

ATTACCCAAC CAGTTCACCG 0 H 0 MG05981.1 0 YMR095C 0

459 366 af AN6141.1 72.m19023 AO070340000061 0 -208 -194 ATGCGTATGCTATGA ATGCGTATGCTATGA MRML* MRML* ATGATATTCA AACATCTGTG 0 H 0 MG05981.1 0 YMR095C 0
460 366 af AN6141.1 72.m19023 AO070340000061 0 -197 -171 ATGAAACATCTGTGGATCGTCTGTTGA ATGAAACATCTGTGGATCGTCTGTTGA MKHLWIVC* MKHLWIVC* TGCGTATGCT CAGTTCACCG 0 H 0 MG05981.1 0 YMR095C 0
461 366 af AN6141.1 72.m19023 AO070340000061 0 -96 -28 ATGTTAACCCGCTTAGGTAATGGCTGTATACACGACGAAG

AGAGTGGCCAAGGTGTGAGTCAAAAATGA
ATGTTAACCCGCTTAGGTAATGGCTGTATACACGA
CGAAGAGAGTGGCCAAGGTGTGAGTCAAAAATGA

MLTRLGNGCIHDEESGQ
GVSQK*

MLTRLGNGCIHDEE
SGQGVSQK*

TACCGGCCAA TATTGTTTTC 0 H 0 MG05981.1 0 YMR095C 0

462 366 af AN6141.1 72.m19023 AO070340000061 0 -77 -39 ATGGCTGTATACACGACGAAGAGAGTGGCCAAGGTGTGA ATGGCTGTATACACGACGAAGAGAGTGGCCAAGG
TGTGA

MAVYTTKRVAKV* MAVYTTKRVAKV* CGCTTAGGTA GTCAAAAATG 0 H 0 MG05981.1 0 YMR095C 0

457 366 an AN6141.1 72.m19023 AO070340000061 0 -232 -206 ATGCGTAATGTCGTGACCCTCTATTAA ATGCGTAATGTCGTGACCCTCTATTAA MRNVVTLY* MRNVVTLY* CGCTTGGAAA TTATAAAGTG 0 H 0 MG05981.1 0 YMR095C 0
463 366 ao AN6141.1 72.m19023 AO070340000061 0 -174 -154 ATGATTCCCCGTACAGAATAA ATGATTCCCCGTACAGAATAA MIPRTE* MIPRTE* GCAGAGATTC GCTGAGGTTA 0 H 0 MG05981.1 0 YMR095C 0
464 366 ao AN6141.1 72.m19023 AO070340000061 0 -72 -31 ATGTTGATCCGGCGATATATACAGGCCGTGGCCAACACTT

GA
ATGTTGATCCGGCGATATATACAGGCCGTG
GCCAACACTTGA

MLIRRYIQAVANT* MLIRRYIQAVANT* ACTCGGATAT CTCATCTTCT 0 H 0 MG05981.1 0 YMR095C 0

468 370 ao AN2185.1 72.m19038 AO070340000081 0 -207 -157 ATGTTCTATGTGTGGTACCTGAGACACCGTGCCTGGATCA
TCATCATCTGA

ATGTTCTATGTGTGGTACCTGAGACACCGT
GCCTGGATCATCATCATCTGA

MFYVWYLRHRAWIIII* MFYVWYLRHRAWIII
I*

TTTGTCCTGT TCTCCGCCAT 0 F FG06686.1 0 0 0 0

469 370 ao AN2185.1 72.m19038 AO070340000081 0 -200 -186 ATGTGTGGTACCTGA ATGTGTGGTACCTGA MCGT* MCGT* TGTATGTTCT GACACCGTGC 0 F FG06686.1 0 0 0 0
470 385 af AN8333.1 52.m03916 AO070330000167 0 -261 -241 ATGACCACATATCCAGCGTAG ATGACCACATATCCAGCGTAG MTTYPA* MTTYPA* CACAGAAGGT AACAGGCTGC 0  0 0 0 0 0
471 385 af AN8333.1 52.m03916 AO070330000167 0 -207 -94 ATGTTAGCACAGTCACTGGCTCGTATTCTGGTTTTCAGGAT

GTGTAGGGGAACCTTCGGATGTCGAGGATCTCCTTGGGG
GTATAAAGGCTCAATGCTAGCCTTGTCCCTTTGA

ATGTTAGCACAGTCACTGGCTCGTATTCTGGTTTTC
AGGATGTGTAGGGGAACCTTCGGATGTCGAGGAT
CTCCTTGGGGGTATAAAGGCTCAATGCTAGCCTTG
TCCCTTTGA

MLAQSLARILVFRMCRGT
FGCRGSPWGYKGSMLA
LSL*

MLAQSLARILVFRM
CRGTFGCRGSPWG
YKGSMLALSL*

TTGCTTGGCG CAATCATCAT 0  0 0 0 0 0

472 385 af AN8333.1 52.m03916 AO070330000167 0 -168 -94 ATGTGTAGGGGAACCTTCGGATGTCGAGGATCTCCTTGG
GGGTATAAAGGCTCAATGCTAGCCTTGTCCCTTTGA

ATGTGTAGGGGAACCTTCGGATGTCGAGGATCTCC
TTGGGGGTATAAAGGCTCAATGCTAGCCTTGTCCC
TTTGA

MCRGTFGCRGSPWGYK
GSMLALSL*

MCRGTFGCRGSPW
GYKGSMLALSL*

GGTTTTCAGG CAATCATCAT 0  0 0 0 0 0

473 385 af AN8333.1 52.m03916 AO070330000167 0 -148 -122 ATGTCGAGGATCTCCTTGGGGGTATAA ATGTCGAGGATCTCCTTGGGGGTATAA MSRISLGV* MSRISLGV* GAACCTTCGG AGGCTCAATG 0  0 0 0 0 0
474 385 af AN8333.1 52.m03916 AO070330000167 0 -114 -94 ATGCTAGCCTTGTCCCTTTGA ATGCTAGCCTTGTCCCTTTGA MLALSL* MLALSL* TAAAGGCTCA CAATCATCAT 0  0 0 0 0 0
475 385 ao AN8333.1 52.m03916 AO070330000167 0 -181 -149 ATGTCTTGGAAGAGACTCCATCGACTTGATTAG ATGTCTTGGAAGAGACTCCATCGACTTGATT

AG
MSWKRLHRLD* MSWKRLHRLD* GTTGACATCA GTTGTCATTG 0  0 0 0 0 0

478 387 af AN7754.1 71.m15786 AO070325000185 0 -123 -103 ATGGCTATATTTTGGCGTTGA ATGGCTATATTTTGGCGTTGA MAIFWR* MAIFWR* CCCGAACTCA TCTCAGGGTG 0  0 0 0 0 0
479 387 af AN7754.1 71.m15786 AO070325000185 0 -70 -50 ATGCCTTGGTGGTTGGCATAG ATGCCTTGGTGGTTGGCATAG MPWWLA* MPWWLA* TACACCGTAT CGAGTCATCA 0  0 0 0 0 0
476 387 an AN7754.1 71.m15786 AO070325000185 0 -203 -72 ATGGTCCAGCTCTTGAACCCTTCGCCTTCCTACTGTCCTTT

ATCAGTCTTCATTCTCAGCTCCGGGGCCATTGACACCATT
TCGTTCTCTCGAAACCCATCACCCATTCGCTTGATCGACAT
GGTTGGCTGA

ATGGTCCAGCTCTTGAACCCTTCGCCTTCCTACT
GTCCTTTATCAGTCTTCATTCTCAGCTCCGGGGC
CATTGACACCATTTCGTTCTCTCGAAACCCATCA
CCCATTCGCTTGATCGACATGGTTGGCTGA

MVQLLNPSPSYCPLSVFI
LSSGAIDTISFSRNPSPIR
LIDMVG*

MVQLLNPSPSYCPLSVF
ILSSGAIDTISFSRNPSPI
RLIDMVG*

TACTGCGCCA ATAAAAGAAT 0  0 0 0 0 0

477 387 an AN7754.1 71.m15786 AO070325000185 0 -83 -72 ATGGTTGGCTGA ATGGTTGGCTGA MVG* MVG* CTTGATCGAC ATAAAAGAAT 0  0 0 0 0 0
480 387 ao AN7754.1 71.m15786 AO070325000185 0 -142 -122 ATGCATACCAATCGCCAGTGA ATGCATACCAATCGCCAGTGA MHTNRQ* MHTNRQ* CAGTTCTTAC ACGCTCAGTA 0  0 0 0 0 0
487 393 af AN0369.1 57.m05477 AO070311000035 0 -199 -68 ATGTCTCGATTTGTATCCGAGAGCAAAAACATGCAAACCA

GACCTTTTAAGGCAAGGGATTGTCAGGCAACCGTCAGCA
GTCAAACAGTCAGCCACATTCCATCCCCGCTTTTTCTTTTT
TCTGACAACTGA

ATGTCTCGATTTGTATCCGAGAGCAAAAACATGCAA
ACCAGACCTTTTAAGGCAAGGGATTGTCAGGCAAC
CGTCAGCAGTCAAACAGTCAGCCACATTCCATCCC
CGCTTTTTCTTTTTTCTGACAACTGA

MSRFVSESKNMQTRPFK
ARDCQATVSSQTVSHIPS
PLFLFSDN*

MSRFVSESKNMQT
RPFKARDCQATVSS
QTVSHIPSPLFLFSD
N*

CTCGGCATAA CAACCGACAA 0 R 0 0 0 0 0

488 393 af AN0369.1 57.m05477 AO070311000035 0 -169 -68 ATGCAAACCAGACCTTTTAAGGCAAGGGATTGTCAGGCAA
CCGTCAGCAGTCAAACAGTCAGCCACATTCCATCCCCGCT
TTTTCTTTTTTCTGACAACTGA

ATGCAAACCAGACCTTTTAAGGCAAGGGATTGTCA
GGCAACCGTCAGCAGTCAAACAGTCAGCCACATTC
CATCCCCGCTTTTTCTTTTTTCTGACAACTGA

MQTRPFKARDCQATVSS
QTVSHIPSPLFLFSDN*

MQTRPFKARDCQA
TVSSQTVSHIPSPLF
LFSDN*

GAGCAAAAAC CAACCGACAA 0 R 0 0 0 0 0

493 397 af AN3450.1 59.m09313 AO070265000025 0 -275 -51 ATGCTGCTTTCACTATCTTTAAACCCCGACCATTTTGATGG
ATCATACACAATTACATACGCGCCTACCGTGGCCATCAAC
CGCGAAATTGATGATTTGAGAAATCCTCGACGCGCTGTCC
TGCAAAATCCATTTCCAGAGCGCATTGCCAGCCCCGTGTC
TGGGGCCCCTGATCCAGTCGATCACCTCAGTCCATGCAA
GATATTTGAGGAACCCCTCACTTAG

ATGCTGCTTTCACTATCTTTAAACCCCGACCATTTT
GATGGATCATACACAATTACATACGCGCCTACCGT
GGCCATCAACCGCGAAATTGATGATTTGAGAAATC
CTCGACGCGCTGTCCTGCAAAATCCATTTCCAGAG
CGCATTGCCAGCCCCGTGTCTGGGGCCCCTGATC
CAGTCGATCACCTCAGTCCATGCAAGATATTTGAG
GAACCCCTCACTTAG

MLLSLSLNPDHFDGSYTI
TYAPTVAINREIDDLRNPR
RAVLQNPFPERIASPVSG
APDPVDHLSPCKIFEEPL
T*

MLLSLSLNPDHFDG
SYTITYAPTVAINREI
DDLRNPRRAVLQNP
FPERIASPVSGAPD
PVDHLSPCKIFEEPL
T*

GACAATTTGC CTTCGGTCAT 0 L 0 0 0 0 0

496 397 ao AN3450.1 59.m09313 AO070265000025 0 -238 -224 ATGAACCATTTCTGA ATGAACCATTTCTGA MNHF* MNHF* GTACTTGTTC AACGTAGAAA 0 L 0 0 0 0 0
501 399 af AN6300.1 72.m19334 AO070308000056 0 -223 -122 ATGGCTTTGGACTTTAAGACAGGCAACTTCATCTCGATCA

CGTGGGATTCCACTAAAACTGTTCTCATAGGTATGACCAAT
GGGGCACGGGCCACTAATTAA

ATGGCTTTGGACTTTAAGACAGGCAACTTCATCTC
GATCACGTGGGATTCCACTAAAACTGTTCTCATAG
GTATGACCAATGGGGCACGGGCCACTAATTAA

MALDFKTGNFISITWDST
KTVLIGMTNGARATN*

MALDFKTGNFISITW
DSTKTVLIGMTNGA
RATN*

CTAATTGTTC GCTCACGCGT 0 DL 0 0 NCU06769.1 0 0

502 399 af AN6300.1 72.m19334 AO070308000056 0 -151 -122 ATGACCAATGGGGCACGGGCCACTAATTAA ATGACCAATGGGGCACGGGCCACTAATTAA MTNGARATN* MTNGARATN* TCTCATAGGT GCTCACGCGT 0 DL 0 0 NCU06769.1 0 0

503 399 af AN6300.1 72.m19334 AO070308000056 0 -144 -103 ATGGGGCACGGGCCACTAATTAAGCTCACGCGTCACGAA
TAG

ATGGGGCACGGGCCACTAATTAAGCTCACGCGTC
ACGAATAG

MGHGPLIKLTRHE* MGHGPLIKLTRHE* GGTATGACCA ACGCGTATCA 0 DL 0 0 NCU06769.1 0 0

497 399 an AN6300.1 72.m19334 AO070308000056 0 -243 -187 ATGTTGAACTCTAGAACGTGGATTCCTCAAGTTCATATCTT
TCCATGTGGTGTATAA

ATGTTGAACTCTAGAACGTGGATTCCTCAAGTTC
ATATCTTTCCATGTGGTGTATAA

MLNSRTWIPQVHIFPCGV
*

MLNSRTWIPQVHIFPCG
V*

CGGCTTGTTA ATCGTGGTAT 0 DL 0 0 NCU06769.1 0 0

498 399 an AN6300.1 72.m19334 AO070308000056 0 -199 -164 ATGTGGTGTATAAATCGTGGTATGCTAGTTATGTAG ATGTGGTGTATAAATCGTGGTATGCTAGTTATGTA
G

MWCINRGMLVM* MWCINRGMLVM* ATATCTTTCC AGTCATTAGT 0 DL 0 0 NCU06769.1 0 0

499 399 an AN6300.1 72.m19334 AO070308000056 0 -178 -164 ATGCTAGTTATGTAG ATGCTAGTTATGTAG MLVM* MLVM* AAATCGTGGT AGTCATTAGT 0 DL 0 0 NCU06769.1 0 0

500 399 an AN6300.1 72.m19334 AO070308000056 0 -150 -85 ATGCATAAATATCAATTAAGCTCGCGTCACGACGCGTCTG
CAACTCCAACTTTCGTGATTTCGTGA

ATGCATAAATATCAATTAAGCTCGCGTCACGACG
CGTCTGCAACTCCAACTTTCGTGATTTCGTGA

MHKYQLSSRHDASATPT
FVIS*

MHKYQLSSRHDASATP
TFVIS*

CATTAGTCAT GCTTTTGGAT 0 DL 0 0 NCU06769.1 0 0

504 399 ao AN6300.1 72.m19334 AO070308000056 0 -159 -70 ATGTACGATTGTAAGCACCCGTGCACGGACCACCAATTAA
GCTCGCGTGTCACGATCTTCCCGACGCGTCTTGCTCTCC
GATCCATCTAA

ATGTACGATTGTAAGCACCCGTGCACGGAC
CACCAATTAAGCTCGCGTGTCACGATCTTCC
CGACGCGTCTTGCTCTCCGATCCATCTAA

MYDCKHPCTDHQLSSRV
TIFPTRLALRSI*

MYDCKHPCTDHQL
SSRVTIFPTRLALRSI
*

ACTGGTATCT GCTATCTTTA 0 DL 0 0 NCU06769.1 0 0
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506 400 ao AN8262.1 53.m04209 AO070310000038 0 -159 -73 ATGACAAGGGGCTTGGTTCGTCCCTACGTATATGATACCG
GATTTTGCTTCTGTATAGCTATTTGGATTGTGGCTTTCTGC
GCGTGA

ATGACAAGGGGCTTGGTTCGTCCCTACGTA
TATGATACCGGATTTTGCTTCTGTATAGCTAT
TTGGATTGTGGCTTTCTGCGCGTGA

MTRGLVRPYVYDTGFCF
CIAIWIVAFCA*

MTRGLVRPYVYDTG
FCFCIAIWIVAFCA*

CGGGTGATAG TACCCAGATA 0  0 0 0 0 0

507 400 ao AN8262.1 53.m04209 AO070310000038 0 -128 -102 ATGATACCGGATTTTGCTTCTGTATAG ATGATACCGGATTTTGCTTCTGTATAG MIPDFASV* MIPDFASV* CCCTACGTAT CTATTTGGAT 0  0 0 0 0 0
512 403 af AN3565.1 52.m03643 AO070298000020 0 -291 -247 ATGGTCCGTATCACAGTCAGGCGGAGTCGATCCTCCCCG

ATCTAA
ATGGTCCGTATCACAGTCAGGCGGAGTCGATCCTC
CCCGATCTAA

MVRITVRRSRSSPI* MVRITVRRSRSSPI* ATTGCCGGTG AGCTGAGATG 0 R 0 0 0 0 0

513 403 af AN3565.1 52.m03643 AO070298000020 0 -234 -163 ATGATTCTACATGCATGTACTGGGAGATTTCCGATGAGTTC
GGAAGATGATGGTCGGCATAAGCGGGGCTAA

ATGATTCTACATGCATGTACTGGGAGATTTCCGATG
AGTTCGGAAGATGATGGTCGGCATAAGCGGGGCT
AA

MILHACTGRFPMSSEDD
GRHKRG*

MILHACTGRFPMSS
EDDGRHKRG*

CTGAGATGTG GAATGAGGGG 0 R 0 0 0 0 0

514 403 af AN3565.1 52.m03643 AO070298000020 0 -224 -198 ATGCATGTACTGGGAGATTTCCGATGA ATGCATGTACTGGGAGATTTCCGATGA MHVLGDFR* MHVLGDFR* ATGATTCTAC GTTCGGAAGA 0 R 0 0 0 0 0
515 403 af AN3565.1 52.m03643 AO070298000020 0 -220 -185 ATGTACTGGGAGATTTCCGATGAGTTCGGAAGATGA ATGTACTGGGAGATTTCCGATGAGTTCGGAAGATG

A
MYWEISDEFGR* MYWEISDEFGR* TTCTACATGC TGGTCGGCAT 0 R 0 0 0 0 0

516 403 af AN3565.1 52.m03643 AO070298000020 0 -201 -163 ATGAGTTCGGAAGATGATGGTCGGCATAAGCGGGGCTAA ATGAGTTCGGAAGATGATGGTCGGCATAAGCGGG
GCTAA

MSSEDDGRHKRG* MSSEDDGRHKRG* GAGATTTCCG GAATGAGGGG 0 R 0 0 0 0 0

517 403 af AN3565.1 52.m03643 AO070298000020 0 -188 -141 ATGATGGTCGGCATAAGCGGGGCTAAGAATGAGGGGAAA
CACGTATAG

ATGATGGTCGGCATAAGCGGGGCTAAGAATGAGG
GGAAACACGTATAG

MMVGISGAKNEGKHV* MMVGISGAKNEGK
HV*

AGTTCGGAAG GCTTCCAGCT 0 R 0 0 0 0 0

518 403 af AN3565.1 52.m03643 AO070298000020 0 -185 -141 ATGGTCGGCATAAGCGGGGCTAAGAATGAGGGGAAACAC
GTATAG

ATGGTCGGCATAAGCGGGGCTAAGAATGAGGGGA
AACACGTATAG

MVGISGAKNEGKHV* MVGISGAKNEGKHV
*

TCGGAAGATG GCTTCCAGCT 0 R 0 0 0 0 0

508 403 an AN3565.1 52.m03643 AO070298000020 0 -197 -168 ATGCTATTCAGCCAATGGATCAAGCGGTGA ATGCTATTCAGCCAATGGATCAAGCGGTGA MLFSQWIKR* MLFSQWIKR* TGCGGAACTG TCGGCGCGAG 0 R 0 0 0 0 0
509 403 an AN3565.1 52.m03643 AO070298000020 0 -183 -94 ATGGATCAAGCGGTGATCGGCGCGAGGGGTACCCCGCG

CTGGGGATTTCCCGGGCATCCCCTCAATCGTCACGCGAT
CATGAGACTGTAG

ATGGATCAAGCGGTGATCGGCGCGAGGGGTAC
CCCGCGCTGGGGATTTCCCGGGCATCCCCTCAA
TCGTCACGCGATCATGAGACTGTAG

MDQAVIGARGTPRWGFP
GHPLNRHAIMRL*

MDQAVIGARGTPRWGF
PGHPLNRHAIMRL*

TATTCAGCCA GGAGGTTATA 0 R 0 0 0 0 0

510 403 an AN3565.1 52.m03643 AO070298000020 0 -105 -94 ATGAGACTGTAG ATGAGACTGTAG MRL* MRL* TCACGCGATC GGAGGTTATA 0 R 0 0 0 0 0
511 403 an AN3565.1 52.m03643 AO070298000020 0 -80 -39 ATGCAGAGGAGAAAGCGAGACCTGCCGATTATCCATTTTT

AG
ATGCAGAGGAGAAAGCGAGACCTGCCGATTATC
CATTTTTAG

MQRRKRDLPIIHF* MQRRKRDLPIIHF* GGTTATAAAT GTCTACATCC 0 R 0 0 0 0 0

519 403 ao AN3565.1 52.m03643 AO070298000020 0 -213 -193 ATGAGGATTAGTGATCAATAA ATGAGGATTAGTGATCAATAA MRISDQ* MRISDQ* TTTCATACTT CCATAACCTC 0 R 0 0 0 0 0
520 403 ao AN3565.1 52.m03643 AO070298000020 0 -132 -97 ATGCGGTTCACTACAGCGGAAGGTCTTTATAAATAA ATGCGGTTCACTACAGCGGAAGGTCTTTATA

AATAA
MRFTTAEGLYK* MRFTTAEGLYK* AGACAGAACA ATTCATAAGT 0 R 0 0 0 0 0

522 408 af AN4487.1 57.m05644 AO070311000038 0 -223 -134 ATGGACCGACTGCAGGCCAGCACGTGCTATGACCGGATC
AGGTATTGCATGACCTTTATCGTTTCTATACTGAGGTTCTT
GATGGCTTAG

ATGGACCGACTGCAGGCCAGCACGTGCTATGACC
GGATCAGGTATTGCATGACCTTTATCGTTTCTATAC
TGAGGTTCTTGATGGCTTAG

MDRLQASTCYDRIRYCM
TFIVSILRFLMA*

MDRLQASTCYDRIR
YCMTFIVSILRFLMA*

GCACCCTGGA CCTTAGTGAT 0 O 0 0 0 0 0

523 408 af AN4487.1 57.m05644 AO070311000038 0 -195 -172 ATGACCGGATCAGGTATTGCATGA ATGACCGGATCAGGTATTGCATGA MTGSGIA* MTGSGIA* AGCACGTGCT CCTTTATCGT 0 O 0 0 0 0 0
524 408 af AN4487.1 57.m05644 AO070311000038 0 -175 -134 ATGACCTTTATCGTTTCTATACTGAGGTTCTTGATGGCTTA

G
ATGACCTTTATCGTTTCTATACTGAGGTTCTTGATG
GCTTAG

MTFIVSILRFLMA* MTFIVSILRFLMA* CAGGTATTGC CCTTAGTGAT 0 O 0 0 0 0 0

525 408 af AN4487.1 57.m05644 AO070311000038 0 -122 -87 ATGCTGTTGGCGTGCACCCGAAACCTGCTGAAGTAG ATGCTGTTGGCGTGCACCCGAAACCTGCTGAAGTA
G

MLLACTRNLLK* MLLACTRNLLK* CTTAGTGATC AACATTTAAA 0 O 0 0 0 0 0

521 408 an AN4487.1 57.m05644 AO070311000038 0 -192 -157 ATGATTAGACGAGTGAAGCGGGAGACGGCGCCCTGA ATGATTAGACGAGTGAAGCGGGAGACGGCGCCC
TGA

MIRRVKRETAP* MIRRVKRETAP* TTATCTCCAG AATCCAGCTG 0 O 0 0 0 0 0

526 408 ao AN4487.1 57.m05644 AO070311000038 0 -288 -277 ATGCTACACTAG ATGCTACACTAG MLH* MLH* TGTTGCTGCA TGGGTTGCCC 0 O 0 0 0 0 0
527 408 ao AN4487.1 57.m05644 AO070311000038 0 -251 -84 ATGTCTCTCCACAGATGCAGATGTATGATGATATCCTTGG

CCTTTGATTCGCTCATCCATGGATCATCGCCCCCATCTTAC
TATTTGCCCGGCGAGGCATTACTGAGCCATAATCTTACAT
CACAGGCCTCTAATATAAGTGTAGACATTACATATAAAGCA
GCATGA

ATGTCTCTCCACAGATGCAGATGTATGATGA
TATCCTTGGCCTTTGATTCGCTCATCCATGG
ATCATCGCCCCCATCTTACTATTTGCCCGGC
GAGGCATTACTGAGCCATAATCTTACATCAC
AGGCCTCTAATATAAGTGTAGACATTACATA
TAAAGCAGCATGA

MSLHRCRCMMISLAFDS
LIHGSSPPSYYLPGEALLS
HNLTSQASNISVDITYKAA
*

MSLHRCRCMMISLA
FDSLIHGSSPPSYYL
PGEALLSHNLTSQA
SNISVDITYKAA*

TCTAGAAACA CTCCTTCCAT 0 O 0 0 0 0 0

528 408 ao AN4487.1 57.m05644 AO070311000038 0 -237 -205 ATGCAGATGTATGATGATATCCTTGGCCTTTGA ATGCAGATGTATGATGATATCCTTGGCCTTT
GA

MQMYDDILGL* MQMYDDILGL* CTCTCCACAG TTCGCTCATC 0 O 0 0 0 0 0

529 408 ao AN4487.1 57.m05644 AO070311000038 0 -231 -205 ATGTATGATGATATCCTTGGCCTTTGA ATGTATGATGATATCCTTGGCCTTTGA MYDDILGL* MYDDILGL* ACAGATGCAG TTCGCTCATC 0 O 0 0 0 0 0
530 408 ao AN4487.1 57.m05644 AO070311000038 0 -227 -84 ATGATGATATCCTTGGCCTTTGATTCGCTCATCCATGGATC

ATCGCCCCCATCTTACTATTTGCCCGGCGAGGCATTACTG
AGCCATAATCTTACATCACAGGCCTCTAATATAAGTGTAGA
CATTACATATAAAGCAGCATGA

ATGATGATATCCTTGGCCTTTGATTCGCTCA
TCCATGGATCATCGCCCCCATCTTACTATTT
GCCCGGCGAGGCATTACTGAGCCATAATCT
TACATCACAGGCCTCTAATATAAGTGTAGAC
ATTACATATAAAGCAGCATGA

MMISLAFDSLIHGSSPPS
YYLPGEALLSHNLTSQAS
NISVDITYKAA*

MMISLAFDSLIHGSS
PPSYYLPGEALLSH
NLTSQASNISVDITY
KAA*

ATGCAGATGT CTCCTTCCAT 0 O 0 0 0 0 0

531 408 ao AN4487.1 57.m05644 AO070311000038 0 -224 -84 ATGATATCCTTGGCCTTTGATTCGCTCATCCATGGATCATC
GCCCCCATCTTACTATTTGCCCGGCGAGGCATTACTGAGC
CATAATCTTACATCACAGGCCTCTAATATAAGTGTAGACAT
TACATATAAAGCAGCATGA

ATGATATCCTTGGCCTTTGATTCGCTCATCC
ATGGATCATCGCCCCCATCTTACTATTTGCC
CGGCGAGGCATTACTGAGCCATAATCTTAC
ATCACAGGCCTCTAATATAAGTGTAGACATT
ACATATAAAGCAGCATGA

MISLAFDSLIHGSSPPSYY
LPGEALLSHNLTSQASNI
SVDITYKAA*

MISLAFDSLIHGSSP
PSYYLPGEALLSHN
LTSQASNISVDITYK
AA*

CAGATGTATG CTCCTTCCAT 0 O 0 0 0 0 0

532 408 ao AN4487.1 57.m05644 AO070311000038 0 -193 -146 ATGGATCATCGCCCCCATCTTACTATTTGCCCGGCGAGGC
ATTACTGA

ATGGATCATCGCCCCCATCTTACTATTTGCC
CGGCGAGGCATTACTGA

MDHRPHLTICPARHY* MDHRPHLTICPARH
Y*

TCGCTCATCC GCCATAATCT 0 O 0 0 0 0 0

533 408 ao AN4487.1 57.m05644 AO070311000038 0 -87 -22 ATGACTCCTTCCATGTTAATCGAACACCCTATCTCTTCTTTA
GAATATGATACCTCAAGCATATGA

ATGACTCCTTCCATGTTAATCGAACACCCTA
TCTCTTCTTTAGAATATGATACCTCAAGCATA
TGA

MTPSMLIEHPISSLEYDTS
SI*

MTPSMLIEHPISSLE
YDTSSI*

ATAAAGCAGC ACCTTCAGTC 0 O 0 0 0 0 0

534 408 ao AN4487.1 57.m05644 AO070311000038 0 -75 -22 ATGTTAATCGAACACCCTATCTCTTCTTTAGAATATGATACC
TCAAGCATATGA

ATGTTAATCGAACACCCTATCTCTTCTTTAGA
ATATGATACCTCAAGCATATGA

MLIEHPISSLEYDTSSI* MLIEHPISSLEYDTS
SI*

GACTCCTTCC ACCTTCAGTC 0 O 0 0 0 0 0

535 413 af AN4602.1 57.m05525 AO070267000019 0 -202 -164 ATGTATGTGATGACGGCTGATGGGACCTTGCCAGATTAG ATGTATGTGATGACGGCTGATGGGACCTTGCCAGA
TTAG

MYVMTADGTLPD* MYVMTADGTLPD* TCGGACGATA GGAAGTGAGC 0 O FG06294.1 0 NCU02264.1 0 0

536 413 af AN4602.1 57.m05525 AO070267000019 0 -193 -164 ATGACGGCTGATGGGACCTTGCCAGATTAG ATGACGGCTGATGGGACCTTGCCAGATTAG MTADGTLPD* MTADGTLPD* AATGTATGTG GGAAGTGAGC 0 O FG06294.1 0 NCU02264.1 0 0

537 413 af AN4602.1 57.m05525 AO070267000019 0 -183 -49 ATGGGACCTTGCCAGATTAGGGAAGTGAGCTCCCCCCAC
ATCCATCACCTTCAACTGATAATAAATATCACCAGCTTCAT
CGCCCGCCATCCTCAGATCGGCGCTCCTTCGCCATATCC
CTCTCTAGTTGCATAA

ATGGGACCTTGCCAGATTAGGGAAGTGAGCTCCC
CCCACATCCATCACCTTCAACTGATAATAAATATCA
CCAGCTTCATCGCCCGCCATCCTCAGATCGGCGC
TCCTTCGCCATATCCCTCTCTAGTTGCATAA

MGPCQIREVSSPHIHHLQ
LIINITSFIARHPQIGAPSP
YPSLVA*

MGPCQIREVSSPHI
HHLQLIINITSFIARH
PQIGAPSPYPSLVA*

ATGACGGCTG TATCGTATTC 0 O FG06294.1 0 NCU02264.1 0 0

538 413 ao AN4602.1 57.m05525 AO070267000019 0 -229 -218 ATGGTTTACTAA ATGGTTTACTAA MVY* MVY* CCAGAGTTAT AGCTCAGCCC 0 O FG06294.1 0 NCU02264.1 0 0

544 414 af AN8020.1 53.m03866 AO070322000068 0 -154 -131 ATGCCAGCAGCGCTGTATATATGA ATGCCAGCAGCGCTGTATATATGA MPAALYI* MPAALYI* GAGCAGGTGT GAGGGATGTT 0  0 0 0 0 0
545 414 af AN8020.1 53.m03866 AO070322000068 0 -134 -66 ATGAGAGGGATGTTTTCAGGTGGCCGGAATGGCTCAGTG

GAAATAATTTTGCTGAACACCACATCATGA
ATGAGAGGGATGTTTTCAGGTGGCCGGAATGGCT
CAGTGGAAATAATTTTGCTGAACACCACATCATGA

MRGMFSGGRNGSVEIILL
NTTS*

MRGMFSGGRNGSV
EIILLNTTS*

CGCTGTATAT CAATACAGTA 0  0 0 0 0 0

546 414 af AN8020.1 53.m03866 AO070322000068 0 -125 -66 ATGTTTTCAGGTGGCCGGAATGGCTCAGTGGAAATAATTT
TGCTGAACACCACATCATGA

ATGTTTTCAGGTGGCCGGAATGGCTCAGTGGAAAT
AATTTTGCTGAACACCACATCATGA

MFSGGRNGSVEIILLNTT
S*

MFSGGRNGSVEIILL
NTTS*

TATGAGAGGG CAATACAGTA 0  0 0 0 0 0

547 414 af AN8020.1 53.m03866 AO070322000068 0 -106 -89 ATGGCTCAGTGGAAATAA ATGGCTCAGTGGAAATAA MAQWK* MAQWK* GGTGGCCGGA TTTTGCTGAA 0  0 0 0 0 0
548 414 af AN8020.1 53.m03866 AO070322000068 0 -69 -31 ATGACAATACAGTACGCTACGCTATATATCGAGACATAG ATGACAATACAGTACGCTACGCTATATATCGAGACA

TAG
MTIQYATLYIET* MTIQYATLYIET* ACACCACATC GGTGAGAGTT 0  0 0 0 0 0

539 414 an AN8020.1 53.m03866 AO070322000068 0 -258 -247 ATGCTTAACTAA ATGCTTAACTAA MLN* MLN* TGCCTCGAGC CTTCCTCGAT 0  0 0 0 0 0
540 414 an AN8020.1 53.m03866 AO070322000068 0 -225 -190 ATGCCGAGAGGCGGCCCTTTGCCTCTTCGGGGATGA ATGCCGAGAGGCGGCCCTTTGCCTCTTCGGGGA

TGA
MPRGGPLPLRG* MPRGGPLPLRG* CGTGGTTTGG GCTTCGACAT 0  0 0 0 0 0

541 414 an AN8020.1 53.m03866 AO070322000068 0 -193 -134 ATGAGCTTCGACATAGACGTGGTAAGGATGCTAGAAATGC
TAGGAATAAAGCAGACTTGA

ATGAGCTTCGACATAGACGTGGTAAGGATGCTAG
AAATGCTAGGAATAAAGCAGACTTGA

MSFDIDVVRMLEMLGIKQ
T*

MSFDIDVVRMLEMLGIK
QT*

CTCTTCGGGG AAGGGAGAGG 0  0 0 0 0 0

542 414 an AN8020.1 53.m03866 AO070322000068 0 -166 -134 ATGCTAGAAATGCTAGGAATAAAGCAGACTTGA ATGCTAGAAATGCTAGGAATAAAGCAGACTTGA MLEMLGIKQT* MLEMLGIKQT* CGTGGTAAGG AAGGGAGAGG 0  0 0 0 0 0

543 414 an AN8020.1 53.m03866 AO070322000068 0 -157 -134 ATGCTAGGAATAAAGCAGACTTGA ATGCTAGGAATAAAGCAGACTTGA MLGIKQT* MLGIKQT* GATGCTAGAA AAGGGAGAGG 0  0 0 0 0 0
549 414 ao AN8020.1 53.m03866 AO070322000068 0 -216 -193 ATGAACAAGGACACTTGTTCATAG ATGAACAAGGACACTTGTTCATAG MNKDTCS* MNKDTCS* ATTGGAGGTC ATGGCTACTA 0  0 0 0 0 0
550 414 ao AN8020.1 53.m03866 AO070322000068 0 -192 -160 ATGGCTACTACCCTCGTGGTATCACTTCATTAA ATGGCTACTACCCTCGTGGTATCACTTCATT

AA
MATTLVVSLH* MATTLVVSLH* TTGTTCATAG GTAAGGTACA 0  0 0 0 0 0

551 414 ao AN8020.1 53.m03866 AO070322000068 0 -97 -86 ATGTATACCTAA ATGTATACCTAA MYT* MYT* TGCTCTATCA GAATTTGTCA 0  0 0 0 0 0
552 415 af AN0237.1 71.m15490 AO070323000064 0 -214 -152 ATGCATTTAAATCATTCCGCCTACAAAAGATACGGGATGG

CTCGTCCTTCGGGTCAAAAATAA
ATGCATTTAAATCATTCCGCCTACAAAAGATACGGG
ATGGCTCGTCCTTCGGGTCAAAAATAA

MHLNHSAYKRYGMARPS
GQK*

MHLNHSAYKRYGM
ARPSGQK*

TTTGTTCTCC GTTGGTGTGA 0 S 0 0 0 0 0

553 415 af AN0237.1 71.m15490 AO070323000064 0 -178 -152 ATGGCTCGTCCTTCGGGTCAAAAATAA ATGGCTCGTCCTTCGGGTCAAAAATAA MARPSGQK* MARPSGQK* AAGATACGGG GTTGGTGTGA 0 S 0 0 0 0 0
554 415 ao AN0237.1 71.m15490 AO070323000064 0 -179 -87 ATGGGGCTGTACTCCGTATTCCGTATTCATGCAAAGTTTCT

TCGCTCCTTCCGTGGGGTCGCCGGCAGCCAATCAGATAT
CGCAAAATTTTGA

ATGGGGCTGTACTCCGTATTCCGTATTCATG
CAAAGTTTCTTCGCTCCTTCCGTGGGGTCG
CCGGCAGCCAATCAGATATCGCAAAATTTTG
A

MGLYSVFRIHAKFLRSFR
GVAGSQSDIAKF*

MGLYSVFRIHAKFL
RSFRGVAGSQSDIA
KF*

AGAACTTTTG CGGGAACTGA 0 S 0 0 0 0 0

555 415 ao AN0237.1 71.m15490 AO070323000064 0 -151 -77 ATGCAAAGTTTCTTCGCTCCTTCCGTGGGGTCGCCGGCA
GCCAATCAGATATCGCAAAATTTTGACGGGAACTGA

ATGCAAAGTTTCTTCGCTCCTTCCGTGGGGT
CGCCGGCAGCCAATCAGATATCGCAAAATT
TTGACGGGAACTGA

MQSFFAPSVGSPAANQI
SQNFDGN*

MQSFFAPSVGSPAA
NQISQNFDGN*

TTCCGTATTC GCTTTACATA 0 S 0 0 0 0 0

560 416 af AN4232.1 54.m06784 AO070234000014 0 -253 -242 ATGCTCGGATAA ATGCTCGGATAA MLG* MLG* GTCCCGCATT TTCTCACAGC 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

561 416 af AN4232.1 54.m06784 AO070234000014 0 -201 -145 ATGTGCTCGTCTTTGTATCAGCAAAGGAAATATTTTTTGGC
GCCGCAAAATTGTTGA

ATGTGCTCGTCTTTGTATCAGCAAAGGAAATATTTT
TTGGCGCCGCAAAATTGTTGA

MCSSLYQQRKYFLAPQN
C*

MCSSLYQQRKYFLA
PQNC*

TGGATTTCTG TCCGAGCTCC 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

556 416 an AN4232.1 54.m06784 AO070234000014 0 -200 -186 ATGACCAGATTATGA ATGACCAGATTATGA MTRL* MTRL* TTGTGAATAA TACAGTGAGG 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

557 416 an AN4232.1 54.m06784 AO070234000014 0 -189 -178 ATGATACAGTGA ATGATACAGTGA MIQ* MIQ* TGACCAGATT GGAAGACGGC 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

558 416 an AN4232.1 54.m06784 AO070234000014 0 -165 -31 ATGCTCCGCAGACAAAAAATTATATGGGGACACCGCAGAA
ATATTGATCCGGACAATCTTTGCGGAGCCCGGGCTTTATC
TTTTTTTTCCGCCCAGAAAAAAGATCAGCTAGACCATCGAA
AGATACCTTGGTAA

ATGCTCCGCAGACAAAAAATTATATGGGGACACC
GCAGAAATATTGATCCGGACAATCTTTGCGGAGC
CCGGGCTTTATCTTTTTTTTCCGCCCAGAAAAAA
GATCAGCTAGACCATCGAAAGATACCTTGGTAA

MLRRQKIIWGHRRNIDPD
NLCGARALSFFSAQKKD
QLDHRKIPW*

MLRRQKIIWGHRRNIDP
DNLCGARALSFFSAQKK
DQLDHRKIPW*

AAGACGGCTC TTCTCTGCTT 0 J 0 MG00087.1 NCU04503.1 YHR066W 0
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559 416 an AN4232.1 54.m06784 AO070234000014 0 -142 -119 ATGGGGACACCGCAGAAATATTGA ATGGGGACACCGCAGAAATATTGA MGTPQKY* MGTPQKY* AAAAAATTAT TCCGGACAAT 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

562 416 ao AN4232.1 54.m06784 AO070234000014 0 -240 -205 ATGACACCAAAAGTTTGTACTCGGTGGACTGATTGA ATGACACCAAAAGTTTGTACTCGGTGGACT
GATTGA

MTPKVCTRWTD* MTPKVCTRWTD* GAATCAATAT ATAGTTTCTT 0 J 0 MG00087.1 NCU04503.1 YHR066W 0

563 417 af AN3140.1 59.m08585 AO070303000003 0 -135 -124 ATGTCTCGGTGA ATGTCTCGGTGA MSR* MSR* GGACAACGCA CCTCTTCATT 0 0 0 0 0 0
564 417 ao AN3140.1 59.m08585 AO070303000003 0 -239 -225 ATGACTGTCAGCTAG ATGACTGTCAGCTAG MTVS* MTVS* TCTGGTCTAG GGATACCCTA 0 0 0 0 0 0
570 430 af AN6004.1 72.m19138 AO070340000274 0 -221 -144 ATGCGCGACCAAAGCTACTCCACCGTGGCGGTGCATGCA

ACCCCTCACAACGTCATATGTGGCGCAATTATGGGCTAG
ATGCGCGACCAAAGCTACTCCACCGTGGCGGTGC
ATGCAACCCCTCACAACGTCATATGTGGCGCAATT
ATGGGCTAG

MRDQSYSTVAVHATPHN
VICGAIMG*

MRDQSYSTVAVHAT
PHNVICGAIMG*

ACTTTTTCAC GCTGCACGCC 0  FG08365.1 MG00444.1 0 0 0

571 430 af AN6004.1 72.m19138 AO070340000274 0 -187 -44 ATGCAACCCCTCACAACGTCATATGTGGCGCAATTATGGG
CTAGGCTGCACGCCAAAATAAATACAGCTTGTTGTCGTCC
TGCACTTTCACATTTCGATCATCCTACAAGTTTCTGTGAAA
ATTGCGAATCCATAATTACTTAA

ATGCAACCCCTCACAACGTCATATGTGGCGCAATT
ATGGGCTAGGCTGCACGCCAAAATAAATACAGCTT
GTTGTCGTCCTGCACTTTCACATTTCGATCATCCTA
CAAGTTTCTGTGAAAATTGCGAATCCATAATTACTT
AA

MQPLTTSYVAQLWARLH
AKINTACCRPALSHFDHP
TSFCENCESIIT*

MQPLTTSYVAQLWA
RLHAKINTACCRPAL
SHFDHPTSFCENCE
SIIT*

GTGGCGGTGC GCACATACTT 0  FG08365.1 MG00444.1 0 0 0

572 430 af AN6004.1 72.m19138 AO070340000274 0 -165 -127 ATGTGGCGCAATTATGGGCTAGGCTGCACGCCAAAATAA ATGTGGCGCAATTATGGGCTAGGCTGCACGCCAA
AATAA

MWRNYGLGCTPK* MWRNYGLGCTPK* ACAACGTCAT ATACAGCTTG 0  FG08365.1 MG00444.1 0 0 0

566 430 an AN6004.1 72.m19138 AO070340000274 0 -223 -197 ATGTATCAACCTGACGTTTGCACATGA ATGTATCAACCTGACGTTTGCACATGA MYQPDVCT* MYQPDVCT* AACTAAAATA AAGCAAGCTA 0  FG08365.1 MG00444.1 0 0 0
567 430 an AN6004.1 72.m19138 AO070340000274 0 -200 -111 ATGAAAGCAAGCTATGACCATGGGCCACCCCACCGTGGC

TGTGCCGCAAACGTCATAACGTACGGTGTGGCTGCGTTC
GTCATCGTCTAG

ATGAAAGCAAGCTATGACCATGGGCCACCCCAC
CGTGGCTGTGCCGCAAACGTCATAACGTACGGT
GTGGCTGCGTTCGTCATCGTCTAG

MKASYDHGPPHRGCAA
NVITYGVAAFVIV*

MKASYDHGPPHRGCAA
NVITYGVAAFVIV*

ACGTTTGCAC AATAAATACC 0  FG08365.1 MG00444.1 0 0 0

568 430 an AN6004.1 72.m19138 AO070340000274 0 -187 -143 ATGACCATGGGCCACCCCACCGTGGCTGTGCCGCAAACG
TCATAA

ATGACCATGGGCCACCCCACCGTGGCTGTGCCG
CAAACGTCATAA

MTMGHPTVAVPQTS* MTMGHPTVAVPQTS* AAAGCAAGCT CGTACGGTGT 0  FG08365.1 MG00444.1 0 0 0

569 430 an AN6004.1 72.m19138 AO070340000274 0 -181 -143 ATGGGCCACCCCACCGTGGCTGTGCCGCAAACGTCATAA ATGGGCCACCCCACCGTGGCTGTGCCGCAAACG
TCATAA

MGHPTVAVPQTS* MGHPTVAVPQTS* AGCTATGACC CGTACGGTGT 0  FG08365.1 MG00444.1 0 0 0

573 430 ao AN6004.1 72.m19138 AO070340000274 0 -198 -37 ATGTTGATGACGACTCCCCACTGTGGCTGTGCAACGTGCC
CCTCTCTCCCACGTCATCTGTGGCTCGACTGCTCCGCTCA
AATAAATACTCCTGAATTGTTCTTCCATTCCTATAACTCTCT
ATTATTTCAATTGCACCCCCTGCTGATATACCGATCTTGA

ATGTTGATGACGACTCCCCACTGTGGCTGT
GCAACGTGCCCCTCTCTCCCACGTCATCTG
TGGCTCGACTGCTCCGCTCAAATAAATACTC
CTGAATTGTTCTTCCATTCCTATAACTCTCTA
TTATTTCAATTGCACCCCCTGCTGATATACC
GATCTTGA

MLMTTPHCGCATCPSLP
RHLWLDCSAQINTPELFF
HSYNSLLFQLHPLLIYRS*

MLMTTPHCGCATC
PSLPRHLWLDCSAQ
INTPELFFHSYNSLL
FQLHPLLIYRS*

TTGCCGTCAC TATATTCTCT 0  FG08365.1 MG00444.1 0 0 0

574 430 ao AN6004.1 72.m19138 AO070340000274 0 -192 -37 ATGACGACTCCCCACTGTGGCTGTGCAACGTGCCCCTCT
CTCCCACGTCATCTGTGGCTCGACTGCTCCGCTCAAATAA
ATACTCCTGAATTGTTCTTCCATTCCTATAACTCTCTATTAT
TTCAATTGCACCCCCTGCTGATATACCGATCTTGA

ATGACGACTCCCCACTGTGGCTGTGCAACG
TGCCCCTCTCTCCCACGTCATCTGTGGCTC
GACTGCTCCGCTCAAATAAATACTCCTGAAT
TGTTCTTCCATTCCTATAACTCTCTATTATTT
CAATTGCACCCCCTGCTGATATACCGATCTT
GA

MTTPHCGCATCPSLPRH
LWLDCSAQINTPELFFHS
YNSLLFQLHPLLIYRS*

MTTPHCGCATCPSL
PRHLWLDCSAQINT
PELFFHSYNSLLFQL
HPLLIYRS*

TCACATGTTG TATATTCTCT 0  FG08365.1 MG00444.1 0 0 0

580 433 af AN6824.1 71.m15292 AO070314000104 0 -513 -499 ATGATGACTGTTTGA ATGATGACTGTTTGA MMTV* MMTV* AGGATCAGGT GCCGTGCAAC 0 G 0 0 0 YJR049C YJR049C
581 433 af AN6824.1 71.m15292 AO070314000104 0 -510 -499 ATGACTGTTTGA ATGACTGTTTGA MTV* MTV* ATCAGGTATG GCCGTGCAAC 0 G 0 0 0 YJR049C YJR049C
575 433 an AN6824.1 71.m15292 AO070314000104 0 -185 -27 ATGATGGTATCCCGTAGATATGTCGATAAGGGAGCGGCG

GTTTCTCCCGAAGGTTTCAACGTTGGTGCTGCCGGTGTTG
GAGTCGAGCTCAACCTTCACCTTCCAGAGAAATGGTTTTG
TTCTAATATGCGGGCGAGCAGTACATGCTCTCAAGTCTAG

ATGATGGTATCCCGTAGATATGTCGATAAGGGAG
CGGCGGTTTCTCCCGAAGGTTTCAACGTTGGTG
CTGCCGGTGTTGGAGTCGAGCTCAACCTTCACC
TTCCAGAGAAATGGTTTTGTTCTAATATGCGGGC
GAGCAGTACATGCTCTCAAGTCTAG

MMVSRRYVDKGAAVSPE
GFNVGAAGVGVELNLHL
PEKWFCSNMRASSTCSQ
V*

MMVSRRYVDKGAAVSP
EGFNVGAAGVGVELNL
HLPEKWFCSNMRASST
CSQV*

GCCTCAGGGT GACTCGCTCT 0 G 0 0 0 YJR049C YJR049C

576 433 an AN6824.1 71.m15292 AO070314000104 0 -182 -27 ATGGTATCCCGTAGATATGTCGATAAGGGAGCGGCGGTTT
CTCCCGAAGGTTTCAACGTTGGTGCTGCCGGTGTTGGAG
TCGAGCTCAACCTTCACCTTCCAGAGAAATGGTTTTGTTCT
AATATGCGGGCGAGCAGTACATGCTCTCAAGTCTAG

ATGGTATCCCGTAGATATGTCGATAAGGGAGCG
GCGGTTTCTCCCGAAGGTTTCAACGTTGGTGCTG
CCGGTGTTGGAGTCGAGCTCAACCTTCACCTTCC
AGAGAAATGGTTTTGTTCTAATATGCGGGCGAGC
AGTACATGCTCTCAAGTCTAG

MVSRRYVDKGAAVSPEG
FNVGAAGVGVELNLHLP
EKWFCSNMRASSTCSQV
*

MVSRRYVDKGAAVSPE
GFNVGAAGVGVELNLH
LPEKWFCSNMRASSTC
SQV*

TCAGGGTATG GACTCGCTCT 0 G 0 0 0 YJR049C YJR049C

577 433 an AN6824.1 71.m15292 AO070314000104 0 -166 -8 ATGTCGATAAGGGAGCGGCGGTTTCTCCCGAAGGTTTCAA
CGTTGGTGCTGCCGGTGTTGGAGTCGAGCTCAACCTTCA
CCTTCCAGAGAAATGGTTTTGTTCTAATATGCGGGCGAGC
AGTACATGCTCTCAAGTCTAGGACTCGCTCTTTGTGCTGA

ATGTCGATAAGGGAGCGGCGGTTTCTCCCGAAG
GTTTCAACGTTGGTGCTGCCGGTGTTGGAGTCG
AGCTCAACCTTCACCTTCCAGAGAAATGGTTTTG
TTCTAATATGCGGGCGAGCAGTACATGCTCTCAA
GTCTAGGACTCGCTCTTTGTGCTGA

MSIRERRFLPKVSTLVLP
VLESSSTFTFQRNGFVLI
CGRAVHALKSRTRSLC*

MSIRERRFLPKVSTLVLP
VLESSSTFTFQRNGFVLI
CGRAVHALKSRTRSLC*

TCCCGTAGAT GTGCAAGATG 0 G 0 0 0 YJR049C YJR049C

578 433 an AN6824.1 71.m15292 AO070314000104 0 -75 -61 ATGGTTTTGTTCTAA ATGGTTTTGTTCTAA MVLF* MVLF* TTCCAGAGAA TATGCGGGCG 0 G 0 0 0 YJR049C YJR049C
584 437 af AN4251.1 54.m07028 AO070324000161 0 -115 -50 ATGTGTGCCTCAGGCCTAAAACATCCGCCAAGCCCAACAT

CAAAAGTTCGATCGGCCGGAAACTGA
ATGTGTGCCTCAGGCCTAAAACATCCGCCAAGCCC
AACATCAAAAGTTCGATCGGCCGGAAACTGA

MCASGLKHPPSPTSKVR
SAGN*

MCASGLKHPPSPTS
KVRSAGN*

AGCATACACT GCATTTCGCA 0 J 0 0 0 0 0

582 437 an AN4251.1 54.m07028 AO070324000161 0 -226 -206 ATGCGACTCAGGCTGACTTAA ATGCGACTCAGGCTGACTTAA MRLRLT* MRLRLT* TCCAGTAACT TACGTACCTG 0 J 0 0 0 0 0
583 437 an AN4251.1 54.m07028 AO070324000161 0 -179 -102 ATGGTTACGTGCGGAGTTGTCCGGGAGTGGTATTTTGAAG

TAGATGGTAATAGGCCAGAACTGCTGCCTGAGGCATAA
ATGGTTACGTGCGGAGTTGTCCGGGAGTGGTAT
TTTGAAGTAGATGGTAATAGGCCAGAACTGCTGC
CTGAGGCATAA

MVTCGVVREWYFEVDG
NRPELLPEA*

MVTCGVVREWYFEVDG
NRPELLPEA*

TGCCTGTCTT AAGTACCGTG 0 J 0 0 0 0 0

585 437 ao AN4251.1 54.m07028 AO070324000161 0 -168 -148 ATGGGGTACTCCGGAGATTGA ATGGGGTACTCCGGAGATTGA MGYSGD* MGYSGD* CAATAATAAT AGTATGAATA 0 J 0 0 0 0 0
586 437 ao AN4251.1 54.m07028 AO070324000161 0 -110 -54 ATGCCTCAGGCAGAAGGCTCGCCAAGCCCGACATCAAAA

GTTCGAGCGGAAAGATAA
ATGCCTCAGGCAGAAGGCTCGCCAAGCCC
GACATCAAAAGTTCGAGCGGAAAGATAA

MPQAEGSPSPTSKVRAE
R*

MPQAEGSPSPTSKV
RAER*

CTGTTCCTGG CCCAGGAAGT 0 J 0 0 0 0 0

593 442 af AN2528.1 59.m08451 AO070300000123 0 -153 -70 ATGCGTTTGCTTGTAGTTGTAGGTTTCTCGTATGCGCATAG
GAGTGAGGGACTACATAAAGGGAGTTGGTTGCTTAAGCCT
TGA

ATGCGTTTGCTTGTAGTTGTAGGTTTCTCGTATGCG
CATAGGAGTGAGGGACTACATAAAGGGAGTTGGTT
GCTTAAGCCTTGA

MRLLVVVGFSYAHRSEG
LHKGSWLLKP*

MRLLVVVGFSYAHR
SEGLHKGSWLLKP*

TTTTCCACGT GGAACAGAGC 0 E 0 0 0 0 0

592 442 an AN2528.1 59.m08451 AO070300000123 0 -188 -174 ATGTTCCACGTATAG ATGTTCCACGTATAG MFHV* MFHV* GGCTGCCAAC GACGTTCTAC 0 E 0 0 0 0 0
603 444 af AN9204.1 58.m07216 AO070338000019 0 -244 -164 ATGAGAGGCGGAATCACGCCCGCAGATGTCGTCTCAATT

CAGACTCCGCACAGGCTTAGCGGCCGTATTCTTATTGATT
GA

ATGAGAGGCGGAATCACGCCCGCAGATGTCGTCT
CAATTCAGACTCCGCACAGGCTTAGCGGCCGTATT
CTTATTGATTGA

MRGGITPADVVSIQTPHR
LSGRILID*

MRGGITPADVVSIQT
PHRLSGRILID*

TCAGTATTGC TGACTCATTA 0 J 0 0 0 0 0

604 444 af AN9204.1 58.m07216 AO070338000019 0 -219 -130 ATGTCGTCTCAATTCAGACTCCGCACAGGCTTAGCGGCCG
TATTCTTATTGATTGATGACTCATTATTATTTAGGCCCCCAG
AGAGCTGA

ATGTCGTCTCAATTCAGACTCCGCACAGGCTTAGC
GGCCGTATTCTTATTGATTGATGACTCATTATTATTT
AGGCCCCCAGAGAGCTGA

MSSQFRLRTGLAAVFLLI
DDSLLFRPPES*

MSSQFRLRTGLAAV
FLLIDDSLLFRPPES*

ACGCCCGCAG GCGCGAGAGC 0 J 0 0 0 0 0

605 444 af AN9204.1 58.m07216 AO070338000019 0 -164 -60 ATGACTCATTATTATTTAGGCCCCCAGAGAGCTGAGCGCG
AGAGCTCACCGATGAGAAATGTCTCCATATATATATCTCCG
CTTGCTCTGTTGAATGTCGTTTGA

ATGACTCATTATTATTTAGGCCCCCAGAGAGCTGA
GCGCGAGAGCTCACCGATGAGAAATGTCTCCATAT
ATATATCTCCGCTTGCTCTGTTGAATGTCGTTTGA

MTHYYLGPQRAERESSP
MRNVSIYISPLALLNVV*

MTHYYLGPQRAERE
SSPMRNVSIYISPLA
LLNVV*

TTATTGATTG GATATCGCGC 0 J 0 0 0 0 0

606 444 af AN9204.1 58.m07216 AO070338000019 0 -113 -60 ATGAGAAATGTCTCCATATATATATCTCCGCTTGCTCTGTT
GAATGTCGTTTGA

ATGAGAAATGTCTCCATATATATATCTCCGCTTGCT
CTGTTGAATGTCGTTTGA

MRNVSIYISPLALLNVV* MRNVSIYISPLALLN
VV*

GAGCTCACCG GATATCGCGC 0 J 0 0 0 0 0

607 444 af AN9204.1 58.m07216 AO070338000019 0 -106 -71 ATGTCTCCATATATATATCTCCGCTTGCTCTGTTGA ATGTCTCCATATATATATCTCCGCTTGCTCTGTTGA MSPYIYLRLLC* MSPYIYLRLLC* CCGATGAGAA ATGTCGTTTG 0 J 0 0 0 0 0

602 444 an AN9204.1 58.m07216 AO070338000019 0 -161 -150 ATGCGTTGGTAA ATGCGTTGGTAA MRW* MRW* TGTATATTAT ACTGAAGGAT 0 J 0 0 0 0 0
608 444 ao AN9204.1 58.m07216 AO070338000019 0 -239 -201 ATGAATTTCGATCTCTATATTTTCTGTCAAAGGACTTGA ATGAATTTCGATCTCTATATTTTCTGTCAAAG

GACTTGA
MNFDLYIFCQRT* MNFDLYIFCQRT* CTAAGTATTC CCCACTGTTA 0 J 0 0 0 0 0

609 444 ao AN9204.1 58.m07216 AO070338000019 0 -164 -117 ATGTCCATATCGGTTGTCCAATATATGGCGGGCACTCTTT
CCGGTTAA

ATGTCCATATCGGTTGTCCAATATATGGCGG
GCACTCTTTCCGGTTAA

MSISVVQYMAGTLSG* MSISVVQYMAGTLS
G*

TGTACATCCA ATCTCAGATT 0 J 0 0 0 0 0

610 444 ao AN9204.1 58.m07216 AO070338000019 0 -140 -117 ATGGCGGGCACTCTTTCCGGTTAA ATGGCGGGCACTCTTTCCGGTTAA MAGTLSG* MAGTLSG* TGTCCAATAT ATCTCAGATT 0 J 0 0 0 0 0
611 448 an AN0794.1 70.m15402 AO070239000017 0 -246 -229 ATGAACCTGTCGTCTTGA ATGAACCTGTCGTCTTGA MNLSS* MNLSS* TACTTCTACC TCTTCGCCTT 0 K 0 0 0 0 0
612 448 an AN0794.1 70.m15402 AO070239000017 0 -218 -126 ATGCCAATCCCAACCTCTTCGATATTCTCGCCGTTCCTGTC

TTTCACCGGCTGCCTGAAACCCCACGCGCGACCTATTCTT
GGAGCCCAATGA

ATGCCAATCCCAACCTCTTCGATATTCTCGCCGT
TCCTGTCTTTCACCGGCTGCCTGAAACCCCACGC
GCGACCTATTCTTGGAGCCCAATGA

MPIPTSSIFSPFLSFTGCL
KPHARPILGAQ*

MPIPTSSIFSPFLSFTGC
LKPHARPILGAQ*

TCTTCGCCTT AACGAACTTG 0 K 0 0 0 0 0

613 448 an AN0794.1 70.m15402 AO070239000017 0 -129 -112 ATGAAACGAACTTGCTGA ATGAAACGAACTTGCTGA MKRTC* MKRTC* TTGGAGCCCA GCAGGTATCT 0 K 0 0 0 0 0
629 459 af AN6162.1 72.m19009 AO070340000046 0 -100 -86 ATGACGCTTCTTTGA ATGACGCTTCTTTGA MTLL* MTLL* AATCCAGACT GGCCATCACA 0 O 0 0 0 0 0
626 459 an AN6162.1 72.m19009 AO070340000046 0 -262 -218 ATGTCGAGAACAATCCGGGCGCTGAACGAGGAACAAAAG

AAATAA
ATGTCGAGAACAATCCGGGCGCTGAACGAGGAA
CAAAAGAAATAA

MSRTIRALNEEQKK* MSRTIRALNEEQKK* AGGGTTCTAT AGCATGGCGC 0 O 0 0 0 0 0

627 459 an AN6162.1 72.m19009 AO070340000046 0 -214 -194 ATGGCGCGCATTGGTCCCTGA ATGGCGCGCATTGGTCCCTGA MARIGP* MARIGP* GAAATAAAGC GGCTCCAGCT 0 O 0 0 0 0 0
628 459 an AN6162.1 72.m19009 AO070340000046 0 -75 -61 ATGCTTCTTCCCTGA ATGCTTCTTCCCTGA MLLP* MLLP* CTGCCACGCC CACTACCTTA 0 O 0 0 0 0 0
630 459 ao AN6162.1 72.m19009 AO070340000046 0 -146 -135 ATGACGCATTAA ATGACGCATTAA MTH* MTH* CCACTCAATC ATCCCTGAGC 0 O 0 0 0 0 0
631 460 ao AN4206.1 54.m06765 AO070231000018 0 -193 -152 ATGCCCAGACTGGTGTGCAACGCCACCGACCAGCAACAC

TAA
ATGCCCAGACTGGTGTGCAACGCCACCGAC
CAGCAACACTAA

MPRLVCNATDQQH* MPRLVCNATDQQH* TCCTTATTTT ACATATATTA 0 A 0 0 0 0 0

635 463 af AN3852.1 58.m07832 AO070305000091 0 -248 -84 ATGACATCGCAGAGCGGAGGCGGTGCCCTCATTCCTGAG
GCAGTGAGGCACACCACTTCCCAACTATCGCATGCTGTCT
ACACGCCATATGGACATATCGATGGGGCTGACGATCGAG
CCACCAATTGCCGATATCATTCATTCCATCGATTCATTTCG
ATGTGA

ATGACATCGCAGAGCGGAGGCGGTGCCCTCATTC
CTGAGGCAGTGAGGCACACCACTTCCCAACTATCG
CATGCTGTCTACACGCCATATGGACATATCGATGG
GGCTGACGATCGAGCCACCAATTGCCGATATCATT
CATTCCATCGATTCATTTCGATGTGA

MTSQSGGGALIPEAVRH
TTSQLSHAVYTPYGHIDG
ADDRATNCRYHSFHRFIS
M*

MTSQSGGGALIPEA
VRHTTSQLSHAVYT
PYGHIDGADDRATN
CRYHSFHRFISM*

AAGTCCGGAA TTCTTTTGGG 0  0 0 0 0 0

636 463 af AN3852.1 58.m07832 AO070305000091 0 -178 -35 ATGCTGTCTACACGCCATATGGACATATCGATGGGGCTGA
CGATCGAGCCACCAATTGCCGATATCATTCATTCCATCGA
TTCATTTCGATGTGATTCTTTTGGGACAGACTTAAAGCATC
TCAAAGCCTCCGCCGTTGCCTGA

ATGCTGTCTACACGCCATATGGACATATCGATGGG
GCTGACGATCGAGCCACCAATTGCCGATATCATTC
ATTCCATCGATTCATTTCGATGTGATTCTTTTGGGA
CAGACTTAAAGCATCTCAAAGCCTCCGCCGTTGCC
TGA

MLSTRHMDISMGLTIEPPI
ADIIHSIDSFRCDSFGTDL
KHLKASAVA*

MLSTRHMDISMGLTI
EPPIADIIHSIDSFRC
DSFGTDLKHLKASA
VA*

CAACTATCGC GCGTCATACC 0  0 0 0 0 0

637 463 af AN3852.1 58.m07832 AO070305000091 0 -160 -35 ATGGACATATCGATGGGGCTGACGATCGAGCCACCAATT
GCCGATATCATTCATTCCATCGATTCATTTCGATGTGATTC
TTTTGGGACAGACTTAAAGCATCTCAAAGCCTCCGCCGTT
GCCTGA

ATGGACATATCGATGGGGCTGACGATCGAGCCAC
CAATTGCCGATATCATTCATTCCATCGATTCATTTC
GATGTGATTCTTTTGGGACAGACTTAAAGCATCTCA
AAGCCTCCGCCGTTGCCTGA

MDISMGLTIEPPIADIIHSID
SFRCDSFGTDLKHLKASA
VA*

MDISMGLTIEPPIADII
HSIDSFRCDSFGTD
LKHLKASAVA*

TACACGCCAT GCGTCATACC 0  0 0 0 0 0

638 463 af AN3852.1 58.m07832 AO070305000091 0 -148 -35 ATGGGGCTGACGATCGAGCCACCAATTGCCGATATCATTC
ATTCCATCGATTCATTTCGATGTGATTCTTTTGGGACAGAC
TTAAAGCATCTCAAAGCCTCCGCCGTTGCCTGA

ATGGGGCTGACGATCGAGCCACCAATTGCCGATAT
CATTCATTCCATCGATTCATTTCGATGTGATTCTTTT
GGGACAGACTTAAAGCATCTCAAAGCCTCCGCCGT
TGCCTGA

MGLTIEPPIADIIHSIDSFR
CDSFGTDLKHLKASAVA*

MGLTIEPPIADIIHSID
SFRCDSFGTDLKHL
KASAVA*

GGACATATCG GCGTCATACC 0  0 0 0 0 0

633 463 an AN3852.1 58.m07832 AO070305000091 0 -87 -70 ATGGGGCCTCCTGGATGA ATGGGGCCTCCTGGATGA MGPPG* MGPPG* CATTCTGCAT GGTTGAAGGA 0  0 0 0 0 0
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634 463 an AN3852.1 58.m07832 AO070305000091 0 -73 -14 ATGAGGTTGAAGGAACATACTTTCTCTTTCCCAGTGTCTG
GAGTTCAGAGCTCCTACTAA

ATGAGGTTGAAGGAACATACTTTCTCTTTCCCAG
TGTCTGGAGTTCAGAGCTCCTACTAA

MRLKEHTFSFPVSGVQS
SY*

MRLKEHTFSFPVSGVQ
SSY*

GGCCTCCTGG CCGCCATTTC 0  0 0 0 0 0

639 463 ao AN3852.1 58.m07832 AO070305000091 0 -248 -105 ATGACATCGTGGAGATCGATCGGAGGAGCGTTCCTCAGG
CCTCATCTTGACCCTAGGATCACCTCACATACTTTTATTGG
ATATCTTAGAAGCTTGCGGATGGGCATCGGCAGCAGAAAA
ATATCTCATCAACTATCCCGATAA

ATGACATCGTGGAGATCGATCGGAGGAGC
GTTCCTCAGGCCTCATCTTGACCCTAGGAT
CACCTCACATACTTTTATTGGATATCTTAGAA
GCTTGCGGATGGGCATCGGCAGCAGAAAA
ATATCTCATCAACTATCCCGATAA

MTSWRSIGGAFLRPHLD
PRITSHTFIGYLRSLRMGI
GSRKISHQLSR*

MTSWRSIGGAFLRP
HLDPRITSHTFIGYL
RSLRMGIGSRKISH
QLSR*

GGCGAGGGTG TTCAATGGGG 0  0 0 0 0 0

640 463 ao AN3852.1 58.m07832 AO070305000091 0 -149 -105 ATGGGCATCGGCAGCAGAAAAATATCTCATCAACTATCCC
GATAA

ATGGGCATCGGCAGCAGAAAAATATCTCAT
CAACTATCCCGATAA

MGIGSRKISHQLSR* MGIGSRKISHQLSR* AAGCTTGCGG TTCAATGGGG 0  0 0 0 0 0

641 463 ao AN3852.1 58.m07832 AO070305000091 0 -100 -83 ATGGGGCCTCTTAGGTGA ATGGGGCCTCTTAGGTGA MGPLR* MGPLR* CGATAATTCA CGTTGGAGTG 0  0 0 0 0 0
646 466 af AN4505.1 57.m05626 AO070311000058 0 -201 -178 ATGTTCTCCCAGGCCTCAGGCTGA ATGTTCTCCCAGGCCTCAGGCTGA MFSQASG* MFSQASG* TGTCATTTGT ACCGCTAAAG 0 R 0 0 0 0 0
647 466 af AN4505.1 57.m05626 AO070311000058 0 -136 -86 ATGGCGCCAAGCTTCCGCAATGCCAATTATTGTGGTTGCT

GTATCCGCTAG
ATGGCGCCAAGCTTCCGCAATGCCAATTATTGTGG
TTGCTGTATCCGCTAG

MAPSFRNANYCGCCIR* MAPSFRNANYCGC
CIR*

CACATCACCC AAGCGTTCTC 0 R 0 0 0 0 0

644 466 an AN4505.1 57.m05626 AO070311000058 0 -214 -146 ATGCAGACTATAGTGTTCTTTTTGATATGGAAGATAAGTTG
TGGTCTGGTTATATCCTTGATTATATAA

ATGCAGACTATAGTGTTCTTTTTGATATGGAAGAT
AAGTTGTGGTCTGGTTATATCCTTGATTATATAA

MQTIVFFLIWKISCGLVISL
II*

MQTIVFFLIWKISCGLVIS
LII*

CCTTTATTTT TCACACCGAA 0 R 0 0 0 0 0

645 466 an AN4505.1 57.m05626 AO070311000058 0 -188 ATGGAAGATAAGTTGTGGTCTGGTTATATCCTTGATTATAT
AATCACACCGAAGCGGGTTGACCTAACTCAACTCTCAATC
TATCGCGACTCGACATTCACAAGCTTTGCCTTGCCGCCGA
TTCCCCGTCATCTCTTTTTTGCCGCGCCCCTTTCAACGAAA
AGGAATTTGCTTTCTCATTTGGCATAA

ATGGAAGATAAGTTGTGGTCTGGTTATATCCTTG
ATTATATAATCACACCGAAGCGGGTTGACCTAAC
TCAACTCTCAATCTATCGCGACTCGACATTCACA
AGCTTTGCCTTGCCGCCGATTCCCCGTCATCTCT
TTTTTGCCGCGCCCCTTTCAACGAAAAGGAATTT
GCTTTCTCATTTGGCATAA

MEDKLWSGYILDYIITPKR
VDLTQLSIYRDSTFTSFAL
PPIPRHLFFAAPLSTKRNL
LSHLA*

MEDKLWSGYILDYIITPK
RVDLTQLSIYRDSTFTSF
ALPPIPRHLFFAAPLSTK
RNLLSHLA*

TCTTTTTGAT TGTCTGGAGA 0 R 0 0 0 0 0

649 466 ao AN4505.1 57.m05626 AO070311000058 0 -144 -34 ATGAATGATCGCTCCCAAGCTTCTCGCGACCCAAGGCATT
GTGAACGATTTCGTCGAGCCGGAATTCACTTGGTTGTTTTT
TTTTCCCGTGGCATCCTTTTCGATATATAA

ATGAATGATCGCTCCCAAGCTTCTCGCGAC
CCAAGGCATTGTGAACGATTTCGTCGAGCC
GGAATTCACTTGGTTGTTTTTTTTTCCCGTG
GCATCCTTTTCGATATATAA

MNDRSQASRDPRHCER
FRRAGIHLVVFFSRGILFD
I*

MNDRSQASRDPRH
CERFRRAGIHLVVF
FSRGILFDI*

ACCTCCGGCA ACCTCTACCC 0 R 0 0 0 0 0

651 469 af AN0422.1 54.m07010 AO070283000023 0 -209 -84 ATGGTTCCCTATAAACATCTTGTTGTTCGCACCCACATTCT
CTTTCCCAGGTTCTTACATTCTCTTCCCATCATCTGCGTTC
TTGATCGCTGCTTGGTGACTGCTGCGTTCTTAGCCAGGCA
GTAA

ATGGTTCCCTATAAACATCTTGTTGTTCGCACCCAC
ATTCTCTTTCCCAGGTTCTTACATTCTCTTCCCATCA
TCTGCGTTCTTGATCGCTGCTTGGTGACTGCTGCG
TTCTTAGCCAGGCAGTAA

MVPYKHLVVRTHILFPRF
LHSLPIICVLDRCLVTAAF
LARQ*

MVPYKHLVVRTHILF
PRFLHSLPIICVLDR
CLVTAAFLARQ*

TCAAGGGAAA GCATTTCGAG 0 K 0 0 0 0 0

650 469 an AN0422.1 54.m07010 AO070283000023 0 -255 -205 ATGCTACTACTGGGGATACATTCACCCTCCCCTCTCCAGG
GGGATTCCTGA

ATGCTACTACTGGGGATACATTCACCCTCCCCTC
TCCAGGGGGATTCCTGA

MLLLGIHSPSPLQGDS* MLLLGIHSPSPLQGDS* TGATCCAGCA GCTCTCCCGT 0 K 0 0 0 0 0

652 469 ao AN0422.1 54.m07010 AO070283000023 0 -146 -123 ATGTGGCGAAATTCTATTCGATGA ATGTGGCGAAATTCTATTCGATGA MWRNSIR* MWRNSIR* TTGCGGCGCC GATGATAGCC 0 K 0 0 0 0 0
653 469 ao AN0422.1 54.m07010 AO070283000023 0 -121 -41 ATGATAGCCTCGTCAAGGGAAGTCGGTGTATATTATTTACT

AGGCAAGAAATATTTCCCACCCTCGACACCTTCGGTTTAG
ATGATAGCCTCGTCAAGGGAAGTCGGTGTA
TATTATTTACTAGGCAAGAAATATTTCCCACC
CTCGACACCTTCGGTTTAG

MIASSREVGVYYLLGKKY
FPPSTPSV*

MIASSREVGVYYLL
GKKYFPPSTPSV*

ATTCGATGAG AATTTATCCT 0 K 0 0 0 0 0

655 472 af AN9090.1 66.m04770 AO070332000188 0 -141 -46 ATGCCGACGCGACTTTTCTGCCACTTCTGCGCCATCGCAC
TGATAGAAATCATTTTCGTGTTTTTCGCTAATACTAATTACT
ATGTTCCCAGATAG

ATGCCGACGCGACTTTTCTGCCACTTCTGCGCCAT
CGCACTGATAGAAATCATTTTCGTGTTTTTCGCTAA
TACTAATTACTATGTTCCCAGATAG

MPTRLFCHFCAIALIEIIFV
FFANTNYYVPR*

MPTRLFCHFCAIALI
EIIFVFFANTNYYVP
R*

GAGGTATGTA CATTAACGCG 0 R 0 0 0 0 0

654 472 an AN9090.1 66.m04770 AO070332000188 0 -117 -67 ATGCGAGGTCTCTATTCATATTCTGAACGCGCGAATAACA
CAGTAGGCTAA

ATGCGAGGTCTCTATTCATATTCTGAACGCGCGA
ATAACACAGTAGGCTAA

MRGLYSYSERANNTVG* MRGLYSYSERANNTVG* AACTTAAGGT GCTAACACTG 0 R 0 0 0 0 0

657 472 ao AN9090.1 66.m04770 AO070332000188 0 -154 -62 ATGCGCAAGAGTCTTCCTGTCCCCCGAGGGGCGTGGTTC
GAGAACGAGGTGCTACAAATGGCGGAGTACTCGATCTCG
GTCGAAGAAATCTAA

ATGCGCAAGAGTCTTCCTGTCCCCCGAGGG
GCGTGGTTCGAGAACGAGGTGCTACAAATG
GCGGAGTACTCGATCTCGGTCGAAGAAATC
TAA

MRKSLPVPRGAWFENEV
LQMAEYSISVEEI*

MRKSLPVPRGAWF
ENEVLQMAEYSISV
EEI*

AATTTGAGGT TTAACTGGGG 0 R 0 0 0 0 0

658 472 ao AN9090.1 66.m04770 AO070332000188 0 -97 -62 ATGGCGGAGTACTCGATCTCGGTCGAAGAAATCTAA ATGGCGGAGTACTCGATCTCGGTCGAAGAA
ATCTAA

MAEYSISVEEI* MAEYSISVEEI* GGTGCTACAA TTAACTGGGG 0 R 0 0 0 0 0

659 474 af AN6514.1 62.m03101 AO070270000009 0 -210 -187 ATGCATCGATCAATCGAGGTGTAG ATGCATCGATCAATCGAGGTGTAG MHRSIEV* MHRSIEV* CAAGTTTGAC TTGTTCCTCA 0 L 0 0 0 YGL246C 0
660 474 af AN6514.1 62.m03101 AO070270000009 0 -143 -78 ATGTACTGGTGTCTTTCTCTATTTAACAATCCGGATTGGTC

GCAAGCAGCCTATATAGATGCCTGA
ATGTACTGGTGTCTTTCTCTATTTAACAATCCGGAT
TGGTCGCAAGCAGCCTATATAGATGCCTGA

MYWCLSLFNNPDWSQA
AYIDA*

MYWCLSLFNNPDW
SQAAYIDA*

AGACGATCAT GCTTCAAATA 0 L 0 0 0 YGL246C 0

661 474 af AN6514.1 62.m03101 AO070270000009 0 -85 -44 ATGCCTGAGCTTCAAATAGCTTCCCCTTGGAGAATCACTT
GA

ATGCCTGAGCTTCAAATAGCTTCCCCTTGGAGAAT
CACTTGA

MPELQIASPWRIT* MPELQIASPWRIT* GCCTATATAG TTTTCTTTAA 0 L 0 0 0 YGL246C 0

662 474 ao AN6514.1 62.m03101 AO070270000009 0 -233 -213 ATGTCTGGGTCGACGCGATAG ATGTCTGGGTCGACGCGATAG MSGSTR* MSGSTR* TCCTAGCTGT TTGTTCGTTT 0 L 0 0 0 YGL246C 0
663 474 ao AN6514.1 62.m03101 AO070270000009 0 -189 -127 ATGTTGCGATCACTTAGATTTCCCTTTGGTTTATTTAATTTT

TTCATGTTTGACTTTTACTAG
ATGTTGCGATCACTTAGATTTCCCTTTGGTTT
ATTTAATTTTTTCATGTTTGACTTTTACTAG

MLRSLRFPFGLFNFFMF
DFY*

MLRSLRFPFGLFNF
FMFDFY*

CTACTATTAG CCACCATTCT 0 L 0 0 0 YGL246C 0

664 474 ao AN6514.1 62.m03101 AO070270000009 0 -144 -127 ATGTTTGACTTTTACTAG ATGTTTGACTTTTACTAG MFDFY* MFDFY* TAATTTTTTC CCACCATTCT 0 L 0 0 0 YGL246C 0
665 474 ao AN6514.1 62.m03101 AO070270000009 0 -66 -49 ATGATTATCCGTTGTTGA ATGATTATCCGTTGTTGA MIIRC* MIIRC* CAACGTCCTG TCTAGCTACA 0 L 0 0 0 YGL246C 0
670 478 af AN3915.1 69.m15012 AO070324000102 0 -275 -120 ATGGGCTATAATCCGAATGTATACCAATGCCTATTACATAC

GGCAAGTTCCGCTTGTGAACGGTATTTTCCATCTAGTATCA
GGTCTTGGTACACTGCCATTCACTTCCGTGCTCACCAGTC
CCGGCCCTCCCCTCAGACCATTCCCTTGTGGTGA

ATGGGCTATAATCCGAATGTATACCAATGCCTATTA
CATACGGCAAGTTCCGCTTGTGAACGGTATTTTCC
ATCTAGTATCAGGTCTTGGTACACTGCCATTCACTT
CCGTGCTCACCAGTCCCGGCCCTCCCCTCAGACC
ATTCCCTTGTGGTGA

MGYNPNVYQCLLHTASS
ACERYFPSSIRSWYTAIH
FRAHQSRPSPQTIPLW*

MGYNPNVYQCLLHT
ASSACERYFPSSIRS
WYTAIHFRAHQSRP
SPQTIPLW*

GTCTGGGTAT TATTTATACC 0 G 0 0 0 0 0

671 478 af AN3915.1 69.m15012 AO070324000102 0 -259 -83 ATGTATACCAATGCCTATTACATACGGCAAGTTCCGCTTGT
GAACGGTATTTTCCATCTAGTATCAGGTCTTGGTACACTGC
CATTCACTTCCGTGCTCACCAGTCCCGGCCCTCCCCTCAG
ACCATTCCCTTGTGGTGATATTTATACCTTCCTACTTCAAAT
CTTGCCTCGATAG

ATGTATACCAATGCCTATTACATACGGCAAGTTCCG
CTTGTGAACGGTATTTTCCATCTAGTATCAGGTCTT
GGTACACTGCCATTCACTTCCGTGCTCACCAGTCC
CGGCCCTCCCCTCAGACCATTCCCTTGTGGTGATA
TTTATACCTTCCTACTTCAAATCTTGCCTCGATAG

MYTNAYYIRQVPLVNGIF
HLVSGLGTLPFTSVLTSP
GPPLRPFPCGDIYTFLLQI
LPR*

MYTNAYYIRQVPLV
NGIFHLVSGLGTLPF
TSVLTSPGPPLRPF
PCGDIYTFLLQILPR*

TATAATCCGA CTTCAGCATT 0 G 0 0 0 0 0

672 478 af AN3915.1 69.m15012 AO070324000102 0 -249 -217 ATGCCTATTACATACGGCAAGTTCCGCTTGTGA ATGCCTATTACATACGGCAAGTTCCGCTTGTGA MPITYGKFRL* MPITYGKFRL* ATGTATACCA ACGGTATTTT 0 G 0 0 0 0 0
666 478 an AN3915.1 69.m15012 AO070324000102 0 -178 -158 ATGTATGCTGATGATGTTTAG ATGTATGCTGATGATGTTTAG MYADDV* MYADDV* AGGTGACACC ATGTAGGATA 0 G 0 0 0 0 0
667 478 an AN3915.1 69.m15012 AO070324000102 0 -174 -88 ATGCTGATGATGTTTAGATGTAGGATATGTTGCACACCTTG

CACGAAGACCCCGAGGCACAACCCACGGCGTTCCCTTCC
TATTTGA

ATGCTGATGATGTTTAGATGTAGGATATGTTGCA
CACCTTGCACGAAGACCCCGAGGCACAACCCAC
GGCGTTCCCTTCCTATTTGA

MLMMFRCRICCTPCTKT
PRHNPRRSLPI*

MLMMFRCRICCTPCTKT
PRHNPRRSLPI*

GACACCATGT ACACCTCGCC 0 G 0 0 0 0 0

668 478 an AN3915.1 69.m15012 AO070324000102 0 -168 -88 ATGATGTTTAGATGTAGGATATGTTGCACACCTTGCACGAA
GACCCCGAGGCACAACCCACGGCGTTCCCTTCCTATTTGA

ATGATGTTTAGATGTAGGATATGTTGCACACCTT
GCACGAAGACCCCGAGGCACAACCCACGGCGTT
CCCTTCCTATTTGA

MMFRCRICCTPCTKTPR
HNPRRSLPI*

MMFRCRICCTPCTKTPR
HNPRRSLPI*

ATGTATGCTG ACACCTCGCC 0 G 0 0 0 0 0

669 478 an AN3915.1 69.m15012 AO070324000102 0 -165 -88 ATGTTTAGATGTAGGATATGTTGCACACCTTGCACGAAGA
CCCCGAGGCACAACCCACGGCGTTCCCTTCCTATTTGA

ATGTTTAGATGTAGGATATGTTGCACACCTTGCA
CGAAGACCCCGAGGCACAACCCACGGCGTTCCC
TTCCTATTTGA

MFRCRICCTPCTKTPRHN
PRRSLPI*

MFRCRICCTPCTKTPRH
NPRRSLPI*

TATGCTGATG ACACCTCGCC 0 G 0 0 0 0 0

675 485 ao AN8293.1 52.m04044 AO070274000002 0 -225 -190 ATGGGAAACGCTAATGCCGATCTGCTTCGGTGCTAA ATGGGAAACGCTAATGCCGATCTGCTTCGG
TGCTAA

MGNANADLLRC* MGNANADLLRC* ATCCGTATCA GACCGTTGTT 0 R 0 MG06038.1 NCU07011.1 YLR409C YLR409C

676 485 ao AN8293.1 52.m04044 AO070274000002 0 -212 -153 ATGCCGATCTGCTTCGGTGCTAAGACCGTTGTTCCGGGA
GAAAAAAGAGGGAAGGGGTAA

ATGCCGATCTGCTTCGGTGCTAAGACCGTT
GTTCCGGGAGAAAAAAGAGGGAAGGGGTA
A

MPICFGAKTVVPGEKRG
KG*

MPICFGAKTVVPGE
KRGKG*

GGAAACGCTA AAAAAAAAAA 0 R 0 MG06038.1 NCU07011.1 YLR409C YLR409C

677 488 an AN1538.1 55.m03057 AO070334000262 0 -139 -128 ATGTATTCCTGA ATGTATTCCTGA MYS* MYS* CGGTGCATGG GCCGCCTTTG 0 K 0 0 0 YGR005C 0
678 488 ao AN1538.1 55.m03057 AO070334000262 0 -218 -165 ATGCCGCCACCGCCTTTGGCTGACCCGCCGCTCGACAGC

TCCCTCTGCAGTTAG
ATGCCGCCACCGCCTTTGGCTGACCCGCC
GCTCGACAGCTCCCTCTGCAGTTAG

MPPPPLADPPLDSSLCS* MPPPPLADPPLDSS
LCS*

GCGGTTGAAG AGCGGACGCA 0 K 0 0 0 YGR005C 0

679 492 af AN8710.1 62.m03358 AO070315000137 0 -244 -161 ATGATCGATCTTGTCAAGTCCTTAAAAATAGCATTCCCGAC
CCCAAGTCTGGGCCACGCAGGCCGTGCCTTCTTGGCATG
TTGA

ATGATCGATCTTGTCAAGTCCTTAAAAATAGCATTC
CCGACCCCAAGTCTGGGCCACGCAGGCCGTGCCT
TCTTGGCATGTTGA

MIDLVKSLKIAFPTPSLGH
AGRAFLAC*

MIDLVKSLKIAFPTP
SLGHAGRAFLAC*

TGAAGGCGTA CAACTAAATT 0 S 0 0 0 0 0

681 494 an AN9095.1 66.m04553 AO070332000180 0 -214 -131 ATGATGACGGCGGCTCCGCATTGGATCTTGTCCGGGGGA
CCTTTTTTCTTTGCTCCTTGCAGAGAAAAAATAATCCGATT
GTGA

ATGATGACGGCGGCTCCGCATTGGATCTTGTCC
GGGGGACCTTTTTTCTTTGCTCCTTGCAGAGAAA
AAATAATCCGATTGTGA

MMTAAPHWILSGGPFFF
APCREKIIRL*

MMTAAPHWILSGGPFFF
APCREKIIRL*

GGCGGGCGGA AGGCTACTGC 0 O 0 0 0 0 0

682 494 an AN9095.1 66.m04553 AO070332000180 0 -211 -131 ATGACGGCGGCTCCGCATTGGATCTTGTCCGGGGGACCT
TTTTTCTTTGCTCCTTGCAGAGAAAAAATAATCCGATTGTG
A

ATGACGGCGGCTCCGCATTGGATCTTGTCCGGG
GGACCTTTTTTCTTTGCTCCTTGCAGAGAAAAAAT
AATCCGATTGTGA

MTAAPHWILSGGPFFFAP
CREKIIRL*

MTAAPHWILSGGPFFFA
PCREKIIRL*

GGGCGGAATG AGGCTACTGC 0 O 0 0 0 0 0

684 500 af AN5311.1 52.m03720 AO070285000028 0 -215 -186 ATGCTAATTTTGCCCTTAGCCTGCATCTAG ATGCTAATTTTGCCCTTAGCCTGCATCTAG MLILPLACI* MLILPLACI* AAGTCATATC GCAGATAGTT 0  0 0 0 0 0
685 500 af AN5311.1 52.m03720 AO070285000028 0 -170 -105 ATGCTTCGGTGCCGAATTATCCACGTTGTTGAGGCATTATT

TACTCCCAGCGATATGTTTAAATAG
ATGCTTCGGTGCCGAATTATCCACGTTGTTGAGGC
ATTATTTACTCCCAGCGATATGTTTAAATAG

MLRCRIIHVVEALFTPSD
MFK*

MLRCRIIHVVEALFT
PSDMFK*

TAGTTTTGAT CCTGAAATCA 0  0 0 0 0 0

686 500 af AN5311.1 52.m03720 AO070285000028 0 -116 -105 ATGTTTAAATAG ATGTTTAAATAG MFK* MFK* TCCCAGCGAT CCTGAAATCA 0  0 0 0 0 0
683 500 an AN5311.1 52.m03720 AO070285000028 0 -179 -165 ATGGAGAGAAAGTAG ATGGAGAGAAAGTAG MERK* MERK* CGTCGCGGCT AAGAGCCGGT 0  0 0 0 0 0
687 500 ao AN5311.1 52.m03720 AO070285000028 0 -277 -257 ATGGGCCTTCTTCGGAGCTGA ATGGGCCTTCTTCGGAGCTGA MGLLRS* MGLLRS* AGCTGCAGCA ACCACCACTC 0  0 0 0 0 0
688 500 ao AN5311.1 52.m03720 AO070285000028 0 -204 -193 ATGCATGCTTAG ATGCATGCTTAG MHA* MHA* CGATAGCTGG CTCGGAAAGT 0  0 0 0 0 0
689 500 ao AN5311.1 52.m03720 AO070285000028 0 -200 -60 ATGCTTAGCTCGGAAAGTTCAATACTTTGCATATTAGTTCG

TGCGCCTGTGCGTCTCCAGAAATCTCACAGCATCGTAGG
GAGTCGAAAGGCCCCCAACGCGGCGGTGACCAAAACCTT
TATATTGACTATCATTCCCTAA

ATGCTTAGCTCGGAAAGTTCAATACTTTGCA
TATTAGTTCGTGCGCCTGTGCGTCTCCAGA
AATCTCACAGCATCGTAGGGAGTCGAAAGG
CCCCCAACGCGGCGGTGACCAAAACCTTTA
TATTGACTATCATTCCCTAA

MLSSESSILCILVRAPVRL
QKSHSIVGSRKAPNAAVT
KTFILTIIP*

MLSSESSILCILVRA
PVRLQKSHSIVGSR
KAPNAAVTKTFILTII
P*

AGCTGGATGC TCCGTTCCGC 0  0 0 0 0 0

690 511 an AN1205.1 70.m15017 AO070331000209 0 -187 -149 ATGGACAGCTTCGACTTTATCACAATTATTCCCGACTAA ATGGACAGCTTCGACTTTATCACAATTATTCCCGA
CTAA

MDSFDFITIIPD* MDSFDFITIIPD* CTTTCAGCAC AAAGACTTAA 0 O 0 0 0 0 0

691 511 ao AN1205.1 70.m15017 AO070331000209 0 -160 -74 ATGATATCAACCAACGGACGAGGAAATAACCCAATCCCTC
GCACCGTTGATATTCCAACCAAGGTCAACTTTTCCACATAT
ACATAA

ATGATATCAACCAACGGACGAGGAAATAAC
CCAATCCCTCGCACCGTTGATATTCCAACCA
AGGTCAACTTTTCCACATATACATAA

MISTNGRGNNPIPRTVDI
PTKVNFSTYT*

MISTNGRGNNPIPR
TVDIPTKVNFSTYT*

TCACAGCCAA CTCGGGTTTA 0 O 0 0 0 0 0

694 513 af AN6881.1 55.m03218 AO070342000371 0 -197 -114 ATGATTGATCTAAAGAAATTCACACACGTCATGGTGCTGG
CCCACCATGTGGCGGACAGCCATACCCAAACCAGCATTAT
ATAG

ATGATTGATCTAAAGAAATTCACACACGTCATGGTG
CTGGCCCACCATGTGGCGGACAGCCATACCCAAA
CCAGCATTATATAG

MIDLKKFTHVMVLAHHVA
DSHTQTSII*

MIDLKKFTHVMVLA
HHVADSHTQTSII*

GGATCGAGTA AAGGCTATCG 0  0 0 0 0 0

695 513 af AN6881.1 55.m03218 AO070342000371 0 -167 -114 ATGGTGCTGGCCCACCATGTGGCGGACAGCCATACCCAA
ACCAGCATTATATAG

ATGGTGCTGGCCCACCATGTGGCGGACAGCCATA
CCCAAACCAGCATTATATAG

MVLAHHVADSHTQTSII* MVLAHHVADSHTQT
SII*

CACACACGTC AAGGCTATCG 0  0 0 0 0 0
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696 513 af AN6881.1 55.m03218 AO070342000371 0 -151 -95 ATGTGGCGGACAGCCATACCCAAACCAGCATTATATAGAA
GGCTATCGCGACCTTAG

ATGTGGCGGACAGCCATACCCAAACCAGCATTATA
TAGAAGGCTATCGCGACCTTAG

MWRTAIPKPALYRRLSRP
*

MWRTAIPKPALYRR
LSRP*

CTGGCCCACC TCTCATGAGA 0  0 0 0 0 0

697 513 af AN6881.1 55.m03218 AO070342000371 0 -90 -73 ATGAGAATATCTGTTTAA ATGAGAATATCTGTTTAA MRISV* MRISV* CCTTAGTCTC TAGCAAACTT 0  0 0 0 0 0
692 513 an AN6881.1 55.m03218 AO070342000371 0 -124 -89 ATGCCCGCTTACTTATTCTCTATCGCAAGTTGGTAA ATGCCCGCTTACTTATTCTCTATCGCAAGTTGGTA

A
MPAYLFSIASW* MPAYLFSIASW* ATCTCAGAAA CAAGTTCTAA 0  0 0 0 0 0

699 516 ao AN5151.1 69.m14882 AO070237000013 0 -194 -129 ATGAATGCCGAGATTCCGATACCCGAACACCCCAAACATA
AAATAAATCCACTTCGGACGATCTAA

ATGAATGCCGAGATTCCGATACCCGAACAC
CCCAAACATAAAATAAATCCACTTCGGACGA
TCTAA

MNAEIPIPEHPKHKINPLR
TI*

MNAEIPIPEHPKHKI
NPLRTI*

CAGTCCTGGA TGTTTTGGTT 0 RT 0 0 0 0 0

700 516 ao AN5151.1 69.m14882 AO070237000013 0 -190 -149 ATGCCGAGATTCCGATACCCGAACACCCCAAACATAAAAT
AA

ATGCCGAGATTCCGATACCCGAACACCCCA
AACATAAAATAA

MPRFRYPNTPNIK* MPRFRYPNTPNIK* CCTGGAATGA ATCCACTTCG 0 RT 0 0 0 0 0

701 516 ao AN5151.1 69.m14882 AO070237000013 0 -129 -67 ATGTTTTGGTTTGTCTACCTCCCAGGTCATGCTGATTTGAT
CTGGCCGAACCGAACCCTCTGA

ATGTTTTGGTTTGTCTACCTCCCAGGTCATG
CTGATTTGATCTGGCCGAACCGAACCCTCT
GA

MFWFVYLPGHADLIWPN
RTL*

MFWFVYLPGHADLI
WPNRTL*

GGACGATCTA GGAATTGGTC 0 RT 0 0 0 0 0

703 517 af AN5177.1 69.m14874 AO070247000008 0 -197 -69 ATGTCTCTGAGCTTGAGGACGGAGTTTAAATCATGGTTGA
GAGTAGGAAGGCCAGTGCGCTTTTGGCATATGATAGTGAA
AGGAACCCACAAGCGGAACATTCATCGGCCCGCAACGTA
CCCATTTTAA

ATGTCTCTGAGCTTGAGGACGGAGTTTAAATCATG
GTTGAGAGTAGGAAGGCCAGTGCGCTTTTGGCATA
TGATAGTGAAAGGAACCCACAAGCGGAACATTCAT
CGGCCCGCAACGTACCCATTTTAA

MSLSLRTEFKSWLRVGR
PVRFWHMIVKGTHKRNIH
RPATYPF*

MSLSLRTEFKSWLR
VGRPVRFWHMIVK
GTHKRNIHRPATYP
F*

ATATCCAGAG ATGCCATCTA 0 R 0 MG08053.1 0 0 0

704 517 af AN5177.1 69.m14874 AO070247000008 0 -165 -19 ATGGTTGAGAGTAGGAAGGCCAGTGCGCTTTTGGCATATG
ATAGTGAAAGGAACCCACAAGCGGAACATTCATCGGCCC
GCAACGTACCCATTTTAAATGCCATCTATTCTAGAGCTCCT
TCGAGGAGAAGTAAAGAAAGACCTTGA

ATGGTTGAGAGTAGGAAGGCCAGTGCGCTTTTGG
CATATGATAGTGAAAGGAACCCACAAGCGGAACAT
TCATCGGCCCGCAACGTACCCATTTTAAATGCCAT
CTATTCTAGAGCTCCTTCGAGGAGAAGTAAAGAAA
GACCTTGA

MVESRKASALLAYDSER
NPQAEHSSARNVPILNAI
YSRAPSRRSKERP*

MVESRKASALLAYD
SERNPQAEHSSAR
NVPILNAIYSRAPSR
RSKERP*

AGTTTAAATC ATTACCTCTT 0 R 0 MG08053.1 0 0 0

705 517 af AN5177.1 69.m14874 AO070247000008 0 -128 -69 ATGATAGTGAAAGGAACCCACAAGCGGAACATTCATCGGC
CCGCAACGTACCCATTTTAA

ATGATAGTGAAAGGAACCCACAAGCGGAACATTCA
TCGGCCCGCAACGTACCCATTTTAA

MIVKGTHKRNIHRPATYP
F*

MIVKGTHKRNIHRPA
TYPF*

CTTTTGGCAT ATGCCATCTA 0 R 0 MG08053.1 0 0 0

702 517 an AN5177.1 69.m14874 AO070247000008 0 -253 -230 ATGAAACCATTAGTGCGCTTGTAG ATGAAACCATTAGTGCGCTTGTAG MKPLVRL* MKPLVRL* ACAGGTGGAA CAGTCTTTTC 0 R 0 MG08053.1 0 0 0
706 517 ao AN5177.1 69.m14874 AO070247000008 0 -178 -149 ATGGTCGATCGGGAACGTGGTTACATTTGA ATGGTCGATCGGGAACGTGGTTACATTTGA MVDRERGYI* MVDRERGYI* GGAGTGGTAG AATATATAAT 0 R 0 MG08053.1 0 0 0

708 518 af AN8284.1 65.m07460 AO070277000004 0 -136 -53 ATGCCAAGAGAATCAGCAAAGAAAAAGTTATATCTGAGGG
CAGCGTCCTTTTTCAAACCCTTCCAAAACAGTTATCAGCAA
TAA

ATGCCAAGAGAATCAGCAAAGAAAAAGTTATATCTG
AGGGCAGCGTCCTTTTTCAAACCCTTCCAAAACAG
TTATCAGCAATAA

MPRESAKKKLYLRAASFF
KPFQNSYQQ*

MPRESAKKKLYLRA
ASFFKPFQNSYQQ*

AAATTCCTAG GTTGTCTCCA 0  0 0 0 0 0

707 518 an AN8284.1 65.m07460 AO070277000004 0 -249 -232 ATGGTTGGGATGATCTGA ATGGTTGGGATGATCTGA MVGMI* MVGMI* TCTCAGAAAA AGAGATACGG 0  0 0 0 0 0
709 518 ao AN8284.1 65.m07460 AO070277000004 0 -270 -232 ATGCCAGTGTGTTGTGGTTGGTGGCACTTACTGTATTAA ATGCCAGTGTGTTGTGGTTGGTGGCACTTA

CTGTATTAA
MPVCCGWWHLLY* MPVCCGWWHLLY* TATAAGCTTA GCATGCATTA 0  0 0 0 0 0

710 518 ao AN8284.1 65.m07460 AO070277000004 0 -229 -200 ATGCATTACCAAGTCTCGGAGTTTTGTTGA ATGCATTACCAAGTCTCGGAGTTTTGTTGA MHYQVSEFC* MHYQVSEFC* TGTATTAAGC TCCTGAACAT 0  0 0 0 0 0

716 533 ao AN5527.1 69.m15430 AO070341000362 0 -593 -576 ATGGTGCGCTCCAAGTAG ATGGTGCGCTCCAAGTAG MVRSK* MVRSK* AGATAAGTAA AACATGCGGG 0 L 0 0 0 0 0
717 533 ao AN5527.1 69.m15430 AO070341000362 0 -572 -525 ATGCGGGGCGAGGGGAGAGGAAATCCGGGGAAATATTGT

GCGTACTAA
ATGCGGGGCGAGGGGAGAGGAAATCCGGG
GAAATATTGTGCGTACTAA

MRGEGRGNPGKYCAY* MRGEGRGNPGKYC
AY*

CAAGTAGAAC AATCCATAGC 0 L 0 0 0 0 0

721 540 af AN5318.1 71.m15558 AO070334000168 0 -216 -205 ATGATCATCTAA ATGATCATCTAA MII* MII* GCCTCATCGG CATTGCCCAC 0 Q 0 0 0 0 0
720 540 an AN5318.1 71.m15558 AO070334000168 0 -164 -123 ATGCACCCTCATCCCACATTCTACTGTGATCCTTTTCATTG

A
ATGCACCCTCATCCCACATTCTACTGTGATCCTTT
TCATTGA

MHPHPTFYCDPFH* MHPHPTFYCDPFH* GGGCCTACCG GCGTTCGAGC 0 Q 0 0 0 0 0

722 540 ao AN5318.1 71.m15558 AO070334000168 0 -169 -152 ATGAACAATTCACGCTGA ATGAACAATTCACGCTGA MNNSR* MNNSR* CCAGTGACTA CTCCTAGATC 0 Q 0 0 0 0 0
723 544 af AN8467.1 70.m15048 AO070317000134 0 -203 -93 ATGGGGCCTCAAGAGCAGAATCCCGGGGAACAGACACCC

CGGACTCCTCCATCGCCACCGGGGGATTGTGGGGAGACA
AGTTTCTATGTCCATCTAGCCACAGTTCTGTGA

ATGGGGCCTCAAGAGCAGAATCCCGGGGAACAGA
CACCCCGGACTCCTCCATCGCCACCGGGGGATTG
TGGGGAGACAAGTTTCTATGTCCATCTAGCCACAG
TTCTGTGA

MGPQEQNPGEQTPRTP
PSPPGDCGETSFYVHLA
TVL*

MGPQEQNPGEQTP
RTPPSPPGDCGETS
FYVHLATVL*

GATCCCGCAG GGGAACCAGG 0 R 0 0 0 0 0

724 544 af AN8467.1 70.m15048 AO070317000134 0 -118 -107 ATGTCCATCTAG ATGTCCATCTAG MSI* MSI* ACAAGTTTCT CCACAGTTCT 0 R 0 0 0 0 0
725 544 ao AN8467.1 70.m15048 AO070317000134 0 -182 -162 ATGTACTATACAAGTAGTTGA ATGTACTATACAAGTAGTTGA MYYTSS* MYYTSS* CAAACGGCCG GTGGATCTTC 0 R 0 0 0 0 0
726 544 ao AN8467.1 70.m15048 AO070317000134 0 -126 -25 ATGTCAATCCCACCTTATATAAGATGCGATGGGTCCCGAA

AAATGCGCGGTTTCACGTGGTTCGTTGGTTCCAGCACGCC
AGGGCAGATTGATCATAATTGA

ATGTCAATCCCACCTTATATAAGATGCGATG
GGTCCCGAAAAATGCGCGGTTTCACGTGGT
TCGTTGGTTCCAGCACGCCAGGGCAGATTG
ATCATAATTGA

MSIPPYIRCDGSRKMRGF
TWFVGSSTPGQIDHN*

MSIPPYIRCDGSRK
MRGFTWFVGSSTP
GQIDHN*

GGGAATTGGG CCCGCTGGAG 0 R 0 0 0 0 0

727 544 ao AN8467.1 70.m15048 AO070317000134 0 -103 -35 ATGCGATGGGTCCCGAAAAATGCGCGGTTTCACGTGGTT
CGTTGGTTCCAGCACGCCAGGGCAGATTGA

ATGCGATGGGTCCCGAAAAATGCGCGGTTT
CACGTGGTTCGTTGGTTCCAGCACGCCAGG
GCAGATTGA

MRWVPKNARFHVVRWF
QHARAD*

MRWVPKNARFHVV
RWFQHARAD*

CTTATATAAG TCATAATTGA 0 R 0 0 0 0 0

728 544 ao AN8467.1 70.m15048 AO070317000134 0 -84 -25 ATGCGCGGTTTCACGTGGTTCGTTGGTTCCAGCACGCCA
GGGCAGATTGATCATAATTGA

ATGCGCGGTTTCACGTGGTTCGTTGGTTCC
AGCACGCCAGGGCAGATTGATCATAATTGA

MRGFTWFVGSSTPGQID
HN*

MRGFTWFVGSSTP
GQIDHN*

GTCCCGAAAA CCCGCTGGAG 0 R 0 0 0 0 0

731 545 af AN0160.1 71.m16052 AO070321000087 0 -211 -122 ATGTTTCCAATAGCTTATTGCGACCTCAGCAAGTTTAACCA
CCTTATAACTATCCCTATAGTTAACTCCTATGATTATTTACA
TGATTAA

ATGTTTCCAATAGCTTATTGCGACCTCAGCAAGTTT
AACCACCTTATAACTATCCCTATAGTTAACTCCTAT
GATTATTTACATGATTAA

MFPIAYCDLSKFNHLITIPI
VNSYDYLHD*

MFPIAYCDLSKFNHL
ITIPIVNSYDYLHD*

ATCTTGTATA CTCAAAAAAC 0 G FG00452.1 0 0 0 0

732 545 af AN0160.1 71.m16052 AO070321000087 0 -141 -85 ATGATTATTTACATGATTAACTCAAAAAACACTACTCCCTGC
TCATGTGGCTGTTGA

ATGATTATTTACATGATTAACTCAAAAAACACTACTC
CCTGCTCATGTGGCTGTTGA

MIIYMINSKNTTPCSCGC* MIIYMINSKNTTPCS
CGC*

GTTAACTCCT CGCGTACAAC 0 G FG00452.1 0 0 0 0

733 545 af AN0160.1 71.m16052 AO070321000087 0 -129 -85 ATGATTAACTCAAAAAACACTACTCCCTGCTCATGTGGCTG
TTGA

ATGATTAACTCAAAAAACACTACTCCCTGCTCATGT
GGCTGTTGA

MINSKNTTPCSCGC* MINSKNTTPCSCGC
*

GATTATTTAC CGCGTACAAC 0 G FG00452.1 0 0 0 0

729 545 an AN0160.1 71.m16052 AO070321000087 0 -168 -145 ATGGATTCGGAACCTCCACCATGA ATGGATTCGGAACCTCCACCATGA MDSEPPP* MDSEPPP* GTATCCTCAA CCCTTTTCCG 0 G FG00452.1 0 0 0 0
730 545 an AN0160.1 71.m16052 AO070321000087 0 -148 -74 ATGACCCTTTTCCGTCCCTCTCTTTCCCTCTTACATCACTC

CTCACCTATTTTCATACATCTCTCCCTCCCCTAA
ATGACCCTTTTCCGTCCCTCTCTTTCCCTCTTACA
TCACTCCTCACCTATTTTCATACATCTCTCCCTCC
CCTAA

MTLFRPSLSLLHHSSPIFI
HLSLP*

MTLFRPSLSLLHHSSPIF
IHLSLP*

AACCTCCACC ACTCCCAACT 0 G FG00452.1 0 0 0 0

736 547 af AN7475.1 57.m05856 AO070287000029 0 -127 -83 ATGACTGTGAATGCAATAGAGCGAATGTCTTCTACGGGAA
CGTGA

ATGACTGTGAATGCAATAGAGCGAATGTCTTCTAC
GGGAACGTGA

MTVNAIERMSSTGT* MTVNAIERMSSTGT* TCATTTATTA TACTTCACAT 0 R 0 0 0 0 0

737 547 af AN7475.1 57.m05856 AO070287000029 0 -103 -83 ATGTCTTCTACGGGAACGTGA ATGTCTTCTACGGGAACGTGA MSSTGT* MSSTGT* AATAGAGCGA TACTTCACAT 0 R 0 0 0 0 0
734 547 an AN7475.1 57.m05856 AO070287000029 0 -206 -192 ATGATTTGCTGTTGA ATGATTTGCTGTTGA MICC* MICC* CCTTATCTGA CTATCGTCCT 0 R 0 0 0 0 0
735 547 an AN7475.1 57.m05856 AO070287000029 0 -135 -112 ATGATATTGTTGGAGTGGAGTTAG ATGATATTGTTGGAGTGGAGTTAG MILLEWS* MILLEWS* CAGAAATTAA GTCATCCGTT 0 R 0 0 0 0 0
738 547 ao AN7475.1 57.m05856 AO070287000029 0 -153 -49 ATGATAACAAGCTCTGCGAATTTCCTGAATCGAGCGGAAC

TAAACGCCACGCCGGATCCTCTCACATCCGTTTTCTTCGG
ACGTATTTCCGTGACTAGCTTCTGA

ATGATAACAAGCTCTGCGAATTTCCTGAATC
GAGCGGAACTAAACGCCACGCCGGATCCT
CTCACATCCGTTTTCTTCGGACGTATTTCCG
TGACTAGCTTCTGA

MITSSANFLNRAELNATP
DPLTSVFFGRISVTSF*

MITSSANFLNRAELN
ATPDPLTSVFFGRIS
VTSF*

TCTGACCTTT AACAGGCCAT 0 R 0 0 0 0 0

742 550 af AN5596.1 58.m07520 AO070328000008 0 -226 -206 ATGAGACTTTCTCTGAAATAA ATGAGACTTTCTCTGAAATAA MRLSLK* MRLSLK* AGTGGAGGAA CGCCAGCGTT 0 R 0 0 0 0 0
743 550 af AN5596.1 58.m07520 AO070328000008 0 -181 -167 ATGTCGACGAACTAA ATGTCGACGAACTAA MSTN* MSTN* ACCGACAAGG AGCAACTAAC 0 R 0 0 0 0 0
739 550 an AN5596.1 58.m07520 AO070328000008 0 -254 -204 ATGAGAAGGGGCACACAGGAATGCCAATGCGGAGAAGCC

CACGAACTGTGA
ATGAGAAGGGGCACACAGGAATGCCAATGCGGA
GAAGCCCACGAACTGTGA

MRRGTQECQCGEAHEL* MRRGTQECQCGEAHEL
*

GCGGAATTTG CGAACACCTG 0 R 0 0 0 0 0

740 550 an AN5596.1 58.m07520 AO070328000008 0 -234 -193 ATGCCAATGCGGAGAAGCCCACGAACTGTGACGAACACC
TGA

ATGCCAATGCGGAGAAGCCCACGAACTGTGACG
AACACCTGA

MPMRRSPRTVTNT* MPMRRSPRTVTNT* GCACACAGGA TCGAACGTGA 0 R 0 0 0 0 0

741 550 an AN5596.1 58.m07520 AO070328000008 0 -228 -193 ATGCGGAGAAGCCCACGAACTGTGACGAACACCTGA ATGCGGAGAAGCCCACGAACTGTGACGAACACC
TGA

MRRSPRTVTNT* MRRSPRTVTNT* AGGAATGCCA TCGAACGTGA 0 R 0 0 0 0 0

744 550 ao AN5596.1 58.m07520 AO070328000008 0 -142 -74 ATGCGCTGTAACCCTCGTCGGATCATTCCCAACGGCGTCC
TCCGGCTCTTCAAGAATACCTACTTATAA

ATGCGCTGTAACCCTCGTCGGATCATTCCC
AACGGCGTCCTCCGGCTCTTCAAGAATACC
TACTTATAA

MRCNPRRIIPNGVLRLFK
NTYL*

MRCNPRRIIPNGVL
RLFKNTYL*

TGCGCCACAT TTGATTGCTA 0 R 0 0 0 0 0

748 557 af AN3044.1 70.m15683 AO070337000034 0 -230 -63 ATGGATCAGCGGATCATTTATATCGTGTCGAACATGTTGG
TGTTGGTGTTGGTGTTGGTGTTGGATATCAATTACCAACA
GATGAGCCACAGGAGGAGAATGAGCCTGAGTTGGAGCAA
TGGCTTCAAGATACAATTAAGATGTGGAAAGTATATAAATA
ATCCCTGA

ATGGATCAGCGGATCATTTATATCGTGTCGAACAT
GTTGGTGTTGGTGTTGGTGTTGGTGTTGGATATCA
ATTACCAACAGATGAGCCACAGGAGGAGAATGAG
CCTGAGTTGGAGCAATGGCTTCAAGATACAATTAA
GATGTGGAAAGTATATAAATAATCCCTGA

MDQRIIYIVSNMLVLVLVL
VLDINYQQMSHRRRMSL
SWSNGFKIQLRCGKYINN
P*

MDQRIIYIVSNMLVL
VLVLVLDINYQQMS
HRRRMSLSWSNGF
KIQLRCGKYINNP*

TGAGCTTGGC ACATTGGATA 0 G 0 0 0 0 0

749 557 af AN3044.1 70.m15683 AO070337000034 0 -197 -63 ATGTTGGTGTTGGTGTTGGTGTTGGTGTTGGATATCAATTA
CCAACAGATGAGCCACAGGAGGAGAATGAGCCTGAGTTG
GAGCAATGGCTTCAAGATACAATTAAGATGTGGAAAGTAT
ATAAATAATCCCTGA

ATGTTGGTGTTGGTGTTGGTGTTGGTGTTGGATAT
CAATTACCAACAGATGAGCCACAGGAGGAGAATGA
GCCTGAGTTGGAGCAATGGCTTCAAGATACAATTA
AGATGTGGAAAGTATATAAATAATCCCTGA

MLVLVLVLVLDINYQQMS
HRRRMSLSWSNGFKIQL
RCGKYINNP*

MLVLVLVLVLDINYQ
QMSHRRRMSLSWS
NGFKIQLRCGKYINN
P*

CGTGTCGAAC ACATTGGATA 0 G 0 0 0 0 0

750 557 af AN3044.1 70.m15683 AO070337000034 0 -149 -63 ATGAGCCACAGGAGGAGAATGAGCCTGAGTTGGAGCAAT
GGCTTCAAGATACAATTAAGATGTGGAAAGTATATAAATAA
TCCCTGA

ATGAGCCACAGGAGGAGAATGAGCCTGAGTTGGA
GCAATGGCTTCAAGATACAATTAAGATGTGGAAAG
TATATAAATAATCCCTGA

MSHRRRMSLSWSNGFKI
QLRCGKYINNP*

MSHRRRMSLSWSN
GFKIQLRCGKYINNP
*

TTACCAACAG ACATTGGATA 0 G 0 0 0 0 0

751 557 af AN3044.1 70.m15683 AO070337000034 0 -131 -63 ATGAGCCTGAGTTGGAGCAATGGCTTCAAGATACAATTAA
GATGTGGAAAGTATATAAATAATCCCTGA

ATGAGCCTGAGTTGGAGCAATGGCTTCAAGATACA
ATTAAGATGTGGAAAGTATATAAATAATCCCTGA

MSLSWSNGFKIQLRCGK
YINNP*

MSLSWSNGFKIQLR
CGKYINNP*

CAGGAGGAGA ACATTGGATA 0 G 0 0 0 0 0

752 557 af AN3044.1 70.m15683 AO070337000034 0 -112 -92 ATGGCTTCAAGATACAATTAA ATGGCTTCAAGATACAATTAA MASRYN* MASRYN* AGTTGGAGCA GATGTGGAAA 0 G 0 0 0 0 0
753 557 af AN3044.1 70.m15683 AO070337000034 0 -90 -70 ATGTGGAAAGTATATAAATAA ATGTGGAAAGTATATAAATAA MWKVYK* MWKVYK* TACAATTAAG TCCCTGAACA 0 G 0 0 0 0 0
746 557 an AN3044.1 70.m15683 AO070337000034 0 -203 -183 ATGTTGCTGCCTGGCTGGTAA ATGTTGCTGCCTGGCTGGTAA MLLPGW* MLLPGW* GGTATAGCGC ATCATCCTGT 0 G 0 0 0 0 0
747 557 an AN3044.1 70.m15683 AO070337000034 0 -118 -104 ATGTTGGAGCTATGA ATGTTGGAGCTATGA MLEL* MLEL* GCTTGGAGCT CGATGGCCAG 0 G 0 0 0 0 0
754 564 conserved AN1048.1 70.m15205 AO070313000110 0 -63 -46 -79 -62 -79 -62 ATGCrmACvrArrCGTGA ATGCGAACGAAAACGTGA ATGCAAACAGAGACGTGA ATGCGCACCGAGGCGTGA MrTkt* MRTKT* MQTET* MRTEA* hmmvdsCAsd yhkyysyvsk 0  0 0 0 0 0

757 565 af AN0768.1 70.m15371 AO070316000076 0 -283 -209 ATGAGAATTTATGGGAATTCATGCAATCATCCTTGTTCGAT
GAAAGTCTGGCTGCTCTTTTCGAACGCCCCTTGA

ATGAGAATTTATGGGAATTCATGCAATCATCCTTGT
TCGATGAAAGTCTGGCTGCTCTTTTCGAACGCCCC
TTGA

MRIYGNSCNHPCSMKVW
LLFSNAP*

MRIYGNSCNHPCS
MKVWLLFSNAP*

TGTCACTGGC TTGTTTTGAT 0 M 0 0 0 0 0

758 565 af AN0768.1 70.m15371 AO070316000076 0 -273 -241 ATGGGAATTCATGCAATCATCCTTGTTCGATGA ATGGGAATTCATGCAATCATCCTTGTTCGATGA MGIHAIILVR* MGIHAIILVR* ATGAGAATTT AAGTCTGGCT 0 M 0 0 0 0 0
759 565 af AN0768.1 70.m15371 AO070316000076 0 -263 -120 ATGCAATCATCCTTGTTCGATGAAAGTCTGGCTGCTCTTTT

CGAACGCCCCTTGATTGTTTTGATTGGGTTGGGTGATCTA
TGCACTGTAAGCGCTTCCGAAGATTCCACATCAGCTTCGT
CATCATACTACAATATGTCATGA

ATGCAATCATCCTTGTTCGATGAAAGTCTGGCTGCT
CTTTTCGAACGCCCCTTGATTGTTTTGATTGGGTTG
GGTGATCTATGCACTGTAAGCGCTTCCGAAGATTC
CACATCAGCTTCGTCATCATACTACAATATGTCATG
A

MQSSLFDESLAALFERPL
IVLIGLGDLCTVSASEDST
SASSSYYNMS*

MQSSLFDESLAALF
ERPLIVLIGLGDLCT
VSASEDSTSASSSY
YNMS*

ATGGGAATTC TGTGATTGAG 0 M 0 0 0 0 0
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760 565 af AN0768.1 70.m15371 AO070316000076 0 -244 -209 ATGAAAGTCTGGCTGCTCTTTTCGAACGCCCCTTGA ATGAAAGTCTGGCTGCTCTTTTCGAACGCCCCTTG
A

MKVWLLFSNAP* MKVWLLFSNAP* TCCTTGTTCG TTGTTTTGAT 0 M 0 0 0 0 0

761 565 af AN0768.1 70.m15371 AO070316000076 0 -183 -115 ATGCACTGTAAGCGCTTCCGAAGATTCCACATCAGCTTCG
TCATCATACTACAATATGTCATGATGTGA

ATGCACTGTAAGCGCTTCCGAAGATTCCACATCAG
CTTCGTCATCATACTACAATATGTCATGATGTGA

MHCKRFRRFHISFVIILQY
VMM*

MHCKRFRRFHISFVI
ILQYVMM*

TGGGTGATCT TTGAGGTTGC 0 M 0 0 0 0 0

762 565 af AN0768.1 70.m15371 AO070316000076 0 -97 -23 ATGATCTGTGGCGCTGGTAAGAATAAGTTTCTTGATCATAT
CATATTTCATCTTCTTGTGTATATGTTTCTGTAA

ATGATCTGTGGCGCTGGTAAGAATAAGTTTCTTGAT
CATATCATATTTCATCTTCTTGTGTATATGTTTCTGT
AA

MICGAGKNKFLDHIIFHLL
VYMFL*

MICGAGKNKFLDHII
FHLLVYMFL*

TGCCTTAAAT AGAGAAGTTA 0 M 0 0 0 0 0

755 565 an AN0768.1 70.m15371 AO070316000076 0 -149 -102 ATGATGAACCTCGCTAGGTCAGCTTCCATCGCCCAGGCTG
GACGCTGA

ATGATGAACCTCGCTAGGTCAGCTTCCATCGCCC
AGGCTGGACGCTGA

MMNLARSASIAQAGR* MMNLARSASIAQAGR* TTGCGCCAGA TCCAGCTCTA 0 M 0 0 0 0 0

756 565 an AN0768.1 70.m15371 AO070316000076 0 -146 -102 ATGAACCTCGCTAGGTCAGCTTCCATCGCCCAGGCTGGA
CGCTGA

ATGAACCTCGCTAGGTCAGCTTCCATCGCCCAG
GCTGGACGCTGA

MNLARSASIAQAGR* MNLARSASIAQAGR* CGCCAGAATG TCCAGCTCTA 0 M 0 0 0 0 0

764 570 af AN3020.1 59.m09444 AO070337000094 0 -242 -111 ATGTACTGTTTACACAAACGGGTTTGCGACCGGCGTACAC
ATGGACCGCGAGCCACGGTTCCAAGACGACCCTTATATTG
GTCACTTGCAGCCATTGTTTATATGCTACTCCACAGGAAAC
GGGGATACTGA

ATGTACTGTTTACACAAACGGGTTTGCGACCGGCG
TACACATGGACCGCGAGCCACGGTTCCAAGACGA
CCCTTATATTGGTCACTTGCAGCCATTGTTTATATG
CTACTCCACAGGAAACGGGGATACTGA

MYCLHKRVCDRRTHGPR
ATVPRRPLYWSLAAIVYM
LLHRKRGY*

MYCLHKRVCDRRT
HGPRATVPRRPLY
WSLAAIVYMLLHRK
RGY*

CAGCACAAGG CGTCCCCACA 0 O 0 0 0 0 0

765 570 af AN3020.1 59.m09444 AO070337000094 0 -202 -83 ATGGACCGCGAGCCACGGTTCCAAGACGACCCTTATATTG
GTCACTTGCAGCCATTGTTTATATGCTACTCCACAGGAAAC
GGGGATACTGACGTCCCCACATCTTTAAGTGACAGATAA

ATGGACCGCGAGCCACGGTTCCAAGACGACCCTT
ATATTGGTCACTTGCAGCCATTGTTTATATGCTACT
CCACAGGAAACGGGGATACTGACGTCCCCACATC
TTTAAGTGACAGATAA

MDREPRFQDDPYIGHLQ
PLFICYSTGNGDTDVPTS
LSDR*

MDREPRFQDDPYIG
HLQPLFICYSTGNG
DTDVPTSLSDR*

CGGCGTACAC AGCGGAGTCG 0 O 0 0 0 0 0

766 570 af AN3020.1 59.m09444 AO070337000094 0 -140 -111 ATGCTACTCCACAGGAAACGGGGATACTGA ATGCTACTCCACAGGAAACGGGGATACTGA MLLHRKRGY* MLLHRKRGY* CATTGTTTAT CGTCCCCACA 0 O 0 0 0 0 0
767 570 ao AN3020.1 59.m09444 AO070337000094 0 -172 -146 ATGGCAATAGGTCTTGAACGCGACTGA ATGGCAATAGGTCTTGAACGCGACTGA MAIGLERD* MAIGLERD* ACTAATCAGA TACCTGGGCT 0 O 0 0 0 0 0
768 570 ao AN3020.1 59.m09444 AO070337000094 0 -96 -79 ATGTGTGAGGGTGGTTAG ATGTGTGAGGGTGGTTAG MCEGG* MCEGG* ACCTCTACAT CTTCCAATGA 0 O 0 0 0 0 0
769 570 ao AN3020.1 59.m09444 AO070337000094 0 -72 -28 ATGAATGCATCTCCCGGTATGTTCCTTCTGAAGCGGGTTG

ACTAG
ATGAATGCATCTCCCGGTATGTTCCTTCTGA
AGCGGGTTGACTAG

MNASPGMFLLKRVD* MNASPGMFLLKRVD
*

TTAGCTTCCA GCTTTATCTG 0 O 0 0 0 0 0

770 570 ao AN3020.1 59.m09444 AO070337000094 0 -68 -42 ATGCATCTCCCGGTATGTTCCTTCTGA ATGCATCTCCCGGTATGTTCCTTCTGA MHLPVCSF* MHLPVCSF* CTTCCAATGA AGCGGGTTGA 0 O 0 0 0 0 0
773 572 af AN4224.1 54.m06793 AO070234000026 0 -188 -165 ATGGCTGATCTCGAGTTGGCTTGA ATGGCTGATCTCGAGTTGGCTTGA MADLELA* MADLELA* CTCCTGCATC CCAGTATCTA 0 TR 0 0 0 0 0
772 572 an AN4224.1 54.m06793 AO070234000026 0 -190 -176 ATGGCCAGGCTCTAG ATGGCCAGGCTCTAG MARL* MARL* TCTTACCAAG GCTTCTCGCA 0 TR 0 0 0 0 0
774 572 ao AN4224.1 54.m06793 AO070234000026 0 -229 -191 ATGGCTAGCCTGGGGTCCCGTCTAGACACCGCCGTTTGA ATGGCTAGCCTGGGGTCCCGTCTAGACACC

GCCGTTTGA
MASLGSRLDTAV* MASLGSRLDTAV* GCTCGAGACC CCGTCCCCTT 0 TR 0 0 0 0 0

775 574 af AN1811.1 58.m07714 AO070299000060 0 -151 -29 ATGACCGGGGCGGATCCCGTCGCTTTTTGCCGGCCCGGA
CACTTTGTCCTCTTGGCCGCTCTATTAGGTAGTTTATTGAT
TTTGTTACTCTCTTGCTGGCATCGGAGGTTATCACGGGGT
TAG

ATGACCGGGGCGGATCCCGTCGCTTTTTGCCGGC
CCGGACACTTTGTCCTCTTGGCCGCTCTATTAGGT
AGTTTATTGATTTTGTTACTCTCTTGCTGGCATCGG
AGGTTATCACGGGGTTAG

MTGADPVAFCRPGHFVL
LAALLGSLLILLLSCWHRR
LSRG*

MTGADPVAFCRPG
HFVLLAALLGSLLILL
LSCWHRRLSRG*

CCTCCACTGC ATACGCCCGG 0 MO 0 0 0 YGL142C 0

776 574 ao AN1811.1 58.m07714 AO070299000060 0 -227 -114 ATGGCTCTCGCGCGATCCACTCTTGCCTTCGCTCTCCCAC
TCACAATTCGTTCATTACCACTTGGAAGGACTCGCCCTTCT
TCCGCCTTTCCGTTTTCGGTTAAGCCCCGTTAG

ATGGCTCTCGCGCGATCCACTCTTGCCTTC
GCTCTCCCACTCACAATTCGTTCATTACCAC
TTGGAAGGACTCGCCCTTCTTCCGCCTTTC
CGTTTTCGGTTAAGCCCCGTTAG

MALARSTLAFALPLTIRSL
PLGRTRPSSAFPFSVKPR
*

MALARSTLAFALPLT
IRSLPLGRTRPSSAF
PFSVKPR*

AAACCGTCCC ACTCTCGCTC 0 MO 0 0 0 YGL142C 0

782 577 af AN9110.1 66.m04575 AO070332000160 0 -230 -144 ATGTCGATCATTCGGGCAATCAAATGGGCATTGCCTTCCT
TTCGATTTACCGGAAACGGAAATTTTCCTTCAGATCGAGAT
GAATAG

ATGTCGATCATTCGGGCAATCAAATGGGCATTGCC
TTCCTTTCGATTTACCGGAAACGGAAATTTTCCTTC
AGATCGAGATGAATAG

MSIIRAIKWALPSFRFTGN
GNFPSDRDE*

MSIIRAIKWALPSFR
FTGNGNFPSDRDE*

AGAGCAGCCG TGTTTAAACC 0  0 0 0 0 0

783 577 af AN9110.1 66.m04575 AO070332000160 0 -207 -148 ATGGGCATTGCCTTCCTTTCGATTTACCGGAAACGGAAAT
TTTCCTTCAGATCGAGATGA

ATGGGCATTGCCTTCCTTTCGATTTACCGGAAACG
GAAATTTTCCTTCAGATCGAGATGA

MGIAFLSIYRKRKFSFRS
R*

MGIAFLSIYRKRKFS
FRSR*

GGGCAATCAA ATAGTGTTTA 0  0 0 0 0 0

784 577 af AN9110.1 66.m04575 AO070332000160 0 -151 -137 ATGAATAGTGTTTAA ATGAATAGTGTTTAA MNSV* MNSV* TCAGATCGAG ACCAAGCCTT 0  0 0 0 0 0
785 577 af AN9110.1 66.m04575 AO070332000160 0 -111 -37 ATGGTTCAACTCAAGAACGCTTCGTATTCACTAACCGGCC

AGCAGACTATAAAGATTCTTGGTCTTCCTGGATAA
ATGGTTCAACTCAAGAACGCTTCGTATTCACTAACC
GGCCAGCAGACTATAAAGATTCTTGGTCTTCCTGG
ATAA

MVQLKNASYSLTGQQTIK
ILGLPG*

MVQLKNASYSLTGQ
QTIKILGLPG*

GGAGTGATCA TTCAGATCTT 0  0 0 0 0 0

777 577 an AN9110.1 66.m04575 AO070332000160 0 -213 -103 ATGACGAATCGTCTTTGGGAAAGAATCGTCTTATCCATGG
ATATACAAACACCAATAATAAGATTGACGGCTCAGCCTCCA
TGCCAAGCTCGTATTTCCAGTTTCGGGTGA

ATGACGAATCGTCTTTGGGAAAGAATCGTCTTAT
CCATGGATATACAAACACCAATAATAAGATTGAC
GGCTCAGCCTCCATGCCAAGCTCGTATTTCCAGT
TTCGGGTGA

MTNRLWERIVLSMDIQTP
IIRLTAQPPCQARISSFG*

MTNRLWERIVLSMDIQT
PIIRLTAQPPCQARISSF
G*

GATCATCCCT TCGAGGGATG 0  0 0 0 0 0

778 577 an AN9110.1 66.m04575 AO070332000160 0 -177 -103 ATGGATATACAAACACCAATAATAAGATTGACGGCTCAGC
CTCCATGCCAAGCTCGTATTTCCAGTTTCGGGTGA

ATGGATATACAAACACCAATAATAAGATTGACGG
CTCAGCCTCCATGCCAAGCTCGTATTTCCAGTTT
CGGGTGA

MDIQTPIIRLTAQPPCQAR
ISSFG*

MDIQTPIIRLTAQPPCQA
RISSFG*

CGTCTTATCC TCGAGGGATG 0  0 0 0 0 0

779 577 an AN9110.1 66.m04575 AO070332000160 0 -133 -83 ATGCCAAGCTCGTATTTCCAGTTTCGGGTGATCGAGGGAT
GGTACCTCTAG

ATGCCAAGCTCGTATTTCCAGTTTCGGGTGATCG
AGGGATGGTACCTCTAG

MPSSYFQFRVIEGWYL* MPSSYFQFRVIEGWYL* CTCAGCCTCC GATGGCGAGA 0  0 0 0 0 0

780 577 an AN9110.1 66.m04575 AO070332000160 0 -95 -63 ATGGTACCTCTAGGATGGCGAGAGAGCATATAA ATGGTACCTCTAGGATGGCGAGAGAGCATATAA MVPLGWRESI* MVPLGWRESI* TGATCGAGGG GGAGGGCGCA 0  0 0 0 0 0

781 577 an AN9110.1 66.m04575 AO070332000160 0 -81 -40 ATGGCGAGAGAGCATATAAGGAGGGCGCAGCCTGCCTCC
TGA

ATGGCGAGAGAGCATATAAGGAGGGCGCAGCCT
GCCTCCTGA

MAREHIRRAQPAS* MAREHIRRAQPAS* TACCTCTAGG TCAAAACACA 0  0 0 0 0 0

786 577 ao AN9110.1 66.m04575 AO070332000160 0 -222 -154 ATGGCATTCCTTCACATTGTTCTTTTTTTAAGTTATCCCTTG
GAACCTCATGATGATGATCAACGCTAA

ATGGCATTCCTTCACATTGTTCTTTTTTTAAG
TTATCCCTTGGAACCTCATGATGATGATCAA
CGCTAA

MAFLHIVLFLSYPLEPHD
DDQR*

MAFLHIVLFLSYPLE
PHDDDQR*

TAATAATTGG GCCTTGTGCT 0  0 0 0 0 0

787 577 ao AN9110.1 66.m04575 AO070332000160 0 -84 -22 ATGCGTAGAAAACGCCCCTCGAATAACCCTGTATCCTATC
TCTTATTCCTCACTCATGTGTAA

ATGCGTAGAAAACGCCCCTCGAATAACCCT
GTATCCTATCTCTTATTCCTCACTCATGTGTA
A

MRRKRPSNNPVSYLLFLT
HV*

MRRKRPSNNPVSYL
LFLTHV*

GATATATAAG CAAGATCTTG 0  0 0 0 0 0

788 579 af AN3100.1 59.m08644 AO070334000141 0 -238 -125 ATGAATCTTCCTCCTTCTTCCCTTTCCATTCCTTCATCCCA
GGTCCTGTTCTTCAAGCCTGACTTGACCATACTCCTCCCT
GATCTTACTCATATCACATCTCTACACCTTTGA

ATGAATCTTCCTCCTTCTTCCCTTTCCATTCCTTCAT
CCCAGGTCCTGTTCTTCAAGCCTGACTTGACCATA
CTCCTCCCTGATCTTACTCATATCACATCTCTACAC
CTTTGA

MNLPPSSLSIPSSQVLFF
KPDLTILLPDLTHITSLHL*

MNLPPSSLSIPSSQV
LFFKPDLTILLPDLTH
ITSLHL*

TTCTTTCATC GCAAGCAAAG 0  0 0 0 0 0

789 586 an AN2750.1 54.m06682 AO070338000222 0 -260 -162 ATGTTTATGTTTCTCCAAGGCAGCAGCTTCTTTATCTGCCT
CGCCTATTCAGCTCCATTTATTCATTATCTACAACACCCGG
TCTCGGCAATGACTTAG

ATGTTTATGTTTCTCCAAGGCAGCAGCTTCTTTAT
CTGCCTCGCCTATTCAGCTCCATTTATTCATTATC
TACAACACCCGGTCTCGGCAATGACTTAG

MFMFLQGSSFFICLAYSA
PFIHYLQHPVSAMT*

MFMFLQGSSFFICLAYS
APFIHYLQHPVSAMT*

TGTTCTCAAC TGCTCAAGGC 0 0 0 0 0 0

790 586 an AN2750.1 54.m06682 AO070338000222 0 -254 -162 ATGTTTCTCCAAGGCAGCAGCTTCTTTATCTGCCTCGCCTA
TTCAGCTCCATTTATTCATTATCTACAACACCCGGTCTCGG
CAATGACTTAG

ATGTTTCTCCAAGGCAGCAGCTTCTTTATCTGCC
TCGCCTATTCAGCTCCATTTATTCATTATCTACAA
CACCCGGTCTCGGCAATGACTTAG

MFLQGSSFFICLAYSAPFI
HYLQHPVSAMT*

MFLQGSSFFICLAYSAP
FIHYLQHPVSAMT*

CAACATGTTT TGCTCAAGGC 0 0 0 0 0 0

792 586 ao AN2750.1 54.m06682 AO070338000222 0 -104 -63 ATGCACTCTACTGTTTCTTGGCTTGCTTTTATTAAAGCATA
G

ATGCACTCTACTGTTTCTTGGCTTGCTTTTAT
TAAAGCATAG

MHSTVSWLAFIKA* MHSTVSWLAFIKA* TGCTGGTTCC CAAAACGTGA 0 0 0 0 0 0

793 595 af AN8059.1 53.m03884 AO070322000124 0 -152 -33 ATGTCCGAGATGGTTATCTGTAGCCAGCGACTTGATTTCC
ATTCAGCGACGTGCGTTTCATCTTTCCTTGCGAGAATTCTA
GTGGCAGAATATCTGCGCATACATTACAGCACTCGATAG

ATGTCCGAGATGGTTATCTGTAGCCAGCGACTTGA
TTTCCATTCAGCGACGTGCGTTTCATCTTTCCTTGC
GAGAATTCTAGTGGCAGAATATCTGCGCATACATTA
CAGCACTCGATAG

MSEMVICSQRLDFHSAT
CVSSFLARILVAEYLRIHY
STR*

MSEMVICSQRLDFH
SATCVSSFLARILVA
EYLRIHYSTR*

TCTCCGCAAA TATCTACGCC 0 U FG06120.1 0 0 0 0

794 595 af AN8059.1 53.m03884 AO070322000124 0 -143 -33 ATGGTTATCTGTAGCCAGCGACTTGATTTCCATTCAGCGA
CGTGCGTTTCATCTTTCCTTGCGAGAATTCTAGTGGCAGA
ATATCTGCGCATACATTACAGCACTCGATAG

ATGGTTATCTGTAGCCAGCGACTTGATTTCCATTCA
GCGACGTGCGTTTCATCTTTCCTTGCGAGAATTCTA
GTGGCAGAATATCTGCGCATACATTACAGCACTCG
ATAG

MVICSQRLDFHSATCVSS
FLARILVAEYLRIHYSTR*

MVICSQRLDFHSAT
CVSSFLARILVAEYL
RIHYSTR*

AATGTCCGAG TATCTACGCC 0 U FG06120.1 0 0 0 0

795 595 ao AN8059.1 53.m03884 AO070322000124 0 -248 -117 ATGCTGCACAAAAGGTGCGCTCCGACCACCGTAAATAAAT
TTGCAAGTCGCCATCTCATCTCCGCAAAAAGTCCGGGGAT
CGCACTCTCACCTCCGGTCCTTCTCGAGCTACACACTCCT
TTTGAGCTCTGA

ATGCTGCACAAAAGGTGCGCTCCGACCACC
GTAAATAAATTTGCAAGTCGCCATCTCATCT
CCGCAAAAAGTCCGGGGATCGCACTCTCAC
CTCCGGTCCTTCTCGAGCTACACACTCCTTT
TGAGCTCTGA

MLHKRCAPTTVNKFASR
HLISAKSPGIALSPPVLLE
LHTPFEL*

MLHKRCAPTTVNKF
ASRHLISAKSPGIAL
SPPVLLELHTPFEL*

TCACGTGATT TAACCTCCGC 0 U FG06120.1 0 0 0 0

805 611 af AN5875.1 72.m19257 AO070308000144 0 -183 -142 ATGGCGCAAATCATGTGCTGTCGCAGCCTTACTGGTGCCT
GA

ATGGCGCAAATCATGTGCTGTCGCAGCCTTACTGG
TGCCTGA

MAQIMCCRSLTGA* MAQIMCCRSLTGA* TTGGGCGCTT ATAACGAGGC 0 JD FG06203.1 0 0 0 0

806 611 af AN5875.1 72.m19257 AO070308000144 0 -171 -142 ATGTGCTGTCGCAGCCTTACTGGTGCCTGA ATGTGCTGTCGCAGCCTTACTGGTGCCTGA MCCRSLTGA* MCCRSLTGA* GGCGCAAATC ATAACGAGGC 0 JD FG06203.1 0 0 0 0
804 611 an AN5875.1 72.m19257 AO070308000144 0 -165 -121 ATGTTGGGAGTCTTAGCCGCCAGTTGGTGCCTTATTTATG

CCTAA
ATGTTGGGAGTCTTAGCCGCCAGTTGGTGCCTTA
TTTATGCCTAA

MLGVLAASWCLIYA* MLGVLAASWCLIYA* GAAGGATCGA TTATACAGGC 0 JD FG06203.1 0 0 0 0

807 611 ao AN5875.1 72.m19257 AO070308000144 0 -117 -46 ATGCCAAACATGGTAAGTCTCCGCGCGGATCAGAAAAAAG
TTGGCGGCCAATTCAGATCCGTCGAAGAATAA

ATGCCAAACATGGTAAGTCTCCGCGCGGAT
CAGAAAAAAGTTGGCGGCCAATTCAGATCC
GTCGAAGAATAA

MPNMVSLRADQKKVGG
QFRSVEE*

MPNMVSLRADQKK
VGGQFRSVEE*

GGCGCGCTAA TCCTGTACCA 0 JD FG06203.1 0 0 0 0

808 611 ao AN5875.1 72.m19257 AO070308000144 0 -108 -46 ATGGTAAGTCTCCGCGCGGATCAGAAAAAAGTTGGCGGC
CAATTCAGATCCGTCGAAGAATAA

ATGGTAAGTCTCCGCGCGGATCAGAAAAAA
GTTGGCGGCCAATTCAGATCCGTCGAAGAA
TAA

MVSLRADQKKVGGQFRS
VEE*

MVSLRADQKKVGG
QFRSVEE*

AATGCCAAAC TCCTGTACCA 0 JD FG06203.1 0 0 0 0

810 612 af AN1817.1 58.m07686 AO070318000115 0 -123 -112 ATGATCATGTAG ATGATCATGTAG MIM* MIM* CGTCTGGGTC ACTACGTCCC 0 0 0 0 0 0
809 612 an AN1817.1 58.m07686 AO070318000115 0 -279 -172 ATGTCGACTGGCCTGCACTGCCTCGTTTCTTGTTTTTCATC

TTCATCTTTATATTATCGATCTCCCATCACCAACTCCAGCT
CCAGCTCAGTTTCTTCCATCATATAA

ATGTCGACTGGCCTGCACTGCCTCGTTTCTTGTT
TTTCATCTTCATCTTTATATTATCGATCTCCCATCA
CCAACTCCAGCTCCAGCTCAGTTTCTTCCATCAT
ATAA

MSTGLHCLVSCFSSSSLY
YRSPITNSSSSSVSSII*

MSTGLHCLVSCFSSSSL
YYRSPITNSSSSSVSSII*

CCCGGTCTGA CCATCGACCT 0 0 0 0 0 0

814 613 af AN2919.1 59.m09077 AO070337000216 0 -261 -208 ATGCTTTTCATCGGGTGCTTCATCCTCGTTGCTTGTCTGG
GATTAAATAGCTAA

ATGCTTTTCATCGGGTGCTTCATCCTCGTTGCTTGT
CTGGGATTAAATAGCTAA

MLFIGCFILVACLGLNS* MLFIGCFILVACLGL
NS*

TTTAGATTTT TTCTTGATTG 0 R 0 0 0 0 0

815 613 af AN2919.1 59.m09077 AO070337000216 0 -177 -163 ATGTACGTCATTTGA ATGTACGTCATTTGA MYVI* MYVI* ATTGACTCGC ATCACCAGGG 0 R 0 0 0 0 0
811 613 an AN2919.1 59.m09077 AO070337000216 0 -246 -166 ATGTATTTCATCAACGCCCCGTCGCCCGACCGTCTACGAA

GAGTCGATATATTCCCAACCTTGCTCTTGTGTACATTCTAA
ATGTATTTCATCAACGCCCCGTCGCCCGACCGTC
TACGAAGAGTCGATATATTCCCAACCTTGCTCTT
GTGTACATTCTAA

MYFINAPSPDRLRRVDIF
PTLLLCTF*

MYFINAPSPDRLRRVDIF
PTLLLCTF*

CGACCTCTGT CAATCGTCAA 0 R 0 0 0 0 0

816 613 ao AN2919.1 59.m09077 AO070337000216 0 -222 -79 ATGACCGGTTATCGCTCTATACCCACTACTTCACTTTGGC
GTCATAACAATACCAAGAAGAGTAAGAACCCCTCCTCAAC
CACGACTACCTTTTTATATCTTCTTTTTCTATTGCGCCTTTT
CGTACTGTGCTACGGGTGGTAA

ATGACCGGTTATCGCTCTATACCCACTACTT
CACTTTGGCGTCATAACAATACCAAGAAGAG
TAAGAACCCCTCCTCAACCACGACTACCTTT
TTATATCTTCTTTTTCTATTGCGCCTTTTCGT
ACTGTGCTACGGGTGGTAA

MTGYRSIPTTSLWRHNN
TKKSKNPSSTTTTFLYLLF
LLRLFVLCYGW*

MTGYRSIPTTSLWR
HNNTKKSKNPSSTT
TTFLYLLFLLRLFVL
CYGW*

TCGAATTTGA TCTATAGAAT 0 R 0 0 0 0 0

818 616 af AN1371.1 70.m14858 AO070215000010 0 -124 -89 ATGGGCCTTCTGGGTGATGAGGCATCCCAGATATGA ATGGGCCTTCTGGGTGATGAGGCATCCCAGATATG
A

MGLLGDEASQI* MGLLGDEASQI* AAGATTGACC CAACAAGTAG 0  0 0 0 0 0

819 616 af AN1371.1 70.m14858 AO070215000010 0 -108 -79 ATGAGGCATCCCAGATATGACAACAAGTAG ATGAGGCATCCCAGATATGACAACAAGTAG MRHPRYDNK* MRHPRYDNK* CTTCTGGGTG TCACTTTAAA 0  0 0 0 0 0
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820 616 af AN1371.1 70.m14858 AO070215000010 0 -92 -6 ATGACAACAAGTAGTCACTTTAAAAGAAAACGAGAACCCTT
GGTATCTGTTATTACTCAAGCTCAAGAAGATTTGTTCCACA
GCTAG

ATGACAACAAGTAGTCACTTTAAAAGAAAACGAGAA
CCCTTGGTATCTGTTATTACTCAAGCTCAAGAAGAT
TTGTTCCACAGCTAG

MTTSSHFKRKREPLVSVI
TQAQEDLFHS*

MTTSSHFKRKREPL
VSVITQAQEDLFHS*

CATCCCAGAT CCGAAATGTC 0  0 0 0 0 0

821 616 ao AN1371.1 70.m14858 AO070215000010 0 -106 -50 ATGTGTCACGTGGAGATAGAAACAAGCAATGATAAACAGT
TGCCATGTTTGTGTTAA

ATGTGTCACGTGGAGATAGAAACAAGCAAT
GATAAACAGTTGCCATGTTTGTGTTAA

MCHVEIETSNDKQLPCLC
*

MCHVEIETSNDKQL
PCLC*

AGTACAGGTA ACATCACACA 0  0 0 0 0 0

822 616 ao AN1371.1 70.m14858 AO070215000010 0 -62 -15 ATGTTTGTGTTAAACATCACACAGCGCAGGAGAAGGAAAA
TCCAGTAG

ATGTTTGTGTTAAACATCACACAGCGCAGGA
GAAGGAAAATCCAGTAG

MFVLNITQRRRRKIQ* MFVLNITQRRRRKIQ
*

AACAGTTGCC AGACAACCGA 0  0 0 0 0 0

823 618 af AN9143.1 66.m04611 AO070327000186 0 -216 -124 ATGCTGAGGTGTGGAGTCGCGATTGGCGATAAGAGTTAC
CCCACACCAGCTTCATCACTCAGCACCATCCTCATGATCC
TCCAAATAGACTGA

ATGCTGAGGTGTGGAGTCGCGATTGGCGATAAGA
GTTACCCCACACCAGCTTCATCACTCAGCACCATC
CTCATGATCCTCCAAATAGACTGA

MLRCGVAIGDKSYPTPAS
SLSTILMILQID*

MLRCGVAIGDKSYP
TPASSLSTILMILQID*

GTACTGTGTG AAAGAGCATC 0  0 0 0 0 0

824 618 af AN9143.1 66.m04611 AO070327000186 0 -144 -124 ATGATCCTCCAAATAGACTGA ATGATCCTCCAAATAGACTGA MILQID* MILQID* CACCATCCTC AAAGAGCATC 0  0 0 0 0 0
825 629 af AN4804.1 59.m09172 AO070329000035 0 -279 -256 ATGGCCAGTGCCAAAATAAAGTAA ATGGCCAGTGCCAAAATAAAGTAA MASAKIK* MASAKIK* CAACTCGCTC GGCAGTGACT 0  0 0 0 0 0
826 629 af AN4804.1 59.m09172 AO070329000035 0 -217 -17 ATGGCAATCAAAGCGGTGTCCCTTGGAAATTGTCTGATAA

GCTTTTGTTTACTTTTCCGTTATCTACCAGCCAACACGCAG
TCAAGGGTATCCGTTCTGAGGATAACCAAGATTATCAGGC
AAAGAAATCTTTTAATATTCCAACTCAGGGCTTCGAACATA
GGACTCACACATATCGCTGCCATACGTACCTCATTTTGA

ATGGCAATCAAAGCGGTGTCCCTTGGAAATTGTCT
GATAAGCTTTTGTTTACTTTTCCGTTATCTACCAGC
CAACACGCAGTCAAGGGTATCCGTTCTGAGGATAA
CCAAGATTATCAGGCAAAGAAATCTTTTAATATTCC
AACTCAGGGCTTCGAACATAGGACTCACACATATC
GCTGCCATACGTACCTCATTTTGA

MAIKAVSLGNCLISFCLLF
RYLPANTQSRVSVLRITKI
IRQRNLLIFQLRASNIGLT
HIAAIRTSF*

MAIKAVSLGNCLISF
CLLFRYLPANTQSR
VSVLRITKIIRQRNLLI
FQLRASNIGLTHIAAI
RTSF*

GCCGCACTAG AGAGACCGCC 0  0 0 0 0 0

827 629 ao AN4804.1 59.m09172 AO070329000035 0 -250 -239 ATGGCGAATTAG ATGGCGAATTAG MAN* MAN* TATCAGGGAA TCCATCATAC 0  0 0 0 0 0
833 640 af AN4324.1 58.m07999 AO070240000001 0 -218 -150 ATGCTTCCTGTTCCTTCTGATGGATCCTGTCTGTTGATTCT

CAGTTACCTGTTGCAACTTTATCATTAG
ATGCTTCCTGTTCCTTCTGATGGATCCTGTCTGTTG
ATTCTCAGTTACCTGTTGCAACTTTATCATTAG

MLPVPSDGSCLLILSYLL
QLYH*

MLPVPSDGSCLLILS
YLLQLYH*

AAATACTCTG TCTACATTCT 0  0 0 0 0 0

834 640 af AN4324.1 58.m07999 AO070240000001 0 -199 -182 ATGGATCCTGTCTGTTGA ATGGATCCTGTCTGTTGA MDPVC* MDPVC* GTTCCTTCTG TTCTCAGTTA 0  0 0 0 0 0
832 640 an AN4324.1 58.m07999 AO070240000001 0 -181 -119 ATGCGCCTCTGGGCTGGCTTTCGATTCAAACCTCCACCAA

GCCTACGGAGCTGGACTATATAG
ATGCGCCTCTGGGCTGGCTTTCGATTCAAACCTC
CACCAAGCCTACGGAGCTGGACTATATAG

MRLWAGFRFKPPPSLRS
WTI*

MRLWAGFRFKPPPSLR
SWTI*

AATACTCGCA CCCCTTCCTT 0  0 0 0 0 0

840 645 af AN6698.1 65.m07285 AO070339000130 0 -169 -131 ATGTCGCTTGGTGCTAGTTATCTTGATGATGAGACATGA ATGTCGCTTGGTGCTAGTTATCTTGATGATGAGACA
TGA

MSLGASYLDDET* MSLGASYLDDET* TAGTGAATCG CTAAGCAGAT 0 S 0 0 0 0 0

841 645 af AN6698.1 65.m07285 AO070339000130 0 -144 -127 ATGATGAGACATGACTAA ATGATGAGACATGACTAA MMRHD* MMRHD* AGTTATCTTG GCAGATCCAT 0 S 0 0 0 0 0
842 645 af AN6698.1 65.m07285 AO070339000130 0 -141 -127 ATGAGACATGACTAA ATGAGACATGACTAA MRHD* MRHD* TATCTTGATG GCAGATCCAT 0 S 0 0 0 0 0
843 645 af AN6698.1 65.m07285 AO070339000130 0 -134 -75 ATGACTAAGCAGATCCATACACGCCAAGACCGGACAAATT

TGCCTACCGCCTTCCCGTGA
ATGACTAAGCAGATCCATACACGCCAAGACCGGAC
AAATTTGCCTACCGCCTTCCCGTGA

MTKQIHTRQDRTNLPTAF
P*

MTKQIHTRQDRTNL
PTAFP*

ATGATGAGAC ATTTTTTTGA 0 S 0 0 0 0 0

836 645 an AN6698.1 65.m07285 AO070339000130 0 -205 -191 ATGCTCAATACATGA ATGCTCAATACATGA MLNT* MLNT* CGTACAATAG TACTCGTAGT 0 S 0 0 0 0 0
837 645 an AN6698.1 65.m07285 AO070339000130 0 -194 -150 ATGATACTCGTAGTCTGCAATCCATCCTCTGATAATACATA

CTAA
ATGATACTCGTAGTCTGCAATCCATCCTCTGATAA
TACATACTAA

MILVVCNPSSDNTY* MILVVCNPSSDNTY* TGCTCAATAC GATCACATGA 0 S 0 0 0 0 0

838 645 an AN6698.1 65.m07285 AO070339000130 0 -143 -117 ATGACCACAATAGTGACTAATCAATGA ATGACCACAATAGTGACTAATCAATGA MTTIVTNQ* MTTIVTNQ* CTAAGATCAC CAGGCAGAAA 0 S 0 0 0 0 0
839 645 an AN6698.1 65.m07285 AO070339000130 0 -120 -40 ATGACAGGCAGAAACTCTCACCGCTTTCTGAGATCCGACT

TTTTTTTTATCGGTCGATATCGCGGATTTTCAGGCCGGTAG
ATGACAGGCAGAAACTCTCACCGCTTTCTGAGAT
CCGACTTTTTTTTTATCGGTCGATATCGCGGATTT
TCAGGCCGGTAG

MTGRNSHRFLRSDFFFIG
RYRGFSGR*

MTGRNSHRFLRSDFFFI
GRYRGFSGR*

TGACTAATCA AAATTGTCTG 0 S 0 0 0 0 0

844 645 ao AN6698.1 65.m07285 AO070339000130 0 -140 -129 ATGAATGACTAA ATGAATGACTAA MND* MND* CATTGGGAGC TCCACGATCT 0 S 0 0 0 0 0
845 645 ao AN6698.1 65.m07285 AO070339000130 0 -136 -5 ATGACTAATCCACGATCTAGGTCGATGCCAAGACCGGACA

AATTTGCCCACCGCCTTCCCGTGAATTTTTTTGATCTCCAT
TATCGCAGAATTCGAGACGAGTCGAAATCTGCAGCAACCG
ACACAAAATAG

ATGACTAATCCACGATCTAGGTCGATGCCAA
GACCGGACAAATTTGCCCACCGCCTTCCCG
TGAATTTTTTTGATCTCCATTATCGCAGAATT
CGAGACGAGTCGAAATCTGCAGCAACCGAC
ACAAAATAG

MTNPRSRSMPRPDKFAH
RLPVNFFDLHYRRIRDES
KSAATDTK*

MTNPRSRSMPRPD
KFAHRLPVNFFDLH
YRRIRDESKSAATD
TK*

GGGAGCATGA CAAAATGGTG 0 S 0 0 0 0 0

846 645 ao AN6698.1 65.m07285 AO070339000130 0 -112 -5 ATGCCAAGACCGGACAAATTTGCCCACCGCCTTCCCGTGA
ATTTTTTTGATCTCCATTATCGCAGAATTCGAGACGAGTCG
AAATCTGCAGCAACCGACACAAAATAG

ATGCCAAGACCGGACAAATTTGCCCACCGC
CTTCCCGTGAATTTTTTTGATCTCCATTATCG
CAGAATTCGAGACGAGTCGAAATCTGCAGC
AACCGACACAAAATAG

MPRPDKFAHRLPVNFFD
LHYRRIRDESKSAATDTK*

MPRPDKFAHRLPVN
FFDLHYRRIRDESK
SAATDTK*

ATCTAGGTCG CAAAATGGTG 0 S 0 0 0 0 0

848 650 af AN4735.1 59.m09246 AO070327000042 0 -148 -80 ATGCAGAGAACGCGCCGATGGTCTCATCGCTCAGTGAAG
TTTCAGCATAGTCCTTCCATTGTTGGATGA

ATGCAGAGAACGCGCCGATGGTCTCATCGCTCAG
TGAAGTTTCAGCATAGTCCTTCCATTGTTGGATGA

MQRTRRWSHRSVKFQH
SPSIVG*

MQRTRRWSHRSVK
FQHSPSIVG*

GCGTGGTCGT AACCCTCTCC 0 DO 0 0 0 0 0

849 650 af AN4735.1 59.m09246 AO070327000042 0 -131 -99 ATGGTCTCATCGCTCAGTGAAGTTTCAGCATAG ATGGTCTCATCGCTCAGTGAAGTTTCAGCATAG MVSSLSEVSA* MVSSLSEVSA* GAACGCGCCG TCCTTCCATT 0 DO 0 0 0 0 0
850 650 af AN4735.1 59.m09246 AO070327000042 0 -61 -47 ATGTTGACTATGTGA ATGTTGACTATGTGA MLTM* MLTM* CCGGCAAAGG AAAAGGAATT 0 DO 0 0 0 0 0
847 650 an AN4735.1 59.m09246 AO070327000042 0 -151 -110 ATGGGCGAAGTATCCAGTCTAGGGTCGATAGCAATTCTTT

GA
ATGGGCGAAGTATCCAGTCTAGGGTCGATAGCA
ATTCTTTGA

MGEVSSLGSIAIL* MGEVSSLGSIAIL* TCCATTGGAG TCTTGTTTAT 0 DO 0 0 0 0 0

851 650 ao AN4735.1 59.m09246 AO070327000042 0 -248 -45 ATGAGTACCAAAAAGTTACTATCAAAAAAGCTATCATGCTC
CCCACGTTTTGCTCCTTTGCCGTTGCTCATACCGCGTAGC
CTGCACAGCGTGCGATTTGGGACAAACGATTCGGTGGGG
TTGCTGGATTTAGTTGTCACGAACCAGAAATCCCATTTTAC
TAAGGCTGTCCGAAGTGTTTGTTGTCTTGACGCGTCGCAG
TGA

ATGAGTACCAAAAAGTTACTATCAAAAAAGC
TATCATGCTCCCCACGTTTTGCTCCTTTGCC
GTTGCTCATACCGCGTAGCCTGCACAGCGT
GCGATTTGGGACAAACGATTCGGTGGGGTT
GCTGGATTTAGTTGTCACGAACCAGAAATCC
CATTTTACTAAGGCTGTCCGAAGTGTTTGTT
GTCTTGACGCGTCGCAGTGA

MSTKKLLSKKLSCSPRFA
PLPLLIPRSLHSVRFGTN
DSVGLLDLVVTNQKSHFT
KAVRSVCCLDASQ*

MSTKKLLSKKLSCS
PRFAPLPLLIPRSLH
SVRFGTNDSVGLLD
LVVTNQKSHFTKAV
RSVCCLDASQ*

CTAATACCAA CAATATCAGC 0 DO 0 0 0 0 0

852 650 ao AN4735.1 59.m09246 AO070327000042 0 -213 -169 ATGCTCCCCACGTTTTGCTCCTTTGCCGTTGCTCATACCG
CGTAG

ATGCTCCCCACGTTTTGCTCCTTTGCCGTTG
CTCATACCGCGTAG

MLPTFCSFAVAHTA* MLPTFCSFAVAHTA* AAAAGCTATC CCTGCACAGC 0 DO 0 0 0 0 0

853 652 an AN7782.1 71.m16017 AO070336000097 0 -289 -206 ATGTATGCCCATATTGTGCACAGGCTGTTAGGTTTCGCTT
CCAACTGCCAGCTTCTAGCCTCAACCTATATAAACTATATA
TAG

ATGTATGCCCATATTGTGCACAGGCTGTTAGGTT
TCGCTTCCAACTGCCAGCTTCTAGCCTCAACCTA
TATAAACTATATATAG

MYAHIVHRLLGFASNCQL
LASTYINYI*

MYAHIVHRLLGFASNCQ
LLASTYINYI*

TGTGCCTGCT CTGACACTGA 0 L 0 0 0 0 0

854 652 an AN7782.1 71.m16017 AO070336000097 0 -285 -259 ATGCCCATATTGTGCACAGGCTGTTAG ATGCCCATATTGTGCACAGGCTGTTAG MPILCTGC* MPILCTGC* CCTGCTATGT GTTTCGCTTC 0 L 0 0 0 0 0
855 652 an AN7782.1 71.m16017 AO070336000097 0 -164 -93 ATGCATAGAATCAAACTCGAGATATTTCAGATAATTCTTGG

TCTAGCACGAATTTCGAGGACGTTGCAGTGA
ATGCATAGAATCAAACTCGAGATATTTCAGATAAT
TCTTGGTCTAGCACGAATTTCGAGGACGTTGCAG
TGA

MHRIKLEIFQIILGLARISR
TLQ*

MHRIKLEIFQIILGLARISR
TLQ*

AGTCCAAAAC CATCATCCAT 0 L 0 0 0 0 0

856 652 ao AN7782.1 71.m16017 AO070336000097 0 -90 -34 ATGACATCATGCTCTATTCCTACATCTTCATATAAATCCTAT
ACATGTCCCTTTTGA

ATGACATCATGCTCTATTCCTACATCTTCATA
TAAATCCTATACATGTCCCTTTTGA

MTSCSIPTSSYKSYTCPF* MTSCSIPTSSYKSYT
CPF*

GAGATCACAT CAAAATTAAT 0 L 0 0 0 0 0

857 652 ao AN7782.1 71.m16017 AO070336000097 0 -82 -56 ATGCTCTATTCCTACATCTTCATATAA ATGCTCTATTCCTACATCTTCATATAA MLYSYIFI* MLYSYIFI* ATATGACATC ATCCTATACA 0 L 0 0 0 0 0
862 657 af AN9412.1 53.m03670 AO070310000007 0 -196 -143 ATGCCTAGTTGGCTTGCCATTCTTATGGAAACAAGAATGAA

TAGGCAGCAATAA
ATGCCTAGTTGGCTTGCCATTCTTATGGAAACAAGA
ATGAATAGGCAGCAATAA

MPSWLAILMETRMNRQQ
*

MPSWLAILMETRMN
RQQ*

GGTGACGTTG CGGCTCCATT 0  0 0 0 0 0

863 657 af AN9412.1 53.m03670 AO070310000007 0 -172 -143 ATGGAAACAAGAATGAATAGGCAGCAATAA ATGGAAACAAGAATGAATAGGCAGCAATAA METRMNRQQ* METRMNRQQ* TGCCATTCTT CGGCTCCATT 0  0 0 0 0 0
864 657 af AN9412.1 53.m03670 AO070310000007 0 -160 -143 ATGAATAGGCAGCAATAA ATGAATAGGCAGCAATAA MNRQQ* MNRQQ* GGAAACAAGA CGGCTCCATT 0  0 0 0 0 0
865 657 af AN9412.1 53.m03670 AO070310000007 0 -130 -116 ATGAAAGACACATAG ATGAAAGACACATAG MKDT* MKDT* GCTCCATTCA TTTCTGAGAA 0  0 0 0 0 0
858 657 an AN9412.1 53.m03670 AO070310000007 0 -290 -276 ATGACGACCATCTAA ATGACGACCATCTAA MTTI* MTTI* ACCTGAGAGG ACATAGCGTG 0  0 0 0 0 0
859 657 an AN9412.1 53.m03670 AO070310000007 0 -176 -132 ATGAAATGTCAGATGTCTGTCAGCGTGCCAAGCCTAGTAT

TGTAA
ATGAAATGTCAGATGTCTGTCAGCGTGCCAAGCC
TAGTATTGTAA

MKCQMSVSVPSLVL* MKCQMSVSVPSLVL* GATACTGGTC TTTGGGAAGG 0  0 0 0 0 0

860 657 an AN9412.1 53.m03670 AO070310000007 0 -171 -112 ATGTCAGATGTCTGTCAGCGTGCCAAGCCTAGTATTGTAA
TTTGGGAAGGCAGCAGTTAG

ATGTCAGATGTCTGTCAGCGTGCCAAGCCTAGTA
TTGTAATTTGGGAAGGCAGCAGTTAG

MSDVCQRAKPSIVIWEG
SS*

MSDVCQRAKPSIVIWEG
SS*

TGGTCATGAA AGAACAAGGC 0  0 0 0 0 0

861 657 an AN9412.1 53.m03670 AO070310000007 0 -164 -132 ATGTCTGTCAGCGTGCCAAGCCTAGTATTGTAA ATGTCTGTCAGCGTGCCAAGCCTAGTATTGTAA MSVSVPSLVL* MSVSVPSLVL* GAAATGTCAG TTTGGGAAGG 0  0 0 0 0 0

866 657 ao AN9412.1 53.m03670 AO070310000007 0 -172 -134 ATGAATCAGTACCTAGCAGGCAGCTATCTCTATACCTAG ATGAATCAGTACCTAGCAGGCAGCTATCTCT
ATACCTAG

MNQYLAGSYLYT* MNQYLAGSYLYT* GTACCCTTTG CCTGTAGCCT 0  0 0 0 0 0

867 657 ao AN9412.1 53.m03670 AO070310000007 0 -123 -91 ATGATGACCCACCGCAGCGTTAAGTTACCTTAA ATGATGACCCACCGCAGCGTTAAGTTACCTT
AA

MMTHRSVKLP* MMTHRSVKLP* CCTGTAGCCT TAACGGCAAT 0  0 0 0 0 0

868 657 ao AN9412.1 53.m03670 AO070310000007 0 -120 -91 ATGACCCACCGCAGCGTTAAGTTACCTTAA ATGACCCACCGCAGCGTTAAGTTACCTTAA MTHRSVKLP* MTHRSVKLP* GTAGCCTATG TAACGGCAAT 0  0 0 0 0 0

870 658 af AN0455.1 54.m06616 AO070328000183 0 -250 -224 ATGATGGCGGGGTTCCCCTCCGTCTAA ATGATGGCGGGGTTCCCCTCCGTCTAA MMAGFPSV* MMAGFPSV* ATTCTTGTAT CATTTCCTGT 0 J 0 0 0 0 0
871 658 af AN0455.1 54.m06616 AO070328000183 0 -247 -224 ATGGCGGGGTTCCCCTCCGTCTAA ATGGCGGGGTTCCCCTCCGTCTAA MAGFPSV* MAGFPSV* CTTGTATATG CATTTCCTGT 0 J 0 0 0 0 0
872 658 af AN0455.1 54.m06616 AO070328000183 0 -172 -56 ATGAGCGGCAAGGAAAATCATCCCACTTGCACTGTGGGAT

TGCCATCGGCTCATGTATCCGCCCTTGTCTCCATACTTCA
ATCTACTCTTTCAGCTCATGTTTGCCTGATTCTCTGA

ATGAGCGGCAAGGAAAATCATCCCACTTGCACTGT
GGGATTGCCATCGGCTCATGTATCCGCCCTTGTCT
CCATACTTCAATCTACTCTTTCAGCTCATGTTTGCC
TGATTCTCTGA

MSGKENHPTCTVGLPSA
HVSALVSILQSTLSAHVCL
IL*

MSGKENHPTCTVGL
PSAHVSALVSILQST
LSAHVCLIL*

TTCGTCATCG GCCTTGTGTC 0 J 0 0 0 0 0

873 658 af AN0455.1 54.m06616 AO070328000183 0 -120 -64 ATGTATCCGCCCTTGTCTCCATACTTCAATCTACTCTTTCA
GCTCATGTTTGCCTGA

ATGTATCCGCCCTTGTCTCCATACTTCAATCTACTC
TTTCAGCTCATGTTTGCCTGA

MYPPLSPYFNLLFQLMFA
*

MYPPLSPYFNLLFQ
LMFA*

CCATCGGCTC TTCTCTGAGC 0 J 0 0 0 0 0

874 658 af AN0455.1 54.m06616 AO070328000183 0 -75 -64 ATGTTTGCCTGA ATGTTTGCCTGA MFA* MFA* CTTTCAGCTC TTCTCTGAGC 0 J 0 0 0 0 0
869 658 an AN0455.1 54.m06616 AO070328000183 0 -139 -32 ATGCAGGAGCCCTCGCCAGCGCTTTTCTTTTTACTTGTTCA

CTTTACGTTTTACATCTATTTAAGACTCCGAGACAGGTCCT
GTTTCTCTCTTCCGTACTCCGAGTGA

ATGCAGGAGCCCTCGCCAGCGCTTTTCTTTTTAC
TTGTTCACTTTACGTTTTACATCTATTTAAGACTCC
GAGACAGGTCCTGTTTCTCTCTTCCGTACTCCGA
GTGA

MQEPSPALFFLLVHFTFYI
YLRLRDRSCFSLPYSE*

MQEPSPALFFLLVHFTF
YIYLRLRDRSCFSLPYSE
*

GACGGCTCGT TCGCATTCGC 0 J 0 0 0 0 0

875 658 ao AN0455.1 54.m06616 AO070328000183 0 -128 -84 ATGGGGAGGATCATCCCACTCGTCTCCACGCCGGACCTT
TTCTGA

ATGGGGAGGATCATCCCACTCGTCTCCACG
CCGGACCTTTTCTGA

MGRIIPLVSTPDLF* MGRIIPLVSTPDLF* TTGAGGGGCA ATTCTGCACA 0 J 0 0 0 0 0

879 665 af AN4515.1 57.m05614 AO070311000076 0 -180 -142 ATGTTCCATGCATCAAAAGATCCCAAAAATAATTCGTAA ATGTTCCATGCATCAAAAGATCCCAAAAATAATTCG
TAA

MFHASKDPKNNS* MFHASKDPKNNS* ATCGTTTGGT TCAGATGGGT 0 G 0 0 0 0 0

880 665 af AN4515.1 57.m05614 AO070311000076 0 -173 -75 ATGCATCAAAAGATCCCAAAAATAATTCGTAATCAGATGGG
TTCTGTGGTTCTCATTACTGATTCTTCACAGTCCTCCATCC
GTTCACCCTCCTGGTGA

ATGCATCAAAAGATCCCAAAAATAATTCGTAATCAG
ATGGGTTCTGTGGTTCTCATTACTGATTCTTCACAG
TCCTCCATCCGTTCACCCTCCTGGTGA

MHQKIPKIIRNQMGSVVLI
TDSSQSSIRSPSW*

MHQKIPKIIRNQMGS
VVLITDSSQSSIRSP
SW*

GGTATGTTCC TCTTTCTTTG 0 G 0 0 0 0 0

881 665 af AN4515.1 57.m05614 AO070311000076 0 -137 -75 ATGGGTTCTGTGGTTCTCATTACTGATTCTTCACAGTCCTC
CATCCGTTCACCCTCCTGGTGA

ATGGGTTCTGTGGTTCTCATTACTGATTCTTCACAG
TCCTCCATCCGTTCACCCTCCTGGTGA

MGSVVLITDSSQSSIRSP
SW*

MGSVVLITDSSQSSI
RSPSW*

TCGTAATCAG TCTTTCTTTG 0 G 0 0 0 0 0

882 667 an AN4087.1 54.m06728 AO070342000080 0 -239 -210 ATGGTTGTTGGGATTGATGTCTTGGCATAA ATGGTTGTTGGGATTGATGTCTTGGCATAA MVVGIDVLA* MVVGIDVLA* CTGCCTAGTC CTTAAACAGG 0 J FG05433.1 0 NCU00489.1 0 0

883 667 an AN4087.1 54.m06728 AO070342000080 0 -223 -92 ATGTCTTGGCATAACTTAAACAGGAAAAGTGTAGGCGGAG
AGCAAGCGAGGGTTTGCCCTGACCAGATTAGGAAAGCAA
AGCCCTACACCCAAAATTCCCCACTAACGCCGAACTTCTC
AAAACTGACCTGA

ATGTCTTGGCATAACTTAAACAGGAAAAGTGTAG
GCGGAGAGCAAGCGAGGGTTTGCCCTGACCAG
ATTAGGAAAGCAAAGCCCTACACCCAAAATTCCC
CACTAACGCCGAACTTCTCAAAACTGACCTGA

MSWHNLNRKSVGGEQA
RVCPDQIRKAKPYTQNSP
LTPNFSKLT*

MSWHNLNRKSVGGEQ
ARVCPDQIRKAKPYTQN
SPLTPNFSKLT*

GTTGGGATTG ACCTCGAGCG 0 J FG05433.1 0 NCU00489.1 0 0

55
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884 674 an AN5203.1 69.m15625 AO070199000002 0 -103 -23 ATGCCAACCATGCGCAATTTGTCTCCCCCAACTGATCGCC
TGCTTGTTACAGAACTCCGTCCCATCGGCCATCCGGTTTG
A

ATGCCAACCATGCGCAATTTGTCTCCCCCAACTG
ATCGCCTGCTTGTTACAGAACTCCGTCCCATCGG
CCATCCGGTTTGA

MPTMRNLSPPTDRLLVTE
LRPIGHPV*

MPTMRNLSPPTDRLLVT
ELRPIGHPV*

GGTACTACCA TTGCGCCAGT 0 J 0 0 0 YMR158W 0

885 674 an AN5203.1 69.m15625 AO070199000002 0 -94 -23 ATGCGCAATTTGTCTCCCCCAACTGATCGCCTGCTTGTTA
CAGAACTCCGTCCCATCGGCCATCCGGTTTGA

ATGCGCAATTTGTCTCCCCCAACTGATCGCCTGC
TTGTTACAGAACTCCGTCCCATCGGCCATCCGGT
TTGA

MRNLSPPTDRLLVTELRP
IGHPV*

MRNLSPPTDRLLVTELR
PIGHPV*

AATGCCAACC TTGCGCCAGT 0 J 0 0 0 YMR158W 0

886 674 ao AN5203.1 69.m15625 AO070199000002 0 -123 -52 ATGAAAAAGTATTGCTCATACCTCCTCTTCCCCGTAACCAG
TGATTTATCGGCTCTCCCGCACACCGTCTGA

ATGAAAAAGTATTGCTCATACCTCCTCTTCC
CCGTAACCAGTGATTTATCGGCTCTCCCGC
ACACCGTCTGA

MKKYCSYLLFPVTSDLSA
LPHTV*

MKKYCSYLLFPVTS
DLSALPHTV*

TCTTATCTCA ACACTTAAGG 0 J 0 0 0 YMR158W 0

907 678 af AN6233.1 72.m19420 AO070304000087 0 -299 -273 ATGTGGGTGAGGCTCTCCAGACGGTGA ATGTGGGTGAGGCTCTCCAGACGGTGA MWVRLSRR* MWVRLSRR* CTGCTTCGCT AACTATGACG 0 O 0 0 0 0 0
908 678 af AN6233.1 72.m19420 AO070304000087 0 -268 -224 ATGACGAAAGCTGATAAGCTAGGGAGTACCTCCAGTCTAA

CCTGA
ATGACGAAAGCTGATAAGCTAGGGAGTACCTCCAG
TCTAACCTGA

MTKADKLGSTSSLT* MTKADKLGSTSSLT* CGGTGAAACT TAAGGTAATC 0 O 0 0 0 0 0

909 678 af AN6233.1 72.m19420 AO070304000087 0 -189 -97 ATGTCGCGTTTCCTCTGTCAGGAAATACATTTCACTATATC
AAAGCAAACTTGCTGCTTGACGCTTCTTTCATCCTTTTTTTT
TTTTCATTGA

ATGTCGCGTTTCCTCTGTCAGGAAATACATTTCACT
ATATCAAAGCAAACTTGCTGCTTGACGCTTCTTTCA
TCCTTTTTTTTTTTTCATTGA

MSRFLCQEIHFTISKQTC
CLTLLSSFFFFH*

MSRFLCQEIHFTISK
QTCCLTLLSSFFFFH
*

TCGCGTCCGA ATTTTGGGGG 0 O 0 0 0 0 0

906 678 an AN6233.1 72.m19420 AO070304000087 0 -159 -136 ATGTTTTGGTCTAAACCTAATTAG ATGTTTTGGTCTAAACCTAATTAG MFWSKPN* MFWSKPN* CAAGTAGGTA GAAAGCAAAG 0 O 0 0 0 0 0
910 678 ao AN6233.1 72.m19420 AO070304000087 0 -257 -156 ATGACATCGAAGGCGGGGAGAGCTCCATTGGCAGCTCTA

ACCCAATCGGGTAAGCAAAATGGTTTTCCAATGGACGCGT
CGCAACGCGTCTGTTGCCAGTGA

ATGACATCGAAGGCGGGGAGAGCTCCATTG
GCAGCTCTAACCCAATCGGGTAAGCAAAAT
GGTTTTCCAATGGACGCGTCGCAACGCGTC
TGTTGCCAGTGA

MTSKAGRAPLAALTQSG
KQNGFPMDASQRVCCQ*

MTSKAGRAPLAALT
QSGKQNGFPMDAS
QRVCCQ*

TTCAAGATCA ATCAATTCAC 0 O 0 0 0 0 0

911 678 ao AN6233.1 72.m19420 AO070304000087 0 -199 -59 ATGGTTTTCCAATGGACGCGTCGCAACGCGTCTGTTGCCA
GTGAATCAATTCACTCCTCCTTTTCTATTTGTGTTTTCTTGT
CTTTTGCTCTCATTCCTTCTCTACTCTTTCTGTCTTATTGGA
TCTTTGGAAGGCGGTGA

ATGGTTTTCCAATGGACGCGTCGCAACGCG
TCTGTTGCCAGTGAATCAATTCACTCCTCCT
TTTCTATTTGTGTTTTCTTGTCTTTTGCTCTC
ATTCCTTCTCTACTCTTTCTGTCTTATTGGAT
CTTTGGAAGGCGGTGA

MVFQWTRRNASVASESI
HSSFSICVFLSFALIPSLLF
LSYWIFGRR*

MVFQWTRRNASVA
SESIHSSFSICVFLSF
ALIPSLLFLSYWIFG
RR*

GGTAAGCAAA ACTGTGATAC 0 O 0 0 0 0 0

912 678 ao AN6233.1 72.m19420 AO070304000087 0 -188 -156 ATGGACGCGTCGCAACGCGTCTGTTGCCAGTGA ATGGACGCGTCGCAACGCGTCTGTTGCCAG
TGA

MDASQRVCCQ* MDASQRVCCQ* TGGTTTTCCA ATCAATTCAC 0 O 0 0 0 0 0

913 686 an AN8863.1 71.m16001 AO070271000008 0 -229 -14 ATGTGGTTGGTGACAATTTCTGCGTCGCCGATTGATTCTG
TTTCTCAACAGCCTTCGTCGCGCCAAGCCCCTCGGCCCAA
AGGCGCTAAGATCCCACCAAGCCAGGATTCCAGACCCCA
AAATCTCAGCGTATCAAATTCTTTCAACCCTCAACCTCCCT
CTCCGCGACAACCTCTCAACGGATTCTTGTACTGGCAGCT
TCCGTATACTTTCTGA

ATGTGGTTGGTGACAATTTCTGCGTCGCCGATTG
ATTCTGTTTCTCAACAGCCTTCGTCGCGCCAAGC
CCCTCGGCCCAAAGGCGCTAAGATCCCACCAAG
CCAGGATTCCAGACCCCAAAATCTCAGCGTATCA
AATTCTTTCAACCCTCAACCTCCCTCTCCGCGAC
AACCTCTCAACGGATTCTTGTACTGGCAGCTTCC
GTATACTTTCTGA

MWLVTISASPIDSVSQQP
SSRQAPRPKGAKIPPSQ
DSRPQNLSVSNSFNPQP
PSPRQPLNGFLYWQLPY
TF*

MWLVTISASPIDSVSQQ
PSSRQAPRPKGAKIPPS
QDSRPQNLSVSNSFNP
QPPSPRQPLNGFLYWQ
LPYTF*

AGCATCAATC TCAACTTTTC 0 BD 0 0 0 0 0

915 688 af AN3413.1 66.m04623 AO070281000039 0 -236 -192 ATGATGCGGGTCTCATCGGCTTACCGTATTGGGACTACCC
GCTAG

ATGATGCGGGTCTCATCGGCTTACCGTATTGGGAC
TACCCGCTAG

MMRVSSAYRIGTTR* MMRVSSAYRIGTTR
*

CACCCGTCAC GGCATAGGGT 0 J 0 MG09222.1 NCU06047.1 0 0

916 688 af AN3413.1 66.m04623 AO070281000039 0 -233 -192 ATGCGGGTCTCATCGGCTTACCGTATTGGGACTACCCGCT
AG

ATGCGGGTCTCATCGGCTTACCGTATTGGGACTAC
CCGCTAG

MRVSSAYRIGTTR* MRVSSAYRIGTTR* CCGTCACATG GGCATAGGGT 0 J 0 MG09222.1 NCU06047.1 0 0

914 688 an AN3413.1 66.m04623 AO070281000039 0 -269 -213 ATGACGAGCCCCCTGGTGCTGGCCCGTGCGCCGGCGGG
GCTAGAGCGGATTTCCTAA

ATGACGAGCCCCCTGGTGCTGGCCCGTGCGCC
GGCGGGGCTAGAGCGGATTTCCTAA

MTSPLVLARAPAGLERIS* MTSPLVLARAPAGLERI
S*

GCCCCATCAC AGTAGATACA 0 J 0 MG09222.1 NCU06047.1 0 0

917 688 ao AN3413.1 66.m04623 AO070281000039 0 -218 -174 ATGATGCGGGCGTCAGCGGGTTGCCCAAACGGGTTCACC
GCCTAG

ATGATGCGGGCGTCAGCGGGTTGCCCAAA
CGGGTTCACCGCCTAG

MMRASAGCPNGFTA* MMRASAGCPNGFT
A*

GCGAAGTCAC GGTATAGGGT 0 J 0 MG09222.1 NCU06047.1 0 0

918 688 ao AN3413.1 66.m04623 AO070281000039 0 -215 -174 ATGCGGGCGTCAGCGGGTTGCCCAAACGGGTTCACCGC
CTAG

ATGCGGGCGTCAGCGGGTTGCCCAAACGG
GTTCACCGCCTAG

MRASAGCPNGFTA* MRASAGCPNGFTA* AAGTCACATG GGTATAGGGT 0 J 0 MG09222.1 NCU06047.1 0 0

921 690 af AN6119.1 72.m19041 AO070340000085 0 -233 -222 ATGTGGTCCTGA ATGTGGTCCTGA MWS* MWS* AAAAACTCTC TATTGCCCAG 0 S FG01898.1 0 0 YHR132C YHR132C
922 690 af AN6119.1 72.m19041 AO070340000085 0 -177 -70 ATGGTAAAGTCGGAGTGCCTTCTGCCTGAGGCATCCATAG

GCGTCCGCCATTCGCCCAATCTAATATTGTCACTCGTCCA
TCCTGATCCGTCCTCGTTCACCTTCTAG

ATGGTAAAGTCGGAGTGCCTTCTGCCTGAGGCATC
CATAGGCGTCCGCCATTCGCCCAATCTAATATTGT
CACTCGTCCATCCTGATCCGTCCTCGTTCACCTTCT
AG

MVKSECLLPEASIGVRHS
PNLILSLVHPDPSSFTF*

MVKSECLLPEASIGV
RHSPNLILSLVHPDP
SSFTF*

ATCAGGGAAA GAGACTAGAC 0 S FG01898.1 0 0 YHR132C YHR132C

919 690 an AN6119.1 72.m19041 AO070340000085 0 -143 -111 ATGACATTGCGGCTGCCTTCCACGGTTACTTAG ATGACATTGCGGCTGCCTTCCACGGTTACTTAG MTLRLPSTVT* MTLRLPSTVT* CAGGCGCCGA TCTCCTCTCC 0 S FG01898.1 0 0 YHR132C YHR132C

924 690 ao AN6119.1 72.m19041 AO070340000085 0 -247 -230 ATGACATGGATCTGTTAG ATGACATGGATCTGTTAG MTWIC* MTWIC* AGGGTTCGAT GGTGGTATTA 0 S FG01898.1 0 0 YHR132C YHR132C
925 690 ao AN6119.1 72.m19041 AO070340000085 0 -242 -219 ATGGATCTGTTAGGGTGGTATTAG ATGGATCTGTTAGGGTGGTATTAG MDLLGWY* MDLLGWY* TCGATATGAC GCTTTATACT 0 S FG01898.1 0 0 YHR132C YHR132C
926 690 ao AN6119.1 72.m19041 AO070340000085 0 -183 -28 ATGTCAGCCTTAGGCATCAGCCGCGGTCCATGGCTCACC

ATCACATCTCATGTCACTTCACTCCATGCTTCTTCCATCCT
TCCTTCCCCCGTCGCTGTCTGGTCGCGCTCGATTGAAATT
CACTTAAAGGATCTGACAATGAAGATTTTGGCATAG

ATGTCAGCCTTAGGCATCAGCCGCGGTCCA
TGGCTCACCATCACATCTCATGTCACTTCAC
TCCATGCTTCTTCCATCCTTCCTTCCCCCGT
CGCTGTCTGGTCGCGCTCGATTGAAATTCA
CTTAAAGGATCTGACAATGAAGATTTTGGCA
TAG

MSALGISRGPWLTITSHV
TSLHASSILPSPVAVWSR
SIEIHLKDLTMKILA*

MSALGISRGPWLTIT
SHVTSLHASSILPSP
VAVWSRSIEIHLKDL
TMKILA*

GCACGATCAT CTTTTCTGCG 0 S FG01898.1 0 0 YHR132C YHR132C

927 690 ao AN6119.1 72.m19041 AO070340000085 0 -154 -68 ATGGCTCACCATCACATCTCATGTCACTTCACTCCATGCTT
CTTCCATCCTTCCTTCCCCCGTCGCTGTCTGGTCGCGCTC
GATTGA

ATGGCTCACCATCACATCTCATGTCACTTCA
CTCCATGCTTCTTCCATCCTTCCTTCCCCCG
TCGCTGTCTGGTCGCGCTCGATTGA

MAHHHISCHFTPCFFHPS
FPRRCLVALD*

MAHHHISCHFTPCF
FHPSFPRRCLVALD*

GCCGCGGTCC AATTCACTTA 0 S FG01898.1 0 0 YHR132C YHR132C

928 690 ao AN6119.1 72.m19041 AO070340000085 0 -134 -57 ATGTCACTTCACTCCATGCTTCTTCCATCCTTCCTTCCCCC
GTCGCTGTCTGGTCGCGCTCGATTGAAATTCACTTAA

ATGTCACTTCACTCCATGCTTCTTCCATCCTT
CCTTCCCCCGTCGCTGTCTGGTCGCGCTCG
ATTGAAATTCACTTAA

MSLHSMLLPSFLPPSLSG
RARLKFT*

MSLHSMLLPSFLPP
SLSGRARLKFT*

ATCACATCTC AGGATCTGAC 0 S FG01898.1 0 0 YHR132C YHR132C

929 690 ao AN6119.1 72.m19041 AO070340000085 0 -119 -57 ATGCTTCTTCCATCCTTCCTTCCCCCGTCGCTGTCTGGTC
GCGCTCGATTGAAATTCACTTAA

ATGCTTCTTCCATCCTTCCTTCCCCCGTCGC
TGTCTGGTCGCGCTCGATTGAAATTCACTTA
A

MLLPSFLPPSLSGRARLK
FT*

MLLPSFLPPSLSGR
ARLKFT*

ACTTCACTCC AGGATCTGAC 0 S FG01898.1 0 0 YHR132C YHR132C

931 693 an AN5410.1 67.m02915 AO070334000166 0 -95 -33 ATGGCCCCATTCCCGTCCCAGTGCCTCTCATCTTCTTCTC
TCAAGATTCCCAGACGCAAATAG

ATGGCCCCATTCCCGTCCCAGTGCCTCTCATCTT
CTTCTCTCAAGATTCCCAGACGCAAATAG

MAPFPSQCLSSSSLKIPR
RK*

MAPFPSQCLSSSSLKIP
RRK*

AATCATAAGA CAAAGACTTC 0 0 0 0 0 0

932 693 ao AN5410.1 67.m02915 AO070334000166 0 -262 -92 ATGGCCGGCGACTGTGCATGGGTGTGGGCTGAGGGGGA
TGCTTGCTTTCTGGGTCTTTTAAGAGGGGGTTTTGGGCTT
TTATCTCCTGTACTTCTGTGTTCCTGTGCTTCATTCTCTTTG
TGCTGGGTGTTTCAAGTGTGTTACTCAGATACTACTGTGTC
GTCACTATAA

ATGGCCGGCGACTGTGCATGGGTGTGGGC
TGAGGGGGATGCTTGCTTTCTGGGTCTTTTA
AGAGGGGGTTTTGGGCTTTTATCTCCTGTAC
TTCTGTGTTCCTGTGCTTCATTCTCTTTGTGC
TGGGTGTTTCAAGTGTGTTACTCAGATACTA
CTGTGTCGTCACTATAA

MAGDCAWVWAEGDACF
LGLLRGGFGLLSPVLLCS
CASFSLCWVFQVCYSDT
TVSSL*

MAGDCAWVWAEG
DACFLGLLRGGFGL
LSPVLLCSCASFSLC
WVFQVCYSDTTVSS
L*

GGATGAGAAA AAACCCATAT 0 0 0 0 0 0

933 693 ao AN5410.1 67.m02915 AO070334000166 0 -245 -231 ATGGGTGTGGGCTGA ATGGGTGTGGGCTGA MGVG* MGVG* GCGACTGTGC GGGGGATGCT 0 0 0 0 0 0
934 693 ao AN5410.1 67.m02915 AO070334000166 0 -225 -202 ATGCTTGCTTTCTGGGTCTTTTAA ATGCTTGCTTTCTGGGTCTTTTAA MLAFWVF* MLAFWVF* GCTGAGGGGG GAGGGGGTTT 0 0 0 0 0 0
938 694 af AN3035.1 59.m08982 AO070337000077 0 -240 -157 ATGGTGAACGAGAAGGAACGAACATTCCAGCCTCGTTGTC

AGGGCCCAGAATCTTGTCTCTGGGTTGTTGGTCAGGGTG
GCTGA

ATGGTGAACGAGAAGGAACGAACATTCCAGCCTC
GTTGTCAGGGCCCAGAATCTTGTCTCTGGGTTGTT
GGTCAGGGTGGCTGA

MVNEKERTFQPRCQGPE
SCLWVVGQGG*

MVNEKERTFQPRC
QGPESCLWVVGQG
G*

TCACGCGTCG CTACTGTCAT 0 L 0 0 0 0 0

939 694 af AN3035.1 59.m08982 AO070337000077 0 -62 -42 ATGCCCGTCTTGGCCAGTTAG ATGCCCGTCTTGGCCAGTTAG MPVLAS* MPVLAS* GTCAGAGCCG GTGAACGGCA 0 L 0 0 0 0 0
935 694 an AN3035.1 59.m08982 AO070337000077 0 -264 -163 ATGGCCTGCAATCGCGTTCCTGGCGCGTTCTGGGAAGAA

CGAGGAAGTCGATCGTTGCAAGCATTCCATCCTTGCTGCC
GGGGTTCGTTCACCGTCTTATGA

ATGGCCTGCAATCGCGTTCCTGGCGCGTTCTGG
GAAGAACGAGGAAGTCGATCGTTGCAAGCATTC
CATCCTTGCTGCCGGGGTTCGTTCACCGTCTTAT
GA

MACNRVPGAFWEERGS
RSLQAFHPCCRGSFTVL*

MACNRVPGAFWEERG
SRSLQAFHPCCRGSFT
VL*

AATCAAAGCC TACCTGGGCG 0 L 0 0 0 0 0

936 694 an AN3035.1 59.m08982 AO070337000077 0 -111 -40 ATGTCCTTCGCCCCCAGCCTGACTTTGTCCCGCTCGCAGA
ATATCCCACTGATGCCTCCCTCGAGTCTGTGA

ATGTCCTTCGCCCCCAGCCTGACTTTGTCCCGCT
CGCAGAATATCCCACTGATGCCTCCCTCGAGTCT
GTGA

MSFAPSLTLSRSQNIPLM
PPSSL*

MSFAPSLTLSRSQNIPL
MPPSSL*

CGGGAGTTTC AAAACACGAG 0 L 0 0 0 0 0

940 694 ao AN3035.1 59.m08982 AO070337000077 0 -277 -197 ATGCATCAACCTATCGCGTTTCTGTTGCGCGTCGGAGGGT
TGATACTGGCAGTCAACTTACATTCCAGTCTCGTTGTCTAG

ATGCATCAACCTATCGCGTTTCTGTTGCGCG
TCGGAGGGTTGATACTGGCAGTCAACTTAC
ATTCCAGTCTCGTTGTCTAG

MHQPIAFLLRVGGLILAV
NLHSSLVV*

MHQPIAFLLRVGGLI
LAVNLHSSLVV*

CTTCCTCTGT GTCATACATA 0 L 0 0 0 0 0

941 694 ao AN3035.1 59.m08982 AO070337000077 0 -181 -161 ATGACCCGCCAAGTTGGTTGA ATGACCCGCCAAGTTGGTTGA MTRQVG* MTRQVG* ACATAACTCA TTGGCTTCCA 0 L 0 0 0 0 0
942 694 ao AN3035.1 59.m08982 AO070337000077 0 -122 -87 ATGGTTCTCGTGCCCACCGCTCCTCCTGAGTCCTAA ATGGTTCTCGTGCCCACCGCTCCTCCTGAG

TCCTAA
MVLVPTAPPES* MVLVPTAPPES* GTTTCTCCTC CCGTCGACTG 0 L 0 0 0 0 0

944 697 af AN2329.1 71.m15527 AO070323000028 0 -104 -63 ATGGACATGTCGACGATCCTCCCTAGTCTACTGAGAGAGT
GA

ATGGACATGTCGACGATCCTCCCTAGTCTACTGAG
AGAGTGA

MDMSTILPSLLRE* MDMSTILPSLLRE* CGTTGATCAC GATCTCGACT 0 GEPR 0 0 0 0 0

945 697 af AN2329.1 71.m15527 AO070323000028 0 -98 -63 ATGTCGACGATCCTCCCTAGTCTACTGAGAGAGTGA ATGTCGACGATCCTCCCTAGTCTACTGAGAGAGTG
A

MSTILPSLLRE* MSTILPSLLRE* TCACATGGAC GATCTCGACT 0 GEPR 0 0 0 0 0

946 697 ao AN2329.1 71.m15527 AO070323000028 0 -158 -90 ATGGTTTCATGGGAAATCGCTTCACGTCTGTCACCCGGTC
ACGTGTTTCGAGACGGCTGTTATCGATGA

ATGGTTTCATGGGAAATCGCTTCACGTCTGT
CACCCGGTCACGTGTTTCGAGACGGCTGTT
ATCGATGA

MVSWEIASRLSPGHVFR
DGCYR*

MVSWEIASRLSPGH
VFRDGCYR*

GCGAACTTGA GGGGTTTCTG 0 GEPR 0 0 0 0 0

947 697 ao AN2329.1 71.m15527 AO070323000028 0 -150 -79 ATGGGAAATCGCTTCACGTCTGTCACCCGGTCACGTGTTT
CGAGACGGCTGTTATCGATGAGGGGTTTCTGA

ATGGGAAATCGCTTCACGTCTGTCACCCGG
TCACGTGTTTCGAGACGGCTGTTATCGATG
AGGGGTTTCTGA

MGNRFTSVTRSRVSRRL
LSMRGF*

MGNRFTSVTRSRVS
RRLLSMRGF*

GAATGGTTTC TCGGCATTGT 0 GEPR 0 0 0 0 0

948 697 ao AN2329.1 71.m15527 AO070323000028 0 -93 -79 ATGAGGGGTTTCTGA ATGAGGGGTTTCTGA MRGF* MRGF* GCTGTTATCG TCGGCATTGT 0 GEPR 0 0 0 0 0
949 697 ao AN2329.1 71.m15527 AO070323000028 0 -66 -19 ATGATCCAAAATTGCCGAGTGTCGGAAAGGATAGAGGGT

GCCCAGTAG
ATGATCCAAAATTGCCGAGTGTCGGAAAGG
ATAGAGGGTGCCCAGTAG

MIQNCRVSERIEGAQ* MIQNCRVSERIEGA
Q*

GGCATTGTTC AGCACGACGC 0 GEPR 0 0 0 0 0

950 698 an AN7724.1 71.m15751 AO070325000139 0 -224 -204 ATGATCTGCGGATTAAAGTAA ATGATCTGCGGATTAAAGTAA MICGLK* MICGLK* TTGCCGGATC CACCGACTGC 0  0 0 0 0 0
951 698 an AN7724.1 71.m15751 AO070325000139 0 -136 -77 ATGTTACTCCGCACAGGGCAGATGCTGCTTGTTGACATCT

ACAAGAATCCCACCCTATAG
ATGTTACTCCGCACAGGGCAGATGCTGCTTGTTG
ACATCTACAAGAATCCCACCCTATAG

MLLRTGQMLLVDIYKNPT
L*

MLLRTGQMLLVDIYKNP
TL*

CGTAAAGGCC GTTTATAATC 0  0 0 0 0 0

952 698 an AN7724.1 71.m15751 AO070325000139 0 -115 -77 ATGCTGCTTGTTGACATCTACAAGAATCCCACCCTATAG ATGCTGCTTGTTGACATCTACAAGAATCCCACCC
TATAG

MLLVDIYKNPTL* MLLVDIYKNPTL* CACAGGGCAG GTTTATAATC 0  0 0 0 0 0

953 698 ao AN7724.1 71.m15751 AO070325000139 0 -178 -107 ATGACGTCACCCCATCTCCTCCGTCCAACATCTCCTTCAAT
AGCTGTTACATTCCCACCTCCAATCCCTTGA

ATGACGTCACCCCATCTCCTCCGTCCAACAT
CTCCTTCAATAGCTGTTACATTCCCACCTCC
AATCCCTTGA

MTSPHLLRPTSPSIAVTFP
PPIP*

MTSPHLLRPTSPSIA
VTFPPPIP*

TGGCCTTCCG AAGAAGCTTC 0  0 0 0 0 0

956 699 af AN0476.1 54.m06594 AO070328000164 0 -232 -221 ATGAGAGACTGA ATGAGAGACTGA MRD* MRD* AAAAGTAAAT AAATGTGGCT 0 J 0 0 0 0 0
954 699 an AN0476.1 54.m06594 AO070328000164 0 -137 -93 ATGGCGGCAGAAAAAAATAATTTCTTGGCAAGGCGGAGAG

CTTGA
ATGGCGGCAGAAAAAAATAATTTCTTGGCAAGGC
GGAGAGCTTGA

MAAEKNNFLARRRA* MAAEKNNFLARRRA* TTGCTTATCG CCGACCGCCA 0 J 0 0 0 0 0

957 699 ao AN0476.1 54.m06594 AO070328000164 0 -232 -185 ATGCACTGCTCAACAAGTAAGAGTGTGGAGTGTGGTAGTT
GGAATTAA

ATGCACTGCTCAACAAGTAAGAGTGTGGAG
TGTGGTAGTTGGAATTAA

MHCSTSKSVECGSWN* MHCSTSKSVECGS
WN*

AAACCTTCGT TATTTTTTTT 0 J 0 0 0 0 0

56
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968 700 af AN8076.1 53.m03929 AO070330000034 0 -659 -504 ATGAGTGCTTCGACCAAGTCCAGGTCGAGGTCAAGTCGT
GGGCCGCAGCTGAGTCTGAAGGGACGGGTCCAGGCAGA
TAACTGCTCTGCGATTATCATCCTACATATTGAATTTGCTA
CAGAGATACGTACGATGGTTGCAAGGTCCCGTTGCTGA

ATGAGTGCTTCGACCAAGTCCAGGTCGAGGTCAA
GTCGTGGGCCGCAGCTGAGTCTGAAGGGACGGG
TCCAGGCAGATAACTGCTCTGCGATTATCATCCTA
CATATTGAATTTGCTACAGAGATACGTACGATGGTT
GCAAGGTCCCGTTGCTGA

MSASTKSRSRSSRGPQL
SLKGRVQADNCSAIIILHIE
FATEIRTMVARSRC*

MSASTKSRSRSSR
GPQLSLKGRVQAD
NCSAIIILHIEFATEIR
TMVARSRC*

GGCGTTGTCG CTTGGTTTGG 0 A 0 0 0 0 0

969 700 af AN8076.1 53.m03929 AO070330000034 0 -527 -504 ATGGTTGCAAGGTCCCGTTGCTGA ATGGTTGCAAGGTCCCGTTGCTGA MVARSRC* MVARSRC* GATACGTACG CTTGGTTTGG 0 A 0 0 0 0 0
970 700 af AN8076.1 53.m03929 AO070330000034 0 -278 -267 ATGTTTACGTAA ATGTTTACGTAA MFT* MFT* GGCCTGGTGC ACGCTTCAAG 0 A 0 0 0 0 0
971 700 af AN8076.1 53.m03929 AO070330000034 0 -231 -97 ATGTGTGTGTGTGTGCACGCTCTTCACGATCACGTGCCTC

TCCACACCAATTCAGGTGGCCTGAGGCCTCACGCTTGGT
CATTATTGGGTCGTTTCCAATTTCGGATTGTTCTCGCCTCA
CCTTCGAATCACTGA

ATGTGTGTGTGTGTGCACGCTCTTCACGATCACGT
GCCTCTCCACACCAATTCAGGTGGCCTGAGGCCT
CACGCTTGGTCATTATTGGGTCGTTTCCAATTTCGG
ATTGTTCTCGCCTCACCTTCGAATCACTGA

MCVCVHALHDHVPLHTN
SGGLRPHAWSLLGRFQF
RIVLASPSNH*

MCVCVHALHDHVPL
HTNSGGLRPHAWS
LLGRFQFRIVLASPS
NH*

GTGTTTGTGT AAGTCTCCAA 0 A 0 0 0 0 0

959 700 an AN8076.1 53.m03929 AO070330000034 0 -584 -351 ATGTCTTTTCATCTTTGTATTTTTTCCACTGTCGATGTCTTG
GTCGGGGTCGATTCGGATCTGCCATCTTTGTCACACATGG
CACGTCGATTCTTATTTGACTGGCAGCCGAAACGCCATCC
CGTCATGGAAACGACCGTCGGGTGGGAGAGACGTTTATT
ATTCTTTGACTGTTCCACGGCCAGTCCTATGCGCTTCCAC
AACATCCTCATTTTCCTCTCGTCCGAGCTCTGA

ATGTCTTTTCATCTTTGTATTTTTTCCACTGTCGAT
GTCTTGGTCGGGGTCGATTCGGATCTGCCATCTT
TGTCACACATGGCACGTCGATTCTTATTTGACTG
GCAGCCGAAACGCCATCCCGTCATGGAAACGAC
CGTCGGGTGGGAGAGACGTTTATTATTCTTTGAC
TGTTCCACGGCCAGTCCTATGCGCTTCCACAACA
TCCTCATTTTCCTCTCGTCCGAGCTCTGA

MSFHLCIFSTVDVLVGVD
SDLPSLSHMARRFLFDW
QPKRHPVMETTVGWER
RLLFFDCSTASPMRFHNI
LIFLSSEL*

MSFHLCIFSTVDVLVGV
DSDLPSLSHMARRFLFD
WQPKRHPVMETTVGW
ERRLLFFDCSTASPMRF
HNILIFLSSEL*

GTTGAATTCT GACAAAACAA 0 A 0 0 0 0 0

960 700 an AN8076.1 53.m03929 AO070330000034 0 -550 -248 ATGTCTTGGTCGGGGTCGATTCGGATCTGCCATCTTTGTC
ACACATGGCACGTCGATTCTTATTTGACTGGCAGCCGAAA
CGCCATCCCGTCATGGAAACGACCGTCGGGTGGGAGAGA
CGTTTATTATTCTTTGACTGTTCCACGGCCAGTCCTATGCG
CTTCCACAACATCCTCATTTTCCTCTCGTCCGAGCTCTGAG
ACAAAACAATGCCAAGTCGAGTCCAAGCTGCATCGTTCAT
CAACTTTCAGCTCTTCCTGGGGTTTGAGGCGCCTCTGCAA
TTTCCTGATTTGGCTGGACTGA

ATGTCTTGGTCGGGGTCGATTCGGATCTGCCATC
TTTGTCACACATGGCACGTCGATTCTTATTTGACT
GGCAGCCGAAACGCCATCCCGTCATGGAAACGA
CCGTCGGGTGGGAGAGACGTTTATTATTCTTTGA
CTGTTCCACGGCCAGTCCTATGCGCTTCCACAAC
ATCCTCATTTTCCTCTCGTCCGAGCTCTGAGACA
AAACAATGCCAAGTCGAGTCCAAGCTGCATCGTT
CATCAACTTTCAGCTCTTCCTGGGGTTTGAGGCG
CCTCTGCAATTTCCTGATTTGGCTGGACTGA

MSWSGSIRICHLCHTWH
VDSYLTGSRNAIPSWKRP
SGGRDVYYSLTVPRPVL
CASTTSSFSSRPSSETKQ
CQVESKLHRSSTFSSSW
GLRRLCNFLIWLD*

MSWSGSIRICHLCHTW
HVDSYLTGSRNAIPSWK
RPSGGRDVYYSLTVPR
PVLCASTTSSFSSRPSS
ETKQCQVESKLHRSSTF
SSSWGLRRLCNFLIWLD
*

TCCACTGTCG TTAGATAATT 0 A 0 0 0 0 0

961 700 an AN8076.1 53.m03929 AO070330000034 0 -506 -351 ATGGCACGTCGATTCTTATTTGACTGGCAGCCGAAACGCC
ATCCCGTCATGGAAACGACCGTCGGGTGGGAGAGACGTT
TATTATTCTTTGACTGTTCCACGGCCAGTCCTATGCGCTTC
CACAACATCCTCATTTTCCTCTCGTCCGAGCTCTGA

ATGGCACGTCGATTCTTATTTGACTGGCAGCCGA
AACGCCATCCCGTCATGGAAACGACCGTCGGGT
GGGAGAGACGTTTATTATTCTTTGACTGTTCCAC
GGCCAGTCCTATGCGCTTCCACAACATCCTCATT
TTCCTCTCGTCCGAGCTCTGA

MARRFLFDWQPKRHPV
METTVGWERRLLFFDCS
TASPMRFHNILIFLSSEL*

MARRFLFDWQPKRHPV
METTVGWERRLLFFDC
STASPMRFHNILIFLSSE
L*

TTTGTCACAC GACAAAACAA 0 A 0 0 0 0 0

962 700 an AN8076.1 53.m03929 AO070330000034 0 -458 -351 ATGGAAACGACCGTCGGGTGGGAGAGACGTTTATTATTCT
TTGACTGTTCCACGGCCAGTCCTATGCGCTTCCACAACAT
CCTCATTTTCCTCTCGTCCGAGCTCTGA

ATGGAAACGACCGTCGGGTGGGAGAGACGTTTA
TTATTCTTTGACTGTTCCACGGCCAGTCCTATGC
GCTTCCACAACATCCTCATTTTCCTCTCGTCCGA
GCTCTGA

METTVGWERRLLFFDCS
TASPMRFHNILIFLSSEL*

METTVGWERRLLFFDC
STASPMRFHNILIFLSSE
L*

CCATCCCGTC GACAAAACAA 0 A 0 0 0 0 0

963 700 an AN8076.1 53.m03929 AO070330000034 0 -395 -351 ATGCGCTTCCACAACATCCTCATTTTCCTCTCGTCCGAGCT
CTGA

ATGCGCTTCCACAACATCCTCATTTTCCTCTCGTC
CGAGCTCTGA

MRFHNILIFLSSEL* MRFHNILIFLSSEL* GGCCAGTCCT GACAAAACAA 0 A 0 0 0 0 0

964 700 an AN8076.1 53.m03929 AO070330000034 0 -341 -240 ATGCCAAGTCGAGTCCAAGCTGCATCGTTCATCAACTTTC
AGCTCTTCCTGGGGTTTGAGGCGCCTCTGCAATTTCCTGA
TTTGGCTGGACTGATTAGATAA

ATGCCAAGTCGAGTCCAAGCTGCATCGTTCATCA
ACTTTCAGCTCTTCCTGGGGTTTGAGGCGCCTCT
GCAATTTCCTGATTTGGCTGGACTGATTAGATAA

MPSRVQAASFINFQLFLG
FEAPLQFPDLAGLIR*

MPSRVQAASFINFQLFL
GFEAPLQFPDLAGLIR*

AGACAAAACA TTTCGAACAT 0 A 0 0 0 0 0

965 700 an AN8076.1 53.m03929 AO070330000034 0 -231 -151 ATGGCCCGTGCTTCTTTATTTCAAGATCACGTGTTCCCCAC
ATCTTTTAGCCCTGCGCAGTGTTGGCGACCAGGCGCCTG
A

ATGGCCCGTGCTTCTTTATTTCAAGATCACGTGTT
CCCCACATCTTTTAGCCCTGCGCAGTGTTGGCGA
CCAGGCGCCTGA

MARASLFQDHVFPTSFS
PAQCWRPGA*

MARASLFQDHVFPTSFS
PAQCWRPGA*

AATTTCGAAC CGCCCCTGCC 0 A 0 0 0 0 0

972 700 ao AN8076.1 53.m03929 AO070330000034 0 -616 -587 ATGGTTTTTAATTTCTTTATTCTATTTTGA ATGGTTTTTAATTTCTTTATTCTATTTTGA MVFNFFILF* MVFNFFILF* GCGCACTGTT TCTTTTCCCC 0 A 0 0 0 0 0
973 700 ao AN8076.1 53.m03929 AO070330000034 0 -531 -502 ATGGAGATCACCATATGTGCACGTAAATAG ATGGAGATCACCATATGTGCACGTAAATAG MEITICARK* MEITICARK* GAATTTTGGG CCACGCGGCT 0 A 0 0 0 0 0

974 700 ao AN8076.1 53.m03929 AO070330000034 0 -517 -506 ATGTGCACGTAA ATGTGCACGTAA MCT* MCT* AGATCACCAT ATAGCCACGC 0 A 0 0 0 0 0
975 700 ao AN8076.1 53.m03929 AO070330000034 0 -488 -390 ATGATTTGGTGGTGGATCGCAGTACCAAGGGCATTTGCAC

GCATCCAATCCAGCGATTCCAGTTCCCAGGAAAAAATTTG
GATACTCATGGCGTCCTGA

ATGATTTGGTGGTGGATCGCAGTACCAAGG
GCATTTGCACGCATCCAATCCAGCGATTCC
AGTTCCCAGGAAAAAATTTGGATACTCATGG
CGTCCTGA

MIWWWIAVPRAFARIQS
SDSSSQEKIWILMAS*

MIWWWIAVPRAFAR
IQSSDSSSQEKIWIL
MAS*

CGCGGCTGCG CTCCTCGTTC 0 A 0 0 0 0 0

976 700 ao AN8076.1 53.m03929 AO070330000034 0 -401 -390 ATGGCGTCCTGA ATGGCGTCCTGA MAS* MAS* TTGGATACTC CTCCTCGTTC 0 A 0 0 0 0 0
980 710 af AN3071.1 59.m08927 AO070337000003 0 -247 -155 ATGGGTAGCGACTCTCGGTGTTATCATTTCCCCCACAGGA

CTCCATTGGGAATATCTCTTCTGAACATTATTGTCTTGCAC
GCTGGAACTTAA

ATGGGTAGCGACTCTCGGTGTTATCATTTCCCCCA
CAGGACTCCATTGGGAATATCTCTTCTGAACATTAT
TGTCTTGCACGCTGGAACTTAA

MGSDSRCYHFPHRTPLG
ISLLNIIVLHAGT*

MGSDSRCYHFPHR
TPLGISLLNIIVLHAG
T*

ATTATCTTGC ACCACACCCT 0 B 0 0 0 0 0

981 710 af AN3071.1 59.m08927 AO070337000003 0 -100 -35 ATGGCTCAGCATCAGAGGAAGCGTCGCATACATACCGTTG
CAACTGTCTCTTTCACACAGCCTTGA

ATGGCTCAGCATCAGAGGAAGCGTCGCATACATAC
CGTTGCAACTGTCTCTTTCACACAGCCTTGA

MAQHQRKRRIHTVATVS
FTQP*

MAQHQRKRRIHTVA
TVSFTQP*

AGCTACGCAG ACCTCAATAC 0 B 0 0 0 0 0

978 710 an AN3071.1 59.m08927 AO070337000003 0 -130 -56 ATGGCCTCGCAGCGCGACTTCTTCCGACGCGTTCTCATCC
CAGGCGCGAAACCTACCCTCCCCGAACACGCCTAA

ATGGCCTCGCAGCGCGACTTCTTCCGACGCGTT
CTCATCCCAGGCGCGAAACCTACCCTCCCCGAA
CACGCCTAA

MASQRDFFRRVLIPGAKP
TLPEHA*

MASQRDFFRRVLIPGAK
PTLPEHA*

CCGATCGTCA ACGCGTGGAT 0 B 0 0 0 0 0

982 710 ao AN3071.1 59.m08927 AO070337000003 0 -117 -73 ATGGCCAGAGATACGCATCAAAAGCAGATATACACTTATA
GCTAA

ATGGCCAGAGATACGCATCAAAAGCAGATA
TACACTTATAGCTAA

MARDTHQKQIYTYS* MARDTHQKQIYTYS
*

AACAACGCCA CCGGACGGAG 0 B 0 0 0 0 0

985 715 af AN4541.1 70.m15825 AO070321000164 0 -258 -196 ATGGCAAAGCAGATCAAACACCAACACTCTCCTCTATGGC
TTAAGAATGAATCATGTGACTGA

ATGGCAAAGCAGATCAAACACCAACACTCTCCTCT
ATGGCTTAAGAATGAATCATGTGACTGA

MAKQIKHQHSPLWLKNE
SCD*

MAKQIKHQHSPLWL
KNESCD*

GCTCCTGCAC ACAGAAGGGT 0 R 0 0 0 0 0

986 715 af AN4541.1 70.m15825 AO070321000164 0 -212 -132 ATGAATCATGTGACTGAACAGAAGGGTTCCATTACCAGAT
TCTCACCGCCAAAATATCCGCCAACCAGAATATGCCAATG
A

ATGAATCATGTGACTGAACAGAAGGGTTCCATTAC
CAGATTCTCACCGCCAAAATATCCGCCAACCAGAA
TATGCCAATGA

MNHVTEQKGSITRFSPPK
YPPTRICQ*

MNHVTEQKGSITRF
SPPKYPPTRICQ*

TGGCTTAAGA TCCTCCAAAA 0 R 0 0 0 0 0

983 715 an AN4541.1 70.m15825 AO070321000164 0 -131 -63 ATGGATATACAAAATGCACGTGATCTGATTTTTCCAGCTCA
ACAGCACAACAAACTCCTCCGGCCTTGA

ATGGATATACAAAATGCACGTGATCTGATTTTTCC
AGCTCAACAGCACAACAAACTCCTCCGGCCTTGA

MDIQNARDLIFPAQQHNK
LLRP*

MDIQNARDLIFPAQQHN
KLLRP*

GATTGGCGGG TAATACTTTC 0 R 0 0 0 0 0

984 715 an AN4541.1 70.m15825 AO070321000164 0 -118 -104 ATGCACGTGATCTGA ATGCACGTGATCTGA MHVI* MHVI* GATATACAAA TTTTTCCAGC 0 R 0 0 0 0 0
987 715 ao AN4541.1 70.m15825 AO070321000164 0 -300 -229 ATGTCTCGTGGACAAAAGTGCTGGGATGATCCCAAGATCA

AGCAGGCGTTCGAGATCCAAACCGATCATTGA
ATGTCTCGTGGACAAAAGTGCTGGGATGAT
CCCAAGATCAAGCAGGCGTTCGAGATCCAA
ACCGATCATTGA

MSRGQKCWDDPKIKQAF
EIQTDH*

MSRGQKCWDDPKI
KQAFEIQTDH*

GATATGACCA AACATGTGAC 0 R 0 0 0 0 0

988 715 ao AN4541.1 70.m15825 AO070321000164 0 -275 -213 ATGATCCCAAGATCAAGCAGGCGTTCGAGATCCAAACCGA
TCATTGAAACATGTGACCCATGA

ATGATCCCAAGATCAAGCAGGCGTTCGAGA
TCCAAACCGATCATTGAAACATGTGACCCAT
GA

MIPRSSRRSRSKPIIETCD
P*

MIPRSSRRSRSKPII
ETCDP*

AAGTGCTGGG CTTGCAGGCG 0 R 0 0 0 0 0

989 715 ao AN4541.1 70.m15825 AO070321000164 0 -216 -145 ATGACTTGCAGGCGGAGTATTCTGCCGACACAAATGACGA
CCGCCTATCCCCAAACCAATCAGAAGATTTGA

ATGACTTGCAGGCGGAGTATTCTGCCGACA
CAAATGACGACCGCCTATCCCCAAACCAAT
CAGAAGATTTGA

MTCRRSILPTQMTTAYPQ
TNQKI*

MTCRRSILPTQMTT
AYPQTNQKI*

CATGTGACCC AGCATACAAC 0 R 0 0 0 0 0

990 715 ao AN4541.1 70.m15825 AO070321000164 0 -183 -145 ATGACGACCGCCTATCCCCAAACCAATCAGAAGATTTGA ATGACGACCGCCTATCCCCAAACCAATCAG
AAGATTTGA

MTTAYPQTNQKI* MTTAYPQTNQKI* GCCGACACAA AGCATACAAC 0 R 0 0 0 0 0

995 728 af AN7366.1 55.m03188 AO070290000078 0 -226 -110 ATGACCCTGAAGAATGGCAATGGAGAAAACAATCTCCAGG
GAATGTCTTACCGTCCGACCAGAACTACAGACCCCCGATT
CTTGGCGTTTTGCTCCACCGTAAGGGGGCATATATAG

ATGACCCTGAAGAATGGCAATGGAGAAAACAATCT
CCAGGGAATGTCTTACCGTCCGACCAGAACTACAG
ACCCCCGATTCTTGGCGTTTTGCTCCACCGTAAGG
GGGCATATATAG

MTLKNGNGENNLQGMS
YRPTRTTDPRFLAFCSTV
RGHI*

MTLKNGNGENNLQ
GMSYRPTRTTDPRF
LAFCSTVRGHI*

ATTGGCGGAG ATCTTCAGGA 0  0 0 0 0 0

996 728 af AN7366.1 55.m03188 AO070290000078 0 -213 -124 ATGGCAATGGAGAAAACAATCTCCAGGGAATGTCTTACCG
TCCGACCAGAACTACAGACCCCCGATTCTTGGCGTTTTGC
TCCACCGTAA

ATGGCAATGGAGAAAACAATCTCCAGGGAATGTCT
TACCGTCCGACCAGAACTACAGACCCCCGATTCTT
GGCGTTTTGCTCCACCGTAA

MAMEKTISRECLTVRPEL
QTPDSWRFAPP*

MAMEKTISRECLTV
RPELQTPDSWRFA
PP*

ACCCTGAAGA GGGGGCATAT 0  0 0 0 0 0

997 728 af AN7366.1 55.m03188 AO070290000078 0 -207 -124 ATGGAGAAAACAATCTCCAGGGAATGTCTTACCGTCCGAC
CAGAACTACAGACCCCCGATTCTTGGCGTTTTGCTCCACC
GTAA

ATGGAGAAAACAATCTCCAGGGAATGTCTTACCGT
CCGACCAGAACTACAGACCCCCGATTCTTGGCGTT
TTGCTCCACCGTAA

MEKTISRECLTVRPELQT
PDSWRFAPP*

MEKTISRECLTVRPE
LQTPDSWRFAPP*

AAGAATGGCA GGGGGCATAT 0  0 0 0 0 0

998 728 af AN7366.1 55.m03188 AO070290000078 0 -184 -110 ATGTCTTACCGTCCGACCAGAACTACAGACCCCCGATTCT
TGGCGTTTTGCTCCACCGTAAGGGGGCATATATAG

ATGTCTTACCGTCCGACCAGAACTACAGACCCCCG
ATTCTTGGCGTTTTGCTCCACCGTAAGGGGGCATA
TATAG

MSYRPTRTTDPRFLAFCS
TVRGHI*

MSYRPTRTTDPRFL
AFCSTVRGHI*

TCTCCAGGGA ATCTTCAGGA 0  0 0 0 0 0

991 728 an AN7366.1 55.m03188 AO070290000078 0 -183 -139 ATGTCCAGCCGCTCCTGTCTGGCCGAGAGATGCTGCCAA
GCATAA

ATGTCCAGCCGCTCCTGTCTGGCCGAGAGATGC
TGCCAAGCATAA

MSSRSCLAERCCQA* MSSRSCLAERCCQA* ATATGGCTTC GGAAAAGCGT 0  0 0 0 0 0

992 728 an AN7366.1 55.m03188 AO070290000078 0 -154 -104 ATGCTGCCAAGCATAAGGAAAAGCGTTCCCCAGACCCCT
GTTTCAGGATGA

ATGCTGCCAAGCATAAGGAAAAGCGTTCCCCAG
ACCCCTGTTTCAGGATGA

MLPSIRKSVPQTPVSG* MLPSIRKSVPQTPVSG* TGGCCGAGAG ATATTTATAT 0  0 0 0 0 0

993 728 an AN7366.1 55.m03188 AO070290000078 0 -107 -33 ATGAATATTTATATAACTAATAAGCCCGCCAATGGAGGAAA
TCAAGCCATTCCCTTCTACATAGCTATTGAGTAG

ATGAATATTTATATAACTAATAAGCCCGCCAATGG
AGGAAATCAAGCCATTCCCTTCTACATAGCTATT
GAGTAG

MNIYITNKPANGGNQAIP
FYIAIE*

MNIYITNKPANGGNQAIP
FYIAIE*

CTGTTTCAGG CTGCGTTTCC 0  0 0 0 0 0

994 728 an AN7366.1 55.m03188 AO070290000078 0 -76 -44 ATGGAGGAAATCAAGCCATTCCCTTCTACATAG ATGGAGGAAATCAAGCCATTCCCTTCTACATAG MEEIKPFPST* MEEIKPFPST* AAGCCCGCCA CTATTGAGTA 0  0 0 0 0 0

999 728 ao AN7366.1 55.m03188 AO070290000078 0 -265 -230 ATGGCCCTATTCGTGTGCTTGATTGATGGAGAATAG ATGGCCCTATTCGTGTGCTTGATTGATGGA
GAATAG

MALFVCLIDGE* MALFVCLIDGE* TTCTGCAGGC GACTTTAGAG 0  0 0 0 0 0

1000 728 ao AN7366.1 55.m03188 AO070290000078 0 -240 -142 ATGGAGAATAGGACTTTAGAGCTGACTCTCCGACACTCCG
CTTCTTTGCCTAGAAGCCGTTGTATCGGACAAATTGTGGA
TATTTTGACTAGTAGATAG

ATGGAGAATAGGACTTTAGAGCTGACTCTC
CGACACTCCGCTTCTTTGCCTAGAAGCCGT
TGTATCGGACAAATTGTGGATATTTTGACTA
GTAGATAG

MENRTLELTLRHSASLPR
SRCIGQIVDILTSR*

MENRTLELTLRHSA
SLPRSRCIGQIVDILT
SR*

TGCTTGATTG CCTCGAACGA 0  0 0 0 0 0

1001 728 ao AN7366.1 55.m03188 AO070290000078 0 -115 -80 ATGCTCTCTACAGTCTTCGTATCGACATGTTTGTGA ATGCTCTCTACAGTCTTCGTATCGACATGTT
TGTGA

MLSTVFVSTCL* MLSTVFVSTCL* GAAAATATAA TCAATTTTTC 0  0 0 0 0 0

1003 729 af AN1633.1 58.m07728 AO070299000055 0 -145 -134 ATGACTTCGTAA ATGACTTCGTAA MTS* MTS* ACTGTCGCTG CGACATTATC 0  0 0 0 0 0
1002 729 an AN1633.1 58.m07728 AO070299000055 0 -107 -84 ATGCGATCACATTTCCACGCTTGA ATGCGATCACATTTCCACGCTTGA MRSHFHA* MRSHFHA* TATCCGTGCG CCCTTGTCCC 0  0 0 0 0 0
1004 729 ao AN1633.1 58.m07728 AO070299000055 0 -127 -116 ATGACGCTATAG ATGACGCTATAG MTL* MTL* CACATCTGGG CTACTCAACT 0  0 0 0 0 0
1006 733 an AN8291.1 65.m07469 AO070190000007 0 -235 -173 ATGTGGTTACGAGACACACATTCCACGCATGGGGTACAAT

TAACAAAGCCTCCTCAAGACTAA
ATGTGGTTACGAGACACACATTCCACGCATGGG
GTACAATTAACAAAGCCTCCTCAAGACTAA

MWLRDTHSTHGVQLTKP
PQD*

MWLRDTHSTHGVQLTK
PPQD*

TTCAGACGCA ATATTGCCTG 0 U 0 0 0 0 0

57



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

1022 740 af AN8046.1 53.m04164 AO070336000153 0 -189 -178 ATGAATATTTGA ATGAATATTTGA MNI* MNI* ACAAGGCGCG GAGTGGAGAG 0 I 0 0 0 YJR107W 0
1018 740 an AN8046.1 53.m04164 AO070336000153 0 -217 -140 ATGTGCCTATGCGAGTACGTGGTGTCTTCTCGATTTTTGA

CTGGTCTGCCCTTTGACTGGAGACTGGAAGACGATTAG
ATGTGCCTATGCGAGTACGTGGTGTCTTCTCGAT
TTTTGACTGGTCTGCCCTTTGACTGGAGACTGGA
AGACGATTAG

MCLCEYVVSSRFLTGLPF
DWRLEDD*

MCLCEYVVSSRFLTGLP
FDWRLEDD*

CAAGTGAGGA TATATAAGTA 0 I 0 0 0 YJR107W 0

1019 740 an AN8046.1 53.m04164 AO070336000153 0 -209 -162 ATGCGAGTACGTGGTGTCTTCTCGATTTTTGACTGGTCTG
CCCTTTGA

ATGCGAGTACGTGGTGTCTTCTCGATTTTTGACT
GGTCTGCCCTTTGA

MRVRGVFSIFDWSAL* MRVRGVFSIFDWSAL* GAATGTGCCT CTGGAGACTG 0 I 0 0 0 YJR107W 0

1020 740 an AN8046.1 53.m04164 AO070336000153 0 -124 -86 ATGTTCCTGATGATCAAACAAGAGGTTTCTGTGCCTTAG ATGTTCCTGATGATCAAACAAGAGGTTTCTGTGC
CTTAG

MFLMIKQEVSVP* MFLMIKQEVSVP* AAGTAGCAAA TGCAGCGGCG 0 I 0 0 0 YJR107W 0

1021 740 an AN8046.1 53.m04164 AO070336000153 0 -115 -86 ATGATCAAACAAGAGGTTTCTGTGCCTTAG ATGATCAAACAAGAGGTTTCTGTGCCTTAG MIKQEVSVP* MIKQEVSVP* AATGTTCCTG TGCAGCGGCG 0 I 0 0 0 YJR107W 0
1024 745 af AN6544.1 62.m03493 AO070270000040 0 -268 -188 ATGCCTCGCTGCACAGCAGTATTCGCACAAGCTTATCCCG

GGAATACAGACGTGATTGTTTTAAACGTCCCGGCCACATA
A

ATGCCTCGCTGCACAGCAGTATTCGCACAAGCTTA
TCCCGGGAATACAGACGTGATTGTTTTAAACGTCC
CGGCCACATAA

MPRCTAVFAQAYPGNTD
VIVLNVPAT*

MPRCTAVFAQAYP
GNTDVIVLNVPAT*

AGCCGCCCAC CCAAGTCAAA 0 S 0 MG03971.1 0 0 0

1025 745 af AN6544.1 62.m03493 AO070270000040 0 -174 -88 ATGGAAGGGTATCCAAACGCTACACTATATGTCGGATATT
GTGAATCTCCGAGCTCCGGGCACCGCCTGCATCATGACC
CCAGATAG

ATGGAAGGGTATCCAAACGCTACACTATATGTCGG
ATATTGTGAATCTCCGAGCTCCGGGCACCGCCTGC
ATCATGACCCCAGATAG

MEGYPNATLYVGYCESP
SSGHRLHHDPR*

MEGYPNATLYVGYC
ESPSSGHRLHHDPR
*

AGTCAAAAAT CTGCGTATGC 0 S 0 MG03971.1 0 0 0

1026 745 af AN6544.1 62.m03493 AO070270000040 0 -81 -19 ATGCGGATGTCGATCGAGCGAACATACTTTTGTCATAGCA
CAGCTACTTTATACGGCATCTGA

ATGCGGATGTCGATCGAGCGAACATACTTTTGTCA
TAGCACAGCTACTTTATACGGCATCTGA

MRMSIERTYFCHSTATLY
GI*

MRMSIERTYFCHST
ATLYGI*

ATAGCTGCGT CCCCAAAAAA 0 S 0 MG03971.1 0 0 0

1027 745 af AN6544.1 62.m03493 AO070270000040 0 -75 -19 ATGTCGATCGAGCGAACATACTTTTGTCATAGCACAGCTA
CTTTATACGGCATCTGA

ATGTCGATCGAGCGAACATACTTTTGTCATAGCACA
GCTACTTTATACGGCATCTGA

MSIERTYFCHSTATLYGI* MSIERTYFCHSTATL
YGI*

GCGTATGCGG CCCCAAAAAA 0 S 0 MG03971.1 0 0 0

1023 745 an AN6544.1 62.m03493 AO070270000040 0 -153 -73 ATGAGATTTTCCGAACCGAATAGCTGCACCCGTCATCCGG
CCTCCAAGTCGAATCAAGCATATAGTCGACGACGATCGTG
A

ATGAGATTTTCCGAACCGAATAGCTGCACCCGTC
ATCCGGCCTCCAAGTCGAATCAAGCATATAGTCG
ACGACGATCGTGA

MRFSEPNSCTRHPASKS
NQAYSRRRS*

MRFSEPNSCTRHPASK
SNQAYSRRRS*

ATACTCCGGA ACATTACCGG 0 S 0 MG03971.1 0 0 0

1028 745 ao AN6544.1 62.m03493 AO070270000040 0 -238 -170 ATGACATATGAGTATTCGGACTCTATAGACATCAAGAAAGT
CATACGGGAGTACATTACATGGTTTTAG

ATGACATATGAGTATTCGGACTCTATAGACA
TCAAGAAAGTCATACGGGAGTACATTACATG
GTTTTAG

MTYEYSDSIDIKKVIREYIT
WF*

MTYEYSDSIDIKKVIR
EYITWF*

CAAAGCCACC CAAGATAGGC 0 S 0 MG03971.1 0 0 0

1029 745 ao AN6544.1 62.m03493 AO070270000040 0 -231 -211 ATGAGTATTCGGACTCTATAG ATGAGTATTCGGACTCTATAG MSIRTL* MSIRTL* ACCATGACAT ACATCAAGAA 0 S 0 MG03971.1 0 0 0
1030 745 ao AN6544.1 62.m03493 AO070270000040 0 -179 -162 ATGGTTTTAGCAAGATAG ATGGTTTTAGCAAGATAG MVLAR* MVLAR* AGTACATTAC GCTATGACGG 0 S 0 MG03971.1 0 0 0
1031 745 ao AN6544.1 62.m03493 AO070270000040 0 -158 -138 ATGACGGTATCGGCTTTGTGA ATGACGGTATCGGCTTTGTGA MTVSAL* MTVSAL* AAGATAGGCT TTTTCCGACC 0 S 0 MG03971.1 0 0 0
1034 746 af AN8804.1 71.m15611 AO070276000054 0 -183 -166 ATGCCTCAGAGGGCGTAG ATGCCTCAGAGGGCGTAG MPQRA* MPQRA* CCTTGCATTG ATGCACTAGT 0  FG06662.1 0 0 0 0
1035 746 af AN8804.1 71.m15611 AO070276000054 0 -149 -132 ATGGCTAGCTATCGATGA ATGGCTAGCTATCGATGA MASYR* MASYR* TAGTCCCTAT TGATTGTTGG 0  FG06662.1 0 0 0 0
1036 746 af AN8804.1 71.m15611 AO070276000054 0 -135 -91 ATGATGATTGTTGGAGTTAAATCATCCGCAGCGGAATCTC

TGTAA
ATGATGATTGTTGGAGTTAAATCATCCGCAGCGGA
ATCTCTGTAA

MMIVGVKSSAAESL* MMIVGVKSSAAESL* CTAGCTATCG TGCGCAAGTA 0  FG06662.1 0 0 0 0

1037 746 af AN8804.1 71.m15611 AO070276000054 0 -132 -91 ATGATTGTTGGAGTTAAATCATCCGCAGCGGAATCTCTGT
AA

ATGATTGTTGGAGTTAAATCATCCGCAGCGGAATC
TCTGTAA

MIVGVKSSAAESL* MIVGVKSSAAESL* GCTATCGATG TGCGCAAGTA 0  FG06662.1 0 0 0 0

1038 746 af AN8804.1 71.m15611 AO070276000054 0 -91 -80 ATGCGCAAGTAA ATGCGCAAGTAA MRK* MRK* AATCTCTGTA TTCTCCTACG 0  FG06662.1 0 0 0 0
1032 746 an AN8804.1 71.m15611 AO070276000054 0 -217 -206 ATGCATCAATAA ATGCATCAATAA MHQ* MHQ* CTCTTTAGGC GGGTTGAGTT 0  FG06662.1 0 0 0 0
1033 746 an AN8804.1 71.m15611 AO070276000054 0 -143 -114 ATGTTCACTAAGCGCACAATTTGTCATTAG ATGTTCACTAAGCGCACAATTTGTCATTAG MFTKRTICH* MFTKRTICH* GTTGCTGTTC TAATCCCCCG 0  FG06662.1 0 0 0 0
1039 746 ao AN8804.1 71.m15611 AO070276000054 0 -185 -24 ATGATGTTCATATTCGATACGATATACTGGGGAAGAAGGA

TGGCTAGTCCCGATATGGTTAGCGTCGTCGCGATACGGC
GTCGGCATAATTCAATTCAATCACTCACACTCAACCCGCA
GTATCTCTGCACTTCAGCCACAGCTCTGACGCGCCCTTTC
TAG

ATGATGTTCATATTCGATACGATATACTGGG
GAAGAAGGATGGCTAGTCCCGATATGGTTA
GCGTCGTCGCGATACGGCGTCGGCATAATT
CAATTCAATCACTCACACTCAACCCGCAGTA
TCTCTGCACTTCAGCCACAGCTCTGACGCG
CCCTTTCTAG

MMFIFDTIYWGRRMASP
DMVSVVAIRRRHNSIQSL
TLNPQYLCTSATALTRPF*

MMFIFDTIYWGRRM
ASPDMVSVVAIRRR
HNSIQSLTLNPQYLC
TSATALTRPF*

TATTATGATC GGAACAAGAA 0  FG06662.1 0 0 0 0

1040 746 ao AN8804.1 71.m15611 AO070276000054 0 -182 -24 ATGTTCATATTCGATACGATATACTGGGGAAGAAGGATGG
CTAGTCCCGATATGGTTAGCGTCGTCGCGATACGGCGTC
GGCATAATTCAATTCAATCACTCACACTCAACCCGCAGTAT
CTCTGCACTTCAGCCACAGCTCTGACGCGCCCTTTCTAG

ATGTTCATATTCGATACGATATACTGGGGAA
GAAGGATGGCTAGTCCCGATATGGTTAGCG
TCGTCGCGATACGGCGTCGGCATAATTCAA
TTCAATCACTCACACTCAACCCGCAGTATCT
CTGCACTTCAGCCACAGCTCTGACGCGCCC
TTTCTAG

MFIFDTIYWGRRMASPD
MVSVVAIRRRHNSIQSLT
LNPQYLCTSATALTRPF*

MFIFDTIYWGRRMA
SPDMVSVVAIRRRH
NSIQSLTLNPQYLCT
SATALTRPF*

TATGATCATG GGAACAAGAA 0  FG06662.1 0 0 0 0

1041 746 ao AN8804.1 71.m15611 AO070276000054 0 -146 -24 ATGGCTAGTCCCGATATGGTTAGCGTCGTCGCGATACGG
CGTCGGCATAATTCAATTCAATCACTCACACTCAACCCGC
AGTATCTCTGCACTTCAGCCACAGCTCTGACGCGCCCTTT
CTAG

ATGGCTAGTCCCGATATGGTTAGCGTCGTC
GCGATACGGCGTCGGCATAATTCAATTCAAT
CACTCACACTCAACCCGCAGTATCTCTGCA
CTTCAGCCACAGCTCTGACGCGCCCTTTCT
AG

MASPDMVSVVAIRRRHN
SIQSLTLNPQYLCTSATAL
TRPF*

MASPDMVSVVAIRR
RHNSIQSLTLNPQYL
CTSATALTRPF*

GGGAAGAAGG GGAACAAGAA 0  FG06662.1 0 0 0 0

1042 746 ao AN8804.1 71.m15611 AO070276000054 0 -131 -24 ATGGTTAGCGTCGTCGCGATACGGCGTCGGCATAATTCAA
TTCAATCACTCACACTCAACCCGCAGTATCTCTGCACTTCA
GCCACAGCTCTGACGCGCCCTTTCTAG

ATGGTTAGCGTCGTCGCGATACGGCGTCG
GCATAATTCAATTCAATCACTCACACTCAAC
CCGCAGTATCTCTGCACTTCAGCCACAGCT
CTGACGCGCCCTTTCTAG

MVSVVAIRRRHNSIQSLT
LNPQYLCTSATALTRPF*

MVSVVAIRRRHNSI
QSLTLNPQYLCTSA
TALTRPF*

TAGTCCCGAT GGAACAAGAA 0  FG06662.1 0 0 0 0

1043 747 an AN8246.1 53.m04204 AO070310000061 0 -189 -175 ATGGTGCAGCCTTGA ATGGTGCAGCCTTGA MVQP* MVQP* AATTGCAAAG ACTTTTTCTG 0 U FG08964.1 MG05977.1 NCU09696.1 YPR088C 0

1044 747 ao AN8246.1 53.m04204 AO070310000061 0 -251 -177 ATGGTCTTTTTTTTTTCTTGTAAGTCTCGAATACATTCAAAG
GCGGAAGAAACAATGATGTCTCTGATTGGCTGA

ATGGTCTTTTTTTTTTCTTGTAAGTCTCGAAT
ACATTCAAAGGCGGAAGAAACAATGATGTCT
CTGATTGGCTGA

MVFFFSCKSRIHSKAEET
MMSLIG*

MVFFFSCKSRIHSK
AEETMMSLIG*

TAGGAATTGC CCGCCCGCTC 0 U FG08964.1 MG05977.1 NCU09696.1 YPR088C 0

1045 747 ao AN8246.1 53.m04204 AO070310000061 0 -197 -177 ATGATGTCTCTGATTGGCTGA ATGATGTCTCTGATTGGCTGA MMSLIG* MMSLIG* GGAAGAAACA CCGCCCGCTC 0 U FG08964.1 MG05977.1 NCU09696.1 YPR088C 0

1046 747 ao AN8246.1 53.m04204 AO070310000061 0 -194 -177 ATGTCTCTGATTGGCTGA ATGTCTCTGATTGGCTGA MSLIG* MSLIG* AGAAACAATG CCGCCCGCTC 0 U FG08964.1 MG05977.1 NCU09696.1 YPR088C 0

1047 747 ao AN8246.1 53.m04204 AO070310000061 0 -147 -79 ATGATTGAGATTGGTGGCCTCTCCGACATTCTACCTGTCG
ATCAAGCATTGCCATTATTCGGTTTCTGA

ATGATTGAGATTGGTGGCCTCTCCGACATTC
TACCTGTCGATCAAGCATTGCCATTATTCGG
TTTCTGA

MIEIGGLSDILPVDQALPL
FGF*

MIEIGGLSDILPVDQ
ALPLFGF*

CGCACTGGAA TCACCTAACT 0 U FG08964.1 MG05977.1 NCU09696.1 YPR088C 0

1048 749 an AN0365.1 54.m06384 AO070318000045 0 -170 -132 ATGTTGACGTCTTCGCACATAACCTCCGTTTCCATCTGA ATGTTGACGTCTTCGCACATAACCTCCGTTTCCA
TCTGA

MLTSSHITSVSI* MLTSSHITSVSI* CCCCTGGCAT GGGTCTAGCG 0  0 0 0 0 0

1049 755 af AN6505.1 62.m03092 AO070222000021 0 -207 -193 ATGCGACAGGTTTGA ATGCGACAGGTTTGA MRQV* MRQV* TCGCGCTGTG CCTGCGTTTC 0 R 0 0 0 0 0
1050 755 ao AN6505.1 62.m03092 AO070222000021 0 -199 -185 ATGCGGCTGCATTGA ATGCGGCTGCATTGA MRLH* MRLH* GCGCGCTGTG CTTTCTACCA 0 R 0 0 0 0 0
1052 759 af AN1712.1 58.m07778 AO070305000028 0 -259 -119 ATGAATACTAGAAGGATCCGAATCCCTGCAAAGCCCACTG

TACTAGCAAAAACCACCGGGTCAATCACCAACCGAAGCCT
TGGAGCCATGAAAAGACCATGCACGAATGTTTCCGACTCG
CCTTGTCCCTCCCAACATTAG

ATGAATACTAGAAGGATCCGAATCCCTGCAAAGCC
CACTGTACTAGCAAAAACCACCGGGTCAATCACCA
ACCGAAGCCTTGGAGCCATGAAAAGACCATGCAC
GAATGTTTCCGACTCGCCTTGTCCCTCCCAACATTA
G

MNTRRIRIPAKPTVLAKTT
GSITNRSLGAMKRPCTNV
SDSPCPSQH*

MNTRRIRIPAKPTVL
AKTTGSITNRSLGA
MKRPCTNVSDSPC
PSQH*

GAAGGCGGTA CCACAACTAT 0  0 0 0 0 0

1053 759 af AN1712.1 58.m07778 AO070305000028 0 -172 -119 ATGAAAAGACCATGCACGAATGTTTCCGACTCGCCTTGTC
CCTCCCAACATTAG

ATGAAAAGACCATGCACGAATGTTTCCGACTCGCC
TTGTCCCTCCCAACATTAG

MKRPCTNVSDSPCPSQH
*

MKRPCTNVSDSPC
PSQH*

CCTTGGAGCC CCACAACTAT 0  0 0 0 0 0

1054 759 af AN1712.1 58.m07778 AO070305000028 0 -161 -45 ATGCACGAATGTTTCCGACTCGCCTTGTCCCTCCCAACAT
TAGCCACAACTATATATATCAGCGTCTTCATCTTGACAACC
CAACGGCTACAGATTGCCACAGCTAGTACTCATTAG

ATGCACGAATGTTTCCGACTCGCCTTGTCCCTCCC
AACATTAGCCACAACTATATATATCAGCGTCTTCAT
CTTGACAACCCAACGGCTACAGATTGCCACAGCTA
GTACTCATTAG

MHECFRLALSLPTLATTIY
ISVFILTTQRLQIATASTH*

MHECFRLALSLPTL
ATTIYISVFILTTQRL
QIATASTH*

TGAAAAGACC CAAGGGCAGG 0  0 0 0 0 0

1055 759 af AN1712.1 58.m07778 AO070305000028 0 -153 -55 ATGTTTCCGACTCGCCTTGTCCCTCCCAACATTAGCCACA
ACTATATATATCAGCGTCTTCATCTTGACAACCCAACGGCT
ACAGATTGCCACAGCTAG

ATGTTTCCGACTCGCCTTGTCCCTCCCAACATTAG
CCACAACTATATATATCAGCGTCTTCATCTTGACAA
CCCAACGGCTACAGATTGCCACAGCTAG

MFPTRLVPPNISHNYIYQ
RLHLDNPTATDCHS*

MFPTRLVPPNISHN
YIYQRLHLDNPTATD
CHS*

CCATGCACGA TACTCATTAG 0  0 0 0 0 0

1056 759 ao AN1712.1 58.m07778 AO070305000028 0 -242 -213 ATGATCTGGGCTCGTTGTCCAGGGTTGTAG ATGATCTGGGCTCGTTGTCCAGGGTTGTAG MIWARCPGL* MIWARCPGL* ATAATCGGTA GGCTGGAAGC 0  0 0 0 0 0

1064 762 af AN4036.1 54.m06576 AO070328000140 0 -207 -160 ATGACAATGTTTCGTTTCCAATTCAGGAGGCTCATCTTTAC
TGCGTAA

ATGACAATGTTTCGTTTCCAATTCAGGAGGCTCATC
TTTACTGCGTAA

MTMFRFQFRRLIFTA* MTMFRFQFRRLIFT
A*

ATCCTCGCTT TACCCAGCCT 0 T 0 0 0 0 0

1065 762 af AN4036.1 54.m06576 AO070328000140 0 -201 -160 ATGTTTCGTTTCCAATTCAGGAGGCTCATCTTTACTGCGTA
A

ATGTTTCGTTTCCAATTCAGGAGGCTCATCTTTACT
GCGTAA

MFRFQFRRLIFTA* MFRFQFRRLIFTA* GCTTATGACA TACCCAGCCT 0 T 0 0 0 0 0

1060 762 an AN4036.1 54.m06576 AO070328000140 0 -232 -176 ATGATTCCAACTTTTCTTGTCTTCACTCGTCTTCTAGAAATT
AATGTTACATTGTGA

ATGATTCCAACTTTTCTTGTCTTCACTCGTCTTCT
AGAAATTAATGTTACATTGTGA

MIPTFLVFTRLLEINVTL* MIPTFLVFTRLLEINVTL* CGTTTTTGAC GCCCTTGGAT 0 T 0 0 0 0 0

1061 762 an AN4036.1 54.m06576 AO070328000140 0 -189 -151 ATGTTACATTGTGAGCCCTTGGATGAAAGCGACATCTGA ATGTTACATTGTGAGCCCTTGGATGAAAGCGACA
TCTGA

MLHCEPLDESDI* MLHCEPLDESDI* CTAGAAATTA ATAGCTAGGA 0 T 0 0 0 0 0

1062 762 an AN4036.1 54.m06576 AO070328000140 0 -167 -147 ATGAAAGCGACATCTGAATAG ATGAAAGCGACATCTGAATAG MKATSE* MKATSE* GAGCCCTTGG CTAGGATAGT 0 T 0 0 0 0 0
1067 762 ao AN4036.1 54.m06576 AO070328000140 0 -266 -249 ATGCCAATCCTCTCCTGA ATGCCAATCCTCTCCTGA MPILS* MPILS* CCGCGCTAAA TGCCCGCTGT 0 T 0 0 0 0 0
1068 762 ao AN4036.1 54.m06576 AO070328000140 0 -249 -208 ATGCCCGCTGTCAACTATCAACCCAATTCCGCATCGGTCT

GA
ATGCCCGCTGTCAACTATCAACCCAATTCCG
CATCGGTCTGA

MPAVNYQPNSASV* MPAVNYQPNSASV* TCCTCTCCTG CTTGGCACGT 0 T 0 0 0 0 0

1069 762 ao AN4036.1 54.m06576 AO070328000140 0 -139 -110 ATGGCCAGCCTAGCAGACGAAAAATACTGA ATGGCCAGCCTAGCAGACGAAAAATACTGA MASLADEKY* MASLADEKY* TTTATCATCC TAAATCCTAA 0 T 0 0 0 0 0

1076 775 af AN7772.1 71.m15807 AO070286000021 0 -201 -187 ATGATTGAATCATAA ATGATTGAATCATAA MIES* MIES* ATCGTCTAGC TCATACTAGG 0 Q 0 0 0 0 0
1077 775 af AN7772.1 71.m15807 AO070286000021 0 -72 -43 ATGAGTGATTACGGAGTAGGATCCAGATAA ATGAGTGATTACGGAGTAGGATCCAGATAA MSDYGVGSR* MSDYGVGSR* TATATATTCC ACAATCAAAA 0 Q 0 0 0 0 0
1074 775 an AN7772.1 71.m15807 AO070286000021 0 -196 -167 ATGTTTTACTCCGCATCCCGATCGTTATGA ATGTTTTACTCCGCATCCCGATCGTTATGA MFYSASRSL* MFYSASRSL* AAGCTTTTAT TCTCCGCAGT 0 Q 0 0 0 0 0
1075 775 an AN7772.1 71.m15807 AO070286000021 0 -170 -108 ATGATCTCCGCAGTGGCGGTGGGGGCGGGGTTGATCTG

CATCCGCTTACTCCGGCAACGCTGA
ATGATCTCCGCAGTGGCGGTGGGGGCGGGGTT
GATCTGCATCCGCTTACTCCGGCAACGCTGA

MISAVAVGAGLICIRLLRQ
R*

MISAVAVGAGLICIRLLR
QR*

CCCGATCGTT CAGTATCAGA 0 Q 0 0 0 0 0

1078 775 ao AN7772.1 71.m15807 AO070286000021 0 -268 -257 ATGAGATACTAG ATGAGATACTAG MRY* MRY* TAATATCACC ACTCCAATAA 0 Q 0 0 0 0 0
1079 775 ao AN7772.1 71.m15807 AO070286000021 0 -152 -78 ATGATCAAACCCATCCCCGGAACCAATAAACAAGCACACA

CCTGCATCCGGCCGATCTATATAACGCATGCGTAA
ATGATCAAACCCATCCCCGGAACCAATAAAC
AAGCACACACCTGCATCCGGCCGATCTATA
TAACGCATGCGTAA

MIKPIPGTNKQAHTCIRPI
YITHA*

MIKPIPGTNKQAHTC
IRPIYITHA*

AGAAGACCTG GCCCATCTTG 0 Q 0 0 0 0 0

1080 779 af AN3926.1 69.m15002 AO070341000040 0 -198 -142 ATGCAGAGCGCCGTCCTTCTTGCCAACGTCGACATTATTT
GTATGCCTGGAAATTGA

ATGCAGAGCGCCGTCCTTCTTGCCAACGTCGACAT
TATTTGTATGCCTGGAAATTGA

MQSAVLLANVDIICMPGN
*

MQSAVLLANVDIICM
PGN*

CAGTAGATAG GGACAACAAT 0 R 0 0 0 0 0

1081 779 af AN3926.1 69.m15002 AO070341000040 0 -156 -142 ATGCCTGGAAATTGA ATGCCTGGAAATTGA MPGN* MPGN* CATTATTTGT GGACAACAAT 0 R 0 0 0 0 0
1082 779 af AN3926.1 69.m15002 AO070341000040 0 -133 -38 ATGAAGTCACGTCTTCACCGCCTCAGGCCGCAAGGCGTC

ATTGGCCCGCGTGATTTTCATTATCGCGGCGTTGTTATCA
CAAGTCTCTGCCATTGA

ATGAAGTCACGTCTTCACCGCCTCAGGCCGCAAG
GCGTCATTGGCCCGCGTGATTTTCATTATCGCGGC
GTTGTTATCACAAGTCTCTGCCATTGA

MKSRLHRLRPQGVIGPR
DFHYRGVVITSLCH*

MKSRLHRLRPQGVI
GPRDFHYRGVVITS
LCH*

GAGGACAACA AGATTCACAT 0 R 0 0 0 0 0

1083 779 ao AN3926.1 69.m15002 AO070341000040 0 -294 -283 ATGAATTATTAA ATGAATTATTAA MNY* MNY* AATGATATCT AATTAGGTAG 0 R 0 0 0 0 0
1084 779 ao AN3926.1 69.m15002 AO070341000040 0 -213 -193 ATGAGCTTGAACATCGAATAA ATGAGCTTGAACATCGAATAA MSLNIE* MSLNIE* AAGTGCTTTC CTTTTGTTGG 0 R 0 0 0 0 0
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1087 782 af AN8862.1 71.m16000 AO070271000009 0 -101 -63 ATGCCTCTCCCAGAACCTTGTATCATCTCCGACTCATAG ATGCCTCTCCCAGAACCTTGTATCATCTCCGACTCA
TAG

MPLPEPCIISDS* MPLPEPCIISDS* TTCTCACTAG CCCACCGATC 0 Z 0 0 0 YOR326W 0

1085 782 an AN8862.1 71.m16000 AO070271000009 0 -199 -161 ATGGGAGCTCTTTTCTCAGAATCAGCAACTTCTTACTAG ATGGGAGCTCTTTTCTCAGAATCAGCAACTTCTTA
CTAG

MGALFSESATSY* MGALFSESATSY* TCAGTGAAGC TGCCCTGGAA 0 Z 0 0 0 YOR326W 0

1086 782 an AN8862.1 71.m16000 AO070271000009 0 -76 -62 ATGCCTTTGACTTGA ATGCCTTTGACTTGA MPLT* MPLT* ACTTTTTTAA GCAACGAACA 0 Z 0 0 0 YOR326W 0
1088 782 ao AN8862.1 71.m16000 AO070271000009 0 -118 -104 ATGATTCGCTGCTAG ATGATTCGCTGCTAG MIRC* MIRC* TATCCAATTA ATGCCTACAG 0 Z 0 0 0 YOR326W 0
1089 782 ao AN8862.1 71.m16000 AO070271000009 0 -103 -59 ATGCCTACAGCAGTGCTCGCTCGGTGTCATATACATTCCG

CATAG
ATGCCTACAGCAGTGCTCGCTCGGTGTCAT
ATACATTCCGCATAG

MPTAVLARCHIHSA* MPTAVLARCHIHSA* TCGCTGCTAG GTTCTGGTTC 0 Z 0 0 0 YOR326W 0

1090 784 an AN4520.1 57.m05608 AO070321000126 0 -196 -149 ATGTCTATCACTTATCATTGTTGTACTCAGTACTGTATAGG
CAGCTAG

ATGTCTATCACTTATCATTGTTGTACTCAGTACTG
TATAGGCAGCTAG

MSITYHCCTQYCIGS* MSITYHCCTQYCIGS* GGGTGAGGCG GTGAGGCAGC 0 T 0 0 0 0 0

1091 784 ao AN4520.1 57.m05608 AO070321000126 0 -258 -247 ATGAAAATTTGA ATGAAAATTTGA MKI* MKI* GCATTAAGTC ATACTATTAA 0 T 0 0 0 0 0
1092 784 ao AN4520.1 57.m05608 AO070321000126 0 -234 -175 ATGACCGTAGCTGTGGTCCTAAGATATACAACCAGTAGTC

TTACTAGGCGGCAGAGCTGA
ATGACCGTAGCTGTGGTCCTAAGATATACAA
CCAGTAGTCTTACTAGGCGGCAGAGCTGA

MTVAVVLRYTTSSLTRRQ
S*

MTVAVVLRYTTSSLT
RRQS*

ACTATTAAGA TAAGGCGGAA 0 T 0 0 0 0 0

1095 785 af AN5760.1 69.m14838 AO070193000006 0 -120 -55 ATGACAACAATGAAGCGCAATTCAGAGCGACGGACTCAAC
GAACTCACGCCTTCGCTTATTCTTAG

ATGACAACAATGAAGCGCAATTCAGAGCGACGGAC
TCAACGAACTCACGCCTTCGCTTATTCTTAG

MTTMKRNSERRTQRTHA
FAYS*

MTTMKRNSERRTQ
RTHAFAYS*

CAACAGAATA TTTTACGCTT 0 O 0 0 0 0 0

1096 785 af AN5760.1 69.m14838 AO070193000006 0 -111 -55 ATGAAGCGCAATTCAGAGCGACGGACTCAACGAACTCAC
GCCTTCGCTTATTCTTAG

ATGAAGCGCAATTCAGAGCGACGGACTCAACGAA
CTCACGCCTTCGCTTATTCTTAG

MKRNSERRTQRTHAFAY
S*

MKRNSERRTQRTH
AFAYS*

AATGACAACA TTTTACGCTT 0 O 0 0 0 0 0

1093 785 an AN5760.1 69.m14838 AO070193000006 0 -159 -100 ATGGATCATCATTATTCTTCCTCCACCAAGAAAAGCAAGAG
AGTCATGAAAGTTCTTTAA

ATGGATCATCATTATTCTTCCTCCACCAAGAAAAG
CAAGAGAGTCATGAAAGTTCTTTAA

MDHHYSSSTKKSKRVMK
VL*

MDHHYSSSTKKSKRVM
KVL*

AGCTACCTAC CAACCGTGGG 0 O 0 0 0 0 0

1094 785 an AN5760.1 69.m14838 AO070193000006 0 -114 -100 ATGAAAGTTCTTTAA ATGAAAGTTCTTTAA MKVL* MKVL* CAAGAGAGTC CAACCGTGGG 0 O 0 0 0 0 0
1097 785 ao AN5760.1 69.m14838 AO070193000006 0 -263 -189 ATGATTAAACCGGAGTTATTTATTATTAACCTAATTTTCTCT

CCCTTTCGAACCAAGCAAATCGTGTGGGGTTAA
ATGATTAAACCGGAGTTATTTATTATTAACCT
AATTTTCTCTCCCTTTCGAACCAAGCAAATC
GTGTGGGGTTAA

MIKPELFIINLIFSPFRTKQI
VWG*

MIKPELFIINLIFSPFR
TKQIVWG*

TAAAGCTGCT TTGGGCGGCA 0 O 0 0 0 0 0

1098 785 ao AN5760.1 69.m14838 AO070193000006 0 -147 -130 ATGAGAAATCGAGATTAA ATGAGAAATCGAGATTAA MRNRD* MRNRD* CGCCCACCAA GAAGATGACT 0 O 0 0 0 0 0
1099 785 ao AN5760.1 69.m14838 AO070193000006 0 -125 -102 ATGACTGATGGCAGGATAACTTGA ATGACTGATGGCAGGATAACTTGA MTDGRIT* MTDGRIT* GATTAAGAAG CAAAGTATCT 0 O 0 0 0 0 0
1100 785 ao AN5760.1 69.m14838 AO070193000006 0 -118 -107 ATGGCAGGATAA ATGGCAGGATAA MAG* MAG* AAGATGACTG CTTGACAAAG 0 O 0 0 0 0 0
1108 789 af AN4501.1 57.m05629 AO070311000054 0 -642 -397 ATGTTTCCCCTCCTTTTCTCCCTGAGCCACTGCTTCCCAAA

TGATGGTCAACCTCATCATCACCACATTGCAACCTTACCGT
TACTCTTGCAAGCCGCACAAAAATCTCGTCTGGGCGTGCA
GGGATGGAATTTGTGGCCATTCAATCGCCAAAACTGTGTA
ATCGCCGGATCAGATCTTGTTTTGACAACCGCTTCACACC
CCTCCCATGTCTGTCGGAATGGGACCTTCCAACAACGCAT
ATGA

ATGTTTCCCCTCCTTTTCTCCCTGAGCCACTGCTTC
CCAAATGATGGTCAACCTCATCATCACCACATTGCA
ACCTTACCGTTACTCTTGCAAGCCGCACAAAAATCT
CGTCTGGGCGTGCAGGGATGGAATTTGTGGCCAT
TCAATCGCCAAAACTGTGTAATCGCCGGATCAGAT
CTTGTTTTGACAACCGCTTCACACCCCTCCCATGTC
TGTCGGAATGGGACCTTCCAACAACGCATATGA

MFPLLFSLSHCFPNDGQ
PHHHHIATLPLLLQAAQK
SRLGVQGWNLWPFNRQ
NCVIAGSDLVLTTASHPS
HVCRNGTFQQRI*

MFPLLFSLSHCFPN
DGQPHHHHIATLPL
LLQAAQKSRLGVQG
WNLWPFNRQNCVI
AGSDLVLTTASHPS
HVCRNGTFQQRI*

TTTCTTCTGC ACGGATCTCC 0 O 0 0 0 0 0

1109 789 af AN4501.1 57.m05629 AO070311000054 0 -602 -480 ATGATGGTCAACCTCATCATCACCACATTGCAACCTTACC
GTTACTCTTGCAAGCCGCACAAAAATCTCGTCTGGGCGTG
CAGGGATGGAATTTGTGGCCATTCAATCGCCAAAACTGTG
TAA

ATGATGGTCAACCTCATCATCACCACATTGCAACCT
TACCGTTACTCTTGCAAGCCGCACAAAAATCTCGT
CTGGGCGTGCAGGGATGGAATTTGTGGCCATTCA
ATCGCCAAAACTGTGTAA

MMVNLIITTLQPYRYSCK
PHKNLVWACRDGICGHSI
AKTV*

MMVNLIITTLQPYRY
SCKPHKNLVWACR
DGICGHSIAKTV*

TGCTTCCCAA TCGCCGGATC 0 O 0 0 0 0 0

1110 789 af AN4501.1 57.m05629 AO070311000054 0 -599 -480 ATGGTCAACCTCATCATCACCACATTGCAACCTTACCGTTA
CTCTTGCAAGCCGCACAAAAATCTCGTCTGGGCGTGCAG
GGATGGAATTTGTGGCCATTCAATCGCCAAAACTGTGTAA

ATGGTCAACCTCATCATCACCACATTGCAACCTTAC
CGTTACTCTTGCAAGCCGCACAAAAATCTCGTCTG
GGCGTGCAGGGATGGAATTTGTGGCCATTCAATC
GCCAAAACTGTGTAA

MVNLIITTLQPYRYSCKPH
KNLVWACRDGICGHSIAK
TV*

MVNLIITTLQPYRYS
CKPHKNLVWACRD
GICGHSIAKTV*

TTCCCAAATG TCGCCGGATC 0 O 0 0 0 0 0

1111 789 af AN4501.1 57.m05629 AO070311000054 0 -517 -383 ATGGAATTTGTGGCCATTCAATCGCCAAAACTGTGTAATC
GCCGGATCAGATCTTGTTTTGACAACCGCTTCACACCCCT
CCCATGTCTGTCGGAATGGGACCTTCCAACAACGCATATG
AACGGATCTCCTTAA

ATGGAATTTGTGGCCATTCAATCGCCAAAACTGTGT
AATCGCCGGATCAGATCTTGTTTTGACAACCGCTT
CACACCCCTCCCATGTCTGTCGGAATGGGACCTTC
CAACAACGCATATGAACGGATCTCCTTAA

MEFVAIQSPKLCNRRIRS
CFDNRFTPLPCLSEWDL
PTTHMNGSP*

MEFVAIQSPKLCNR
RIRSCFDNRFTPLP
CLSEWDLPTTHMN
GSP*

GCGTGCAGGG GGGAGGCAGC 0 O 0 0 0 0 0

1112 789 af AN4501.1 57.m05629 AO070311000054 0 -434 -318 ATGTCTGTCGGAATGGGACCTTCCAACAACGCATATGAAC
GGATCTCCTTAAGGGAGGCAGCGCTAGCGCAGCCCAGAA
TGTCAACAATATTCCATGACTTCTTCCAGCTGCCTTGA

ATGTCTGTCGGAATGGGACCTTCCAACAACGCATA
TGAACGGATCTCCTTAAGGGAGGCAGCGCTAGCG
CAGCCCAGAATGTCAACAATATTCCATGACTTCTTC
CAGCTGCCTTGA

MSVGMGPSNNAYERISL
REAALAQPRMSTIFHDFF
QLP*

MSVGMGPSNNAYE
RISLREAALAQPRM
STIFHDFFQLP*

CACCCCTCCC TTCCATAATC 0 O 0 0 0 0 0

1113 789 af AN4501.1 57.m05629 AO070311000054 0 -422 -318 ATGGGACCTTCCAACAACGCATATGAACGGATCTCCTTAA
GGGAGGCAGCGCTAGCGCAGCCCAGAATGTCAACAATAT
TCCATGACTTCTTCCAGCTGCCTTGA

ATGGGACCTTCCAACAACGCATATGAACGGATCTC
CTTAAGGGAGGCAGCGCTAGCGCAGCCCAGAATG
TCAACAATATTCCATGACTTCTTCCAGCTGCCTTGA

MGPSNNAYERISLREAAL
AQPRMSTIFHDFFQLP*

MGPSNNAYERISLR
EAALAQPRMSTIFH
DFFQLP*

GTCTGTCGGA TTCCATAATC 0 O 0 0 0 0 0

1114 789 af AN4501.1 57.m05629 AO070311000054 0 -400 -383 ATGAACGGATCTCCTTAA ATGAACGGATCTCCTTAA MNGSP* MNGSP* AACAACGCAT GGGAGGCAGC 0 O 0 0 0 0 0
1115 789 af AN4501.1 57.m05629 AO070311000054 0 -356 -318 ATGTCAACAATATTCCATGACTTCTTCCAGCTGCCTTGA ATGTCAACAATATTCCATGACTTCTTCCAGCTGCCT

TGA
MSTIFHDFFQLP* MSTIFHDFFQLP* GCAGCCCAGA TTCCATAATC 0 O 0 0 0 0 0

1116 789 af AN4501.1 57.m05629 AO070311000054 0 -340 -161 ATGACTTCTTCCAGCTGCCTTGATTCCATAATCTTGAAAAA
ATCGGCTGCAAAACACGATATTTTTGCCCAGGCTGTATCG
AATGGGAGCCTCAAGATGGGAGAGTTCGTGGAGGGGTAT
TGTACTCGGCGCCCGTCGAATCACCAACGTGATTTCGCAG
CCTCACTTGCGACCCTGTGA

ATGACTTCTTCCAGCTGCCTTGATTCCATAATCTTG
AAAAAATCGGCTGCAAAACACGATATTTTTGCCCAG
GCTGTATCGAATGGGAGCCTCAAGATGGGAGAGT
TCGTGGAGGGGTATTGTACTCGGCGCCCGTCGAA
TCACCAACGTGATTTCGCAGCCTCACTTGCGACCC
TGTGA

MTSSSCLDSIILKKSAAKH
DIFAQAVSNGSLKMGEFV
EGYCTRRPSNHQRDFAA
SLATL*

MTSSSCLDSIILKKS
AAKHDIFAQAVSNG
SLKMGEFVEGYCTR
RPSNHQRDFAASLA
TL*

ACAATATTCC CTGCCGTCAT 0 O 0 0 0 0 0

1117 789 af AN4501.1 57.m05629 AO070311000054 0 -258 -31 ATGGGAGCCTCAAGATGGGAGAGTTCGTGGAGGGGTATT
GTACTCGGCGCCCGTCGAATCACCAACGTGATTTCGCAG
CCTCACTTGCGACCCTGTGACTGCCGTCATATTGCCCCTC
GCCCTTTTTTACACGATCAGTATCGCACGGCTCCCCGGAC
ATCCCTCACAACCAGACGAGATTGCTTCTTGACCATTCATT
TTGTTCATACTGATAAAAGCTGTTGCTAA

ATGGGAGCCTCAAGATGGGAGAGTTCGTGGAGGG
GTATTGTACTCGGCGCCCGTCGAATCACCAACGTG
ATTTCGCAGCCTCACTTGCGACCCTGTGACTGCCG
TCATATTGCCCCTCGCCCTTTTTTACACGATCAGTA
TCGCACGGCTCCCCGGACATCCCTCACAACCAGA
CGAGATTGCTTCTTGACCATTCATTTTGTTCATACT
GATAAAAGCTGTTGCTAA

MGASRWESSWRGIVLG
ARRITNVISQPHLRPCDC
RHIAPRPFLHDQYRTAPR
TSLTTRRDCFLTIHFVHTD
KSCC*

MGASRWESSWRGI
VLGARRITNVISQPH
LRPCDCRHIAPRPF
LHDQYRTAPRTSLT
TRRDCFLTIHFVHTD
KSCC*

GCTGTATCGA CCGCCAGTGT 0 O 0 0 0 0 0

1118 789 af AN4501.1 57.m05629 AO070311000054 0 -244 -161 ATGGGAGAGTTCGTGGAGGGGTATTGTACTCGGCGCCCG
TCGAATCACCAACGTGATTTCGCAGCCTCACTTGCGACCC
TGTGA

ATGGGAGAGTTCGTGGAGGGGTATTGTACTCGGC
GCCCGTCGAATCACCAACGTGATTTCGCAGCCTCA
CTTGCGACCCTGTGA

MGEFVEGYCTRRPSNHQ
RDFAASLATL*

MGEFVEGYCTRRP
SNHQRDFAASLATL
*

GAGCCTCAAG CTGCCGTCAT 0 O 0 0 0 0 0

1103 789 an AN4501.1 57.m05629 AO070311000054 0 -531 -466 ATGTGGTCTTGGGTCGAATTGCATGCCTGGAGTTCAAGCC
GCCCCCGGCTACGCTGGACTCTATAA

ATGTGGTCTTGGGTCGAATTGCATGCCTGGAGTT
CAAGCCGCCCCCGGCTACGCTGGACTCTATAA

MWSWVELHAWSSSRPR
LRWTL*

MWSWVELHAWSSSRP
RLRWTL*

CTCTCTACAA CCGCGATGCT 0 O 0 0 0 0 0

1104 789 an AN4501.1 57.m05629 AO070311000054 0 -509 -264 ATGCCTGGAGTTCAAGCCGCCCCCGGCTACGCTGGACTC
TATAACCGCGATGCTGTTTACTCGCTACCAGCCGAGTGGA
GGACTGGCGGAACAACAAGCTGCTCGACGTCTATACGGC
TAATAGAATTTGCGATTCAGCCAACTTTTCGCGAAATCGTC
AGTTATTCTCTTGACTTGAAAACGTGGTCTGCCGTTGGGTT
TTGGAGTGTATCGTGCTATCAGCCGTGTGACAGCTGGGC
CCCCTAG

ATGCCTGGAGTTCAAGCCGCCCCCGGCTACGCT
GGACTCTATAACCGCGATGCTGTTTACTCGCTAC
CAGCCGAGTGGAGGACTGGCGGAACAACAAGCT
GCTCGACGTCTATACGGCTAATAGAATTTGCGAT
TCAGCCAACTTTTCGCGAAATCGTCAGTTATTCTC
TTGACTTGAAAACGTGGTCTGCCGTTGGGTTTTG
GAGTGTATCGTGCTATCAGCCGTGTGACAGCTG
GGCCCCCTAG

MPGVQAAPGYAGLYNRD
AVYSLPAEWRTGGTTSC
STSIRLIEFAIQPTFREIVS
YSLDLKTWSAVGFWSVS
CYQPCDSWAP*

MPGVQAAPGYAGLYNR
DAVYSLPAEWRTGGTT
SCSTSIRLIEFAIQPTFRE
IVSYSLDLKTWSAVGFW
SVSCYQPCDSWAP*

GTCGAATTGC TGCAGGGCAG 0 O 0 0 0 0 0

1105 789 an AN4501.1 57.m05629 AO070311000054 0 -460 -389 ATGCTGTTTACTCGCTACCAGCCGAGTGGAGGACTGGCG
GAACAACAAGCTGCTCGACGTCTATACGGCTAA

ATGCTGTTTACTCGCTACCAGCCGAGTGGAGGA
CTGGCGGAACAACAAGCTGCTCGACGTCTATAC
GGCTAA

MLFTRYQPSGGLAEQQA
ARRLYG*

MLFTRYQPSGGLAEQQ
AARRLYG*

TATAACCGCG TAGAATTTGC 0 O 0 0 0 0 0

1106 789 an AN4501.1 57.m05629 AO070311000054 0 -186 -169 ATGTTTCTTACAGTCTAG ATGTTTCTTACAGTCTAG MFLTV* MFLTV* TACCCCACGC GCCTTGTCAT 0 O 0 0 0 0 0
1119 789 ao AN4501.1 57.m05629 AO070311000054 0 -448 -434 ATGATCTCCGTTTAG ATGATCTCCGTTTAG MISV* MISV* TGTCGCTGCC ACTACCGCTC 0 O 0 0 0 0 0
1120 789 ao AN4501.1 57.m05629 AO070311000054 0 -304 -260 ATGATAGTATTTTCTGGGTTGACAATATGCATGAAATTATTT

TGA
ATGATAGTATTTTCTGGGTTGACAATATGCA
TGAAATTATTTTGA

MIVFSGLTICMKLF* MIVFSGLTICMKLF* CTGGAGTCGA CAACCAACCT 0 O 0 0 0 0 0

1121 789 ao AN4501.1 57.m05629 AO070311000054 0 -278 -207 ATGCATGAAATTATTTTGACAACCAACCTTCAGCGTACTTC
CTTTTGGGGTACTAGAAGGAAAGAAAAATGA

ATGCATGAAATTATTTTGACAACCAACCTTCA
GCGTACTTCCTTTTGGGGTACTAGAAGGAA
AGAAAAATGA

MHEIILTTNLQRTSFWGT
RRKEK*

MHEIILTTNLQRTSF
WGTRRKEK*

GGTTGACAAT TGACGGAGGG 0 O 0 0 0 0 0

1122 789 ao AN4501.1 57.m05629 AO070311000054 0 -274 -260 ATGAAATTATTTTGA ATGAAATTATTTTGA MKLF* MKLF* GACAATATGC CAACCAACCT 0 O 0 0 0 0 0
1123 789 ao AN4501.1 57.m05629 AO070311000054 0 -210 -166 ATGATGACGGAGGGATCTAGAATTCGTGTTCTTCGGGCCA

CTTGA
ATGATGACGGAGGGATCTAGAATTCGTGTT
CTTCGGGCCACTTGA

MMTEGSRIRVLRAT* MMTEGSRIRVLRAT* GGAAAGAAAA CTATCACAGC 0 O 0 0 0 0 0

1124 789 ao AN4501.1 57.m05629 AO070311000054 0 -207 -166 ATGACGGAGGGATCTAGAATTCGTGTTCTTCGGGCCACTT
GA

ATGACGGAGGGATCTAGAATTCGTGTTCTTC
GGGCCACTTGA

MTEGSRIRVLRAT* MTEGSRIRVLRAT* AAGAAAAATG CTATCACAGC 0 O 0 0 0 0 0

1125 789 ao AN4501.1 57.m05629 AO070311000054 0 -110 -24 ATGATTCCGGCTCCATTTCATACTTGCTTTTTCCGTTGCTTT
TGGCCCTCATGTTTTTGTGTTCGAATTTTAAAACGTCTCCA
CTAA

ATGATTCCGGCTCCATTTCATACTTGCTTTTT
CCGTTGCTTTTGGCCCTCATGTTTTTGTGTT
CGAATTTTAAAACGTCTCCACTAA

MIPAPFHTCFFRCFWPS
CFCVRILKRLH*

MIPAPFHTCFFRCF
WPSCFCVRILKRLH*

CACGCCATTT CAGTCGACCA 0 O 0 0 0 0 0

1130 791 af AN4550.1 57.m05560 AO070321000181 0 -113 -78 ATGGGTTGGCGGGGTGAGTCGAAAGGATCTCATTGA ATGGGTTGGCGGGGTGAGTCGAAAGGATCTCATT
GA

MGWRGESKGSH* MGWRGESKGSH* CAGGGCTAGT CTCATGAACT 0 J 0 MG06566.1 0 YLL018C 0

1126 791 an AN4550.1 57.m05560 AO070321000181 0 -246 -175 ATGTCCTTACATGCTGAGCTGCAAGCATATATATATGATGT
CGCCTCAGGCTGCTCTTTTTTTAACACGTGA

ATGTCCTTACATGCTGAGCTGCAAGCATATATATA
TGATGTCGCCTCAGGCTGCTCTTTTTTTAACACG
TGA

MSLHAELQAYIYDVASGC
SFFNT*

MSLHAELQAYIYDVASG
CSFFNT*

TTATGTTATG GCAGCCCCTC 0 J 0 MG06566.1 0 YLL018C 0

1127 791 an AN4550.1 57.m05560 AO070321000181 0 -236 -135 ATGCTGAGCTGCAAGCATATATATATGATGTCGCCTCAGG
CTGCTCTTTTTTTAACACGTGAGCAGCCCCTCGTAGGGTT
AGGCCCCGCCCTGGCGGGGTGA

ATGCTGAGCTGCAAGCATATATATATGATGTCGC
CTCAGGCTGCTCTTTTTTTAACACGTGAGCAGCC
CCTCGTAGGGTTAGGCCCCGCCCTGGCGGGGT
GA

MLSCKHIYMMSPQAALFL
TREQPLVGLGPALAG*

MLSCKHIYMMSPQAALF
LTREQPLVGLGPALAG*

ATGTCCTTAC TCCAATTGAA 0 J 0 MG06566.1 0 YLL018C 0

1128 791 an AN4550.1 57.m05560 AO070321000181 0 -212 -135 ATGATGTCGCCTCAGGCTGCTCTTTTTTTAACACGTGAGC
AGCCCCTCGTAGGGTTAGGCCCCGCCCTGGCGGGGTGA

ATGATGTCGCCTCAGGCTGCTCTTTTTTTAACAC
GTGAGCAGCCCCTCGTAGGGTTAGGCCCCGCC
CTGGCGGGGTGA

MMSPQAALFLTREQPLV
GLGPALAG*

MMSPQAALFLTREQPLV
GLGPALAG*

GCATATATAT TCCAATTGAA 0 J 0 MG06566.1 0 YLL018C 0

1129 791 an AN4550.1 57.m05560 AO070321000181 0 -209 -135 ATGTCGCCTCAGGCTGCTCTTTTTTTAACACGTGAGCAGC
CCCTCGTAGGGTTAGGCCCCGCCCTGGCGGGGTGA

ATGTCGCCTCAGGCTGCTCTTTTTTTAACACGTG
AGCAGCCCCTCGTAGGGTTAGGCCCCGCCCTG
GCGGGGTGA

MSPQAALFLTREQPLVGL
GPALAG*

MSPQAALFLTREQPLVG
LGPALAG*

TATATATATG TCCAATTGAA 0 J 0 MG06566.1 0 YLL018C 0

1131 791 ao AN4550.1 57.m05560 AO070321000181 0 -116 -90 ATGCGGTGGGGTGACTCAAAGTATTGA ATGCGGTGGGGTGACTCAAAGTATTGA MRWGDSKY* MRWGDSKY* GGTTGCCTCC TTGAGGTTGC 0 J 0 MG06566.1 0 YLL018C 0
1133 792 af AN5706.1 54.m06822 AO070324000152 0 -248 -219 ATGTTCAATACGATGCGGTGGGTTCAATGA ATGTTCAATACGATGCGGTGGGTTCAATGA MFNTMRWVQ* MFNTMRWVQ* CAGTCACTTG TCAGGAGGAC 0 CR 0 0 0 0 0
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1134 792 af AN5706.1 54.m06822 AO070324000152 0 -236 -219 ATGCGGTGGGTTCAATGA ATGCGGTGGGTTCAATGA MRWVQ* MRWVQ* GTTCAATACG TCAGGAGGAC 0 CR 0 0 0 0 0
1135 792 af AN5706.1 54.m06822 AO070324000152 0 -222 -91 ATGATCAGGAGGACTAAGTCCCCAGATGATATAAAACCCA

AAAACGCCATCTGGGTTCAGAGGGACCCTTATGACTGTTT
GCGTTCCTTCCTCAGCCGTGTGCTTATTTTGAGCTATCCG
ACCTCTATATAA

ATGATCAGGAGGACTAAGTCCCCAGATGATATAAA
ACCCAAAAACGCCATCTGGGTTCAGAGGGACCCTT
ATGACTGTTTGCGTTCCTTCCTCAGCCGTGTGCTTA
TTTTGAGCTATCCGACCTCTATATAA

MIRRTKSPDDIKPKNAIW
VQRDPYDCLRSFLSRVLI
LSYPTSI*

MIRRTKSPDDIKPKN
AIWVQRDPYDCLRS
FLSRVLILSYPTSI*

GGTGGGTTCA ATCCAACTTT 0 CR 0 0 0 0 0

1136 792 af AN5706.1 54.m06822 AO070324000152 0 -152 -111 ATGACTGTTTGCGTTCCTTCCTCAGCCGTGTGCTTATTTTG
A

ATGACTGTTTGCGTTCCTTCCTCAGCCGTGTGCTTA
TTTTGA

MTVCVPSSAVCLF* MTVCVPSSAVCLF* AGGGACCCTT GCTATCCGAC 0 CR 0 0 0 0 0

1132 792 an AN5706.1 54.m06822 AO070324000152 0 -179 -120 ATGAAGATCAGGCGGGCAGCTTGCCCCGGAATTCGGGGT
CTGTATAAGAATCGCGTCTAG

ATGAAGATCAGGCGGGCAGCTTGCCCCGGAATT
CGGGGTCTGTATAAGAATCGCGTCTAG

MKIRRAACPGIRGLYKNR
V*

MKIRRAACPGIRGLYKN
RV*

CTTCGTGAAT GAAGGTATTA 0 CR 0 0 0 0 0

1137 792 ao AN5706.1 54.m06822 AO070324000152 0 -249 -193 ATGAGGTGTATGCGCAGATCAGGAGGACTATCAGCCTTAC
ACATATGTGCTAGGTGA

ATGAGGTGTATGCGCAGATCAGGAGGACTA
TCAGCCTTACACATATGTGCTAGGTGA

MRCMRRSGGLSALHICA
R*

MRCMRRSGGLSAL
HICAR*

AACCAATACG TATAAAAGAA 0 CR 0 0 0 0 0

1138 792 ao AN5706.1 54.m06822 AO070324000152 0 -240 -193 ATGCGCAGATCAGGAGGACTATCAGCCTTACACATATGTG
CTAGGTGA

ATGCGCAGATCAGGAGGACTATCAGCCTTA
CACATATGTGCTAGGTGA

MRRSGGLSALHICAR* MRRSGGLSALHICA
R*

GATGAGGTGT TATAAAAGAA 0 CR 0 0 0 0 0

1141 802 af AN6826.1 71.m15290 AO070314000106 0 -158 -60 ATGTTTGATCGGAGATATCGACTTTTTCCTCCACAGTATAG
CCATTCCCACCGTCTGTGGACGATATACTATTTCCACGCT
GCGCAATACCACAGATGA

ATGTTTGATCGGAGATATCGACTTTTTCCTCCACAG
TATAGCCATTCCCACCGTCTGTGGACGATATACTAT
TTCCACGCTGCGCAATACCACAGATGA

MFDRRYRLFPPQYSHSH
RLWTIYYFHAAQYHR*

MFDRRYRLFPPQYS
HSHRLWTIYYFHAA
QYHR*

CAATCGGCAG GCTCATAGAG 0 Z 0 0 0 0 0

1142 802 af AN6826.1 71.m15290 AO070314000106 0 -63 -52 ATGAGCTCATAG ATGAGCTCATAG MSS* MSS* AATACCACAG AGTCACCGAC 0 Z 0 0 0 0 0
1139 802 an AN6826.1 71.m15290 AO070314000106 0 -224 -195 ATGCGCCGTCAATGTCATAGCCTGTTTTAA ATGCGCCGTCAATGTCATAGCCTGTTTTAA MRRQCHSLF* MRRQCHSLF* AGAATGAGAT AAGGATATTC 0 Z 0 0 0 0 0
1140 802 an AN6826.1 71.m15290 AO070314000106 0 -117 -94 ATGCGACGCAGTGGAGCTCATTGA ATGCGACGCAGTGGAGCTCATTGA MRRSGAH* MRRSGAH* AGGAACTCGA AACCACACCA 0 Z 0 0 0 0 0
1143 802 ao AN6826.1 71.m15290 AO070314000106 0 -82 -56 ATGATCGCAGTGACTTGTCTAACATAA ATGATCGCAGTGACTTGTCTAACATAA MIAVTCLT* MIAVTCLT* CTAGTGTACT TTAAATCTCA 0 Z 0 0 0 0 0
1147 804 af AN5777.1 69.m14820 AO070249000022 0 -177 -4 ATGTGGATAGCTGATCTGTGCTGGAGTCACCTGACTACCC

CGGATTCTCGAAAAACGTCACAAATCACGATGGCACATCA
CGAGCCCATTGTCACTATCTTCCTGGGAGGCCAAGGTCTG
AGCAAAGTGCCTGTCTCACTGTTATTAGAGAGCACAGACG
ACGATGTTTACTAG

ATGTGGATAGCTGATCTGTGCTGGAGTCACCTGAC
TACCCCGGATTCTCGAAAAACGTCACAAATCACGA
TGGCACATCACGAGCCCATTGTCACTATCTTCCTG
GGAGGCCAAGGTCTGAGCAAAGTGCCTGTCTCAC
TGTTATTAGAGAGCACAGACGACGATGTTTACTAG

MWIADLCWSHLTTPDSR
KTSQITMAHHEPIVTIFLG
GQGLSKVPVSLLLESTDD
DVY*

MWIADLCWSHLTTP
DSRKTSQITMAHHE
PIVTIFLGGQGLSKV
PVSLLLESTDDDVY*

CAGTGGAGCC TCCATGAGAC 0 I 0 MG04555.1 0 0 0

1148 804 af AN5777.1 69.m14820 AO070249000022 0 -108 -4 ATGGCACATCACGAGCCCATTGTCACTATCTTCCTGGGAG
GCCAAGGTCTGAGCAAAGTGCCTGTCTCACTGTTATTAGA
GAGCACAGACGACGATGTTTACTAG

ATGGCACATCACGAGCCCATTGTCACTATCTTCCT
GGGAGGCCAAGGTCTGAGCAAAGTGCCTGTCTCA
CTGTTATTAGAGAGCACAGACGACGATGTTTACTA
G

MAHHEPIVTIFLGGQGLS
KVPVSLLLESTDDDVY*

MAHHEPIVTIFLGGQ
GLSKVPVSLLLESTD
DDVY*

ACAAATCACG TCCATGAGAC 0 I 0 MG04555.1 0 0 0

1145 804 an AN5777.1 69.m14820 AO070249000022 0 -160 -47 ATGCATGTGGGGTTGTACATGTGGCCTGATCGGGATAAG
CGCTGCACTAGCGTTACCCCAGATTCGCCGCTGTTATGTT
CAAGAAGCAACGCCAACCACTCTATATCTACCTAG

ATGCATGTGGGGTTGTACATGTGGCCTGATCGG
GATAAGCGCTGCACTAGCGTTACCCCAGATTCG
CCGCTGTTATGTTCAAGAAGCAACGCCAACCACT
CTATATCTACCTAG

MHVGLYMWPDRDKRCT
SVTPDSPLLCSRSNANHS
IST*

MHVGLYMWPDRDKRC
TSVTPDSPLLCSRSNAN
HSIST*

GTGATACTCA CCCCCGCCTC 0 I 0 MG04555.1 0 0 0

1146 804 an AN5777.1 69.m14820 AO070249000022 0 -142 -47 ATGTGGCCTGATCGGGATAAGCGCTGCACTAGCGTTACC
CCAGATTCGCCGCTGTTATGTTCAAGAAGCAACGCCAACC
ACTCTATATCTACCTAG

ATGTGGCCTGATCGGGATAAGCGCTGCACTAGC
GTTACCCCAGATTCGCCGCTGTTATGTTCAAGAA
GCAACGCCAACCACTCTATATCTACCTAG

MWPDRDKRCTSVTPDSP
LLCSRSNANHSIST*

MWPDRDKRCTSVTPDS
PLLCSRSNANHSIST*

GGGGTTGTAC CCCCCGCCTC 0 I 0 MG04555.1 0 0 0

1149 804 ao AN5777.1 69.m14820 AO070249000022 0 -292 -233 ATGAGATGGAAATGCTATCAAAATTACAGGGATGTTGACA
GTTGCACATACCTTATGTAA

ATGAGATGGAAATGCTATCAAAATTACAGGG
ATGTTGACAGTTGCACATACCTTATGTAA

MRWKCYQNYRDVDSCT
YLM*

MRWKCYQNYRDVD
SCTYLM*

TAGCGGGTAT CAGATGACAC 0 I 0 MG04555.1 0 0 0

1150 804 ao AN5777.1 69.m14820 AO070249000022 0 -287 -255 ATGGAAATGCTATCAAAATTACAGGGATGTTGA ATGGAAATGCTATCAAAATTACAGGGATGTT
GA

MEMLSKLQGC* MEMLSKLQGC* GGTATATGAG CAGTTGCACA 0 I 0 MG04555.1 0 0 0

1151 804 ao AN5777.1 69.m14820 AO070249000022 0 -281 -255 ATGCTATCAAAATTACAGGGATGTTGA ATGCTATCAAAATTACAGGGATGTTGA MLSKLQGC* MLSKLQGC* TGAGATGGAA CAGTTGCACA 0 I 0 MG04555.1 0 0 0
1152 804 ao AN5777.1 69.m14820 AO070249000022 0 -261 -226 ATGTTGACAGTTGCACATACCTTATGTAACAGATGA ATGTTGACAGTTGCACATACCTTATGTAACA

GATGA
MLTVAHTLCNR* MLTVAHTLCNR* AATTACAGGG CACAGTGCGC 0 I 0 MG04555.1 0 0 0

1153 804 ao AN5777.1 69.m14820 AO070249000022 0 -229 -203 ATGACACAGTGCGCCACTGGTCTATAG ATGACACAGTGCGCCACTGGTCTATAG MTQCATGL* MTQCATGL* TATGTAACAG TACCTGCGCA 0 I 0 MG04555.1 0 0 0
1157 816 an AN1105.1 70.m15127 AO070285000033 0 -198 -169 ATGAATGAGATACGGGGGATCTCCAGCTGA ATGAATGAGATACGGGGGATCTCCAGCTGA MNEIRGISS* MNEIRGISS* AGTGGAGTTG GGTAGTGCAG 0 U 0 0 0 0 0
1158 816 ao AN1105.1 70.m15127 AO070285000033 0 -259 -248 ATGGCTAGATAA ATGGCTAGATAA MAR* MAR* TGGTAATTGT AGTAGAGATT 0 U 0 0 0 0 0
1159 816 ao AN1105.1 70.m15127 AO070285000033 0 -217 -182 ATGAGTACTGGGGCCGAAACTCATTGCCGCTTTTAG ATGAGTACTGGGGCCGAAACTCATTGCCGC

TTTTAG
MSTGAETHCRF* MSTGAETHCRF* GCGCTACAGT CCCCGTTTGG 0 U 0 0 0 0 0

1160 819 af AN2686.1 71.m15174 AO070313000102 0 -69 -49 ATGCTACACAGATTGAACTAA ATGCTACACAGATTGAACTAA MLHRLN* MLHRLN* CTTACAGCGG GTGAAGAATT 0  0 0 0 0 0
1161 819 ao AN2686.1 71.m15174 AO070313000102 0 -156 -109 ATGGTTGGGTATTCTCGAATGGATAACGTGCGTCAAGCGT

ACAAATGA
ATGGTTGGGTATTCTCGAATGGATAACGTG
CGTCAAGCGTACAAATGA

MVGYSRMDNVRQAYK* MVGYSRMDNVRQA
YK*

GCGCCACATA TCCCAAAACA 0  0 0 0 0 0

1162 819 ao AN2686.1 71.m15174 AO070313000102 0 -138 -109 ATGGATAACGTGCGTCAAGCGTACAAATGA ATGGATAACGTGCGTCAAGCGTACAAATGA MDNVRQAYK* MDNVRQAYK* GTATTCTCGA TCCCAAAACA 0  0 0 0 0 0

1163 819 ao AN2686.1 71.m15174 AO070313000102 0 -112 -89 ATGATCCCAAAACAGTATAACTGA ATGATCCCAAAACAGTATAACTGA MIPKQYN* MIPKQYN* AAGCGTACAA GGATATCTGC 0  0 0 0 0 0
1170 823 ao AN0448.1 54.m06640 AO070338000312 0 -88 -71 ATGCTCAACCATGCTTGA ATGCTCAACCATGCTTGA MLNHA* MLNHA* TTGTGGTTGG GGGGGTCTGA 0  0 0 0 0 0
1171 823 ao AN0448.1 54.m06640 AO070338000312 0 -78 -61 ATGCTTGAGGGGGTCTGA ATGCTTGAGGGGGTCTGA MLEGV* MLEGV* ATGCTCAACC TTGAATGCTG 0  0 0 0 0 0
1175 824 af AN7233.1 65.m07169 AO070340000208 0 -121 -101 ATGGAGGGGTGGAGTCGGTGA ATGGAGGGGTGGAGTCGGTGA MEGWSR* MEGWSR* GGTCGTGTCC CAGGTCCCTT 0 R 0 0 0 0 0
1172 824 an AN7233.1 65.m07169 AO070340000208 0 -170 -108 ATGGCCCAGTGGGCCGATACCATTGGCCCCTCACTGATG

CCGAGGGGCACCCTACATGATTAA
ATGGCCCAGTGGGCCGATACCATTGGCCCCTCA
CTGATGCCGAGGGGCACCCTACATGATTAA

MAQWADTIGPSLMPRGT
LHD*

MAQWADTIGPSLMPRG
TLHD*

TTCGAGTTTA ACTCTCACCA 0 R 0 0 0 0 0

1173 824 an AN7233.1 65.m07169 AO070340000208 0 -134 -108 ATGCCGAGGGGCACCCTACATGATTAA ATGCCGAGGGGCACCCTACATGATTAA MPRGTLHD* MPRGTLHD* CCCCTCACTG ACTCTCACCA 0 R 0 0 0 0 0
1174 824 an AN7233.1 65.m07169 AO070340000208 0 -115 -74 ATGATTAAACTCTCACCACCAGCAGTCTTCTTGCGCCCCT

GA
ATGATTAAACTCTCACCACCAGCAGTCTTCTTGC
GCCCCTGA

MIKLSPPAVFLRP* MIKLSPPAVFLRP* GGCACCCTAC GCAGTGTTTA 0 R 0 0 0 0 0

1176 824 ao AN7233.1 65.m07169 AO070340000208 0 -170 -87 ATGTTTTTGCAGAGGGGAAAATCTGGAGGGGCTATGTGCC
GAAGCGAGGTGGCATGTTTAATCTCCCCTTCGGTTTATGA
ATGA

ATGTTTTTGCAGAGGGGAAAATCTGGAGGG
GCTATGTGCCGAAGCGAGGTGGCATGTTTA
ATCTCCCCTTCGGTTTATGAATGA

MFLQRGKSGGAMCRSE
VACLISPSVYE*

MFLQRGKSGGAMC
RSEVACLISPSVYE*

GTTGGGATTT TATGAGTCTG 0 R 0 0 0 0 0

1177 824 ao AN7233.1 65.m07169 AO070340000208 0 -137 -87 ATGTGCCGAAGCGAGGTGGCATGTTTAATCTCCCCTTCGG
TTTATGAATGA

ATGTGCCGAAGCGAGGTGGCATGTTTAATC
TCCCCTTCGGTTTATGAATGA

MCRSEVACLISPSVYE* MCRSEVACLISPSV
YE*

TGGAGGGGCT TATGAGTCTG 0 R 0 0 0 0 0

1178 824 ao AN7233.1 65.m07169 AO070340000208 0 -117 -91 ATGTTTAATCTCCCCTTCGGTTTATGA ATGTTTAATCTCCCCTTCGGTTTATGA MFNLPFGL* MFNLPFGL* GCGAGGTGGC ATGATATGAG 0 R 0 0 0 0 0
1179 824 ao AN7233.1 65.m07169 AO070340000208 0 -94 -53 ATGAATGATATGAGTCTGGCCTCGCCTGGGAATACGAGCT

GA
ATGAATGATATGAGTCTGGCCTCGCCTGGG
AATACGAGCTGA

MNDMSLASPGNTS* MNDMSLASPGNTS* CCTTCGGTTT AATCACACAC 0 R 0 0 0 0 0

1180 824 ao AN7233.1 65.m07169 AO070340000208 0 -85 -53 ATGAGTCTGGCCTCGCCTGGGAATACGAGCTGA ATGAGTCTGGCCTCGCCTGGGAATACGAGC
TGA

MSLASPGNTS* MSLASPGNTS* TATGAATGAT AATCACACAC 0 R 0 0 0 0 0

1183 825 af AN5890.1 72.m19240 AO070245000018 0 -128 -57 ATGCGCACTATATCCTCTACGTATTCCAGCACCGTCCCTG
GAGTATCCGATCCAATCAGGCGGACCTCCTAG

ATGCGCACTATATCCTCTACGTATTCCAGCACCGT
CCCTGGAGTATCCGATCCAATCAGGCGGACCTCCT
AG

MRTISSTYSSTVPGVSDPI
RRTS*

MRTISSTYSSTVPGV
SDPIRRTS*

ATCACTACCC CTTCCTCGCT 0 E 0 0 0 0 0

1181 825 an AN5890.1 72.m19240 AO070245000018 0 -133 -89 ATGGGGCGAAGGCACTCTAATCCTGAACCCTTCCTCTGCT
TCTAG

ATGGGGCGAAGGCACTCTAATCCTGAACCCTTC
CTCTGCTTCTAG

MGRRHSNPEPFLCF* MGRRHSNPEPFLCF* AGCGCGGATC TGTTGACTTC 0 E 0 0 0 0 0

1186 839 af AN5734.1 69.m14862 AO070341000025 0 -132 -115 ATGAGCGTGGAATTTTAG ATGAGCGTGGAATTTTAG MSVEF* MSVEF* CTTGTGAGGG ACGCGTTCCA 0 R 0 MG04225.1 0 0 0
1184 839 an AN5734.1 69.m14862 AO070341000025 0 -249 -175 ATGGCTCGCTTGAAGTCCTATAACTATGCGGGCCGACCCC

CTGTCGGGACCTTTTTGGAACAGGATCTCATATAA
ATGGCTCGCTTGAAGTCCTATAACTATGCGGGCC
GACCCCCTGTCGGGACCTTTTTGGAACAGGATCT
CATATAA

MARLKSYNYAGRPPVGT
FLEQDLI*

MARLKSYNYAGRPPVG
TFLEQDLI*

GCTATCTAGC ATCTGAGCCG 0 R 0 MG04225.1 0 0 0

1185 839 an AN5734.1 69.m14862 AO070341000025 0 -224 -153 ATGCGGGCCGACCCCCTGTCGGGACCTTTTTGGAACAGG
ATCTCATATAAATCTGAGCCGGGGTCGCTTTGA

ATGCGGGCCGACCCCCTGTCGGGACCTTTTTGG
AACAGGATCTCATATAAATCTGAGCCGGGGTCGC
TTTGA

MRADPLSGPFWNRISYK
SEPGSL*

MRADPLSGPFWNRISY
KSEPGSL*

TCCTATAACT GCTTTCAGAA 0 R 0 MG04225.1 0 0 0

1187 839 ao AN5734.1 69.m14862 AO070341000025 0 -125 -87 ATGAGCCAGGATCGCGATCATCGTTGTTTCAGGCTTTGA ATGAGCCAGGATCGCGATCATCGTTGTTTC
AGGCTTTGA

MSQDRDHRCFRL* MSQDRDHRCFRL* ATTGTCTTAT AACGACGTGT 0 R 0 MG04225.1 0 0 0

1188 841 conserved AN3682.1 58.m07417 AO070342000120 0 -219 -205 -202 -188 -213 -199 ATGyGyGvhwwyTAG ATGTGTGATTTCTAG ATGCGCGGCATTTAG ATGTGTGCATATTAG Mcdf* MCDF* MRGI* MCAY* khTsATTGGm rCGsyyGysk 0  0 0 0 0 0

1194 846 af AN2037.1 55.m03233 AO070281000048 0 -165 -112 ATGCGAGAATGGCATGGAAGAGTGGATCACTGGCATCTAA
AAGATATAAATTGA

ATGCGAGAATGGCATGGAAGAGTGGATCACTGGC
ATCTAAAAGATATAAATTGA

MREWHGRVDHWHLKDI
N*

MREWHGRVDHWH
LKDIN*

GTCACTAGCG CGGTAATATC 0  0 0 0 0 0

1195 846 af AN2037.1 55.m03233 AO070281000048 0 -157 -44 ATGGCATGGAAGAGTGGATCACTGGCATCTAAAAGATATA
AATTGACGGTAATATCCAGATACCCACAGGCTCAAACGGC
AACAAGAGCTATACAAACACGACTACAACGCTAG

ATGGCATGGAAGAGTGGATCACTGGCATCTAAAAG
ATATAAATTGACGGTAATATCCAGATACCCACAGGC
TCAAACGGCAACAAGAGCTATACAAACACGACTAC
AACGCTAG

MAWKSGSLASKRYKLTVI
SRYPQAQTATRAIQTRLQ
R*

MAWKSGSLASKRY
KLTVISRYPQAQTAT
RAIQTRLQR*

CGATGCGAGA TATACATTAC 0  0 0 0 0 0

1196 846 af AN2037.1 55.m03233 AO070281000048 0 -152 -126 ATGGAAGAGTGGATCACTGGCATCTAA ATGGAAGAGTGGATCACTGGCATCTAA MEEWITGI* MEEWITGI* CGAGAATGGC AAGATATAAA 0  0 0 0 0 0
1189 846 an AN2037.1 55.m03233 AO070281000048 0 -231 -79 ATGCTCCGTGTGTTTGTTTCATTTAAGAACTTAACGCCGCT

CGGATGGATATGGAGCCGCTATTGCGGAGTTACGATGTT
GAGCACGGCTATGGCGGGGTTTCAGGCTGCAGTGCCGC
CGCTGCAGCGAGATCATAAGCCGGAATCAATATAA

ATGCTCCGTGTGTTTGTTTCATTTAAGAACTTAAC
GCCGCTCGGATGGATATGGAGCCGCTATTGCGG
AGTTACGATGTTGAGCACGGCTATGGCGGGGTT
TCAGGCTGCAGTGCCGCCGCTGCAGCGAGATCA
TAAGCCGGAATCAATATAA

MLRVFVSFKNLTPLGWI
WSRYCGVTMLSTAMAGF
QAAVPPLQRDHKPESI*

MLRVFVSFKNLTPLGWI
WSRYCGVTMLSTAMAG
FQAAVPPLQRDHKPESI*

CGGTGGGAAG ATTTATCATG 0  0 0 0 0 0

1190 846 an AN2037.1 55.m03233 AO070281000048 0 -187 -95 ATGGATATGGAGCCGCTATTGCGGAGTTACGATGTTGAGC
ACGGCTATGGCGGGGTTTCAGGCTGCAGTGCCGCCGCT
GCAGCGAGATCATAA

ATGGATATGGAGCCGCTATTGCGGAGTTACGAT
GTTGAGCACGGCTATGGCGGGGTTTCAGGCTGC
AGTGCCGCCGCTGCAGCGAGATCATAA

MDMEPLLRSYDVEHGYG
GVSGCSAAAAARS*

MDMEPLLRSYDVEHGY
GGVSGCSAAAAARS*

CGCCGCTCGG GCCGGAATCA 0  0 0 0 0 0

1191 846 an AN2037.1 55.m03233 AO070281000048 0 -181 -95 ATGGAGCCGCTATTGCGGAGTTACGATGTTGAGCACGGC
TATGGCGGGGTTTCAGGCTGCAGTGCCGCCGCTGCAGC
GAGATCATAA

ATGGAGCCGCTATTGCGGAGTTACGATGTTGAG
CACGGCTATGGCGGGGTTTCAGGCTGCAGTGCC
GCCGCTGCAGCGAGATCATAA

MEPLLRSYDVEHGYGGV
SGCSAAAAARS*

MEPLLRSYDVEHGYGG
VSGCSAAAAARS*

TCGGATGGAT GCCGGAATCA 0  0 0 0 0 0

1192 846 an AN2037.1 55.m03233 AO070281000048 0 -156 -79 ATGTTGAGCACGGCTATGGCGGGGTTTCAGGCTGCAGTG
CCGCCGCTGCAGCGAGATCATAAGCCGGAATCAATATAA

ATGTTGAGCACGGCTATGGCGGGGTTTCAGGCT
GCAGTGCCGCCGCTGCAGCGAGATCATAAGCCG
GAATCAATATAA

MLSTAMAGFQAAVPPLQ
RDHKPESI*

MLSTAMAGFQAAVPPL
QRDHKPESI*

CGGAGTTACG ATTTATCATG 0  0 0 0 0 0

1193 846 an AN2037.1 55.m03233 AO070281000048 0 -141 -79 ATGGCGGGGTTTCAGGCTGCAGTGCCGCCGCTGCAGCG
AGATCATAAGCCGGAATCAATATAA

ATGGCGGGGTTTCAGGCTGCAGTGCCGCCGCT
GCAGCGAGATCATAAGCCGGAATCAATATAA

MAGFQAAVPPLQRDHKP
ESI*

MAGFQAAVPPLQRDHK
PESI*

GAGCACGGCT ATTTATCATG 0  0 0 0 0 0

1197 846 ao AN2037.1 55.m03233 AO070281000048 0 -203 -177 ATGACAAGGCTGCGAAGAGAACCTTAG ATGACAAGGCTGCGAAGAGAACCTTAG MTRLRREP* MTRLRREP* ACGATCAAAT AGAACTACAG 0  0 0 0 0 0
1201 847 af AN4488.1 57.m05643 AO070311000040 0 -152 -141 ATGTCGCTCTAG ATGTCGCTCTAG MSL* MSL* ACAACGTCAA GATTTTCTGC 0  0 0 0 0 0
1198 847 an AN4488.1 57.m05643 AO070311000040 0 -61 -44 ATGTGTGCACGGAATTGA ATGTGTGCACGGAATTGA MCARN* MCARN* AGGGAAGATC TCTCGGATAT 0  0 0 0 0 0
1203 847 ao AN4488.1 57.m05643 AO070311000040 0 -210 -109 ATGTACGCGCTGGCACCAGATCATCGTTGCATTGGCGCT

GGGAGACACAGCCACCGGGCCGCTAAGTTGGCGCCTCC
GTCTTTCCACAAGCGCTCCGGTTGA

ATGTACGCGCTGGCACCAGATCATCGTTGC
ATTGGCGCTGGGAGACACAGCCACCGGGC
CGCTAAGTTGGCGCCTCCGTCTTTCCACAA
GCGCTCCGGTTGA

MYALAPDHRCIGAGRHS
HRAAKLAPPSFHKRSG*

MYALAPDHRCIGAG
RHSHRAAKLAPPSF
HKRSG*

GTCTCATCTC TTCTCCAAAC 0  0 0 0 0 0

1204 847 ao AN4488.1 57.m05643 AO070311000040 0 -70 -53 ATGGCGATGTGCAATTGA ATGGCGATGTGCAATTGA MAMCN* MAMCN* AGAGACCCCC ATCCGGTTGT 0  0 0 0 0 0
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1205 847 ao AN4488.1 57.m05643 AO070311000040 0 -64 -53 ATGTGCAATTGA ATGTGCAATTGA MCN* MCN* CCCCATGGCG ATCCGGTTGT 0  0 0 0 0 0
1207 852 af AN6298.1 72.m18969 AO070260000006 0 -214 -155 ATGGGTTATCAGCAGTGCTGTTCGCGTAGATATCCCTTGT

TACTCCGTACTCCATTGTAG
ATGGGTTATCAGCAGTGCTGTTCGCGTAGATATCC
CTTGTTACTCCGTACTCCATTGTAG

MGYQQCCSRRYPLLLRT
PL*

MGYQQCCSRRYPL
LLRTPL*

GACAAAATTG TTGCAAGGCA 0  0 0 0 0 0

1206 852 an AN6298.1 72.m18969 AO070260000006 0 -162 -100 ATGCCTCCTTCCCTATTGTCTATCGACCCGGCAACAGCAA
ACGACCAATTTTCTTATCGATAA

ATGCCTCCTTCCCTATTGTCTATCGACCCGGCAA
CAGCAAACGACCAATTTTCTTATCGATAA

MPPSLLSIDPATANDQFS
YR*

MPPSLLSIDPATANDQF
SYR*

TGCATACCTG GCCTATCCAT 0  0 0 0 0 0

1208 852 ao AN6298.1 72.m18969 AO070260000006 0 -246 -229 ATGACGCAATGCGATTAA ATGACGCAATGCGATTAA MTQCD* MTQCD* TTGTTTTGTC TTTCACGTCT 0  0 0 0 0 0
1209 852 ao AN6298.1 72.m18969 AO070260000006 0 -238 -155 ATGCGATTAATTTCACGTCTAAATCTCAGAGCTATTCCAAC

CCCACTAAACCGCATACCAAACCCGAAAGCGAAGCAAAG
CTAG

ATGCGATTAATTTCACGTCTAAATCTCAGAG
CTATTCCAACCCCACTAAACCGCATACCAAA
CCCGAAAGCGAAGCAAAGCTAG

MRLISRLNLRAIPTPLNRI
PNPKAKQS*

MRLISRLNLRAIPTP
LNRIPNPKAKQS*

TCATGACGCA CTCAAAACAG 0  0 0 0 0 0

1210 861 af AN8851.1 71.m15986 AO070271000025 0 -237 -220 ATGGATTACATTCGCTGA ATGGATTACATTCGCTGA MDYIR* MDYIR* TTTCAATAAT AGGTCACGGG 0 J 0 0 0 YLR175W 0
1211 861 ao AN8851.1 71.m15986 AO070271000025 0 -203 -108 ATGTCTATTCAATTGGTAAGGGATTTTGCGCTAGCCTGTTT

TGTTGTTAGACCGGTCGCCGCACTTCAAAATTTCCCATTAC
TGCTTTCTCGCTAG

ATGTCTATTCAATTGGTAAGGGATTTTGCGC
TAGCCTGTTTTGTTGTTAGACCGGTCGCCG
CACTTCAAAATTTCCCATTACTGCTTTCTCGC
TAG

MSIQLVRDFALACFVVRP
VAALQNFPLLLSR*

MSIQLVRDFALACF
VVRPVAALQNFPLL
LSR*

AAGTCACGGG CGCCCCCAAA 0 J 0 0 0 YLR175W 0

1212 866 an AN2851.1 59.m08696 AO070338000172 0 -211 -167 ATGGAACCCTGCCAAATGCGCCAGATTGAGCTCGCCTTAT
CGTAA

ATGGAACCCTGCCAAATGCGCCAGATTGAGCTC
GCCTTATCGTAA

MEPCQMRQIELALS* MEPCQMRQIELALS* CCTGCGGGAC AGCTGTTTAA 0 E 0 0 0 0 0

1213 866 an AN2851.1 59.m08696 AO070338000172 0 -196 -167 ATGCGCCAGATTGAGCTCGCCTTATCGTAA ATGCGCCAGATTGAGCTCGCCTTATCGTAA MRQIELALS* MRQIELALS* ACCCTGCCAA AGCTGTTTAA 0 E 0 0 0 0 0
1214 867 an AN5191.1 69.m15628 AO070237000021 0 -148 -80 ATGCTATATCTCGGTCTCGGAATTAGCAGCCGAGGCATCT

TGAGCTATCTCCCCACAATCTCAAGATAG
ATGCTATATCTCGGTCTCGGAATTAGCAGCCGAG
GCATCTTGAGCTATCTCCCCACAATCTCAAGATA
G

MLYLGLGISSRGILSYLPTI
SR*

MLYLGLGISSRGILSYLP
TISR*

AAACGGCTGT CTCTTTAATA 0 S 0 0 0 0 0

1216 867 ao AN5191.1 69.m15628 AO070237000021 0 -259 -56 ATGATTTCGAGTTCGTCTCGGCGAAAGAAAAAGTCGCCGA
TGTTAAGTTTGATGATGTTACTTCCTGATTCGGTTAGTACC
TCGGAAACATCACTATCCAGGATTCCGAGACCGAGACCCA
TGGCCCGAGTTTCGGAACCCCCTCAACCCCAACTCTCGA
GATGCTCCCCCAGTAACCCAGCTTCTAAACTCCTTTTTAAT
TAG

ATGATTTCGAGTTCGTCTCGGCGAAAGAAAA
AGTCGCCGATGTTAAGTTTGATGATGTTACT
TCCTGATTCGGTTAGTACCTCGGAAACATCA
CTATCCAGGATTCCGAGACCGAGACCCATG
GCCCGAGTTTCGGAACCCCCTCAACCCCAA
CTCTCGAGATGCTCCCCCAGTAACCCAGCT
TCTAAACTCCTTTTTAATTAG

MISSSSRRKKKSPMLSLM
MLLPDSVSTSETSLSRIP
RPRPMARVSEPPQPQLS
RCSPSNPASKLLFN*

MISSSSRRKKKSPM
LSLMMLLPDSVSTS
ETSLSRIPRPRPMA
RVSEPPQPQLSRCS
PSNPASKLLFN*

TGTTAAGGAA CAAGAAAGCC 0 S 0 0 0 0 0

1217 867 ao AN5191.1 69.m15628 AO070237000021 0 -220 -56 ATGTTAAGTTTGATGATGTTACTTCCTGATTCGGTTAGTAC
CTCGGAAACATCACTATCCAGGATTCCGAGACCGAGACCC
ATGGCCCGAGTTTCGGAACCCCCTCAACCCCAACTCTCGA
GATGCTCCCCCAGTAACCCAGCTTCTAAACTCCTTTTTAAT
TAG

ATGTTAAGTTTGATGATGTTACTTCCTGATTC
GGTTAGTACCTCGGAAACATCACTATCCAG
GATTCCGAGACCGAGACCCATGGCCCGAG
TTTCGGAACCCCCTCAACCCCAACTCTCGA
GATGCTCCCCCAGTAACCCAGCTTCTAAACT
CCTTTTTAATTAG

MLSLMMLLPDSVSTSETS
LSRIPRPRPMARVSEPPQ
PQLSRCSPSNPASKLLFN
*

MLSLMMLLPDSVST
SETSLSRIPRPRPM
ARVSEPPQPQLSRC
SPSNPASKLLFN*

AAAGTCGCCG CAAGAAAGCC 0 S 0 0 0 0 0

1218 867 ao AN5191.1 69.m15628 AO070237000021 0 -208 -56 ATGATGTTACTTCCTGATTCGGTTAGTACCTCGGAAACATC
ACTATCCAGGATTCCGAGACCGAGACCCATGGCCCGAGT
TTCGGAACCCCCTCAACCCCAACTCTCGAGATGCTCCCCC
AGTAACCCAGCTTCTAAACTCCTTTTTAATTAG

ATGATGTTACTTCCTGATTCGGTTAGTACCT
CGGAAACATCACTATCCAGGATTCCGAGAC
CGAGACCCATGGCCCGAGTTTCGGAACCC
CCTCAACCCCAACTCTCGAGATGCTCCCCC
AGTAACCCAGCTTCTAAACTCCTTTTTAATTA
G

MMLLPDSVSTSETSLSRI
PRPRPMARVSEPPQPQL
SRCSPSNPASKLLFN*

MMLLPDSVSTSETS
LSRIPRPRPMARVS
EPPQPQLSRCSPSN
PASKLLFN*

GTTAAGTTTG CAAGAAAGCC 0 S 0 0 0 0 0

1219 867 ao AN5191.1 69.m15628 AO070237000021 0 -205 -56 ATGTTACTTCCTGATTCGGTTAGTACCTCGGAAACATCACT
ATCCAGGATTCCGAGACCGAGACCCATGGCCCGAGTTTC
GGAACCCCCTCAACCCCAACTCTCGAGATGCTCCCCCAG
TAACCCAGCTTCTAAACTCCTTTTTAATTAG

ATGTTACTTCCTGATTCGGTTAGTACCTCGG
AAACATCACTATCCAGGATTCCGAGACCGA
GACCCATGGCCCGAGTTTCGGAACCCCCTC
AACCCCAACTCTCGAGATGCTCCCCCAGTA
ACCCAGCTTCTAAACTCCTTTTTAATTAG

MLLPDSVSTSETSLSRIP
RPRPMARVSEPPQPQLS
RCSPSNPASKLLFN*

MLLPDSVSTSETSL
SRIPRPRPMARVSE
PPQPQLSRCSPSNP
ASKLLFN*

AAGTTTGATG CAAGAAAGCC 0 S 0 0 0 0 0

1220 867 ao AN5191.1 69.m15628 AO070237000021 0 -139 -56 ATGGCCCGAGTTTCGGAACCCCCTCAACCCCAACTCTCGA
GATGCTCCCCCAGTAACCCAGCTTCTAAACTCCTTTTTAAT
TAG

ATGGCCCGAGTTTCGGAACCCCCTCAACCC
CAACTCTCGAGATGCTCCCCCAGTAACCCA
GCTTCTAAACTCCTTTTTAATTAG

MARVSEPPQPQLSRCSP
SNPASKLLFN*

MARVSEPPQPQLS
RCSPSNPASKLLFN*

ACCGAGACCC CAAGAAAGCC 0 S 0 0 0 0 0

1221 867 ao AN5191.1 69.m15628 AO070237000021 0 -98 -84 ATGCTCCCCCAGTAA ATGCTCCCCCAGTAA MLPQ* MLPQ* AACTCTCGAG CCCAGCTTCT 0 S 0 0 0 0 0
1229 880 af AN8073.1 53.m03926 AO070330000031 0 -195 -169 ATGAGGCCAGAACCTCACAGGTCGTGA ATGAGGCCAGAACCTCACAGGTCGTGA MRPEPHRS* MRPEPHRS* TCGGGAGCTC GATTAATGCC 0 A 0 0 0 0 0
1230 880 af AN8073.1 53.m03926 AO070330000031 0 -163 -137 ATGCCTCAGGCCGCTCTAAGGGGCTAG ATGCCTCAGGCCGCTCTAAGGGGCTAG MPQAALRG* MPQAALRG* CGTGAGATTA ACCGCCTTCC 0 A 0 0 0 0 0
1227 880 an AN8073.1 53.m03926 AO070330000031 0 -177 -163 ATGTTCCAGCCTTAG ATGTTCCAGCCTTAG MFQP* MFQP* GGGTTCGCAA TACTCAGGCA 0 A 0 0 0 0 0
1228 880 an AN8073.1 53.m03926 AO070330000031 0 -103 -59 ATGATCTACCGCCCATTCGGCCGCAGGAAAAAAGAAAAAA

GTTGA
ATGATCTACCGCCCATTCGGCCGCAGGAAAAAA
GAAAAAAGTTGA

MIYRPFGRRKKEKS* MIYRPFGRRKKEKS* TCTTTCTGCC AATTTCTCTC 0 A 0 0 0 0 0

1231 880 ao AN8073.1 53.m03926 AO070330000031 0 -172 -122 ATGCTGGGCTCCGGCTTCCACCGCCTGCCAGGAACTATC
TGCCGATGTTGA

ATGCTGGGCTCCGGCTTCCACCGCCTGCCA
GGAACTATCTGCCGATGTTGA

MLGSGFHRLPGTICRC* MLGSGFHRLPGTIC
RC*

TTAAGAAACA CCGCCCGGAG 0 A 0 0 0 0 0

1232 880 ao AN8073.1 53.m03926 AO070330000031 0 -128 -99 ATGTTGACCGCCCGGAGAAAAAAAAAGTGA ATGTTGACCGCCCGGAGAAAAAAAAAGTGA MLTARRKKK* MLTARRKKK* CTATCTGCCG AAGGGTAAAA 0 A 0 0 0 0 0

1235 884 af AN1378.1 70.m14845 AO070243000008 0 -111 -94 ATGTGGGCGAGAAGCTAA ATGTGGGCGAGAAGCTAA MWARS* MWARS* TACCGTTCTC TCCAGGAGGG 0  FG08359.1 0 0 0 0
1233 884 an AN1378.1 70.m14845 AO070243000008 0 -162 -112 ATGATGGTTACTGAGCATGCCCTGGAGTTGTCACCCTTTT

TGTGTTCCTGA
ATGATGGTTACTGAGCATGCCCTGGAGTTGTCAC
CCTTTTTGTGTTCCTGA

MMVTEHALELSPFLCS* MMVTEHALELSPFLCS* CACATATTCA GCAGTCATCA 0  FG08359.1 0 0 0 0

1234 884 an AN1378.1 70.m14845 AO070243000008 0 -159 -112 ATGGTTACTGAGCATGCCCTGGAGTTGTCACCCTTTTTGT
GTTCCTGA

ATGGTTACTGAGCATGCCCTGGAGTTGTCACCCT
TTTTGTGTTCCTGA

MVTEHALELSPFLCS* MVTEHALELSPFLCS* ATATTCAATG GCAGTCATCA 0  FG08359.1 0 0 0 0

1236 884 ao AN1378.1 70.m14845 AO070243000008 0 -118 -83 ATGCAAAAGCTTCATACACCCTTTCCTAAACATTGA ATGCAAAAGCTTCATACACCCTTTCCTAAAC
ATTGA

MQKLHTPFPKH* MQKLHTPFPKH* TACACCATCA CACTATCATG 0  FG08359.1 0 0 0 0

1237 884 ao AN1378.1 70.m14845 AO070243000008 0 -75 -43 ATGACGTCCAACGCTTACTTTGGTCAGCAGTGA ATGACGTCCAACGCTTACTTTGGTCAGCAGT
GA

MTSNAYFGQQ* MTSNAYFGQQ* TGACACTATC TCACCCTCTT 0  FG08359.1 0 0 0 0

1242 890 af AN7962.1 58.m07307 AO070336000161 0 -80 -27 ATGGGGTTGATCCCAGGTCTGCCAGACGCATCAGCAAGA
GCACAGCATCAGTAA

ATGGGGTTGATCCCAGGTCTGCCAGACGCATCAG
CAAGAGCACAGCATCAGTAA

MGLIPGLPDASARAQHQ* MGLIPGLPDASARA
QHQ*

GTCTATAAAT AGCAGCTCAG 0 GO 0 0 0 0 0

1238 890 an AN7962.1 58.m07307 AO070336000161 0 -215 -123 ATGGCTCAATGCAGCATTGGCCGCGGATGTAGATATGAGT
ATGCCTTTTGTTCGCTTAGAGTCAGTGTTGGGGAGGGGGA
GGAGAAAGTATAA

ATGGCTCAATGCAGCATTGGCCGCGGATGTAGA
TATGAGTATGCCTTTTGTTCGCTTAGAGTCAGTGT
TGGGGAGGGGGAGGAGAAAGTATAA

MAQCSIGRGCRYEYAFC
SLRVSVGEGEEKV*

MAQCSIGRGCRYEYAF
CSLRVSVGEGEEKV*

GTCCTTGGCT AGACGCTGTT 0 GO 0 0 0 0 0

1239 890 an AN7962.1 58.m07307 AO070336000161 0 -207 -184 ATGCAGCATTGGCCGCGGATGTAG ATGCAGCATTGGCCGCGGATGTAG MQHWPRM* MQHWPRM* CTATGGCTCA ATATGAGTAT 0 GO 0 0 0 0 0
1240 890 an AN7962.1 58.m07307 AO070336000161 0 -181 -92 ATGAGTATGCCTTTTGTTCGCTTAGAGTCAGTGTTGGGGA

GGGGGAGGAGAAAGTATAAAGACGCTGTTGATCCCATCG
ATTGTTGTTGA

ATGAGTATGCCTTTTGTTCGCTTAGAGTCAGTGTT
GGGGAGGGGGAGGAGAAAGTATAAAGACGCTG
TTGATCCCATCGATTGTTGTTGA

MSMPFVRLESVLGRGRR
KYKDAVDPIDCC*

MSMPFVRLESVLGRGR
RKYKDAVDPIDCC*

GGATGTAGAT TCCCATAAGC 0 GO 0 0 0 0 0

1241 890 an AN7962.1 58.m07307 AO070336000161 0 -175 -92 ATGCCTTTTGTTCGCTTAGAGTCAGTGTTGGGGAGGGGGA
GGAGAAAGTATAAAGACGCTGTTGATCCCATCGATTGTTG
TTGA

ATGCCTTTTGTTCGCTTAGAGTCAGTGTTGGGGA
GGGGGAGGAGAAAGTATAAAGACGCTGTTGATC
CCATCGATTGTTGTTGA

MPFVRLESVLGRGRRKY
KDAVDPIDCC*

MPFVRLESVLGRGRRK
YKDAVDPIDCC*

AGATATGAGT TCCCATAAGC 0 GO 0 0 0 0 0

1243 890 ao AN7962.1 58.m07307 AO070336000161 0 -240 -193 ATGAAGCCATGCTCCCGGAAGATGCTAACAGTGCCAGGG
ACAGAGTAA

ATGAAGCCATGCTCCCGGAAGATGCTAACA
GTGCCAGGGACAGAGTAA

MKPCSRKMLTVPGTE* MKPCSRKMLTVPGT
E*

CTTGAACACG CTATCTCCGT 0 GO 0 0 0 0 0

1244 890 ao AN7962.1 58.m07307 AO070336000161 0 -232 -140 ATGCTCCCGGAAGATGCTAACAGTGCCAGGGACAGAGTA
ACTATCTCCGTAGTCCATGACACTGCAGCATCAGGACGGA
AAAGTGAGGGGTGA

ATGCTCCCGGAAGATGCTAACAGTGCCAGG
GACAGAGTAACTATCTCCGTAGTCCATGACA
CTGCAGCATCAGGACGGAAAAGTGAGGGG
TGA

MLPEDANSARDRVTISVV
HDTAASGRKSEG*

MLPEDANSARDRVT
ISVVHDTAASGRKS
EG*

CGATGAAGCC CTGAAAGCCA 0 GO 0 0 0 0 0

1245 890 ao AN7962.1 58.m07307 AO070336000161 0 -219 -193 ATGCTAACAGTGCCAGGGACAGAGTAA ATGCTAACAGTGCCAGGGACAGAGTAA MLTVPGTE* MLTVPGTE* CTCCCGGAAG CTATCTCCGT 0 GO 0 0 0 0 0
1246 890 ao AN7962.1 58.m07307 AO070336000161 0 -177 -136 ATGACACTGCAGCATCAGGACGGAAAAGTGAGGGGTGAC

TGA
ATGACACTGCAGCATCAGGACGGAAAAGTG
AGGGGTGACTGA

MTLQHQDGKVRGD* MTLQHQDGKVRGD
*

TCCGTAGTCC AAGCCAATTC 0 GO 0 0 0 0 0

1248 892 af AN3375.1 66.m04645 AO070281000019 0 -195 -178 ATGGTTCCCCCACCATGA ATGGTTCCCCCACCATGA MVPPP* MVPPP* ACCCTGACAG CGAAACTGCT 0 O 0 0 0 YIR004W YIR004W
1249 892 af AN3375.1 66.m04645 AO070281000019 0 -181 -80 ATGACGAAACTGCTGTCAGAAAGCATCATCAGGCAGATAA

AAATTATTATTGTCTTGGGTCAGCCGACTATTCTGGCAGGT
TACGATCTGCTTTCCTCCTGA

ATGACGAAACTGCTGTCAGAAAGCATCATCAGGCA
GATAAAAATTATTATTGTCTTGGGTCAGCCGACTAT
TCTGGCAGGTTACGATCTGCTTTCCTCCTGA

MTKLLSESIIRQIKIIIVLGQ
PTILAGYDLLSS*

MTKLLSESIIRQIKIIIV
LGQPTILAGYDLLSS
*

TTCCCCCACC TTTTCTCTGA 0 O 0 0 0 YIR004W YIR004W

1247 892 an AN3375.1 66.m04645 AO070281000019 0 -204 -160 ATGACGAAAGGCCCTTCGGAAGCTTCACCAGGCAGAAAA
AAATAA

ATGACGAAAGGCCCTTCGGAAGCTTCACCAGGC
AGAAAAAAATAA

MTKGPSEASPGRKK* MTKGPSEASPGRKK* TCTCCCCGCC TAATCCTCGC 0 O 0 0 0 YIR004W YIR004W

1250 892 ao AN3375.1 66.m04645 AO070281000019 0 -241 -143 ATGGGCGCCCCGCGCATGACGAAACTCCCGTCGGAAAGC
ATCGTCAGGCAGAAAAAAAAAGTTAGTTGTGTATCAATACT
CCTACTACTACACCGTTGA

ATGGGCGCCCCGCGCATGACGAAACTCCC
GTCGGAAAGCATCGTCAGGCAGAAAAAAAA
AGTTAGTTGTGTATCAATACTCCTACTACTAC
ACCGTTGA

MGAPRMTKLPSESIVRQ
KKKVSCVSILLLLHR*

MGAPRMTKLPSESI
VRQKKKVSCVSILLL
LHR*

GACAAAAGTC CTGTTTTGGC 0 O 0 0 0 YIR004W YIR004W

1251 892 ao AN3375.1 66.m04645 AO070281000019 0 -226 -143 ATGACGAAACTCCCGTCGGAAAGCATCGTCAGGCAGAAA
AAAAAAGTTAGTTGTGTATCAATACTCCTACTACTACACCG
TTGA

ATGACGAAACTCCCGTCGGAAAGCATCGTC
AGGCAGAAAAAAAAAGTTAGTTGTGTATCAA
TACTCCTACTACTACACCGTTGA

MTKLPSESIVRQKKKVSC
VSILLLLHR*

MTKLPSESIVRQKK
KVSCVSILLLLHR*

CGCCCCGCGC CTGTTTTGGC 0 O 0 0 0 YIR004W YIR004W

1255 894 af AN5127.1 54.m06892 AO070291000046 0 -166 -140 ATGCAGTTCGGGATCAGGCTGAAATAG ATGCAGTTCGGGATCAGGCTGAAATAG MQFGIRLK* MQFGIRLK* CGTTCAGACG ACAAGCTAAC 0 U 0 0 NCU01741.1 0 0

1253 894 an AN5127.1 54.m06892 AO070291000046 0 -219 -154 ATGTGGCAGCCACCGTTTTCTCGAAAGATAGTTGACTTTC
CGCAATCAGACCGGAGCTTCCAATAA

ATGTGGCAGCCACCGTTTTCTCGAAAGATAGTTG
ACTTTCCGCAATCAGACCGGAGCTTCCAATAA

MWQPPFSRKIVDFPQSD
RSFQ*

MWQPPFSRKIVDFPQS
DRSFQ*

GGAGAGACCC TCATTCAAGG 0 U 0 0 NCU01741.1 0 0

1254 894 an AN5127.1 54.m06892 AO070291000046 0 -75 -61 ATGGCTATCACCTGA ATGGCTATCACCTGA MAIT* MAIT* CTAAGCGCGA CCGCGTAAAC 0 U 0 0 NCU01741.1 0 0

1256 894 ao AN5127.1 54.m06892 AO070291000046 0 -198 -139 ATGGAGTACTTGTCTATTGTTTGCCGCTACCAGACCACGG
GATCGGGTTTATTCAGATAA

ATGGAGTACTTGTCTATTGTTTGCCGCTACC
AGACCACGGGATCGGGTTTATTCAGATAA

MEYLSIVCRYQTTGSGLF
R*

MEYLSIVCRYQTTG
SGLFR*

TGCGGACTTA GAGCGCTCGA 0 U 0 0 NCU01741.1 0 0

1252 894 conserved AN5127.1 54.m06892 AO070291000046 0 -96 -82 -95 -81 -96 -82 ATGykbryhmACTAr ATGTGTATTCACTAA ATGCGCACAAACTAG ATGCTGGCCAACTAG Mcih* MCIH* MRTN* MLAN* hCyvwhCrys vhkbbrrkrr 0 U 0 0 NCU01741.1 0 0

1257 895 af AN1776.1 69.m15061 AO070324000035 0 -239 -213 ATGAGCATCATAATATTTTTGCAATAA ATGAGCATCATAATATTTTTGCAATAA MSIIIFLQ* MSIIIFLQ* TAATATTATC TTAAGTCTCT 0 A FG02192.1 MG03758.1 NCU05645.1 0 0

1258 895 af AN1776.1 69.m15061 AO070324000035 0 -145 -125 ATGTGCCTTAAGCTCACATAA ATGTGCCTTAAGCTCACATAA MCLKLT* MCLKLT* AACGGAGTAG GCGCAGCCGC 0 A FG02192.1 MG03758.1 NCU05645.1 0 0

1259 895 ao AN1776.1 69.m15061 AO070324000035 0 -170 -132 ATGCTCGGACACTTACCGAAAGGGGTCGATGACCTTTAG ATGCTCGGACACTTACCGAAAGGGGTCGAT
GACCTTTAG

MLGHLPKGVDDL* MLGHLPKGVDDL* ATCTGGACTA AGTAAGCGCA 0 A FG02192.1 MG03758.1 NCU05645.1 0 0

61
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1261 899 af AN6913.1 71.m15219 AO070219000018 0 -263 -90 ATGATACTCAAAATGAAAAGTGAAAAAATAGTCCGGACAAA
GTTGTTGATGTGGGTGGAGAAGCCGCTTATCGATAGAAGA
AAAGCTCCGGTGGCCAACAGAGACCGCAACCGCAGCCC
GCGGTTTCTTTTACAGAGGCTGACGCGAGCTGGCGTAAG
ACTCCTTGTCCCATAG

ATGATACTCAAAATGAAAAGTGAAAAAATAGTCCGG
ACAAAGTTGTTGATGTGGGTGGAGAAGCCGCTTAT
CGATAGAAGAAAAGCTCCGGTGGCCAACAGAGAC
CGCAACCGCAGCCCGCGGTTTCTTTTACAGAGGCT
GACGCGAGCTGGCGTAAGACTCCTTGTCCCATAG

MILKMKSEKIVRTKLLMW
VEKPLIDRRKAPVANRDR
NRSPRFLLQRLTRAGVRL
LVP*

MILKMKSEKIVRTKL
LMWVEKPLIDRRKA
PVANRDRNRSPRFL
LQRLTRAGVRLLVP*

ATTTTCCGTT CAGATGCAAC 0 O 0 0 0 0 0

1262 899 af AN6913.1 71.m15219 AO070219000018 0 -251 -90 ATGAAAAGTGAAAAAATAGTCCGGACAAAGTTGTTGATGT
GGGTGGAGAAGCCGCTTATCGATAGAAGAAAAGCTCCGG
TGGCCAACAGAGACCGCAACCGCAGCCCGCGGTTTCTTT
TACAGAGGCTGACGCGAGCTGGCGTAAGACTCCTTGTCC
CATAG

ATGAAAAGTGAAAAAATAGTCCGGACAAAGTTGTT
GATGTGGGTGGAGAAGCCGCTTATCGATAGAAGA
AAAGCTCCGGTGGCCAACAGAGACCGCAACCGCA
GCCCGCGGTTTCTTTTACAGAGGCTGACGCGAGC
TGGCGTAAGACTCCTTGTCCCATAG

MKSEKIVRTKLLMWVEKP
LIDRRKAPVANRDRNRSP
RFLLQRLTRAGVRLLVP*

MKSEKIVRTKLLMW
VEKPLIDRRKAPVAN
RDRNRSPRFLLQRL
TRAGVRLLVP*

GATACTCAAA CAGATGCAAC 0 O 0 0 0 0 0

1263 899 af AN6913.1 71.m15219 AO070219000018 0 -215 -90 ATGTGGGTGGAGAAGCCGCTTATCGATAGAAGAAAAGCTC
CGGTGGCCAACAGAGACCGCAACCGCAGCCCGCGGTTT
CTTTTACAGAGGCTGACGCGAGCTGGCGTAAGACTCCTTG
TCCCATAG

ATGTGGGTGGAGAAGCCGCTTATCGATAGAAGAAA
AGCTCCGGTGGCCAACAGAGACCGCAACCGCAGC
CCGCGGTTTCTTTTACAGAGGCTGACGCGAGCTG
GCGTAAGACTCCTTGTCCCATAG

MWVEKPLIDRRKAPVAN
RDRNRSPRFLLQRLTRA
GVRLLVP*

MWVEKPLIDRRKAP
VANRDRNRSPRFLL
QRLTRAGVRLLVP*

AAAGTTGTTG CAGATGCAAC 0 O 0 0 0 0 0

1264 899 af AN6913.1 71.m15219 AO070219000018 0 -86 -3 ATGCAACAGATCTTCTTCAACCTTCTCTTCTCATTTGATCCT
CCAAAAGCCTCTATGCTGTCGTCGTTCTTTTCTTCTGGTTA
G

ATGCAACAGATCTTCTTCAACCTTCTCTTCTCATTT
GATCCTCCAAAAGCCTCTATGCTGTCGTCGTTCTTT
TCTTCTGGTTAG

MQQIFFNLLFSFDPPKAS
MLSSFFSSG*

MQQIFFNLLFSFDP
PKASMLSSFFSSG*

CCCATAGCAG CCATGAATGC 0 O 0 0 0 0 0

1260 899 an AN6913.1 71.m15219 AO070219000018 0 -106 -14 ATGCAGGCGATCTGCAGGTGCTTCCTCCTCCATACAACGT
TTTCTGTAGTTGCCTGTGCTCCAGCATCGCTGTCTCTATG
CGTCGTCTTATAA

ATGCAGGCGATCTGCAGGTGCTTCCTCCTCCATA
CAACGTTTTCTGTAGTTGCCTGTGCTCCAGCATC
GCTGTCTCTATGCGTCGTCTTATAA

MQAICRCFLLHTTFSVVA
CAPASLSLCVVL*

MQAICRCFLLHTTFSVV
ACAPASLSLCVVL*

GGGCGCTTAC CTCTTCATCA 0 O 0 0 0 0 0

1266 899 ao AN6913.1 71.m15219 AO070219000018 0 -259 -173 ATGAGGACCGGAAAGTTTGTGTTTTATCACAGCCGTAGAA
TATTTTCAGTGGAGACAATAGTCGCTATCGATAACGAGTC
CGGGTAG

ATGAGGACCGGAAAGTTTGTGTTTTATCACA
GCCGTAGAATATTTTCAGTGGAGACAATAGT
CGCTATCGATAACGAGTCCGGGTAG

MRTGKFVFYHSRRIFSVE
TIVAIDNESG*

MRTGKFVFYHSRRI
FSVETIVAIDNESG*

AGCCATTGTG CCACAGAAAC 0 O 0 0 0 0 0

1273 904 af AN0452.1 54.m06644 AO070328000184 0 -243 -223 ATGGGATACCCAGTCCACTGA ATGGGATACCCAGTCCACTGA MGYPVH* MGYPVH* CCACCAGTCA ATGAGTCTTG 0  0 0 0 0 0
1274 904 af AN0452.1 54.m06644 AO070328000184 0 -222 -199 ATGAGTCTTGAAGATGGAGGGTGA ATGAGTCTTGAAGATGGAGGGTGA MSLEDGG* MSLEDGG* AGTCCACTGA TGATCACCGC 0  0 0 0 0 0
1275 904 af AN0452.1 54.m06644 AO070328000184 0 -199 -14 ATGATCACCGCATCAAAGAGGTTAAGCGTCGAAGAATCTG

GCCATGGGTACTCTGTACAGGACAAAGGCCCAAATTGGG
ATTCCCCCGGGGCGGGTTCAGGAGAGGCAATTCAGGAAA
CTATAAGAGTCGGAGGCCAATTCGGTGTGCCGTTCTGTCA
GTCAACAGATCATACTCCAAGAACTTGA

ATGATCACCGCATCAAAGAGGTTAAGCGTCGAAGA
ATCTGGCCATGGGTACTCTGTACAGGACAAAGGCC
CAAATTGGGATTCCCCCGGGGCGGGTTCAGGAGA
GGCAATTCAGGAAACTATAAGAGTCGGAGGCCAAT
TCGGTGTGCCGTTCTGTCAGTCAACAGATCATACT
CCAAGAACTTGA

MITASKRLSVEESGHGYS
VQDKGPNWDSPGAGSG
EAIQETIRVGGQFGVPFC
QSTDHTPRT*

MITASKRLSVEESG
HGYSVQDKGPNWD
SPGAGSGEAIQETIR
VGGQFGVPFCQST
DHTPRT*

ATGGAGGGTG ACCATTATTC 0  0 0 0 0 0

1276 904 af AN0452.1 54.m06644 AO070328000184 0 -156 -76 ATGGGTACTCTGTACAGGACAAAGGCCCAAATTGGGATTC
CCCCGGGGCGGGTTCAGGAGAGGCAATTCAGGAAACTAT
AA

ATGGGTACTCTGTACAGGACAAAGGCCCAAATTGG
GATTCCCCCGGGGCGGGTTCAGGAGAGGCAATTC
AGGAAACTATAA

MGTLYRTKAQIGIPPGRV
QERQFRKL*

MGTLYRTKAQIGIPP
GRVQERQFRKL*

GAATCTGGCC GAGTCGGAGG 0  0 0 0 0 0

1267 904 an AN0452.1 54.m06644 AO070328000184 0 -180 -160 ATGGCACAGCAGATTTGGTGA ATGGCACAGCAGATTTGGTGA MAQQIW* MAQQIW* TTTGTGACGA TATATCCGAC 0  0 0 0 0 0
1268 904 an AN0452.1 54.m06644 AO070328000184 0 -137 -87 ATGCGTTTCGGCTCACAGGATGGAGAATGTTGGCTCGATG

GAGATAAATAG
ATGCGTTTCGGCTCACAGGATGGAGAATGTTGG
CTCGATGGAGATAAATAG

MRFGSQDGECWLDGDK
*

MRFGSQDGECWLDGD
K*

AATATACTGA CAGACGGCCC 0  0 0 0 0 0

1269 904 an AN0452.1 54.m06644 AO070328000184 0 -118 -11 ATGGAGAATGTTGGCTCGATGGAGATAAATAGCAGACGG
CCCATGGCGAGAAGCAAGCTTTTGGCTGTGACATCTAGTT
CACGGAATCGCTTGTCTATCGCCTGTTGA

ATGGAGAATGTTGGCTCGATGGAGATAAATAGCA
GACGGCCCATGGCGAGAAGCAAGCTTTTGGCTG
TGACATCTAGTTCACGGAATCGCTTGTCTATCGC
CTGTTGA

MENVGSMEINSRRPMAR
SKLLAVTSSSRNRLSIAC*

MENVGSMEINSRRPMA
RSKLLAVTSSSRNRLSIA
C*

GGCTCACAGG CTTTGACGAC 0  0 0 0 0 0

1270 904 an AN0452.1 54.m06644 AO070328000184 0 -111 -91 ATGTTGGCTCGATGGAGATAA ATGTTGGCTCGATGGAGATAA MLARWR* MLARWR* AGGATGGAGA ATAGCAGACG 0  0 0 0 0 0
1271 904 an AN0452.1 54.m06644 AO070328000184 0 -100 -11 ATGGAGATAAATAGCAGACGGCCCATGGCGAGAAGCAAG

CTTTTGGCTGTGACATCTAGTTCACGGAATCGCTTGTCTAT
CGCCTGTTGA

ATGGAGATAAATAGCAGACGGCCCATGGCGAGA
AGCAAGCTTTTGGCTGTGACATCTAGTTCACGGA
ATCGCTTGTCTATCGCCTGTTGA

MEINSRRPMARSKLLAVT
SSSRNRLSIAC*

MEINSRRPMARSKLLAV
TSSSRNRLSIAC*

TGTTGGCTCG CTTTGACGAC 0  0 0 0 0 0

1272 904 an AN0452.1 54.m06644 AO070328000184 0 -76 -11 ATGGCGAGAAGCAAGCTTTTGGCTGTGACATCTAGTTCAC
GGAATCGCTTGTCTATCGCCTGTTGA

ATGGCGAGAAGCAAGCTTTTGGCTGTGACATCTA
GTTCACGGAATCGCTTGTCTATCGCCTGTTGA

MARSKLLAVTSSSRNRLS
IAC*

MARSKLLAVTSSSRNRL
SIAC*

CAGACGGCCC CTTTGACGAC 0  0 0 0 0 0

1277 904 ao AN0452.1 54.m06644 AO070328000184 0 -201 -154 ATGTGCCGAATTAACCGGAGATTAAACCACGGTTCAGTGT
GTTTCTAG

ATGTGCCGAATTAACCGGAGATTAAACCAC
GGTTCAGTGTGTTTCTAG

MCRINRRLNHGSVCF* MCRINRRLNHGSVC
F*

TCTAATCCCA CTGAGGGCAT 0  0 0 0 0 0

1278 906 an AN2959.1 59.m09083 AO070337000209 0 -207 -181 ATGTTAGCAAATTGGATGTTTAGATGA ATGTTAGCAAATTGGATGTTTAGATGA MLANWMFR* MLANWMFR* GTCCTTTGAG CGTGCTAGCA 0 G 0 0 0 0 0
1279 906 an AN2959.1 59.m09083 AO070337000209 0 -192 -181 ATGTTTAGATGA ATGTTTAGATGA MFR* MFR* AGCAAATTGG CGTGCTAGCA 0 G 0 0 0 0 0
1280 906 an AN2959.1 59.m09083 AO070337000209 0 -184 -173 ATGACGTGCTAG ATGACGTGCTAG MTC* MTC* GGATGTTTAG CATGGCAGAG 0 G 0 0 0 0 0
1281 906 an AN2959.1 59.m09083 AO070337000209 0 -171 -43 ATGGCAGAGAGCAGAAGCAAGCAAAATCCCCAGCATGAC

AGGCGGATAAATCAAGCTTTAAATTCTCAGTTATCCCGTAC
TACTCCGCGGAAGAGTTCATCGCCAACTTTTCTTGGTCGA
CCACCCTAG

ATGGCAGAGAGCAGAAGCAAGCAAAATCCCCAG
CATGACAGGCGGATAAATCAAGCTTTAAATTCTC
AGTTATCCCGTACTACTCCGCGGAAGAGTTCATC
GCCAACTTTTCTTGGTCGACCACCCTAG

MAESRSKQNPQHDRRIN
QALNSQLSRTTPRKSSSP
TFLGRPP*

MAESRSKQNPQHDRRI
NQALNSQLSRTTPRKSS
SPTFLGRPP*

ACGTGCTAGC GCTCTTGATT 0 G 0 0 0 0 0

1282 906 an AN2959.1 59.m09083 AO070337000209 0 -137 -123 ATGACAGGCGGATAA ATGACAGGCGGATAA MTGG* MTGG* AATCCCCAGC ATCAAGCTTT 0 G 0 0 0 0 0
1283 906 ao AN2959.1 59.m09083 AO070337000209 0 -201 -187 ATGCTCGTCGCGTAG ATGCTCGTCGCGTAG MLVA* MLVA* TTCACGGTGC TCTCAACTAG 0 G 0 0 0 0 0
1284 906 ao AN2959.1 59.m09083 AO070337000209 0 -84 -70 ATGCTGCCCTTGTAA ATGCTGCCCTTGTAA MLPL* MLPL* TTAATTGCAT TTGAAACAGC 0 G 0 0 0 0 0
1291 915 af AN0139.1 71.m15422 AO070321000113 0 -196 -173 ATGTTAGCGACTCGACTGCGGTGA ATGTTAGCGACTCGACTGCGGTGA MLATRLR* MLATRLR* CTGCGTTGAG ATATCAATCG 0 E 0 0 0 0 0
1290 915 an AN0139.1 71.m15422 AO070321000113 0 -88 -77 ATGCCCCAGTGA ATGCCCCAGTGA MPQ* MPQ* CAGCGGTGCA CAACTCGGCA 0 E 0 0 0 0 0
1292 915 ao AN0139.1 71.m15422 AO070321000113 0 -191 -159 ATGTTTCCCCGGTGTTTATTCTCTACACTCTAG ATGTTTCCCCGGTGTTTATTCTCTACACTCTA

G
MFPRCLFSTL* MFPRCLFSTL* AGCTGAAGTG TAAATTGGAT 0 E 0 0 0 0 0

1297 916 af AN1524.1 55.m03268 AO070334000242 0 -218 -171 ATGCGAGGGATATATTCTTTTGGCCTACAGCTATATCACTC
AATTTGA

ATGCGAGGGATATATTCTTTTGGCCTACAGCTATAT
CACTCAATTTGA

MRGIYSFGLQLYHSI* MRGIYSFGLQLYHSI
*

AACCTCAGCA CCTGGTCTCC 0 H FG00417.1 0 0 0 0

1298 916 af AN1524.1 55.m03268 AO070334000242 0 -137 -114 ATGCGGCGTCTGCTTTATCGATAA ATGCGGCGTCTGCTTTATCGATAA MRRLLYR* MRRLLYR* CGTGGGCCGA GCGAGCAATC 0 H FG00417.1 0 0 0 0
1299 916 af AN1524.1 55.m03268 AO070334000242 0 -80 -9 ATGCCCCTCTGTAGTTTGATCTCCGCAGAATACCGACTAC

TTCTCACCTATCTCCAGATTATATCACAGTAA
ATGCCCCTCTGTAGTTTGATCTCCGCAGAATACCG
ACTACTTCTCACCTATCTCCAGATTATATCACAGTA
A

MPLCSLISAEYRLLLTYLQ
IISQ*

MPLCSLISAEYRLLL
TYLQIISQ*

AAATTTGTCA CCGCACAGAT 0 H FG00417.1 0 0 0 0

1293 916 an AN1524.1 55.m03268 AO070334000242 0 -174 -16 ATGAGTCACAGCTGGAAATCGATACTGGCTGAATGCGGG
ATGCTGGATTACTTATCGATAAGCGAACCTTGGGAGGTTT
TTCCCGCCTCAAATTTTCAAGGCCCCTCCATCACCCATGA
AACGGCATTAACTCATTCTCACATCTTGTCTCGAGGATAA

ATGAGTCACAGCTGGAAATCGATACTGGCTGAAT
GCGGGATGCTGGATTACTTATCGATAAGCGAACC
TTGGGAGGTTTTTCCCGCCTCAAATTTTCAAGGC
CCCTCCATCACCCATGAAACGGCATTAACTCATT
CTCACATCTTGTCTCGAGGATAA

MSHSWKSILAECGMLDY
LSISEPWEVFPASNFQGP
SITHETALTHSHILSRG*

MSHSWKSILAECGMLD
YLSISEPWEVFPASNFQ
GPSITHETALTHSHILSR
G*

CACAAGCTGG TCTCGTTGCA 0 H FG00417.1 0 0 0 0

1294 916 an AN1524.1 55.m03268 AO070334000242 0 -142 -56 ATGCGGGATGCTGGATTACTTATCGATAAGCGAACCTTGG
GAGGTTTTTCCCGCCTCAAATTTTCAAGGCCCCTCCATCA
CCCATGA

ATGCGGGATGCTGGATTACTTATCGATAAGCGAA
CCTTGGGAGGTTTTTCCCGCCTCAAATTTTCAAG
GCCCCTCCATCACCCATGA

MRDAGLLIDKRTLGGFSR
LKFSRPLHHP*

MRDAGLLIDKRTLGGFS
RLKFSRPLHHP*

TACTGGCTGA AACGGCATTA 0 H FG00417.1 0 0 0 0

1295 916 an AN1524.1 55.m03268 AO070334000242 0 -135 -16 ATGCTGGATTACTTATCGATAAGCGAACCTTGGGAGGTTT
TTCCCGCCTCAAATTTTCAAGGCCCCTCCATCACCCATGA
AACGGCATTAACTCATTCTCACATCTTGTCTCGAGGATAA

ATGCTGGATTACTTATCGATAAGCGAACCTTGGG
AGGTTTTTCCCGCCTCAAATTTTCAAGGCCCCTC
CATCACCCATGAAACGGCATTAACTCATTCTCAC
ATCTTGTCTCGAGGATAA

MLDYLSISEPWEVFPASN
FQGPSITHETALTHSHILS
RG*

MLDYLSISEPWEVFPAS
NFQGPSITHETALTHSHI
LSRG*

TGAATGCGGG TCTCGTTGCA 0 H FG00417.1 0 0 0 0

1300 916 ao AN1524.1 55.m03268 AO070334000242 0 -260 -219 ATGCTCTTCTACTTCGAATTTCCTGTGATCCACAGCTACTA
A

ATGCTCTTCTACTTCGAATTTCCTGTGATCC
ACAGCTACTAA

MLFYFEFPVIHSY* MLFYFEFPVIHSY* GACAACGTGC ATGCCAAATA 0 H FG00417.1 0 0 0 0

1301 916 ao AN1524.1 55.m03268 AO070334000242 0 -218 -117 ATGCCAAATAAAATTAGGCTCATACAGGATCAGGAGGGGC
TGTCGTCTACCTCTTCATCCATGGTGACTCAGTGGGCCGA
AAGCGGCCTTCTTTATCGATAA

ATGCCAAATAAAATTAGGCTCATACAGGATC
AGGAGGGGCTGTCGTCTACCTCTTCATCCA
TGGTGACTCAGTGGGCCGAAAGCGGCCTT
CTTTATCGATAA

MPNKIRLIQDQEGLSSTS
SSMVTQWAESGLLYR*

MPNKIRLIQDQEGLS
STSSSMVTQWAES
GLLYR*

CAGCTACTAA GCGAGCAGTC 0 H FG00417.1 0 0 0 0

1302 916 ao AN1524.1 55.m03268 AO070334000242 0 -158 -117 ATGGTGACTCAGTGGGCCGAAAGCGGCCTTCTTTATCGAT
AA

ATGGTGACTCAGTGGGCCGAAAGCGGCCTT
CTTTATCGATAA

MVTQWAESGLLYR* MVTQWAESGLLYR* CTCTTCATCC GCGAGCAGTC 0 H FG00417.1 0 0 0 0

1309 918 af AN7240.1 72.m19809 AO070290000007 0 -212 -186 ATGTGTCATTTTTGCATATTTGCTTGA ATGTGTCATTTTTGCATATTTGCTTGA MCHFCIFA* MCHFCIFA* GCAATAAGCA TGATGATCGA 0 G 0 0 0 0 0
1310 918 af AN7240.1 72.m19809 AO070290000007 0 -186 -40 ATGATGATCGACAGTGCTCTCCGGATGATTGATTTTCGTG

ATGTGTCCTGCTGGCTGGTTTACCTGATTGGGCAAACCCG
TGTAGTTGGGCCGCCTGCCTATTTGAGCATAGGCACTACA
TATATAATGCGGTGGATCTTCCAGTGA

ATGATGATCGACAGTGCTCTCCGGATGATTGATTTT
CGTGATGTGTCCTGCTGGCTGGTTTACCTGATTGG
GCAAACCCGTGTAGTTGGGCCGCCTGCCTATTTGA
GCATAGGCACTACATATATAATGCGGTGGATCTTC
CAGTGA

MMIDSALRMIDFRDVSC
WLVYLIGQTRVVGPPAYL
SIGTTYIMRWIFQ*

MMIDSALRMIDFRD
VSCWLVYLIGQTRV
VGPPAYLSIGTTYIM
RWIFQ*

TATTTGCTTG GAAAGAAGCA 0 G 0 0 0 0 0

1311 918 af AN7240.1 72.m19809 AO070290000007 0 -183 -40 ATGATCGACAGTGCTCTCCGGATGATTGATTTTCGTGATG
TGTCCTGCTGGCTGGTTTACCTGATTGGGCAAACCCGTGT
AGTTGGGCCGCCTGCCTATTTGAGCATAGGCACTACATAT
ATAATGCGGTGGATCTTCCAGTGA

ATGATCGACAGTGCTCTCCGGATGATTGATTTTCGT
GATGTGTCCTGCTGGCTGGTTTACCTGATTGGGCA
AACCCGTGTAGTTGGGCCGCCTGCCTATTTGAGCA
TAGGCACTACATATATAATGCGGTGGATCTTCCAGT
GA

MIDSALRMIDFRDVSCWL
VYLIGQTRVVGPPAYLSIG
TTYIMRWIFQ*

MIDSALRMIDFRDVS
CWLVYLIGQTRVVG
PPAYLSIGTTYIMRW
IFQ*

TTGCTTGATG GAAAGAAGCA 0 G 0 0 0 0 0

1312 918 af AN7240.1 72.m19809 AO070290000007 0 -162 -40 ATGATTGATTTTCGTGATGTGTCCTGCTGGCTGGTTTACCT
GATTGGGCAAACCCGTGTAGTTGGGCCGCCTGCCTATTT
GAGCATAGGCACTACATATATAATGCGGTGGATCTTCCAG
TGA

ATGATTGATTTTCGTGATGTGTCCTGCTGGCTGGTT
TACCTGATTGGGCAAACCCGTGTAGTTGGGCCGC
CTGCCTATTTGAGCATAGGCACTACATATATAATGC
GGTGGATCTTCCAGTGA

MIDFRDVSCWLVYLIGQT
RVVGPPAYLSIGTTYIMR
WIFQ*

MIDFRDVSCWLVYLI
GQTRVVGPPAYLSI
GTTYIMRWIFQ*

TGCTCTCCGG GAAAGAAGCA 0 G 0 0 0 0 0

1313 918 af AN7240.1 72.m19809 AO070290000007 0 -146 -120 ATGTGTCCTGCTGGCTGGTTTACCTGA ATGTGTCCTGCTGGCTGGTTTACCTGA MCPAGWFT* MCPAGWFT* GATTTTCGTG TTGGGCAAAC 0 G 0 0 0 0 0
1308 918 an AN7240.1 72.m19809 AO070290000007 0 -201 -160 ATGGCAGAGCCCTGGACGGCGCTGGCCACCTTTACGATT

TAG
ATGGCAGAGCCCTGGACGGCGCTGGCCACCTTT
ACGATTTAG

MAEPWTALATFTI* MAEPWTALATFTI* TAGGGCAAGA GCAGTTAATA 0 G 0 0 0 0 0

1315 918 ao AN7240.1 72.m19809 AO070290000007 0 -176 -129 ATGTTTGTTTGCTCCGGTCTTTGCTGCAAATTTTACCGCTT
TAGGTAA

ATGTTTGTTTGCTCCGGTCTTTGCTGCAAAT
TTTACCGCTTTAGGTAA

MFVCSGLCCKFYRFR* MFVCSGLCCKFYRF
R*

GAGGTGGTGG TTTAATCAAC 0 G 0 0 0 0 0

1319 924 af AN4753.1 59.m09232 AO070327000066 0 -201 -91 ATGGTTGCTTATGTGTCCTCAAGCGAGCCAAACCACGCCA
TATGGCCAGCACAGCTTATCGGGGAAAGTCGTTGGTCTCC
GCCGATCACGGGTTCCTCTTCACGATCCTAA

ATGGTTGCTTATGTGTCCTCAAGCGAGCCAAACCA
CGCCATATGGCCAGCACAGCTTATCGGGGAAAGT
CGTTGGTCTCCGCCGATCACGGGTTCCTCTTCACG
ATCCTAA

MVAYVSSSEPNHAIWPA
QLIGESRWSPPITGSSSR
S*

MVAYVSSSEPNHAI
WPAQLIGESRWSP
PITGSSSRS*

TGAACCGGGT AGGTCCGTCC 0 C 0 0 0 0 0
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1320 924 af AN4753.1 59.m09232 AO070327000066 0 -191 -27 ATGTGTCCTCAAGCGAGCCAAACCACGCCATATGGCCAG
CACAGCTTATCGGGGAAAGTCGTTGGTCTCCGCCGATCA
CGGGTTCCTCTTCACGATCCTAAAGGTCCGTCCCGCATGT
TCTCCTCGTCATCAATTCTTCAAACAAAGCACCAAGGTCTG
GTCTGA

ATGTGTCCTCAAGCGAGCCAAACCACGCCATATGG
CCAGCACAGCTTATCGGGGAAAGTCGTTGGTCTCC
GCCGATCACGGGTTCCTCTTCACGATCCTAAAGGT
CCGTCCCGCATGTTCTCCTCGTCATCAATTCTTCAA
ACAAAGCACCAAGGTCTGGTCTGA

MCPQASQTTPYGQHSLS
GKVVGLRRSRVPLHDPK
GPSRMFSSSSILQTKHQ
GLV*

MCPQASQTTPYGQ
HSLSGKVVGLRRSR
VPLHDPKGPSRMFS
SSSILQTKHQGLV*

ATGGTTGCTT GCGCAGAGGC 0 C 0 0 0 0 0

1321 924 af AN4753.1 59.m09232 AO070327000066 0 -77 -27 ATGTTCTCCTCGTCATCAATTCTTCAAACAAAGCACCAAGG
TCTGGTCTGA

ATGTTCTCCTCGTCATCAATTCTTCAAACAAAGCAC
CAAGGTCTGGTCTGA

MFSSSSILQTKHQGLV* MFSSSSILQTKHQG
LV*

TCCGTCCCGC GCGCAGAGGC 0 C 0 0 0 0 0

1316 924 an AN4753.1 59.m09232 AO070327000066 0 -232 -221 ATGCTGTTCTGA ATGCTGTTCTGA MLF* MLF* TGACTGTGGT TTTGAGGATG 0 C 0 0 0 0 0
1317 924 an AN4753.1 59.m09232 AO070327000066 0 -213 -124 ATGTTATGGATTCGAAGGTCAGCAGTAGTTGCTCGCGCAT

CAGCCGGTGCCGATCATTTGGGGTTCCGCAGCACGGCCG
GGTCGGTTTGA

ATGTTATGGATTCGAAGGTCAGCAGTAGTTGCTC
GCGCATCAGCCGGTGCCGATCATTTGGGGTTCC
GCAGCACGGCCGGGTCGGTTTGA

MLWIRRSAVVARASAGA
DHLGFRSTAGSV*

MLWIRRSAVVARASAG
ADHLGFRSTAGSV*

TGATTTGAGG ATCTCCTCCA 0 C 0 0 0 0 0

1318 924 an AN4753.1 59.m09232 AO070327000066 0 -208 -83 ATGGATTCGAAGGTCAGCAGTAGTTGCTCGCGCATCAGC
CGGTGCCGATCATTTGGGGTTCCGCAGCACGGCCGGGTC
GGTTTGAATCTCCTCCATCGACCTACTTTTTGCTTCTACTT
CTTCTAG

ATGGATTCGAAGGTCAGCAGTAGTTGCTCGCGC
ATCAGCCGGTGCCGATCATTTGGGGTTCCGCAG
CACGGCCGGGTCGGTTTGAATCTCCTCCATCGA
CCTACTTTTTGCTTCTACTTCTTCTAG

MDSKVSSSCSRISRCRSF
GVPQHGRVGLNLLHRPT
FCFYFF*

MDSKVSSSCSRISRCRS
FGVPQHGRVGLNLLHR
PTFCFYFF*

TGAGGATGTT CTCATCAACA 0 C 0 0 0 0 0

1322 924 ao AN4753.1 59.m09232 AO070327000066 0 -207 -190 ATGAAGTATGGATCGTAA ATGAAGTATGGATCGTAA MKYGS* MKYGS* AAAGCGATGT GTAAAGCGAT 0 C 0 0 0 0 0
1323 924 ao AN4753.1 59.m09232 AO070327000066 0 -200 -186 ATGGATCGTAAGTAA ATGGATCGTAAGTAA MDRK* MDRK* TGTATGAAGT AGCGATAGCT 0 C 0 0 0 0 0
1327 927 af AN8444.1 56.m02492 AO070296000033 0 -185 -159 ATGGTGCCTTTCCAGGAAGATAAATAA ATGGTGCCTTTCCAGGAAGATAAATAA MVPFQEDK* MVPFQEDK* GCACTCGAAG TTCGGCTTCA 0 M 0 0 0 0 0
1328 927 af AN8444.1 56.m02492 AO070296000033 0 -98 -84 ATGCGGGTCCTTTAG ATGCGGGTCCTTTAG MRVL* MRVL* CTCAAGCATC AGTACAGAAC 0 M 0 0 0 0 0
1324 927 an AN8444.1 56.m02492 AO070296000033 0 -148 -119 ATGGAATCTCCCAGAACCTGGTATATATGA ATGGAATCTCCCAGAACCTGGTATATATGA MESPRTWYI* MESPRTWYI* AGCGGCAGCC TCTGGGGGAG 0 M 0 0 0 0 0
1325 927 an AN8444.1 56.m02492 AO070296000033 0 -122 -57 ATGATCTGGGGGAGATTCCCCAAATTTGTGCACAGCTCTG

TTTACGCGTCCAAAATGCGCGCCTAA
ATGATCTGGGGGAGATTCCCCAAATTTGTGCACA
GCTCTGTTTACGCGTCCAAAATGCGCGCCTAA

MIWGRFPKFVHSSVYAS
KMRA*

MIWGRFPKFVHSSVYAS
KMRA*

CCTGGTATAT CATTCCAGCG 0 M 0 0 0 0 0

1326 927 an AN8444.1 56.m02492 AO070296000033 0 -68 -57 ATGCGCGCCTAA ATGCGCGCCTAA MRA* MRA* CGCGTCCAAA CATTCCAGCG 0 M 0 0 0 0 0
1329 927 ao AN8444.1 56.m02492 AO070296000033 0 -149 -126 ATGTTCATCATGCGCGGTGTTTAG ATGTTCATCATGCGCGGTGTTTAG MFIMRGV* MFIMRGV* ATAGAGATTT ACAAAGAACA 0 M 0 0 0 0 0
1330 927 ao AN8444.1 56.m02492 AO070296000033 0 -140 -126 ATGCGCGGTGTTTAG ATGCGCGGTGTTTAG MRGV* MRGV* TATGTTCATC ACAAAGAACA 0 M 0 0 0 0 0
1332 928 af AN1289.1 70.m14919 AO070303000050 0 -282 -259 ATGAAAAGCATACTGATGCGCTGA ATGAAAAGCATACTGATGCGCTGA MKSILMR* MKSILMR* AAGAAGTCGA CGGTAAATGT 0 S 0 0 0 0 0
1333 928 af AN1289.1 70.m14919 AO070303000050 0 -252 -208 ATGTATTTTCAATTGAACACTATCCTGTCGATTTTTGGACG

ATAG
ATGTATTTTCAATTGAACACTATCCTGTCGATTTTTG
GACGATAG

MYFQLNTILSIFGR* MYFQLNTILSIFGR* CTGACGGTAA ATACCTATAG 0 S 0 0 0 0 0

1334 928 af AN1289.1 70.m14919 AO070303000050 0 -151 -14 ATGCGGGGAAACTTCGATGTTATCCCGCGATCGATAACCC
CAAAACGACCGCTCCTCGACGCTCCCAGGGTGCTCCAAT
TGGCTTGTTCTCAACCCTTTTTTTCCCCTACAAAAAGCCAT
ACAGGACTAATGGAATAA

ATGCGGGGAAACTTCGATGTTATCCCGCGATCGAT
AACCCCAAAACGACCGCTCCTCGACGCTCCCAGG
GTGCTCCAATTGGCTTGTTCTCAACCCTTTTTTTCC
CCTACAAAAAGCCATACAGGACTAATGGAATAA

MRGNFDVIPRSITPKRPL
LDAPRVLQLACSQPFFSP
TKSHTGLME*

MRGNFDVIPRSITPK
RPLLDAPRVLQLAC
SQPFFSPTKSHTGL
ME*

TGGATAGTTG CCACTACCAT 0 S 0 0 0 0 0

1335 928 af AN1289.1 70.m14919 AO070303000050 0 -135 -115 ATGTTATCCCGCGATCGATAA ATGTTATCCCGCGATCGATAA MLSRDR* MLSRDR* GGAAACTTCG CCCCAAAACG 0 S 0 0 0 0 0
1331 928 an AN1289.1 70.m14919 AO070303000050 0 -186 -139 ATGCCGGGGGATTTTCGATCGTCCATTCCGAGAGGTAGAA

ATTACTAG
ATGCCGGGGGATTTTCGATCGTCCATTCCGAGA
GGTAGAAATTACTAG

MPGDFRSSIPRGRNY* MPGDFRSSIPRGRNY* TTGGTGGATA CTCTACGAAA 0 S 0 0 0 0 0

1336 928 ao AN1289.1 70.m14919 AO070303000050 0 -156 -58 ATGCAGATCAACCAGTTGACGCGAAGCCATGCGGGGAAA
AGCCAAGTTGGGGTCCAGCGGACGGACAATCCAATGAGC
GCATCCATCACCCTAGCTTGA

ATGCAGATCAACCAGTTGACGCGAAGCCAT
GCGGGGAAAAGCCAAGTTGGGGTCCAGCG
GACGGACAATCCAATGAGCGCATCCATCAC
CCTAGCTTGA

MQINQLTRSHAGKSQVG
VQRTDNPMSASITLA*

MQINQLTRSHAGKS
QVGVQRTDNPMSA
SITLA*

AAGTTAAGCA AAGTGCAAAC 0 S 0 0 0 0 0

1337 928 ao AN1289.1 70.m14919 AO070303000050 0 -128 -81 ATGCGGGGAAAAGCCAAGTTGGGGTCCAGCGGACGGAC
AATCCAATGA

ATGCGGGGAAAAGCCAAGTTGGGGTCCAG
CGGACGGACAATCCAATGA

MRGKAKLGSSGRTIQ* MRGKAKLGSSGRTI
Q*

ACGCGAAGCC GCGCATCCAT 0 S 0 0 0 0 0

1338 928 ao AN1289.1 70.m14919 AO070303000050 0 -84 -58 ATGAGCGCATCCATCACCCTAGCTTGA ATGAGCGCATCCATCACCCTAGCTTGA MSASITLA* MSASITLA* GGACAATCCA AAGTGCAAAC 0 S 0 0 0 0 0
1340 929 af AN1049.1 70.m15206 AO070312000116 0 -170 -156 ATGGAAGTCATGTGA ATGGAAGTCATGTGA MEVM* MEVM* AGGTCAAGCA TCCTATCGGC 0 D 0 0 0 0 0
1339 929 an AN1049.1 70.m15206 AO070312000116 0 -215 -48 ATGTGCCTCTGGGTCCCATTCTTCCAATTACTTCGACGTAT

TCACTCCGTATCCAAACTTGAATTATCTCCGTACAATCTCC
GGCTGACTAACCGAGGGTGGAAGGTGATCGAAGATCGAC
AGATTCATCATCAACGCCTCTGCCTACCTGCTTCCACGTC
TCTATAA

ATGTGCCTCTGGGTCCCATTCTTCCAATTACTTC
GACGTATTCACTCCGTATCCAAACTTGAATTATCT
CCGTACAATCTCCGGCTGACTAACCGAGGGTGG
AAGGTGATCGAAGATCGACAGATTCATCATCAAC
GCCTCTGCCTACCTGCTTCCACGTCTCTATAA

MCLWVPFFQLLRRIHSVS
KLELSPYNLRLTNRGWK
VIEDRQIHHQRLCLPAST
SL*

MCLWVPFFQLLRRIHSV
SKLELSPYNLRLTNRGW
KVIEDRQIHHQRLCLPAS
TSL*

TCACTGGGAG GATCATGTCG 0 D 0 0 0 0 0

1341 929 ao AN1049.1 70.m15206 AO070312000116 0 -111 -100 ATGCGCCGATAA ATGCGCCGATAA MRR* MRR* ATATAAAGCA GCCCCAAGCA 0 D 0 0 0 0 0
1344 932 af AN5323.1 55.m03189 AO070333000254 0 -216 -91 ATGGAGGTAACCCCCCCCCCCCCCCCATGTTTGAAACAAT

GCCCCAGAGCATATAAGACTGGAACAATCCCCACAACTGA
TCCGGAGGAGGCATGGTGCCCGATTACCCCAGGTTATAT
ACCTTGA

ATGGAGGTAACCCCCCCCCCCCCCCCATGTTTGAA
ACAATGCCCCAGAGCATATAAGACTGGAACAATCC
CCACAACTGATCCGGAGGAGGCATGGTGCCCGAT
TACCCCAGGTTATATACCTTGA

MEVTPPPPPCLKQCPRA
YKTGTIPTTDPEEAWCPIT
PGYIP*

MEVTPPPPPCLKQC
PRAYKTGTIPTTDPE
EAWCPITPGYIP*

ATCAGTCGGC CCGAAGCCGA 0 R 0 0 0 0 0

1345 932 af AN5323.1 55.m03189 AO070333000254 0 -190 -161 ATGTTTGAAACAATGCCCCAGAGCATATAA ATGTTTGAAACAATGCCCCAGAGCATATAA MFETMPQSI* MFETMPQSI* CCCCCCCCCC GACTGGAACA 0 R 0 0 0 0 0
1346 932 af AN5323.1 55.m03189 AO070333000254 0 -178 -161 ATGCCCCAGAGCATATAA ATGCCCCAGAGCATATAA MPQSI* MPQSI* GTTTGAAACA GACTGGAACA 0 R 0 0 0 0 0
1347 932 af AN5323.1 55.m03189 AO070333000254 0 -124 -53 ATGGTGCCCGATTACCCCAGGTTATATACCTTGACCGAAG

CCGACGCGGAGAAGAGAGAGAAGACCCTGTAG
ATGGTGCCCGATTACCCCAGGTTATATACCTTGAC
CGAAGCCGACGCGGAGAAGAGAGAGAAGACCCT
GTAG

MVPDYPRLYTLTEADAEK
REKTL*

MVPDYPRLYTLTEA
DAEKREKTL*

CGGAGGAGGC ACTTTGTTTA 0 R 0 0 0 0 0

1342 932 an AN5323.1 55.m03189 AO070333000254 0 -131 -120 ATGGAATGGTGA ATGGAATGGTGA MEW* MEW* TAGCAGCGTC TATCAGCCGC 0 R 0 0 0 0 0
1343 932 an AN5323.1 55.m03189 AO070333000254 0 -126 -64 ATGGTGATATCAGCCGCAGTGCCATTGTCGGATTGCAGAC

AGGCGGGGATCGATAAATTCTAG
ATGGTGATATCAGCCGCAGTGCCATTGTCGGATT
GCAGACAGGCGGGGATCGATAAATTCTAG

MVISAAVPLSDCRQAGID
KF*

MVISAAVPLSDCRQAGI
DKF*

GCGTCATGGA CCTGTCCCAT 0 R 0 0 0 0 0

1348 932 ao AN5323.1 55.m03189 AO070333000254 0 -276 -235 ATGAAGACATTCGCTGAGGCTGTTACCCAATATGTCCTATA
A

ATGAAGACATTCGCTGAGGCTGTTACCCAAT
ATGTCCTATAA

MKTFAEAVTQYVL* MKTFAEAVTQYVL* GATTGGCCGT AGCCAGACAC 0 R 0 0 0 0 0

1349 932 ao AN5323.1 55.m03189 AO070333000254 0 -245 -171 ATGTCCTATAAAGCCAGACACGCATCCCCGCATCTCACGG
TGGACACCTTACCTTGTTCTTGTGAGGTATCATAG

ATGTCCTATAAAGCCAGACACGCATCCCCG
CATCTCACGGTGGACACCTTACCTTGTTCTT
GTGAGGTATCATAG

MSYKARHASPHLTVDTLP
CSCEVS*

MSYKARHASPHLTV
DTLPCSCEVS*

GTTACCCAAT CTATTTCCGC 0 R 0 0 0 0 0

1350 932 ao AN5323.1 55.m03189 AO070333000254 0 -154 -89 ATGCTAACTACCTGGAAGCCACTCCAGAAATTAGAACTAC
TGTGTTTCTGTAGTTTGGATACCTGA

ATGCTAACTACCTGGAAGCCACTCCAGAAAT
TAGAACTACTGTGTTTCTGTAGTTTGGATAC
CTGA

MLTTWKPLQKLELLCFCS
LDT*

MLTTWKPLQKLELL
CFCSLDT*

CCGCCAAGCT TACTCATTTG 0 R 0 0 0 0 0

1351 935 af AN0657.1 70.m15789 AO070343000569 0 -247 -170 ATGCCTGAGGTATTGTCGCGGAGTTTATCAAAATATGCTA
GAAACAAGTGGATGCGTTGCCAATCGAGCTGCGACTAG

ATGCCTGAGGTATTGTCGCGGAGTTTATCAAAATAT
GCTAGAAACAAGTGGATGCGTTGCCAATCGAGCTG
CGACTAG

MPEVLSRSLSKYARNKW
MRCQSSCD*

MPEVLSRSLSKYAR
NKWMRCQSSCD*

CTGTCCCTGG CTTCAGGAAC 0 U 0 0 0 0 0

1352 935 af AN0657.1 70.m15789 AO070343000569 0 -213 -94 ATGCTAGAAACAAGTGGATGCGTTGCCAATCGAGCTGCGA
CTAGCTTCAGGAACCATTCATTCCCGCCCCCGGCGTTTCT
TAGCTATTGTATAGGTATCTTTTATGCTAGTCTGACGTGA

ATGCTAGAAACAAGTGGATGCGTTGCCAATCGAGC
TGCGACTAGCTTCAGGAACCATTCATTCCCGCCCC
CGGCGTTTCTTAGCTATTGTATAGGTATCTTTTATG
CTAGTCTGACGTGA

MLETSGCVANRAATSFR
NHSFPPPAFLSYCIGIFYA
SLT*

MLETSGCVANRAAT
SFRNHSFPPPAFLS
YCIGIFYASLT*

TTATCAAAAT GATACTTCTT 0 U 0 0 0 0 0

1353 935 af AN0657.1 70.m15789 AO070343000569 0 -196 -170 ATGCGTTGCCAATCGAGCTGCGACTAG ATGCGTTGCCAATCGAGCTGCGACTAG MRCQSSCD* MRCQSSCD* AAACAAGTGG CTTCAGGAAC 0 U 0 0 0 0 0
1364 949 af AN1348.1 70.m14885 AO070247000017 0 -246 -199 ATGAATCTTTCCATCCGCCATCACAGACCAGCGTCGAGCG

TCTCATAG
ATGAATCTTTCCATCCGCCATCACAGACCAGCGTC
GAGCGTCTCATAG

MNLSIRHHRPASSVS* MNLSIRHHRPASSV
S*

GCGTGCCAAA AAAAGCACAA 0 J 0 0 0 0 0

1365 951 an AN0946.1 70.m15580 AO070320000143 0 -230 -186 ATGATCACCAGCGTCAAGAAGCGGGGAGAGGAGAGCTCT
CTGTGA

ATGATCACCAGCGTCAAGAAGCGGGGAGAGGAG
AGCTCTCTGTGA

MITSVKKRGEESSL* MITSVKKRGEESSL* TAAGATCGAT AAAGGCCGAA 0 J FG00292.1 0 0 YOR206W 0

1373 952 af AN1604.1 55.m03110 AO070339000257 0 -230 -207 ATGTCTGACCGCTATGTGAGATAA ATGTCTGACCGCTATGTGAGATAA MSDRYVR* MSDRYVR* GCTTCCTGGA ATGATATCAA 0  0 0 0 0 0
1374 952 af AN1604.1 55.m03110 AO070339000257 0 -206 -192 ATGATATCAAGATGA ATGATATCAAGATGA MISR* MISR* TGTGAGATAA AATGCCATGT 0  0 0 0 0 0
1375 952 af AN1604.1 55.m03110 AO070339000257 0 -195 -127 ATGAAATGCCATGTTGGCATTCAATTGGCGCTAGGCAATC

AATTGATCGAGGATCTGTGCAGATCATAA
ATGAAATGCCATGTTGGCATTCAATTGGCGCTAGG
CAATCAATTGATCGAGGATCTGTGCAGATCATAA

MKCHVGIQLALGNQLIED
LCRS*

MKCHVGIQLALGNQ
LIEDLCRS*

TGATATCAAG CAGAGATTTC 0  0 0 0 0 0

1376 952 af AN1604.1 55.m03110 AO070339000257 0 -190 -38 ATGCCATGTTGGCATTCAATTGGCGCTAGGCAATCAATTG
ATCGAGGATCTGTGCAGATCATAACAGAGATTTCCTCCCA
TATCTTGACCAGGATGATCAGCAAGCCCATTTTCTTTCTTC
TTAAACTTCCGATTGTCCATTGCCCTGTATAG

ATGCCATGTTGGCATTCAATTGGCGCTAGGCAATC
AATTGATCGAGGATCTGTGCAGATCATAACAGAGA
TTTCCTCCCATATCTTGACCAGGATGATCAGCAAG
CCCATTTTCTTTCTTCTTAAACTTCCGATTGTCCATT
GCCCTGTATAG

MPCWHSIGARQSIDRGS
VQIITEISSHILTRMISKPIF
FLLKLPIVHCPV*

MPCWHSIGARQSID
RGSVQIITEISSHILT
RMISKPIFFLLKLPIV
HCPV*

TCAAGATGAA TAGTCAGTAG 0  0 0 0 0 0

1377 952 af AN1604.1 55.m03110 AO070339000257 0 -185 -162 ATGTTGGCATTCAATTGGCGCTAG ATGTTGGCATTCAATTGGCGCTAG MLAFNWR* MLAFNWR* ATGAAATGCC GCAATCAATT 0  0 0 0 0 0
1378 952 af AN1604.1 55.m03110 AO070339000257 0 -97 -38 ATGATCAGCAAGCCCATTTTCTTTCTTCTTAAACTTCCGATT

GTCCATTGCCCTGTATAG
ATGATCAGCAAGCCCATTTTCTTTCTTCTTAAACTTC
CGATTGTCCATTGCCCTGTATAG

MISKPIFFLLKLPIVHCPV* MISKPIFFLLKLPIVH
CPV*

CTTGACCAGG TAGTCAGTAG 0  0 0 0 0 0

1366 952 an AN1604.1 55.m03110 AO070339000257 0 -219 -196 ATGGCGTTCACAAGCATACTCTAA ATGGCGTTCACAAGCATACTCTAA MAFTSIL* MAFTSIL* TCCCACTCCC TGGCCGGCCA 0  0 0 0 0 0
1367 952 an AN1604.1 55.m03110 AO070339000257 0 -196 -149 ATGGCCGGCCAAGTGCGCCGAGTGAATAGTCTCTGCGAG

ATAGAGTAG
ATGGCCGGCCAAGTGCGCCGAGTGAATAGTCTC
TGCGAGATAGAGTAG

MAGQVRRVNSLCEIE* MAGQVRRVNSLCEIE* GCATACTCTA AACATGATAC 0  0 0 0 0 0

1368 952 an AN1604.1 55.m03110 AO070339000257 0 -145 -83 ATGATACGCAGAAAAGGCTCCTGTCAACATGTTAATATATC
CATAGACGCACTGCAATGTTAG

ATGATACGCAGAAAAGGCTCCTGTCAACATGTTA
ATATATCCATAGACGCACTGCAATGTTAG

MIRRKGSCQHVNISIDAL
QC*

MIRRKGSCQHVNISIDAL
QC*

AGAGTAGAAC AATTTTGTCT 0  0 0 0 0 0

1369 952 an AN1604.1 55.m03110 AO070339000257 0 -117 -100 ATGTTAATATATCCATAG ATGTTAATATATCCATAG MLIYP* MLIYP* TCCTGTCAAC ACGCACTGCA 0  0 0 0 0 0
1370 952 an AN1604.1 55.m03110 AO070339000257 0 -89 -18 ATGTTAGAATTTTGTCTGGCCATGGGTTTGGTATCCCTAG

GTTTCTCCGACATGATTATCAGTCCAATCTGA
ATGTTAGAATTTTGTCTGGCCATGGGTTTGGTAT
CCCTAGGTTTCTCCGACATGATTATCAGTCCAAT
CTGA

MLEFCLAMGLVSLGFSD
MIISPI*

MLEFCLAMGLVSLGFSD
MIISPI*

ACGCACTGCA AGCGAACCTG 0  0 0 0 0 0

1371 952 an AN1604.1 55.m03110 AO070339000257 0 -68 -18 ATGGGTTTGGTATCCCTAGGTTTCTCCGACATGATTATCAG
TCCAATCTGA

ATGGGTTTGGTATCCCTAGGTTTCTCCGACATGA
TTATCAGTCCAATCTGA

MGLVSLGFSDMIISPI* MGLVSLGFSDMIISPI* TTGTCTGGCC AGCGAACCTG 0  0 0 0 0 0

1379 952 ao AN1604.1 55.m03110 AO070339000257 0 -188 -174 ATGCTACTTGATTAG ATGCTACTTGATTAG MLLD* MLLD* AACGCTATTG TTTGTGATAT 0  0 0 0 0 0
1380 952 ao AN1604.1 55.m03110 AO070339000257 0 -132 -109 ATGTACTTTTTAGTTGGATTATAA ATGTACTTTTTAGTTGGATTATAA MYFLVGL* MYFLVGL* ACCCAAGGAT AGATGGCCGT 0  0 0 0 0 0
1385 958 af AN1634.1 58.m09021 AO070299000045 0 -221 -162 ATGGATTTGGACATTTCTTTTTCGATCGTGTACTCTAATTCT

AGGTCGCAATGCCACTGA
ATGGATTTGGACATTTCTTTTTCGATCGTGTACTCT
AATTCTAGGTCGCAATGCCACTGA

MDLDISFSIVYSNSRSQC
H*

MDLDISFSIVYSNSR
SQCH*

GGGTGGAATT GACTTCATGT 0 A 0 0 0 0 0

1386 958 af AN1634.1 58.m09021 AO070299000045 0 -171 -121 ATGCCACTGAGACTTCATGTACTCATTTGCTGGTATCCTTT
CCACTGGTAA

ATGCCACTGAGACTTCATGTACTCATTTGCTGGTAT
CCTTTCCACTGGTAA

MPLRLHVLICWYPFHW* MPLRLHVLICWYPF
HW*

CTAGGTCGCA TGTAGACAGA 0 A 0 0 0 0 0

1381 958 an AN1634.1 58.m09021 AO070299000045 0 -229 -218 ATGACTAAGTAG ATGACTAAGTAG MTK* MTK* TTGTATTCCT CAGGCTCATT 0 A 0 0 0 0 0
1382 958 an AN1634.1 58.m09021 AO070299000045 0 -152 -141 ATGATCACGTGA ATGATCACGTGA MIT* MIT* TAGAAATCTA TATGCACATA 0 A 0 0 0 0 0
1383 958 an AN1634.1 58.m09021 AO070299000045 0 -139 -107 ATGCACATATGGTTTTCTTTGCCACCCGTATAA ATGCACATATGGTTTTCTTTGCCACCCGTATAA MHIWFSLPPV* MHIWFSLPPV* ATCACGTGAT AATCGAGCCC 0 A 0 0 0 0 0
1384 958 an AN1634.1 58.m09021 AO070299000045 0 -131 -30 ATGGTTTTCTTTGCCACCCGTATAAAATCGAGCCCATCTGC

GGTCTTTCTACTCCGAGCAAGCTTAGATTCGTTTAATAGCA
GACGCTTGCACTTTCTTTGA

ATGGTTTTCTTTGCCACCCGTATAAAATCGAGCC
CATCTGCGGTCTTTCTACTCCGAGCAAGCTTAGA
TTCGTTTAATAGCAGACGCTTGCACTTTCTTTGA

MVFFATRIKSSPSAVFLL
RASLDSFNSRRLHFL*

MVFFATRIKSSPSAVFLL
RASLDSFNSRRLHFL*

ATATGCACAT CAGTGCACCG 0 A 0 0 0 0 0
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1391 960 af AN5694.1 65.m07419 AO070309000110 0 -254 -222 ATGCTGAAAAGTTACTGTATACTCTGTAGGTAG ATGCTGAAAAGTTACTGTATACTCTGTAGGTAG MLKSYCILCR* MLKSYCILCR* TCTTAGCCGG TTGTGATCAT 0 L 0 0 0 0 0
1392 960 af AN5694.1 65.m07419 AO070309000110 0 -105 -49 ATGCATCATTGCTTTCTTTGGTGGTGCAACTTCCCGTCTCC

GGTCCCTGTTTCATAA
ATGCATCATTGCTTTCTTTGGTGGTGCAACTTCCCG
TCTCCGGTCCCTGTTTCATAA

MHHCFLWWCNFPSPVP
VS*

MHHCFLWWCNFPS
PVPVS*

GCGTCGTTTG TCCCATTTCA 0 L 0 0 0 0 0

1388 960 an AN5694.1 65.m07419 AO070309000110 0 -187 -68 ATGGCGGGGAAATCGCGTTGTCTACCATTCACCGCCTTTC
CAAAGTCAATTTTCTGCCGCAAAAATAGCAAAAACTGGCA
GTCGCGATTTCTCCCACATGAGATTCCATCCACTCCGTGA

ATGGCGGGGAAATCGCGTTGTCTACCATTCACC
GCCTTTCCAAAGTCAATTTTCTGCCGCAAAAATA
GCAAAAACTGGCAGTCGCGATTTCTCCCACATGA
GATTCCATCCACTCCGTGA

MAGKSRCLPFTAFPKSIF
CRKNSKNWQSRFLPHEI
PSTP*

MAGKSRCLPFTAFPKSI
FCRKNSKNWQSRFLPH
EIPSTP*

TGAAGGGAAT CACATTCATA 0 L 0 0 0 0 0

1389 960 an AN5694.1 65.m07419 AO070309000110 0 -90 -43 ATGAGATTCCATCCACTCCGTGACACATTCATATCTATGCT
TCCGTGA

ATGAGATTCCATCCACTCCGTGACACATTCATAT
CTATGCTTCCGTGA

MRFHPLRDTFISMLP* MRFHPLRDTFISMLP* TTTCTCCCAC TCCTTCTGGT 0 L 0 0 0 0 0

1394 961 af AN2258.1 71.m15899 AO070326000105 0 -146 -60 ATGGTACCGTCACGTCCCGAGGCTTCATGTGGCCCAAGC
TTTTTTTTCGGGCTGCCACAAAATTTGTATCTCCCTCTTTTT
TTTTGA

ATGGTACCGTCACGTCCCGAGGCTTCATGTGGCC
CAAGCTTTTTTTTCGGGCTGCCACAAAATTTGTATC
TCCCTCTTTTTTTTTGA

MVPSRPEASCGPSFFFG
LPQNLYLPLFF*

MVPSRPEASCGPSF
FFGLPQNLYLPLFF*

TTACAGGTGT TAAGACGACA 0  FG06661.1 0 0 0 0

1395 961 af AN2258.1 71.m15899 AO070326000105 0 -120 -46 ATGTGGCCCAAGCTTTTTTTTCGGGCTGCCACAAAATTTGT
ATCTCCCTCTTTTTTTTTGATAAGACGACATTGA

ATGTGGCCCAAGCTTTTTTTTCGGGCTGCCACAAA
ATTTGTATCTCCCTCTTTTTTTTTGATAAGACGACAT
TGA

MWPKLFFRAATKFVSPS
FFLIRRH*

MWPKLFFRAATKFV
SPSFFLIRRH*

CCGAGGCTTC AGCTTTAAGG 0  FG06661.1 0 0 0 0

1393 961 an AN2258.1 71.m15899 AO070326000105 0 -140 -72 ATGTGGTGGTCCGAGCTTTGTTATCTCAACCGTATCAAATT
TATTTTTCAGCGACTTTTCGCGGGTTAG

ATGTGGTGGTCCGAGCTTTGTTATCTCAACCGTA
TCAAATTTATTTTTCAGCGACTTTTCGCGGGTTAG

MWWSELCYLNRIKFIFQR
LFAG*

MWWSELCYLNRIKFIFQ
RLFAG*

CCGAGGCTTC GTTAAGAGCT 0  FG06661.1 0 0 0 0

1396 961 ao AN2258.1 71.m15899 AO070326000105 0 -195 -163 ATGTGTAATTATTGGTCGGTGGGTAACGGTTAG ATGTGTAATTATTGGTCGGTGGGTAACGGTT
AG

MCNYWSVGNG* MCNYWSVGNG* GGGGTTACGC TACCACTTTT 0  FG06661.1 0 0 0 0

1397 961 ao AN2258.1 71.m15899 AO070326000105 0 -126 -25 ATGGTACGGTACCTCCGAGGCTTCATGTGGTCAAAGCTTT
TCCGCTCCTCCCAAAAAAAAAAAAAGTCTCCAAGTTCACC
CGGAAGTTCATCAGTTATCTGA

ATGGTACGGTACCTCCGAGGCTTCATGTGG
TCAAAGCTTTTCCGCTCCTCCCAAAAAAAAA
AAAAGTCTCCAAGTTCACCCGGAAGTTCATC
AGTTATCTGA

MVRYLRGFMWSKLFRSS
QKKKKSPSSPGSSSVI*

MVRYLRGFMWSKL
FRSSQKKKKSPSSP
GSSSVI*

TCTGAAGCGT CAACGGCACG 0  FG06661.1 0 0 0 0

1398 961 ao AN2258.1 71.m15899 AO070326000105 0 -102 -25 ATGTGGTCAAAGCTTTTCCGCTCCTCCCAAAAAAAAAAAAA
GTCTCCAAGTTCACCCGGAAGTTCATCAGTTATCTGA

ATGTGGTCAAAGCTTTTCCGCTCCTCCCAAA
AAAAAAAAAAGTCTCCAAGTTCACCCGGAAG
TTCATCAGTTATCTGA

MWSKLFRSSQKKKKSPS
SPGSSSVI*

MWSKLFRSSQKKK
KSPSSPGSSSVI*

CCGAGGCTTC CAACGGCACG 0  FG06661.1 0 0 0 0

1399 964 af AN2888.1 59.m08735 AO070338000126 0 -144 -133 ATGGCCTCCTGA ATGGCCTCCTGA MAS* MAS* GTGCCAGCGC TGCTCGGCAC 0  FG06347.1 0 0 0 0
1400 964 af AN2888.1 59.m08735 AO070338000126 0 -107 -81 ATGCCAGCTAACAGGGGAAATATCTGA ATGCCAGCTAACAGGGGAAATATCTGA MPANRGNI* MPANRGNI* ACACGAATAT CACATCTTGC 0  FG06347.1 0 0 0 0
1401 964 ao AN2888.1 59.m08735 AO070338000126 0 -258 -202 ATGTCTCTTTACCCGTCGTCATCTGCAAGTGGATGTGATG

AACAACAGCTTTACTGA
ATGTCTCTTTACCCGTCGTCATCTGCAAGTG
GATGTGATGAACAACAGCTTTACTGA

MSLYPSSSASGCDEQQL
Y*

MSLYPSSSASGCDE
QQLY*

GGTACGAGTC CCCGACATGT 0  FG06347.1 0 0 0 0

1402 964 ao AN2888.1 59.m08735 AO070338000126 0 -221 -120 ATGAACAACAGCTTTACTGACCCGACATGTGACCAGATCA
GATGTATTGGTCGTCCCCCCGCGCATAGCTCAATGATCTT
CGAATATACGAAAACCAGTTGA

ATGAACAACAGCTTTACTGACCCGACATGTG
ACCAGATCAGATGTATTGGTCGTCCCCCCG
CGCATAGCTCAATGATCTTCGAATATACGAA
AACCAGTTGA

MNNSFTDPTCDQIRCIGR
PPAHSSMIFEYTKTS*

MNNSFTDPTCDQIR
CIGRPPAHSSMIFEY
TKTS*

AGTGGATGTG ATTTAAACTC 0  FG06347.1 0 0 0 0

1403 964 ao AN2888.1 59.m08735 AO070338000126 0 -180 -154 ATGTATTGGTCGTCCCCCCGCGCATAG ATGTATTGGTCGTCCCCCCGCGCATAG MYWSSPRA* MYWSSPRA* ACCAGATCAG CTCAATGATC 0  FG06347.1 0 0 0 0
1404 964 ao AN2888.1 59.m08735 AO070338000126 0 -149 -120 ATGATCTTCGAATATACGAAAACCAGTTGA ATGATCTTCGAATATACGAAAACCAGTTGA MIFEYTKTS* MIFEYTKTS* GCATAGCTCA ATTTAAACTC 0  FG06347.1 0 0 0 0

1407 965 af AN8604.1 66.m04790 AO070340000151 0 -168 -97 ATGCTGTCCTGCGACATCATTCGTGTACTGCCATTTCACC
ATCCACTAATTGGGACTACTAAATGGGACTAG

ATGCTGTCCTGCGACATCATTCGTGTACTGCCATTT
CACCATCCACTAATTGGGACTACTAAATGGGACTA
G

MLSCDIIRVLPFHHPLIGT
TKWD*

MLSCDIIRVLPFHHP
LIGTTKWD*

TACATATATA TATAGTAAGC 0 J 0 0 0 YIR042C 0

1408 965 af AN8604.1 66.m04790 AO070340000151 0 -106 -92 ATGGGACTAGTATAG ATGGGACTAGTATAG MGLV* MGLV* GGACTACTAA TAAGCGTCTG 0 J 0 0 0 YIR042C 0
1409 965 af AN8604.1 66.m04790 AO070340000151 0 -80 -42 ATGACTCATAAATTCTGTCAGAGTGAATTGCCAAATTGA ATGACTCATAAATTCTGTCAGAGTGAATTGCCAAAT

TGA
MTHKFCQSELPN* MTHKFCQSELPN* AAGCGTCTGC TAACCCAGAA 0 J 0 0 0 YIR042C 0

1405 965 an AN8604.1 66.m04790 AO070340000151 0 -99 -73 ATGTCAAAGTGCGGGGGCCTACGATGA ATGTCAAAGTGCGGGGGCCTACGATGA MSKCGGLR* MSKCGGLR* TTGCCCGAGT GTCAGACCAT 0 J 0 0 0 YIR042C 0
1410 965 ao AN8604.1 66.m04790 AO070340000151 0 -179 -132 ATGACGCACCTCGGCGATTCCACTAGTTTACTTTATTTACA

TAACTAA
ATGACGCACCTCGGCGATTCCACTAGTTTA
CTTTATTTACATAACTAA

MTHLGDSTSLLYLHN* MTHLGDSTSLLYLH
N*

AGGTACGGGA ACAATGACTC 0 J 0 0 0 YIR042C 0

1411 965 ao AN8604.1 66.m04790 AO070340000151 0 -128 -6 ATGACTCAGATACAAGATACAATAGCATATATTGAACCACC
ACTCCAACAGATCTACCTCACTCACACACTTTACAACCTCC
CACATCAACACACCTACAACCATAACCACTACTACAACTAA

ATGACTCAGATACAAGATACAATAGCATATA
TTGAACCACCACTCCAACAGATCTACCTCAC
TCACACACTTTACAACCTCCCACATCAACAC
ACCTACAACCATAACCACTACTACAACTAA

MTQIQDTIAYIEPPLQQIYL
THTLYNLPHQHTYNHNH
YYN*

MTQIQDTIAYIEPPL
QQIYLTHTLYNLPHQ
HTYNHNHYYN*

TAACTAAACA ACAAAATGAC 0 J 0 0 0 YIR042C 0

1412 966 an AN1955.1 58.m07338 AO070342000226 0 -190 -74 ATGATTGTATCATTCACTCTGTCCTTAAATCTCCCTCTTACC
CTTTTCCATTGCCCCTCTTCCCTCCTCGTCGCCACGCTCC
AGGCATTTATACCGGTCAAATCCCCCACTTACTGA

ATGATTGTATCATTCACTCTGTCCTTAAATCTCCC
TCTTACCCTTTTCCATTGCCCCTCTTCCCTCCTCG
TCGCCACGCTCCAGGCATTTATACCGGTCAAATC
CCCCACTTACTGA

MIVSFTLSLNLPLTLFHCP
SSLLVATLQAFIPVKSPTY
*

MIVSFTLSLNLPLTLFHC
PSSLLVATLQAFIPVKSP
TY*

ATTTCGCTTC CCAACACCAA 0 0 0 0 0 0

1413 966 ao AN1955.1 58.m07338 AO070342000226 0 -119 -90 ATGACGGTATACTCCAGCGTCGCGCCATAG ATGACGGTATACTCCAGCGTCGCGCCATAG MTVYSSVAP* MTVYSSVAP* CTTCCCTTCC ATCACTTTAT 0 0 0 0 0 0

1416 974 af AN7760.1 71.m15792 AO070286000007 0 -217 -197 ATGTTTCTTTCTACCAATTAG ATGTTTCTTTCTACCAATTAG MFLSTN* MFLSTN* TATTCTTGCT TCTGCTTAGG 0 U 0 0 0 0 0
1417 974 af AN7760.1 71.m15792 AO070286000007 0 -130 -98 ATGGATTTCTTCGCAGTTGTCAATCTAATCTAA ATGGATTTCTTCGCAGTTGTCAATCTAATCTAA MDFFAVVNLI* MDFFAVVNLI* CTCTTTATCC GCTCGCTGTT 0 U 0 0 0 0 0
1414 974 an AN7760.1 71.m15792 AO070286000007 0 -126 -61 ATGAGCGTTCATCTCGTCGCCATGAGGCCGTTCTTTCCCC

TCCTCCTTGCAACACCACTTCATTGA
ATGAGCGTTCATCTCGTCGCCATGAGGCCGTTCT
TTCCCCTCCTCCTTGCAACACCACTTCATTGA

MSVHLVAMRPFFPLLLAT
PLH*

MSVHLVAMRPFFPLLLA
TPLH*

GCGTCATCAA ATTCTTGCCC 0 U 0 0 0 0 0

1415 974 an AN7760.1 71.m15792 AO070286000007 0 -105 -61 ATGAGGCCGTTCTTTCCCCTCCTCCTTGCAACACCACTTC
ATTGA

ATGAGGCCGTTCTTTCCCCTCCTCCTTGCAACAC
CACTTCATTGA

MRPFFPLLLATPLH* MRPFFPLLLATPLH* TCTCGTCGCC ATTCTTGCCC 0 U 0 0 0 0 0

1418 974 ao AN7760.1 71.m15792 AO070286000007 0 -112 -92 ATGATACATACATTGATCTGA ATGATACATACATTGATCTGA MIHTLI* MIHTLI* CCCTGCATAC TCTCTCTCCC 0 U 0 0 0 0 0
1419 976 ao AN1698.1 58.m07774 AO070305000022 0 -169 -149 ATGCTTGAAAGCTCAAAGTGA ATGCTTGAAAGCTCAAAGTGA MLESSK* MLESSK* CCAGAACCAT TCTAATTGTG 0 K 0 0 0 0 0
1424 979 af AN4017.1 54.m06577 AO070328000141 0 -259 -233 ATGAAAATGTGCGAGTATGTACAATAA ATGAAAATGTGCGAGTATGTACAATAA MKMCEYVQ* MKMCEYVQ* CCTCAATACT TTCTGCCTGA 0 S FG01957.1 MG06045.1 0 0 0
1425 979 af AN4017.1 54.m06577 AO070328000141 0 -253 -233 ATGTGCGAGTATGTACAATAA ATGTGCGAGTATGTACAATAA MCEYVQ* MCEYVQ* TACTATGAAA TTCTGCCTGA 0 S FG01957.1 MG06045.1 0 0 0
1426 979 af AN4017.1 54.m06577 AO070328000141 0 -243 -223 ATGTACAATAATTCTGCCTGA ATGTACAATAATTCTGCCTGA MYNNSA* MYNNSA* ATGTGCGAGT ATTCAATCTT 0 S FG01957.1 MG06045.1 0 0 0
1427 979 af AN4017.1 54.m06577 AO070328000141 0 -172 -152 ATGCAGAGTGTCGGAGTTTAG ATGCAGAGTGTCGGAGTTTAG MQSVGV* MQSVGV* AGAGACTAGG CAAACTTCGA 0 S FG01957.1 MG06045.1 0 0 0
1420 979 an AN4017.1 54.m06577 AO070328000141 0 -181 -155 ATGAACGAATCTAACGCCATTCATTGA ATGAACGAATCTAACGCCATTCATTGA MNESNAIH* MNESNAIH* CAGTAGAGTT CATACTTGAT 0 S FG01957.1 MG06045.1 0 0 0
1421 979 an AN4017.1 54.m06577 AO070328000141 0 -126 -82 ATGACGCGCGGCATTAAATGTGTGGCTGGTGCAATATGTG

GCTAG
ATGACGCGCGGCATTAAATGTGTGGCTGGTGCA
ATATGTGGCTAG

MTRGIKCVAGAICG* MTRGIKCVAGAICG* AAACCGCTCA TGCCGTGTAC 0 S FG01957.1 MG06045.1 0 0 0

1422 979 an AN4017.1 54.m06577 AO070328000141 0 -109 -68 ATGTGTGGCTGGTGCAATATGTGGCTAGTGCCGTGTACGT
AG

ATGTGTGGCTGGTGCAATATGTGGCTAGTGCCG
TGTACGTAG

MCGWCNMWLVPCT* MCGWCNMWLVPCT* GCGGCATTAA GCTCTTCCCG 0 S FG01957.1 MG06045.1 0 0 0

1423 979 an AN4017.1 54.m06577 AO070328000141 0 -91 -68 ATGTGGCTAGTGCCGTGTACGTAG ATGTGGCTAGTGCCGTGTACGTAG MWLVPCT* MWLVPCT* CTGGTGCAAT GCTCTTCCCG 0 S FG01957.1 MG06045.1 0 0 0
1428 979 ao AN4017.1 54.m06577 AO070328000141 0 -94 -20 ATGCCGCCAGCCGCTGATGTGTACTCTTCCGCAACTCTCT

ATCTCCATTGTCCCATACCAACAATAGCTCTCTAG
ATGCCGCCAGCCGCTGATGTGTACTCTTCC
GCAACTCTCTATCTCCATTGTCCCATACCAA
CAATAGCTCTCTAG

MPPAADVYSSATLYLHCP
IPTIAL*

MPPAADVYSSATLY
LHCPIPTIAL*

GATTACGACC ACATATCGAA 0 S FG01957.1 MG06045.1 0 0 0

1429 979 ao AN4017.1 54.m06577 AO070328000141 0 -78 -28 ATGTGTACTCTTCCGCAACTCTCTATCTCCATTGTCCCATA
CCAACAATAG

ATGTGTACTCTTCCGCAACTCTCTATCTCCA
TTGTCCCATACCAACAATAG

MCTLPQLSISIVPYQQ* MCTLPQLSISIVPYQ
Q*

CCAGCCGCTG CTCTCTAGAC 0 S FG01957.1 MG06045.1 0 0 0

1435 984 an AN8167.1 53.m03810 AO070266000001 0 -127 -113 ATGTTCTATGGTTGA ATGTTCTATGGTTGA MFYG* MFYG* TTATCTCGCT AGACTAACAC 0  0 0 0 0 0
1436 984 an AN8167.1 53.m03810 AO070266000001 0 -120 -106 ATGGTTGAAGACTAA ATGGTTGAAGACTAA MVED* MVED* GCTATGTTCT CACCAAGCGA 0  0 0 0 0 0
1437 984 ao AN8167.1 53.m03810 AO070266000001 0 -245 -195 ATGATGCATTTCTATACTCCCCACCATCGCACCGACTATAC

TACTGTGTAG
ATGATGCATTTCTATACTCCCCACCATCGCA
CCGACTATACTACTGTGTAG

MMHFYTPHHRTDYTTV* MMHFYTPHHRTDYT
TV*

GTTATTGTTC TAGCCAGCGG 0  0 0 0 0 0

1438 984 ao AN8167.1 53.m03810 AO070266000001 0 -242 -195 ATGCATTTCTATACTCCCCACCATCGCACCGACTATACTAC
TGTGTAG

ATGCATTTCTATACTCCCCACCATCGCACCG
ACTATACTACTGTGTAG

MHFYTPHHRTDYTTV* MHFYTPHHRTDYTT
V*

ATTGTTCATG TAGCCAGCGG 0  0 0 0 0 0

1439 984 ao AN8167.1 53.m03810 AO070266000001 0 -130 -113 ATGATTCCTGATCATTGA ATGATTCCTGATCATTGA MIPDH* MIPDH* ATTCTGTTAT CCCTGGTGAC 0  0 0 0 0 0
1441 990 af AN3721.1 69.m15426 AO070341000353 0 -167 -93 ATGCGAAACCTAGAAACCCTGGAGGTCACCTCTAGTTTAT

TCTGGATTGGAGGAAGAATACGGTCGAACTATTAA
ATGCGAAACCTAGAAACCCTGGAGGTCACCTCTAG
TTTATTCTGGATTGGAGGAAGAATACGGTCGAACT
ATTAA

MRNLETLEVTSSLFWIGG
RIRSNY*

MRNLETLEVTSSLF
WIGGRIRSNY*

TCTCATTGCT CTCAGATCTC 0 Z 0 0 0 0 0

1440 990 an AN3721.1 69.m15426 AO070341000353 0 -112 -101 ATGCTACGGTAA ATGCTACGGTAA MLR* MLR* TTATTAGATA ACCGTGAAGG 0 Z 0 0 0 0 0
1442 990 ao AN3721.1 69.m15426 AO070341000353 0 -147 -118 ATGCATCTGCCTCCTATGCAGCAGGTATAG ATGCATCTGCCTCCTATGCAGCAGGTATAG MHLPPMQQV* MHLPPMQQV* TTTAGATTGC TGCGACAGAA 0 Z 0 0 0 0 0

1443 990 ao AN3721.1 69.m15426 AO070341000353 0 -132 -118 ATGCAGCAGGTATAG ATGCAGCAGGTATAG MQQV* MQQV* TCTGCCTCCT TGCGACAGAA 0 Z 0 0 0 0 0
1444 991 an AN3595.1 58.m07394 AO070342000147 0 -226 -182 ATGCGCTCCGAAGAAGTTGTTCGGGACGATGCTTATATAA

GCTGA
ATGCGCTCCGAAGAAGTTGTTCGGGACGATGCT
TATATAAGCTGA

MRSEEVVRDDAYIS* MRSEEVVRDDAYIS* CGGAGGTAGT AATTCCAACC 0  0 0 0 0 0

1445 991 an AN3595.1 58.m07394 AO070342000147 0 -198 -187 ATGCTTATATAA ATGCTTATATAA MLI* MLI* GTTCGGGACG GCTGAAATTC 0  0 0 0 0 0
1446 991 ao AN3595.1 58.m07394 AO070342000147 0 -194 -54 ATGCTCAGAATTCCCCGGAAAAGAAAAAGGCATCCCGTTG

ATGCTTACGTAACGGCGTCCGATCCGCCAAATTTCTTGAG
GACCTCCGATAAACTGAATCCCGCCGAACAGCCAGTCCA
GATTGATTGGAGCTCGACCTGA

ATGCTCAGAATTCCCCGGAAAAGAAAAAGG
CATCCCGTTGATGCTTACGTAACGGCGTCC
GATCCGCCAAATTTCTTGAGGACCTCCGATA
AACTGAATCCCGCCGAACAGCCAGTCCAGA
TTGATTGGAGCTCGACCTGA

MLRIPRKRKRHPVDAYVT
ASDPPNFLRTSDKLNPAE
QPVQIDWSST*

MLRIPRKRKRHPVD
AYVTASDPPNFLRT
SDKLNPAEQPVQID
WSST*

AGGGAGACAA CCCCTATCCT 0  0 0 0 0 0

1447 991 ao AN3595.1 58.m07394 AO070342000147 0 -154 -143 ATGCTTACGTAA ATGCTTACGTAA MLT* MLT* CATCCCGTTG CGGCGTCCGA 0  0 0 0 0 0
1448 992 af AN0731.1 70.m15325 AO070343000492 0 -281 -147 ATGCATGACAAATTAATCTTATTTCTTTCTCACATAGAGGAT

GTATTCTTTTCCTTCGCTTATTTCATATCATTCATCAGAATC
TCATGGAGTCTCCATGCTATTGATTTGACCACTGATGACCT
TCATTGGTGA

ATGCATGACAAATTAATCTTATTTCTTTCTCACATAG
AGGATGTATTCTTTTCCTTCGCTTATTTCATATCATT
CATCAGAATCTCATGGAGTCTCCATGCTATTGATTT
GACCACTGATGACCTTCATTGGTGA

MHDKLILFLSHIEDVFFSF
AYFISFIRISWSLHAIDLTT
DDLHW*

MHDKLILFLSHIEDV
FFSFAYFISFIRISWS
LHAIDLTTDDLHW*

GTCAAATTCT CCCGAAACAA 0 R 0 0 0 0 0

1449 992 af AN0731.1 70.m15325 AO070343000492 0 -277 -266 ATGACAAATTAA ATGACAAATTAA MTN* MTN* AATTCTATGC TCTTATTTCT 0 R 0 0 0 0 0
1450 992 af AN0731.1 70.m15325 AO070343000492 0 -241 -170 ATGTATTCTTTTCCTTCGCTTATTTCATATCATTCATCAGAA

TCTCATGGAGTCTCCATGCTATTGATTTGA
ATGTATTCTTTTCCTTCGCTTATTTCATATCATTCAT
CAGAATCTCATGGAGTCTCCATGCTATTGATTTGA

MYSFPSLISYHSSESHGV
SMLLI*

MYSFPSLISYHSSES
HGVSMLLI*

CACATAGAGG CCACTGATGA 0 R 0 0 0 0 0

1451 992 af AN0731.1 70.m15325 AO070343000492 0 -195 -175 ATGGAGTCTCCATGCTATTGA ATGGAGTCTCCATGCTATTGA MESPCY* MESPCY* TCAGAATCTC TTTGACCACT 0 R 0 0 0 0 0
1452 992 af AN0731.1 70.m15325 AO070343000492 0 -184 -170 ATGCTATTGATTTGA ATGCTATTGATTTGA MLLI* MLLI* TGGAGTCTCC CCACTGATGA 0 R 0 0 0 0 0
1453 992 af AN0731.1 70.m15325 AO070343000492 0 -163 -71 ATGACCTTCATTGGTGACCCGAAACAAAACAGTGTTGCGC

CTTATCGTCGGTCTTTTGCGCAACTTCTCTTATCGCCCGA
GTCAAAATCGTGA

ATGACCTTCATTGGTGACCCGAAACAAAACAGTGT
TGCGCCTTATCGTCGGTCTTTTGCGCAACTTCTCTT
ATCGCCCGAGTCAAAATCGTGA

MTFIGDPKQNSVAPYRR
SFAQLLLSPESKS*

MTFIGDPKQNSVAP
YRRSFAQLLLSPES
KS*

TTGACCACTG ATCGATTTAC 0 R 0 0 0 0 0

1454 992 ao AN0731.1 70.m15325 AO070343000492 0 -163 -140 ATGATGTGCCTTATTTTCTGCTGA ATGATGTGCCTTATTTTCTGCTGA MMCLIFC* MMCLIFC* TTGACTCAAC CTGTGCTGCT 0 R 0 0 0 0 0
1455 992 ao AN0731.1 70.m15325 AO070343000492 0 -160 -140 ATGTGCCTTATTTTCTGCTGA ATGTGCCTTATTTTCTGCTGA MCLIFC* MCLIFC* ACTCAACATG CTGTGCTGCT 0 R 0 0 0 0 0
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1456 995 af AN1350.1 70.m14882 AO070237000010 0 -255 -100 ATGTGGCTAGTGAAAATTTGTGGCGCACCACTGCCGATAA
ATCGTATGGATGTTATCAACACCACAGAAAGCGATCGGGT
AGTACCTCACTACTTGTACCAAAAACTCAGAGACCTTTTTT
TTGGTCGCAAAGTCGCGCCTTGGGGGCAATACTAA

ATGTGGCTAGTGAAAATTTGTGGCGCACCACTGCC
GATAAATCGTATGGATGTTATCAACACCACAGAAAG
CGATCGGGTAGTACCTCACTACTTGTACCAAAAAC
TCAGAGACCTTTTTTTTGGTCGCAAAGTCGCGCCTT
GGGGGCAATACTAA

MWLVKICGAPLPINRMDV
INTTESDRVVPHYLYQKL
RDLFFGRKVAPWGQY*

MWLVKICGAPLPIN
RMDVINTTESDRVV
PHYLYQKLRDLFFG
RKVAPWGQY*

TCCGACGCGG GCGAACTTGT 0 S 0 0 0 0 0

1457 995 af AN1350.1 70.m14882 AO070237000010 0 -210 -100 ATGGATGTTATCAACACCACAGAAAGCGATCGGGTAGTAC
CTCACTACTTGTACCAAAAACTCAGAGACCTTTTTTTTGGT
CGCAAAGTCGCGCCTTGGGGGCAATACTAA

ATGGATGTTATCAACACCACAGAAAGCGATCGGGT
AGTACCTCACTACTTGTACCAAAAACTCAGAGACCT
TTTTTTTGGTCGCAAAGTCGCGCCTTGGGGGCAAT
ACTAA

MDVINTTESDRVVPHYLY
QKLRDLFFGRKVAPWGQ
Y*

MDVINTTESDRVVP
HYLYQKLRDLFFGR
KVAPWGQY*

GATAAATCGT GCGAACTTGT 0 S 0 0 0 0 0

1458 995 af AN1350.1 70.m14882 AO070237000010 0 -206 -174 ATGTTATCAACACCACAGAAAGCGATCGGGTAG ATGTTATCAACACCACAGAAAGCGATCGGGTAG MLSTPQKAIG* MLSTPQKAIG* AATCGTATGG TACCTCACTA 0 S 0 0 0 0 0

1459 995 ao AN1350.1 70.m14882 AO070237000010 0 -178 -125 ATGCTCCCGCAGTGTGGCGCACCATTCCCGATAACATTGT
CAAGAAATACTTAG

ATGCTCCCGCAGTGTGGCGCACCATTCCCG
ATAACATTGTCAAGAAATACTTAG

MLPQCGAPFPITLSRNT* MLPQCGAPFPITLS
RNT*

AGTGTGGCTA TCCGCGAGCG 0 S 0 0 0 0 0

1462 1007 an AN4060.1 54.m06703 AO070342000045 0 -225 -184 ATGAATATGGTTTGTGCTGCTACAGGCAAAAAGCCAGCTT
AG

ATGAATATGGTTTGTGCTGCTACAGGCAAAAAGC
CAGCTTAG

MNMVCAATGKKPA* MNMVCAATGKKPA* CTTAGTAATT GGTTCGGCTA 0 J 0 0 0 YNL302C 0

1463 1007 an AN4060.1 54.m06703 AO070342000045 0 -219 -184 ATGGTTTGTGCTGCTACAGGCAAAAAGCCAGCTTAG ATGGTTTGTGCTGCTACAGGCAAAAAGCCAGCTT
AG

MVCAATGKKPA* MVCAATGKKPA* AATTATGAAT GGTTCGGCTA 0 J 0 0 0 YNL302C 0

1464 1009 an AN7488.1 57.m05869 AO070287000050 0 -301 -287 ATGCGAACCTCTTAG ATGCGAACCTCTTAG MRTS* MRTS* CGATGCCTCG CTGGGTGATA 0 E 0 MG10533.1 0 0 0
1465 1010 an AN6887.1 71.m16033 AO070314000038 0 -77 -18 ATGCCTTGCTCACCTATCGATTTAGATATCTCTTCGTTAGT

CGATGCTGCGCCGCCATAG
ATGCCTTGCTCACCTATCGATTTAGATATCTCTTC
GTTAGTCGATGCTGCGCCGCCATAG

MPCSPIDLDISSLVDAAPP
*

MPCSPIDLDISSLVDAAP
P*

TCGAATTTCG TTGCTCGGCG 0 0 0 0 0 0

1466 1010 ao AN6887.1 71.m16033 AO070314000038 0 -94 -38 ATGCCTTACGCTGTACAACGCAGTGCACTCGCCCTCCTAA
TCCAACTCACTCGCTAG

ATGCCTTACGCTGTACAACGCAGTGCACTC
GCCCTCCTAATCCAACTCACTCGCTAG

MPYAVQRSALALLIQLTR* MPYAVQRSALALLIQ
LTR*

TCATCGATCG TCGATGCAGC 0 0 0 0 0 0

1469 1011 af AN0990.1 70.m15631 AO070318000147 0 -215 -186 ATGATCATTTTATCTTCTTTGCAATTCTGA ATGATCATTTTATCTTCTTTGCAATTCTGA MIILSSLQF* MIILSSLQF* GCATTGATTC AAGTCTTGTC 0 A 0 0 0 0 0
1470 1011 af AN0990.1 70.m15631 AO070318000147 0 -160 -134 ATGGCCGGTTTATCTCGCGCTGTTTGA ATGGCCGGTTTATCTCGCGCTGTTTGA MAGLSRAV* MAGLSRAV* ACGATACTCG GATACAAAGC 0 A 0 0 0 0 0
1467 1011 an AN0990.1 70.m15631 AO070318000147 0 -171 -100 ATGAGATTTATTCCGCATTTGCAGCGCATCAATGGCTGGC

GAACACAGCGCGAACTGAGTCGCTTCATTTAA
ATGAGATTTATTCCGCATTTGCAGCGCATCAATG
GCTGGCGAACACAGCGCGAACTGAGTCGCTTCA
TTTAA

MRFIPHLQRINGWRTQR
ELSRFI*

MRFIPHLQRINGWRTQR
ELSRFI*

ACTCTATCGT GCTTTGTCTA 0 A 0 0 0 0 0

1468 1011 an AN0990.1 70.m15631 AO070318000147 0 -140 -114 ATGGCTGGCGAACACAGCGCGAACTGA ATGGCTGGCGAACACAGCGCGAACTGA MAGEHSAN* MAGEHSAN* CAGCGCATCA GTCGCTTCAT 0 A 0 0 0 0 0
1472 1011 ao AN0990.1 70.m15631 AO070318000147 0 -155 -129 ATGGCTGATCTACTCCCGACAAATTAA ATGGCTGATCTACTCCCGACAAATTAA MADLLPTN* MADLLPTN* CACGCCTGCC GTGTTACATG 0 A 0 0 0 0 0
1473 1011 ao AN0990.1 70.m15631 AO070318000147 0 -121 -26 ATGAGAGGGATAGCTCCTAGTCCAGTCTTTGCGCTAACAT

TGCGCTTTATCCTCGGAAGGGCCACTGTGACGCAAAAGAT
AGATGAATTGTCTTAA

ATGAGAGGGATAGCTCCTAGTCCAGTCTTT
GCGCTAACATTGCGCTTTATCCTCGGAAGG
GCCACTGTGACGCAAAAGATAGATGAATTG
TCTTAA

MRGIAPSPVFALTLRFILG
RATVTQKIDELS*

MRGIAPSPVFALTLR
FILGRATVTQKIDEL
S*

TAAGTGTTAC CAAAACTTGC 0 A 0 0 0 0 0

1475 1012 af AN7701.1 71.m15727 AO070325000108 0 -195 -127 ATGTCTGTCAGCTGCATTGCATCATTGCGATGTTTGTTCTC
CACTACCCACACTAGTCCTTTTCAGTAA

ATGTCTGTCAGCTGCATTGCATCATTGCGATGTTTG
TTCTCCACTACCCACACTAGTCCTTTTCAGTAA

MSVSCIASLRCLFSTTHT
SPFQ*

MSVSCIASLRCLFST
THTSPFQ*

AGATAACTAC GTTCCGGAAT 0 J FG09438.1 MG02598.1 NCU08071.1 0 0

1476 1012 af AN7701.1 71.m15727 AO070325000108 0 -166 -140 ATGTTTGTTCTCCACTACCCACACTAG ATGTTTGTTCTCCACTACCCACACTAG MFVLHYPH* MFVLHYPH* CATCATTGCG TCCTTTTCAG 0 J FG09438.1 MG02598.1 NCU08071.1 0 0

1479 1018 af AN6102.1 69.m15115 AO070280000068 0 -94 -59 ATGGATGACCTCGAATTCATCTCTTGCGTTGCTTGA ATGGATGACCTCGAATTCATCTCTTGCGTTGCTTGA MDDLEFISCVA* MDDLEFISCVA* AAATACCACG GACAGTCTGT 0  0 0 0 0 0

1477 1018 an AN6102.1 69.m15115 AO070280000068 0 -166 -134 ATGGATAGATTTCGTAGTCTCACCCAAAGATAG ATGGATAGATTTCGTAGTCTCACCCAAAGATAG MDRFRSLTQR* MDRFRSLTQR* TCGCATTCGT AGACCTTGTG 0  0 0 0 0 0

1478 1018 an AN6102.1 69.m15115 AO070280000068 0 -69 -46 ATGTCGCCCTCATTGGGGGTTTGA ATGTCGCCCTCATTGGGGGTTTGA MSPSLGV* MSPSLGV* AAGTAGACCG GCAAATTTCA 0  0 0 0 0 0
1481 1022 af AN4124.1 70.m14854 AO070335000032 0 -194 -111 ATGCGTCTTATCAGTTGTGTTACCCCCCGGGAAAGAAGTA

TCCATGCATGCTGGAATTGCGAGCAACCAGCTAGCTCTGG
GTAA

ATGCGTCTTATCAGTTGTGTTACCCCCCGGGAAAG
AAGTATCCATGCATGCTGGAATTGCGAGCAACCAG
CTAGCTCTGGGTAA

MRLISCVTPRERSIHACW
NCEQPASSG*

MRLISCVTPRERSIH
ACWNCEQPASSG*

TGATGATTCG TAAATTACAC 0 E 0 MG01385.1 0 0 0

1482 1022 af AN4124.1 70.m14854 AO070335000032 0 -151 -89 ATGCATGCTGGAATTGCGAGCAACCAGCTAGCTCTGGGTA
ATAAATTACACCTGCCTTGGTGA

ATGCATGCTGGAATTGCGAGCAACCAGCTAGCTCT
GGGTAATAAATTACACCTGCCTTGGTGA

MHAGIASNQLALGNKLHL
PW*

MHAGIASNQLALGN
KLHLPW*

AGAAGTATCC CTTGATTATC 0 E 0 MG01385.1 0 0 0

1483 1022 af AN4124.1 70.m14854 AO070335000032 0 -147 -121 ATGCTGGAATTGCGAGCAACCAGCTAG ATGCTGGAATTGCGAGCAACCAGCTAG MLELRATS* MLELRATS* GTATCCATGC CTCTGGGTAA 0 E 0 MG01385.1 0 0 0
1480 1022 an AN4124.1 70.m14854 AO070335000032 0 -292 -224 ATGGAGACCGGTTTATCTCTCGTCACGGCCAGCCTCGAAC

TCCACTGGCCCATATACTTACCGGATTGA
ATGGAGACCGGTTTATCTCTCGTCACGGCCAGC
CTCGAACTCCACTGGCCCATATACTTACCGGATT
GA

METGLSLVTASLELHWPI
YLPD*

METGLSLVTASLELHWP
IYLPD*

CAAGACCCGT GATCTAGACC 0 E 0 MG01385.1 0 0 0

1484 1022 ao AN4124.1 70.m14854 AO070335000032 0 -183 -145 ATGTATTGGTATCTGGCCCGGATGAGCCAATTACATTGA ATGTATTGGTATCTGGCCCGGATGAGCCAA
TTACATTGA

MYWYLARMSQLH* MYWYLARMSQLH* CTTCTGGACT CAGCGGGTTT 0 E 0 MG01385.1 0 0 0

1485 1022 ao AN4124.1 70.m14854 AO070335000032 0 -162 -145 ATGAGCCAATTACATTGA ATGAGCCAATTACATTGA MSQLH* MSQLH* TCTGGCCCGG CAGCGGGTTT 0 E 0 MG01385.1 0 0 0
1486 1022 ao AN4124.1 70.m14854 AO070335000032 0 -91 -44 ATGCTACTTACTATATGTATACGATCTGTATTGCTCTGGAG

TGTGTGA
ATGCTACTTACTATATGTATACGATCTGTATT
GCTCTGGAGTGTGTGA

MLLTICIRSVLLWSV* MLLTICIRSVLLWSV* AACCTAGTCT AGATGATGCT 0 E 0 MG01385.1 0 0 0

1491 1026 af AN5761.1 69.m14837 AO070193000007 0 -149 -78 ATGGATCTAAGACATTGGAGGAAAAATGTGGCAGCTACAA
AAGTCAAGAACATGTATGACAGCATCGACTGA

ATGGATCTAAGACATTGGAGGAAAAATGTGGCAGC
TACAAAAGTCAAGAACATGTATGACAGCATCGACT
GA

MDLRHWRKNVAATKVKN
MYDSID*

MDLRHWRKNVAAT
KVKNMYDSID*

ACCCCACAAG GATCAGATTT 0 0 0 0 0 0

1492 1026 af AN5761.1 69.m14837 AO070193000007 0 -124 -20 ATGTGGCAGCTACAAAAGTCAAGAACATGTATGACAGCAT
CGACTGAGATCAGATTTATTCGCAGCTGCCAGTGTGATTT
GTATATAGAATATTATTCTTTTTAA

ATGTGGCAGCTACAAAAGTCAAGAACATGTATGAC
AGCATCGACTGAGATCAGATTTATTCGCAGCTGCC
AGTGTGATTTGTATATAGAATATTATTCTTTTTAA

MWQLQKSRTCMTASTEI
RFIRSCQCDLYIEYYSF*

MWQLQKSRTCMTA
STEIRFIRSCQCDLYI
EYYSF*

TGGAGGAAAA TCTCTAACCT 0 0 0 0 0 0

1493 1026 af AN5761.1 69.m14837 AO070193000007 0 -98 -78 ATGTATGACAGCATCGACTGA ATGTATGACAGCATCGACTGA MYDSID* MYDSID* AGTCAAGAAC GATCAGATTT 0 0 0 0 0 0
1494 1026 af AN5761.1 69.m14837 AO070193000007 0 -94 -20 ATGACAGCATCGACTGAGATCAGATTTATTCGCAGCTGCC

AGTGTGATTTGTATATAGAATATTATTCTTTTTAA
ATGACAGCATCGACTGAGATCAGATTTATTCGCAG
CTGCCAGTGTGATTTGTATATAGAATATTATTCTTTT
TAA

MTASTEIRFIRSCQCDLYI
EYYSF*

MTASTEIRFIRSCQC
DLYIEYYSF*

AAGAACATGT TCTCTAACCT 0 0 0 0 0 0

1488 1026 an AN5761.1 69.m14837 AO070193000007 0 -203 -168 ATGACTCTCTTGCTTTTCTTGGTGGAGGAAGAATAA ATGACTCTCTTGCTTTTCTTGGTGGAGGAAGAAT
AA

MTLLLFLVEEE* MTLLLFLVEEE* AAGAACTTTC TGATGATCCA 0 0 0 0 0 0

1489 1026 an AN5761.1 69.m14837 AO070193000007 0 -168 -130 ATGATGATCCATGTAGGTAGCTCGACCCCACACCTCTAA ATGATGATCCATGTAGGTAGCTCGACCCCACACC
TCTAA

MMIHVGSSTPHL* MMIHVGSSTPHL* AGGAAGAATA GGGGAGCAAA 0 0 0 0 0 0

1490 1026 an AN5761.1 69.m14837 AO070193000007 0 -165 -130 ATGATCCATGTAGGTAGCTCGACCCCACACCTCTAA ATGATCCATGTAGGTAGCTCGACCCCACACCTCT
AA

MIHVGSSTPHL* MIHVGSSTPHL* AAGAATAATG GGGGAGCAAA 0 0 0 0 0 0

1495 1026 ao AN5761.1 69.m14837 AO070193000007 0 -135 -109 ATGGGTCTCGACTTGACCTCACCTTGA ATGGGTCTCGACTTGACCTCACCTTGA MGLDLTSP* MGLDLTSP* TAGCAGCTTT ATATCACTGA 0 0 0 0 0 0
1496 1026 ao AN5761.1 69.m14837 AO070193000007 0 -96 -85 ATGCGGAGGTAA ATGCGGAGGTAA MRR* MRR* ATCACTGAAC CATTCAGACA 0 0 0 0 0 0
1499 1029 af AN4359.1 58.m07960 AO070261000002 0 -155 -6 ATGGATGTGATTATGTCAGCGTTCCAGGTCGCGTCTGCTC

AAAACAAATCTATCAACTTATCCAACGCCACCCCAGGTCA
GTTCAGTCTACCAACGTCTACCCCATTTTCCCCCCAATTGA
GTCGCTGTGTACATGGCTCCTGCTGCTAG

ATGGATGTGATTATGTCAGCGTTCCAGGTCGCGTC
TGCTCAAAACAAATCTATCAACTTATCCAACGCCAC
CCCAGGTCAGTTCAGTCTACCAACGTCTACCCCAT
TTTCCCCCCAATTGAGTCGCTGTGTACATGGCTCC
TGCTGCTAG

MDVIMSAFQVASAQNKSI
NLSNATPGQFSLPTSTPF
SPQLSRCVHGSCC*

MDVIMSAFQVASAQ
NKSINLSNATPGQF
SLPTSTPFSPQLSR
CVHGSCC*

TCGCCGACTG TCAATATGGG 0  0 0 0 0 0

1500 1029 af AN4359.1 58.m07960 AO070261000002 0 -143 -6 ATGTCAGCGTTCCAGGTCGCGTCTGCTCAAAACAAATCTA
TCAACTTATCCAACGCCACCCCAGGTCAGTTCAGTCTACC
AACGTCTACCCCATTTTCCCCCCAATTGAGTCGCTGTGTA
CATGGCTCCTGCTGCTAG

ATGTCAGCGTTCCAGGTCGCGTCTGCTCAAAACAA
ATCTATCAACTTATCCAACGCCACCCCAGGTCAGTT
CAGTCTACCAACGTCTACCCCATTTTCCCCCCAATT
GAGTCGCTGTGTACATGGCTCCTGCTGCTAG

MSAFQVASAQNKSINLSN
ATPGQFSLPTSTPFSPQL
SRCVHGSCC*

MSAFQVASAQNKSI
NLSNATPGQFSLPT
STPFSPQLSRCVHG
SCC*

GGATGTGATT TCAATATGGG 0  0 0 0 0 0

1497 1029 an AN4359.1 58.m07960 AO070261000002 0 -146 -81 ATGAGGTTAGTCATCTCCATGTGGGGAGCTGGAGGAGGA
GCGGAATTTAGAGCTTTGCGCCACTAA

ATGAGGTTAGTCATCTCCATGTGGGGAGCTGGA
GGAGGAGCGGAATTTAGAGCTTTGCGCCACTAA

MRLVISMWGAGGGAEFR
ALRH*

MRLVISMWGAGGGAEF
RALRH*

CGGGCTGGTG TACTGCTTCC 0  0 0 0 0 0

1498 1029 an AN4359.1 58.m07960 AO070261000002 0 -128 -81 ATGTGGGGAGCTGGAGGAGGAGCGGAATTTAGAGCTTTG
CGCCACTAA

ATGTGGGGAGCTGGAGGAGGAGCGGAATTTAGA
GCTTTGCGCCACTAA

MWGAGGGAEFRALRH* MWGAGGGAEFRALRH* AGTCATCTCC TACTGCTTCC 0  0 0 0 0 0

1501 1029 ao AN4359.1 58.m07960 AO070261000002 0 -148 -134 ATGTCAACCTCTTGA ATGTCAACCTCTTGA MSTS* MSTS* GCGCGAGATT ACGGAAAGGC 0  0 0 0 0 0
1503 1030 af AN8825.1 71.m15957 AO070271000056 0 -214 -200 ATGGATAGCTTTTGA ATGGATAGCTTTTGA MDSF* MDSF* CGCGGAAAAC TTGATTGCTC 0 U 0 0 0 0 0
1502 1030 an AN8825.1 71.m15957 AO070271000056 0 -241 -125 ATGGACGGGAAGACGCTCGAAGTGGACGTTGATTCTTTCT

CCTCTCACAATTCAAAACTTCTCCTCCTTGCACCCTTTCTC
TTTCGCGCGGCGCACTACGACCCTCCCAGCCCTTAA

ATGGACGGGAAGACGCTCGAAGTGGACGTTGAT
TCTTTCTCCTCTCACAATTCAAAACTTCTCCTCCT
TGCACCCTTTCTCTTTCGCGCGGCGCACTACGAC
CCTCCCAGCCCTTAA

MDGKTLEVDVDSFSSHN
SKLLLLAPFLFRAAHYDP
PSP*

MDGKTLEVDVDSFSSH
NSKLLLLAPFLFRAAHYD
PPSP*

CACGTGGACC CATTTGCTCC 0 U 0 0 0 0 0

1505 1033 af AN1721.1 58.m07788 AO070305000036 0 -118 -83 ATGAATGCACCATTCCGTCCCGATGGTTGTTGCTGA ATGAATGCACCATTCCGTCCCGATGGTTGTTGCTG
A

MNAPFRPDGCC* MNAPFRPDGCC* AACCGCAGGA TCTTTTGGAA 0 R 0 0 NCU08363.1 0 0

1504 1033 an AN1721.1 58.m07788 AO070305000036 0 -119 -57 ATGGTCATCGTACCACTCTTTCTCTTGCCCGTCAGCTTCC
CCTCAGTTCCTCCAGACTTCTAA

ATGGTCATCGTACCACTCTTTCTCTTGCCCGTCA
GCTTCCCCTCAGTTCCTCCAGACTTCTAA

MVIVPLFLLPVSFPSVPPD
F*

MVIVPLFLLPVSFPSVPP
DF*

GAGCCCTGGG GGCTAGCTCC 0 R 0 0 NCU08363.1 0 0

1506 1033 ao AN1721.1 58.m07788 AO070305000036 0 -189 -145 ATGAGCCCTATCGCGACGGAGAATAATTCCTTCGCCCGG
CGGTAG

ATGAGCCCTATCGCGACGGAGAATAATTCC
TTCGCCCGGCGGTAG

MSPIATENNSFARR* MSPIATENNSFARR* CAGAATTCCG GGACCATAAC 0 R 0 0 NCU08363.1 0 0

1507 1035 an AN3747.1 65.m07387 AO070309000075 0 -162 -142 ATGCCAACGATGTCATGCTAA ATGCCAACGATGTCATGCTAA MPTMSC* MPTMSC* CTCTTTTTAA CCTGAAATAC 0 O 0 0 0 0 0
1508 1035 an AN3747.1 65.m07387 AO070309000075 0 -153 -142 ATGTCATGCTAA ATGTCATGCTAA MSC* MSC* AATGCCAACG CCTGAAATAC 0 O 0 0 0 0 0
1509 1035 an AN3747.1 65.m07387 AO070309000075 0 -148 -137 ATGCTAACCTGA ATGCTAACCTGA MLT* MLT* CAACGATGTC AATACTTGCC 0 O 0 0 0 0 0
1511 1035 ao AN3747.1 65.m07387 AO070309000075 0 -205 -182 ATGCGTGGCTTACTTTTGGCATAG ATGCGTGGCTTACTTTTGGCATAG MRGLLLA* MRGLLLA* TCCAAAGACC CCTGTGAAGT 0 O 0 0 0 0 0
1514 1038 af AN1266.1 70.m14945 AO070332000014 0 -227 -213 ATGGACCTGGGTTGA ATGGACCTGGGTTGA MDLG* MDLG* GTGTTGCGGC CACTACGGAG 0 A 0 0 0 0 0
1515 1038 af AN1266.1 70.m14945 AO070332000014 0 -195 -79 ATGAAAGAACCGCAGCCCCAGCGAAAACCAATCACTCACA

TCGCCACCAACTCACTACTACCAGTGCCGATTATTGATTG
CCCGTCAACAACAGTTCAACAGCTGATGGAAGGGTAA

ATGAAAGAACCGCAGCCCCAGCGAAAACCAATCAC
TCACATCGCCACCAACTCACTACTACCAGTGCCGA
TTATTGATTGCCCGTCAACAACAGTTCAACAGCTGA
TGGAAGGGTAA

MKEPQPQRKPITHIATNS
LLPVPIIDCPSTTVQQLME
G*

MKEPQPQRKPITHIA
TNSLLPVPIIDCPSTT
VQQLMEG*

GAGTACTTTA TAAATTGCTT 0 A 0 0 0 0 0

1513 1038 an AN1266.1 70.m14945 AO070332000014 0 -191 -180 ATGGGCGACTGA ATGGGCGACTGA MGD* MGD* TGGCCTAAAA AGGTCATTGA 0 A 0 0 0 0 0
1516 1038 ao AN1266.1 70.m14945 AO070332000014 0 -261 -232 ATGGAGCTATCAACGTCACGTGATAGATAG ATGGAGCTATCAACGTCACGTGATAGATAG MELSTSRDR* MELSTSRDR* GAAGCTTGCC GGCCCTTTGG 0 A 0 0 0 0 0

1517 1038 ao AN1266.1 70.m14945 AO070332000014 0 -192 -133 ATGGATGGAGAACCGTATCTCCGCGCTTCGGAAGCCGCC
AATCCTCGCCACCGTGCTTAA

ATGGATGGAGAACCGTATCTCCGCGCTTCG
GAAGCCGCCAATCCTCGCCACCGTGCTTAA

MDGEPYLRASEAANPRH
RA*

MDGEPYLRASEAAN
PRHRA*

TGAAAAAAGA TCCGACCTTT 0 A 0 0 0 0 0
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1518 1038 ao AN1266.1 70.m14945 AO070332000014 0 -188 -90 ATGGAGAACCGTATCTCCGCGCTTCGGAAGCCGCCAATC
CTCGCCACCGTGCTTAATCCGACCTTTACTGATTCTATAAC
AACAGAGCCTTGCTTTTAA

ATGGAGAACCGTATCTCCGCGCTTCGGAAG
CCGCCAATCCTCGCCACCGTGCTTAATCCG
ACCTTTACTGATTCTATAACAACAGAGCCTT
GCTTTTAA

MENRISALRKPPILATVLN
PTFTDSITTEPCF*

MENRISALRKPPILA
TVLNPTFTDSITTEP
CF*

AAAAGAATGG TGGAAGGGTA 0 A 0 0 0 0 0

1512 1038 conserved AN1266.1 70.m14945 AO070332000014 0 -105 -94 -90 -79 -90 -79 ATGGAAsGkTAA ATGGAACGTTAA ATGGAAGGGTAA ATGGAAGGGTAA MEr* MER* MEG* MEG* yydrCwkywr TAwwkkvhyT 0 A 0 0 0 0 0

1521 1042 af AN4556.1 57.m05568 AO070321000172 0 -232 -209 ATGCCTGAGAGCCTTAACGCCTGA ATGCCTGAGAGCCTTAACGCCTGA MPESLNA* MPESLNA* GTCTGCCAGT GGCAGCCATA 0 R 0 0 NCU00080.1 0 0

1522 1042 af AN4556.1 57.m05568 AO070321000172 0 -152 -36 ATGAGAGCGCTCGTCCGCGTTGTCATGATGGCATCCATCT
CTTTGTTTTGCCTCGATGTTTTGATTCACCTTGATCGACAA
GAAAAACATACAGAATCACAGTGGGGTGTCCAATAA

ATGAGAGCGCTCGTCCGCGTTGTCATGATGGCATC
CATCTCTTTGTTTTGCCTCGATGTTTTGATTCACCTT
GATCGACAAGAAAAACATACAGAATCACAGTGGGG
TGTCCAATAA

MRALVRVVMMASISLFCL
DVLIHLDRQEKHTESQW
GVQ*

MRALVRVVMMASIS
LFCLDVLIHLDRQEK
HTESQWGVQ*

ATTCTGTCCA CTTCAAACTG 0 R 0 0 NCU00080.1 0 0

1523 1042 af AN4556.1 57.m05568 AO070321000172 0 -128 -36 ATGATGGCATCCATCTCTTTGTTTTGCCTCGATGTTTTGAT
TCACCTTGATCGACAAGAAAAACATACAGAATCACAGTGG
GGTGTCCAATAA

ATGATGGCATCCATCTCTTTGTTTTGCCTCGATGTT
TTGATTCACCTTGATCGACAAGAAAAACATACAGAA
TCACAGTGGGGTGTCCAATAA

MMASISLFCLDVLIHLDR
QEKHTESQWGVQ*

MMASISLFCLDVLIH
LDRQEKHTESQWG
VQ*

CCGCGTTGTC CTTCAAACTG 0 R 0 0 NCU00080.1 0 0

1524 1042 af AN4556.1 57.m05568 AO070321000172 0 -125 -36 ATGGCATCCATCTCTTTGTTTTGCCTCGATGTTTTGATTCA
CCTTGATCGACAAGAAAAACATACAGAATCACAGTGGGGT
GTCCAATAA

ATGGCATCCATCTCTTTGTTTTGCCTCGATGTTTTG
ATTCACCTTGATCGACAAGAAAAACATACAGAATCA
CAGTGGGGTGTCCAATAA

MASISLFCLDVLIHLDRQE
KHTESQWGVQ*

MASISLFCLDVLIHL
DRQEKHTESQWGV
Q*

CGTTGTCATG CTTCAAACTG 0 R 0 0 NCU00080.1 0 0

1519 1042 an AN4556.1 57.m05568 AO070321000172 0 -220 -182 ATGCGGATTAGCGCACCCCGCTTAAGCTCTTTAGTGTGA ATGCGGATTAGCGCACCCCGCTTAAGCTCTTTAG
TGTGA

MRISAPRLSSLV* MRISAPRLSSLV* TTACTACCTA CTCGGCCTTG 0 R 0 0 NCU00080.1 0 0

1520 1042 an AN4556.1 57.m05568 AO070321000172 0 -157 -116 ATGAACGTATTCCACCCTTTATCTGCGTCTATATCCTTATAAATGAACGTATTCCACCCTTTATCTGCGTCTATATC
CTTATAA

MNVFHPLSASISL* MNVFHPLSASISL* TTGTGATTTC TCGATTAACC 0 R 0 0 NCU00080.1 0 0

1525 1042 ao AN4556.1 57.m05568 AO070321000172 0 -179 -153 ATGCCTTTATGCCTGAGGCATCAATAG ATGCCTTTATGCCTGAGGCATCAATAG MPLCLRHQ* MPLCLRHQ* CCGTTGATAC CCAGTTGGCC 0 R 0 0 NCU00080.1 0 0

1526 1042 ao AN4556.1 57.m05568 AO070321000172 0 -171 -118 ATGCCTGAGGCATCAATAGCCAGTTGGCCCAAGCTCCCT
GTCCCGATGCGGTAA

ATGCCTGAGGCATCAATAGCCAGTTGGCCC
AAGCTCCCTGTCCCGATGCGGTAA

MPEASIASWPKLPVPMR* MPEASIASWPKLPV
PMR*

ACATGCCTTT GCGTGAGCTC 0 R 0 0 NCU00080.1 0 0

1527 1045 an AN1181.1 70.m15760 AO070331000179 0 -247 -176 ATGCGCAATTTTCCTCTTTTCTTTTTCACCTACTTTCTTTTTT
CACATTGCCTTACTGACATTGCGGCTTGA

ATGCGCAATTTTCCTCTTTTCTTTTTCACCTACTTT
CTTTTTTCACATTGCCTTACTGACATTGCGGCTTG
A

MRNFPLFFFTYFLFSHCL
TDIAA*

MRNFPLFFFTYFLFSHC
LTDIAA*

TCCCCGCCTC CTGGGGCTCT 0 P 0 MG05526.1 0 0 0

1529 1046 af AN1494.1 55.m03004 AO070334000211 0 -82 -68 ATGGTTGCTCATTGA ATGGTTGCTCATTGA MVAH* MVAH* TACGAGAGGA GCTGGACATG 0 K 0 0 NCU02052.1 0 0

1530 1046 ao AN1494.1 55.m03004 AO070334000211 0 -265 -251 ATGACTTCTGAATAA ATGACTTCTGAATAA MTSE* MTSE* TCTAGGTGCC ACTTCTTTTT 0 K 0 0 NCU02052.1 0 0

1533 1051 af AN9467.1 53.m03848 AO070322000047 0 -273 -247 ATGGTTCGAAATCCTGCAATTTCTTGA ATGGTTCGAAATCCTGCAATTTCTTGA MVRNPAIS* MVRNPAIS* TTCGACTTGA TTGATAATTA 0 T 0 0 0 0 0
1534 1051 af AN9467.1 53.m03848 AO070322000047 0 -206 -123 ATGCTCATGTGGTCATTCCAGGCCGAACATAATAAACAAAT

CACGCCGTGGCTCCTTGAACTGCGTTCGCGCTGCCCGAC
TTAA

ATGCTCATGTGGTCATTCCAGGCCGAACATAATAA
ACAAATCACGCCGTGGCTCCTTGAACTGCGTTCGC
GCTGCCCGACTTAA

MLMWSFQAEHNKQITPW
LLELRSRCPT*

MLMWSFQAEHNKQ
ITPWLLELRSRCPT*

TGGCTGGGAC CACCTCCTGC 0 T 0 0 0 0 0

1535 1051 af AN9467.1 53.m03848 AO070322000047 0 -200 -123 ATGTGGTCATTCCAGGCCGAACATAATAAACAAATCACGC
CGTGGCTCCTTGAACTGCGTTCGCGCTGCCCGACTTAA

ATGTGGTCATTCCAGGCCGAACATAATAAACAAATC
ACGCCGTGGCTCCTTGAACTGCGTTCGCGCTGCC
CGACTTAA

MWSFQAEHNKQITPWLL
ELRSRCPT*

MWSFQAEHNKQITP
WLLELRSRCPT*

GGACATGCTC CACCTCCTGC 0 T 0 0 0 0 0

1536 1051 af AN9467.1 53.m03848 AO070322000047 0 -63 -46 ATGTGGCTGGTTACATAG ATGTGGCTGGTTACATAG MWLVT* MWLVT* GACCGAGTAC TCTTGACAAT 0 T 0 0 0 0 0
1531 1051 an AN9467.1 53.m03848 AO070322000047 0 -186 -127 ATGCTATCTCCTGTCCGCAAATGCTCATGTGTCCAGGCCG

ACAGAAACAAACACTCCTAA
ATGCTATCTCCTGTCCGCAAATGCTCATGTGTCC
AGGCCGACAGAAACAAACACTCCTAA

MLSPVRKCSCVQADRNK
HS*

MLSPVRKCSCVQADRN
KHS*

CTTTTTACCA GAGTTGTCCC 0 T 0 0 0 0 0

1539 1054 af AN9031.1 67.m02877 AO070339000005 0 -187 -155 ATGGAATTCTCTCCAGCCGGGGTTCCGAAGTAG ATGGAATTCTCTCCAGCCGGGGTTCCGAAGTAG MEFSPAGVPK* MEFSPAGVPK* GCATGGACTG GAGTACTAAC 0 Q 0 0 0 0 0
1540 1054 af AN9031.1 67.m02877 AO070339000005 0 -92 -42 ATGGAGATGGGTATAGTTAATACACTCTGCAGGCTTCCCG

TCATCCTTTAG
ATGGAGATGGGTATAGTTAATACACTCTGCAGGCT
TCCCGTCATCCTTTAG

MEMGIVNTLCRLPVIL* MEMGIVNTLCRLPVI
L*

AGCTATCAGT TGACTGGTAA 0 Q 0 0 0 0 0

1541 1054 af AN9031.1 67.m02877 AO070339000005 0 -86 -42 ATGGGTATAGTTAATACACTCTGCAGGCTTCCCGTCATCC
TTTAG

ATGGGTATAGTTAATACACTCTGCAGGCTTCCCGT
CATCCTTTAG

MGIVNTLCRLPVIL* MGIVNTLCRLPVIL* CAGTATGGAG TGACTGGTAA 0 Q 0 0 0 0 0

1537 1054 an AN9031.1 67.m02877 AO070339000005 0 -129 -109 ATGTCGGGGTGGTTCGGATGA ATGTCGGGGTGGTTCGGATGA MSGWFG* MSGWFG* TCTGGTCCCG TGTGGTTTTG 0 Q 0 0 0 0 0
1538 1054 an AN9031.1 67.m02877 AO070339000005 0 -74 -6 ATGTCACTCGCGCGCAGAAAAACCTGGAATTACCCGTTTG

AAACATTGCGCCTCTTCTCTCACGAATGA
ATGTCACTCGCGCGCAGAAAAACCTGGAATTACC
CGTTTGAAACATTGCGCCTCTTCTCTCACGAATG
A

MSLARRKTWNYPFETLR
LFSHE*

MSLARRKTWNYPFETL
RLFSHE*

GGTACAAATC TGAAAATGTG 0 Q 0 0 0 0 0

1542 1054 ao AN9031.1 67.m02877 AO070339000005 0 -69 -31 ATGCGTTGGAGCAGGTATACATTCTCAAGCTGTCGGTGA ATGCGTTGGAGCAGGTATACATTCTCAAGCT
GTCGGTGA

MRWSRYTFSSCR* MRWSRYTFSSCR* GATAAGTTCA TAGTTCTTCT 0 Q 0 0 0 0 0

1545 1056 af AN7424.1 57.m05921 AO070197000004 0 -274 -143 ATGACCAATTTTGAATATGCTAGAGATATCGGCGGTGTTG
ATTGGCAGAATAAAAATATGACATTTTTGTTCTTCCTTGCTC
TCCCGGATATTTTTCCCACTTTTTTTTTTCACACACACAGCA
TCTCTTGA

ATGACCAATTTTGAATATGCTAGAGATATCGGCGGT
GTTGATTGGCAGAATAAAAATATGACATTTTTGTTC
TTCCTTGCTCTCCCGGATATTTTTCCCACTTTTTTTT
TTCACACACACAGCATCTCTTGA

MTNFEYARDIGGVDWQN
KNMTFLFFLALPDIFPTFF
FHTHSIS*

MTNFEYARDIGGVD
WQNKNMTFLFFLAL
PDIFPTFFFHTHSIS*

ACATCGAGAA TATTTTATTT 0 A 0 0 0 0 0

1546 1056 af AN7424.1 57.m05921 AO070197000004 0 -258 -214 ATGCTAGAGATATCGGCGGTGTTGATTGGCAGAATAAAAA
TATGA

ATGCTAGAGATATCGGCGGTGTTGATTGGCAGAAT
AAAAATATGA

MLEISAVLIGRIKI* MLEISAVLIGRIKI* AATTTTGAAT CATTTTTGTT 0 A 0 0 0 0 0

1547 1056 af AN7424.1 57.m05921 AO070197000004 0 -217 -143 ATGACATTTTTGTTCTTCCTTGCTCTCCCGGATATTTTTCCC
ACTTTTTTTTTTCACACACACAGCATCTCTTGA

ATGACATTTTTGTTCTTCCTTGCTCTCCCGGATATTT
TTCCCACTTTTTTTTTTCACACACACAGCATCTCTTG
A

MTFLFFLALPDIFPTFFFH
THSIS*

MTFLFFLALPDIFPT
FFFHTHSIS*

GAATAAAAAT TATTTTATTT 0 A 0 0 0 0 0

1543 1056 an AN7424.1 57.m05921 AO070197000004 0 -167 -153 ATGCCAAGCCGCTAA ATGCCAAGCCGCTAA MPSR* MPSR* AGACTAGTCC CTACTAATAT 0 A 0 0 0 0 0
1544 1056 an AN7424.1 57.m05921 AO070197000004 0 -144 -103 ATGGCTTACTGCAATATCTTCGGTACTCGCCACATGGATTA

G
ATGGCTTACTGCAATATCTTCGGTACTCGCCACA
TGGATTAG

MAYCNIFGTRHMD* MAYCNIFGTRHMD* AACTACTAAT TTTACAAAAT 0 A 0 0 0 0 0

1548 1056 ao AN7424.1 57.m05921 AO070197000004 0 -177 -61 ATGGCAAAATCGCGGAAGATAAAAAAAAAAAGAGGAAAAA
CTATTCCAATCGTATATAGAGACAAAAGTCGTTTCAGGCAA
TACAAACTCAATTTGTTCCAAACACCAATTGCCTAA

ATGGCAAAATCGCGGAAGATAAAAAAAAAAA
GAGGAAAAACTATTCCAATCGTATATAGAGA
CAAAAGTCGTTTCAGGCAATACAAACTCAAT
TTGTTCCAAACACCAATTGCCTAA

MAKSRKIKKKRGKTIPIVY
RDKSRFRQYKLNLFQTPI
A*

MAKSRKIKKKRGKTI
PIVYRDKSRFRQYK
LNLFQTPIA*

GCGGTGAGAC TTTTTTCTCT 0 A 0 0 0 0 0

1550 1057 af AN3463.1 59.m09324 AO070265000041 0 -214 -149 ATGCCTCACTATGTAACTCGCCTAGCGACCTCTGTCAAGG
TCCTATTGCTATGTTGCTGTGATTGA

ATGCCTCACTATGTAACTCGCCTAGCGACCTCTGT
CAAGGTCCTATTGCTATGTTGCTGTGATTGA

MPHYVTRLATSVKVLLLC
CCD*

MPHYVTRLATSVKV
LLLCCCD*

TTTATAAAGA GATTTTCCAT 0 V 0 0 0 0 0

1551 1057 af AN3463.1 59.m09324 AO070265000041 0 -164 -153 ATGTTGCTGTGA ATGTTGCTGTGA MLL* MLL* TCCTATTGCT TTGAGATTTT 0 V 0 0 0 0 0
1552 1057 af AN3463.1 59.m09324 AO070265000041 0 -87 -43 ATGAGTGAATTTCTATTATGCTCTTTTTGTCTGAGACTCGT

GTGA
ATGAGTGAATTTCTATTATGCTCTTTTTGTCTGAGA
CTCGTGTGA

MSEFLLCSFCLRLV* MSEFLLCSFCLRLV* AGTGCTGCTG TACCATAGGG 0 V 0 0 0 0 0

1553 1057 af AN3463.1 59.m09324 AO070265000041 0 -70 -35 ATGCTCTTTTTGTCTGAGACTCGTGTGATACCATAG ATGCTCTTTTTGTCTGAGACTCGTGTGATACCATAG MLFLSETRVIP* MLFLSETRVIP* AATTTCTATT GGCTCAACGA 0 V 0 0 0 0 0

1549 1057 an AN3463.1 59.m09324 AO070265000041 0 -170 -141 ATGTTTTTTCTACCAACTCCGATCATGTAA ATGTTTTTTCTACCAACTCCGATCATGTAA MFFLPTPIM* MFFLPTPIM* CCCTGGACGA GATACTCTGA 0 V 0 0 0 0 0
1555 1063 af AN7279.1 54.m06323 AO070290000001 0 -244 -41 ATGATGACGCGGGGCCGTTTCTCCTCCCCCTGTCTTCCTC

TTCGGGAGTATGTGGCTAATGACAGGATGGATATGTATAT
CTCAAACAGAAGAGCCGGTGTAAGAACCGGAATCGACCC
GTGGAGTATGAAGGTGGACGTAAGAGTATGGGATGGAAG
AGGGTATGGCGGCCAGCTATATAACACGTTAACAAGGCAC
AGCTGA

ATGATGACGCGGGGCCGTTTCTCCTCCCCCTGTCT
TCCTCTTCGGGAGTATGTGGCTAATGACAGGATGG
ATATGTATATCTCAAACAGAAGAGCCGGTGTAAGA
ACCGGAATCGACCCGTGGAGTATGAAGGTGGACG
TAAGAGTATGGGATGGAAGAGGGTATGGCGGCCA
GCTATATAACACGTTAACAAGGCACAGCTGA

MMTRGRFSSPCLPLREY
VANDRMDMYISNRRAGV
RTGIDPWSMKVDVRVW
DGRGYGGQLYNTLTRHS
*

MMTRGRFSSPCLPL
REYVANDRMDMYIS
NRRAGVRTGIDPW
SMKVDVRVWDGRG
YGGQLYNTLTRHS*

AATAATCTTC ACGACTACTA 0  0 0 0 0 0

1556 1063 af AN7279.1 54.m06323 AO070290000001 0 -241 -41 ATGACGCGGGGCCGTTTCTCCTCCCCCTGTCTTCCTCTTC
GGGAGTATGTGGCTAATGACAGGATGGATATGTATATCTC
AAACAGAAGAGCCGGTGTAAGAACCGGAATCGACCCGTG
GAGTATGAAGGTGGACGTAAGAGTATGGGATGGAAGAGG
GTATGGCGGCCAGCTATATAACACGTTAACAAGGCACAGC
TGA

ATGACGCGGGGCCGTTTCTCCTCCCCCTGTCTTCC
TCTTCGGGAGTATGTGGCTAATGACAGGATGGATA
TGTATATCTCAAACAGAAGAGCCGGTGTAAGAACC
GGAATCGACCCGTGGAGTATGAAGGTGGACGTAA
GAGTATGGGATGGAAGAGGGTATGGCGGCCAGCT
ATATAACACGTTAACAAGGCACAGCTGA

MTRGRFSSPCLPLREYV
ANDRMDMYISNRRAGVR
TGIDPWSMKVDVRVWD
GRGYGGQLYNTLTRHS*

MTRGRFSSPCLPLR
EYVANDRMDMYISN
RRAGVRTGIDPWS
MKVDVRVWDGRGY
GGQLYNTLTRHS*

AATCTTCATG ACGACTACTA 0  0 0 0 0 0

1557 1063 af AN7279.1 54.m06323 AO070290000001 0 -195 -142 ATGTGGCTAATGACAGGATGGATATGTATATCTCAAACAG
AAGAGCCGGTGTAA

ATGTGGCTAATGACAGGATGGATATGTATATCTCAA
ACAGAAGAGCCGGTGTAA

MWLMTGWICISQTEEPV* MWLMTGWICISQTE
EPV*

CTTCGGGAGT GAACCGGAAT 0  0 0 0 0 0

1558 1063 af AN7279.1 54.m06323 AO070290000001 0 -186 -142 ATGACAGGATGGATATGTATATCTCAAACAGAAGAGCCGG
TGTAA

ATGACAGGATGGATATGTATATCTCAAACAGAAGA
GCCGGTGTAA

MTGWICISQTEEPV* MTGWICISQTEEPV* TATGTGGCTA GAACCGGAAT 0  0 0 0 0 0

1559 1063 af AN7279.1 54.m06323 AO070290000001 0 -178 -41 ATGGATATGTATATCTCAAACAGAAGAGCCGGTGTAAGAA
CCGGAATCGACCCGTGGAGTATGAAGGTGGACGTAAGAG
TATGGGATGGAAGAGGGTATGGCGGCCAGCTATATAACA
CGTTAACAAGGCACAGCTGA

ATGGATATGTATATCTCAAACAGAAGAGCCGGTGT
AAGAACCGGAATCGACCCGTGGAGTATGAAGGTG
GACGTAAGAGTATGGGATGGAAGAGGGTATGGCG
GCCAGCTATATAACACGTTAACAAGGCACAGCTGA

MDMYISNRRAGVRTGIDP
WSMKVDVRVWDGRGYG
GQLYNTLTRHS*

MDMYISNRRAGVRT
GIDPWSMKVDVRV
WDGRGYGGQLYNT
LTRHS*

TAATGACAGG ACGACTACTA 0  0 0 0 0 0

1560 1063 af AN7279.1 54.m06323 AO070290000001 0 -172 -41 ATGTATATCTCAAACAGAAGAGCCGGTGTAAGAACCGGAA
TCGACCCGTGGAGTATGAAGGTGGACGTAAGAGTATGGG
ATGGAAGAGGGTATGGCGGCCAGCTATATAACACGTTAAC
AAGGCACAGCTGA

ATGTATATCTCAAACAGAAGAGCCGGTGTAAGAAC
CGGAATCGACCCGTGGAGTATGAAGGTGGACGTA
AGAGTATGGGATGGAAGAGGGTATGGCGGCCAGC
TATATAACACGTTAACAAGGCACAGCTGA

MYISNRRAGVRTGIDPW
SMKVDVRVWDGRGYGG
QLYNTLTRHS*

MYISNRRAGVRTGI
DPWSMKVDVRVWD
GRGYGGQLYNTLT
RHS*

CAGGATGGAT ACGACTACTA 0  0 0 0 0 0

1561 1063 af AN7279.1 54.m06323 AO070290000001 0 -118 -41 ATGAAGGTGGACGTAAGAGTATGGGATGGAAGAGGGTAT
GGCGGCCAGCTATATAACACGTTAACAAGGCACAGCTGA

ATGAAGGTGGACGTAAGAGTATGGGATGGAAGAG
GGTATGGCGGCCAGCTATATAACACGTTAACAAGG
CACAGCTGA

MKVDVRVWDGRGYGGQ
LYNTLTRHS*

MKVDVRVWDGRGY
GGQLYNTLTRHS*

CCCGTGGAGT ACGACTACTA 0  0 0 0 0 0

1562 1063 af AN7279.1 54.m06323 AO070290000001 0 -98 -63 ATGGGATGGAAGAGGGTATGGCGGCCAGCTATATAA ATGGGATGGAAGAGGGTATGGCGGCCAGCTATAT
AA

MGWKRVWRPAI* MGWKRVWRPAI* ACGTAAGAGT CACGTTAACA 0  0 0 0 0 0

1563 1063 af AN7279.1 54.m06323 AO070290000001 0 -93 -55 ATGGAAGAGGGTATGGCGGCCAGCTATATAACACGTTAA ATGGAAGAGGGTATGGCGGCCAGCTATATAACAC
GTTAA

MEEGMAASYITR* MEEGMAASYITR* AGAGTATGGG CAAGGCACAG 0  0 0 0 0 0

1564 1063 af AN7279.1 54.m06323 AO070290000001 0 -81 -55 ATGGCGGCCAGCTATATAACACGTTAA ATGGCGGCCAGCTATATAACACGTTAA MAASYITR* MAASYITR* GGAAGAGGGT CAAGGCACAG 0  0 0 0 0 0
1554 1063 an AN7279.1 54.m06323 AO070290000001 0 -205 -158 ATGCTCCATTTTACTTTCCCGCCGGAAGAAGTCGCGGGCA

GCGTGTAG
ATGCTCCATTTTACTTTCCCGCCGGAAGAAGTCG
CGGGCAGCGTGTAG

MLHFTFPPEEVAGSV* MLHFTFPPEEVAGSV* TGACCGGTCA AATACCTCTT 0  0 0 0 0 0

1565 1063 ao AN7279.1 54.m06323 AO070290000001 0 -252 -145 ATGCTGATGATCTTCTTCAGGAGGATGTCCGGCCATTCCT
CCAGGACAGGGATATTGTTCCCTGCTAATGTACACGTTCG
AACAGAGACGCGCATGCGCACCGGTTGA

ATGCTGATGATCTTCTTCAGGAGGATGTCC
GGCCATTCCTCCAGGACAGGGATATTGTTC
CCTGCTAATGTACACGTTCGAACAGAGACG
CGCATGCGCACCGGTTGA

MLMIFFRRMSGHSSRTGI
LFPANVHVRTETRMRTG*

MLMIFFRRMSGHSS
RTGILFPANVHVRTE
TRMRTG*

TCTTCCATAT TCTTCCGGAC 0  0 0 0 0 0

66



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

1566 1063 ao AN7279.1 54.m06323 AO070290000001 0 -246 -145 ATGATCTTCTTCAGGAGGATGTCCGGCCATTCCTCCAGGA
CAGGGATATTGTTCCCTGCTAATGTACACGTTCGAACAGA
GACGCGCATGCGCACCGGTTGA

ATGATCTTCTTCAGGAGGATGTCCGGCCATT
CCTCCAGGACAGGGATATTGTTCCCTGCTA
ATGTACACGTTCGAACAGAGACGCGCATGC
GCACCGGTTGA

MIFFRRMSGHSSRTGILF
PANVHVRTETRMRTG*

MIFFRRMSGHSSRT
GILFPANVHVRTETR
MRTG*

ATATATGCTG TCTTCCGGAC 0  0 0 0 0 0

1567 1063 ao AN7279.1 54.m06323 AO070290000001 0 -228 -145 ATGTCCGGCCATTCCTCCAGGACAGGGATATTGTTCCCTG
CTAATGTACACGTTCGAACAGAGACGCGCATGCGCACCG
GTTGA

ATGTCCGGCCATTCCTCCAGGACAGGGATA
TTGTTCCCTGCTAATGTACACGTTCGAACAG
AGACGCGCATGCGCACCGGTTGA

MSGHSSRTGILFPANVHV
RTETRMRTG*

MSGHSSRTGILFPA
NVHVRTETRMRTG*

CTTCAGGAGG TCTTCCGGAC 0  0 0 0 0 0

1568 1063 ao AN7279.1 54.m06323 AO070290000001 0 -185 -123 ATGTACACGTTCGAACAGAGACGCGCATGCGCACCGGTT
GATCTTCCGGACTGGCTCCGTTGA

ATGTACACGTTCGAACAGAGACGCGCATGC
GCACCGGTTGATCTTCCGGACTGGCTCCGT
TGA

MYTFEQRRACAPVDLPD
WLR*

MYTFEQRRACAPV
DLPDWLR*

TTCCCTGCTA ACACTTTTGT 0  0 0 0 0 0

1569 1063 ao AN7279.1 54.m06323 AO070290000001 0 -159 -145 ATGCGCACCGGTTGA ATGCGCACCGGTTGA MRTG* MRTG* AGAGACGCGC TCTTCCGGAC 0  0 0 0 0 0
1571 1070 an AN0894.1 70.m15505 AO070320000067 0 -209 -48 ATGGCCGTATCGCCTCTCTCCGCCTTCAAGCTAGCAACTT

TTCTGCCGGGAGTTGATATTTTCCAAAAGATAAGGGCCGG
TTTTTTTTCTCCTTTCGCCGCCATCAGTTACTCTTCACCTTT
GAATTTTTTTTTTCGGTTGCTTCGTGACTTTTTACATTGA

ATGGCCGTATCGCCTCTCTCCGCCTTCAAGCTAG
CAACTTTTCTGCCGGGAGTTGATATTTTCCAAAA
GATAAGGGCCGGTTTTTTTTCTCCTTTCGCCGCC
ATCAGTTACTCTTCACCTTTGAATTTTTTTTTTCGG
TTGCTTCGTGACTTTTTACATTGA

MAVSPLSAFKLATFLPGV
DIFQKIRAGFFSPFAAISY
SSPLNFFFRLLRDFLH*

MAVSPLSAFKLATFLPG
VDIFQKIRAGFFSPFAAI
SYSSPLNFFFRLLRDFL
H*

GCAGCCAATC TAATTCTGGT 0 A 0 0 0 0 0

1572 1074 af AN1066.1 70.m15166 AO070218000011 0 -207 -19 ATGCTGCTCGGTCTTTGTCTTCACTCTGACCTCATTTTGCC
CTCATCCGAAATTTTCCCTATTTTGAGTGGTGGCTCATCTA
TAATTATCTTCTCTCACTCCATCCTCGCCTCAACTCTGCAT
TTGATACATATAATCCTCCTGTGGTTTCGATCTGCTCAGTA
CATACATACCTATCATCCGCACTAA

ATGCTGCTCGGTCTTTGTCTTCACTCTGACCTCATT
TTGCCCTCATCCGAAATTTTCCCTATTTTGAGTGGT
GGCTCATCTATAATTATCTTCTCTCACTCCATCCTC
GCCTCAACTCTGCATTTGATACATATAATCCTCCTG
TGGTTTCGATCTGCTCAGTACATACATACCTATCAT
CCGCACTAA

MLLGLCLHSDLILPSSEIF
PILSGGSSIIIFSHSILASTL
HLIHIILLWFRSAQYIHTYH
PH*

MLLGLCLHSDLILPS
SEIFPILSGGSSIIIFS
HSILASTLHLIHIILLW
FRSAQYIHTYHPH*

CACCCGGCCT AACCCAAATC 0  0 0 0 0 0

1575 1079 af AN0867.1 70.m15460 AO070320000018 0 -263 -240 ATGGGTCCAGGCAACTATAATTGA ATGGGTCCAGGCAACTATAATTGA MGPGNYN* MGPGNYN* CTGTTGCTCC GACCTTTGCC 0  0 0 0 0 0
1576 1079 af AN0867.1 70.m15460 AO070320000018 0 -225 -148 ATGGAGAGCGGAGTCAACCGATGTCTCGTTGCCCGTGGT

GCCCTGTCGAATCCGTCCTGGATGTGTAGATTACATTGA
ATGGAGAGCGGAGTCAACCGATGTCTCGTTGCCC
GTGGTGCCCTGTCGAATCCGTCCTGGATGTGTAGA
TTACATTGA

MESGVNRCLVARGALSN
PSWMCRLH*

MESGVNRCLVARG
ALSNPSWMCRLH*

TTTGCCCTCC AAGTCTTTTT 0  0 0 0 0 0

1577 1079 af AN0867.1 70.m15460 AO070320000018 0 -205 -158 ATGTCTCGTTGCCCGTGGTGCCCTGTCGAATCCGTCCTG
GATGTGTAG

ATGTCTCGTTGCCCGTGGTGCCCTGTCGAATCCGT
CCTGGATGTGTAG

MSRCPWCPVESVLDV* MSRCPWCPVESVL
DV*

GAGTCAACCG ATTACATTGA 0  0 0 0 0 0

1578 1079 af AN0867.1 70.m15460 AO070320000018 0 -165 -148 ATGTGTAGATTACATTGA ATGTGTAGATTACATTGA MCRLH* MCRLH* TCCGTCCTGG AAGTCTTTTT 0  0 0 0 0 0
1573 1079 an AN0867.1 70.m15460 AO070320000018 0 -235 -98 ATGATCTTTGCCCAAGGCCGGGGGTTCGATTATAATTGGA

GCCATTGCCCTCATCGGAGGAGAGAAAGTTTCGCCATGTT
GAGCAGTTTCTTTTTTTTGTCTGCCAGGTCTGAGTTGTGGA
GTTTTGAAGAAGTGTGA

ATGATCTTTGCCCAAGGCCGGGGGTTCGATTATA
ATTGGAGCCATTGCCCTCATCGGAGGAGAGAAA
GTTTCGCCATGTTGAGCAGTTTCTTTTTTTTGTCT
GCCAGGTCTGAGTTGTGGAGTTTTGAAGAAGTGT
GA

MIFAQGRGFDYNWSHCP
HRRRESFAMLSSFFFLSA
RSELWSFEEV*

MIFAQGRGFDYNWSHC
PHRRRESFAMLSSFFFL
SARSELWSFEEV*

GACCCAAGTG GAGAGCTTGG 0  0 0 0 0 0

1574 1079 an AN0867.1 70.m15460 AO070320000018 0 -160 -98 ATGTTGAGCAGTTTCTTTTTTTTGTCTGCCAGGTCTGAGTT
GTGGAGTTTTGAAGAAGTGTGA

ATGTTGAGCAGTTTCTTTTTTTTGTCTGCCAGGTC
TGAGTTGTGGAGTTTTGAAGAAGTGTGA

MLSSFFFLSARSELWSFE
EV*

MLSSFFFLSARSELWSF
EEV*

AAGTTTCGCC GAGAGCTTGG 0  0 0 0 0 0

1579 1079 ao AN0867.1 70.m15460 AO070320000018 0 -194 -102 ATGGACCAGATAAATTTCGAGCCATTGCCCTCTTCCGAAG
AAGGTTTTGCCATGTTGACGTTAACAGTGATTCCTGGTCG
TGGCGTCCGATGA

ATGGACCAGATAAATTTCGAGCCATTGCCCT
CTTCCGAAGAAGGTTTTGCCATGTTGACGTT
AACAGTGATTCCTGGTCGTGGCGTCCGATG
A

MDQINFEPLPSSEEGFA
MLTLTVIPGRGVR*

MDQINFEPLPSSEE
GFAMLTLTVIPGRG
VR*

CCTAGGGTCC GTGAGAGATA 0  0 0 0 0 0

1580 1079 ao AN0867.1 70.m15460 AO070320000018 0 -143 -102 ATGTTGACGTTAACAGTGATTCCTGGTCGTGGCGTCCGAT
GA

ATGTTGACGTTAACAGTGATTCCTGGTCGTG
GCGTCCGATGA

MLTLTVIPGRGVR* MLTLTVIPGRGVR* AGGTTTTGCC GTGAGAGATA 0  0 0 0 0 0

1581 1079 ao AN0867.1 70.m15460 AO070320000018 0 -105 -91 ATGAGTGAGAGATAA ATGAGTGAGAGATAA MSER* MSER* GTGGCGTCCG CTAAAAGTTC 0  0 0 0 0 0
1582 1081 af AN6628.1 62.m03224 AO070326000079 0 -222 -193 ATGGTGGGGAACCGTGGGCGGAAAAGGTGA ATGGTGGGGAACCGTGGGCGGAAAAGGTGA MVGNRGRKR* MVGNRGRKR* AGTGGCCACT GAGCTCTCCG 0 S 0 0 0 0 0
1584 1083 af AN2143.1 72.m19698 AO070343000190 0 -72 -40 ATGCTGGGTCAGCTTATGCAGCTTACTGACTGA ATGCTGGGTCAGCTTATGCAGCTTACTGACTGA MLGQLMQLTD* MLGQLMQLTD* TCGCTTGTCA TAATTTATTC 0 D FG07139.1 MG07070.1 0 0 0
1583 1083 an AN2143.1 72.m19698 AO070343000190 0 -72 -58 ATGTGTGTGGCATAA ATGTGTGTGGCATAA MCVA* MCVA* CCATCCGTCA ACCGTCGGGA 0 D FG07139.1 MG07070.1 0 0 0
1588 1084 af AN4580.1 57.m05500 AO070316000165 0 -212 -201 ATGACAGCGTAG ATGACAGCGTAG MTA* MTA* TCTCCCCACC GCTGTGTAGC 0 U 0 0 0 0 0
1589 1084 ao AN4580.1 57.m05500 AO070316000165 0 -201 -124 ATGTCAAGATGCTGTTTAGTGTCCAGTTCGAAACTGCAGA

ACAGAGGGGTCTTTGAGAGTTGTCGATCTTTCAATTAG
ATGTCAAGATGCTGTTTAGTGTCCAGTTCGA
AACTGCAGAACAGAGGGGTCTTTGAGAGTT
GTCGATCTTTCAATTAG

MSRCCLVSSSKLQNRGV
FESCRSFN*

MSRCCLVSSSKLQN
RGVFESCRSFN*

CGACCGCCCG CTTGGAATAA 0 U 0 0 0 0 0

1590 1084 ao AN4580.1 57.m05500 AO070316000165 0 -193 -146 ATGCTGTTTAGTGTCCAGTTCGAAACTGCAGAACAGAGGG
GTCTTTGA

ATGCTGTTTAGTGTCCAGTTCGAAACTGCAG
AACAGAGGGGTCTTTGA

MLFSVQFETAEQRGL* MLFSVQFETAEQRG
L*

CGATGTCAAG GAGTTGTCGA 0 U 0 0 0 0 0

1591 1086 ao AN2854.1 59.m08698 AO070338000167 0 -162 -151 ATGGGTTCGTGA ATGGGTTCGTGA MGS* MGS* CGTGAATTAT ATCGCGCACA 0 K 0 0 0 0 0
1593 1087 af AN5484.1 69.m15469 AO070341000401 0 -224 -126 ATGCTTATGGGGATCCCCGACCGCCCCAGCGGGATTCAC

ATGCCTGCACCGAACTCTCCGGGGAAAGCTGGTCGTAAT
CCCAGCCAAATAACGACCTAA

ATGCTTATGGGGATCCCCGACCGCCCCAGCGGGA
TTCACATGCCTGCACCGAACTCTCCGGGGAAAGCT
GGTCGTAATCCCAGCCAAATAACGACCTAA

MLMGIPDRPSGIHMPAPN
SPGKAGRNPSQITT*

MLMGIPDRPSGIHM
PAPNSPGKAGRNP
SQITT*

TGACAGCACC TAAGAAGAAC 0 I 0 0 0 0 0

1594 1087 af AN5484.1 69.m15469 AO070341000401 0 -218 -126 ATGGGGATCCCCGACCGCCCCAGCGGGATTCACATGCCT
GCACCGAACTCTCCGGGGAAAGCTGGTCGTAATCCCAGC
CAAATAACGACCTAA

ATGGGGATCCCCGACCGCCCCAGCGGGATTCACA
TGCCTGCACCGAACTCTCCGGGGAAAGCTGGTCG
TAATCCCAGCCAAATAACGACCTAA

MGIPDRPSGIHMPAPNSP
GKAGRNPSQITT*

MGIPDRPSGIHMPA
PNSPGKAGRNPSQI
TT*

CACCATGCTT TAAGAAGAAC 0 I 0 0 0 0 0

1595 1087 af AN5484.1 69.m15469 AO070341000401 0 -185 -126 ATGCCTGCACCGAACTCTCCGGGGAAAGCTGGTCGTAAT
CCCAGCCAAATAACGACCTAA

ATGCCTGCACCGAACTCTCCGGGGAAAGCTGGTC
GTAATCCCAGCCAAATAACGACCTAA

MPAPNSPGKAGRNPSQI
TT*

MPAPNSPGKAGRN
PSQITT*

CGGGATTCAC TAAGAAGAAC 0 I 0 0 0 0 0

1592 1087 an AN5484.1 69.m15469 AO070341000401 0 -225 -190 ATGCAGAGACCCAAAGGAGCATTGAGAGCGAGGTAA ATGCAGAGACCCAAAGGAGCATTGAGAGCGAGG
TAA

MQRPKGALRAR* MQRPKGALRAR* CAAGAGTCTA ACGAGCCTCG 0 I 0 0 0 0 0

1596 1087 ao AN5484.1 69.m15469 AO070341000401 0 -213 -157 ATGAAATCCCGCGACCGCCCTCCATTCACATGCCCCGAAC
ACTCCGGGGAAGCTTGA

ATGAAATCCCGCGACCGCCCTCCATTCACA
TGCCCCGAACACTCCGGGGAAGCTTGA

MKSRDRPPFTCPEHSGE
A*

MKSRDRPPFTCPEH
SGEA*

ATGACGAGGC CGTTCCTGGT 0 I 0 0 0 0 0

1597 1092 af AN4821.1 56.m02445 AO070327000162 0 -183 -19 ATGACACACGAGACTGACAGGAGTTGGCTGGCGGACTTG
AAAAGCTCCGGTGAGCCACGTGACATCCCCGCAAACCAT
ACGATTAGTCATCCCTCTCTACCCCCACAAGCTCGGGGTG
CGTTGGGTGTCTTCGCAAATGTCTGGCAAACAATTGTCAG
GCTATGA

ATGACACACGAGACTGACAGGAGTTGGCTGGCGG
ACTTGAAAAGCTCCGGTGAGCCACGTGACATCCCC
GCAAACCATACGATTAGTCATCCCTCTCTACCCCC
ACAAGCTCGGGGTGCGTTGGGTGTCTTCGCAAAT
GTCTGGCAAACAATTGTCAGGCTATGA

MTHETDRSWLADLKSSG
EPRDIPANHTISHPSLPP
QARGALGVFANVWQTIV
RL*

MTHETDRSWLADLK
SSGEPRDIPANHTIS
HPSLPPQARGALGV
FANVWQTIVRL*

TTATACAACA TCATGGATAC 0  0 0 0 0 0

1598 1092 ao AN4821.1 56.m02445 AO070327000162 0 -193 -134 ATGCGAGTGGAACGAAGAACATACCCACACACTCTTTACG
GGGACATGCACTTGGCTTGA

ATGCGAGTGGAACGAAGAACATACCCACAC
ACTCTTTACGGGGACATGCACTTGGCTTGA

MRVERRTYPHTLYGDMH
LA*

MRVERRTYPHTLYG
DMHLA*

TCTGTGTATC AACGCTGTAC 0  0 0 0 0 0

1599 1092 ao AN4821.1 56.m02445 AO070327000162 0 -148 -134 ATGCACTTGGCTTGA ATGCACTTGGCTTGA MHLA* MHLA* TTACGGGGAC AACGCTGTAC 0  0 0 0 0 0
1600 1092 ao AN4821.1 56.m02445 AO070327000162 0 -106 -26 ATGCTGCACTTGGCAACCTGTCTCCACCCCCACACAACTC

TATCAAGCTCTTCCGGCTACTATCACTTCCCAATCCAATAA
ATGCTGCACTTGGCAACCTGTCTCCACCCC
CACACAACTCTATCAAGCTCTTCCGGCTACT
ATCACTTCCCAATCCAATAA

MLHLATCLHPHTTLSSSS
GYYHFPIQ*

MLHLATCLHPHTTL
SSSSGYYHFPIQ*

GGTGATTATC GAATCTTGTC 0  0 0 0 0 0

1601 1096 conserved AN5958.1 72.m19176 AO070340000315 0 -73 -35 -74 -36 -70 -32 ATGCGGyyCTyyryyCyTydTyyCmTkmGyGAyAGGTGA ATGCGGCTCTTTACTCCTCATCCCCTTCGCGACA
GGTGA

ATGCGGTCCTTCATCCTTTGTTTCCTGCGTGATAG
GTGA

ATGCGGCCCTCCGCCCCTCTTCTCATTAGC
GACAGGTGA

MRlftphplrDR* MRLFTPHPLRDR* MRSFILCFLRDR* MRPSAPLLISDR* bkyGwrCTCA TwsrsAydCy 0 D 0 0 0 0 0

1606 1098 af AN3390.1 55.m03190 AO070290000088 0 -219 -124 ATGAAACCATACCACTGCCAAATCGGGCAAGCCGGGTATA
TAATTCAATATATTCCAGGTCACCTTATATCAGTTACTGCAA
CATTTCATTTATAA

ATGAAACCATACCACTGCCAAATCGGGCAAGCCG
GGTATATAATTCAATATATTCCAGGTCACCTTATATC
AGTTACTGCAACATTTCATTTATAA

MKPYHCQIGQAGYIIQYIP
GHLISVTATFHL*

MKPYHCQIGQAGYII
QYIPGHLISVTATFH
L*

GCAGTGCCGA GACGACTATC 0 G 0 0 0 0 0

1607 1098 af AN3390.1 55.m03190 AO070290000088 0 -74 -15 ATGAACAGTCATTTGTCAGGACATCCAGAAGACCGGAACA
GCCACACTGTCGACTCCTGA

ATGAACAGTCATTTGTCAGGACATCCAGAAGACCG
GAACAGCCACACTGTCGACTCCTGA

MNSHLSGHPEDRNSHTV
DS*

MNSHLSGHPEDRN
SHTVDS*

CTCTTGGAGG CTTCAGGCAC 0 G 0 0 0 0 0

1602 1098 an AN3390.1 55.m03190 AO070290000088 0 -296 -276 ATGATAACAATCCCATGTTAA ATGATAACAATCCCATGTTAA MITIPC* MITIPC* GGATTGTTTC TAGAAATGGG 0 G 0 0 0 0 0
1603 1098 an AN3390.1 55.m03190 AO070290000088 0 -282 -184 ATGTTAATAGAAATGGGTCACTGTCAATCACCGATTGCTCT

TTGCTGTATTAATTTTCCTAAATTTAGTATACAGTGTCTCAT
TCTTAGGGTGGCATGA

ATGTTAATAGAAATGGGTCACTGTCAATCACCGA
TTGCTCTTTGCTGTATTAATTTTCCTAAATTTAGTA
TACAGTGTCTCATTCTTAGGGTGGCATGA

MLIEMGHCQSPIALCCINF
PKFSIQCLILRVA*

MLIEMGHCQSPIALCCIN
FPKFSIQCLILRVA*

TAACAATCCC CGCTGTTTCG 0 G 0 0 0 0 0

1604 1098 an AN3390.1 55.m03190 AO070290000088 0 -270 -184 ATGGGTCACTGTCAATCACCGATTGCTCTTTGCTGTATTAA
TTTTCCTAAATTTAGTATACAGTGTCTCATTCTTAGGGTGG
CATGA

ATGGGTCACTGTCAATCACCGATTGCTCTTTGCT
GTATTAATTTTCCTAAATTTAGTATACAGTGTCTCA
TTCTTAGGGTGGCATGA

MGHCQSPIALCCINFPKF
SIQCLILRVA*

MGHCQSPIALCCINFPK
FSIQCLILRVA*

GTTAATAGAA CGCTGTTTCG 0 G 0 0 0 0 0

1605 1098 an AN3390.1 55.m03190 AO070290000088 0 -187 -83 ATGACGCTGTTTCGTTCTGTATCAGACATATTTCAGCTGGA
TATATTATCTCCTAGTCCCGGAGAAACTCTGCAGCATTTAA
TCCAGAAAAGAGCCGGTGGCTAA

ATGACGCTGTTTCGTTCTGTATCAGACATATTTCA
GCTGGATATATTATCTCCTAGTCCCGGAGAAACT
CTGCAGCATTTAATCCAGAAAAGAGCCGGTGGCT
AA

MTLFRSVSDIFQLDILSPS
PGETLQHLIQKRAGG*

MTLFRSVSDIFQLDILSP
SPGETLQHLIQKRAGG*

TTAGGGTGGC GAGACGGGCT 0 G 0 0 0 0 0

1608 1098 ao AN3390.1 55.m03190 AO070290000088 0 -81 -7 ATGCCCATGAACATCATTACCAGTTGGGTACAGCATTGCT
TATATCCCGATCTACCTATCTCCTTTGTACGCTGA

ATGCCCATGAACATCATTACCAGTTGGGTAC
AGCATTGCTTATATCCCGATCTACCTATCTC
CTTTGTACGCTGA

MPMNIITSWVQHCLYPDL
PISFVR*

MPMNIITSWVQHCL
YPDLPISFVR*

GTTTATAATC CCTAACATGC 0 G 0 0 0 0 0

1609 1098 ao AN3390.1 55.m03190 AO070290000088 0 -75 -7 ATGAACATCATTACCAGTTGGGTACAGCATTGCTTATATCC
CGATCTACCTATCTCCTTTGTACGCTGA

ATGAACATCATTACCAGTTGGGTACAGCATT
GCTTATATCCCGATCTACCTATCTCCTTTGTA
CGCTGA

MNIITSWVQHCLYPDLPIS
FVR*

MNIITSWVQHCLYP
DLPISFVR*

AATCATGCCC CCTAACATGC 0 G 0 0 0 0 0

1610 1099 af AN3841.1 58.m07817 AO070305000076 0 -274 -236 ATGGACGGAGCACACGGTACCTTACTTTATCAACCATAG ATGGACGGAGCACACGGTACCTTACTTTATCAACC
ATAG

MDGAHGTLLYQP* MDGAHGTLLYQP* ATCATTTGGG TGCTGAATGA 0 I 0 0 NCU00896.1 0 0

1611 1099 af AN3841.1 58.m07817 AO070305000076 0 -229 -158 ATGATTGTTCCCTTTCTCGCTGGGAAAATCATCTCCAGCCT
TCTTCTTTCAGTCTCTCTTTCTCTTGGTTGA

ATGATTGTTCCCTTTCTCGCTGGGAAAATCATCTCC
AGCCTTCTTCTTTCAGTCTCTCTTTCTCTTGGTTGA

MIVPFLAGKIISSLLLSVSL
SLG*

MIVPFLAGKIISSLLL
SVSLSLG*

ATAGTGCTGA TTACTATTTT 0 I 0 0 NCU00896.1 0 0

1615 1104 af AN5328.1 52.m03790 AO070339000247 0 -134 -51 ATGATGACGCGGCTAGGGCCATCATGTTCAGGGCGCCAG
CAATCAAAGGGGTATAAAAGGCTGGCCATTGTTATGCCAG
TATGA

ATGATGACGCGGCTAGGGCCATCATGTTCAGGGC
GCCAGCAATCAAAGGGGTATAAAAGGCTGGCCATT
GTTATGCCAGTATGA

MMTRLGPSCSGRQQSK
GYKRLAIVMPV*

MMTRLGPSCSGRQ
QSKGYKRLAIVMPV*

GAGGCTGGAG GAGGACACAC 0 Q 0 0 0 0 0

1616 1104 af AN5328.1 52.m03790 AO070339000247 0 -131 -51 ATGACGCGGCTAGGGCCATCATGTTCAGGGCGCCAGCAA
TCAAAGGGGTATAAAAGGCTGGCCATTGTTATGCCAGTAT
GA

ATGACGCGGCTAGGGCCATCATGTTCAGGGCGCC
AGCAATCAAAGGGGTATAAAAGGCTGGCCATTGTT
ATGCCAGTATGA

MTRLGPSCSGRQQSKG
YKRLAIVMPV*

MTRLGPSCSGRQQ
SKGYKRLAIVMPV*

GCTGGAGATG GAGGACACAC 0 Q 0 0 0 0 0

1617 1104 af AN5328.1 52.m03790 AO070339000247 0 -111 -79 ATGTTCAGGGCGCCAGCAATCAAAGGGGTATAA ATGTTCAGGGCGCCAGCAATCAAAGGGGTATAA MFRAPAIKGV* MFRAPAIKGV* TAGGGCCATC AAGGCTGGCC 0 Q 0 0 0 0 0

1618 1104 af AN5328.1 52.m03790 AO070339000247 0 -62 -51 ATGCCAGTATGA ATGCCAGTATGA MPV* MPV* GGCCATTGTT GAGGACACAC 0 Q 0 0 0 0 0
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1612 1104 an AN5328.1 52.m03790 AO070339000247 0 -188 -3 ATGGCTTGTCTCGAATTACGCACCCTCTTATACAACCTCCT
TTTTTATGAAACGTCACTGAACGACGTTTACGCGGCGCGA
TCCGGAAGCCCCTGGACCATGTCTATAAGAAGAAGAGGTT
TCTCTGGGGAAATTCGATCATCATCAAGTCAGACATCAGA
CATCCTCTCCTCTCAATCAGCTTAA

ATGGCTTGTCTCGAATTACGCACCCTCTTATACA
ACCTCCTTTTTTATGAAACGTCACTGAACGACGTT
TACGCGGCGCGATCCGGAAGCCCCTGGACCAT
GTCTATAAGAAGAAGAGGTTTCTCTGGGGAAATT
CGATCATCATCAAGTCAGACATCAGACATCCTCT
CCTCTCAATCAGCTTAA

MACLELRTLLYNLLFYET
SLNDVYAARSGSPWTMS
IRRRGFSGEIRSSSSQTS
DILSSQSA*

MACLELRTLLYNLLFYET
SLNDVYAARSGSPWTM
SIRRRGFSGEIRSSSSQ
TSDILSSQSA*

GCTACAGCCT CAATGCGCTT 0 Q 0 0 0 0 0

1613 1104 an AN5328.1 52.m03790 AO070339000247 0 -142 -128 ATGAAACGTCACTGA ATGAAACGTCACTGA MKRH* MKRH* CTCCTTTTTT ACGACGTTTA 0 Q 0 0 0 0 0
1614 1104 an AN5328.1 52.m03790 AO070339000247 0 -89 -3 ATGTCTATAAGAAGAAGAGGTTTCTCTGGGGAAATTCGAT

CATCATCAAGTCAGACATCAGACATCCTCTCCTCTCAATCA
GCTTAA

ATGTCTATAAGAAGAAGAGGTTTCTCTGGGGAAA
TTCGATCATCATCAAGTCAGACATCAGACATCCT
CTCCTCTCAATCAGCTTAA

MSIRRRGFSGEIRSSSSQ
TSDILSSQSA*

MSIRRRGFSGEIRSSSS
QTSDILSSQSA*

CCCCTGGACC CAATGCGCTT 0 Q 0 0 0 0 0

1620 1104 ao AN5328.1 52.m03790 AO070339000247 0 -225 -193 ATGACAGGCACTAGAATAACGTCTCCTGCATAA ATGACAGGCACTAGAATAACGTCTCCTGCAT
AA

MTGTRITSPA* MTGTRITSPA* TCCTTACGGG AGGTTCCATA 0 Q 0 0 0 0 0

1621 1104 ao AN5328.1 52.m03790 AO070339000247 0 -147 -121 ATGACGTGGATTTTCCGAAGCCGTTGA ATGACGTGGATTTTCCGAAGCCGTTGA MTWIFRSR* MTWIFRSR* CTTTGCTCCG CAGGCTTGGA 0 Q 0 0 0 0 0
1625 1107 af AN7313.1 56.m03103 AO070319000136 0 -139 -125 ATGCTCCGCAATTAG ATGCTCCGCAATTAG MLRN* MLRN* TATAGGCTGG GCCCGGCTCC 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1626 1107 af AN7313.1 56.m03103 AO070319000136 0 -114 -103 ATGCTCTGTTGA ATGCTCTGTTGA MLC* MLC* GCCCGGCTCC CCCCGCTTGG 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1622 1107 an AN7313.1 56.m03103 AO070319000136 0 -156 -28 ATGTGTCGGTTCCGATATCCCCACTGGAACACCTCGCTAT
GCATGGGTGAAACACGTATAAAAGGGCGCAGAAAGTGCC
CTAACCAGCTGTTTTGCTCGTACCTATTCAAATCCTCAATC
CATATGTAG

ATGTGTCGGTTCCGATATCCCCACTGGAACACCT
CGCTATGCATGGGTGAAACACGTATAAAAGGGC
GCAGAAAGTGCCCTAACCAGCTGTTTTGCTCGTA
CCTATTCAAATCCTCAATCCATATGTAG

MCRFRYPHWNTSLCMG
ETRIKGRRKCPNQLFCSY
LFKSSIHM*

MCRFRYPHWNTSLCMG
ETRIKGRRKCPNQLFCS
YLFKSSIHM*

ACTTGGCATT CTGGGGTTGC 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1623 1107 an AN7313.1 56.m03103 AO070319000136 0 -118 -107 ATGCATGGGTGA ATGCATGGGTGA MHG* MHG* ACACCTCGCT AACACGTATA 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1624 1107 an AN7313.1 56.m03103 AO070319000136 0 -114 -28 ATGGGTGAAACACGTATAAAAGGGCGCAGAAAGTGCCCT
AACCAGCTGTTTTGCTCGTACCTATTCAAATCCTCAATCCA
TATGTAG

ATGGGTGAAACACGTATAAAAGGGCGCAGAAAG
TGCCCTAACCAGCTGTTTTGCTCGTACCTATTCA
AATCCTCAATCCATATGTAG

MGETRIKGRRKCPNQLF
CSYLFKSSIHM*

MGETRIKGRRKCPNQLF
CSYLFKSSIHM*

CTCGCTATGC CTGGGGTTGC 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1627 1107 ao AN7313.1 56.m03103 AO070319000136 0 -181 -83 ATGGACCGTGATGCATCAGTTAGACCATGCATGATAGATT
GCAGCACAACCCCTCAGTCATGTCTCGACCTTTATCTTATC
TGGACACATCACGCTTAA

ATGGACCGTGATGCATCAGTTAGACCATGC
ATGATAGATTGCAGCACAACCCCTCAGTCAT
GTCTCGACCTTTATCTTATCTGGACACATCA
CGCTTAA

MDRDASVRPCMIDCSTT
PQSCLDLYLIWTHHA*

MDRDASVRPCMIDC
STTPQSCLDLYLIWT
HHA*

TCCGATATTG ATAGTTCATT 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1628 1107 ao AN7313.1 56.m03103 AO070319000136 0 -171 -148 ATGCATCAGTTAGACCATGCATGA ATGCATCAGTTAGACCATGCATGA MHQLDHA* MHQLDHA* ATGGACCGTG TAGATTGCAG 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1629 1107 ao AN7313.1 56.m03103 AO070319000136 0 -151 -83 ATGATAGATTGCAGCACAACCCCTCAGTCATGTCTCGACC
TTTATCTTATCTGGACACATCACGCTTAA

ATGATAGATTGCAGCACAACCCCTCAGTCAT
GTCTCGACCTTTATCTTATCTGGACACATCA
CGCTTAA

MIDCSTTPQSCLDLYLIW
THHA*

MIDCSTTPQSCLDL
YLIWTHHA*

TAGACCATGC ATAGTTCATT 0  FG11366.1 MG03844.1 NCU06861.1 0 0

1633 1110 af AN9383.1 72.m19553 AO070336000233 0 -256 -227 ATGACGGATGACTATTGTGAAGAAACTTGA ATGACGGATGACTATTGTGAAGAAACTTGA MTDDYCEET* MTDDYCEET* ATCAGATATT TATTTCTCCA 0 R 0 0 0 0 0
1634 1110 af AN9383.1 72.m19553 AO070336000233 0 -249 -178 ATGACTATTGTGAAGAAACTTGATATTTCTCCACCACTCTG

GTGGATGCTCCATGCCAAGATGGCTAGGTAA
ATGACTATTGTGAAGAAACTTGATATTTCTCCACCA
CTCTGGTGGATGCTCCATGCCAAGATGGCTAGGTA
A

MTIVKKLDISPPLWWMLH
AKMAR*

MTIVKKLDISPPLW
WMLHAKMAR*

ATTATGACGG TTCTCCGTTT 0 R 0 0 0 0 0

1635 1110 af AN9383.1 72.m19553 AO070336000233 0 -204 -178 ATGCTCCATGCCAAGATGGCTAGGTAA ATGCTCCATGCCAAGATGGCTAGGTAA MLHAKMAR* MLHAKMAR* ACTCTGGTGG TTCTCCGTTT 0 R 0 0 0 0 0
1636 1110 af AN9383.1 72.m19553 AO070336000233 0 -189 -178 ATGGCTAGGTAA ATGGCTAGGTAA MAR* MAR* CCATGCCAAG TTCTCCGTTT 0 R 0 0 0 0 0
1630 1110 an AN9383.1 72.m19553 AO070336000233 0 -253 -212 ATGATTATGAATAATGACTGCTCCTCTCCACAATTTTCCTG

A
ATGATTATGAATAATGACTGCTCCTCTCCACAATT
TTCCTGA

MIMNNDCSSPQFS* MIMNNDCSSPQFS* TATAAATTGT AGATGCCAAG 0 R 0 0 0 0 0

1631 1110 an AN9383.1 72.m19553 AO070336000233 0 -247 -212 ATGAATAATGACTGCTCCTCTCCACAATTTTCCTGA ATGAATAATGACTGCTCCTCTCCACAATTTTCCTG
A

MNNDCSSPQFS* MNNDCSSPQFS* TTGTATGATT AGATGCCAAG 0 R 0 0 0 0 0

1632 1110 an AN9383.1 72.m19553 AO070336000233 0 -240 -58 ATGACTGCTCCTCTCCACAATTTTCCTGAAGATGCCAAGTT
TGCCAAGCTGTCTGAAGGTCTTAATTTTTCCGGTGCGGAG
AAGCTCAGTGTTAATTTCTCCGTCGGCCAGGGCCTTGGGA
TCGTCAGGCCTATCGTCAAGCATAGCTCCCCATGCAATGA
GACCAGCCCCAACAAATTATAA

ATGACTGCTCCTCTCCACAATTTTCCTGAAGATG
CCAAGTTTGCCAAGCTGTCTGAAGGTCTTAATTTT
TCCGGTGCGGAGAAGCTCAGTGTTAATTTCTCCG
TCGGCCAGGGCCTTGGGATCGTCAGGCCTATCG
TCAAGCATAGCTCCCCATGCAATGAGACCAGCC
CCAACAAATTATAA

MTAPLHNFPEDAKFAKLS
EGLNFSGAEKLSVNFSV
GQGLGIVRPIVKHSSPCN
ETSPNKL*

MTAPLHNFPEDAKFAKL
SEGLNFSGAEKLSVNFS
VGQGLGIVRPIVKHSSP
CNETSPNKL*

ATTATGAATA AAGGGGCCAG 0 R 0 0 0 0 0

1637 1110 ao AN9383.1 72.m19553 AO070336000233 0 -230 -204 ATGCTATCGTGGCTTATCTGCAGCTAA ATGCTATCGTGGCTTATCTGCAGCTAA MLSWLICS* MLSWLICS* ATTTACCATC ATTTAAAGTT 0 R 0 0 0 0 0
1645 1117 an AN4672.1 71.m15660 AO070284000034 0 -279 -268 ATGAGGCAGTAA ATGAGGCAGTAA MRQ* MRQ* CTAGATACTA GAGTAGTAAT 0 S 0 0 0 0 0
1646 1117 an AN4672.1 71.m15660 AO070284000034 0 -247 -227 ATGCAGAAGCAGATCCGATGA ATGCAGAAGCAGATCCGATGA MQKQIR* MQKQIR* AATACTTGAG AAGTGGGTTG 0 S 0 0 0 0 0
1647 1117 an AN4672.1 71.m15660 AO070284000034 0 -230 -216 ATGAAAGTGGGTTGA ATGAAAGTGGGTTGA MKVG* MKVG* AGCAGATCCG TCAAACAAAA 0 S 0 0 0 0 0
1648 1117 an AN4672.1 71.m15660 AO070284000034 0 -206 -117 ATGCAGGTTCACCTATACAGGACTCGAGGACGTGTAAGAG

AGTCCGTGTTGACGGCGGCTGTTGTCAGTACGACTATCGA
TAAGGCTTAG

ATGCAGGTTCACCTATACAGGACTCGAGGACGT
GTAAGAGAGTCCGTGTTGACGGCGGCTGTTGTC
AGTACGACTATCGATAAGGCTTAG

MQVHLYRTRGRVRESVL
TAAVVSTTIDKA*

MQVHLYRTRGRVRESV
LTAAVVSTTIDKA*

ATCAAACAAA GCTTGGCACG 0 S 0 0 0 0 0

1649 1117 ao AN4672.1 71.m15660 AO070284000034 0 -208 -131 ATGAAGATCAATCGATCACTGAACCCTGTTTCATCTCGTGT
TTACAGTCAGCCCGGTTGGCGGTGCGACTATCGATAA

ATGAAGATCAATCGATCACTGAACCCTGTTT
CATCTCGTGTTTACAGTCAGCCCGGTTGGC
GGTGCGACTATCGATAA

MKINRSLNPVSSRVYSQP
GWRCDYR*

MKINRSLNPVSSRV
YSQPGWRCDYR*

AATCCGGAAG GCGCCCTGTC 0 S 0 0 0 0 0

1651 1123 af AN4842.1 59.m09137 AO070327000130 0 -97 -59 ATGTGGCACCATCCGGACTGGGCGTGCATCAGACAGTAA ATGTGGCACCATCCGGACTGGGCGTGCATCAGAC
AGTAA

MWHHPDWACIRQ* MWHHPDWACIRQ* ACTAAACCAC CCGTTCCGAA 0 C FG09542.1 MG03006.1 0 0 0

1650 1123 an AN4842.1 59.m09137 AO070327000130 0 -109 -86 ATGTTTCTGCCTCAGGCCACATAG ATGTTTCTGCCTCAGGCCACATAG MFLPQAT* MFLPQAT* TCACGTGCGT TCAGCGCATC 0 C FG09542.1 MG03006.1 0 0 0
1657 1127 af AN0847.1 70.m15446 AO070216000006 0 -242 -201 ATGGTCAATTCCTATAGTTCACAACAAGCTCCACTACCGTG

A
ATGGTCAATTCCTATAGTTCACAACAAGCTCCACTA
CCGTGA

MVNSYSSQQAPLP* MVNSYSSQQAPLP* GCACTGACGT TTCGTGATAC 0 O 0 MG06648.1 NCU09485.1 0 0

1658 1127 af AN0847.1 70.m15446 AO070216000006 0 -186 -142 ATGTACAGCCCGTTTTACACGGATCCTTCTTTCGACAATTA
CTAG

ATGTACAGCCCGTTTTACACGGATCCTTCTTTCGAC
AATTACTAG

MYSPFYTDPSFDNY* MYSPFYTDPSFDNY
*

TGATACCTGA GGAAGGTCTT 0 O 0 MG06648.1 NCU09485.1 0 0

1659 1127 af AN0847.1 70.m15446 AO070216000006 0 -73 -32 ATGCTCCTAGACTCTTCCTCCATGGTGCTCAGCTTTGTCT
GA

ATGCTCCTAGACTCTTCCTCCATGGTGCTCAGCTTT
GTCTGA

MLLDSSSMVLSFV* MLLDSSSMVLSFV* ATTTTGAGGT CCTCTATTAT 0 O 0 MG06648.1 NCU09485.1 0 0

1656 1127 an AN0847.1 70.m15446 AO070216000006 0 -81 -52 ATGCTACCAGGACCAGTCTCATCATTTTGA ATGCTACCAGGACCAGTCTCATCATTTTGA MLPGPVSSF* MLPGPVSSF* CTCCAAAGGT GACACTCTGC 0 O 0 MG06648.1 NCU09485.1 0 0

1665 1131 af AN0362.1 63.m00629 AO070318000042 0 -196 -41 ATGCTTGTCTCACTTAGGTTACATCGACTAAAGGGCATCA
GTATTCTGGAGGCCCTCGTACTGAATCTCTGTCATAGTATA
AAGACAGCATCCCCCCATCCAAACCTCCCGTTTCTCATCC
TCATCCCAACATCTCTATTCTTTCTACGTCCCTAA

ATGCTTGTCTCACTTAGGTTACATCGACTAAAGGG
CATCAGTATTCTGGAGGCCCTCGTACTGAATCTCT
GTCATAGTATAAAGACAGCATCCCCCCATCCAAAC
CTCCCGTTTCTCATCCTCATCCCAACATCTCTATTC
TTTCTACGTCCCTAA

MLVSLRLHRLKGISILEAL
VLNLCHSIKTASPHPNLP
FLILIPTSLFFLRP*

MLVSLRLHRLKGISI
LEALVLNLCHSIKTA
SPHPNLPFLILIPTSL
FFLRP*

AAACCAGCAG AACTCCAGGG 0  0 0 0 0 0

1661 1131 an AN0362.1 63.m00629 AO070318000042 0 -215 -189 ATGGATATATCGGCTTCGGCTACATGA ATGGATATATCGGCTTCGGCTACATGA MDISASAT* MDISASAT* TGTGGTCTGC ACTATGCTGT 0  0 0 0 0 0
1662 1131 an AN0362.1 63.m00629 AO070318000042 0 -192 -130 ATGAACTATGCTGTCATCGACGTATACGGAGCTGATCGTC

TTGATCGTCAGGTTCGACTATAA
ATGAACTATGCTGTCATCGACGTATACGGAGCTG
ATCGTCTTGATCGTCAGGTTCGACTATAA

MNYAVIDVYGADRLDRQ
VRL*

MNYAVIDVYGADRLDRQ
VRL*

CTTCGGCTAC ATCTTCCGGT 0  0 0 0 0 0

1663 1131 an AN0362.1 63.m00629 AO070318000042 0 -185 -54 ATGCTGTCATCGACGTATACGGAGCTGATCGTCTTGATCG
TCAGGTTCGACTATAAATCTTCCGGTGATTCCTCCGGGCA
TGGCTATCGTCGTAAAGCAACAAACCTTTTTATCTCTAGCT
CTCTACCTTGA

ATGCTGTCATCGACGTATACGGAGCTGATCGTCT
TGATCGTCAGGTTCGACTATAAATCTTCCGGTGA
TTCCTCCGGGCATGGCTATCGTCGTAAAGCAACA
AACCTTTTTATCTCTAGCTCTCTACCTTGA

MLSSTYTELIVLIVRFDYK
SSGDSSGHGYRRKATNL
FISSSLP*

MLSSTYTELIVLIVRFDYK
SSGDSSGHGYRRKATN
LFISSSLP*

TACATGAACT TCTCTACCTT 0  0 0 0 0 0

1664 1131 an AN0362.1 63.m00629 AO070318000042 0 -106 -29 ATGGCTATCGTCGTAAAGCAACAAACCTTTTTATCTCTAGC
TCTCTACCTTGATCTCTACCTTGATCTTTACCTCTAG

ATGGCTATCGTCGTAAAGCAACAAACCTTTTTATC
TCTAGCTCTCTACCTTGATCTCTACCTTGATCTTT
ACCTCTAG

MAIVVKQQTFLSLALYLDL
YLDLYL*

MAIVVKQQTFLSLALYLD
LYLDLYL*

TCCTCCGGGC AAAGTCAACT 0  0 0 0 0 0

1666 1131 ao AN0362.1 63.m00629 AO070318000042 0 -253 -233 ATGATCCAGATTTCGATATGA ATGATCCAGATTTCGATATGA MIQISI* MIQISI* CTGATAGGTT TTATGCAGCG 0  0 0 0 0 0
1667 1131 ao AN0362.1 63.m00629 AO070318000042 0 -236 -201 ATGATTATGCAGCGGTTGGCGCCGACTGCAATGTAA ATGATTATGCAGCGGTTGGCGCCGACTGCA

ATGTAA
MIMQRLAPTAM* MIMQRLAPTAM* AGATTTCGAT CGTCTCTCTC 0  0 0 0 0 0

1668 1131 ao AN0362.1 63.m00629 AO070318000042 0 -230 -201 ATGCAGCGGTTGGCGCCGACTGCAATGTAA ATGCAGCGGTTGGCGCCGACTGCAATGTAA MQRLAPTAM* MQRLAPTAM* CGATATGATT CGTCTCTCTC 0  0 0 0 0 0

1669 1131 ao AN0362.1 63.m00629 AO070318000042 0 -190 -50 ATGGCTCCACGAGATGCAGAATGTTGTATGACTCTCGCTA
TCCATGGATATCTCTCAGCCTCCTCGTCCTCCGGATATAA
ATACGAGGTCGATATCTCGACAACATGTCTCTCCAAACAG
CTCAGTCTGAAAACATTATAA

ATGGCTCCACGAGATGCAGAATGTTGTATG
ACTCTCGCTATCCATGGATATCTCTCAGCCT
CCTCGTCCTCCGGATATAAATACGAGGTCG
ATATCTCGACAACATGTCTCTCCAAACAGCT
CAGTCTGAAAACATTATAA

MAPRDAECCMTLAIHGYL
SASSSSGYKYEVDISTTC
LSKQLSLKTL*

MAPRDAECCMTLAI
HGYLSASSSSGYKY
EVDISTTCLSKQLSL
KTL*

CGTCTCTCTC CCGTCTTCCA 0  0 0 0 0 0

1670 1131 ao AN0362.1 63.m00629 AO070318000042 0 -177 -160 ATGCAGAATGTTGTATGA ATGCAGAATGTTGTATGA MQNVV* MQNVV* GCTCCACGAG CTCTCGCTAT 0  0 0 0 0 0
1671 1131 ao AN0362.1 63.m00629 AO070318000042 0 -170 -111 ATGTTGTATGACTCTCGCTATCCATGGATATCTCTCAGCCT

CCTCGTCCTCCGGATATAA
ATGTTGTATGACTCTCGCTATCCATGGATAT
CTCTCAGCCTCCTCGTCCTCCGGATATAA

MLYDSRYPWISLSLLVLRI
*

MLYDSRYPWISLSLL
VLRI*

GAGATGCAGA ATACGAGGTC 0  0 0 0 0 0

1672 1131 ao AN0362.1 63.m00629 AO070318000042 0 -163 -50 ATGACTCTCGCTATCCATGGATATCTCTCAGCCTCCTCGT
CCTCCGGATATAAATACGAGGTCGATATCTCGACAACATG
TCTCTCCAAACAGCTCAGTCTGAAAACATTATAA

ATGACTCTCGCTATCCATGGATATCTCTCAG
CCTCCTCGTCCTCCGGATATAAATACGAGG
TCGATATCTCGACAACATGTCTCTCCAAACA
GCTCAGTCTGAAAACATTATAA

MTLAIHGYLSASSSSGYK
YEVDISTTCLSKQLSLKTL
*

MTLAIHGYLSASSSS
GYKYEVDISTTCLSK
QLSLKTL*

AGAATGTTGT CCGTCTTCCA 0  0 0 0 0 0

1673 1131 ao AN0362.1 63.m00629 AO070318000042 0 -147 -61 ATGGATATCTCTCAGCCTCCTCGTCCTCCGGATATAAATAC
GAGGTCGATATCTCGACAACATGTCTCTCCAAACAGCTCA
GTCTGA

ATGGATATCTCTCAGCCTCCTCGTCCTCCG
GATATAAATACGAGGTCGATATCTCGACAAC
ATGTCTCTCCAAACAGCTCAGTCTGA

MDISQPPRPPDINTRSISR
QHVSPNSSV*

MDISQPPRPPDINTR
SISRQHVSPNSSV*

CTCGCTATCC AAACATTATA 0  0 0 0 0 0

1683 1136 af AN1486.1 55.m02992 AO070334000193 0 -247 -203 ATGAGAATGGAGAGGGCCGTTTACTCCGCCTTCCAAAGCA
CGTGA

ATGAGAATGGAGAGGGCCGTTTACTCCGCCTTCCA
AAGCACGTGA

MRMERAVYSAFQST* MRMERAVYSAFQS
T*

TTGGGTGGTG TGAGACTTTG 0 J 0 0 0 0 0

1684 1136 af AN1486.1 55.m02992 AO070334000193 0 -241 -203 ATGGAGAGGGCCGTTTACTCCGCCTTCCAAAGCACGTGA ATGGAGAGGGCCGTTTACTCCGCCTTCCAAAGCAC
GTGA

MERAVYSAFQST* MERAVYSAFQST* GGTGATGAGA TGAGACTTTG 0 J 0 0 0 0 0

1685 1136 af AN1486.1 55.m02992 AO070334000193 0 -203 -168 ATGAGACTTTGGGGGAGCAGTCCGAATCAATACTAG ATGAGACTTTGGGGGAGCAGTCCGAATCAATACTA
G

MRLWGSSPNQY* MRLWGSSPNQY* AAAGCACGTG CGCCCTTCTC 0 J 0 0 0 0 0

1686 1136 af AN1486.1 55.m02992 AO070334000193 0 -139 -80 ATGCGGAATAGTTTCTTGATTTCCTTTTGTAGACAAGTTTC
GACAGCTTCGATAGCTTAA

ATGCGGAATAGTTTCTTGATTTCCTTTTGTAGACAA
GTTTCGACAGCTTCGATAGCTTAA

MRNSFLISFCRQVSTASI
A*

MRNSFLISFCRQVS
TASIA*

GCAACAGTTG TGAACAAGCA 0 J 0 0 0 0 0

1680 1136 an AN1486.1 55.m02992 AO070334000193 0 -151 -119 ATGAACGATGCGGCTATCACGGAACAACATTGA ATGAACGATGCGGCTATCACGGAACAACATTGA MNDAAITEQH* MNDAAITEQH* GTCTGCTGTC TGCGGGTACT 0 J 0 0 0 0 0
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1681 1136 an AN1486.1 55.m02992 AO070334000193 0 -144 -61 ATGCGGCTATCACGGAACAACATTGATGCGGGTACTGTG
GCTTACCTTTCTGGGACAGTTCTGAGCTTGTTCTTTCTTTG
CTGA

ATGCGGCTATCACGGAACAACATTGATGCGGGT
ACTGTGGCTTACCTTTCTGGGACAGTTCTGAGCT
TGTTCTTTCTTTGCTGA

MRLSRNNIDAGTVAYLSG
TVLSLFFLC*

MRLSRNNIDAGTVAYLS
GTVLSLFFLC*

GTCATGAACG GGAGCAGAGG 0 J 0 0 0 0 0

1682 1136 an AN1486.1 55.m02992 AO070334000193 0 -119 -81 ATGCGGGTACTGTGGCTTACCTTTCTGGGACAGTTCTGA ATGCGGGTACTGTGGCTTACCTTTCTGGGACAGT
TCTGA

MRVLWLTFLGQF* MRVLWLTFLGQF* AACAACATTG GCTTGTTCTT 0 J 0 0 0 0 0

1688 1140 af AN1554.1 55.m03071 AO070339000300 0 -134 -117 ATGCCGTCAGATCTCTAA ATGCCGTCAGATCTCTAA MPSDL* MPSDL* CCAAGTCTCG GGCCTCTCCA 0 MOT 0 0 0 0 0
1687 1140 an AN1554.1 55.m03071 AO070339000300 0 -131 -117 ATGTCCGAATCATAG ATGTCCGAATCATAG MSES* MSES* GCCTCCCTCC GCACCTCTCG 0 MOT 0 0 0 0 0
1689 1140 ao AN1554.1 55.m03071 AO070339000300 0 -152 -126 ATGAGAGCCTATATGCGCCGTACTTAG ATGAGAGCCTATATGCGCCGTACTTAG MRAYMRRT* MRAYMRRT* CTTCTCCCCC ATCTCCGCTT 0 MOT 0 0 0 0 0
1690 1140 ao AN1554.1 55.m03071 AO070339000300 0 -140 -126 ATGCGCCGTACTTAG ATGCGCCGTACTTAG MRRT* MRRT* GAGAGCCTAT ATCTCCGCTT 0 MOT 0 0 0 0 0
1692 1144 ao AN6528.1 62.m03116 AO070270000028 0 -202 -164 ATGCACTTTGCTACATTACGTGGTCAAACTCTTGTATAA ATGCACTTTGCTACATTACGTGGTCAAACTC

TTGTATAA
MHFATLRGQTLV* MHFATLRGQTLV* AACACCCCTG CAAATCGATA 0 O 0 0 0 0 0

1693 1145 af AN7298.1 72.m19768 AO070297000040 0 -201 -55 ATGCCCAAACAATGCCTTGCGTGGAGGCATCCAAATGAG
GAGCAATACATCTCTTTGGCCAATCATAGCCTCCTGTGTC
AAGATTCTCCTCATCAGCTTCCATCCCACCCTCATCCAGTT
TCGGACTATTCCTCTAACTGCTTATAG

ATGCCCAAACAATGCCTTGCGTGGAGGCATCCAAA
TGAGGAGCAATACATCTCTTTGGCCAATCATAGCC
TCCTGTGTCAAGATTCTCCTCATCAGCTTCCATCCC
ACCCTCATCCAGTTTCGGACTATTCCTCTAACTGCT
TATAG

MPKQCLAWRHPNEEQYI
SLANHSLLCQDSPHQLP
SHPHPVSDYSSNCL*

MPKQCLAWRHPNE
EQYISLANHSLLCQ
DSPHQLPSHPHPVS
DYSSNCL*

GCGTGTCTAA GGATCATCAG 0 R 0 0 0 0 0

1694 1145 af AN7298.1 72.m19768 AO070297000040 0 -190 -164 ATGCCTTGCGTGGAGGCATCCAAATGA ATGCCTTGCGTGGAGGCATCCAAATGA MPCVEASK* MPCVEASK* TGCCCAAACA GGAGCAATAC 0 R 0 0 0 0 0
1695 1145 ao AN7298.1 72.m19768 AO070297000040 0 -242 -177 ATGAATGAGGGGAGCTGCTGCCCAGAAGAGGAGAAAGAC

CTCTCCTCCAATCACAACACCGGTTGA
ATGAATGAGGGGAGCTGCTGCCCAGAAGA
GGAGAAAGACCTCTCCTCCAATCACAACAC
CGGTTGA

MNEGSCCPEEEKDLSSN
HNTG*

MNEGSCCPEEEKD
LSSNHNTG*

CACAGGATCA CCCAACCTTC 0 R 0 0 0 0 0

1696 1145 ao AN7298.1 72.m19768 AO070297000040 0 -238 -71 ATGAGGGGAGCTGCTGCCCAGAAGAGGAGAAAGACCTCT
CCTCCAATCACAACACCGGTTGACCCAACCTTCTCCTCAT
TCCATCAGTCCTATAACATCGCTACTCCCTATATCTCACCC
AGATATTGTACTTCTAACAAGCGCGGGCAACAAGGTTCTC
GGTTCTAG

ATGAGGGGAGCTGCTGCCCAGAAGAGGAG
AAAGACCTCTCCTCCAATCACAACACCGGTT
GACCCAACCTTCTCCTCATTCCATCAGTCCT
ATAACATCGCTACTCCCTATATCTCACCCAG
ATATTGTACTTCTAACAAGCGCGGGCAACAA
GGTTCTCGGTTCTAG

MRGAAAQKRRKTSPPITT
PVDPTFSSFHQSYNIATP
YISPRYCTSNKRGQQGS
RF*

MRGAAAQKRRKTS
PPITTPVDPTFSSFH
QSYNIATPYISPRYC
TSNKRGQQGSRF*

GGATCAATGA TGGAGATAGC 0 R 0 0 0 0 0

1706 1154 af AN5960.1 72.m19174 AO070340000311 0 -119 -105 ATGCAGCATTTGTAG ATGCAGCATTTGTAG MQHL* MQHL* ATCAGCACGA GGCACACACA 0 J 0 0 NCU07830.1 0 0

1705 1154 an AN5960.1 72.m19174 AO070340000311 0 -160 -146 ATGCCTCTCGCTTGA ATGCCTCTCGCTTGA MPLA* MPLA* CAGGCTATAG TCTTGCAATC 0 J 0 0 NCU07830.1 0 0

1707 1154 ao AN5960.1 72.m19174 AO070340000311 0 -191 -168 ATGCTAAGAACATTTAGTGCCTGA ATGCTAAGAACATTTAGTGCCTGA MLRTFSA* MLRTFSA* GTCAAGTAAG GGCCTCGACT 0 J 0 0 NCU07830.1 0 0

1708 1159 ao AN8845.1 71.m15979 AO070271000031 0 -225 -16 ATGCCTGATATTATTGTCTTTATCCACGACCGGCGTTATCG
TGATCAGAACAGACTGCTGGGCAGTGCTGCAGCCTATTC
GACCCTATTTATATATTCTGTGCTGTCAATTATTATCATTAA
CTTCTTCGTCTTTTCTTTTTCTCTTTTTGAGGATACATCATTT
CTTTCCCTCTTCCAAGCTTCTCTTCCCAAGGCCACCTATTT
TTAA

ATGCCTGATATTATTGTCTTTATCCACGACC
GGCGTTATCGTGATCAGAACAGACTGCTGG
GCAGTGCTGCAGCCTATTCGACCCTATTTAT
ATATTCTGTGCTGTCAATTATTATCATTAACT
TCTTCGTCTTTTCTTTTTCTCTTTTTGAGGAT
ACATCATTTCTTTCCCTCTTCCAAGCTTCTCT
TCCCAAGGCCACCTATTTTTAA

MPDIIVFIHDRRYRDQNR
LLGSAAAYSTLFIYSVLSIII
INFFVFSFSLFEDTSFLSL
FQASLPKATYF*

MPDIIVFIHDRRYRD
QNRLLGSAAAYSTL
FIYSVLSIIIINFFVFSF
SLFEDTSFLSLFQAS
LPKATYF*

TCAGCGCTCC GGCAACCAAG 0  0 0 NCU06223.1 0 0

1709 1160 af AN9403.1 52.m04030 AO070274000014 0 -259 -236 ATGATAGCCATGGATAAACAATAA ATGATAGCCATGGATAAACAATAA MIAMDKQ* MIAMDKQ* ATATACTTGT TACGGAAGAA 0 C 0 MG10569.1 0 0 0
1710 1160 af AN9403.1 52.m04030 AO070274000014 0 -250 -236 ATGGATAAACAATAA ATGGATAAACAATAA MDKQ* MDKQ* TATGATAGCC TACGGAAGAA 0 C 0 MG10569.1 0 0 0
1711 1160 ao AN9403.1 52.m04030 AO070274000014 0 -252 -238 ATGAGCCGCCGGTGA ATGAGCCGCCGGTGA MSRR* MSRR* CTCCTACGGA GGACCGCCCT 0 C 0 MG10569.1 0 0 0
1712 1160 ao AN9403.1 52.m04030 AO070274000014 0 -192 -175 ATGCTCACCAAAAACTAA ATGCTCACCAAAAACTAA MLTKN* MLTKN* GTCTCTCGAA AATCCCCATT 0 C 0 MG10569.1 0 0 0
1713 1164 an AN9148.1 66.m04587 AO070332000144 0 -288 -49 ATGCCCGTTGTCTGCTTGAGACCTGTGCTTGTGCTTGTGT

CGCACTGTTGCCGTCATCCCTCCTTGCCCGCGATCGACA
CCAGCAATAACACCGTCTGTGTTGTGGCAACGTGGATCAA
GGCAGCCTGCCACTGCCCGGCTCAGTCGACTCAAGAACC
AGCCAGAGTCTTATTTATTGCTGGTCTCGGTCACTTTCATC
TGTCCTTTGACACTAACTGCTGTTTCTTATCAGTAGACTAA

ATGCCCGTTGTCTGCTTGAGACCTGTGCTTGTGC
TTGTGTCGCACTGTTGCCGTCATCCCTCCTTGCC
CGCGATCGACACCAGCAATAACACCGTCTGTGTT
GTGGCAACGTGGATCAAGGCAGCCTGCCACTGC
CCGGCTCAGTCGACTCAAGAACCAGCCAGAGTC
TTATTTATTGCTGGTCTCGGTCACTTTCATCTGTC
CTTTGACACTAACTGCTGTTTCTTATCAGTAGACT
AA

MPVVCLRPVLVLVSHCC
RHPSLPAIDTSNNTVCVV
ATWIKAACHCPAQSTQE
PARVLFIAGLGHFHLSFD
TNCCFLSVD*

MPVVCLRPVLVLVSHCC
RHPSLPAIDTSNNTVCV
VATWIKAACHCPAQSTQ
EPARVLFIAGLGHFHLSF
DTNCCFLSVD*

TTGTTCTTTC ATATCTGCTT 0 G FG00524.1 MG01631.1 0 0 0

1714 1164 ao AN9148.1 66.m04587 AO070332000144 0 -233 -147 ATGGTCCGCTTAAATCAAGTGTCGTGTCCTCTTGGCTCAT
CCTTCCCTTTGTGTTCATTCTTGCTTGCTCCTCACGCCCAC
TCTTAA

ATGGTCCGCTTAAATCAAGTGTCGTGTCCTC
TTGGCTCATCCTTCCCTTTGTGTTCATTCTTG
CTTGCTCCTCACGCCCACTCTTAA

MVRLNQVSCPLGSSFPL
CSFLLAPHAHS*

MVRLNQVSCPLGSS
FPLCSFLLAPHAHS*

GGGGTCCCCA GCTTTCTGAA 0 G FG00524.1 MG01631.1 0 0 0

1716 1165 af AN0414.1 54.m06661 AO070338000256 0 -218 -189 ATGACCGGCAATTTGTTATCGGGGTCTTAA ATGACCGGCAATTTGTTATCGGGGTCTTAA MTGNLLSGS* MTGNLLSGS* TCTATTCCTT ATTATTGAGT 0 Z 0 0 0 0 0
1717 1165 ao AN0414.1 54.m06661 AO070338000256 0 -75 -64 ATGTTATTATAA ATGTTATTATAA MLL* MLL* AACTAGAAAC GGTCTTATGC 0 Z 0 0 0 0 0
1720 1166 af AN5516.1 69.m15443 AO070341000378 0 -153 -127 ATGACCTTGATCTCAGGTCAACTCTAA ATGACCTTGATCTCAGGTCAACTCTAA MTLISGQL* MTLISGQL* TCGCGTCACA CTATCTTATC 0 B 0 0 0 0 0
1719 1166 an AN5516.1 69.m15443 AO070341000378 0 -241 -95 ATGGCAGATCTGCTTGTACCCCAGAGATCAGGAAAGGCG

GAAGTCAAACAGACATCATTCACTGCGGTCGCGTTCGCG
GAATCGAGACACGACAGCATTTTCAACTCCCGTGACCGGA
TCTTCCGTCAGTCCACCCTCAGACTTTGA

ATGGCAGATCTGCTTGTACCCCAGAGATCAGGAA
AGGCGGAAGTCAAACAGACATCATTCACTGCGG
TCGCGTTCGCGGAATCGAGACACGACAGCATTTT
CAACTCCCGTGACCGGATCTTCCGTCAGTCCAC
CCTCAGACTTTGA

MADLLVPQRSGKAEVKQ
TSFTAVAFAESRHDSIFN
SRDRIFRQSTLRL*

MADLLVPQRSGKAEVK
QTSFTAVAFAESRHDSI
FNSRDRIFRQSTLRL*

ATACCAGGAG CTTCTGACGC 0 B 0 0 0 0 0

1721 1166 ao AN5516.1 69.m15443 AO070341000378 0 -180 -151 ATGACAGGAAACAACCCGAGCCTCCCGTGA ATGACAGGAAACAACCCGAGCCTCCCGTGA MTGNNPSLP* MTGNNPSLP* GAAACAGCTC CCTTGACCTG 0 B 0 0 0 0 0

1722 1166 ao AN5516.1 69.m15443 AO070341000378 0 -130 -116 ATGTCGTCAACTTGA ATGTCGTCAACTTGA MSST* MSST* TGTTCACCTC CTCTGGATCT 0 B 0 0 0 0 0
1723 1166 ao AN5516.1 69.m15443 AO070341000378 0 -105 -10 ATGATAGACAGTCCGCTAGCCGAGTGCGCAGTTCAACCAA

TCATCTCGCAACAGTCATCGCTCCTTGCCCCTAGCTTCATT
CTCTTCTATGCATGA

ATGATAGACAGTCCGCTAGCCGAGTGCGCA
GTTCAACCAATCATCTCGCAACAGTCATCGC
TCCTTGCCCCTAGCTTCATTCTCTTCTATGC
ATGA

MIDSPLAECAVQPIISQQS
SLLAPSFILFYA*

MIDSPLAECAVQPII
SQQSSLLAPSFILFY
A*

CTCTGGATCT TTGTCCATCA 0 B 0 0 0 0 0

1726 1170 af AN8213.1 53.m03760 AO070310000099 0 -187 -161 ATGAGACTAGTAAATGCTAGCAATTGA ATGAGACTAGTAAATGCTAGCAATTGA MRLVNASN* MRLVNASN* TAAACGATCG TAAATCCACT 0 F 0 0 0 YJR057W 0
1727 1170 af AN8213.1 53.m03760 AO070310000099 0 -174 -136 ATGCTAGCAATTGATAAATCCACTAGACTTACTCTGTAG ATGCTAGCAATTGATAAATCCACTAGACTTACTCTG

TAG
MLAIDKSTRLTL* MLAIDKSTRLTL* AGACTAGTAA ACACCACAGT 0 F 0 0 0 YJR057W 0

1724 1170 an AN8213.1 53.m03760 AO070310000099 0 -252 -241 ATGTGCAGCTGA ATGTGCAGCTGA MCS* MCS* AGGAGTGAGT AAGAAAATGT 0 F 0 0 0 YJR057W 0
1725 1170 an AN8213.1 53.m03760 AO070310000099 0 -234 -154 ATGTCAAGTTGTTGGCAGAGGCTGTTATCGATAAGTACTT

GTTTCGCGACTCCAATTCCTCCAGATCACGGTGGACCTTA
A

ATGTCAAGTTGTTGGCAGAGGCTGTTATCGATAA
GTACTTGTTTCGCGACTCCAATTCCTCCAGATCA
CGGTGGACCTTAA

MSSCWQRLLSISTCFATP
IPPDHGGP*

MSSCWQRLLSISTCFAT
PIPPDHGGP*

CTGAAAGAAA TAACGAGACC 0 F 0 0 0 YJR057W 0

1728 1170 ao AN8213.1 53.m03760 AO070310000099 0 -210 -187 ATGCCTGAAAATACAGACGGATAA ATGCCTGAAAATACAGACGGATAA MPENTDG* MPENTDG* GGGAAGTTGG ATGAAATAAA 0 F 0 0 0 YJR057W 0
1729 1170 ao AN8213.1 53.m03760 AO070310000099 0 -116 -81 ATGATCGGACAGGAAGATTGTATTTTATTTTTTTGA ATGATCGGACAGGAAGATTGTATTTTATTTTT

TTGA
MIGQEDCILFF* MIGQEDCILFF* CTCGTTGCAT AGGGATACTT 0 F 0 0 0 YJR057W 0

1730 1173 an AN9065.1 66.m04528 AO070332000209 0 -254 -228 ATGGAGGGGTTCTCGTGCGGTTTATAG ATGGAGGGGTTCTCGTGCGGTTTATAG MEGFSCGL* MEGFSCGL* AAGTCGTACC ACTCTCCGCC 0  0 0 0 0 0
1731 1173 an AN9065.1 66.m04528 AO070332000209 0 -126 -115 ATGCGGGTATAG ATGCGGGTATAG MRV* MRV* CTGCGGGCTT TATGCGGAGC 0  0 0 0 0 0
1732 1173 an AN9065.1 66.m04528 AO070332000209 0 -113 -102 ATGCGGAGCTAG ATGCGGAGCTAG MRS* MRS* CGGGTATAGT CTTCAATCAC 0  0 0 0 0 0
1734 1175 an AN5671.1 69.m15375 AO070342000266 0 -104 -60 ATGTTGACGCGCAATTTGGTTTGCACCGCCCTCTTTGCCT

TTTAA
ATGTTGACGCGCAATTTGGTTTGCACCGCCCTCT
TTGCCTTTTAA

MLTRNLVCTALFAF* MLTRNLVCTALFAF* CGGTTCATTC GGTACCGCTA 0  0 0 0 0 0

1739 1176 af AN2336.1 65.m07340 AO070343000082 0 -228 -199 ATGTCAGATATGACCTCAGTGCTAACATAA ATGTCAGATATGACCTCAGTGCTAACATAA MSDMTSVLT* MSDMTSVLT* ACCGGTAGGC TGCTGCGAAA 0 M 0 0 0 0 0
1740 1176 af AN2336.1 65.m07340 AO070343000082 0 -219 -199 ATGACCTCAGTGCTAACATAA ATGACCTCAGTGCTAACATAA MTSVLT* MTSVLT* CATGTCAGAT TGCTGCGAAA 0 M 0 0 0 0 0
1741 1176 af AN2336.1 65.m07340 AO070343000082 0 -199 -176 ATGCTGCGAAATGCCTGCCTATAA ATGCTGCGAAATGCCTGCCTATAA MLRNACL* MLRNACL* TGCTAACATA GATTTGTCGA 0 M 0 0 0 0 0
1742 1176 af AN2336.1 65.m07340 AO070343000082 0 -189 -55 ATGCCTGCCTATAAGATTTGTCGATCAGCGCATGTGCTGG

CGAATGTCACCCTTCATTTGTTCATCCAGCATATCATATTG
ATAGCAGGACGTTGTGGTATCAGTGGGGTTACAAGACTAC
CTGCCTTAGTATAA

ATGCCTGCCTATAAGATTTGTCGATCAGCGCATGT
GCTGGCGAATGTCACCCTTCATTTGTTCATCCAGC
ATATCATATTGATAGCAGGACGTTGTGGTATCAGTG
GGGTTACAAGACTACCTGCCTTAGTATAA

MPAYKICRSAHVLANVTL
HLFIQHIILIAGRCGISGVT
RLPALV*

MPAYKICRSAHVLA
NVTLHLFIQHIILIAG
RCGISGVTRLPALV*

ATGCTGCGAA AAGATGGCCA 0 M 0 0 0 0 0

1743 1176 af AN2336.1 65.m07340 AO070343000082 0 -158 -108 ATGTGCTGGCGAATGTCACCCTTCATTTGTTCATCCAGCAT
ATCATATTGA

ATGTGCTGGCGAATGTCACCCTTCATTTGTTCATCC
AGCATATCATATTGA

MCWRMSPFICSSSISY* MCWRMSPFICSSSI
SY*

CGATCAGCGC TAGCAGGACG 0 M 0 0 0 0 0

1744 1176 af AN2336.1 65.m07340 AO070343000082 0 -146 -108 ATGTCACCCTTCATTTGTTCATCCAGCATATCATATTGA ATGTCACCCTTCATTTGTTCATCCAGCATATCATATT
GA

MSPFICSSSISY* MSPFICSSSISY* GTGCTGGCGA TAGCAGGACG 0 M 0 0 0 0 0

1735 1176 an AN2336.1 65.m07340 AO070343000082 0 -252 -241 ATGATATCTTGA ATGATATCTTGA MIS* MIS* TGGGATAGGC TAAGCAGCTG 0 M 0 0 0 0 0
1736 1176 an AN2336.1 65.m07340 AO070343000082 0 -210 -97 ATGGGTCTGGCGGCTATCACGGAATTCAGAGCGCCTGTG

AGGTTGGCTTGTCGGTGCATGTGCGCGAAATCATGGCCTT
CCATTTGCCCGCGGGAATTTCGGGCAGATATGTGA

ATGGGTCTGGCGGCTATCACGGAATTCAGAGCG
CCTGTGAGGTTGGCTTGTCGGTGCATGTGCGCG
AAATCATGGCCTTCCATTTGCCCGCGGGAATTTC
GGGCAGATATGTGA

MGLAAITEFRAPVRLACR
CMCAKSWPSICPREFRA
DM*

MGLAAITEFRAPVRLAC
RCMCAKSWPSICPREF
RADM*

CTCCACAGTC CTTGAGCCAT 0 M 0 0 0 0 0

1737 1176 an AN2336.1 65.m07340 AO070343000082 0 -153 -97 ATGTGCGCGAAATCATGGCCTTCCATTTGCCCGCGGGAAT
TTCGGGCAGATATGTGA

ATGTGCGCGAAATCATGGCCTTCCATTTGCCCGC
GGGAATTTCGGGCAGATATGTGA

MCAKSWPSICPREFRAD
M*

MCAKSWPSICPREFRA
DM*

TTGTCGGTGC CTTGAGCCAT 0 M 0 0 0 0 0

1738 1176 an AN2336.1 65.m07340 AO070343000082 0 -139 -92 ATGGCCTTCCATTTGCCCGCGGGAATTTCGGGCAGATATG
TGACTTGA

ATGGCCTTCCATTTGCCCGCGGGAATTTCGGGC
AGATATGTGACTTGA

MAFHLPAGISGRYVT* MAFHLPAGISGRYVT* GCGCGAAATC GCCATAGCAT 0 M 0 0 0 0 0

1746 1176 ao AN2336.1 65.m07340 AO070343000082 0 -158 -45 ATGGATATGCGCTTCAACCCGACGCACAGCGCACGTGGT
ATCCGAATGGGACGGAAAGGTAGCTCCTCCAGTGGGCTA
TATAAGCCTTTCCCTGGCCGGGCTCAGACTCCCTAG

ATGGATATGCGCTTCAACCCGACGCACAGC
GCACGTGGTATCCGAATGGGACGGAAAGG
TAGCTCCTCCAGTGGGCTATATAAGCCTTTC
CCTGGCCGGGCTCAGACTCCCTAG

MDMRFNPTHSARGIRMG
RKGSSSSGLYKPFPGRA
QTP*

MDMRFNPTHSARGI
RMGRKGSSSSGLY
KPFPGRAQTP*

TCGTGCCTCG CAAGCAGCAT 0 M 0 0 0 0 0

1747 1176 ao AN2336.1 65.m07340 AO070343000082 0 -152 -45 ATGCGCTTCAACCCGACGCACAGCGCACGTGGTATCCGA
ATGGGACGGAAAGGTAGCTCCTCCAGTGGGCTATATAAG
CCTTTCCCTGGCCGGGCTCAGACTCCCTAG

ATGCGCTTCAACCCGACGCACAGCGCACGT
GGTATCCGAATGGGACGGAAAGGTAGCTCC
TCCAGTGGGCTATATAAGCCTTTCCCTGGC
CGGGCTCAGACTCCCTAG

MRFNPTHSARGIRMGRK
GSSSSGLYKPFPGRAQT
P*

MRFNPTHSARGIRM
GRKGSSSSGLYKPF
PGRAQTP*

CTCGATGGAT CAAGCAGCAT 0 M 0 0 0 0 0

1748 1176 ao AN2336.1 65.m07340 AO070343000082 0 -113 -45 ATGGGACGGAAAGGTAGCTCCTCCAGTGGGCTATATAAG
CCTTTCCCTGGCCGGGCTCAGACTCCCTAG

ATGGGACGGAAAGGTAGCTCCTCCAGTGG
GCTATATAAGCCTTTCCCTGGCCGGGCTCA
GACTCCCTAG

MGRKGSSSSGLYKPFPG
RAQTP*

MGRKGSSSSGLYK
PFPGRAQTP*

TGGTATCCGA CAAGCAGCAT 0 M 0 0 0 0 0

1749 1177 ao AN7587.1 72.m19609 AO070343000300 0 -85 -65 ATGACGACCAGATATGGCTGA ATGACGACCAGATATGGCTGA MTTRYG* MTTRYG* GGGATGATAA CGATGTTGGA 0 S 0 0 0 0 0
1750 1177 ao AN7587.1 72.m19609 AO070343000300 0 -62 -3 ATGTTGGAACGCTACAGGACCTGGAAGAGATTGAAGAATG

GAACGAGTATGGCGAGCTGA
ATGTTGGAACGCTACAGGACCTGGAAGAGA
TTGAAGAATGGAACGAGTATGGCGAGCTGA

MLERYRTWKRLKNGTSM
AS*

MLERYRTWKRLKN
GTSMAS*

ATGGCTGACG GAATGCAGGT 0 S 0 0 0 0 0

1757 1180 af AN4446.1 58.m09017 AO070273000007 0 -218 -189 ATGAAATCAACGACGAGATGCCGACCGTGA ATGAAATCAACGACGAGATGCCGACCGTGA MKSTTRCRP* MKSTTRCRP* AAATTAAAAG TGGCTGAAAG 0 U FG10067.1 MG08096.1 0 0 0
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1758 1180 af AN4446.1 58.m09017 AO070273000007 0 -201 -22 ATGCCGACCGTGATGGCTGAAAGAGGGAAACCGGTACGC
AGAAAACGGCCGGTCTCCTCCATTCCATTCCGCCCATCGA
ATCGCGCCAAGACCGTCCCGTCGTTGGTGCCAGATCTTC
ATTCAGTCAACATCAACGACCGACAACGCCAGCTTCTCTT
CCAGCATCGATTATCGCCCTGA

ATGCCGACCGTGATGGCTGAAAGAGGGAAACCGG
TACGCAGAAAACGGCCGGTCTCCTCCATTCCATTC
CGCCCATCGAATCGCGCCAAGACCGTCCCGTCGT
TGGTGCCAGATCTTCATTCAGTCAACATCAACGAC
CGACAACGCCAGCTTCTCTTCCAGCATCGATTATC
GCCCTGA

MPTVMAERGKPVRRKRP
VSSIPFRPSNRAKTVPSL
VPDLHSVNINDRQRQLLF
QHRLSP*

MPTVMAERGKPVR
RKRPVSSIPFRPSN
RAKTVPSLVPDLHS
VNINDRQRQLLFQH
RLSP*

CAACGACGAG CTTCAATTGG 0 U FG10067.1 MG08096.1 0 0 0

1759 1180 af AN4446.1 58.m09017 AO070273000007 0 -189 -22 ATGGCTGAAAGAGGGAAACCGGTACGCAGAAAACGGCCG
GTCTCCTCCATTCCATTCCGCCCATCGAATCGCGCCAAGA
CCGTCCCGTCGTTGGTGCCAGATCTTCATTCAGTCAACAT
CAACGACCGACAACGCCAGCTTCTCTTCCAGCATCGATTA
TCGCCCTGA

ATGGCTGAAAGAGGGAAACCGGTACGCAGAAAAC
GGCCGGTCTCCTCCATTCCATTCCGCCCATCGAAT
CGCGCCAAGACCGTCCCGTCGTTGGTGCCAGATC
TTCATTCAGTCAACATCAACGACCGACAACGCCAG
CTTCTCTTCCAGCATCGATTATCGCCCTGA

MAERGKPVRRKRPVSSI
PFRPSNRAKTVPSLVPDL
HSVNINDRQRQLLFQHR
LSP*

MAERGKPVRRKRP
VSSIPFRPSNRAKTV
PSLVPDLHSVNIND
RQRQLLFQHRLSP*

GCCGACCGTG CTTCAATTGG 0 U FG10067.1 MG08096.1 0 0 0

1753 1180 an AN4446.1 58.m09017 AO070273000007 0 -181 -119 ATGGATGTATACAGCGTTGACAGTGAGATGGAGGAGTGG
TTGTTAATCGAGACGGGGGAATGA

ATGGATGTATACAGCGTTGACAGTGAGATGGAG
GAGTGGTTGTTAATCGAGACGGGGGAATGA

MDVYSVDSEMEEWLLIET
GE*

MDVYSVDSEMEEWLLIE
TGE*

TCAGTTTGAT GAATTCGCGC 0 U FG10067.1 MG08096.1 0 0 0

1754 1180 an AN4446.1 58.m09017 AO070273000007 0 -177 -136 ATGTATACAGCGTTGACAGTGAGATGGAGGAGTGGTTGTT
AA

ATGTATACAGCGTTGACAGTGAGATGGAGGAGT
GGTTGTTAA

MYTALTVRWRSGC* MYTALTVRWRSGC* TTTGATATGG TCGAGACGGG 0 U FG10067.1 MG08096.1 0 0 0

1755 1180 an AN4446.1 58.m09017 AO070273000007 0 -154 -119 ATGGAGGAGTGGTTGTTAATCGAGACGGGGGAATGA ATGGAGGAGTGGTTGTTAATCGAGACGGGGGAA
TGA

MEEWLLIETGE* MEEWLLIETGE* TGACAGTGAG GAATTCGCGC 0 U FG10067.1 MG08096.1 0 0 0

1756 1180 an AN4446.1 58.m09017 AO070273000007 0 -91 -62 ATGGCCTGGATCTGGATCTGGACAGCATAA ATGGCCTGGATCTGGATCTGGACAGCATAA MAWIWIWTA* MAWIWIWTA* ACTCCCGCCC CATTAACGTG 0 U FG10067.1 MG08096.1 0 0 0
1760 1180 ao AN4446.1 58.m09017 AO070273000007 0 -258 -199 ATGAGAACAAGGAGGGTGAGGAACAGAAATACAGGAGAT

GAAGAACAAGAGGGGATATGA
ATGAGAACAAGGAGGGTGAGGAACAGAAAT
ACAGGAGATGAAGAACAAGAGGGGATATGA

MRTRRVRNRNTGDEEQ
EGI*

MRTRRVRNRNTGD
EEQEGI*

TAGTAGATAA AAGGAGTGAA 0 U FG10067.1 MG08096.1 0 0 0

1761 1180 ao AN4446.1 58.m09017 AO070273000007 0 -202 -176 ATGAAAGGAGTGAAGAGTATGAGGTGA ATGAAAGGAGTGAAGAGTATGAGGTGA MKGVKSMR* MKGVKSMR* AAGAGGGGAT AGGGGAGTTG 0 U FG10067.1 MG08096.1 0 0 0
1762 1180 ao AN4446.1 58.m09017 AO070273000007 0 -157 -98 ATGATCGAATGGAGAATTCAATTCGCGCCAAGACTCTTCC

GTCCGTTGCTGCCACATTGA
ATGATCGAATGGAGAATTCAATTCGCGCCAA
GACTCTTCCGTCCGTTGCTGCCACATTGA

MIEWRIQFAPRLFRPLLP
H*

MIEWRIQFAPRLFR
PLLPH*

TGTAAAGTGA GCATCAACAT 0 U FG10067.1 MG08096.1 0 0 0

1764 1184 af AN5119.1 54.m06906 AO070291000062 0 -162 -100 ATGCACCGATGTACCTCAATTGATGATACTCTGTATTCTCT
TACAATCACTGTGTACCCCTGA

ATGCACCGATGTACCTCAATTGATGATACTCTGTAT
TCTCTTACAATCACTGTGTACCCCTGA

MHRCTSIDDTLYSLTITVY
P*

MHRCTSIDDTLYSLT
ITVYP*

CAATCTGCAG CTGCAAACGA 0 R 0 0 0 YML014W 0

1765 1184 af AN5119.1 54.m06906 AO070291000062 0 -154 -140 ATGTACCTCAATTGA ATGTACCTCAATTGA MYLN* MYLN* AGATGCACCG TGATACTCTG 0 R 0 0 0 YML014W 0
1766 1184 af AN5119.1 54.m06906 AO070291000062 0 -140 -48 ATGATACTCTGTATTCTCTTACAATCACTGTGTACCCCTGA

CTGCAAACGACACAGCTTAAGAAAATCCGGAACCCTCCGA
TTTTGCATGTGA

ATGATACTCTGTATTCTCTTACAATCACTGTGTACC
CCTGACTGCAAACGACACAGCTTAAGAAAATCCGG
AACCCTCCGATTTTGCATGTGA

MILCILLQSLCTPDCKRHS
LRKSGTLRFCM*

MILCILLQSLCTPDC
KRHSLRKSGTLRFC
M*

ACCTCAATTG GGGATTTTAA 0 R 0 0 0 YML014W 0

1763 1184 an AN5119.1 54.m06906 AO070291000062 0 -159 -34 ATGATACGGTACCCACTTGCTCAAAGTTCCCAAAGTCATC
CCACCGAGTGCAATAAGTGTCATAGTGGGCAATCGATCGC
TTACCACTCCGATAAAGCTTTGAAGGATCCAGTGGGCTGC
CGCTGA

ATGATACGGTACCCACTTGCTCAAAGTTCCCAAA
GTCATCCCACCGAGTGCAATAAGTGTCATAGTGG
GCAATCGATCGCTTACCACTCCGATAAAGCTTTG
AAGGATCCAGTGGGCTGCCGCTGA

MIRYPLAQSSQSHPTECN
KCHSGQSIAYHSDKALKD
PVGCR*

MIRYPLAQSSQSHPTEC
NKCHSGQSIAYHSDKAL
KDPVGCR*

TACGCACTGT GTCAAGTCGA 0 R 0 0 0 YML014W 0

1767 1184 ao AN5119.1 54.m06906 AO070291000062 0 -168 -139 ATGGTATTGTATCATGTTTCTCGATGGTGA ATGGTATTGTATCATGTTTCTCGATGGTGA MVLYHVSRW* MVLYHVSRW* TACGGTGCGT ATTCACTTCT 0 R 0 0 0 YML014W 0
1768 1184 ao AN5119.1 54.m06906 AO070291000062 0 -155 -123 ATGTTTCTCGATGGTGAATTCACTTCTGATTGA ATGTTTCTCGATGGTGAATTCACTTCTGATT

GA
MFLDGEFTSD* MFLDGEFTSD* GTATTGTATC CGTCTGTTAG 0 R 0 0 0 YML014W 0

1769 1184 ao AN5119.1 54.m06906 AO070291000062 0 -145 -113 ATGGTGAATTCACTTCTGATTGACGTCTGTTAG ATGGTGAATTCACTTCTGATTGACGTCTGTT
AG

MVNSLLIDVC* MVNSLLIDVC* ATGTTTCTCG ATTTCTCCTT 0 R 0 0 0 YML014W 0

1772 1186 af AN1722.1 58.m07789 AO070305000037 0 -150 -34 ATGGTGCATTCATTCCTGCGGTTGTGGTCTCTGTGCCTCG
CCGGGGAATTTCTGCCCTGTCAATCGCGACTCTTCCGAGA
CTCACTATCTCATGATCTAGATATCGTCCTATCGTGA

ATGGTGCATTCATTCCTGCGGTTGTGGTCTCTGTG
CCTCGCCGGGGAATTTCTGCCCTGTCAATCGCGA
CTCTTCCGAGACTCACTATCTCATGATCTAGATATC
GTCCTATCGTGA

MVHSFLRLWSLCLAGEF
LPCQSRLFRDSLSHDLDI
VLS*

MVHSFLRLWSLCLA
GEFLPCQSRLFRDS
LSHDLDIVLS*

TCGGGACGGA TTTCAATATC 0 H 0 0 0 0 0

1770 1186 an AN1722.1 58.m07789 AO070305000037 0 -163 -122 ATGACCATCCCAGGGCTCTTAGTGGCTCTTTCCAAAAAAT
GA

ATGACCATCCCAGGGCTCTTAGTGGCTCTTTCCA
AAAAATGA

MTIPGLLVALSKK* MTIPGLLVALSKK* GAGTGGTACG CTGCGCTTTT 0 H 0 0 0 0 0

1771 1186 an AN1722.1 58.m07789 AO070305000037 0 -125 -96 ATGACTGCGCTTTTGGTCTTTATCGTCTGA ATGACTGCGCTTTTGGTCTTTATCGTCTGA MTALLVFIV* MTALLVFIV* TTTCCAAAAA CCTACGATTT 0 H 0 0 0 0 0
1773 1186 ao AN1722.1 58.m07789 AO070305000037 0 -168 -133 ATGGACCGATTGATTGATAGCTGTCAGAACAACTGA ATGGACCGATTGATTGATAGCTGTCAGAACA

ACTGA
MDRLIDSCQNN* MDRLIDSCQNN* TTTTTTAAGA ACTGCGGTTA 0 H 0 0 0 0 0

1774 1186 ao AN1722.1 58.m07789 AO070305000037 0 -123 -79 ATGGTCCCTACCGCCGGGCGAAGGAATTATTCTCCGTCG
CGATAG

ATGGTCCCTACCGCCGGGCGAAGGAATTAT
TCTCCGTCGCGATAG

MVPTAGRRNYSPSR* MVPTAGRRNYSPS
R*

AACTGCGGTT GGCTCATCGG 0 H 0 0 0 0 0

1778 1189 af AN0772.1 70.m15377 AO070316000067 0 -119 -75 ATGGACGCGTTCGAATACCCAGTTTCGCCAGCACCACGTC
AATGA

ATGGACGCGTTCGAATACCCAGTTTCGCCAGCACC
ACGTCAATGA

MDAFEYPVSPAPRQ* MDAFEYPVSPAPRQ
*

TACCTCACTA TGAGAAAAAT 0 IQR 0 0 0 0 0

1779 1189 af AN0772.1 70.m15377 AO070316000067 0 -78 -25 ATGATGAGAAAAATATGGCCCATGTGCTACTGTTACCAAAA
TTTAGCACTCTGA

ATGATGAGAAAAATATGGCCCATGTGCTACTGTTAC
CAAAATTTAGCACTCTGA

MMRKIWPMCYCYQNLAL
*

MMRKIWPMCYCYQ
NLAL*

CACCACGTCA GTTGAATCTG 0 IQR 0 0 0 0 0

1780 1189 af AN0772.1 70.m15377 AO070316000067 0 -75 -25 ATGAGAAAAATATGGCCCATGTGCTACTGTTACCAAAATTT
AGCACTCTGA

ATGAGAAAAATATGGCCCATGTGCTACTGTTACCAA
AATTTAGCACTCTGA

MRKIWPMCYCYQNLAL* MRKIWPMCYCYQN
LAL*

CACGTCAATG GTTGAATCTG 0 IQR 0 0 0 0 0

1781 1189 af AN0772.1 70.m15377 AO070316000067 0 -64 -20 ATGGCCCATGTGCTACTGTTACCAAAATTTAGCACTCTGA
GTTGA

ATGGCCCATGTGCTACTGTTACCAAAATTTAGCACT
CTGAGTTGA

MAHVLLLPKFSTLS* MAHVLLLPKFSTLS* TGAGAAAAAT ATCTGTGGCC 0 IQR 0 0 0 0 0

1783 1189 ao AN0772.1 70.m15377 AO070316000067 0 -184 -107 ATGAGTCTGGACGCGTTGTCAAAACCTGCCTCCAACACGG
CGTCCATGAAAATGTCACTTCTGACGTGTTACCTCTAA

ATGAGTCTGGACGCGTTGTCAAAACCTGCC
TCCAACACGGCGTCCATGAAAATGTCACTTC
TGACGTGTTACCTCTAA

MSLDALSKPASNTASMK
MSLLTCYL*

MSLDALSKPASNTA
SMKMSLLTCYL*

GGTTCTATAG TTTTGTGTCG 0 IQR 0 0 0 0 0

1784 1189 ao AN0772.1 70.m15377 AO070316000067 0 -139 -107 ATGAAAATGTCACTTCTGACGTGTTACCTCTAA ATGAAAATGTCACTTCTGACGTGTTACCTCT
AA

MKMSLLTCYL* MKMSLLTCYL* CACGGCGTCC TTTTGTGTCG 0 IQR 0 0 0 0 0

1785 1189 ao AN0772.1 70.m15377 AO070316000067 0 -133 -107 ATGTCACTTCTGACGTGTTACCTCTAA ATGTCACTTCTGACGTGTTACCTCTAA MSLLTCYL* MSLLTCYL* GTCCATGAAA TTTTGTGTCG 0 IQR 0 0 0 0 0
1789 1197 af AN2569.1 57.m05384 AO070317000049 0 -222 -181 ATGATTATTTCCCGGTCCACCAATCGGAGCGACTTTCCCT

AG
ATGATTATTTCCCGGTCCACCAATCGGAGCGACTT
TCCCTAG

MIISRSTNRSDFP* MIISRSTNRSDFP* ACTGCCCTTG ATTCTTGTAT 0 G 0 0 0 0 0

1790 1197 af AN2569.1 57.m05384 AO070317000049 0 -160 -149 ATGAAGGCATAG ATGAAGGCATAG MKA* MKA* TGCTTTCTTC CTTTAATATG 0 G 0 0 0 0 0
1791 1197 af AN2569.1 57.m05384 AO070317000049 0 -141 -115 ATGACTGTGGCTGATATGGCTGCGTAA ATGACTGTGGCTGATATGGCTGCGTAA MTVADMAA* MTVADMAA* TAGCTTTAAT TTCTGTGGGG 0 G 0 0 0 0 0
1792 1197 af AN2569.1 57.m05384 AO070317000049 0 -126 -115 ATGGCTGCGTAA ATGGCTGCGTAA MAA* MAA* TGTGGCTGAT TTCTGTGGGG 0 G 0 0 0 0 0
1793 1197 af AN2569.1 57.m05384 AO070317000049 0 -83 -54 ATGGCTTGGCAACACGACTCCAGCATATAA ATGGCTTGGCAACACGACTCCAGCATATAA MAWQHDSSI* MAWQHDSSI* CACCCGAACA ACAGGTTGAG 0 G 0 0 0 0 0
1786 1197 an AN2569.1 57.m05384 AO070317000049 0 -178 -86 ATGCACTGTCACTTTGCAATAACGCCGGGACGCCACCGG

AAGGACAAAAGCGGGCATTTACCCTTATTAGATGCGGATG
AGGCGGCGGTTTGA

ATGCACTGTCACTTTGCAATAACGCCGGGACGC
CACCGGAAGGACAAAAGCGGGCATTTACCCTTAT
TAGATGCGGATGAGGCGGCGGTTTGA

MHCHFAITPGRHRKDKS
GHLPLLDADEAAV*

MHCHFAITPGRHRKDKS
GHLPLLDADEAAV*

CGCCTAATAT AAACGCTTAT 0 G 0 0 0 0 0

1787 1197 an AN2569.1 57.m05384 AO070317000049 0 -108 -55 ATGCGGATGAGGCGGCGGTTTGAAAACGCTTATAAGACG
TTGTTGTGTCTGTAA

ATGCGGATGAGGCGGCGGTTTGAAAACGCTTAT
AAGACGTTGTTGTGTCTGTAA

MRMRRRFENAYKTLLCL* MRMRRRFENAYKTLLCL
*

CCCTTATTAG CCCACGAAAC 0 G 0 0 0 0 0

1788 1197 an AN2569.1 57.m05384 AO070317000049 0 -102 -55 ATGAGGCGGCGGTTTGAAAACGCTTATAAGACGTTGTTGT
GTCTGTAA

ATGAGGCGGCGGTTTGAAAACGCTTATAAGACGT
TGTTGTGTCTGTAA

MRRRFENAYKTLLCL* MRRRFENAYKTLLCL* TTAGATGCGG CCCACGAAAC 0 G 0 0 0 0 0

1794 1197 ao AN2569.1 57.m05384 AO070317000049 0 -116 -81 ATGGTTCATACACTGCCCGACAAGGCTTGTCGATGA ATGGTTCATACACTGCCCGACAAGGCTTGT
CGATGA

MVHTLPDKACR* MVHTLPDKACR* ACCTCCCCCC ATGCCGTAAA 0 G 0 0 0 0 0

1795 1197 ao AN2569.1 57.m05384 AO070317000049 0 -84 -64 ATGAATGCCGTAAATGGATAA ATGAATGCCGTAAATGGATAA MNAVNG* MNAVNG* AGGCTTGTCG ATATCAGCAG 0 G 0 0 0 0 0
1799 1198 af AN8601.1 58.m07263 AO070317000112 0 -173 -114 ATGAGCATCGTCCCGTTGTCGGCGCCGAGCTCACCGACT

ACCGAGCCCGGTCCTCGATAG
ATGAGCATCGTCCCGTTGTCGGCGCCGAGCTCAC
CGACTACCGAGCCCGGTCCTCGATAG

MSIVPLSAPSSPTTEPGP
R*

MSIVPLSAPSSPTTE
PGPR*

ACAATAGATA GCTTCTCGAG 0  0 0 0 0 0

1800 1198 af AN8601.1 58.m07263 AO070317000112 0 -101 -66 ATGGATATATTATGGGTGGATAGGGACACTGCCTGA ATGGATATATTATGGGTGGATAGGGACACTGCCTG
A

MDILWVDRDTA* MDILWVDRDTA* TTCTCGAGCC GCATAAGGAC 0  0 0 0 0 0

1801 1198 af AN8601.1 58.m07263 AO070317000112 0 -90 -79 ATGGGTGGATAG ATGGGTGGATAG MGG* MGG* TGGATATATT GGACACTGCC 0  0 0 0 0 0
1796 1198 an AN8601.1 58.m07263 AO070317000112 0 -257 -105 ATGACTCGAAGTTTCCTTGTTGGAAGCCGCGATGTCGCTG

CCTTCAGGCCTCAATTTCTTCCATGCCGTCGAATTTATAAA
GACGGACGTTCCTCAATTCCGCCGTTCACACATTTAACAC
TTTCCTCCATAACACATATATTCCTCTGCTAG

ATGACTCGAAGTTTCCTTGTTGGAAGCCGCGATG
TCGCTGCCTTCAGGCCTCAATTTCTTCCATGCCG
TCGAATTTATAAAGACGGACGTTCCTCAATTCCG
CCGTTCACACATTTAACACTTTCCTCCATAACACA
TATATTCCTCTGCTAG

MTRSFLVGSRDVAAFRP
QFLPCRRIYKDGRSSIPP
FTHLTLSSITHIFLC*

MTRSFLVGSRDVAAFR
PQFLPCRRIYKDGRSSIP
PFTHLTLSSITHIFLC*

AATTAGCCTT TCGGTCCAAA 0  0 0 0 0 0

1797 1198 an AN8601.1 58.m07263 AO070317000112 0 -226 -140 ATGTCGCTGCCTTCAGGCCTCAATTTCTTCCATGCCGTCG
AATTTATAAAGACGGACGTTCCTCAATTCCGCCGTTCACAC
ATTTAA

ATGTCGCTGCCTTCAGGCCTCAATTTCTTCCATG
CCGTCGAATTTATAAAGACGGACGTTCCTCAATT
CCGCCGTTCACACATTTAA

MSLPSGLNFFHAVEFIKT
DVPQFRRSHI*

MSLPSGLNFFHAVEFIKT
DVPQFRRSHI*

GGAAGCCGCG CACTTTCCTC 0  0 0 0 0 0

1798 1198 an AN8601.1 58.m07263 AO070317000112 0 -195 -178 ATGCCGTCGAATTTATAA ATGCCGTCGAATTTATAA MPSNL* MPSNL* AATTTCTTCC AGACGGACGT 0  0 0 0 0 0
1802 1200 af AN6631.1 62.m03227 AO070326000083 0 -167 -3 ATGGTTTGCGGCTGTTGGTGGATGGGTGTTCGGAACACG

GGAACGAAAGACTCACGTGACTATATCCCCATCCAAACCT
TGCCGAAACAACCCTCATCTCGGAATGTCCAGGTTTGCAC
GTTGAAGTTCCCCTCTTCTCCTAATCCTCCACCATTCCACA
TATAA

ATGGTTTGCGGCTGTTGGTGGATGGGTGTTCGGA
ACACGGGAACGAAAGACTCACGTGACTATATCCCC
ATCCAAACCTTGCCGAAACAACCCTCATCTCGGAA
TGTCCAGGTTTGCACGTTGAAGTTCCCCTCTTCTC
CTAATCCTCCACCATTCCACATATAA

MVCGCWWMGVRNTGT
KDSRDYIPIQTLPKQPSS
RNVQVCTLKFPSSPNPP
PFHI*

MVCGCWWMGVRN
TGTKDSRDYIPIQTL
PKQPSSRNVQVCTL
KFPSSPNPPPFHI*

AGTCTGCTTG AAATGGCTGC 0 C 0 0 0 0 0

1803 1200 af AN6631.1 62.m03227 AO070326000083 0 -146 -3 ATGGGTGTTCGGAACACGGGAACGAAAGACTCACGTGAC
TATATCCCCATCCAAACCTTGCCGAAACAACCCTCATCTC
GGAATGTCCAGGTTTGCACGTTGAAGTTCCCCTCTTCTCC
TAATCCTCCACCATTCCACATATAA

ATGGGTGTTCGGAACACGGGAACGAAAGACTCAC
GTGACTATATCCCCATCCAAACCTTGCCGAAACAA
CCCTCATCTCGGAATGTCCAGGTTTGCACGTTGAA
GTTCCCCTCTTCTCCTAATCCTCCACCATTCCACAT
ATAA

MGVRNTGTKDSRDYIPIQ
TLPKQPSSRNVQVCTLKF
PSSPNPPPFHI*

MGVRNTGTKDSRD
YIPIQTLPKQPSSRN
VQVCTLKFPSSPNP
PPFHI*

CTGTTGGTGG AAATGGCTGC 0 C 0 0 0 0 0

1804 1200 af AN6631.1 62.m03227 AO070326000083 0 -64 -44 ATGTCCAGGTTTGCACGTTGA ATGTCCAGGTTTGCACGTTGA MSRFAR* MSRFAR* TCATCTCGGA AGTTCCCCTC 0 C 0 0 0 0 0
1805 1200 ao AN6631.1 62.m03227 AO070326000083 0 -189 -112 ATGCATACATACACCGTACTCCTGTGTCTTGGCTGTATTCG

TTTGTGTTCGGAACACGGGAACCCATCGGTCACGTGA
ATGCATACATACACCGTACTCCTGTGTCTTG
GCTGTATTCGTTTGTGTTCGGAACACGGGA
ACCCATCGGTCACGTGA

MHTYTVLLCLGCIRLCSE
HGNPSVT*

MHTYTVLLCLGCIRL
CSEHGNPSVT*

CTAGGGCCCT GGGACATCCC 0 C 0 0 0 0 0

1809 1208 af AN4565.1 57.m05487 AO070250000008 0 -176 -135 ATGCAGCCTGTGGGATGGCATCTCTCCTCCAGTACCCCAT
AG

ATGCAGCCTGTGGGATGGCATCTCTCCTCCAGTAC
CCCATAG

MQPVGWHLSSSTP* MQPVGWHLSSSTP* TTGTAGATAG TCCCTTATCT 0 X 0 0 0 0 0

1810 1208 af AN4565.1 57.m05487 AO070250000008 0 -162 -7 ATGGCATCTCTCCTCCAGTACCCCATAGTCCCTTATCTTAT
CAGATCCCTCCCAAAGCGGTGCATTTCGGTCTACAGTATA
TCCGCCGCACCCCTGACAGCTGTCACCCACCTATTATCTA
CCCATCATCAGCTCAATCTCAACAAAGAAACCTAG

ATGGCATCTCTCCTCCAGTACCCCATAGTCCCTTAT
CTTATCAGATCCCTCCCAAAGCGGTGCATTTCGGT
CTACAGTATATCCGCCGCACCCCTGACAGCTGTCA
CCCACCTATTATCTACCCATCATCAGCTCAATCTCA
ACAAAGAAACCTAG

MASLLQYPIVPYLIRSLPK
RCISVYSISAAPLTAVTHL
LSTHHQLNLNKET*

MASLLQYPIVPYLIR
SLPKRCISVYSISAA
PLTAVTHLLSTHHQL
NLNKET*

AGCCTGTGGG GTGAAAATGG 0 X 0 0 0 0 0
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1806 1208 an AN4565.1 57.m05487 AO070250000008 0 -162 -46 ATGCTTTTAGGAACGGAAAGGTCGCTACGCCACCCGTGC
CCATATGTACTTGGACTACACAGTAATGGGCGATCACGTG
CAAGATGCGGAGAACCCGCTTCAACTCCGCAGGACTGA

ATGCTTTTAGGAACGGAAAGGTCGCTACGCCAC
CCGTGCCCATATGTACTTGGACTACACAGTAATG
GGCGATCACGTGCAAGATGCGGAGAACCCGCTT
CAACTCCGCAGGACTGA

MLLGTERSLRHPCPYVL
GLHSNGRSRARCGEPAS
TPQD*

MLLGTERSLRHPCPYVL
GLHSNGRSRARCGEPA
STPQD*

ACCTGCAAGG GCTGGAGGGC 0 X 0 0 0 0 0

1807 1208 an AN4565.1 57.m05487 AO070250000008 0 -119 -27 ATGTACTTGGACTACACAGTAATGGGCGATCACGTGCAAG
ATGCGGAGAACCCGCTTCAACTCCGCAGGACTGAGCTGG
AGGGCAAGTATTAA

ATGTACTTGGACTACACAGTAATGGGCGATCACG
TGCAAGATGCGGAGAACCCGCTTCAACTCCGCA
GGACTGAGCTGGAGGGCAAGTATTAA

MYLDYTVMGDHVQDAEN
PLQLRRTELEGKY*

MYLDYTVMGDHVQDAE
NPLQLRRTELEGKY*

CCGTGCCCAT CATTGGAATC 0 X 0 0 0 0 0

1808 1208 an AN4565.1 57.m05487 AO070250000008 0 -98 -27 ATGGGCGATCACGTGCAAGATGCGGAGAACCCGCTTCAA
CTCCGCAGGACTGAGCTGGAGGGCAAGTATTAA

ATGGGCGATCACGTGCAAGATGCGGAGAACCCG
CTTCAACTCCGCAGGACTGAGCTGGAGGGCAAG
TATTAA

MGDHVQDAENPLQLRRT
ELEGKY*

MGDHVQDAENPLQLRR
TELEGKY*

CTACACAGTA CATTGGAATC 0 X 0 0 0 0 0

1811 1208 ao AN4565.1 57.m05487 AO070250000008 0 -130 -89 ATGCAGCCAAGACCTTATCGCCGAAGTCTATCTTATCAGT
AA

ATGCAGCCAAGACCTTATCGCCGAAGTCTA
TCTTATCAGTAA

MQPRPYRRSLSYQ* MQPRPYRRSLSYQ* TAGGTAACAA TCAGTCTAAA 0 X 0 0 0 0 0

1813 1209 af AN5003.1 59.m08907 AO070255000039 0 -168 -133 ATGCGAAACGTGTTTAGTCGCCATTTCGCGCTATAG ATGCGAAACGTGTTTAGTCGCCATTTCGCGCTATA
G

MRNVFSRHFAL* MRNVFSRHFAL* TGACATTTGT TTACCGCGCT 0 R 0 0 0 0 0

1812 1209 an AN5003.1 59.m08907 AO070255000039 0 -187 -149 ATGGCCACCTGCTTACTGGATTCGCGCAACGGTCTCTAG ATGGCCACCTGCTTACTGGATTCGCGCAACGGT
CTCTAG

MATCLLDSRNGL* MATCLLDSRNGL* CGATCATATT TAGTCAGCAT 0 R 0 0 0 0 0

1814 1209 ao AN5003.1 59.m08907 AO070255000039 0 -184 -92 ATGCTGACAGGAGTTGCGCAAATCGCTTCAGCAGTCAGCT
TCGTGGGATCGACACCGCGTTTTCTCAACTCCCGGGAATC
CCAACCAATTTAG

ATGCTGACAGGAGTTGCGCAAATCGCTTCA
GCAGTCAGCTTCGTGGGATCGACACCGCGT
TTTCTCAACTCCCGGGAATCCCAACCAATTT
AG

MLTGVAQIASAVSFVGST
PRFLNSRESQPI*

MLTGVAQIASAVSF
VGSTPRFLNSRESQ
PI*

TACGGCCCAC CTGAAACATA 0 R 0 0 0 0 0

1815 1209 ao AN5003.1 59.m08907 AO070255000039 0 -72 -49 ATGGGCCGAGGGTCACCTGAATAA ATGGGCCGAGGGTCACCTGAATAA MGRGSPE* MGRGSPE* ATCGTATTTA CCCCTTGTCG 0 R 0 0 0 0 0
1816 1212 an AN0075.1 71.m15353 AO070311000141 0 -139 -122 ATGCTCCCCGACTACTGA ATGCTCCCCGACTACTGA MLPDY* MLPDY* TCCATTATTA ACCTCCACTT 0 O 0 0 0 0 0
1817 1212 ao AN0075.1 71.m15353 AO070311000141 0 -128 -87 ATGCTCCATTTATCAGTCAACTTTCATTGCTCCGGAAATTG

A
ATGCTCCATTTATCAGTCAACTTTCATTGCTC
CGGAAATTGA

MLHLSVNFHCSGN* MLHLSVNFHCSGN* CTCCGCGCCG TCATTTGCAG 0 O 0 0 0 0 0

1822 1215 af AN6725.1 65.m07245 AO070339000169 0 -209 -39 ATGTCTCGAAGCTCCACTTCGCTTCTTTTAAGCTGGTTGAA
GGCTTTTTTCTTCCTATTTCTCTTCCTTTCTGTCGCCCACAC
AAATTTATACACCACGACACCCTTGTATTTCTATCATCTGA
GCTATCGCTGGATGCTCTCGCGCCATATCTCTGGTAGATT
TGGTTAA

ATGTCTCGAAGCTCCACTTCGCTTCTTTTAAGCTGG
TTGAAGGCTTTTTTCTTCCTATTTCTCTTCCTTTCTG
TCGCCCACACAAATTTATACACCACGACACCCTTGT
ATTTCTATCATCTGAGCTATCGCTGGATGCTCTCGC
GCCATATCTCTGGTAGATTTGGTTAA

MSRSSTSLLLSWLKAFFF
LFLFLSVAHTNLYTTTPLY
FYHLSYRWMLSRHISGR
FG*

MSRSSTSLLLSWLK
AFFFLFLFLSVAHTN
LYTTTPLYFYHLSYR
WMLSRHISGRFG*

GAGGTTCCTC TATGTTGTGA 0 A 0 MG07164.1 NCU06763.1 0 0

1823 1215 af AN6725.1 65.m07245 AO070339000169 0 -74 -39 ATGCTCTCGCGCCATATCTCTGGTAGATTTGGTTAA ATGCTCTCGCGCCATATCTCTGGTAGATTTGGTTAA MLSRHISGRFG* MLSRHISGRFG* CTATCGCTGG TATGTTGTGA 0 A 0 MG07164.1 NCU06763.1 0 0

1818 1215 an AN6725.1 65.m07245 AO070339000169 0 -123 -88 ATGGACTGGATGGCTATGGATGACGACTGCACATAA ATGGACTGGATGGCTATGGATGACGACTGCACA
TAA

MDWMAMDDDCT* MDWMAMDDDCT* TGCTCATCAT GCGTTCTTCC 0 A 0 MG07164.1 NCU06763.1 0 0

1819 1215 an AN6725.1 65.m07245 AO070339000169 0 -114 -88 ATGGCTATGGATGACGACTGCACATAA ATGGCTATGGATGACGACTGCACATAA MAMDDDCT* MAMDDDCT* TATGGACTGG GCGTTCTTCC 0 A 0 MG07164.1 NCU06763.1 0 0

1820 1215 an AN6725.1 65.m07245 AO070339000169 0 -108 -88 ATGGATGACGACTGCACATAA ATGGATGACGACTGCACATAA MDDDCT* MDDDCT* CTGGATGGCT GCGTTCTTCC 0 A 0 MG07164.1 NCU06763.1 0 0

1824 1215 ao AN6725.1 65.m07245 AO070339000169 0 -195 -37 ATGCTCTTTTCTTTTTTTTTTTTTTGTTTTACCCTTCTCGCCC
TCCCCATTGTTTCCCCTCTTCTATGCCTATGCCCCAACCCA
TCAATCGACACTCTTCTAGACAGTCGATTGTACATTTTCAC
CAGGTCGCTGGTAGATCTGGTCACTGTGACATGA

ATGCTCTTTTCTTTTTTTTTTTTTTGTTTTACC
CTTCTCGCCCTCCCCATTGTTTCCCCTCTTC
TATGCCTATGCCCCAACCCATCAATCGACAC
TCTTCTAGACAGTCGATTGTACATTTTCACC
AGGTCGCTGGTAGATCTGGTCACTGTGACA
TGA

MLFSFFFFCFTLLALPIVS
PLLCLCPNPSIDTLLDSRL
YIFTRSLVDLVTVT*

MLFSFFFFCFTLLAL
PIVSPLLCLCPNPSI
DTLLDSRLYIFTRSL
VDLVTVT*

CGCGGTAGTC CCGCATAATC 0 A 0 MG07164.1 NCU06763.1 0 0

1825 1215 ao AN6725.1 65.m07245 AO070339000169 0 -130 -29 ATGCCTATGCCCCAACCCATCAATCGACACTCTTCTAGAC
AGTCGATTGTACATTTTCACCAGGTCGCTGGTAGATCTGG
TCACTGTGACATGACCGCATAA

ATGCCTATGCCCCAACCCATCAATCGACACT
CTTCTAGACAGTCGATTGTACATTTTCACCA
GGTCGCTGGTAGATCTGGTCACTGTGACAT
GACCGCATAA

MPMPQPINRHSSRQSIVH
FHQVAGRSGHCDMTA*

MPMPQPINRHSSR
QSIVHFHQVAGRSG
HCDMTA*

CCCCTCTTCT TCGCGAGAGA 0 A 0 MG07164.1 NCU06763.1 0 0

1826 1215 ao AN6725.1 65.m07245 AO070339000169 0 -124 -29 ATGCCCCAACCCATCAATCGACACTCTTCTAGACAGTCGA
TTGTACATTTTCACCAGGTCGCTGGTAGATCTGGTCACTG
TGACATGACCGCATAA

ATGCCCCAACCCATCAATCGACACTCTTCTA
GACAGTCGATTGTACATTTTCACCAGGTCGC
TGGTAGATCTGGTCACTGTGACATGACCGC
ATAA

MPQPINRHSSRQSIVHFH
QVAGRSGHCDMTA*

MPQPINRHSSRQSI
VHFHQVAGRSGHC
DMTA*

TTCTATGCCT TCGCGAGAGA 0 A 0 MG07164.1 NCU06763.1 0 0

1829 1216 af AN5745.1 69.m15631 AO070341000002 0 -244 -206 ATGGTCGAATGGCACGTGATCATTTACATGCCCCACTAA ATGGTCGAATGGCACGTGATCATTTACATGCCCCA
CTAA

MVEWHVIIYMPH* MVEWHVIIYMPH* TCGGGCATCA CAAGATTCCA 0 J 0 0 0 0 0

1830 1216 af AN5745.1 69.m15631 AO070341000002 0 -236 -81 ATGGCACGTGATCATTTACATGCCCCACTAACAAGATTCC
ATTGTGAAGTTGTTGCGGCAGCAGCGAGATTCTGTCTCTG
CCATTCAGCAGAAAAAAACCATCGTCGGTCTTCGCCACGA
CAGTCTATCTCGTCCGAACACGGTAGATCCCGCTGA

ATGGCACGTGATCATTTACATGCCCCACTAACAAG
ATTCCATTGTGAAGTTGTTGCGGCAGCAGCGAGAT
TCTGTCTCTGCCATTCAGCAGAAAAAAACCATCGTC
GGTCTTCGCCACGACAGTCTATCTCGTCCGAACAC
GGTAGATCCCGCTGA

MARDHLHAPLTRFHCEV
VAAAARFCLCHSAEKNH
RRSSPRQSISSEHGRSR*

MARDHLHAPLTRFH
CEVVAAAARFCLCH
SAEKNHRRSSPRQ
SISSEHGRSR*

CAATGGTCGA ATCACCTCCT 0 J 0 0 0 0 0

1831 1216 af AN5745.1 69.m15631 AO070341000002 0 -217 -206 ATGCCCCACTAA ATGCCCCACTAA MPH* MPH* GATCATTTAC CAAGATTCCA 0 J 0 0 0 0 0
1828 1216 an AN5745.1 69.m15631 AO070341000002 0 -149 -90 ATGCGGGCAAAAGAAAGGACTTTTGCCCACTTCAGACGAG

TGTCTTGTGTCCGCCACTGA
ATGCGGGCAAAAGAAAGGACTTTTGCCCACTTCA
GACGAGTGTCTTGTGTCCGCCACTGA

MRAKERTFAHFRRVSCV
RH*

MRAKERTFAHFRRVSC
VRH*

TTCATTAGGG TCTTCCCTGC 0 J 0 0 0 0 0

1832 1216 ao AN5745.1 69.m15631 AO070341000002 0 -227 -207 ATGAATGGGCGTGAATGGTAA ATGAATGGGCGTGAATGGTAA MNGREW* MNGREW* TTGACTCCTA GGGTACACGT 0 J 0 0 0 0 0
1833 1216 ao AN5745.1 69.m15631 AO070341000002 0 -223 -50 ATGGGCGTGAATGGTAAGGGTACACGTGACCCCGCTAGC

CCCACCACCAGATCGTTTTATCGTGAAGTTATTGAGGGAC
GGCTCACTCGCCCACATCAAATTCGCCTTCTGGTTATTGA
TTCACCCACGACGACCCTCTTGTTGGGATACACGGCTTAC
TCACTCTGTTATTGA

ATGGGCGTGAATGGTAAGGGTACACGTGAC
CCCGCTAGCCCCACCACCAGATCGTTTTAT
CGTGAAGTTATTGAGGGACGGCTCACTCGC
CCACATCAAATTCGCCTTCTGGTTATTGATT
CACCCACGACGACCCTCTTGTTGGGATACA
CGGCTTACTCACTCTGTTATTGA

MGVNGKGTRDPASPTTR
SFYREVIEGRLTRPHQIRL
LVIDSPTTTLLLGYTAYSL
CY*

MGVNGKGTRDPAS
PTTRSFYREVIEGRL
TRPHQIRLLVIDSPT
TTLLLGYTAYSLCY*

CTCCTAATGA GTCATTAGAA 0 J 0 0 0 0 0

1834 1216 ao AN5745.1 69.m15631 AO070341000002 0 -213 -34 ATGGTAAGGGTACACGTGACCCCGCTAGCCCCACCACCA
GATCGTTTTATCGTGAAGTTATTGAGGGACGGCTCACTCG
CCCACATCAAATTCGCCTTCTGGTTATTGATTCACCCACGA
CGACCCTCTTGTTGGGATACACGGCTTACTCACTCTGTTA
TTGAGTCATTAGAAGCTTGA

ATGGTAAGGGTACACGTGACCCCGCTAGCC
CCACCACCAGATCGTTTTATCGTGAAGTTAT
TGAGGGACGGCTCACTCGCCCACATCAAAT
TCGCCTTCTGGTTATTGATTCACCCACGACG
ACCCTCTTGTTGGGATACACGGCTTACTCAC
TCTGTTATTGAGTCATTAGAAGCTTGA

MVRVHVTPLAPPPDRFIV
KLLRDGSLAHIKFAFWLLI
HPRRPSCWDTRLTHSVI
ESLEA*

MVRVHVTPLAPPPD
RFIVKLLRDGSLAHI
KFAFWLLIHPRRPS
CWDTRLTHSVIESL
EA*

ATGGGCGTGA AGCTTTTACC 0 J 0 0 0 0 0

1835 1218 af AN7450.1 57.m05893 AO070229000023 0 -123 -100 ATGATGCAAATTGGCACCCTTTGA ATGATGCAAATTGGCACCCTTTGA MMQIGTL* MMQIGTL* ACATTTTTCA CTTTGTTGTA 0  0 0 0 0 0
1836 1218 af AN7450.1 57.m05893 AO070229000023 0 -120 -100 ATGCAAATTGGCACCCTTTGA ATGCAAATTGGCACCCTTTGA MQIGTL* MQIGTL* TTTTTCAATG CTTTGTTGTA 0  0 0 0 0 0
1837 1218 ao AN7450.1 57.m05893 AO070229000023 0 -178 -125 ATGCTCCCCCTGTTACCCATTGTATGTCAATTTTCGACACT

TCGGCACTCCTGA
ATGCTCCCCCTGTTACCCATTGTATGTCAAT
TTTCGACACTTCGGCACTCCTGA

MLPLLPIVCQFSTLRHS* MLPLLPIVCQFSTLR
HS*

ATACTTTCTA AGCATGCTGC 0  0 0 0 0 0

1838 1218 ao AN7450.1 57.m05893 AO070229000023 0 -155 -108 ATGTCAATTTTCGACACTTCGGCACTCCTGAAGCATGCTG
CATATTAG

ATGTCAATTTTCGACACTTCGGCACTCCTGA
AGCATGCTGCATATTAG

MSIFDTSALLKHAAY* MSIFDTSALLKHAAY
*

TACCCATTGT ATTGATCAAT 0  0 0 0 0 0

1839 1218 ao AN7450.1 57.m05893 AO070229000023 0 -121 -89 ATGCTGCATATTAGATTGATCAATTTCGCCTAG ATGCTGCATATTAGATTGATCAATTTCGCCT
AG

MLHIRLINFA* MLHIRLINFA* CTCCTGAAGC TATCCAGTGA 0  0 0 0 0 0

1842 1219 af AN1442.1 55.m02942 AO070232000005 0 -222 -196 ATGGACTCACAGACACTTCACCAGTGA ATGGACTCACAGACACTTCACCAGTGA MDSQTLHQ* MDSQTLHQ* TCGCCATTTT ATATTATATA 0 U 0 MG04412.1 0 0 0
1843 1219 af AN1442.1 55.m02942 AO070232000005 0 -101 -87 ATGACCCAAGTCTAA ATGACCCAAGTCTAA MTQV* MTQV* TGACGATACT TCTGTACTAC 0 U 0 MG04412.1 0 0 0
1840 1219 an AN1442.1 55.m02942 AO070232000005 0 -183 -142 ATGTACCTTCTTTTAGCCCAAACCTTTTGTCGATCCTTTTAA ATGTACCTTCTTTTAGCCCAAACCTTTTGTCGATC

CTTTTAA
MYLLLAQTFCRSF* MYLLLAQTFCRSF* CGTTCTCCTC CGTACACAGC 0 U 0 MG04412.1 0 0 0

1841 1219 an AN1442.1 55.m02942 AO070232000005 0 -115 -104 ATGACCAACTAA ATGACCAACTAA MTN* MTN* ACCTCGTACT AACTCAGCCA 0 U 0 MG04412.1 0 0 0
1844 1219 ao AN1442.1 55.m02942 AO070232000005 0 -87 -73 ATGACCCCAGCCTGA ATGACCCCAGCCTGA MTPA* MTPA* CAACGATATT ATACTCCCCG 0 U 0 MG04412.1 0 0 0
1845 1221 an AN9311.1 71.m15099 AO070298000046 0 -283 -212 ATGTCAGTAGTGGCAAGCAGTTTGGCATTCTGTCTCTCCG

GAGAGAGGTTGTGTAAGCTGGGGATACCCTGA
ATGTCAGTAGTGGCAAGCAGTTTGGCATTCTGTC
TCTCCGGAGAGAGGTTGTGTAAGCTGGGGATAC
CCTGA

MSVVASSLAFCLSGERL
CKLGIP*

MSVVASSLAFCLSGERL
CKLGIP*

AAACCCATGC TCACAGGGAA 0  0 0 0 0 0

1846 1221 an AN9311.1 71.m15099 AO070298000046 0 -165 -55 ATGCAGATCTGGGTGGGCACTGCACTCTCGCAGAGGGAA
TCTGGCTCACAATACGAGAGCCTTTTTAAATTCATTGTGTT
CTCTATACAGGGTCTATCTCCTCATTCATAG

ATGCAGATCTGGGTGGGCACTGCACTCTCGCAG
AGGGAATCTGGCTCACAATACGAGAGCCTTTTTA
AATTCATTGTGTTCTCTATACAGGGTCTATCTCCT
CATTCATAG

MQIWVGTALSQRESGSQ
YESLFKFIVFSIQGLSPHS
*

MQIWVGTALSQRESGS
QYESLFKFIVFSIQGLSP
HS*

TGACAACTCA ATCATCTCTC 0  0 0 0 0 0

1847 1221 ao AN9311.1 71.m15099 AO070298000046 0 -75 -25 ATGACCATGGAAAGCTGTCCAACATTGCCTGTGATTTCTG
GACAAAACTGA

ATGACCATGGAAAGCTGTCCAACATTGCCT
GTGATTTCTGGACAAAACTGA

MTMESCPTLPVISGQN* MTMESCPTLPVISG
QN*

TGAATTTAAA TCATCACCGA 0  0 0 0 0 0

1848 1221 ao AN9311.1 71.m15099 AO070298000046 0 -69 -25 ATGGAAAGCTGTCCAACATTGCCTGTGATTTCTGGACAAA
ACTGA

ATGGAAAGCTGTCCAACATTGCCTGTGATTT
CTGGACAAAACTGA

MESCPTLPVISGQN* MESCPTLPVISGQN* TAAAATGACC TCATCACCGA 0  0 0 0 0 0

1851 1223 af AN5681.1 65.m07407 AO070309000096 0 -234 -196 ATGGATTCTTCTGCCCCACGTGAGCTGGAGATAACGTGA ATGGATTCTTCTGCCCCACGTGAGCTGGAGATAAC
GTGA

MDSSAPRELEIT* MDSSAPRELEIT* GGAATCCAAA TAAAGGTCAC 0 O FG07078.1 MG00145.1 0 0 0

1852 1223 af AN5681.1 65.m07407 AO070309000096 0 -107 -60 ATGAAGCACAAGTTCCAGGAAATATCACGATGTTACTTGC
CTGATTGA

ATGAAGCACAAGTTCCAGGAAATATCACGATGTTA
CTTGCCTGATTGA

MKHKFQEISRCYLPD* MKHKFQEISRCYLP
D*

TGGGGAAGAT TTCCTTAACC 0 O FG07078.1 MG00145.1 0 0 0

1853 1223 af AN5681.1 65.m07407 AO070309000096 0 -78 -64 ATGTTACTTGCCTGA ATGTTACTTGCCTGA MLLA* MLLA* AAATATCACG TTGATTCCTT 0 O FG07078.1 MG00145.1 0 0 0
1849 1223 an AN5681.1 65.m07407 AO070309000096 0 -212 -90 ATGCGCATATCATCACGTGGCTTTCCACGTGATTACAGCC

GAGGCATAGGCCCGGCGTCTTATCTACATATCCGGGGAA
ACATCCCAGGCTTCTTCCCACCCATGATCTGTCTGCGGAT
GTGA

ATGCGCATATCATCACGTGGCTTTCCACGTGATT
ACAGCCGAGGCATAGGCCCGGCGTCTTATCTAC
ATATCCGGGGAAACATCCCAGGCTTCTTCCCACC
CATGATCTGTCTGCGGATGTGA

MRISSRGFPRDYSRGIGP
ASYLHIRGNIPGFFPPMIC
LRM*

MRISSRGFPRDYSRGIG
PASYLHIRGNIPGFFPPM
ICLRM*

CCGCAATTAG CTGTGGAGTA 0 O FG07078.1 MG00145.1 0 0 0

1850 1223 an AN5681.1 65.m07407 AO070309000096 0 -110 -90 ATGATCTGTCTGCGGATGTGA ATGATCTGTCTGCGGATGTGA MICLRM* MICLRM* CTTCCCACCC CTGTGGAGTA 0 O FG07078.1 MG00145.1 0 0 0
1854 1223 ao AN5681.1 65.m07407 AO070309000096 0 -202 -110 ATGGCATTCGGGTCACGTGAATCACTCCCTCACGTGTGGA

CTGCCGAGGTATACCGTATCGCCGCTGCAGAGGCTCATT
CTCCGGGGAAATGA

ATGGCATTCGGGTCACGTGAATCACTCCCT
CACGTGTGGACTGCCGAGGTATACCGTATC
GCCGCTGCAGAGGCTCATTCTCCGGGGAA
ATGA

MAFGSRESLPHVWTAEV
YRIAAAEAHSPGK*

MAFGSRESLPHVW
TAEVYRIAAAEAHSP
GK*

AATTTCCCTG TAACCACGTC 0 O FG07078.1 MG00145.1 0 0 0

1855 1223 ao AN5681.1 65.m07407 AO070309000096 0 -91 -77 ATGATGAGACGGTAG ATGATGAGACGGTAG MMRR* MMRR* TCAGTTAACA AGCGAGCTTT 0 O FG07078.1 MG00145.1 0 0 0
1856 1223 ao AN5681.1 65.m07407 AO070309000096 0 -88 -77 ATGAGACGGTAG ATGAGACGGTAG MRR* MRR* GTTAACAATG AGCGAGCTTT 0 O FG07078.1 MG00145.1 0 0 0
1860 1224 af AN8565.1 71.m15702 AO070311000007 0 -212 -114 ATGACGCCATTCGTCTCAGCGGTCTGTGGGGATCTGAGG

CAGCTCTCCGCCTGCGCAATACGGAAAGTAAATGAAAGCC
GCGGGCTCATGAACATTTGA

ATGACGCCATTCGTCTCAGCGGTCTGTGGGGATCT
GAGGCAGCTCTCCGCCTGCGCAATACGGAAAGTA
AATGAAAGCCGCGGGCTCATGAACATTTGA

MTPFVSAVCGDLRQLSA
CAIRKVNESRGLMNI*

MTPFVSAVCGDLRQ
LSACAIRKVNESRG
LMNI*

TATTCAGCAA ACTCCGGAGG 0 E 0 0 0 0 0

1861 1224 af AN8565.1 71.m15702 AO070311000007 0 -142 -122 ATGAAAGCCGCGGGCTCATGA ATGAAAGCCGCGGGCTCATGA MKAAGS* MKAAGS* CGGAAAGTAA ACATTTGAAC 0 E 0 0 0 0 0
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1862 1224 af AN8565.1 71.m15702 AO070311000007 0 -125 -114 ATGAACATTTGA ATGAACATTTGA MNI* MNI* CCGCGGGCTC ACTCCGGAGG 0 E 0 0 0 0 0
1863 1224 af AN8565.1 71.m15702 AO070311000007 0 -95 -30 ATGACTTCTCCACACCCGTTCATTTGGATTCAATTTCGCCT

CGAGCATTCAGCTATTGCTCGATAG
ATGACTTCTCCACACCCGTTCATTTGGATTCAATTT
CGCCTCGAGCATTCAGCTATTGCTCGATAG

MTSPHPFIWIQFRLEHSAI
AR*

MTSPHPFIWIQFRLE
HSAIAR*

GGTCAGAACA TTGTCTTGCT 0 E 0 0 0 0 0

1857 1224 an AN8565.1 71.m15702 AO070311000007 0 -165 -31 ATGGTCGTCGTGCAGTACTCTGTACCCCGTTCTACTCTAG
TGTCGCGGCGGACACGGAAGCTAGTAATTCCGTTCCGAA
GGCGATCTCGGAGCCCGGTCAGCGAGTCACCTGCAAATG
CAATGCGGCGGCCATGA

ATGGTCGTCGTGCAGTACTCTGTACCCCGTTCTA
CTCTAGTGTCGCGGCGGACACGGAAGCTAGTAA
TTCCGTTCCGAAGGCGATCTCGGAGCCCGGTCA
GCGAGTCACCTGCAAATGCAATGCGGCGGCCAT
GA

MVVVQYSVPRSTLVSRR
TRKLVIPFRRRSRSPVSE
SPANAMRRP*

MVVVQYSVPRSTLVSR
RTRKLVIPFRRRSRSPV
SESPANAMRRP*

TTGTGTGCGG TCCGTTCACA 0 E 0 0 0 0 0

1864 1224 ao AN8565.1 71.m15702 AO070311000007 0 -186 -175 ATGACGCCATGA ATGACGCCATGA MTP* MTP* ACACGAGTAG GCTTTCCCGC 0 E 0 0 0 0 0
1865 1229 ao AN4090.1 54.m06735 AO070342000093 0 -135 -100 ATGTACAACATAATCTCGATAAAGAATCGCCGATAA ATGTACAACATAATCTCGATAAAGAATCGCC

GATAA
MYNIISIKNRR* MYNIISIKNRR* GTGATCACAA CCAACCCAAC 0 S 0 0 0 0 0

1867 1234 af AN1690.1 58.m07765 AO070305000010 0 -112 -47 ATGTATGCTCTATTTTTGCATCTTGTTTTGATTATTTCTTTCC
CATCATCCCGTGAACATCCTTGA

ATGTATGCTCTATTTTTGCATCTTGTTTTGATTATTT
CTTTCCCATCATCCCGTGAACATCCTTGA

MYALFLHLVLIISFPSSRE
HP*

MYALFLHLVLIISFPS
SREHP*

TTACTGGCTG GCACAGTTCT 0 S 0 0 0 0 0

1868 1234 af AN1690.1 58.m07765 AO070305000010 0 -108 -82 ATGCTCTATTTTTGCATCTTGTTTTGA ATGCTCTATTTTTGCATCTTGTTTTGA MLYFCILF* MLYFCILF* TGGCTGATGT TTATTTCTTT 0 S 0 0 0 0 0
1872 1235 af AN4471.1 58.m07861 AO070305000130 0 -190 -47 ATGAAGCGCTCCGTAGCGGTGACTGCGCCACAGGCATGT

AGGGCCGCCTCCTCAAACTGTCACCGCCTAGGATGCGAT
ATGTCTGGCAGAAAAAAAAAGTTATCCGTCCTCCAACATTA
TAGAGCGTTGAACTGTTGGTATTAG

ATGAAGCGCTCCGTAGCGGTGACTGCGCCACAGG
CATGTAGGGCCGCCTCCTCAAACTGTCACCGCCTA
GGATGCGATATGTCTGGCAGAAAAAAAAAGTTATC
CGTCCTCCAACATTATAGAGCGTTGAACTGTTGGT
ATTAG

MKRSVAVTAPQACRAAS
SNCHRLGCDMSGRKKKL
SVLQHYRALNCWY*

MKRSVAVTAPQAC
RAASSNCHRLGCD
MSGRKKKLSVLQHY
RALNCWY*

TCTGTGCAGT ATCCCTTAAG 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1873 1235 af AN4471.1 58.m07861 AO070305000130 0 -119 -69 ATGCGATATGTCTGGCAGAAAAAAAAAGTTATCCGTCCTC
CAACATTATAG

ATGCGATATGTCTGGCAGAAAAAAAAAGTTATCCGT
CCTCCAACATTATAG

MRYVWQKKKVIRPPTL* MRYVWQKKKVIRPP
TL*

ACCGCCTAGG AGCGTTGAAC 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1874 1235 af AN4471.1 58.m07861 AO070305000130 0 -112 -47 ATGTCTGGCAGAAAAAAAAAGTTATCCGTCCTCCAACATTA
TAGAGCGTTGAACTGTTGGTATTAG

ATGTCTGGCAGAAAAAAAAAGTTATCCGTCCTCCAA
CATTATAGAGCGTTGAACTGTTGGTATTAG

MSGRKKKLSVLQHYRAL
NCWY*

MSGRKKKLSVLQHY
RALNCWY*

AGGATGCGAT ATCCCTTAAG 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1869 1235 an AN4471.1 58.m07861 AO070305000130 0 -179 -156 ATGGAGATTGAGCTACTGGCTTGA ATGGAGATTGAGCTACTGGCTTGA MEIELLA* MEIELLA* GGTTAACGTG GCATGAACGC 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1870 1235 an AN4471.1 58.m07861 AO070305000130 0 -100 -65 ATGTCTGGCAGAAAAAAAAGTTGCCCGCGTTTCTGA ATGTCTGGCAGAAAAAAAAGTTGCCCGCGTTTCT
GA

MSGRKKSCPRF* MSGRKKSCPRF* CAGAGCAGGA TGCTCAGCCG 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1871 1235 an AN4471.1 58.m07861 AO070305000130 0 -65 -51 ATGCTCAGCCGCTGA ATGCTCAGCCGCTGA MLSR* MLSR* CGCGTTTCTG CCAGCAAGAG 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1875 1235 ao AN4471.1 58.m07861 AO070305000130 0 -161 -12 ATGATCCTGCTAGTTCCACCCTCACCGCCTAATGCATTCG
ATAATGTCTGGCAGAAAAAAAGTTGCCCGCTTTTTTTGTAC
GGCTTTCATATCTACAGCTTGAAAAAATCATTTGTCATTGG
TGAAACATCAACCAACATTATCATTTAA

ATGATCCTGCTAGTTCCACCCTCACCGCCTA
ATGCATTCGATAATGTCTGGCAGAAAAAAAG
TTGCCCGCTTTTTTTGTACGGCTTTCATATCT
ACAGCTTGAAAAAATCATTTGTCATTGGTGA
AACATCAACCAACATTATCATTTAA

MILLVPPSPPNAFDNVW
QKKSCPLFLYGFHIYSLK
KSFVIGETSTNIII*

MILLVPPSPPNAFDN
VWQKKSCPLFLYGF
HIYSLKKSFVIGETST
NIII*

CACCTCAGGC GATTTTAGAT 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1876 1235 ao AN4471.1 58.m07861 AO070305000130 0 -130 -59 ATGCATTCGATAATGTCTGGCAGAAAAAAAGTTGCCCGCT
TTTTTTGTACGGCTTTCATATCTACAGCTTGA

ATGCATTCGATAATGTCTGGCAGAAAAAAAG
TTGCCCGCTTTTTTTGTACGGCTTTCATATCT
ACAGCTTGA

MHSIMSGRKKVARFFCT
AFISTA*

MHSIMSGRKKVARF
FCTAFISTA*

TCACCGCCTA AAAAATCATT 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1877 1235 ao AN4471.1 58.m07861 AO070305000130 0 -118 -59 ATGTCTGGCAGAAAAAAAGTTGCCCGCTTTTTTTGTACGG
CTTTCATATCTACAGCTTGA

ATGTCTGGCAGAAAAAAAGTTGCCCGCTTTT
TTTGTACGGCTTTCATATCTACAGCTTGA

MSGRKKVARFFCTAFIST
A*

MSGRKKVARFFCTA
FISTA*

GCATTCGATA AAAAATCATT 0 S FG05585.1 MG06429.1 NCU07864.1 YKL021C 0

1878 1236 an AN0138.1 71.m15421 AO070321000114 0 -123 -100 ATGATGTTCGTCTCTCTCAATTGA ATGATGTTCGTCTCTCTCAATTGA MMFVSLN* MMFVSLN* GCAACCGTCC AACAACAACC 0 KL FG10862.1 0 0 0 0
1879 1236 an AN0138.1 71.m15421 AO070321000114 0 -120 -100 ATGTTCGTCTCTCTCAATTGA ATGTTCGTCTCTCTCAATTGA MFVSLN* MFVSLN* ACCGTCCATG AACAACAACC 0 KL FG10862.1 0 0 0 0
1880 1236 ao AN0138.1 71.m15421 AO070321000114 0 -137 -126 ATGATGTTATGA ATGATGTTATGA MML* MML* CGCAAGTCTA CTTGACTGAT 0 KL FG10862.1 0 0 0 0
1881 1237 af AN6793.1 66.m04794 AO070326000029 0 -276 -262 ATGGTATTTGAATGA ATGGTATTTGAATGA MVFE* MVFE* TCAGTATACC TTCGTCCTAA 0 R 0 0 0 0 0
1882 1237 af AN6793.1 66.m04794 AO070326000029 0 -265 -209 ATGATTCGTCCTAATTCAGTCTACCACAGCTGCTGCGGGC

CGAGGTTTTCCCGGTAG
ATGATTCGTCCTAATTCAGTCTACCACAGCTGCTGC
GGGCCGAGGTTTTCCCGGTAG

MIRPNSVYHSCCGPRFS
R*

MIRPNSVYHSCCGP
RFSR*

TGGTATTTGA GGCTGGTGAA 0 R 0 0 0 0 0

1883 1237 ao AN6793.1 66.m04794 AO070326000029 0 -217 -191 ATGTTGAGGCTTAGTCACTGGTGTTGA ATGTTGAGGCTTAGTCACTGGTGTTGA MLRLSHWC* MLRLSHWC* AAGTAGTTTG CCGGATATTT 0 R 0 0 0 0 0
1884 1239 ao AN4019.1 54.m06552 AO070328000118 0 -211 -158 ATGATTGCGCGATCAAGTGCTAAAATGATCTGTTCCCGTC

CACAGTTGTTTTGA
ATGATTGCGCGATCAAGTGCTAAAATGATCT
GTTCCCGTCCACAGTTGTTTTGA

MIARSSAKMICSRPQLF* MIARSSAKMICSRP
QLF*

AGATCGGTCA CTTCTGTTTT 0 R 0 0 0 0 0

1885 1239 ao AN4019.1 54.m06552 AO070328000118 0 -187 -158 ATGATCTGTTCCCGTCCACAGTTGTTTTGA ATGATCTGTTCCCGTCCACAGTTGTTTTGA MICSRPQLF* MICSRPQLF* AAGTGCTAAA CTTCTGTTTT 0 R 0 0 0 0 0
1886 1239 ao AN4019.1 54.m06552 AO070328000118 0 -135 -109 ATGCGCCGCCCTTTTTTTTCCAGATAA ATGCGCCGCCCTTTTTTTTCCAGATAA MRRPFFSR* MRRPFFSR* CGTATCTTGT TATCTTCCCC 0 R 0 0 0 0 0
1893 1240 af AN4861.1 59.m09110 AO070329000146 0 -341 -288 ATGCATGCCACTCGCTCAAGTGATGAGAGCATTTGCAGCT

CCAACTGTCTTTAA
ATGCATGCCACTCGCTCAAGTGATGAGAGCATTTG
CAGCTCCAACTGTCTTTAA

MHATRSSDESICSSNCL* MHATRSSDESICSS
NCL*

GAGGCATTAC TGCACATGCT 0 K 0 0 0 0 0

1894 1240 af AN4861.1 59.m09110 AO070329000146 0 -337 -185 ATGCCACTCGCTCAAGTGATGAGAGCATTTGCAGCTCCAA
CTGTCTTTAATGCACATGCTGCCGGATGTGGATGTGCCGC
GACAGTGATGGCAAACGCTTGTTGCAGAGGAATTTTGTCG
CATCAGGTTATGGCTACTTGTGACATTTTCTAA

ATGCCACTCGCTCAAGTGATGAGAGCATTTGCAGC
TCCAACTGTCTTTAATGCACATGCTGCCGGATGTG
GATGTGCCGCGACAGTGATGGCAAACGCTTGTTG
CAGAGGAATTTTGTCGCATCAGGTTATGGCTACTT
GTGACATTTTCTAA

MPLAQVMRAFAAPTVFN
AHAAGCGCAATVMANAC
CRGILSHQVMATCDIF*

MPLAQVMRAFAAPT
VFNAHAAGCGCAAT
VMANACCRGILSHQ
VMATCDIF*

CATTACATGC GGACCTTGCC 0 K 0 0 0 0 0

1895 1240 af AN4861.1 59.m09110 AO070329000146 0 -319 -185 ATGAGAGCATTTGCAGCTCCAACTGTCTTTAATGCACATG
CTGCCGGATGTGGATGTGCCGCGACAGTGATGGCAAACG
CTTGTTGCAGAGGAATTTTGTCGCATCAGGTTATGGCTAC
TTGTGACATTTTCTAA

ATGAGAGCATTTGCAGCTCCAACTGTCTTTAATGCA
CATGCTGCCGGATGTGGATGTGCCGCGACAGTGA
TGGCAAACGCTTGTTGCAGAGGAATTTTGTCGCAT
CAGGTTATGGCTACTTGTGACATTTTCTAA

MRAFAAPTVFNAHAAGC
GCAATVMANACCRGILS
HQVMATCDIF*

MRAFAAPTVFNAHA
AGCGCAATVMANA
CCRGILSHQVMATC
DIF*

CGCTCAAGTG GGACCTTGCC 0 K 0 0 0 0 0

1896 1240 af AN4861.1 59.m09110 AO070329000146 0 -288 -250 ATGCACATGCTGCCGGATGTGGATGTGCCGCGACAGTGA ATGCACATGCTGCCGGATGTGGATGTGCCGCGAC
AGTGA

MHMLPDVDVPRQ* MHMLPDVDVPRQ* ACTGTCTTTA TGGCAAACGC 0 K 0 0 0 0 0

1897 1240 af AN4861.1 59.m09110 AO070329000146 0 -282 -250 ATGCTGCCGGATGTGGATGTGCCGCGACAGTGA ATGCTGCCGGATGTGGATGTGCCGCGACAGTGA MLPDVDVPRQ* MLPDVDVPRQ* TTTAATGCAC TGGCAAACGC 0 K 0 0 0 0 0
1898 1240 af AN4861.1 59.m09110 AO070329000146 0 -272 -195 ATGTGGATGTGCCGCGACAGTGATGGCAAACGCTTGTTG

CAGAGGAATTTTGTCGCATCAGGTTATGGCTACTTGTGA
ATGTGGATGTGCCGCGACAGTGATGGCAAACGCT
TGTTGCAGAGGAATTTTGTCGCATCAGGTTATGGC
TACTTGTGA

MWMCRDSDGKRLLQRN
FVASGYGYL*

MWMCRDSDGKRLL
QRNFVASGYGYL*

ATGCTGCCGG CATTTTCTAA 0 K 0 0 0 0 0

1899 1240 af AN4861.1 59.m09110 AO070329000146 0 -266 -195 ATGTGCCGCGACAGTGATGGCAAACGCTTGTTGCAGAGG
AATTTTGTCGCATCAGGTTATGGCTACTTGTGA

ATGTGCCGCGACAGTGATGGCAAACGCTTGTTGCA
GAGGAATTTTGTCGCATCAGGTTATGGCTACTTGT
GA

MCRDSDGKRLLQRNFVA
SGYGYL*

MCRDSDGKRLLQR
NFVASGYGYL*

CCGGATGTGG CATTTTCTAA 0 K 0 0 0 0 0

1900 1240 af AN4861.1 59.m09110 AO070329000146 0 -250 -185 ATGGCAAACGCTTGTTGCAGAGGAATTTTGTCGCATCAGG
TTATGGCTACTTGTGACATTTTCTAA

ATGGCAAACGCTTGTTGCAGAGGAATTTTGTCGCA
TCAGGTTATGGCTACTTGTGACATTTTCTAA

MANACCRGILSHQVMAT
CDIF*

MANACCRGILSHQV
MATCDIF*

CGCGACAGTG GGACCTTGCC 0 K 0 0 0 0 0

1901 1240 af AN4861.1 59.m09110 AO070329000146 0 -208 -185 ATGGCTACTTGTGACATTTTCTAA ATGGCTACTTGTGACATTTTCTAA MATCDIF* MATCDIF* GCATCAGGTT GGACCTTGCC 0 K 0 0 0 0 0
1887 1240 an AN4861.1 59.m09110 AO070329000146 0 -403 -347 ATGTGGTTTTATGTTACCGCCGTACCCTCAGCGCATGTCC

TTTATGATTGTTTCTAG
ATGTGGTTTTATGTTACCGCCGTACCCTCAGCGC
ATGTCCTTTATGATTGTTTCTAG

MWFYVTAVPSAHVLYDC
F*

MWFYVTAVPSAHVLYD
CF*

AAGAGTGAGT AGCCTGTGGT 0 K 0 0 0 0 0

1888 1240 an AN4861.1 59.m09110 AO070329000146 0 -393 -331 ATGTTACCGCCGTACCCTCAGCGCATGTCCTTTATGATTG
TTTCTAGAGCCTGTGGTCCTTGA

ATGTTACCGCCGTACCCTCAGCGCATGTCCTTTA
TGATTGTTTCTAGAGCCTGTGGTCCTTGA

MLPPYPQRMSFMIVSRA
CGP*

MLPPYPQRMSFMIVSRA
CGP*

ATGTGGTTTT ATCTCAGCCT 0 K 0 0 0 0 0

1889 1240 an AN4861.1 59.m09110 AO070329000146 0 -369 -331 ATGTCCTTTATGATTGTTTCTAGAGCCTGTGGTCCTTGA ATGTCCTTTATGATTGTTTCTAGAGCCTGTGGTCC
TTGA

MSFMIVSRACGP* MSFMIVSRACGP* CCCTCAGCGC ATCTCAGCCT 0 K 0 0 0 0 0

1890 1240 an AN4861.1 59.m09110 AO070329000146 0 -360 -331 ATGATTGTTTCTAGAGCCTGTGGTCCTTGA ATGATTGTTTCTAGAGCCTGTGGTCCTTGA MIVSRACGP* MIVSRACGP* CATGTCCTTT ATCTCAGCCT 0 K 0 0 0 0 0
1891 1240 an AN4861.1 59.m09110 AO070329000146 0 -276 -193 ATGTTAACAAGCACGTGCTACTGTCTCGTGCGGGCTAGGA

ACTGCCGGGCTCTCGCAGCCATCGTGGGGAAACCACAGA
TATGA

ATGTTAACAAGCACGTGCTACTGTCTCGTGCGGG
CTAGGAACTGCCGGGCTCTCGCAGCCATCGTGG
GGAAACCACAGATATGA

MLTSTCYCLVRARNCRA
LAAIVGKPQI*

MLTSTCYCLVRARNCRA
LAAIVGKPQI*

ATTGCAGAGA TAAACGAGTC 0 K 0 0 0 0 0

1902 1240 ao AN4861.1 59.m09110 AO070329000146 0 -307 -293 ATGATTTCGCAATAA ATGATTTCGCAATAA MISQ* MISQ* GAGAAGTTTC TGGAGTTTCC 0 K 0 0 0 0 0
1903 1240 ao AN4861.1 59.m09110 AO070329000146 0 -293 -210 ATGGAGTTTCCTAAAGAGGCACGTGCGCATGGGTTGTCC

CGCCATACTCCAGCGCCCAGCGACGTCAGCCTTTTCTCTG
AATGA

ATGGAGTTTCCTAAAGAGGCACGTGCGCAT
GGGTTGTCCCGCCATACTCCAGCGCCCAG
CGACGTCAGCCTTTTCTCTGAATGA

MEFPKEARAHGLSRHTP
APSDVSLFSE*

MEFPKEARAHGLSR
HTPAPSDVSLFSE*

TTTCGCAATA TGGGTAGCTC 0 K 0 0 0 0 0

1904 1240 ao AN4861.1 59.m09110 AO070329000146 0 -265 -203 ATGGGTTGTCCCGCCATACTCCAGCGCCCAGCGACGTCA
GCCTTTTCTCTGAATGATGGGTAG

ATGGGTTGTCCCGCCATACTCCAGCGCCCA
GCGACGTCAGCCTTTTCTCTGAATGATGGG
TAG

MGCPAILQRPATSAFSLN
DG*

MGCPAILQRPATSA
FSLNDG*

GCACGTGCGC CTCGGGAAGC 0 K 0 0 0 0 0

1906 1243 ao AN2884.1 59.m08731 AO070338000130 0 -264 -247 ATGAGCAGGCTTATTTAG ATGAGCAGGCTTATTTAG MSRLI* MSRLI* ACTTACCCTT CTTTAACCTT 0 0 0 0 0 0
1909 1245 af AN0727.1 70.m15330 AO070343000486 0 -246 -229 ATGCTGCAAAAAAGTTGA ATGCTGCAAAAAAGTTGA MLQKS* MLQKS* TTCGGTGGTG CCCTAGAACT 0 A 0 0 0 0 0
1908 1245 an AN0727.1 70.m15330 AO070343000486 0 -214 -164 ATGTCCCAGCATTTTTTCTGCCGCTTGAAACCGCCTTCGC

GGCCACGTTAG
ATGTCCCAGCATTTTTTCTGCCGCTTGAAACCGC
CTTCGCGGCCACGTTAG

MSQHFFCRLKPPSRPR* MSQHFFCRLKPPSRPR* GAAGAAAAAA CTGCCGCGAG 0 A 0 0 0 0 0

1910 1245 ao AN0727.1 70.m15330 AO070343000486 0 -147 -103 ATGCCCGTGTCACTGCTAAGTATCCGCGCTGTTTTCTCAC
TTTAG

ATGCCCGTGTCACTGCTAAGTATCCGCGCT
GTTTTCTCACTTTAG

MPVSLLSIRAVFSL* MPVSLLSIRAVFSL* CCCGTGATTT TTCTCGGATT 0 A 0 0 0 0 0

1913 1248 af AN5771.1 69.m14827 AO070249000009 0 -203 -135 ATGCATCTGCATCAATTGACTGCGTATCCACTTTCGATCCA
TCTGAATCGCGCACAGAAAGACGCCTGA

ATGCATCTGCATCAATTGACTGCGTATCCACTTTCG
ATCCATCTGAATCGCGCACAGAAAGACGCCTGA

MHLHQLTAYPLSIHLNRA
QKDA*

MHLHQLTAYPLSIHL
NRAQKDA*

CTGGAATTTC GGGACAAATA 0  0 0 0 0 0

1911 1248 an AN5771.1 69.m14827 AO070249000009 0 -245 -228 ATGCAGAACGGAGCCTAA ATGCAGAACGGAGCCTAA MQNGA* MQNGA* ACAATAACCT GACTGTGTTG 0  0 0 0 0 0
1912 1248 an AN5771.1 69.m14827 AO070249000009 0 -191 -180 ATGATTGCTTGA ATGATTGCTTGA MIA* MIA* CAACTGCTCT GCAAGTCGTC 0  0 0 0 0 0
1915 1249 af AN5821.1 72.m18948 AO070260000024 0 -238 -212 ATGTTGACAGCCATTTACTTTGCTTGA ATGTTGACAGCCATTTACTTTGCTTGA MLTAIYFA* MLTAIYFA* GATTCAACCT AGCGCCCAAT 0 P 0 0 0 0 0
1914 1249 an AN5821.1 72.m18948 AO070260000024 0 -163 -125 ATGCTCTACTGCACGAGTGTTTATAGCAAGGACCGATAA ATGCTCTACTGCACGAGTGTTTATAGCAAGGACC

GATAA
MLYCTSVYSKDR* MLYCTSVYSKDR* GGGCTTGACA CTGTTTGTCT 0 P 0 0 0 0 0

1916 1252 af AN1328.1 70.m14903 AO070303000092 0 -269 -231 ATGGATCTGTTGATACATATCCACTGGCTGATCGAATAG ATGGATCTGTTGATACATATCCACTGGCTGATCGAA
TAG

MDLLIHIHWLIE* MDLLIHIHWLIE* AATTGTTGAA GGTTTAGCGC 0 R 0 0 0 0 0

1917 1252 af AN1328.1 70.m14903 AO070303000092 0 -209 -78 ATGATTTCTGGTTCTCAGTCATCATTATCAGTCGTCCATTG
TTCGAGCTCCGCACCTGTTCAAGCCCATTTTCCATTCCGT
CAGTGGCCAGGCAGTCCCAACTGGCATCTATATAACTGCC
AGATCGCTTGA

ATGATTTCTGGTTCTCAGTCATCATTATCAGTCGTC
CATTGTTCGAGCTCCGCACCTGTTCAAGCCCATTTT
CCATTCCGTCAGTGGCCAGGCAGTCCCAACTGGC
ATCTATATAACTGCCAGATCGCTTGA

MISGSQSSLSVVHCSSSA
PVQAHFPFRQWPGSPN
WHLYNCQIA*

MISGSQSSLSVVHC
SSSAPVQAHFPFRQ
WPGSPNWHLYNCQ
IA*

TTCAACCCAC AAATCGGCCA 0 R 0 0 0 0 0

1918 1252 ao AN1328.1 70.m14903 AO070303000092 0 -210 -49 ATGATACCGAAGATAGGGCACACCCCAACCGGGTTAGCG
CAGCACCTGATCCGCATCACCTCCACCGCCCGCGGAGAC
AAATTAATCATACCAACATCAAAAACATATACTCAATCCCCT
CTCAAACCGACGAACTCCCCTCAACCCCACCACCTCAATT
AA

ATGATACCGAAGATAGGGCACACCCCAACC
GGGTTAGCGCAGCACCTGATCCGCATCACC
TCCACCGCCCGCGGAGACAAATTAATCATA
CCAACATCAAAAACATATACTCAATCCCCTC
TCAAACCGACGAACTCCCCTCAACCCCACC
ACCTCAATTAA

MIPKIGHTPTGLAQHLIRIT
STARGDKLIIPTSKTYTQS
PLKPTNSPQPHHLN*

MIPKIGHTPTGLAQH
LIRITSTARGDKLIIPT
SKTYTQSPLKPTNS
PQPHHLN*

TGCCAAAGGA CCTCCTCTAC 0 R 0 0 0 0 0
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1919 1254 af AN5713.1 54.m06828 AO070324000145 0 -166 -95 ATGAGGAGCTTTGGGAAATTTTGGTCGAGAGCACCCCGG
AGCTGTCAATCTTGGGATCGCTCAGGACACTGA

ATGAGGAGCTTTGGGAAATTTTGGTCGAGAGCACC
CCGGAGCTGTCAATCTTGGGATCGCTCAGGACACT
GA

MRSFGKFWSRAPRSCQ
SWDRSGH*

MRSFGKFWSRAPR
SCQSWDRSGH*

GGGGGTTTCG CTACTGATCT 0 O FG06306.1 MG03310.1 NCU09700.1 YJL111W 0

1920 1254 ao AN5713.1 54.m06828 AO070324000145 0 -187 -11 ATGATTGGTCACCGCCTCAGTGCTTTGGCGACATCGAGAA
GCTCGGGGAAATTTTGGTCAAGAGCATTATTGAACCCCCC
CGAGCTGGTAACTTTCAGGGCCACTTTCCATCTCCCGTGC
GTCTCTTATTCTCTACCGGTCTTTACCAGCCCTATTTGTCG
GTTCTTTTCGAAATAA

ATGATTGGTCACCGCCTCAGTGCTTTGGCG
ACATCGAGAAGCTCGGGGAAATTTTGGTCA
AGAGCATTATTGAACCCCCCCGAGCTGGTA
ACTTTCAGGGCCACTTTCCATCTCCCGTGC
GTCTCTTATTCTCTACCGGTCTTTACCAGCC
CTATTTGTCGGTTCTTTTCGAAATAA

MIGHRLSALATSRSSGKF
WSRALLNPPELVTFRATF
HLPCVSYSLPVFTSPICR
FFSK*

MIGHRLSALATSRS
SGKFWSRALLNPPE
LVTFRATFHLPCVSY
SLPVFTSPICRFFSK
*

GAGACGCGGT ATTAATCAAA 0 O FG06306.1 MG03310.1 NCU09700.1 YJL111W 0

1923 1255 af AN0292.1 54.m06490 AO070334000050 0 -265 -245 ATGAAGTCAAAGCAAGAGTAA ATGAAGTCAAAGCAAGAGTAA MKSKQE* MKSKQE* CCACTTGATG CTGGAGCTAT 0 K 0 0 0 0 0
1924 1255 af AN0292.1 54.m06490 AO070334000050 0 -236 -135 ATGTCATCACGTGCAGTGATGCCAGGCAGCGATGGATCT

GATTATATAAGCCAGCTCACAGCGCTAACCCAAGTCAGTC
CTAGCTCGATATCAGAAACGTGA

ATGTCATCACGTGCAGTGATGCCAGGCAGCGATG
GATCTGATTATATAAGCCAGCTCACAGCGCTAACC
CAAGTCAGTCCTAGCTCGATATCAGAAACGTGA

MSSRAVMPGSDGSDYIS
QLTALTQVSPSSISET*

MSSRAVMPGSDGS
DYISQLTALTQVSPS
SISET*

AACTGGAGCT CTTTGCAAGC 0 K 0 0 0 0 0

1925 1255 af AN0292.1 54.m06490 AO070334000050 0 -218 -135 ATGCCAGGCAGCGATGGATCTGATTATATAAGCCAGCTCA
CAGCGCTAACCCAAGTCAGTCCTAGCTCGATATCAGAAAC
GTGA

ATGCCAGGCAGCGATGGATCTGATTATATAAGCCA
GCTCACAGCGCTAACCCAAGTCAGTCCTAGCTCGA
TATCAGAAACGTGA

MPGSDGSDYISQLTALTQ
VSPSSISET*

MPGSDGSDYISQLT
ALTQVSPSSISET*

ACGTGCAGTG CTTTGCAAGC 0 K 0 0 0 0 0

1926 1255 af AN0292.1 54.m06490 AO070334000050 0 -205 -188 ATGGATCTGATTATATAA ATGGATCTGATTATATAA MDLII* MDLII* CCAGGCAGCG GCCAGCTCAC 0 K 0 0 0 0 0
1921 1255 an AN0292.1 54.m06490 AO070334000050 0 -226 -182 ATGACAGGCAGCCTGTCACGTGCGAAGTTGGGGAAGATT

TGCTGA
ATGACAGGCAGCCTGTCACGTGCGAAGTTGGGG
AAGATTTGCTGA

MTGSLSRAKLGKIC* MTGSLSRAKLGKIC* GCCTTATCAA CATAAGCACA 0 K 0 0 0 0 0

1922 1255 an AN0292.1 54.m06490 AO070334000050 0 -135 -58 ATGTCGGAAGGGACATTTGATTCCCTCACATCCCAGTCAC
TGTGCATCAGCAACCCAGTTGCCTCAGTCTCCAATTAG

ATGTCGGAAGGGACATTTGATTCCCTCACATCCC
AGTCACTGTGCATCAGCAACCCAGTTGCCTCAGT
CTCCAATTAG

MSEGTFDSLTSQSLCISN
PVASVSN*

MSEGTFDSLTSQSLCIS
NPVASVSN*

AATCAAAAAG AGTTCTCTTG 0 K 0 0 0 0 0

1927 1255 ao AN0292.1 54.m06490 AO070334000050 0 -230 -180 ATGCGAAGGCAGCTAAGCTTGCATCACGTGCGCGGGCCT
GGGGAACACTAG

ATGCGAAGGCAGCTAAGCTTGCATCACGTG
CGCGGGCCTGGGGAACACTAG

MRRQLSLHHVRGPGEH* MRRQLSLHHVRGP
GEH*

GAATATGAAG AATCGGATTA 0 K 0 0 0 0 0

1928 1258 af AN1340.1 70.m15734 AO070247000024 0 -170 -159 ATGTGCTTCTAA ATGTGCTTCTAA MCF* MCF* CAGGACTCTC ATTCTTTCGT 0 A 0 0 0 0 0
1931 1260 af AN1694.1 58.m07769 AO070305000018 0 -226 -185 ATGAACATAACCGACGGCCATACTTCTCCTGGTCGGATGT

AA
ATGAACATAACCGACGGCCATACTTCTCCTGGTCG
GATGTAA

MNITDGHTSPGRM* MNITDGHTSPGRM* ACTCTCTCAA CATAGGATTT 0 R 0 0 NCU06029.1 0 0

1932 1260 af AN1694.1 58.m07769 AO070305000018 0 -119 -108 ATGCTCAGTTGA ATGCTCAGTTGA MLS* MLS* CTATTCCAAA ACTTCTCAGC 0 R 0 0 NCU06029.1 0 0

1929 1260 an AN1694.1 58.m07769 AO070305000018 0 -190 -176 ATGCTATCTGGTTAA ATGCTATCTGGTTAA MLSG* MLSG* TCGTGCTCGG TTCTGATTCC 0 R 0 0 NCU06029.1 0 0

1930 1260 an AN1694.1 58.m07769 AO070305000018 0 -76 -62 ATGACCTCATTTTAA ATGACCTCATTTTAA MTSF* MTSF* CCGTCATTCC TACATCCGTA 0 R 0 0 NCU06029.1 0 0

1936 1261 af AN3344.1 53.m04025 AO070307000126 0 -229 -116 ATGCGAGTGGGCATGACTCGGGCCAGAGTAAGACAGATT
GACAACGGAATATCACTAGATGAACTATTCCAGGATGGCG
TGATAGGCAGTGATATGCTGTCCGATGTAACGTGA

ATGCGAGTGGGCATGACTCGGGCCAGAGTAAGAC
AGATTGACAACGGAATATCACTAGATGAACTATTCC
AGGATGGCGTGATAGGCAGTGATATGCTGTCCGAT
GTAACGTGA

MRVGMTRARVRQIDNGI
SLDELFQDGVIGSDMLSD
VT*

MRVGMTRARVRQI
DNGISLDELFQDGVI
GSDMLSDVT*

CGTAAGCCAC AGCAATAATA 0 0 0 0 0 0

1937 1261 af AN3344.1 53.m04025 AO070307000126 0 -217 -116 ATGACTCGGGCCAGAGTAAGACAGATTGACAACGGAATAT
CACTAGATGAACTATTCCAGGATGGCGTGATAGGCAGTGA
TATGCTGTCCGATGTAACGTGA

ATGACTCGGGCCAGAGTAAGACAGATTGACAACG
GAATATCACTAGATGAACTATTCCAGGATGGCGTG
ATAGGCAGTGATATGCTGTCCGATGTAACGTGA

MTRARVRQIDNGISLDEL
FQDGVIGSDMLSDVT*

MTRARVRQIDNGIS
LDELFQDGVIGSDM
LSDVT*

GCGAGTGGGC AGCAATAATA 0 0 0 0 0 0

1938 1261 af AN3344.1 53.m04025 AO070307000126 0 -171 -148 ATGAACTATTCCAGGATGGCGTGA ATGAACTATTCCAGGATGGCGTGA MNYSRMA* MNYSRMA* ATATCACTAG TAGGCAGTGA 0 0 0 0 0 0
1939 1261 af AN3344.1 53.m04025 AO070307000126 0 -136 -116 ATGCTGTCCGATGTAACGTGA ATGCTGTCCGATGTAACGTGA MLSDVT* MLSDVT* AGGCAGTGAT AGCAATAATA 0 0 0 0 0 0
1933 1261 an AN3344.1 53.m04025 AO070307000126 0 -190 -179 ATGAGAAAATAG ATGAGAAAATAG MRK* MRK* CTTCCAGACG ACTGGGGCTG 0 0 0 0 0 0
1934 1261 an AN3344.1 53.m04025 AO070307000126 0 -132 -112 ATGATACAAGCAGGTCATTAG ATGATACAAGCAGGTCATTAG MIQAGH* MIQAGH* CGTAGGATCC TAATATATGT 0 0 0 0 0 0
1935 1261 an AN3344.1 53.m04025 AO070307000126 0 -105 -55 ATGTGGAGAAATGAACACCATATTAAAGATGCATGCTTGG

CCTCTCCCTAG
ATGTGGAGAAATGAACACCATATTAAAGATGCAT
GCTTGGCCTCTCCCTAG

MWRNEHHIKDACLASP* MWRNEHHIKDACLASP* TTAGTAATAT AACACCGCCA 0 0 0 0 0 0

1940 1261 ao AN3344.1 53.m04025 AO070307000126 0 -292 -116 ATGCGAATAAGTCTAGCTCGGTCGTTATCCAGGAGCCGAG
GACGATGGTGTAGTGACACGGCCTTGTTCGGGGAGTTTG
GGAAATGGGTTTTTTTTTGTTTTATTGGTGCGTTTGCTATAC
ATGTGTTACGACTTGCTTTAGATGCCTCGTATATCTTTGCT
CGTACCCCGGATTAA

ATGCGAATAAGTCTAGCTCGGTCGTTATCCA
GGAGCCGAGGACGATGGTGTAGTGACACG
GCCTTGTTCGGGGAGTTTGGGAAATGGGTT
TTTTTTTGTTTTATTGGTGCGTTTGCTATACA
TGTGTTACGACTTGCTTTAGATGCCTCGTAT
ATCTTTGCTCGTACCCCGGATTAA

MRISLARSLSRSRGRWC
SDTALFGEFGKWVFFCFI
GAFAIHVLRLALDASYIFA
RTPD*

MRISLARSLSRSRG
RWCSDTALFGEFG
KWVFFCFIGAFAIHV
LRLALDASYIFARTP
D*

TCGTCGGTGG TTGTTAGAAA 0 0 0 0 0 0

1941 1261 ao AN3344.1 53.m04025 AO070307000126 0 -209 -48 ATGGGTTTTTTTTTGTTTTATTGGTGCGTTTGCTATACATGT
GTTACGACTTGCTTTAGATGCCTCGTATATCTTTGCTCGTA
CCCCGGATTAATTGTTAGAAATGTGACATGCCCCTCTTCTT
TGACCATGACCATGACTGTCGTTTCCTCTGAAGGATAG

ATGGGTTTTTTTTTGTTTTATTGGTGCGTTTG
CTATACATGTGTTACGACTTGCTTTAGATGC
CTCGTATATCTTTGCTCGTACCCCGGATTAA
TTGTTAGAAATGTGACATGCCCCTCTTCTTT
GACCATGACCATGACTGTCGTTTCCTCTGAA
GGATAG

MGFFLFYWCVCYTCVTT
CFRCLVYLCSYPGLIVRN
VTCPSSLTMTMTVVSSE
G*

MGFFLFYWCVCYT
CVTTCFRCLVYLCS
YPGLIVRNVTCPSSL
TMTMTVVSSEG*

AGTTTGGGAA AATACCAACT 0 0 0 0 0 0

1942 1261 ao AN3344.1 53.m04025 AO070307000126 0 -171 -151 ATGTGTTACGACTTGCTTTAG ATGTGTTACGACTTGCTTTAG MCYDLL* MCYDLL* TTTGCTATAC ATGCCTCGTA 0 0 0 0 0 0
1943 1261 ao AN3344.1 53.m04025 AO070307000126 0 -150 -109 ATGCCTCGTATATCTTTGCTCGTACCCCGGATTAATTGTTA

G
ATGCCTCGTATATCTTTGCTCGTACCCCGGA
TTAATTGTTAG

MPRISLLVPRINC* MPRISLLVPRINC* CTTGCTTTAG AAATGTGACA 0 0 0 0 0 0

1944 1261 ao AN3344.1 53.m04025 AO070307000126 0 -99 -55 ATGCCCCTCTTCTTTGACCATGACCATGACTGTCGTTTCCT
CTGA

ATGCCCCTCTTCTTTGACCATGACCATGACT
GTCGTTTCCTCTGA

MPLFFDHDHDCRFL* MPLFFDHDHDCRFL
*

GAAATGTGAC AGGATAGAAT 0 0 0 0 0 0

1945 1261 ao AN3344.1 53.m04025 AO070307000126 0 -80 -48 ATGACCATGACTGTCGTTTCCTCTGAAGGATAG ATGACCATGACTGTCGTTTCCTCTGAAGGAT
AG

MTMTVVSSEG* MTMTVVSSEG* TTCTTTGACC AATACCAACT 0 0 0 0 0 0

1946 1261 ao AN3344.1 53.m04025 AO070307000126 0 -74 -48 ATGACTGTCGTTTCCTCTGAAGGATAG ATGACTGTCGTTTCCTCTGAAGGATAG MTVVSSEG* MTVVSSEG* GACCATGACC AATACCAACT 0 0 0 0 0 0
1950 1270 af AN3963.1 69.m15136 AO070252000013 0 -166 -89 ATGACCATTGGCCCATTCCGCGGAAACATTTTTTCGGATG

CCGAGAAGAAAGTGTCCGAACCCATGCGCCGTATATAA
ATGACCATTGGCCCATTCCGCGGAAACATTTTTTC
GGATGCCGAGAAGAAAGTGTCCGAACCCATGCGC
CGTATATAA

MTIGPFRGNIFSDAEKKV
SEPMRRI*

MTIGPFRGNIFSDAE
KKVSEPMRRI*

GATCAATTGC ATACCACCCC 0 O 0 0 0 0 0

1951 1270 af AN3963.1 69.m15136 AO070252000013 0 -103 -89 ATGCGCCGTATATAA ATGCGCCGTATATAA MRRI* MRRI* GTCCGAACCC ATACCACCCC 0 O 0 0 0 0 0
1949 1270 an AN3963.1 69.m15136 AO070252000013 0 -219 -115 ATGCGGCAGGCAGTTAAAAATCCCACAGAGAATGTGTTCT

ATTGGGTGCGTTCCCTGCATCGGAGACATAGTCGGAGAC
TTCCCATCTATTTTAGTGCGGCCTGA

ATGCGGCAGGCAGTTAAAAATCCCACAGAGAAT
GTGTTCTATTGGGTGCGTTCCCTGCATCGGAGAC
ATAGTCGGAGACTTCCCATCTATTTTAGTGCGGC
CTGA

MRQAVKNPTENVFYWVR
SLHRRHSRRLPIYFSAA*

MRQAVKNPTENVFYWV
RSLHRRHSRRLPIYFSA
A*

TTTCTAGTAG ACCCTCTTCC 0 O 0 0 0 0 0

1952 1270 ao AN3963.1 69.m15136 AO070252000013 0 -215 -180 ATGGCCATTGCTTCTATTCTAGGAGAAGGGGCGTGA ATGGCCATTGCTTCTATTCTAGGAGAAGGG
GCGTGA

MAIASILGEGA* MAIASILGEGA* GACTCACAAT AGTCTAGATT 0 O 0 0 0 0 0

1953 1270 ao AN3963.1 69.m15136 AO070252000013 0 -146 -120 ATGGAGCCTATTCGGAGACATTCTTAG ATGGAGCCTATTCGGAGACATTCTTAG MEPIRRHS* MEPIRRHS* CAAGACAACG GGCTAAGTCT 0 O 0 0 0 0 0
1954 1273 af AN4372.1 56.m03102 AO070275000045 0 -176 -36 ATGGCCTATATAAAGCTTCAGATTCCCTCACAGTGTATGCT

TCCTTTCTCTCCTCATCCGCGCTCCTTTCGTCTTTCATATC
CCATTGTATCTATCACGTTTAGGGTATCTGTTGACCAGAAC
CCTGTCCCATCTTTCTAA

ATGGCCTATATAAAGCTTCAGATTCCCTCACAGTGT
ATGCTTCCTTTCTCTCCTCATCCGCGCTCCTTTCGT
CTTTCATATCCCATTGTATCTATCACGTTTAGGGTA
TCTGTTGACCAGAACCCTGTCCCATCTTTCTAA

MAYIKLQIPSQCMLPFSP
HPRSFRLSYPIVSITFRVS
VDQNPVPSF*

MAYIKLQIPSQCMLP
FSPHPRSFRLSYPIV
SITFRVSVDQNPVP
SF*

CGCTCCCGTC ACCGAGTCCC 0 M 0 0 0 0 0

1955 1273 af AN4372.1 56.m03102 AO070275000045 0 -140 -36 ATGCTTCCTTTCTCTCCTCATCCGCGCTCCTTTCGTCTTTC
ATATCCCATTGTATCTATCACGTTTAGGGTATCTGTTGACC
AGAACCCTGTCCCATCTTTCTAA

ATGCTTCCTTTCTCTCCTCATCCGCGCTCCTTTCGT
CTTTCATATCCCATTGTATCTATCACGTTTAGGGTA
TCTGTTGACCAGAACCCTGTCCCATCTTTCTAA

MLPFSPHPRSFRLSYPIV
SITFRVSVDQNPVPSF*

MLPFSPHPRSFRLS
YPIVSITFRVSVDQN
PVPSF*

CTCACAGTGT ACCGAGTCCC 0 M 0 0 0 0 0

1956 1273 ao AN4372.1 56.m03102 AO070275000045 0 -139 -29 ATGAAAAGAGTCTTGGACCCCTACGATGTCTTCCTTTCTCT
CAGCATCGTCTCCATCAACCCTCCATTCCTTAGTCTTTCTT
TCAGTCCATATTTGAAGGCGTCTTGTTGA

ATGAAAAGAGTCTTGGACCCCTACGATGTCT
TCCTTTCTCTCAGCATCGTCTCCATCAACCC
TCCATTCCTTAGTCTTTCTTTCAGTCCATATT
TGAAGGCGTCTTGTTGA

MKRVLDPYDVFLSLSIVSI
NPPFLSLSFSPYLKASC*

MKRVLDPYDVFLSL
SIVSINPPFLSLSFSP
YLKASC*

GAAAGGGGAT CCAAGTCCCT 0 M 0 0 0 0 0

1957 1273 ao AN4372.1 56.m03102 AO070275000045 0 -114 -43 ATGTCTTCCTTTCTCTCAGCATCGTCTCCATCAACCCTCCA
TTCCTTAGTCTTTCTTTCAGTCCATATTTGA

ATGTCTTCCTTTCTCTCAGCATCGTCTCCAT
CAACCCTCCATTCCTTAGTCTTTCTTTCAGTC
CATATTTGA

MSSFLSASSPSTLHSLVF
LSVHI*

MSSFLSASSPSTLH
SLVFLSVHI*

GACCCCTACG AGGCGTCTTG 0 M 0 0 0 0 0

1959 1276 af AN7470.1 57.m05874 AO070287000056 0 -286 -188 ATGCAAGCAAACCAGTTACCAGTAATGGCGGTTCTGACAG
CCCAAGAGTCTTATGTCATTCGGCATATCCGTGTGGGTTT
CAAATGCATTGATTTGTAG

ATGCAAGCAAACCAGTTACCAGTAATGGCGGTTCT
GACAGCCCAAGAGTCTTATGTCATTCGGCATATCC
GTGTGGGTTTCAAATGCATTGATTTGTAG

MQANQLPVMAVLTAQES
YVIRHIRVGFKCIDL*

MQANQLPVMAVLTA
QESYVIRHIRVGFKC
IDL*

GGCAGGTGGA TTAAAGAGAT 0 0 0 0 0 0

1960 1276 af AN7470.1 57.m05874 AO070287000056 0 -262 -188 ATGGCGGTTCTGACAGCCCAAGAGTCTTATGTCATTCGGC
ATATCCGTGTGGGTTTCAAATGCATTGATTTGTAG

ATGGCGGTTCTGACAGCCCAAGAGTCTTATGTCAT
TCGGCATATCCGTGTGGGTTTCAAATGCATTGATTT
GTAG

MAVLTAQESYVIRHIRVG
FKCIDL*

MAVLTAQESYVIRHI
RVGFKCIDL*

GTTACCAGTA TTAAAGAGAT 0 0 0 0 0 0

1961 1276 af AN7470.1 57.m05874 AO070287000056 0 -234 -184 ATGTCATTCGGCATATCCGTGTGGGTTTCAAATGCATTGAT
TTGTAGTTAA

ATGTCATTCGGCATATCCGTGTGGGTTTCAAATGC
ATTGATTTGTAGTTAA

MSFGISVWVSNALICS* MSFGISVWVSNALI
CS*

CAAGAGTCTT AGAGATGGCA 0 0 0 0 0 0

1962 1276 af AN7470.1 57.m05874 AO070287000056 0 -179 -66 ATGGCAAGACTATTATATAAATGCCAGCAGTATTTGCCAGT
GAGGATGTCGAGTCGTTCAGCGAGTACACTGCTAATCTAC
AAAGGTCAAAAATACTATAATTATCAGCATTGA

ATGGCAAGACTATTATATAAATGCCAGCAGTATTTG
CCAGTGAGGATGTCGAGTCGTTCAGCGAGTACACT
GCTAATCTACAAAGGTCAAAAATACTATAATTATCA
GCATTGA

MARLLYKCQQYLPVRMS
SRSASTLLIYKGQKYYNY
QH*

MARLLYKCQQYLPV
RMSSRSASTLLIYKG
QKYYNYQH*

AGTTAAAGAG GATTTCCCAA 0 0 0 0 0 0

1965 1276 ao AN7470.1 57.m05874 AO070287000056 0 -101 -72 ATGTTGCGATCGCAATTGCTATTGTCCTGA ATGTTGCGATCGCAATTGCTATTGTCCTGA MLRSQLLLS* MLRSQLLLS* ACTTGGAAAA CCCTGTAGTA 0 0 0 0 0 0

1966 1277 af AN3763.1 65.m07359 AO070309000041 0 -253 -212 ATGGCTACGGTGTCTGGGGCGTCCTTTGGACTAGACCAG
TAG

ATGGCTACGGTGTCTGGGGCGTCCTTTGGACTAG
ACCAGTAG

MATVSGASFGLDQ* MATVSGASFGLDQ* GGAGGAACTC GTAAATGAGC 0 R 0 0 0 0 0

1967 1277 af AN3763.1 65.m07359 AO070309000041 0 -207 -115 ATGAGCCCATTCCATGACTCCGCGCCATATGAATACTCGG
CCCTCCCCTTTCTTCCAGGGTCTTGTCTTTCAATCTCTTTG
ACCCGACTTTAG

ATGAGCCCATTCCATGACTCCGCGCCATATGAATA
CTCGGCCCTCCCCTTTCTTCCAGGGTCTTGTCTTT
CAATCTCTTTGACCCGACTTTAG

MSPFHDSAPYEYSALPFL
PGSCLSISLTRL*

MSPFHDSAPYEYSA
LPFLPGSCLSISLTR
L*

CAGTAGGTAA CCTTTATTCA 0 R 0 0 0 0 0

1968 1277 af AN3763.1 65.m07359 AO070309000041 0 -194 -126 ATGACTCCGCGCCATATGAATACTCGGCCCTCCCCTTTCT
TCCAGGGTCTTGTCTTTCAATCTCTTTGA

ATGACTCCGCGCCATATGAATACTCGGCCCTCCCC
TTTCTTCCAGGGTCTTGTCTTTCAATCTCTTTGA

MTPRHMNTRPSPFFQGL
VFQSL*

MTPRHMNTRPSPFF
QGLVFQSL*

AGCCCATTCC CCCGACTTTA 0 R 0 0 0 0 0

1969 1277 af AN3763.1 65.m07359 AO070309000041 0 -179 -126 ATGAATACTCGGCCCTCCCCTTTCTTCCAGGGTCTTGTCTT
TCAATCTCTTTGA

ATGAATACTCGGCCCTCCCCTTTCTTCCAGGGTCT
TGTCTTTCAATCTCTTTGA

MNTRPSPFFQGLVFQSL* MNTRPSPFFQGLVF
QSL*

TCCGCGCCAT CCCGACTTTA 0 R 0 0 0 0 0

1971 1279 af AN0905.1 70.m15514 AO070320000080 0 -240 -217 ATGACCATGCTTGCTTCAGTCTGA ATGACCATGCTTGCTTCAGTCTGA MTMLASV* MTMLASV* TCTGAGCTAA TGAGATGAAG 0 DO 0 0 0 0 0

73
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1972 1279 af AN0905.1 70.m15514 AO070320000080 0 -234 -217 ATGCTTGCTTCAGTCTGA ATGCTTGCTTCAGTCTGA MLASV* MLASV* CTAAATGACC TGAGATGAAG 0 DO 0 0 0 0 0
1973 1279 af AN0905.1 70.m15514 AO070320000080 0 -212 -3 ATGAAGAGGTGTATGTTGAGCTATCAGTTTTCCCTGGGTG

AAGTGCAAAGCAACGCGGCAAACGCGTGCCAAGCATCGT
CGGTAAAATACCCACTCCAGCATCCATCAAACAACTACAG
GAACAACCTTGACATCGTTACTAAGAACCTACTTATTCCAC
CGAACTCAATCGTTCTGTGTTACAGAGGATGGATTAAAATA
AACTTATAA

ATGAAGAGGTGTATGTTGAGCTATCAGTTTTCCCTG
GGTGAAGTGCAAAGCAACGCGGCAAACGCGTGCC
AAGCATCGTCGGTAAAATACCCACTCCAGCATCCA
TCAAACAACTACAGGAACAACCTTGACATCGTTACT
AAGAACCTACTTATTCCACCGAACTCAATCGTTCTG
TGTTACAGAGGATGGATTAAAATAAACTTATAA

MKRCMLSYQFSLGEVQS
NAANACQASSVKYPLQH
PSNNYRNNLDIVTKNLLIP
PNSIVLCYRGWIKINL*

MKRCMLSYQFSLG
EVQSNAANACQAS
SVKYPLQHPSNNYR
NNLDIVTKNLLIPPN
SIVLCYRGWIKINL*

GTCTGATGAG CTATGGCTGA 0 DO 0 0 0 0 0

1974 1279 af AN0905.1 70.m15514 AO070320000080 0 -200 -3 ATGTTGAGCTATCAGTTTTCCCTGGGTGAAGTGCAAAGCA
ACGCGGCAAACGCGTGCCAAGCATCGTCGGTAAAATACC
CACTCCAGCATCCATCAAACAACTACAGGAACAACCTTGA
CATCGTTACTAAGAACCTACTTATTCCACCGAACTCAATCG
TTCTGTGTTACAGAGGATGGATTAAAATAAACTTATAA

ATGTTGAGCTATCAGTTTTCCCTGGGTGAAGTGCA
AAGCAACGCGGCAAACGCGTGCCAAGCATCGTCG
GTAAAATACCCACTCCAGCATCCATCAAACAACTAC
AGGAACAACCTTGACATCGTTACTAAGAACCTACTT
ATTCCACCGAACTCAATCGTTCTGTGTTACAGAGG
ATGGATTAAAATAAACTTATAA

MLSYQFSLGEVQSNAAN
ACQASSVKYPLQHPSNN
YRNNLDIVTKNLLIPPNSIV
LCYRGWIKINL*

MLSYQFSLGEVQSN
AANACQASSVKYPL
QHPSNNYRNNLDIV
TKNLLIPPNSIVLCYR
GWIKINL*

GAAGAGGTGT CTATGGCTGA 0 DO 0 0 0 0 0

1977 1282 af AN4870.1 59.m08765 AO070338000090 0 -234 -223 ATGCGATTCTGA ATGCGATTCTGA MRF* MRF* GTCTCCAGCT GCTGGTATAT 0  0 0 0 0 0
1978 1282 af AN4870.1 59.m08765 AO070338000090 0 -198 -181 ATGGAGGATCAACCTTAA ATGGAGGATCAACCTTAA MEDQP* MEDQP* CGATTGATCA AAGGAAAACC 0  0 0 0 0 0
1975 1282 an AN4870.1 59.m08765 AO070338000090 0 -181 -32 ATGTGCCAGATTCGAACGAAGTATGTACTCATTCAACTGT

GCCTGATTGTCTATATTCATTCTCTTCTCTCATTAACTATTG
CATTGCACTTTACTTCTGCTATTGTCTACTATTGTTCGTTAT
TGATCCAGCAGCAGTTTTTCTCTTGA

ATGTGCCAGATTCGAACGAAGTATGTACTCATTC
AACTGTGCCTGATTGTCTATATTCATTCTCTTCTC
TCATTAACTATTGCATTGCACTTTACTTCTGCTATT
GTCTACTATTGTTCGTTATTGATCCAGCAGCAGTT
TTTCTCTTGA

MCQIRTKYVLIQLCLIVYIH
SLLSLTIALHFTSAIVYYCS
LLIQQQFFS*

MCQIRTKYVLIQLCLIVYI
HSLLSLTIALHFTSAIVYY
CSLLIQQQFFS*

GCCCTCAACA GGCACAATCG 0  0 0 0 0 0

1976 1282 an AN4870.1 59.m08765 AO070338000090 0 -159 -136 ATGTACTCATTCAACTGTGCCTGA ATGTACTCATTCAACTGTGCCTGA MYSFNCA* MYSFNCA* CGAACGAAGT TTGTCTATAT 0  0 0 0 0 0
1979 1282 ao AN4870.1 59.m08765 AO070338000090 0 -244 -200 ATGGACTGGAAAGCTGTCATCGGTGGTCCTGGGGATCAA

GTTTAA
ATGGACTGGAAAGCTGTCATCGGTGGTCCT
GGGGATCAAGTTTAA

MDWKAVIGGPGDQV* MDWKAVIGGPGDQ
V*

GCCTACGGGG AAGGCATATC 0  0 0 0 0 0

1980 1282 ao AN4870.1 59.m08765 AO070338000090 0 -180 -130 ATGATGGAACGCTATTGTAGAGCAGCCACTCTTTCACAGA
GTCTTACTTAG

ATGATGGAACGCTATTGTAGAGCAGCCACT
CTTTCACAGAGTCTTACTTAG

MMERYCRAATLSQSLT* MMERYCRAATLSQ
SLT*

CTCGCCCTCA CTTGGTGTCG 0  0 0 0 0 0

1981 1282 ao AN4870.1 59.m08765 AO070338000090 0 -177 -130 ATGGAACGCTATTGTAGAGCAGCCACTCTTTCACAGAGTC
TTACTTAG

ATGGAACGCTATTGTAGAGCAGCCACTCTTT
CACAGAGTCTTACTTAG

MERYCRAATLSQSLT* MERYCRAATLSQSL
T*

GCCCTCAATG CTTGGTGTCG 0  0 0 0 0 0

1985 1287 af AN6642.1 62.m03239 AO070295000022 0 -228 -199 ATGGAGGGGGGTTTCCGGCACGCCGGTTAG ATGGAGGGGGGTTTCCGGCACGCCGGTTAG MEGGFRHAG* MEGGFRHAG* TGTTCACGTC GAGTGAGACA 0 P 0 0 0 0 0
1986 1287 af AN6642.1 62.m03239 AO070295000022 0 -175 -122 ATGTCGCGATACCCCCGCAACGACGGGAGAAGAAAATCT

GGTTCTACAACCTAG
ATGTCGCGATACCCCCGCAACGACGGGAGAAGAA
AATCTGGTTCTACAACCTAG

MSRYPRNDGRRKSGSTT
*

MSRYPRNDGRRKS
GSTT*

TGACTTAAAT GCTTTAATTT 0 P 0 0 0 0 0

1987 1287 ao AN6642.1 62.m03239 AO070295000022 0 -285 -214 ATGATCCAAGAGCAACATATAAACCCGAGATCTCCCCGCC
TCCTCCCGGATGGAAAAGAAAGAAAAGGTTAA

ATGATCCAAGAGCAACATATAAACCCGAGAT
CTCCCCGCCTCCTCCCGGATGGAAAAGAAA
GAAAAGGTTAA

MIQEQHINPRSPRLLPDG
KERKG*

MIQEQHINPRSPRLL
PDGKERKG*

TGTTCGCGTC ATCTCCTCCC 0 P 0 0 0 0 0

1988 1287 ao AN6642.1 62.m03239 AO070295000022 0 -236 -144 ATGGAAAAGAAAGAAAAGGTTAAATCTCCTCCCTCAATTCC
TCCCCGATCCATAGCTACTCCAATTCCAAGGTGTATTCTCT
ACCGGGTGTAG

ATGGAAAAGAAAGAAAAGGTTAAATCTCCTC
CCTCAATTCCTCCCCGATCCATAGCTACTCC
AATTCCAAGGTGTATTCTCTACCGGGTGTAG

MEKKEKVKSPPSIPPRSIA
TPIPRCILYRV*

MEKKEKVKSPPSIP
PRSIATPIPRCILYRV
*

CTCCTCCCGG GTGTATGGAC 0 P 0 0 0 0 0

1989 1291 af AN3987.1 53.m04057 AO070333000108 0 -191 -177 ATGGACCATAGTTAG ATGGACCATAGTTAG MDHS* MDHS* GTCTTACCTC TTACATTAAT 0  0 0 0 0 0
1990 1291 af AN3987.1 53.m04057 AO070333000108 0 -143 -99 ATGGTCGTGATGTGGATCCAGACTTCCAGATTGCGAACTA

TATAA
ATGGTCGTGATGTGGATCCAGACTTCCAGATTGCG
AACTATATAA

MVVMWIQTSRLRTI* MVVMWIQTSRLRTI* AGTATCCCTC TCTTCCAATT 0  0 0 0 0 0

1991 1291 af AN3987.1 53.m04057 AO070333000108 0 -134 -99 ATGTGGATCCAGACTTCCAGATTGCGAACTATATAA ATGTGGATCCAGACTTCCAGATTGCGAACTATATAA MWIQTSRLRTI* MWIQTSRLRTI* CATGGTCGTG TCTTCCAATT 0  0 0 0 0 0

2003 1296 af AN5105.1 54.m06917 AO070291000074 0 -208 -197 ATGCGAGTTTGA ATGCGAGTTTGA MRV* MRV* ACCTCTTCAA TATGCCTGTG 0 O 0 0 0 0 0
2004 1296 af AN5105.1 54.m06917 AO070291000074 0 -195 -175 ATGCCTGTGTACCGCCCCTGA ATGCCTGTGTACCGCCCCTGA MPVYRP* MPVYRP* CGAGTTTGAT GGATCATCTA 0 O 0 0 0 0 0
2005 1296 af AN5105.1 54.m06917 AO070291000074 0 -165 -142 ATGCCAATTCATCTCTTTCTCTAA ATGCCAATTCATCTCTTTCTCTAA MPIHLFL* MPIHLFL* AGGATCATCT ACTCAGTATT 0 O 0 0 0 0 0
2006 1296 af AN5105.1 54.m06917 AO070291000074 0 -116 -54 ATGCGTTTCAATTTCCACTGGTGCCCTTGCAACGTGAACG

CTGACTTCTCTGCATCGATCTAG
ATGCGTTTCAATTTCCACTGGTGCCCTTGCAACGT
GAACGCTGACTTCTCTGCATCGATCTAG

MRFNFHWCPCNVNADF
SASI*

MRFNFHWCPCNVN
ADFSASI*

ATCATTTTGT AATGAGACCA 0 O 0 0 0 0 0

2001 1296 an AN5105.1 54.m06917 AO070291000074 0 -157 -137 ATGAGTGTACCGTACTATTAG ATGAGTGTACCGTACTATTAG MSVPYY* MSVPYY* CCCGCCAGAT TCGTTTATGT 0 O 0 0 0 0 0
2002 1296 an AN5105.1 54.m06917 AO070291000074 0 -130 -74 ATGTTTGCTCTCTCTTCCTCGATCATTTCTATCTTTACATTG

CCTGCTTGCATCTGA
ATGTTTGCTCTCTCTTCCTCGATCATTTCTATCTTT
ACATTGCCTGCTTGCATCTGA

MFALSSSIISIFTLPACI* MFALSSSIISIFTLPACI* TTAGTCGTTT AGACCGGCCA 0 O 0 0 0 0 0

2007 1296 ao AN5105.1 54.m06917 AO070291000074 0 -212 -180 ATGCTATCGGATATGAAACTGTCTTATTGTTGA ATGCTATCGGATATGAAACTGTCTTATTGTT
GA

MLSDMKLSYC* MLSDMKLSYC* ACTCCATATT ACTCAATTGT 0 O 0 0 0 0 0

2008 1296 ao AN5105.1 54.m06917 AO070291000074 0 -200 -180 ATGAAACTGTCTTATTGTTGA ATGAAACTGTCTTATTGTTGA MKLSYC* MKLSYC* GCTATCGGAT ACTCAATTGT 0 O 0 0 0 0 0
2010 1300 af AN3123.1 59.m08613 AO070303000024 0 -173 -156 ATGCGTGCCGCCAATTAA ATGCGTGCCGCCAATTAA MRAAN* MRAAN* TAAACGCGTG ACTACTTCTT 0 PT FG04030.1 0 NCU04512.1 0 0

2011 1300 af AN3123.1 59.m08613 AO070303000024 0 -68 -9 ATGGTGTCCATCATAGCCAATTTATCGCAGGTGTCAGGGA
CCTTTTTGCGGGCCGCGTAG

ATGGTGTCCATCATAGCCAATTTATCGCAGGTGTC
AGGGACCTTTTTGCGGGCCGCGTAG

MVSIIANLSQVSGTFLRAA
*

MVSIIANLSQVSGTF
LRAA*

TCAGTCTGAG ACGCCGTCAT 0 PT FG04030.1 0 NCU04512.1 0 0

2009 1300 an AN3123.1 59.m08613 AO070303000024 0 -71 -15 ATGTTGTCAGCGACCGCGACTCCATTGCCACGGCCAGCA
CATCCTTCTGCGGCCTGA

ATGTTGTCAGCGACCGCGACTCCATTGCCACGG
CCAGCACATCCTTCTGCGGCCTGA

MLSATATPLPRPAHPSAA
*

MLSATATPLPRPAHPSA
A*

TCTCCCTGAG TAATCCCGCG 0 PT FG04030.1 0 NCU04512.1 0 0

2012 1300 ao AN3123.1 59.m08613 AO070303000024 0 -200 -159 ATGTCGGAACGCGTGAAATGCGTGTCCCCAGTCACGGGC
TAG

ATGTCGGAACGCGTGAAATGCGTGTCCCCA
GTCACGGGCTAG

MSERVKCVSPVTG* MSERVKCVSPVTG* TGGTAATTCA ACCCTGACAG 0 PT FG04030.1 0 NCU04512.1 0 0

2013 1300 ao AN3123.1 59.m08613 AO070303000024 0 -183 -85 ATGCGTGTCCCCAGTCACGGGCTAGACCCTGACAGCTTG
GATTCTGTTCTGCTTTACCTTTCCTCACCACGGCTTAGCCT
CATCAACTATAGGGACTAG

ATGCGTGTCCCCAGTCACGGGCTAGACCCT
GACAGCTTGGATTCTGTTCTGCTTTACCTTT
CCTCACCACGGCTTAGCCTCATCAACTATAG
GGACTAG

MRVPSHGLDPDSLDSVL
LYLSSPRLSLINYRD*

MRVPSHGLDPDSLD
SVLLYLSSPRLSLIN
YRD*

AACGCGTGAA CTTCCCTTTT 0 PT FG04030.1 0 NCU04512.1 0 0

2014 1300 ao AN3123.1 59.m08613 AO070303000024 0 -68 -9 ATGCTGTCTGTCACGTCGATCTTGTTACCGATGTCTGGAA
TCTTCCTGCAGCCTGAATAA

ATGCTGTCTGTCACGTCGATCTTGTTACCGA
TGTCTGGAATCTTCCTGCAGCCTGAATAA

MLSVTSILLPMSGIFLQPE
*

MLSVTSILLPMSGIF
LQPE*

TTTTCGGGAG ACTGCAACAT 0 PT FG04030.1 0 NCU04512.1 0 0

2018 1301 af AN8251.1 53.m03716 AO070310000057 0 -184 -125 ATGCGCGCGCACTTCCGCTCTCCCGCCCGAACCACCCCC
AGTGACACCACCAAAAGTTAG

ATGCGCGCGCACTTCCGCTCTCCCGCCCGAACCA
CCCCCAGTGACACCACCAAAAGTTAG

MRAHFRSPARTTPSDTT
KS*

MRAHFRSPARTTPS
DTTKS*

TCCAGCTCTG TCTCTTCCTT 0  0 0 0 0 0

2016 1301 an AN8251.1 53.m03716 AO070310000057 0 -229 -158 ATGCTGAACATTTCATACACAACATCACTTCTTTCAGCACT
CTTGAGTCCTCCGCCCGCTCGCTTCTGCTGA

ATGCTGAACATTTCATACACAACATCACTTCTTTC
AGCACTCTTGAGTCCTCCGCCCGCTCGCTTCTG
CTGA

MLNISYTTSLLSALLSPPP
ARFC*

MLNISYTTSLLSALLSPP
PARFC*

TTCTCTTTCG AGGCCACACT 0  0 0 0 0 0

2017 1301 an AN8251.1 53.m03716 AO070310000057 0 -81 -16 ATGACTTCACAGCCAGCTAACCTCGGATCAGTTTATTTTGA
GGAAGCTATAGAAAATTATATATAG

ATGACTTCACAGCCAGCTAACCTCGGATCAGTTT
ATTTTGAGGAAGCTATAGAAAATTATATATAG

MTSQPANLGSVYFEEAIE
NYI*

MTSQPANLGSVYFEEAI
ENYI*

GTCCCACCAT CTGTCTGTCC 0  0 0 0 0 0

2019 1301 ao AN8251.1 53.m03716 AO070310000057 0 -266 -48 ATGCTCTGGGAAAGTGAACCTAGGGAGAATTGCTTCCAGA
TTACACATCTTATAGCTCATCCATCCTTCGCCTCGCTTACT
GGCTGCAGGGGCGCACTTCCGCTCTTCCGGCCGCAGCG
ATCAAGTGACACCACCTGTTGGTCCGTGGACTCTCTTTCC
CTACACTTTCCAACCTTCACCTTATCTTCTACACCCGCACC
CGGGGACATGACCCGCTGA

ATGCTCTGGGAAAGTGAACCTAGGGAGAAT
TGCTTCCAGATTACACATCTTATAGCTCATC
CATCCTTCGCCTCGCTTACTGGCTGCAGGG
GCGCACTTCCGCTCTTCCGGCCGCAGCGAT
CAAGTGACACCACCTGTTGGTCCGTGGACT
CTCTTTCCCTACACTTTCCAACCTTCACCTTA
TCTTCTACACCCGCACCCGGGGACATGACC
CGCTGA

MLWESEPRENCFQITHLI
AHPSFASLTGCRGALPLF
RPQRSSDTTCWSVDSLS
LHFPTFTLSSTPAPGDMT
R*

MLWESEPRENCFQI
THLIAHPSFASLTGC
RGALPLFRPQRSSD
TTCWSVDSLSLHFP
TFTLSSTPAPGDMT
R*

CAGAGATTCT CTTCTACCCA 0  0 0 0 0 0

2021 1302 af AN2490.1 59.m08499 AO070312000130 0 -200 -180 ATGCCGTCCGCGAAATCCTGA ATGCCGTCCGCGAAATCCTGA MPSAKS* MPSAKS* CAAGGAGTCA ACTTCTGAAC 0 R 0 0 0 0 0
2022 1302 af AN2490.1 59.m08499 AO070312000130 0 -127 -101 ATGCACCCGCGTCGCGTCGAATCTTGA ATGCACCCGCGTCGCGTCGAATCTTGA MHPRRVES* MHPRRVES* CAAACATCTT TAGGACTTGG 0 R 0 0 0 0 0
2023 1302 af AN2490.1 59.m08499 AO070312000130 0 -62 -21 ATGATATATCTTGTGTCCTGTTTCAGTGACCTGTTGGCCTA

A
ATGATATATCTTGTGTCCTGTTTCAGTGACCTGTTG
GCCTAA

MIYLVSCFSDLLA* MIYLVSCFSDLLA* GAGACTTTGC TAACAAGAGC 0 R 0 0 0 0 0

2024 1302 ao AN2490.1 59.m08499 AO070312000130 0 -241 -209 ATGTATACTCTCATCATTACTCTAAAAGAATAA ATGTATACTCTCATCATTACTCTAAAAGAATA
A

MYTLIITLKE* MYTLIITLKE* AGTGACCTCA ACATTTAATA 0 R 0 0 0 0 0

2025 1302 ao AN2490.1 59.m08499 AO070312000130 0 -199 -188 ATGTCGTTATGA ATGTCGTTATGA MSL* MSL* AACATTTAAT CATAAAATGT 0 R 0 0 0 0 0
2026 1302 ao AN2490.1 59.m08499 AO070312000130 0 -170 -117 ATGAATCATGTTTGGTTCCTAACTAACTGCAAACAAAACAA

ACACTTAAAGTAA
ATGAATCATGTTTGGTTCCTAACTAACTGCA
AACAAAACAAACACTTAAAGTAA

MNHVWFLTNCKQNKHLK
*

MNHVWFLTNCKQN
KHLK*

TGTGAAGCAG TCTCGCGCCG 0 R 0 0 0 0 0

2027 1302 ao AN2490.1 59.m08499 AO070312000130 0 -163 -149 ATGTTTGGTTCCTAA ATGTTTGGTTCCTAA MFGS* MFGS* CAGATGAATC CTAACTGCAA 0 R 0 0 0 0 0
2035 1303 af AN6869.1 71.m15260 AO070314000053 0 -113 -66 ATGTGCATGCGACTGTGCGGTCATAAATATATCCATCCTC

CTTCGTAG
ATGTGCATGCGACTGTGCGGTCATAAATATATCCAT
CCTCCTTCGTAG

MCMRLCGHKYIHPPS* MCMRLCGHKYIHPP
S*

TGGACAGGCA CCTATGGTAT 0 E 0 MG10533.1 0 0 0

2036 1303 af AN6869.1 71.m15260 AO070314000053 0 -107 -66 ATGCGACTGTGCGGTCATAAATATATCCATCCTCCTTCGTA
G

ATGCGACTGTGCGGTCATAAATATATCCATCCTCCT
TCGTAG

MRLCGHKYIHPPS* MRLCGHKYIHPPS* GGCAATGTGC CCTATGGTAT 0 E 0 MG10533.1 0 0 0

2028 1303 an AN6869.1 71.m15260 AO070314000053 0 -191 -180 ATGCATCCGTGA ATGCATCCGTGA MHP* MHP* TACTGTGGGT GGGTTGATGA 0 E 0 MG10533.1 0 0 0
2029 1303 an AN6869.1 71.m15260 AO070314000053 0 -173 -162 ATGATGAGATGA ATGATGAGATGA MMR* MMR* GTGAGGGTTG GACCAATCGT 0 E 0 MG10533.1 0 0 0
2030 1303 an AN6869.1 71.m15260 AO070314000053 0 -165 -127 ATGAGACCAATCGTCTATCCCAAGTCCATGTATCGTTAG ATGAGACCAATCGTCTATCCCAAGTCCATGTATC

GTTAG
MRPIVYPKSMYR* MRPIVYPKSMYR* TGATGATGAG AAGAGATAGC 0 E 0 MG10533.1 0 0 0

2031 1303 an AN6869.1 71.m15260 AO070314000053 0 -138 -127 ATGTATCGTTAG ATGTATCGTTAG MYR* MYR* TCCCAAGTCC AAGAGATAGC 0 E 0 MG10533.1 0 0 0
2032 1303 an AN6869.1 71.m15260 AO070314000053 0 -95 -63 ATGGGGAGCCCCAATGTATGGGTGCATACATAA ATGGGGAGCCCCAATGTATGGGTGCATACATAA MGSPNVWVHT* MGSPNVWVHT* CGGCTTTGGA ATAGCCATCC 0 E 0 MG10533.1 0 0 0

2033 1303 an AN6869.1 71.m15260 AO070314000053 0 -82 -59 ATGTATGGGTGCATACATAAATAG ATGTATGGGTGCATACATAAATAG MYGCIHK* MYGCIHK* GGGAGCCCCA CCATCCCCTC 0 E 0 MG10533.1 0 0 0
2034 1303 an AN6869.1 71.m15260 AO070314000053 0 -78 -13 ATGGGTGCATACATAAATAGCCATCCCCTCATTTCAAGCTA

TCCCGTAACCCACCCTCATCCTTAG
ATGGGTGCATACATAAATAGCCATCCCCTCATTT
CAAGCTATCCCGTAACCCACCCTCATCCTTAG

MGAYINSHPLISSYPVTH
PHP*

MGAYINSHPLISSYPVTH
PHP*

GCCCCAATGT GAAGCACTCA 0 E 0 MG10533.1 0 0 0

2037 1303 ao AN6869.1 71.m15260 AO070314000053 0 -147 -109 ATGAAGATTATGATTGCCGTGAAAGGGTCACATAAATAG ATGAAGATTATGATTGCCGTGAAAGGGTCA
CATAAATAG

MKIMIAVKGSHK* MKIMIAVKGSHK* ATTTGAGGGG CAGATTTGTT 0 E 0 MG10533.1 0 0 0

2038 1303 ao AN6869.1 71.m15260 AO070314000053 0 -138 -109 ATGATTGCCGTGAAAGGGTCACATAAATAG ATGATTGCCGTGAAAGGGTCACATAAATAG MIAVKGSHK* MIAVKGSHK* GATGAAGATT CAGATTTGTT 0 E 0 MG10533.1 0 0 0

2041 1311 ao AN8363.1 52.m04104 AO070274000030 0 -193 -143 ATGCGGGATATTCGGGGCATATCTATTGATCGGCAAAGGT
GCCCTGTATGA

ATGCGGGATATTCGGGGCATATCTATTGATC
GGCAAAGGTGCCCTGTATGA

MRDIRGISIDRQRCPV* MRDIRGISIDRQRCP
V*

GGAGACCAGA AAGAATATCC 0 R 0 0 0 0 0

2045 1322 af AN4829.1 59.m08969 AO070305000061 0 -175 -149 ATGATAGTGCAGCGTCATGTATGTTAA ATGATAGTGCAGCGTCATGTATGTTAA MIVQRHVC* MIVQRHVC* GTACCTTAGA TCCTCCTAAT 0 R 0 0 0 0 0
2046 1322 af AN4829.1 59.m08969 AO070305000061 0 -159 -127 ATGTATGTTAATCCTCCTAATGTTAATCCATGA ATGTATGTTAATCCTCCTAATGTTAATCCATGA MYVNPPNVNP* MYVNPPNVNP* GTGCAGCGTC GAATCCGGCC 0 R 0 0 0 0 0
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2047 1322 af AN4829.1 59.m08969 AO070305000061 0 -155 -54 ATGTTAATCCTCCTAATGTTAATCCATGAGAATCCGGCCG
GAAACCCCTCGGATTTCACTCCGGAAAAGCACCATCTCCA
TCGGATATTACCTACTATATAA

ATGTTAATCCTCCTAATGTTAATCCATGAGAATCCG
GCCGGAAACCCCTCGGATTTCACTCCGGAAAAGC
ACCATCTCCATCGGATATTACCTACTATATAA

MLILLMLIHENPAGNPSDF
TPEKHHLHRILPTI*

MLILLMLIHENPAGN
PSDFTPEKHHLHRIL
PTI*

AGCGTCATGT TCCCCTCCCA 0 R 0 0 0 0 0

2048 1322 af AN4829.1 59.m08969 AO070305000061 0 -140 -54 ATGTTAATCCATGAGAATCCGGCCGGAAACCCCTCGGATT
TCACTCCGGAAAAGCACCATCTCCATCGGATATTACCTAC
TATATAA

ATGTTAATCCATGAGAATCCGGCCGGAAACCCCTC
GGATTTCACTCCGGAAAAGCACCATCTCCATCGGA
TATTACCTACTATATAA

MLIHENPAGNPSDFTPEK
HHLHRILPTI*

MLIHENPAGNPSDF
TPEKHHLHRILPTI*

AATCCTCCTA TCCCCTCCCA 0 R 0 0 0 0 0

2049 1322 af AN4829.1 59.m08969 AO070305000061 0 -130 -2 ATGAGAATCCGGCCGGAAACCCCTCGGATTTCACTCCGG
AAAAGCACCATCTCCATCGGATATTACCTACTATATAATCC
CCTCCCATCGCCTCAAAGCCACCCTTTTGTGAGTCGTGGA
AAAAAGTAA

ATGAGAATCCGGCCGGAAACCCCTCGGATTTCACT
CCGGAAAAGCACCATCTCCATCGGATATTACCTAC
TATATAATCCCCTCCCATCGCCTCAAAGCCACCCTT
TTGTGAGTCGTGGAAAAAAGTAA

MRIRPETPRISLRKSTISIG
YYLLYNPLPSPQSHPFVS
RGKK*

MRIRPETPRISLRKS
TISIGYYLLYNPLPSP
QSHPFVSRGKK*

ATGTTAATCC AATGGCCCTA 0 R 0 0 0 0 0

2050 1322 ao AN4829.1 59.m08969 AO070305000061 0 -213 -193 ATGGATAATTATCCGCCATAG ATGGATAATTATCCGCCATAG MDNYPP* MDNYPP* TGTAAAATCA TATGGGAAGA 0 R 0 0 0 0 0
2051 1322 ao AN4829.1 59.m08969 AO070305000061 0 -191 -171 ATGGGAAGAGATGAGGGGTAA ATGGGAAGAGATGAGGGGTAA MGRDEG* MGRDEG* CCGCCATAGT ATCTATCACC 0 R 0 0 0 0 0
2056 1323 af AN4495.1 57.m05636 AO070311000047 0 -283 -206 ATGGCAAAGCGCGGCGTGTGTAGACCTTGGAATGATCCT

GTCATGGTGACTCGGTTTATTTTTATTCGCTGTGTTTAA
ATGGCAAAGCGCGGCGTGTGTAGACCTTGGAATG
ATCCTGTCATGGTGACTCGGTTTATTTTTATTCGCT
GTGTTTAA

MAKRGVCRPWNDPVMV
TRFIFIRCV*

MAKRGVCRPWNDP
VMVTRFIFIRCV*

CTTACTATTA TGATTTTGTC 0 L 0 0 0 0 0

2057 1323 af AN4495.1 57.m05636 AO070311000047 0 -252 -235 ATGATCCTGTCATGGTGA ATGATCCTGTCATGGTGA MILSW* MILSW* AGACCTTGGA CTCGGTTTAT 0 L 0 0 0 0 0
2058 1323 af AN4495.1 57.m05636 AO070311000047 0 -241 -206 ATGGTGACTCGGTTTATTTTTATTCGCTGTGTTTAA ATGGTGACTCGGTTTATTTTTATTCGCTGTGTTTAA MVTRFIFIRCV* MVTRFIFIRCV* TGATCCTGTC TGATTTTGTC 0 L 0 0 0 0 0

2059 1323 af AN4495.1 57.m05636 AO070311000047 0 -206 -174 ATGATTTTGTCTGAACTACACGGATTTTCTTAA ATGATTTTGTCTGAACTACACGGATTTTCTTAA MILSELHGFS* MILSELHGFS* GCTGTGTTTA ATTGAATCTC 0 L 0 0 0 0 0
2060 1323 af AN4495.1 57.m05636 AO070311000047 0 -81 -64 ATGCTTATGATCTCATGA ATGCTTATGATCTCATGA MLMIS* MLMIS* AATTATTTGC CTTTATAGCC 0 L 0 0 0 0 0
2061 1323 af AN4495.1 57.m05636 AO070311000047 0 -75 -64 ATGATCTCATGA ATGATCTCATGA MIS* MIS* TTGCATGCTT CTTTATAGCC 0 L 0 0 0 0 0
2062 1323 af AN4495.1 57.m05636 AO070311000047 0 -67 -56 ATGACTTTATAG ATGACTTTATAG MTL* MTL* TTATGATCTC CCCGTATAAA 0 L 0 0 0 0 0
2052 1323 an AN4495.1 57.m05636 AO070311000047 0 -191 -159 ATGTTTTATTATTTCACTAATGTCACCTGTTAA ATGTTTTATTATTTCACTAATGTCACCTGTTAA MFYYFTNVTC* MFYYFTNVTC* TAATCCTGTA GTGTTAAGAC 0 L 0 0 0 0 0
2053 1323 an AN4495.1 57.m05636 AO070311000047 0 -172 -152 ATGTCACCTGTTAAGTGTTAA ATGTCACCTGTTAAGTGTTAA MSPVKC* MSPVKC* TATTTCACTA GACTGAATGT 0 L 0 0 0 0 0
2054 1323 an AN4495.1 57.m05636 AO070311000047 0 -145 -50 ATGTGTACTGCCGCCGAGCCGCCAACGGCACTAAACCTC

CGAAGCAAGCTTGTTTATATCTTCTTCCCTGTACATTCTGC
AGCGGTCGAACATTGA

ATGTGTACTGCCGCCGAGCCGCCAACGGCACTA
AACCTCCGAAGCAAGCTTGTTTATATCTTCTTCCC
TGTACATTCTGCAGCGGTCGAACATTGA

MCTAAEPPTALNLRSKLV
YIFFPVHSAAVEH*

MCTAAEPPTALNLRSKL
VYIFFPVHSAAVEH*

TTAAGACTGA ACATGATATT 0 L 0 0 0 0 0

2063 1323 ao AN4495.1 57.m05636 AO070311000047 0 -185 -90 ATGACCCGTCGTTTTAAGGTTTTTTTTTCTTTTACTTTTCTT
GCTTTTATTACACCTCATATCAGAGAAGCGCAAGATGAGAT
TATACTTATTTGA

ATGACCCGTCGTTTTAAGGTTTTTTTTTCTTT
TACTTTTCTTGCTTTTATTACACCTCATATCA
GAGAAGCGCAAGATGAGATTATACTTATTTG
A

MTRRFKVFFSFTFLAFITP
HIREAQDEIILI*

MTRRFKVFFSFTFL
AFITPHIREAQDEIILI
*

CCCTCCTTTC CATGGCTTCC 0 L 0 0 0 0 0

2064 1323 ao AN4495.1 57.m05636 AO070311000047 0 -109 -74 ATGAGATTATACTTATTTGACATGGCTTCCCTCTGA ATGAGATTATACTTATTTGACATGGCTTCCCT
CTGA

MRLYLFDMASL* MRLYLFDMASL* GAAGCGCAAG AACAAACAAG 0 L 0 0 0 0 0

2065 1323 ao AN4495.1 57.m05636 AO070311000047 0 -88 -74 ATGGCTTCCCTCTGA ATGGCTTCCCTCTGA MASL* MASL* CTTATTTGAC AACAAACAAG 0 L 0 0 0 0 0
2068 1329 af AN8989.1 71.m15101 AO070336000110 0 -226 -164 ATGTACGGATTTCTTATACATTCCTTCTGGGTTTCTACAGT

CTTCTGGAATAGCCCACTTTAA
ATGTACGGATTTCTTATACATTCCTTCTGGGTTTCT
ACAGTCTTCTGGAATAGCCCACTTTAA

MYGFLIHSFWVSTVFWN
SPL*

MYGFLIHSFWVSTV
FWNSPL*

CCAACTTAAG AATAACTCTT 0 E 0 0 0 0 0

2069 1329 af AN8989.1 71.m15101 AO070336000110 0 -140 -108 ATGGCTTGTCTTGGGGCCAACTCTACTCAGTGA ATGGCTTGTCTTGGGGCCAACTCTACTCAGTGA MACLGANSTQ* MACLGANSTQ* TGCTGGCTAA CGTCACACCA 0 E 0 0 0 0 0
2070 1329 af AN8989.1 71.m15101 AO070336000110 0 -83 -33 ATGGGACGAGTGTCTTATCTACCAATTTTCCCCAAGCAATC

GCAATCGTAA
ATGGGACGAGTGTCTTATCTACCAATTTTCCCCAAG
CAATCGCAATCGTAA

MGRVSYLPIFPKQSQS* MGRVSYLPIFPKQS
QS*

ACCAAGCGTC TCAACTACAG 0 E 0 0 0 0 0

2066 1329 an AN8989.1 71.m15101 AO070336000110 0 -192 -169 ATGATGAGGGGGACCGTTGAGTAG ATGATGAGGGGGACCGTTGAGTAG MMRGTVE* MMRGTVE* GCCACGACCG ACCTCGTATC 0 E 0 0 0 0 0
2067 1329 an AN8989.1 71.m15101 AO070336000110 0 -189 -169 ATGAGGGGGACCGTTGAGTAG ATGAGGGGGACCGTTGAGTAG MRGTVE* MRGTVE* ACGACCGATG ACCTCGTATC 0 E 0 0 0 0 0
2071 1329 ao AN8989.1 71.m15101 AO070336000110 0 -290 -261 ATGAACGACGCCCATGAAACATTAAAGTAG ATGAACGACGCCCATGAAACATTAAAGTAG MNDAHETLK* MNDAHETLK* TAATTAGGGC GTATTATTGA 0 E 0 0 0 0 0

2072 1329 ao AN8989.1 71.m15101 AO070336000110 0 -277 -266 ATGAAACATTAA ATGAAACATTAA MKH* MKH* AACGACGCCC AGTAGGTATT 0 E 0 0 0 0 0
2073 1329 ao AN8989.1 71.m15101 AO070336000110 0 -209 -195 ATGGGTGATTGCTAG ATGGGTGATTGCTAG MGDC* MGDC* TGGTAGGGAT GCAGATCTTT 0 E 0 0 0 0 0
2076 1331 ao AN4270.1 65.m07444 AO070277000018 0 -259 -242 ATGTTGGTGCTTAGGTAA ATGTTGGTGCTTAGGTAA MLVLR* MLVLR* CCTGATATCC CTGCGGAGTA 0 TU 0 0 0 0 0
2077 1331 ao AN4270.1 65.m07444 AO070277000018 0 -200 -138 ATGGGATTAGCGCAGGCGCTCCGCGTCCCTGACTGCGGC

CGTCGTCACCGGCAGCGCTCCTGA
ATGGGATTAGCGCAGGCGCTCCGCGTCCC
TGACTGCGGCCGTCGTCACCGGCAGCGCT
CCTGA

MGLAQALRVPDCGRRH
RQRS*

MGLAQALRVPDCG
RRHRQRS*

CACTATCTAA CCTTTCATCG 0 TU 0 0 0 0 0

2082 1333 af AN7481.1 57.m05862 AO070287000038 0 -212 -114 ATGTTTTTAGTTGCGAGACATCAACTCAACGATTTGGTATA
TCACGTGATATCAACTCCGCCTGGCTCGACGCTAGTCCAT
ATCTGGCACGATCCATGA

ATGTTTTTAGTTGCGAGACATCAACTCAACGATTTG
GTATATCACGTGATATCAACTCCGCCTGGCTCGAC
GCTAGTCCATATCTGGCACGATCCATGA

MFLVARHQLNDLVYHVIS
TPPGSTLVHIWHDP*

MFLVARHQLNDLVY
HVISTPPGSTLVHIW
HDP*

TAGATCCAAC AGCTCAACCT 0 D 0 0 0 0 0

2080 1333 an AN7481.1 57.m05862 AO070287000038 0 -192 -154 ATGCTATGGAAGTATTCCAGACTGCAAGCAGGTGTTTAA ATGCTATGGAAGTATTCCAGACTGCAAGCAGGTG
TTTAA

MLWKYSRLQAGV* MLWKYSRLQAGV* TGTGAGCAAT GCCCATTGAA 0 D 0 0 0 0 0

2083 1333 ao AN7481.1 57.m05862 AO070287000038 0 -204 -121 ATGTTGCCCATCCGAATCGAGGAAAGAGTCAACATCGGAT
CACGTGATCTTATACATGGTGGTGGCACGCTAAGCCCCTT
CTAG

ATGTTGCCCATCCGAATCGAGGAAAGAGTC
AACATCGGATCACGTGATCTTATACATGGTG
GTGGCACGCTAAGCCCCTTCTAG

MLPIRIEERVNIGSRDLIH
GGGTLSPF*

MLPIRIEERVNIGSR
DLIHGGGTLSPF*

TGGTAGTCGA TCCAACCATG 0 D 0 0 0 0 0

2084 1333 ao AN7481.1 57.m05862 AO070287000038 0 -149 -132 ATGGTGGTGGCACGCTAA ATGGTGGTGGCACGCTAA MVVAR* MVVAR* GATCTTATAC GCCCCTTCTA 0 D 0 0 0 0 0
2085 1333 ao AN7481.1 57.m05862 AO070287000038 0 -113 ATGGAATTTGAAGAAATGTTGGAGATCATCCCAAACTGTC

GTTGTCGCCATTCCTCCTTCGCCATCAATCTTAATTATACC
AAGCAAAGCTCAGTTTCCTATAAATCCCCATAA

ATGGAATTTGAAGAAATGTTGGAGATCATCC
CAAACTGTCGTTGTCGCCATTCCTCCTTCGC
CATCAATCTTAATTATACCAAGCAAAGCTCA
GTTTCCTATAAATCCCCATAA

MEFEEMLEIIPNCRCRHS
SFAINLNYTKQSSVSYKS
P*

MEFEEMLEIIPNCRC
RHSSFAINLNYTKQS
SVSYKSP*

TAGTCCAACC TGTCTCTGCC 0 D 0 0 0 0 0

2086 1333 ao AN7481.1 57.m05862 AO070287000038 0 -98 ATGTTGGAGATCATCCCAAACTGTCGTTGTCGCCATTCCT
CCTTCGCCATCAATCTTAATTATACCAAGCAAAGCTCAGTT
TCCTATAAATCCCCATAA

ATGTTGGAGATCATCCCAAACTGTCGTTGTC
GCCATTCCTCCTTCGCCATCAATCTTAATTAT
ACCAAGCAAAGCTCAGTTTCCTATAAATCCC
CATAA

MLEIIPNCRCRHSSFAINL
NYTKQSSVSYKSP*

MLEIIPNCRCRHSSF
AINLNYTKQSSVSYK
SP*

ATTTGAAGAA TGTCTCTGCC 0 D 0 0 0 0 0

2087 1340 af AN9186.1 53.m03966 AO070333000111 0 -287 -246 ATGGTGATCGCTATCCGTCGGCATACGCTAGCCCAAGCTT
AA

ATGGTGATCGCTATCCGTCGGCATACGCTAGCCCA
AGCTTAA

MVIAIRRHTLAQA* MVIAIRRHTLAQA* TTATCAGCCA CCGAAGCTTT 0 G 0 0 0 0 0

2088 1340 af AN9186.1 53.m03966 AO070333000111 0 -227 -90 ATGAATCGTGTAAACGAGCTCGCTAAGTCGCTAGTACTTC
TCTATTTGTCTTGGCCAATTGCTGATCTCGGCATATACACG
TGTGACGCGTTTGTTGACAACGGTCTTCCGACGGAGATAG
CAGTCTCCAACAGCTAG

ATGAATCGTGTAAACGAGCTCGCTAAGTCGCTAGT
ACTTCTCTATTTGTCTTGGCCAATTGCTGATCTCGG
CATATACACGTGTGACGCGTTTGTTGACAACGGTC
TTCCGACGGAGATAGCAGTCTCCAACAGCTAG

MNRVNELAKSLVLLYLS
WPIADLGIYTCDAFVDNG
LPTEIAVSNS*

MNRVNELAKSLVLL
YLSWPIADLGIYTCD
AFVDNGLPTEIAVSN
S*

TTGCCAAGTT ATAAGCAGCT 0 G 0 0 0 0 0

2095 1343 af AN5486.1 69.m15721 AO070341000397 0 -202 -149 ATGGTTTGCTGGAGAAAGCCCCAGCGACAGTCGGACGGA
CAGAGGAAAGCCTGA

ATGGTTTGCTGGAGAAAGCCCCAGCGACAGTCGG
ACGGACAGAGGAAAGCCTGA

MVCWRKPQRQSDGQRK
A*

MVCWRKPQRQSD
GQRKA*

GTAGATCACG AGTCGGTAAG 0 E 0 MG06196.1 0 YLR351C YLR351C

2092 1343 an AN5486.1 69.m15721 AO070341000397 0 -196 -131 ATGTCTCTGCAATTGTACTTATTGCTGATCCTTATTGGCGA
GCAGAACATCGCCGGCAATGACTAA

ATGTCTCTGCAATTGTACTTATTGCTGATCCTTAT
TGGCGAGCAGAACATCGCCGGCAATGACTAA

MSLQLYLLLILIGEQNIAG
ND*

MSLQLYLLLILIGEQNIAG
ND*

CCTGCACTTG GCTGACAAGA 0 E 0 MG06196.1 0 YLR351C YLR351C

2093 1343 an AN5486.1 69.m15721 AO070341000397 0 -138 -118 ATGACTAAGCTGACAAGATGA ATGACTAAGCTGACAAGATGA MTKLTR* MTKLTR* ATCGCCGGCA CATCAAGCCC 0 E 0 MG06196.1 0 YLR351C YLR351C
2094 1343 an AN5486.1 69.m15721 AO070341000397 0 -121 -41 ATGACATCAAGCCCAAAAGGACGAAGATCGGCAGTATCAT

CATCTCCAACTCCCGGCTTTCTCCCCGCATTGCTTCAATG
A

ATGACATCAAGCCCAAAAGGACGAAGATCGGCA
GTATCATCATCTCCAACTCCCGGCTTTCTCCCCG
CATTGCTTCAATGA

MTSSPKGRRSAVSSSPT
PGFLPALLQ*

MTSSPKGRRSAVSSSP
TPGFLPALLQ*

AGCTGACAAG CAACATTCAT 0 E 0 MG06196.1 0 YLR351C YLR351C

2096 1343 ao AN5486.1 69.m15721 AO070341000397 0 -248 -225 ATGGTACTCCAACGACTCGGTTAG ATGGTACTCCAACGACTCGGTTAG MVLQRLG* MVLQRLG* AATGAATGAA TGTCCCCGGG 0 E 0 MG06196.1 0 YLR351C YLR351C
2099 1345 af AN7563.1 72.m19998 AO070343000404 0 -237 -211 ATGCGAGACGAAGTGCCAGGCTTCTAA ATGCGAGACGAAGTGCCAGGCTTCTAA MRDEVPGF* MRDEVPGF* CCTGTAAGGA CAACAGCAGA 0 D 0 0 0 0 0
2100 1345 af AN7563.1 72.m19998 AO070343000404 0 -192 -178 ATGAACTTGTATTGA ATGAACTTGTATTGA MNLY* MNLY* GAAGTGTTTT TTATTGAGTT 0 D 0 0 0 0 0
2101 1345 af AN7563.1 72.m19998 AO070343000404 0 -163 -152 ATGCAGACATAG ATGCAGACATAG MQT* MQT* TGAGTTGGTT TTCCCTACAC 0 D 0 0 0 0 0
2097 1345 an AN7563.1 72.m19998 AO070343000404 0 -144 -109 ATGCGTGGTCAGATATTCGATATGGACCACCTCTGA ATGCGTGGTCAGATATTCGATATGGACCACCTCT

GA
MRGQIFDMDHL* MRGQIFDMDHL* CCCAGGACTG AGCAGCAACA 0 D 0 0 0 0 0

2098 1345 an AN7563.1 72.m19998 AO070343000404 0 -123 -109 ATGGACCACCTCTGA ATGGACCACCTCTGA MDHL* MDHL* GATATTCGAT AGCAGCAACA 0 D 0 0 0 0 0
2102 1345 ao AN7563.1 72.m19998 AO070343000404 0 -209 -171 ATGAAACATATTCCGAGGCCTGATGAACTGACCCTCTAA ATGAAACATATTCCGAGGCCTGATGAACTGA

CCCTCTAA
MKHIPRPDELTL* MKHIPRPDELTL* AGACAGTCTC TAGGTTCATG 0 D 0 0 0 0 0

2103 1345 ao AN7563.1 72.m19998 AO070343000404 0 -158 -144 ATGGAGCCGTGTTAA ATGGAGCCGTGTTAA MEPC* MEPC* GGTTCATGGT TGATTGTATC 0 D 0 0 0 0 0
2104 1345 ao AN7563.1 72.m19998 AO070343000404 0 -144 -85 ATGATTGTATCGGTTTTGCGAACTTCTCTTCATATTCACAC

ATCAACACATATACCCTAA
ATGATTGTATCGGTTTTGCGAACTTCTCTTC
ATATTCACACATCAACACATATACCCTAA

MIVSVLRTSLHIHTSTHIP* MIVSVLRTSLHIHTS
THIP*

AGCCGTGTTA TTTATCCACT 0 D 0 0 0 0 0

2107 1347 af AN1381.1 70.m14842 AO070243000011 0 -250 -206 ATGATTCATCGCTCGGAGCCCGAATGGTTCCAATCTGGTA
TCTAA

ATGATTCATCGCTCGGAGCCCGAATGGTTCCAATC
TGGTATCTAA

MIHRSEPEWFQSGI* MIHRSEPEWFQSGI* CAAGGTGCGG CTAGGCTTCC 0 S 0 0 0 0 0

2105 1347 an AN1381.1 70.m14842 AO070243000011 0 -194 -147 ATGAATCATCGGCCTTCGGCAGACGCTTTCGACTTGAGCA
ACGAATAA

ATGAATCATCGGCCTTCGGCAGACGCTTTCGACT
TGAGCAACGAATAA

MNHRPSADAFDLSNE* MNHRPSADAFDLSNE* TCAGTGTTGG CCCCACAACT 0 S 0 0 0 0 0

2106 1347 an AN1381.1 70.m14842 AO070243000011 0 -130 -95 ATGTCCTCCTTCTGCCTCGTTGACTACTCTTTTTAA ATGTCCTCCTTCTGCCTCGTTGACTACTCTTTTTA
A

MSSFCLVDYSF* MSSFCLVDYSF* AACTCTGATA AGGACTTTGT 0 S 0 0 0 0 0

2108 1347 ao AN1381.1 70.m14842 AO070243000011 0 -242 -39 ATGTCAAAAGTGGGGTGGATTACTTCTGATCGGAGAAGGT
GGGAAGAAAGTAGGAATTGTGGCAGAAAAAGAAACAACAA
TTCTATATGCTTCAGGTCACAAAACACTTCCACAATTCAGT
ATAAGTCCGGAACTCTTTTCTTGACTACTGATCGGTTCCGA
AATCCATTCCTTCTCGCTTTTTCCCTTCTTTGCTATCGTTAA

ATGTCAAAAGTGGGGTGGATTACTTCTGATC
GGAGAAGGTGGGAAGAAAGTAGGAATTGTG
GCAGAAAAAGAAACAACAATTCTATATGCTT
CAGGTCACAAAACACTTCCACAATTCAGTAT
AAGTCCGGAACTCTTTTCTTGACTACTGATC
GGTTCCGAAATCCATTCCTTCTCGCTTTTTC
CCTTCTTTGCTATCGTTAA

MSKVGWITSDRRRWEES
RNCGRKRNNNSICFRSQ
NTSTIQYKSGTLFLTTDRF
RNPFLLAFSLLCYR*

MSKVGWITSDRRR
WEESRNCGRKRNN
NSICFRSQNTSTIQY
KSGTLFLTTDRFRN
PFLLAFSLLCYR*

TGGATGAGAG ACACCCATTC 0 S 0 0 0 0 0

2109 1347 ao AN1381.1 70.m14842 AO070243000011 0 -156 -118 ATGCTTCAGGTCACAAAACACTTCCACAATTCAGTATAA ATGCTTCAGGTCACAAAACACTTCCACAATT
CAGTATAA

MLQVTKHFHNSV* MLQVTKHFHNSV* ACAATTCTAT GTCCGGAACT 0 S 0 0 0 0 0

2110 1350 an AN6262.1 72.m19395 AO070304000027 0 -233 -165 ATGCATCATGAACTTTTCTCGTCGAACAAAGAAAACAACCA
TTGCCATTGCCAACTACCATCAGCTTGA

ATGCATCATGAACTTTTCTCGTCGAACAAAGAAAA
CAACCATTGCCATTGCCAACTACCATCAGCTTGA

MHHELFSSNKENNHCHC
QLPSA*

MHHELFSSNKENNHCH
CQLPSA*

AATCGTCTTT TATGTAAAGC 0  0 0 0 0 0

2111 1350 an AN6262.1 72.m19395 AO070304000027 0 -226 -158 ATGAACTTTTCTCGTCGAACAAAGAAAACAACCATTGCCAT
TGCCAACTACCATCAGCTTGATATGTAA

ATGAACTTTTCTCGTCGAACAAAGAAAACAACCAT
TGCCATTGCCAACTACCATCAGCTTGATATGTAA

MNFSRRTKKTTIAIANYH
QLDM*

MNFSRRTKKTTIAIANYH
QLDM*

TTTATGCATC AGCGCAGCTG 0  0 0 0 0 0

2112 1351 af AN4491.1 57.m05640 AO070311000043 0 -161 -117 ATGTATACTCCCTTCAGGAGCTCTTGTTTCTCAAGAAGTGA
CTAA

ATGTATACTCCCTTCAGGAGCTCTTGTTTCTCAAGA
AGTGACTAA

MYTPFRSSCFSRSD* MYTPFRSSCFSRSD
*

CTGGCCTCTG TCCTCAGTTA 0  0 MG04220.1 0 0 0

75
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2113 1351 af AN4491.1 57.m05640 AO070311000043 0 -92 -51 ATGAACACAGAATTTGATTCAAGGCCATTCACCTTCCCTTA
A

ATGAACACAGAATTTGATTCAAGGCCATTCACCTTC
CCTTAA

MNTEFDSRPFTFP* MNTEFDSRPFTFP* CAAAAATGGC ATATCCACAA 0  0 MG04220.1 0 0 0

2114 1351 ao AN4491.1 57.m05640 AO070311000043 0 -187 -176 ATGGTGGTTTGA ATGGTGGTTTGA MVV* MVV* CTCTATATAA TGTTCGCTAC 0  0 MG04220.1 0 0 0
2115 1351 ao AN4491.1 57.m05640 AO070311000043 0 -176 -108 ATGTTCGCTACCCACCTTGCAAAAAAAAAAGTGTACTCCGT

TAATTCGCAAGATCAGTTAACTGTTTAA
ATGTTCGCTACCCACCTTGCAAAAAAAAAAG
TGTACTCCGTTAATTCGCAAGATCAGTTAAC
TGTTTAA

MFATHLAKKKVYSVNSQ
DQLTV*

MFATHLAKKKVYSV
NSQDQLTV*

TGGTGGTTTG CTGCAACAAT 0  0 MG04220.1 0 0 0

2116 1351 ao AN4491.1 57.m05640 AO070311000043 0 -94 -71 ATGACAAAGAACCTTATGAAATAA ATGACAAAGAACCTTATGAAATAA MTKNLMK* MTKNLMK* CAACAATGGC AAGACCTTTT 0  0 MG04220.1 0 0 0
2134 1372 af AN8032.1 53.m03880 AO070322000129 0 -264 -253 ATGCTCAGGTAG ATGCTCAGGTAG MLR* MLR* GAGCAACCAG ACGCATAATC 0 IE FG06786.1 MG08631.1 0 0 0
2135 1372 af AN8032.1 53.m03880 AO070322000129 0 -134 -108 ATGAGGGTCGTTACGTCATGTGGATAG ATGAGGGTCGTTACGTCATGTGGATAG MRVVTSCG* MRVVTSCG* ACAGGACATA ATGCAGCAGA 0 IE FG06786.1 MG08631.1 0 0 0
2136 1372 af AN8032.1 53.m03880 AO070322000129 0 -117 -91 ATGTGGATAGATGCAGCAGACTGGTAA ATGTGGATAGATGCAGCAGACTGGTAA MWIDAADW* MWIDAADW* TCGTTACGTC CGGCAGAGGG 0 IE FG06786.1 MG08631.1 0 0 0
2137 1372 af AN8032.1 53.m03880 AO070322000129 0 -107 -57 ATGCAGCAGACTGGTAACGGCAGAGGGGCACTGGAATTG

CTATTTCAGTAA
ATGCAGCAGACTGGTAACGGCAGAGGGGCACTGG
AATTGCTATTTCAGTAA

MQQTGNGRGALELLFQ* MQQTGNGRGALEL
LFQ*

ATGTGGATAG GCGTCCAGCA 0 IE FG06786.1 MG08631.1 0 0 0

2138 1372 ao AN8032.1 53.m03880 AO070322000129 0 -248 -189 ATGACACCTGATCCAGAAAGTACTAAAGAACTCAGCTGTA
CAAACTACGTGATAACATAA

ATGACACCTGATCCAGAAAGTACTAAAGAAC
TCAGCTGTACAAACTACGTGATAACATAA

MTPDPESTKELSCTNYVI
T*

MTPDPESTKELSCT
NYVIT*

TAATGGGATG CCCCTCCTAG 0 IE FG06786.1 MG08631.1 0 0 0

2141 1373 af AN1728.1 69.m15042 AO070324000059 0 -141 -124 ATGTCAGCCTGCACGTGA ATGTCAGCCTGCACGTGA MSACT* MSACT* TCAGTGGTTT CTGCCTGGTT 0 C 0 0 0 0 0
2142 1373 af AN1728.1 69.m15042 AO070324000059 0 -73 -56 ATGTCTCCGGTTGCTTGA ATGTCTCCGGTTGCTTGA MSPVA* MSPVA* CTCCCTGTGG ACCGCCCCTC 0 C 0 0 0 0 0
2139 1373 an AN1728.1 69.m15042 AO070324000059 0 -212 -3 ATGCGTGGAGGCAAAGAGACAAGAATCAAAGTTGAAGCTT

TGATGTGTTGGGTTGCGTTTGCATATTTTGCATTCTTTGTC
ATCCAATCACGTGTTGCGGTCACGTGTACTACGCGAAAGC
TCCCTTTGGGACGAGGCCGACGTCTATCCTCCCGCCGTC
CGATCCGCCCTCCAATTGCCTCACCACTTGTGTTGGGATT
GCTGCAATAA

ATGCGTGGAGGCAAAGAGACAAGAATCAAAGTT
GAAGCTTTGATGTGTTGGGTTGCGTTTGCATATT
TTGCATTCTTTGTCATCCAATCACGTGTTGCGGT
CACGTGTACTACGCGAAAGCTCCCTTTGGGACG
AGGCCGACGTCTATCCTCCCGCCGTCCGATCCG
CCCTCCAATTGCCTCACCACTTGTGTTGGGATTG
CTGCAATAA

MRGGKETRIKVEALMCW
VAFAYFAFFVIQSRVAVT
CTTRKLPLGRGRRLSSR
RPIRPPIASPLVLGLLQ*

MRGGKETRIKVEALMC
WVAFAYFAFFVIQSRVA
VTCTTRKLPLGRGRRLS
SRRPIRPPIASPLVLGLL
Q*

TGACGGAGAA ATATGGCCGC 0 C 0 0 0 0 0

2140 1373 an AN1728.1 69.m15042 AO070324000059 0 -170 -3 ATGTGTTGGGTTGCGTTTGCATATTTTGCATTCTTTGTCAT
CCAATCACGTGTTGCGGTCACGTGTACTACGCGAAAGCTC
CCTTTGGGACGAGGCCGACGTCTATCCTCCCGCCGTCCG
ATCCGCCCTCCAATTGCCTCACCACTTGTGTTGGGATTGC
TGCAATAA

ATGTGTTGGGTTGCGTTTGCATATTTTGCATTCTT
TGTCATCCAATCACGTGTTGCGGTCACGTGTACT
ACGCGAAAGCTCCCTTTGGGACGAGGCCGACGT
CTATCCTCCCGCCGTCCGATCCGCCCTCCAATTG
CCTCACCACTTGTGTTGGGATTGCTGCAATAA

MCWVAFAYFAFFVIQSR
VAVTCTTRKLPLGRGRRL
SSRRPIRPPIASPLVLGLL
Q*

MCWVAFAYFAFFVIQSR
VAVTCTTRKLPLGRGRR
LSSRRPIRPPIASPLVLG
LLQ*

TGAAGCTTTG ATATGGCCGC 0 C 0 0 0 0 0

2143 1373 ao AN1728.1 69.m15042 AO070324000059 0 -126 -109 ATGTCAGCGTGCACGTGA ATGTCAGCGTGCACGTGA MSACT* MSACT* TGCGTGGCTT TGTCTCACGT 0 C 0 0 0 0 0
2144 1374 af AN3028.1 59.m08999 AO070337000070 0 -215 -198 ATGATCATTGATCTTTAG ATGATCATTGATCTTTAG MIIDL* MIIDL* CCGTGCATAG GTGCGCTCAA 0 L 0 0 0 0 0
2146 1380 af AN3167.1 59.m09511 AO070256000023 0 -159 -121 ATGCAAAAATTCCCGCCAACAGCCAGAAAAATTAACTAA ATGCAAAAATTCCCGCCAACAGCCAGAAAAATTAA

CTAA
MQKFPPTARKIN* MQKFPPTARKIN* TTAGTTTTCG CCTCCAGCTC 0 AJ 0 0 0 YOR310C 0

2145 1380 an AN3167.1 59.m09511 AO070256000023 0 -186 -139 ATGCGGGCCACAAGCCACAGCAGGCGCTTTTTCTGCACTT
TTTACTGA

ATGCGGGCCACAAGCCACAGCAGGCGCTTTTTC
TGCACTTTTTACTGA

MRATSHSRRFFCTFY* MRATSHSRRFFCTFY* CTAGCCACAA CAGCCAAAAA 0 AJ 0 0 0 YOR310C 0

2147 1381 af AN4390.1 58.m07933 AO070261000036 0 -99 -73 ATGGATTGTCGTCGGACCCTTACTTGA ATGGATTGTCGTCGGACCCTTACTTGA MDCRRTLT* MDCRRTLT* GCTCGTGAAG TGCCAACCTG 0  0 0 0 0 0
2148 1381 af AN4390.1 58.m07933 AO070261000036 0 -73 -50 ATGCCAACCTGCGAAGCCTGCTAA ATGCCAACCTGCGAAGCCTGCTAA MPTCEAC* MPTCEAC* CCCTTACTTG TGACATTACT 0  0 0 0 0 0
2150 1381 ao AN4390.1 58.m07933 AO070261000036 0 -132 -85 ATGTGTTCCCTTGTGTACACCAATATATGGCATTCCGCCCA

CCATTAA
ATGTGTTCCCTTGTGTACACCAATATATGGC
ATTCCGCCCACCATTAA

MCSLVYTNIWHSAHH* MCSLVYTNIWHSAH
H*

CATTCATTGA GCCCTGGTTG 0  0 0 0 0 0

2151 1381 ao AN4390.1 58.m07933 AO070261000036 0 -106 -50 ATGGCATTCCGCCCACCATTAAGCCCTGGTTGCCTCTCAT
TTGAAGAAAGACCTTGA

ATGGCATTCCGCCCACCATTAAGCCCTGGT
TGCCTCTCATTTGAAGAAAGACCTTGA

MAFRPPLSPGCLSFEER
P*

MAFRPPLSPGCLSF
EERP*

ACACCAATAT TCATGTCCAA 0  0 0 0 0 0

2154 1384 af AN5367.1 72.m19826 AO070296000095 0 -223 -203 ATGTCGAATCCAAATGGTTGA ATGTCGAATCCAAATGGTTGA MSNPNG* MSNPNG* GCGTCTTGAA TAATTTGGGA 0  0 0 0 0 0
2155 1384 af AN5367.1 72.m19826 AO070296000095 0 -210 -160 ATGGTTGATAATTTGGGATGGCGGAGAAACCCGGTGTATG

GAGTCTGTTGA
ATGGTTGATAATTTGGGATGGCGGAGAAACCCGGT
GTATGGAGTCTGTTGA

MVDNLGWRRNPVYGVC* MVDNLGWRRNPVY
GVC*

TCGAATCCAA GTATCCACCC 0  0 0 0 0 0

2156 1384 af AN5367.1 72.m19826 AO070296000095 0 -193 -92 ATGGCGGAGAAACCCGGTGTATGGAGTCTGTTGAGTATC
CACCCGCAAAAACTTCTGCCTTCAGGGGCAAAACGTTTCG
TGTCAAAGTCGACCACAGACTAG

ATGGCGGAGAAACCCGGTGTATGGAGTCTGTTGA
GTATCCACCCGCAAAAACTTCTGCCTTCAGGGGCA
AAACGTTTCGTGTCAAAGTCGACCACAGACTAG

MAEKPGVWSLLSIHPQKL
LPSGAKRFVSKSTTD*

MAEKPGVWSLLSIH
PQKLLPSGAKRFVS
KSTTD*

ATAATTTGGG GTAGAGCTCA 0  0 0 0 0 0

2157 1384 af AN5367.1 72.m19826 AO070296000095 0 -63 -46 ATGCACGATCATGCATGA ATGCACGATCATGCATGA MHDHA* MHDHA* ACGAAAGATC TCAGTCTCTC 0  0 0 0 0 0
2153 1384 an AN5367.1 72.m19826 AO070296000095 0 -103 -68 ATGGCAAAAGCCACAAACTTGCTTCCATACAAGTGA ATGGCAAAAGCCACAAACTTGCTTCCATACAAGT

GA
MAKATNLLPYK* MAKATNLLPYK* TTCAGCACGC CAAAATCGGC 0  0 0 0 0 0

2160 1386 af AN8194.1 53.m03779 AO070310000126 0 -188 -90 ATGATGGGGACTAGTCCTATTGTGGTATACTGCAAACACA
ACAAACGGCGGCAGAACGCAAAGCTGTCCAGAACTCCCA
CTCCTCCTGAGCTCCGTTGA

ATGATGGGGACTAGTCCTATTGTGGTATACTGCAA
ACACAACAAACGGCGGCAGAACGCAAAGCTGTCC
AGAACTCCCACTCCTCCTGAGCTCCGTTGA

MMGTSPIVVYCKHNKRR
QNAKLSRTPTPPELR*

MMGTSPIVVYCKHN
KRRQNAKLSRTPTP
PELR*

TACCTACTGA CGTCGCGTGT 0 U FG06115.1 0 NCU03800.1 0 0

2161 1386 af AN8194.1 53.m03779 AO070310000126 0 -185 -90 ATGGGGACTAGTCCTATTGTGGTATACTGCAAACACAACA
AACGGCGGCAGAACGCAAAGCTGTCCAGAACTCCCACTC
CTCCTGAGCTCCGTTGA

ATGGGGACTAGTCCTATTGTGGTATACTGCAAACA
CAACAAACGGCGGCAGAACGCAAAGCTGTCCAGA
ACTCCCACTCCTCCTGAGCTCCGTTGA

MGTSPIVVYCKHNKRRQ
NAKLSRTPTPPELR*

MGTSPIVVYCKHNK
RRQNAKLSRTPTPP
ELR*

CTACTGAATG CGTCGCGTGT 0 U FG06115.1 0 NCU03800.1 0 0

2158 1386 an AN8194.1 53.m03779 AO070310000126 0 -216 -169 ATGAAGCTCTTTACAATTTGCAGGGAAACCATATGTTCAAT
ATTCTAG

ATGAAGCTCTTTACAATTTGCAGGGAAACCATAT
GTTCAATATTCTAG

MKLFTICRETICSIF* MKLFTICRETICSIF* TTACCTACCA TAGAGGTAAA 0 U FG06115.1 0 NCU03800.1 0 0

2159 1386 an AN8194.1 53.m03779 AO070310000126 0 -113 -69 ATGCAAACAAGCCAAACAACACAACAACAGCTGGCCAGAA
CTTGA

ATGCAAACAAGCCAAACAACACAACAACAGCTGG
CCAGAACTTGA

MQTSQTTQQQLART* MQTSQTTQQQLART* GCGGAGGCGG CCCAACTCCA 0 U FG06115.1 0 NCU03800.1 0 0

2162 1386 ao AN8194.1 53.m03779 AO070310000126 0 -126 -61 ATGCAAACATGGCAAACACGGCGGAACACACAGCTGGCC
AGAACTTCGACTCGCGCCTTGTGCTAA

ATGCAAACATGGCAAACACGGCGGAACACA
CAGCTGGCCAGAACTTCGACTCGCGCCTTG
TGCTAA

MQTWQTRRNTQLARTST
RALC*

MQTWQTRRNTQLA
RTSTRALC*

GGCATGTATC ATCAAGACAT 0 U FG06115.1 0 NCU03800.1 0 0

2167 1387 af AN1832.1 58.m07674 AO070318000085 0 -203 -177 ATGCATCTTGATGGCTTGCGGCCGTGA ATGCATCTTGATGGCTTGCGGCCGTGA MHLDGLRP* MHLDGLRP* CAAACGAACC CCTACTGTTG 0  0 0 0 0 0
2168 1387 af AN1832.1 58.m07674 AO070318000085 0 -193 -119 ATGGCTTGCGGCCGTGACCTACTGTTGGGGTGGGCCGGT

GGCGTGTCTACCCTGATGGCCCAAATCCAACAATGA
ATGGCTTGCGGCCGTGACCTACTGTTGGGGTGGG
CCGGTGGCGTGTCTACCCTGATGGCCCAAATCCA
ACAATGA

MACGRDLLLGWAGGVS
TLMAQIQQ*

MACGRDLLLGWAG
GVSTLMAQIQQ*

ATGCATCTTG GTACCTCTCT 0  0 0 0 0 0

2169 1387 af AN1832.1 58.m07674 AO070318000085 0 -139 -119 ATGGCCCAAATCCAACAATGA ATGGCCCAAATCCAACAATGA MAQIQQ* MAQIQQ* GTCTACCCTG GTACCTCTCT 0  0 0 0 0 0
2170 1387 af AN1832.1 58.m07674 AO070318000085 0 -122 -21 ATGAGTACCTCTCTGGCACCGCGAAAGGAGGCCATCCTC

GAGGTATATAAGGATGTTCTACCTCTGGCTACAATGCAAG
AGTCACGCACCATCCAACCTTGA

ATGAGTACCTCTCTGGCACCGCGAAAGGAGGCCA
TCCTCGAGGTATATAAGGATGTTCTACCTCTGGCTA
CAATGCAAGAGTCACGCACCATCCAACCTTGA

MSTSLAPRKEAILEVYKD
VLPLATMQESRTIQP*

MSTSLAPRKEAILEV
YKDVLPLATMQESR
TIQP*

AAATCCAACA AAAAGAAAAT 0  0 0 0 0 0

2163 1387 an AN1832.1 58.m07674 AO070318000085 0 -198 -49 ATGCAAAGTGATGCCATACGCAAGGCATCAGAAGATACGA
GGGACCCAAGGAGTTCCATCTCTTGGGGATCCAAGGGTA
CTCGAGAGTTGAGGAAGAGGAAAGGCATAAATACCGTCA
GCATGGCGGCCCTGCATGTCCCTGCAGATTGA

ATGCAAAGTGATGCCATACGCAAGGCATCAGAA
GATACGAGGGACCCAAGGAGTTCCATCTCTTGG
GGATCCAAGGGTACTCGAGAGTTGAGGAAGAGG
AAAGGCATAAATACCGTCAGCATGGCGGCCCTG
CATGTCCCTGCAGATTGA

MQSDAIRKASEDTRDPR
SSISWGSKGTRELRKRK
GINTVSMAALHVPAD*

MQSDAIRKASEDTRDPR
SSISWGSKGTRELRKRK
GINTVSMAALHVPAD*

AAGACGTGGG CAGCGGTCGA 0  0 0 0 0 0

2164 1387 an AN1832.1 58.m07674 AO070318000085 0 -188 -108 ATGCCATACGCAAGGCATCAGAAGATACGAGGGACCCAA
GGAGTTCCATCTCTTGGGGATCCAAGGGTACTCGAGAGTT
GA

ATGCCATACGCAAGGCATCAGAAGATACGAGGG
ACCCAAGGAGTTCCATCTCTTGGGGATCCAAGG
GTACTCGAGAGTTGA

MPYARHQKIRGTQGVPS
LGDPRVLES*

MPYARHQKIRGTQGVP
SLGDPRVLES*

ATGCAAAGTG GGAAGAGGAA 0  0 0 0 0 0

2165 1387 an AN1832.1 58.m07674 AO070318000085 0 -78 -49 ATGGCGGCCCTGCATGTCCCTGCAGATTGA ATGGCGGCCCTGCATGTCCCTGCAGATTGA MAALHVPAD* MAALHVPAD* TACCGTCAGC CAGCGGTCGA 0  0 0 0 0 0
2166 1387 an AN1832.1 58.m07674 AO070318000085 0 -65 -33 ATGTCCCTGCAGATTGACAGCGGTCGAGCTTGA ATGTCCCTGCAGATTGACAGCGGTCGAGCTTGA MSLQIDSGRA* MSLQIDSGRA* GCGGCCCTGC AACCCAGAGC 0  0 0 0 0 0

2172 1387 ao AN1832.1 58.m07674 AO070318000085 0 -205 -158 ATGAAGATACTCCCGTACGATCGCCCGCAGCTATACCGAA
ATCTCTGA

ATGAAGATACTCCCGTACGATCGCCCGCAG
CTATACCGAAATCTCTGA

MKILPYDRPQLYRNL* MKILPYDRPQLYRN
L*

AGTTATCGAA ATACGATCCG 0  0 0 0 0 0

2173 1391 af AN1232.1 70.m14987 AO070331000244 0 -133 -77 ATGCTTTGTGATGGATTTTGGCTTTTGATACTAATCAGCTA
TTTAGTTGAAGTTTAA

ATGCTTTGTGATGGATTTTGGCTTTTGATACTAATC
AGCTATTTAGTTGAAGTTTAA

MLCDGFWLLILISYLVEV* MLCDGFWLLILISYL
VEV*

GTTTTCTGTG TACTACAGGA 0  0 0 0 0 0

2174 1391 af AN1232.1 70.m14987 AO070331000244 0 -123 -106 ATGGATTTTGGCTTTTGA ATGGATTTTGGCTTTTGA MDFGF* MDFGF* ATGCTTTGTG TACTAATCAG 0  0 0 0 0 0
2175 1392 af AN3299.1 57.m05363 AO070333000258 0 -293 -273 ATGCGAATAGGGTCGTTGTGA ATGCGAATAGGGTCGTTGTGA MRIGSL* MRIGSL* ATGTCAGAAC CTATCTTGTC 0 O 0 0 0 0 0
2176 1392 af AN3299.1 57.m05363 AO070333000258 0 -229 -113 ATGAATATGCCGGCAATAAGTTTAAGCGGGGCCATTATTG

ATAAGCAATGGCATTATTCTCCACAATTCTCACGCGTTCCG
CTGGCATCTATCGTCATTCCCCCTCACTGTTGCTAA

ATGAATATGCCGGCAATAAGTTTAAGCGGGGCCAT
TATTGATAAGCAATGGCATTATTCTCCACAATTCTC
ACGCGTTCCGCTGGCATCTATCGTCATTCCCCCTC
ACTGTTGCTAA

MNMPAISLSGAIIDKQWH
YSPQFSRVPLASIVIPPHC
C*

MNMPAISLSGAIIDK
QWHYSPQFSRVPL
ASIVIPPHCC*

GCTTATTGTG CTCCCGTAAG 0 O 0 0 0 0 0

2177 1392 af AN3299.1 57.m05363 AO070333000258 0 -223 -113 ATGCCGGCAATAAGTTTAAGCGGGGCCATTATTGATAAGC
AATGGCATTATTCTCCACAATTCTCACGCGTTCCGCTGGC
ATCTATCGTCATTCCCCCTCACTGTTGCTAA

ATGCCGGCAATAAGTTTAAGCGGGGCCATTATTGA
TAAGCAATGGCATTATTCTCCACAATTCTCACGCGT
TCCGCTGGCATCTATCGTCATTCCCCCTCACTGTT
GCTAA

MPAISLSGAIIDKQWHYS
PQFSRVPLASIVIPPHCC*

MPAISLSGAIIDKQW
HYSPQFSRVPLASIV
IPPHCC*

TGTGATGAAT CTCCCGTAAG 0 O 0 0 0 0 0

2178 1392 af AN3299.1 57.m05363 AO070333000258 0 -182 -96 ATGGCATTATTCTCCACAATTCTCACGCGTTCCGCTGGCA
TCTATCGTCATTCCCCCTCACTGTTGCTAACTCCCGTAAGC
TTATAA

ATGGCATTATTCTCCACAATTCTCACGCGTTCCGCT
GGCATCTATCGTCATTCCCCCTCACTGTTGCTAACT
CCCGTAAGCTTATAA

MALFSTILTRSAGIYRHSP
SLLLTPVSL*

MALFSTILTRSAGIY
RHSPSLLLTPVSL*

TTGATAAGCA ATCAACAATC 0 O 0 0 0 0 0

2180 1396 ao AN5452.1 69.m15743 AO070239000031 0 -272 -261 ATGTCAAACTAG ATGTCAAACTAG MSN* MSN* TAGAACAAAC TGTAGCTTCA 0 A 0 MG06457.1 0 0 0
2186 1399 af AN6524.1 62.m03113 AO070270000023 0 -232 -170 ATGCACGACACAGAGCAGGCTGTAAGAATAATCGTCAGCA

GGTGTGGGCTACTGGGCGCCTGA
ATGCACGACACAGAGCAGGCTGTAAGAATAATCGT
CAGCAGGTGTGGGCTACTGGGCGCCTGA

MHDTEQAVRIIVSRCGLL
GA*

MHDTEQAVRIIVSRC
GLLGA*

AGTCTGTAGC AGGGAATTTA 0  0 0 0 0 0

2187 1399 af AN6524.1 62.m03113 AO070270000023 0 -116 -99 ATGATGGCTTCTTGTTGA ATGATGGCTTCTTGTTGA MMASC* MMASC* TGACGCGTGC TCAGAGACCC 0  0 0 0 0 0
2188 1399 af AN6524.1 62.m03113 AO070270000023 0 -113 -99 ATGGCTTCTTGTTGA ATGGCTTCTTGTTGA MASC* MASC* CGCGTGCATG TCAGAGACCC 0  0 0 0 0 0
2182 1399 an AN6524.1 62.m03113 AO070270000023 0 -140 -99 ATGGAGACTGGGCCTGACCATGATCGGGCCATTTGTCGA

TAG
ATGGAGACTGGGCCTGACCATGATCGGGCCATT
TGTCGATAG

METGPDHDRAICR* METGPDHDRAICR* AGCATTGGAT TGAAGTCGTA 0  0 0 0 0 0

2183 1399 an AN6524.1 62.m03113 AO070270000023 0 -121 -59 ATGATCGGGCCATTTGTCGATAGTGAAGTCGTAGTAGCTA
TGAAGACGAACGGAGGTCGGTAG

ATGATCGGGCCATTTGTCGATAGTGAAGTCGTAG
TAGCTATGAAGACGAACGGAGGTCGGTAG

MIGPFVDSEVVVAMKTN
GGR*

MIGPFVDSEVVVAMKTN
GGR*

GGGCCTGACC ATGGGCTCTA 0  0 0 0 0 0

2184 1399 an AN6524.1 62.m03113 AO070270000023 0 -82 -59 ATGAAGACGAACGGAGGTCGGTAG ATGAAGACGAACGGAGGTCGGTAG MKTNGGR* MKTNGGR* CGTAGTAGCT ATGGGCTCTA 0  0 0 0 0 0
2189 1399 ao AN6524.1 62.m03113 AO070270000023 0 -259 -185 ATGTACGGAGTATTCCGTACGCTATCCAGATCCTTATTTCC

ATATAGCAGGCTGTATCGATGGTTCCAATCGTAA
ATGTACGGAGTATTCCGTACGCTATCCAGAT
CCTTATTTCCATATAGCAGGCTGTATCGATG
GTTCCAATCGTAA

MYGVFRTLSRSLFPYSRL
YRWFQS*

MYGVFRTLSRSLFP
YSRLYRWFQS*

GGGACACCAT GTCAATCTAC 0  0 0 0 0 0

2190 1399 ao AN6524.1 62.m03113 AO070270000023 0 -200 -126 ATGGTTCCAATCGTAAGTCAATCTACGAGATCTATTACCAA
TATTTGGAGATCTATCCTGTTATGCAGACCTTGA

ATGGTTCCAATCGTAAGTCAATCTACGAGAT
CTATTACCAATATTTGGAGATCTATCCTGTTA
TGCAGACCTTGA

MVPIVSQSTRSITNIWRSI
LLCRP*

MVPIVSQSTRSITNI
WRSILLCRP*

GGCTGTATCG TTATGAAGTC 0  0 0 0 0 0

2191 1399 ao AN6524.1 62.m03113 AO070270000023 0 -138 -106 ATGCAGACCTTGATTATGAAGTCCCCATATTAA ATGCAGACCTTGATTATGAAGTCCCCATATT
AA

MQTLIMKSPY* MQTLIMKSPY* CTATCCTGTT TCATATCTCT 0  0 0 0 0 0
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2192 1399 ao AN6524.1 62.m03113 AO070270000023 0 -123 -106 ATGAAGTCCCCATATTAA ATGAAGTCCCCATATTAA MKSPY* MKSPY* GACCTTGATT TCATATCTCT 0  0 0 0 0 0
2193 1400 an AN4674.1 71.m15664 AO070284000032 0 -320 -240 ATGGAACACAAGGTTCGACATGAACTGAACAAAAGCGAAG

GTCTTTCAGTGCCGGACACTACATACCTAAGTCGGCTGTG
A

ATGGAACACAAGGTTCGACATGAACTGAACAAAA
GCGAAGGTCTTTCAGTGCCGGACACTACATACCT
AAGTCGGCTGTGA

MEHKVRHELNKSEGLSV
PDTTYLSRL*

MEHKVRHELNKSEGLS
VPDTTYLSRL*

CACTGACTTC TACAAGAGCC 0 GO 0 0 0 0 0

2195 1400 ao AN4674.1 71.m15664 AO070284000032 0 -418 -341 ATGTCGCGGGATCGCATGATAGTTGCAAGCCCATTTCCAT
GTGTTCGTGGTCTGTGGCTGATCGACGTCAGTAATTAA

ATGTCGCGGGATCGCATGATAGTTGCAAGC
CCATTTCCATGTGTTCGTGGTCTGTGGCTGA
TCGACGTCAGTAATTAA

MSRDRMIVASPFPCVRG
LWLIDVSN*

MSRDRMIVASPFPC
VRGLWLIDVSN*

GTTCACAGGT CTGCCACACT 0 GO 0 0 0 0 0

2196 1400 ao AN4674.1 71.m15664 AO070284000032 0 -403 -341 ATGATAGTTGCAAGCCCATTTCCATGTGTTCGTGGTCTGT
GGCTGATCGACGTCAGTAATTAA

ATGATAGTTGCAAGCCCATTTCCATGTGTTC
GTGGTCTGTGGCTGATCGACGTCAGTAATT
AA

MIVASPFPCVRGLWLIDV
SN*

MIVASPFPCVRGLW
LIDVSN*

GCGGGATCGC CTGCCACACT 0 GO 0 0 0 0 0

2198 1407 af AN5983.1 72.m19943 AO070340000297 0 -199 -38 ATGAGTGGCACTTGCATGAGCATCCACTCACAAGCCGAG
GTCGCCAGCGGTCAGCTTCATCTAAGAAGCGGAGCGATT
CTGGGCAATTCATTTCGTTTCGTTCTGCATCCTTACATCTC
CTCCGTCTCGTCCCTCTGTTCGCGATTCTATTCCAAGCGG
TGA

ATGAGTGGCACTTGCATGAGCATCCACTCACAAGC
CGAGGTCGCCAGCGGTCAGCTTCATCTAAGAAGC
GGAGCGATTCTGGGCAATTCATTTCGTTTCGTTCT
GCATCCTTACATCTCCTCCGTCTCGTCCCTCTGTTC
GCGATTCTATTCCAAGCGGTGA

MSGTCMSIHSQAEVASG
QLHLRSGAILGNSFRFVL
HPYISSVSSLCSRFYSKR*

MSGTCMSIHSQAEV
ASGQLHLRSGAILG
NSFRFVLHPYISSVS
SLCSRFYSKR*

TGATTGTTCT AACGTCTATT 0 S 0 0 0 0 0

2199 1407 af AN5983.1 72.m19943 AO070340000297 0 -184 -38 ATGAGCATCCACTCACAAGCCGAGGTCGCCAGCGGTCAG
CTTCATCTAAGAAGCGGAGCGATTCTGGGCAATTCATTTC
GTTTCGTTCTGCATCCTTACATCTCCTCCGTCTCGTCCCTC
TGTTCGCGATTCTATTCCAAGCGGTGA

ATGAGCATCCACTCACAAGCCGAGGTCGCCAGCG
GTCAGCTTCATCTAAGAAGCGGAGCGATTCTGGGC
AATTCATTTCGTTTCGTTCTGCATCCTTACATCTCCT
CCGTCTCGTCCCTCTGTTCGCGATTCTATTCCAAG
CGGTGA

MSIHSQAEVASGQLHLR
SGAILGNSFRFVLHPYISS
VSSLCSRFYSKR*

MSIHSQAEVASGQL
HLRSGAILGNSFRF
VLHPYISSVSSLCSR
FYSKR*

TGGCACTTGC AACGTCTATT 0 S 0 0 0 0 0

2204 1411 af AN1013.1 70.m15230 AO070312000015 0 -287 -216 ATGTTTCGAACTAACAAGAATAGTGTAATGATATTCATAGT
ATTTCTCAAATGTTCTACCGACGCTGCGTAG

ATGTTTCGAACTAACAAGAATAGTGTAATGATATTC
ATAGTATTTCTCAAATGTTCTACCGACGCTGCGTAG

MFRTNKNSVMIFIVFLKC
STDAA*

MFRTNKNSVMIFIVF
LKCSTDAA*

CCCTTGTGCA CGTTGTCTAT 0 J 0 0 NCU04331.1 0 0

2205 1411 af AN1013.1 70.m15230 AO070312000015 0 -260 -216 ATGATATTCATAGTATTTCTCAAATGTTCTACCGACGCTGC
GTAG

ATGATATTCATAGTATTTCTCAAATGTTCTACCGAC
GCTGCGTAG

MIFIVFLKCSTDAA* MIFIVFLKCSTDAA* GAATAGTGTA CGTTGTCTAT 0 J 0 0 NCU04331.1 0 0

2206 1411 af AN1013.1 70.m15230 AO070312000015 0 -237 -133 ATGTTCTACCGACGCTGCGTAGCGTTGTCTATACGGGGTA
CTTCGTTGTGGTTGTCCCCCCGCTCGTGGCCAACCTCAAT
TTGCGCTGGGATGCAGCCACGCTAA

ATGTTCTACCGACGCTGCGTAGCGTTGTCTATACG
GGGTACTTCGTTGTGGTTGTCCCCCCGCTCGTGG
CCAACCTCAATTTGCGCTGGGATGCAGCCACGCTA
A

MFYRRCVALSIRGTSLWL
SPRSWPTSICAGMQPR*

MFYRRCVALSIRGT
SLWLSPRSWPTSIC
AGMQPR*

TATTTCTCAA GCGAAACCAT 0 J 0 0 NCU04331.1 0 0

2207 1411 af AN1013.1 70.m15230 AO070312000015 0 -147 -133 ATGCAGCCACGCTAA ATGCAGCCACGCTAA MQPR* MQPR* TTGCGCTGGG GCGAAACCAT 0 J 0 0 NCU04331.1 0 0

2208 1411 ao AN1013.1 70.m15230 AO070312000015 0 -203 -189 ATGGGTGTAGAATAG ATGGGTGTAGAATAG MGVE* MGVE* AACCCCGAAG TCAGCCATCA 0 J 0 0 NCU04331.1 0 0

2209 1421 an AN6730.1 65.m07240 AO070339000174 0 -107 -84 ATGGCCATCCCGTCCACTGTCTGA ATGGCCATCCCGTCCACTGTCTGA MAIPSTV* MAIPSTV* TTCATATAGG TGTTTGACTC 0 F 0 0 0 0 0
2210 1421 an AN6730.1 65.m07240 AO070339000174 0 -84 -43 ATGTTTGACTCAGGAAACCGTCAATCCCCGCCCATCTTCT

AG
ATGTTTGACTCAGGAAACCGTCAATCCCCGCCCA
TCTTCTAG

MFDSGNRQSPPIF* MFDSGNRQSPPIF* CCACTGTCTG GCTCCCGCAT 0 F 0 0 0 0 0

2212 1433 af AN5725.1 54.m06845 AO070324000126 0 -113 -72 ATGATCAGTCGGCAGTCGTCAGCCGGACATCCCACCCATT
GA

ATGATCAGTCGGCAGTCGTCAGCCGGACATCCCA
CCCATTGA

MISRQSSAGHPTH* MISRQSSAGHPTH* TGAGCCGAAT CTATTTTCTG 0 M 0 0 NCU06779.1 YNL048W YNL048W

2214 1433 ao AN5725.1 54.m06845 AO070324000126 0 -200 -159 ATGAAAGTCATACCATACAATACCATACCGAACTGTTTCTG
A

ATGAAAGTCATACCATACAATACCATACCGA
ACTGTTTCTGA

MKVIPYNTIPNCF* MKVIPYNTIPNCF* GTGGGCTTTG TCGGCACGGA 0 M 0 0 NCU06779.1 YNL048W YNL048W

2223 1437 af AN6362.1 69.m15744 AO070337000045 0 -181 -158 ATGAATGTAGCTCGCGCACGCTGA ATGAATGTAGCTCGCGCACGCTGA MNVARAR* MNVARAR* CGCAAAATAG TTGGCTGCTG 0  0 0 0 0 0
2224 1437 af AN6362.1 69.m15744 AO070337000045 0 -129 -118 ATGCTTTTCTAG ATGCTTTTCTAG MLF* MLF* ACTCTCTTCA GTATCATTCT 0  0 0 0 0 0
2222 1437 an AN6362.1 69.m15744 AO070337000045 0 -137 -120 ATGACAACCCCGCAGTGA ATGACAACCCCGCAGTGA MTTPQ* MTTPQ* TACACTGCCA CATTTCAACA 0  0 0 0 0 0
2225 1437 ao AN6362.1 69.m15744 AO070337000045 0 -149 -123 ATGCAGCCAGTCAAAGGAAGCGAGTGA ATGCAGCCAGTCAAAGGAAGCGAGTGA MQPVKGSE* MQPVKGSE* ATAAAAGTCA CATACCCCGC 0  0 0 0 0 0
2231 1440 af AN1870.1 57.m05747 AO070341000187 0 -177 -106 ATGACCTGTCAGTGTCGATCTGTCCCCCGCATTATGCATA

GCATTCACGGTCTAGTCCATACATACCAGTAG
ATGACCTGTCAGTGTCGATCTGTCCCCCGCATTAT
GCATAGCATTCACGGTCTAGTCCATACATACCAGT
AG

MTCQCRSVPRIMHSIHGL
VHTYQ*

MTCQCRSVPRIMHS
IHGLVHTYQ*

ATTGTGGCAG CCAGGGTACA 0  0 0 0 0 0

2232 1440 af AN1870.1 57.m05747 AO070341000187 0 -144 -106 ATGCATAGCATTCACGGTCTAGTCCATACATACCAGTAG ATGCATAGCATTCACGGTCTAGTCCATACATACCA
GTAG

MHSIHGLVHTYQ* MHSIHGLVHTYQ* CCCCCGCATT CCAGGGTACA 0  0 0 0 0 0

2226 1440 an AN1870.1 57.m05747 AO070341000187 0 -259 -212 ATGCTCAGTATCCAAGAAAAGAAAGAAAACATCATGAAGG
TGTTGTGA

ATGCTCAGTATCCAAGAAAAGAAAGAAAACATCA
TGAAGGTGTTGTGA

MLSIQEKKENIMKVL* MLSIQEKKENIMKVL* GCACAACCAA CGGGGACTTC 0  0 0 0 0 0

2227 1440 an AN1870.1 57.m05747 AO070341000187 0 -226 -212 ATGAAGGTGTTGTGA ATGAAGGTGTTGTGA MKVL* MKVL* AGAAAACATC CGGGGACTTC 0  0 0 0 0 0
2228 1440 an AN1870.1 57.m05747 AO070341000187 0 -192 -160 ATGCAAGCAGCAAGGGAGGATAGAGGAGAATGA ATGCAAGCAGCAAGGGAGGATAGAGGAGAATGA MQAAREDRGE* MQAAREDRGE* CTGCACGAGA ATGGATGTTG 0  0 0 0 0 0

2229 1440 an AN1870.1 57.m05747 AO070341000187 0 -163 -143 ATGAATGGATGTTGGTGTTGA ATGAATGGATGTTGGTGTTGA MNGCWC* MNGCWC* ATAGAGGAGA TCGACGTCCA 0  0 0 0 0 0
2230 1440 an AN1870.1 57.m05747 AO070341000187 0 -155 -111 ATGTTGGTGTTGATCGACGTCCAAGCGTTGCAACCCCAGC

TTTGA
ATGTTGGTGTTGATCGACGTCCAAGCGTTGCAAC
CCCAGCTTTGA

MLVLIDVQALQPQL* MLVLIDVQALQPQL* GAATGAATGG CCCCTCCCAC 0  0 0 0 0 0

2233 1440 ao AN1870.1 57.m05747 AO070341000187 0 -209 -162 ATGACCGCAACTGACCAAAACACCGCCGATCATGTGCGC
AATATCTGA

ATGACCGCAACTGACCAAAACACCGCCGAT
CATGTGCGCAATATCTGA

MTATDQNTADHVRNI* MTATDQNTADHVR
NI*

ACCCGATACC TCACCCGCAT 0  0 0 0 0 0

2236 1441 af AN8445.1 52.m03678 AO070341000302 0 -231 -211 ATGCAACTCCAGCCGGGTTGA ATGCAACTCCAGCCGGGTTGA MQLQPG* MQLQPG* TCCTGCTTGA GGTGCCATTC 0 R 0 0 0 0 0
2237 1441 af AN8445.1 52.m03678 AO070341000302 0 -183 -127 ATGGCGACGCGGGGAATTATTGGCAGTGGCGGGCTTACG

GCCCCGATTGGGAAGTAG
ATGGCGACGCGGGGAATTATTGGCAGTGGCGGGC
TTACGGCCCCGATTGGGAAGTAG

MATRGIIGSGGLTAPIGK* MATRGIIGSGGLTAP
IGK*

AATTGCTGCG TGAGGGCCGT 0 R 0 0 0 0 0

2234 1441 an AN8445.1 52.m03678 AO070341000302 0 -131 -48 ATGAGTATTGCCAGCATTCATCTGGCAAACAGCGGTGCGG
TGGCTGGAGTGCAGGACTATAAAAGGACTGCCCTTCCTG
CATGA

ATGAGTATTGCCAGCATTCATCTGGCAAACAGCG
GTGCGGTGGCTGGAGTGCAGGACTATAAAAGGA
CTGCCCTTCCTGCATGA

MSIASIHLANSGAVAGVQ
DYKRTALPA*

MSIASIHLANSGAVAGV
QDYKRTALPA*

ACCGATCTGC AACAAGGGCG 0 R 0 0 0 0 0

2238 1441 ao AN8445.1 52.m03678 AO070341000302 0 -272 -132 ATGAGGCGTGCTTTTGTTGGCGGATGGCGTTGGAATTTGA
AGCACATCGAGGGCGGCGGAGAGGTTGGGAAGAGGGGA
AGTGGGAAATTGGGAAATGAGATATGGGAAAAAAGGGTA
GTCGCGATTCGGGGGTGGTGCTAA

ATGAGGCGTGCTTTTGTTGGCGGATGGCGT
TGGAATTTGAAGCACATCGAGGGCGGCGG
AGAGGTTGGGAAGAGGGGAAGTGGGAAAT
TGGGAAATGAGATATGGGAAAAAAGGGTAG
TCGCGATTCGGGGGTGGTGCTAA

MRRAFVGGWRWNLKHI
EGGGEVGKRGSGKLGN
EIWEKRVVAIRGWC*

MRRAFVGGWRWN
LKHIEGGGEVGKRG
SGKLGNEIWEKRVV
AIRGWC*

CCCTCACGAT TTTAAGGTAT 0 R 0 0 0 0 0

2239 1441 ao AN8445.1 52.m03678 AO070341000302 0 -249 -175 ATGGCGTTGGAATTTGAAGCACATCGAGGGCGGCGGAGA
GGTTGGGAAGAGGGGAAGTGGGAAATTGGGAAATGA

ATGGCGTTGGAATTTGAAGCACATCGAGGG
CGGCGGAGAGGTTGGGAAGAGGGGAAGTG
GGAAATTGGGAAATGA

MALEFEAHRGRRRGWE
EGKWEIGK*

MALEFEAHRGRRR
GWEEGKWEIGK*

TTGTTGGCGG GATATGGGAA 0 R 0 0 0 0 0

2240 1441 ao AN8445.1 52.m03678 AO070341000302 0 -178 -155 ATGAGATATGGGAAAAAAGGGTAG ATGAGATATGGGAAAAAAGGGTAG MRYGKKG* MRYGKKG* AAATTGGGAA TCGCGATTCG 0 R 0 0 0 0 0
2241 1441 ao AN8445.1 52.m03678 AO070341000302 0 -171 -127 ATGGGAAAAAAGGGTAGTCGCGATTCGGGGGTGGTGCTA

ATTTAA
ATGGGAAAAAAGGGTAGTCGCGATTCGGG
GGTGGTGCTAATTTAA

MGKKGSRDSGVVLI* MGKKGSRDSGVVLI
*

GAAATGAGAT GGTATTTAAA 0 R 0 0 0 0 0

2242 1442 ao AN5512.1 69.m15451 AO070341000384 0 -155 -132 ATGTCCTCTCAACACTGCACGTGA ATGTCCTCTCAACACTGCACGTGA MSSQHCT* MSSQHCT* ATGCCTCAGG CCCTTGGGTC 0 R FG04986.1 0 0 0 0
2248 1448 af AN3429.1 69.m15368 AO070265000003 0 -133 -101 ATGATGGCAATTGCTTTTCTACCTGAGTCATGA ATGATGGCAATTGCTTTTCTACCTGAGTCATGA MMAIAFLPES* MMAIAFLPES* TTCGCTGCTG GATAGTTCTC 0 Q 0 0 0 0 0
2249 1448 af AN3429.1 69.m15368 AO070265000003 0 -130 -101 ATGGCAATTGCTTTTCTACCTGAGTCATGA ATGGCAATTGCTTTTCTACCTGAGTCATGA MAIAFLPES* MAIAFLPES* GCTGCTGATG GATAGTTCTC 0 Q 0 0 0 0 0
2243 1448 an AN3429.1 69.m15368 AO070265000003 0 -244 -227 ATGATGCCTGACTCCTGA ATGATGCCTGACTCCTGA MMPDS* MMPDS* ACAAAGTGAT GGCAGAAACA 0 Q 0 0 0 0 0
2244 1448 an AN3429.1 69.m15368 AO070265000003 0 -241 -227 ATGCCTGACTCCTGA ATGCCTGACTCCTGA MPDS* MPDS* AAGTGATATG GGCAGAAACA 0 Q 0 0 0 0 0
2245 1448 an AN3429.1 69.m15368 AO070265000003 0 -215 -168 ATGTTAACTAACTACCTAGTTAATTATAAGGGATATCACCC

AGATTAA
ATGTTAACTAACTACCTAGTTAATTATAAGGGATA
TCACCCAGATTAA

MLTNYLVNYKGYHPD* MLTNYLVNYKGYHPD* GCAGAAACAA ACCATCAATT 0 Q 0 0 0 0 0

2246 1448 an AN3429.1 69.m15368 AO070265000003 0 -150 -85 ATGTCAATCAATAGTGATTTAAAAACTGTACTGATACGCCA
ACTAGCCTTTCTAGGGCTAGAGTAA

ATGTCAATCAATAGTGATTTAAAAACTGTACTGAT
ACGCCAACTAGCCTTTCTAGGGCTAGAGTAA

MSINSDLKTVLIRQLAFLG
LE*

MSINSDLKTVLIRQLAFL
GLE*

ATTCTATAAA CTCTGATGCT 0 Q 0 0 0 0 0

2247 1448 an AN3429.1 69.m15368 AO070265000003 0 -74 -60 ATGACTCATCGCTAA ATGACTCATCGCTAA MTHR* MTHR* CTCTGATGCT ACAGAATATA 0 Q 0 0 0 0 0
2250 1448 ao AN3429.1 69.m15368 AO070265000003 0 -162 -94 ATGTTACTTACTATTTTGGTCACGAACGGAACCATGCTTCA

TTCCCTTGGGCATTCGATGCAATCGTGA
ATGTTACTTACTATTTTGGTCACGAACGGAA
CCATGCTTCATTCCCTTGGGCATTCGATGCA
ATCGTGA

MLLTILVTNGTMLHSLGH
SMQS*

MLLTILVTNGTMLHS
LGHSMQS*

GCAGGGAGTC CATTAGTCAA 0 Q 0 0 0 0 0

2251 1448 ao AN3429.1 69.m15368 AO070265000003 0 -129 -94 ATGCTTCATTCCCTTGGGCATTCGATGCAATCGTGA ATGCTTCATTCCCTTGGGCATTCGATGCAAT
CGTGA

MLHSLGHSMQS* MLHSLGHSMQS* GAACGGAACC CATTAGTCAA 0 Q 0 0 0 0 0

2252 1448 ao AN3429.1 69.m15368 AO070265000003 0 -105 -94 ATGCAATCGTGA ATGCAATCGTGA MQS* MQS* TGGGCATTCG CATTAGTCAA 0 Q 0 0 0 0 0
2253 1448 ao AN3429.1 69.m15368 AO070265000003 0 -78 -52 ATGACTCACCTATATAATTGTGGTTGA ATGACTCACCTATATAATTGTGGTTGA MTHLYNCG* MTHLYNCG* GTCAACAGCA TTATTTATAT 0 Q 0 0 0 0 0
2254 1449 af AN4425.1 58.m09002 AO070273000062 0 -219 -166 ATGTCTAGACGGTTAAAGTCAAACCCACAGCGGAAGGGA

GTGCTCCTCTGCTGA
ATGTCTAGACGGTTAAAGTCAAACCCACAGCGGAA
GGGAGTGCTCCTCTGCTGA

MSRRLKSNPQRKGVLLC
*

MSRRLKSNPQRKG
VLLC*

TTACCCAGGT GTTAAATGGA 0 L 0 0 0 0 0

2255 1449 af AN4425.1 58.m09002 AO070273000062 0 -160 -143 ATGGATTGGAAACGGTAG ATGGATTGGAAACGGTAG MDWKR* MDWKR* GCTGAGTTAA TATTGCACAC 0 L 0 0 0 0 0
2256 1449 ao AN4425.1 58.m09002 AO070273000062 0 -195 -118 ATGTTTCACACTGCCCAATATCTACAAGTGTTCTGCCTCAG

TCAGGGCTGGGTAGATTGTCGGTTTCTGTACCTATAA
ATGTTTCACACTGCCCAATATCTACAAGTGT
TCTGCCTCAGTCAGGGCTGGGTAGATTGTC
GGTTTCTGTACCTATAA

MFHTAQYLQVFCLSQGW
VDCRFLYL*

MFHTAQYLQVFCLS
QGWVDCRFLYL*

TAGTGGAGGT CTCACCTGAG 0 L 0 0 0 0 0

2259 1452 af AN4977.1 59.m09403 AO070288000044 0 -82 -62 ATGTCTGCTCACTGTCTGTAG ATGTCTGCTCACTGTCTGTAG MSAHCL* MSAHCL* CTAAATTGCC ACTTCAGAGC 0 C 0 0 0 0 0
2257 1452 an AN4977.1 59.m09403 AO070288000044 0 -178 -125 ATGGTTTTTTCTCGACGGGTCTCTCGCCAGTTGAACCCCA

TTAGCCCAAAGTGA
ATGGTTTTTTCTCGACGGGTCTCTCGCCAGTTGA
ACCCCATTAGCCCAAAGTGA

MVFSRRVSRQLNPISPK* MVFSRRVSRQLNPISPK
*

GCGGGCGGCT TCATTCGCCT 0 C 0 0 0 0 0

2258 1452 an AN4977.1 59.m09403 AO070288000044 0 -81 -61 ATGTCTCACTGTGCTCTGTAG ATGTCTCACTGTGCTCTGTAG MSHCAL* MSHCAL* AGCAAGAGTT ACTCAGCAAG 0 C 0 0 0 0 0
2260 1452 ao AN4977.1 59.m09403 AO070288000044 0 -71 -51 ATGCATCTGTTCCGCTTATAG ATGCATCTGTTCCGCTTATAG MHLFRL* MHLFRL* ACCCCTTGTC GACATCTAAA 0 C 0 0 0 0 0
2264 1454 af AN5940.1 54.m06971 AO070313000131 0 -187 -98 ATGTTGGGGTCAACGATGCCGGCGATTACAGTCATACTAT

TGGGTCGCTCGGGTAAGAGTCCAAGTACAGCTTACGCTC
CCAGTAGATAA

ATGTTGGGGTCAACGATGCCGGCGATTACAGTCAT
ACTATTGGGTCGCTCGGGTAAGAGTCCAAGTACAG
CTTACGCTCCCAGTAGATAA

MLGSTMPAITVILLGRSG
KSPSTAYAPSR*

MLGSTMPAITVILLG
RSGKSPSTAYAPSR
*

CAACAATCAC ATGTTCGCTC 0 S 0 0 0 0 0

2265 1454 af AN5940.1 54.m06971 AO070313000131 0 -172 -98 ATGCCGGCGATTACAGTCATACTATTGGGTCGCTCGGGTA
AGAGTCCAAGTACAGCTTACGCTCCCAGTAGATAA

ATGCCGGCGATTACAGTCATACTATTGGGTCGCTC
GGGTAAGAGTCCAAGTACAGCTTACGCTCCCAGTA
GATAA

MPAITVILLGRSGKSPSTA
YAPSR*

MPAITVILLGRSGKS
PSTAYAPSR*

GGGGTCAACG ATGTTCGCTC 0 S 0 0 0 0 0

2266 1454 af AN5940.1 54.m06971 AO070313000131 0 -97 -77 ATGTTCGCTCAGGCTGAGTAG ATGTTCGCTCAGGCTGAGTAG MFAQAE* MFAQAE* CAGTAGATAA TAGAAAAGTG 0 S 0 0 0 0 0
2261 1454 an AN5940.1 54.m06971 AO070313000131 0 -196 -140 ATGACTCATGTTCCAGCCTCAACCGAACTGTGGCCGTATA

GAGTAGTATCGACTTAG
ATGACTCATGTTCCAGCCTCAACCGAACTGTGGC
CGTATAGAGTAGTATCGACTTAG

MTHVPASTELWPYRVVS
T*

MTHVPASTELWPYRVV
ST*

TTTGCAGACA ATTCTCATCA 0 S 0 0 0 0 0

2262 1454 an AN5940.1 54.m06971 AO070313000131 0 -189 -151 ATGTTCCAGCCTCAACCGAACTGTGGCCGTATAGAGTAG ATGTTCCAGCCTCAACCGAACTGTGGCCGTATAG
AGTAG

MFQPQPNCGRIE* MFQPQPNCGRIE* ACAATGACTC TATCGACTTA 0 S 0 0 0 0 0

2263 1454 an AN5940.1 54.m06971 AO070313000131 0 -63 -25 ATGCCACCCAGAGCTACTCTTCTCTTACAATTTCAATAA ATGCCACCCAGAGCTACTCTTCTCTTACAATTTCA
ATAA

MPPRATLLLQFQ* MPPRATLLLQFQ* TATAGATCCC AACTCAATGA 0 S 0 0 0 0 0
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2267 1454 ao AN5940.1 54.m06971 AO070313000131 0 -220 -149 ATGATATCTCGTGTGTGGTTGGGGTTCACTGAGGACGAAT
TACGGACACGGGAAGTGTTGGGATTTAAATAA

ATGATATCTCGTGTGTGGTTGGGGTTCACT
GAGGACGAATTACGGACACGGGAAGTGTTG
GGATTTAAATAA

MISRVWLGFTEDELRTRE
VLGFK*

MISRVWLGFTEDEL
RTREVLGFK*

AACGAATATC TTCTCAACAC 0 S 0 0 0 0 0

2270 1455 af AN8682.1 62.m03389 AO070315000102 0 -194 -96 ATGGAGTACTTGGTAGTTGGAGTGATATACTCTTATATCAC
GTGTCGTGGATCAAGGTCTCTCACCGCTTTCGCAGGTGG
AGGCGATTCTGCCGCATAA

ATGGAGTACTTGGTAGTTGGAGTGATATACTCTTAT
ATCACGTGTCGTGGATCAAGGTCTCTCACCGCTTT
CGCAGGTGGAGGCGATTCTGCCGCATAA

MEYLVVGVIYSYITCRGS
RSLTAFAGGGDSAA*

MEYLVVGVIYSYITC
RGSRSLTAFAGGG
DSAA*

GAAAGTACCT AACTAGGGAA 0 J FG08578.1 0 NCU03159.1 0 0

2271 1455 af AN8682.1 62.m03389 AO070315000102 0 -81 -55 ATGCTGCATTATTTTTTCGCAGAATAA ATGCTGCATTATTTTTTCGCAGAATAA MLHYFFAE* MLHYFFAE* AGGGAATTAA GCGACGAGTC 0 J FG08578.1 0 NCU03159.1 0 0

2268 1455 an AN8682.1 62.m03389 AO070315000102 0 -161 -45 ATGGATAAGTGGCGTTGGCGGACCGCAGTGGTCTCTTGC
GGCAACTATATGCTATTCACCGCCTCCATACATTCTGCCG
CAGAAAATCCGATTTTCTTCACAGCATTTCAACCGTGA

ATGGATAAGTGGCGTTGGCGGACCGCAGTGGTC
TCTTGCGGCAACTATATGCTATTCACCGCCTCCA
TACATTCTGCCGCAGAAAATCCGATTTTCTTCACA
GCATTTCAACCGTGA

MDKWRWRTAVVSCGNY
MLFTASIHSAAENPIFFTA
FQP*

MDKWRWRTAVVSCGN
YMLFTASIHSAAENPIFF
TAFQP*

AAATGTAGAT ACTCCAATCG 0 J FG08578.1 0 NCU03159.1 0 0

2269 1455 an AN8682.1 62.m03389 AO070315000102 0 -113 -45 ATGCTATTCACCGCCTCCATACATTCTGCCGCAGAAAATC
CGATTTTCTTCACAGCATTTCAACCGTGA

ATGCTATTCACCGCCTCCATACATTCTGCCGCAG
AAAATCCGATTTTCTTCACAGCATTTCAACCGTGA

MLFTASIHSAAENPIFFTA
FQP*

MLFTASIHSAAENPIFFT
AFQP*

CGGCAACTAT ACTCCAATCG 0 J FG08578.1 0 NCU03159.1 0 0

2272 1455 ao AN8682.1 62.m03389 AO070315000102 0 -248 -231 ATGCTAGTATGCTACTAG ATGCTAGTATGCTACTAG MLVCY* MLVCY* GTAGTAGGCT TAGTAGCGTG 0 J FG08578.1 0 NCU03159.1 0 0

2277 1456 af AN0936.1 70.m15567 AO070320000127 0 -123 -94 ATGCCCTTGTGTCGATCGGAACTGTTGTGA ATGCCCTTGTGTCGATCGGAACTGTTGTGA MPLCRSELL* MPLCRSELL* TTGCGAAGGG TAGTGGGGAA 0 J FG00749.1 MG01322.1 0 YKL194C 0
2273 1456 an AN0936.1 70.m15567 AO070320000127 0 -243 -217 ATGTATCTTATTAGCAGTAGTAAATAA ATGTATCTTATTAGCAGTAGTAAATAA MYLISSSK* MYLISSSK* ATGAGCTGAC TGTAGCTGTT 0 J FG00749.1 MG01322.1 0 YKL194C 0
2274 1456 an AN0936.1 70.m15567 AO070320000127 0 -181 -164 ATGTACTACTCAGAGTAA ATGTACTACTCAGAGTAA MYYSE* MYYSE* GGGCTGTAGT CCGGACATAG 0 J FG00749.1 MG01322.1 0 YKL194C 0
2275 1456 an AN0936.1 70.m15567 AO070320000127 0 -153 -136 ATGCCTCTTGGGCGCTAG ATGCCTCTTGGGCGCTAG MPLGR* MPLGR* CCGGACATAG TAAACATTGG 0 J FG00749.1 MG01322.1 0 YKL194C 0
2276 1456 an AN0936.1 70.m15567 AO070320000127 0 -121 -44 ATGGTGGTCCAGACTAGGCCATCACGGGATCCGTCCACC

ACTGGCTTTCGGCGACTCGCCGATCGGTCAGTCGACTAA
ATGGTGGTCCAGACTAGGCCATCACGGGATCCG
TCCACCACTGGCTTTCGGCGACTCGCCGATCGG
TCAGTCGACTAA

MVVQTRPSRDPSTTGFR
RLADRSVD*

MVVQTRPSRDPSTTGF
RRLADRSVD*

CATTGGAACA TCCGCGGTCG 0 J FG00749.1 MG01322.1 0 YKL194C 0

2278 1456 ao AN0936.1 70.m15567 AO070320000127 0 -198 -157 ATGAGCAGGAAGGACTGCAAAGACCCTTATTTTCGACGAT
AA

ATGAGCAGGAAGGACTGCAAAGACCCTTAT
TTTCGACGATAA

MSRKDCKDPYFRR* MSRKDCKDPYFRR* TAACTTTCGG GGTTTGTGTA 0 J FG00749.1 MG01322.1 0 YKL194C 0

2279 1456 ao AN0936.1 70.m15567 AO070320000127 0 -109 -20 ATGAATCACGAGAGCTTTATTAAAGATCGGGCCGATCGGC
AATCGCGTCGTGTTTCACGGGCCAGCTTCGAAAAATTCCT
GGTACGATAA

ATGAATCACGAGAGCTTTATTAAAGATCGGG
CCGATCGGCAATCGCGTCGTGTTTCACGGG
CCAGCTTCGAAAAATTCCTGGTACGATAA

MNHESFIKDRADRQSRR
VSRASFEKFLVR*

MNHESFIKDRADRQ
SRRVSRASFEKFLV
R*

AGAAGTGGGG TATCAACCCC 0 J FG00749.1 MG01322.1 0 YKL194C 0

2280 1457 af AN7418.1 57.m05460 AO070323000154 0 -102 -34 ATGGCTGTCCGTTGTAGAACGTGGCTCCTACGAAAGGATT
GCAAGCACATGCCTACTCTTCTTTATTGA

ATGGCTGTCCGTTGTAGAACGTGGCTCCTACGAAA
GGATTGCAAGCACATGCCTACTCTTCTTTATTGA

MAVRCRTWLLRKDCKH
MPTLLY*

MAVRCRTWLLRKD
CKHMPTLLY*

AAGTGAAGCT TATGCAAACT 0 HC 0 0 0 0 0

2282 1457 ao AN7418.1 57.m05460 AO070323000154 0 -282 -217 ATGAGAGATCTGATAATGCTCCAAAACATTGTCTTTATACG
CGTCTCGGTCCCAGGAAAAGCATGA

ATGAGAGATCTGATAATGCTCCAAAACATTG
TCTTTATACGCGTCTCGGTCCCAGGAAAAG
CATGA

MRDLIMLQNIVFIRVSVPG
KA*

MRDLIMLQNIVFIRV
SVPGKA*

TTTACTTCTG TGACGATCTC 0 HC 0 0 0 0 0

2283 1457 ao AN7418.1 57.m05460 AO070323000154 0 -267 -217 ATGCTCCAAAACATTGTCTTTATACGCGTCTCGGTCCCAG
GAAAAGCATGA

ATGCTCCAAAACATTGTCTTTATACGCGTCT
CGGTCCCAGGAAAAGCATGA

MLQNIVFIRVSVPGKA* MLQNIVFIRVSVPGK
A*

AGATCTGATA TGACGATCTC 0 HC 0 0 0 0 0

2284 1457 ao AN7418.1 57.m05460 AO070323000154 0 -220 -155 ATGATGACGATCTCCATGAGGTCTAAGACCCTTGCCAAGG
CCACGTCTGCATATTCGGCGGGGTAG

ATGATGACGATCTCCATGAGGTCTAAGACC
CTTGCCAAGGCCACGTCTGCATATTCGGCG
GGGTAG

MMTISMRSKTLAKATSAY
SAG*

MMTISMRSKTLAKA
TSAYSAG*

CAGGAAAAGC ACAAGGTTGT 0 HC 0 0 0 0 0

2285 1457 ao AN7418.1 57.m05460 AO070323000154 0 -217 -155 ATGACGATCTCCATGAGGTCTAAGACCCTTGCCAAGGCCA
CGTCTGCATATTCGGCGGGGTAG

ATGACGATCTCCATGAGGTCTAAGACCCTT
GCCAAGGCCACGTCTGCATATTCGGCGGG
GTAG

MTISMRSKTLAKATSAYS
AG*

MTISMRSKTLAKATS
AYSAG*

GAAAAGCATG ACAAGGTTGT 0 HC 0 0 0 0 0

2286 1457 ao AN7418.1 57.m05460 AO070323000154 0 -205 -155 ATGAGGTCTAAGACCCTTGCCAAGGCCACGTCTGCATATT
CGGCGGGGTAG

ATGAGGTCTAAGACCCTTGCCAAGGCCACG
TCTGCATATTCGGCGGGGTAG

MRSKTLAKATSAYSAG* MRSKTLAKATSAYS
AG*

GACGATCTCC ACAAGGTTGT 0 HC 0 0 0 0 0

2289 1458 af AN5702.1 54.m06817 AO070324000158 0 -265 -116 ATGGTAATCCTCATACATCTCAATGTGGATAGTGAATACAC
TGTGCGGGCGGTGAACCAACCATTCCAATCAGTCCAGCC
GAGCGGAGAAACTGGATGCCAAGATTTCAACACCCACCTA
AATTTTTCGAGGTATCGCAGCTTTCGTTGA

ATGGTAATCCTCATACATCTCAATGTGGATAGTGAA
TACACTGTGCGGGCGGTGAACCAACCATTCCAATC
AGTCCAGCCGAGCGGAGAAACTGGATGCCAAGAT
TTCAACACCCACCTAAATTTTTCGAGGTATCGCAGC
TTTCGTTGA

MVILIHLNVDSEYTVRAVN
QPFQSVQPSGETGCQDF
NTHLNFSRYRSFR*

MVILIHLNVDSEYTV
RAVNQPFQSVQPS
GETGCQDFNTHLNF
SRYRSFR*

TCCTCCAATT CGACTTTGAC 0 S 0 0 0 0 0

2290 1458 af AN5702.1 54.m06817 AO070324000158 0 -243 -211 ATGTGGATAGTGAATACACTGTGCGGGCGGTGA ATGTGGATAGTGAATACACTGTGCGGGCGGTGA MWIVNTLCGR* MWIVNTLCGR* ATACATCTCA ACCAACCATT 0 S 0 0 0 0 0

2291 1458 af AN5702.1 54.m06817 AO070324000158 0 -170 -27 ATGCCAAGATTTCAACACCCACCTAAATTTTTCGAGGTATC
GCAGCTTTCGTTGACGACTTTGACTGACCGCTTCTGGACG
ACCAGCAGGACAAAGCAACGTCCGAATATTGCAACGAGAT
CGCTCGTGTCTATAATTGGATAG

ATGCCAAGATTTCAACACCCACCTAAATTTTTCGAG
GTATCGCAGCTTTCGTTGACGACTTTGACTGACCG
CTTCTGGACGACCAGCAGGACAAAGCAACGTCCG
AATATTGCAACGAGATCGCTCGTGTCTATAATTGGA
TAG

MPRFQHPPKFFEVSQLS
LTTLTDRFWTTSRTKQRP
NIATRSLVSIIG*

MPRFQHPPKFFEVS
QLSLTTLTDRFWTT
SRTKQRPNIATRSLV
SIIG*

GAGAAACTGG TCTGCGGTCT 0 S 0 0 0 0 0

2288 1458 an AN5702.1 54.m06817 AO070324000158 0 -191 -39 ATGAAATCCACTATTCGGCCCTGGGCGGTGAAGAACCTC
GCAGCCGAGTGGAGAAGCAAATGCCAAGATTTCAAGCCC
ACCCAGTTTTTTTCAAGCGGGCATATCGCGTTTTCGCTCCT
TCGACCGACCGACTCGATACAGAGTACAGACTAG

ATGAAATCCACTATTCGGCCCTGGGCGGTGAAG
AACCTCGCAGCCGAGTGGAGAAGCAAATGCCAA
GATTTCAAGCCCACCCAGTTTTTTTCAAGCGGGC
ATATCGCGTTTTCGCTCCTTCGACCGACCGACTC
GATACAGAGTACAGACTAG

MKSTIRPWAVKNLAAEW
RSKCQDFKPTQFFSSGHI
AFSLLRPTDSIQSTD*

MKSTIRPWAVKNLAAE
WRSKCQDFKPTQFFSS
GHIAFSLLRPTDSIQSTD
*

GAAGAATACA TTCAACGTCC 0 S 0 0 0 0 0

2292 1458 ao AN5702.1 54.m06817 AO070324000158 0 -221 -6 ATGATAAGTCAGCAAGCCCACGATGTGGCAGGCGGTGAA
CCACTAGCAAAAAGCAAGCGGAGAAAAAGAATGCCAAGAT
TTCGAACCGCCCACCCAATTTTTTCGAGAGTTATCGCGTC
CATACTACAAAAAAACCCCCCTCAACGTCCAGGTGACAAT
CACCCAATCCTACATAATACCCGGAACGGAGCTACTGTGA
ATCTCCGATTCAAGTAG

ATGATAAGTCAGCAAGCCCACGATGTGGCA
GGCGGTGAACCACTAGCAAAAAGCAAGCG
GAGAAAAAGAATGCCAAGATTTCGAACCGC
CCACCCAATTTTTTCGAGAGTTATCGCGTCC
ATACTACAAAAAAACCCCCCTCAACGTCCAG
GTGACAATCACCCAATCCTACATAATACCCG
GAACGGAGCTACTGTGAATCTCCGATTCAA
GTAG

MISQQAHDVAGGEPLAK
SKRRKRMPRFRTAHPIFS
RVIASILQKNPPQRPGDN
HPILHNTRNGATVNLRFK
*

MISQQAHDVAGGEP
LAKSKRRKRMPRFR
TAHPIFSRVIASILQK
NPPQRPGDNHPILH
NTRNGATVNLRFK*

ATTAGTCGAC GAAAAATGGA 0 S 0 0 0 0 0

2293 1458 ao AN5702.1 54.m06817 AO070324000158 0 -199 -176 ATGTGGCAGGCGGTGAACCACTAG ATGTGGCAGGCGGTGAACCACTAG MWQAVNH* MWQAVNH* CAAGCCCACG CAAAAAGCAA 0 S 0 0 0 0 0
2294 1458 ao AN5702.1 54.m06817 AO070324000158 0 -152 -6 ATGCCAAGATTTCGAACCGCCCACCCAATTTTTTCGAGAG

TTATCGCGTCCATACTACAAAAAAACCCCCCTCAACGTCC
AGGTGACAATCACCCAATCCTACATAATACCCGGAACGGA
GCTACTGTGAATCTCCGATTCAAGTAG

ATGCCAAGATTTCGAACCGCCCACCCAATTT
TTTCGAGAGTTATCGCGTCCATACTACAAAA
AAACCCCCCTCAACGTCCAGGTGACAATCA
CCCAATCCTACATAATACCCGGAACGGAGC
TACTGTGAATCTCCGATTCAAGTAG

MPRFRTAHPIFSRVIASIL
QKNPPQRPGDNHPILHN
TRNGATVNLRFK*

MPRFRTAHPIFSRVI
ASILQKNPPQRPGD
NHPILHNTRNGATV
NLRFK*

GAGAAAAAGA GAAAAATGGA 0 S 0 0 0 0 0

2295 1465 af AN4331.1 58.m07989 AO070240000009 0 -123 -91 ATGTTCCTAGCAGAAAGTGGGTCCGGGCGGTGA ATGTTCCTAGCAGAAAGTGGGTCCGGGCGGTGA MFLAESGSGR* MFLAESGSGR* CCCAGCGCCA GCACAGCTGG 0 L 0 0 0 0 0

2296 1465 ao AN4331.1 58.m07989 AO070240000009 0 -137 -48 ATGGTTTTGAAGATAAAAGTGGGTCTAGGCGGTGAAGAGA
GCTCGGCTCAACTGCGATTAGATAGTGATTGGGTTGATGA
CTACGACTAG

ATGGTTTTGAAGATAAAAGTGGGTCTAGGC
GGTGAAGAGAGCTCGGCTCAACTGCGATTA
GATAGTGATTGGGTTGATGACTACGACTAG

MVLKIKVGLGGEESSAQL
RLDSDWVDDYD*

MVLKIKVGLGGEES
SAQLRLDSDWVDD
YD*

ATTCCCAGTG TAGTACCTAC 0 L 0 0 0 0 0

2297 1465 ao AN4331.1 58.m07989 AO070240000009 0 -61 -29 ATGACTACGACTAGTAGTACCTACCGCTTTTGA ATGACTACGACTAGTAGTACCTACCGCTTTT
GA

MTTTSSTYRF* MTTTSSTYRF* GATTGGGTTG AGTCCCGCCT 0 L 0 0 0 0 0

2301 1471 af AN0042.1 71.m15317 AO070314000121 0 -70 -50 ATGCGGCATAGGATGTTCTGA ATGCGGCATAGGATGTTCTGA MRHRMF* MRHRMF* TGCTGGCTTC GTCTGGACGC 0 P 0 0 0 0 0
2298 1471 an AN0042.1 71.m15317 AO070314000121 0 -110 -72 ATGAGAGTCCATCTGCCTCAATGCCAAGGGTGGAAGTAA ATGAGAGTCCATCTGCCTCAATGCCAAGGGTGG

AAGTAA
MRVHLPQCQGWK* MRVHLPQCQGWK* CATTACTCGA CCTTCACTGC 0 P 0 0 0 0 0

2299 1471 an AN0042.1 71.m15317 AO070314000121 0 -90 -52 ATGCCAAGGGTGGAAGTAACCTTCACTGCATGTGCCTGA ATGCCAAGGGTGGAAGTAACCTTCACTGCATGTG
CCTGA

MPRVEVTFTACA* MPRVEVTFTACA* ATCTGCCTCA ATTAGTTTCT 0 P 0 0 0 0 0

2300 1471 an AN0042.1 71.m15317 AO070314000121 0 -61 -47 ATGTGCCTGAATTAG ATGTGCCTGAATTAG MCLN* MCLN* CCTTCACTGC TTTCTTGCTT 0 P 0 0 0 0 0
2302 1472 an AN8709.1 62.m03360 AO070315000136 0 -163 -95 ATGCAATGCAGATATAGAGTGCATAGTTTTCAACTTGACTC

ATTATTACTACGGGACGATCTCGCCTAG
ATGCAATGCAGATATAGAGTGCATAGTTTTCAACT
TGACTCATTATTACTACGGGACGATCTCGCCTAG

MQCRYRVHSFQLDSLLL
RDDLA*

MQCRYRVHSFQLDSLLL
RDDLA*

TTTGGTACAA TATAAGACCG 0 E 0 MG04156.1 0 0 0

2303 1472 an AN8709.1 62.m03360 AO070315000136 0 -158 -147 ATGCAGATATAG ATGCAGATATAG MQI* MQI* TACAAATGCA AGTGCATAGT 0 E 0 MG04156.1 0 0 0
2304 1472 ao AN8709.1 62.m03360 AO070315000136 0 -237 -205 ATGCCACTACTAATATATCACACTAGCCATTGA ATGCCACTACTAATATATCACACTAGCCATT

GA
MPLLIYHTSH* MPLLIYHTSH* TATCGGGCCA GTCATGCAGA 0 E 0 MG04156.1 0 0 0

2305 1472 ao AN8709.1 62.m03360 AO070315000136 0 -201 -175 ATGCAGAAAACCAATTCTGTAATCTGA ATGCAGAAAACCAATTCTGTAATCTGA MQKTNSVI* MQKTNSVI* CCATTGAGTC TTACTTATTT 0 E 0 MG04156.1 0 0 0
2313 1473 af AN5307.1 70.m15393 AO070316000053 0 -262 -242 ATGTCTGTCTATTCTTCTTGA ATGTCTGTCTATTCTTCTTGA MSVYSS* MSVYSS* GAGGAAAACA TTTTCACGAG 0 C 0 0 0 0 0
2314 1473 af AN5307.1 70.m15393 AO070316000053 0 -180 -148 ATGTATTTGGCACTATTTGGCACGGGCAAGTGA ATGTATTTGGCACTATTTGGCACGGGCAAGTGA MYLALFGTGK* MYLALFGTGK* TCCACGTTCC GGTCATCATG 0 C 0 0 0 0 0
2315 1473 af AN5307.1 70.m15393 AO070316000053 0 -140 -66 ATGAGTTCAGGCCCGGGTTTCACCGTGGGAAGGACTGCG

CAAAAAAGCTTACTTTCACAGATAAAAATAAAATGA
ATGAGTTCAGGCCCGGGTTTCACCGTGGGAAGGA
CTGCGCAAAAAAGCTTACTTTCACAGATAAAAATAA
AATGA

MSSGPGFTVGRTAQKSL
LSQIKIK*

MSSGPGFTVGRTA
QKSLLSQIKIK*

TGAGGTCATC TAACAGATCC 0 C 0 0 0 0 0

2316 1473 af AN5307.1 70.m15393 AO070316000053 0 -69 -43 ATGATAACAGATCCAAGGCAGTCATAA ATGATAACAGATCCAAGGCAGTCATAA MITDPRQS* MITDPRQS* TAAAAATAAA AATAGTGCTA 0 C 0 0 0 0 0
2306 1473 an AN5307.1 70.m15393 AO070316000053 0 -214 -122 ATGAGGGCGATGCAAATCGCAGACTGCTTCAGTTGTATTT

ATTCTTTTCTATGGAGATGGGCTCCACTGTCTATGGTTGCC
GTGCCCGGTTAG

ATGAGGGCGATGCAAATCGCAGACTGCTTCAGTT
GTATTTATTCTTTTCTATGGAGATGGGCTCCACTG
TCTATGGTTGCCGTGCCCGGTTAG

MRAMQIADCFSCIYSFLW
RWAPLSMVAVPG*

MRAMQIADCFSCIYSFL
WRWAPLSMVAVPG*

CTGGAATGTT TTTGAGGGTA 0 C 0 0 0 0 0

2307 1473 an AN5307.1 70.m15393 AO070316000053 0 -205 -122 ATGCAAATCGCAGACTGCTTCAGTTGTATTTATTCTTTTCTA
TGGAGATGGGCTCCACTGTCTATGGTTGCCGTGCCCGGT
TAG

ATGCAAATCGCAGACTGCTTCAGTTGTATTTATTC
TTTTCTATGGAGATGGGCTCCACTGTCTATGGTT
GCCGTGCCCGGTTAG

MQIADCFSCIYSFLWRW
APLSMVAVPG*

MQIADCFSCIYSFLWRW
APLSMVAVPG*

TATGAGGGCG TTTGAGGGTA 0 C 0 0 0 0 0

2308 1473 an AN5307.1 70.m15393 AO070316000053 0 -164 -117 ATGGAGATGGGCTCCACTGTCTATGGTTGCCGTGCCCGG
TTAGTTTGA

ATGGAGATGGGCTCCACTGTCTATGGTTGCCGT
GCCCGGTTAGTTTGA

MEMGSTVYGCRARLV* MEMGSTVYGCRARLV* ATTCTTTTCT GGGTAATGAG 0 C 0 0 0 0 0

2309 1473 an AN5307.1 70.m15393 AO070316000053 0 -158 -117 ATGGGCTCCACTGTCTATGGTTGCCGTGCCCGGTTAGTTT
GA

ATGGGCTCCACTGTCTATGGTTGCCGTGCCCGG
TTAGTTTGA

MGSTVYGCRARLV* MGSTVYGCRARLV* TTCTATGGAG GGGTAATGAG 0 C 0 0 0 0 0

2310 1473 an AN5307.1 70.m15393 AO070316000053 0 -142 -122 ATGGTTGCCGTGCCCGGTTAG ATGGTTGCCGTGCCCGGTTAG MVAVPG* MVAVPG* TCCACTGTCT TTTGAGGGTA 0 C 0 0 0 0 0
2311 1473 an AN5307.1 70.m15393 AO070316000053 0 -111 -100 ATGAGGTCATAA ATGAGGTCATAA MRS* MRS* TTTGAGGGTA GTATGTATTT 0 C 0 0 0 0 0
2317 1473 ao AN5307.1 70.m15393 AO070316000053 0 -275 -261 ATGGAAGCAGGATAG ATGGAAGCAGGATAG MEAG* MEAG* CTTCGGTGAG AAGCCTCGAA 0 C 0 0 0 0 0
2318 1473 ao AN5307.1 70.m15393 AO070316000053 0 -207 -178 ATGTGCTTCCGATTCCTTCCACCGCCCTAA ATGTGCTTCCGATTCCTTCCACCGCCCTAA MCFRFLPPP* MCFRFLPPP* GTGGACATTG CTTTTTGTTT 0 C 0 0 0 0 0
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2319 1473 ao AN5307.1 70.m15393 AO070316000053 0 -165 -16 ATGCACCGAGGAGATGAGGTCATCATGTGTTCAGAACCAA
AGACTCATTGTGGTTTTGCTTTCGATCGTCGAACCTTAAAC
AACTACATAAAAAGCTCTTCGATCAATATGTCAGTGTCTGC
AACTCCACCCGGAGAGGCTGGTTCCTAA

ATGCACCGAGGAGATGAGGTCATCATGTGT
TCAGAACCAAAGACTCATTGTGGTTTTGCTT
TCGATCGTCGAACCTTAAACAACTACATAAA
AAGCTCTTCGATCAATATGTCAGTGTCTGCA
ACTCCACCCGGAGAGGCTGGTTCCTAA

MHRGDEVIMCSEPKTHC
GFAFDRRTLNNYIKSSSIN
MSVSATPPGEAGS*

MHRGDEVIMCSEPK
THCGFAFDRRTLNN
YIKSSSINMSVSATP
PGEAGS*

TTTTGTTTCC AATAATATAC 0 C 0 0 0 0 0

2320 1473 ao AN5307.1 70.m15393 AO070316000053 0 -152 -87 ATGAGGTCATCATGTGTTCAGAACCAAAGACTCATTGTGG
TTTTGCTTTCGATCGTCGAACCTTAA

ATGAGGTCATCATGTGTTCAGAACCAAAGAC
TCATTGTGGTTTTGCTTTCGATCGTCGAACC
TTAA

MRSSCVQNQRLIVVLLSI
VEP*

MRSSCVQNQRLIVV
LLSIVEP*

CACCGAGGAG ACAACTACAT 0 C 0 0 0 0 0

2321 1473 ao AN5307.1 70.m15393 AO070316000053 0 -141 -16 ATGTGTTCAGAACCAAAGACTCATTGTGGTTTTGCTTTCGA
TCGTCGAACCTTAAACAACTACATAAAAAGCTCTTCGATCA
ATATGTCAGTGTCTGCAACTCCACCCGGAGAGGCTGGTTC
CTAA

ATGTGTTCAGAACCAAAGACTCATTGTGGTT
TTGCTTTCGATCGTCGAACCTTAAACAACTA
CATAAAAAGCTCTTCGATCAATATGTCAGTG
TCTGCAACTCCACCCGGAGAGGCTGGTTCC
TAA

MCSEPKTHCGFAFDRRT
LNNYIKSSSINMSVSATPP
GEAGS*

MCSEPKTHCGFAFD
RRTLNNYIKSSSINM
SVSATPPGEAGS*

TGAGGTCATC AATAATATAC 0 C 0 0 0 0 0

2323 1474 an AN0931.1 70.m15539 AO070320000122 0 -110 -93 ATGTTCCCGAGCCGCTGA ATGTTCCCGAGCCGCTGA MFPSR* MFPSR* TTTCCAATTC GCATTGTCAG 0 T 0 0 0 0 0
2324 1474 ao AN0931.1 70.m15539 AO070320000122 0 -111 -76 ATGACTGACATTGCCTGGATTTGCGACATCGCTTGA ATGACTGACATTGCCTGGATTTGCGACATC

GCTTGA
MTDIAWICDIA* MTDIAWICDIA* ACGTCCTTTC AGCCATTGGG 0 T 0 0 0 0 0

2325 1484 af AN5638.1 58.m07325 AO070342000239 0 -212 -117 ATGCTGTTTGATGATTATTCTTCGAGCGCTGCAATTGTTCT
ACAGTTGTATGGCGTTGGTCCCATAGATGGCATTACCGAT
CTCAGCATCTCTTAA

ATGCTGTTTGATGATTATTCTTCGAGCGCTGCAATT
GTTCTACAGTTGTATGGCGTTGGTCCCATAGATGG
CATTACCGATCTCAGCATCTCTTAA

MLFDDYSSSAAIVLQLYG
VGPIDGITDLSIS*

MLFDDYSSSAAIVLQ
LYGVGPIDGITDLSIS
*

GGAGGGGCGA TTGATAACAT 0 TO 0 0 0 0 0

2326 1484 af AN5638.1 58.m07325 AO070342000239 0 -202 -146 ATGATTATTCTTCGAGCGCTGCAATTGTTCTACAGTTGTAT
GGCGTTGGTCCCATAG

ATGATTATTCTTCGAGCGCTGCAATTGTTCTACAGT
TGTATGGCGTTGGTCCCATAG

MIILRALQLFYSCMALVP* MIILRALQLFYSCMA
LVP*

ATGCTGTTTG ATGGCATTAC 0 TO 0 0 0 0 0

2327 1484 af AN5638.1 58.m07325 AO070342000239 0 -163 -146 ATGGCGTTGGTCCCATAG ATGGCGTTGGTCCCATAG MALVP* MALVP* CTACAGTTGT ATGGCATTAC 0 TO 0 0 0 0 0
2328 1484 af AN5638.1 58.m07325 AO070342000239 0 -145 -113 ATGGCATTACCGATCTCAGCATCTCTTAATTGA ATGGCATTACCGATCTCAGCATCTCTTAATTGA MALPISASLN* MALPISASLN* GGTCCCATAG TAACATTTAT 0 TO 0 0 0 0 0
2329 1484 ao AN5638.1 58.m07325 AO070342000239 0 -130 -50 ATGGCATACCAACAGCAACATTTTCCACAGTTTCATAGCTT

GCGTTCTTTTCATAATTCTTTTCTCTTTTCCTTATCTTGA
ATGGCATACCAACAGCAACATTTTCCACAGT
TTCATAGCTTGCGTTCTTTTCATAATTCTTTT
CTCTTTTCCTTATCTTGA

MAYQQQHFPQFHSLRSF
HNSFLFSLS*

MAYQQQHFPQFHS
LRSFHNSFLFSLS*

AGATCTTGAG TTTATAATTA 0 TO 0 0 0 0 0

2330 1485 af AN6339.1 72.m19459 AO070236000015 0 -192 -73 ATGGGAGGGATCTCAGACCTGACTGTGATTGAACATCAAT
ATTTGCAGTTTATGCCTTCGCCAGAGGCATTGAGAAGCTC
ACAGGCTAGCTTACCAGCCAACGCCTCGAGGACGTTTTGA

ATGGGAGGGATCTCAGACCTGACTGTGATTGAACA
TCAATATTTGCAGTTTATGCCTTCGCCAGAGGCATT
GAGAAGCTCACAGGCTAGCTTACCAGCCAACGCC
TCGAGGACGTTTTGA

MGGISDLTVIEHQYLQFM
PSPEALRSSQASLPANAS
RTF*

MGGISDLTVIEHQYL
QFMPSPEALRSSQA
SLPANASRTF*

CCCGTCTGCA GTCCGCTCTG 0 T 0 0 0 0 0

2331 1485 af AN6339.1 72.m19459 AO070236000015 0 -141 -73 ATGCCTTCGCCAGAGGCATTGAGAAGCTCACAGGCTAGC
TTACCAGCCAACGCCTCGAGGACGTTTTGA

ATGCCTTCGCCAGAGGCATTGAGAAGCTCACAGG
CTAGCTTACCAGCCAACGCCTCGAGGACGTTTTGA

MPSPEALRSSQASLPAN
ASRTF*

MPSPEALRSSQASL
PANASRTF*

TTTGCAGTTT GTCCGCTCTG 0 T 0 0 0 0 0

2334 1491 af AN6244.1 72.m19413 AO070304000098 0 -224 -192 ATGGACCTTTTTTTATTGATATCCTTTGCATAG ATGGACCTTTTTTTATTGATATCCTTTGCATAG MDLFLLISFA* MDLFLLISFA* TAGTTCTCCT CCCACAATTG 0 J 0 0 0 0 0
2336 1497 af AN5721.1 54.m07020 AO070324000129 0 -250 -227 ATGATAACGTCATGTGATAGATAA ATGATAACGTCATGTGATAGATAA MITSCDR* MITSCDR* GGCATGGGAA CGTATCGTAT 0 S 0 0 0 0 0
2337 1497 af AN5721.1 54.m07020 AO070324000129 0 -218 -201 ATGGTAATATGGAACTAA ATGGTAATATGGAACTAA MVIWN* MVIWN* AACGTATCGT GTTGGTAAGG 0 S 0 0 0 0 0
2338 1497 af AN5721.1 54.m07020 AO070324000129 0 -210 -193 ATGGAACTAAGTTGGTAA ATGGAACTAAGTTGGTAA MELSW* MELSW* GTATGGTAAT GGTACCGTAC 0 S 0 0 0 0 0
2339 1497 af AN5721.1 54.m07020 AO070324000129 0 -133 -32 ATGTCTGTGGTCTTCGTTCTCCTCTCCAGATATCTGCCAGA

AACAGATCATTTAAGGATTGATCGCCTTCAAGTAATTTGGT
GTGGAGTATTACTGACATAG

ATGTCTGTGGTCTTCGTTCTCCTCTCCAGATATCTG
CCAGAAACAGATCATTTAAGGATTGATCGCCTTCAA
GTAATTTGGTGTGGAGTATTACTGACATAG

MSVVFVLLSRYLPETDHL
RIDRLQVIWCGVLLT*

MSVVFVLLSRYLPE
TDHLRIDRLQVIWC
GVLLT*

TTGTGTCGTC AGTCTCATCG 0 S 0 0 0 0 0

2335 1497 an AN5721.1 54.m07020 AO070324000129 0 -211 -53 ATGGTATTTGTAGTGGGATACTCCGCACTAAGCCGGTTTC
GGATCCCGCCATTAAGTCCATTGTCGTCATCCCCGCAGTC
ACAAAATCTCTATTCTACTATACTCCAACATCTAATACTATC
TGGAGGGGCTATTGCAAGAGGCAACACATGGTCATAA

ATGGTATTTGTAGTGGGATACTCCGCACTAAGCC
GGTTTCGGATCCCGCCATTAAGTCCATTGTCGTC
ATCCCCGCAGTCACAAAATCTCTATTCTACTATAC
TCCAACATCTAATACTATCTGGAGGGGCTATTGC
AAGAGGCAACACATGGTCATAA

MVFVVGYSALSRFRIPPL
SPLSSSPQSQNLYSTILQ
HLILSGGAIARGNTWS*

MVFVVGYSALSRFRIPP
LSPLSSSPQSQNLYSTIL
QHLILSGGAIARGNTWS
*

CGGTACCAGA CGCATTTTCA 0 S 0 0 0 0 0

2340 1497 ao AN5721.1 54.m07020 AO070324000129 0 -231 -184 ATGACGGCTTATCATGTGATACCGTATTGTTTTGTCTTCGT
ATCGTAA

ATGACGGCTTATCATGTGATACCGTATTGTT
TTGTCTTCGTATCGTAA

MTAYHVIPYCFVFVS* MTAYHVIPYCFVFVS
*

GACCCCAGCC CGTCGTACCG 0 S 0 0 0 0 0

2341 1497 ao AN5721.1 54.m07020 AO070324000129 0 -173 -27 ATGTCCCGCGCTAATCCCAAGCAGGCTGTGTCGTCATTCC
CCGCGGTTGTAAATGAACAAAAAAGCACTTTTTACTGCTTA
TACATCAAAAAAACCAAATCACCAATTCCCCGCGCGGGCC
TCAATAATCACACTACGCTTGGCTGA

ATGTCCCGCGCTAATCCCAAGCAGGCTGTG
TCGTCATTCCCCGCGGTTGTAAATGAACAAA
AAAGCACTTTTTACTGCTTATACATCAAAAAA
ACCAAATCACCAATTCCCCGCGCGGGCCTC
AATAATCACACTACGCTTGGCTGA

MSRANPKQAVSSFPAVV
NEQKSTFYCLYIKKTKSPI
PRAGLNNHTTLG*

MSRANPKQAVSSFP
AVVNEQKSTFYCLYI
KKTKSPIPRAGLNN
HTTLG*

CGTCGTACCG TTTTTTAAAC 0 S 0 0 0 0 0

2344 1500 af AN2848.1 59.m09356 AO070334000119 0 -273 -211 ATGGTTTTCATATGGACGTGGACGGTTGGTCTGTCCCTGA
TCATTATGATATCACACATGTAG

ATGGTTTTCATATGGACGTGGACGGTTGGTCTGTC
CCTGATCATTATGATATCACACATGTAG

MVFIWTWTVGLSLIIMISH
M*

MVFIWTWTVGLSLII
MISHM*

GGTTCTTCAG TCTTAATGGA 0 AD 0 0 0 0 0

2345 1500 af AN2848.1 59.m09356 AO070334000119 0 -262 -134 ATGGACGTGGACGGTTGGTCTGTCCCTGATCATTATGATA
TCACACATGTAGTCTTAATGGAAGAAATGAGAGTTAAGCT
GCGCGAAAATTCTAGAAGCTTTGTCTGCCAGTCTCTTTCA
GCGTATTAA

ATGGACGTGGACGGTTGGTCTGTCCCTGATCATTA
TGATATCACACATGTAGTCTTAATGGAAGAAATGAG
AGTTAAGCTGCGCGAAAATTCTAGAAGCTTTGTCT
GCCAGTCTCTTTCAGCGTATTAA

MDVDGWSVPDHYDITHV
VLMEEMRVKLRENSRSF
VCQSLSAY*

MDVDGWSVPDHYD
ITHVVLMEEMRVKL
RENSRSFVCQSLSA
Y*

TGGTTTTCAT GGAGCATCCA 0 AD 0 0 0 0 0

2346 1500 af AN2848.1 59.m09356 AO070334000119 0 -228 -211 ATGATATCACACATGTAG ATGATATCACACATGTAG MISHM* MISHM* CCTGATCATT TCTTAATGGA 0 AD 0 0 0 0 0
2347 1500 af AN2848.1 59.m09356 AO070334000119 0 -205 -134 ATGGAAGAAATGAGAGTTAAGCTGCGCGAAAATTCTAGAA

GCTTTGTCTGCCAGTCTCTTTCAGCGTATTAA
ATGGAAGAAATGAGAGTTAAGCTGCGCGAAAATTC
TAGAAGCTTTGTCTGCCAGTCTCTTTCAGCGTATTA
A

MEEMRVKLRENSRSFVC
QSLSAY*

MEEMRVKLRENSR
SFVCQSLSAY*

TGTAGTCTTA GGAGCATCCA 0 AD 0 0 0 0 0

2348 1500 af AN2848.1 59.m09356 AO070334000119 0 -196 -134 ATGAGAGTTAAGCTGCGCGAAAATTCTAGAAGCTTTGTCT
GCCAGTCTCTTTCAGCGTATTAA

ATGAGAGTTAAGCTGCGCGAAAATTCTAGAAGCTT
TGTCTGCCAGTCTCTTTCAGCGTATTAA

MRVKLRENSRSFVCQSL
SAY*

MRVKLRENSRSFVC
QSLSAY*

AATGGAAGAA GGAGCATCCA 0 AD 0 0 0 0 0

2342 1500 an AN2848.1 59.m09356 AO070334000119 0 -143 -132 ATGATAATCTGA ATGATAATCTGA MII* MII* TAGACCTTCA CCGCCCACAG 0 AD 0 0 0 0 0
2343 1500 an AN2848.1 59.m09356 AO070334000119 0 -66 -22 ATGATTCTTCCAACAATCAATAGGCACCCGATTTCGTTTCC

TTGA
ATGATTCTTCCAACAATCAATAGGCACCCGATTTC
GTTTCCTTGA

MILPTINRHPISFP* MILPTINRHPISFP* AAGAACAACG GTTATTGCTT 0 AD 0 0 0 0 0

2349 1500 ao AN2848.1 59.m09356 AO070334000119 0 -174 -145 ATGGAACTGCACCCTGTATATAGCTTCTAA ATGGAACTGCACCCTGTATATAGCTTCTAA MELHPVYSF* MELHPVYSF* CTTTTTGAAG TTCGATAAAT 0 AD 0 0 0 0 0

2350 1504 af AN4109.1 52.m04073 AO070342000385 0 -98 -75 ATGGTGCCCGTTAAAATGCGCTGA ATGGTGCCCGTTAAAATGCGCTGA MVPVKMR* MVPVKMR* CTGTTTAGTG TTCCTCAAAC 0 G 0 0 0 0 0
2351 1504 ao AN4109.1 52.m04073 AO070342000385 0 -275 -168 ATGCAAGAATTGCGCAAACACCACTATTATGAGCAATTGG

GACTCTTATCCAGTAGCCAAGTCCCTGACACTAGATCTGT
GGAGCCACTCTTATCTATCCTTTCTTGA

ATGCAAGAATTGCGCAAACACCACTATTATG
AGCAATTGGGACTCTTATCCAGTAGCCAAGT
CCCTGACACTAGATCTGTGGAGCCACTCTT
ATCTATCCTTTCTTGA

MQELRKHHYYEQLGLLS
SSQVPDTRSVEPLLSILS*

MQELRKHHYYEQL
GLLSSSQVPDTRSV
EPLLSILS*

CCAACTGCCG AAATAATACA 0 G 0 0 0 0 0

2352 1504 ao AN4109.1 52.m04073 AO070342000385 0 -247 -152 ATGAGCAATTGGGACTCTTATCCAGTAGCCAAGTCCCTGA
CACTAGATCTGTGGAGCCACTCTTATCTATCCTTTCTTGAA
AATAATACACATTAG

ATGAGCAATTGGGACTCTTATCCAGTAGCCA
AGTCCCTGACACTAGATCTGTGGAGCCACT
CTTATCTATCCTTTCTTGAAAATAATACACAT
TAG

MSNWDSYPVAKSLTLDL
WSHSYLSFLENNTH*

MSNWDSYPVAKSL
TLDLWSHSYLSFLE
NNTH*

CACCACTATT TCGAACAACA 0 G 0 0 0 0 0

2353 1504 ao AN4109.1 52.m04073 AO070342000385 0 -142 -125 ATGTTGGGGGATTTTTAG ATGTTGGGGGATTTTTAG MLGDF* MLGDF* GTCGAACAAC CGTAGCTGCT 0 G 0 0 0 0 0
2355 1506 af AN2154.1 72.m20002 AO070343000203 0 -98 -78 ATGCTTCTCTTGCACCTTTGA ATGCTTCTCTTGCACCTTTGA MLLLHL* MLLLHL* TTCCTGTCAC CTTTCCGATC 0  0 0 0 0 0
2354 1506 an AN2154.1 72.m20002 AO070343000203 0 -156 -145 ATGACGCTATAG ATGACGCTATAG MTL* MTL* TCCTGCTGCA CTCGGCTCAA 0  0 0 0 0 0
2356 1506 ao AN2154.1 72.m20002 AO070343000203 0 -196 -170 ATGCTTCAGCATTTTGCGCTGTTTTAA ATGCTTCAGCATTTTGCGCTGTTTTAA MLQHFALF* MLQHFALF* AACCGACCCA CCACAGCAAC 0  0 0 0 0 0
2357 1506 ao AN2154.1 72.m20002 AO070343000203 0 -122 -96 ATGACGCAGGCCAATCATAGAACATAA ATGACGCAGGCCAATCATAGAACATAA MTQANHRT* MTQANHRT* TCCGCTTCAC AATAAAACCC 0  0 0 0 0 0
2358 1506 ao AN2154.1 72.m20002 AO070343000203 0 -66 -10 ATGCCTCTGCCCCTACCCTTGATCCCTCGCCGCTTTTTCA

ACATTTTGCTCTGCTGA
ATGCCTCTGCCCCTACCCTTGATCCCTCGC
CGCTTTTTCAACATTTTGCTCTGCTGA

MPLPLPLIPRRFFNILLC* MPLPLPLIPRRFFNIL
LC*

CCCCTCTCAC GTCTCAATCA 0  0 0 0 0 0

2361 1510 ao AN7759.1 71.m15791 AO070286000006 0 -238 -218 ATGATCGATACCAAAGTCTAG ATGATCGATACCAAAGTCTAG MIDTKV* MIDTKV* CCATACGCGT ACTCCCCGCG 0 WV 0 0 0 0 0
2366 1512 af AN0400.1 58.m07671 AO070292000069 0 -235 -149 ATGGCTGTGGCTAAGCGATCCGACTGGGTTGACATGCTTC

TGATATCATCGTCCCATCATTCCCGAATCGAGGATGATCG
AGGATGA

ATGGCTGTGGCTAAGCGATCCGACTGGGTTGACAT
GCTTCTGATATCATCGTCCCATCATTCCCGAATCGA
GGATGATCGAGGATGA

MAVAKRSDWVDMLLISS
SHHSRIEDDRG*

MAVAKRSDWVDML
LISSSHHSRIEDDRG
*

TCATACGGCT ACGGTGACAT 0 0 0 0 0 0

2367 1512 af AN0400.1 58.m07671 AO070292000069 0 -202 -149 ATGCTTCTGATATCATCGTCCCATCATTCCCGAATCGAGG
ATGATCGAGGATGA

ATGCTTCTGATATCATCGTCCCATCATTCCCGAATC
GAGGATGATCGAGGATGA

MLLISSSHHSRIEDDRG* MLLISSSHHSRIEDD
RG*

CTGGGTTGAC ACGGTGACAT 0 0 0 0 0 0

2368 1512 af AN0400.1 58.m07671 AO070292000069 0 -162 -142 ATGATCGAGGATGAACGGTGA ATGATCGAGGATGAACGGTGA MIEDER* MIEDER* CGAATCGAGG CATCAACTGC 0 0 0 0 0 0
2369 1512 af AN0400.1 58.m07671 AO070292000069 0 -152 -108 ATGAACGGTGACATCAACTGCCGTCTGCGAGGAGTGGGT

TTATAA
ATGAACGGTGACATCAACTGCCGTCTGCGAGGAG
TGGGTTTATAA

MNGDINCRLRGVGL* MNGDINCRLRGVGL
*

ATGATCGAGG AGCCTTATCT 0 0 0 0 0 0

2362 1512 an AN0400.1 58.m07671 AO070292000069 0 -176 -57 ATGATGTTTTTGTCTCTTGATATCATATCTCGGTCATTCATG
ACATCATACGACTATCAGGTACACACCTCTATACATATAAA
TCACCATCCTGCCTCAATGGAATACATTAAATCATAA

ATGATGTTTTTGTCTCTTGATATCATATCTCGGTC
ATTCATGACATCATACGACTATCAGGTACACACC
TCTATACATATAAATCACCATCCTGCCTCAATGGA
ATACATTAAATCATAA

MMFLSLDIISRSFMTSYD
YQVHTSIHINHHPASMEYI
KS*

MMFLSLDIISRSFMTSYD
YQVHTSIHINHHPASME
YIKS*

TCTCGCCTTC TTTCTATTAA 0 0 0 0 0 0

2363 1512 an AN0400.1 58.m07671 AO070292000069 0 -173 -57 ATGTTTTTGTCTCTTGATATCATATCTCGGTCATTCATGACA
TCATACGACTATCAGGTACACACCTCTATACATATAAATCA
CCATCCTGCCTCAATGGAATACATTAAATCATAA

ATGTTTTTGTCTCTTGATATCATATCTCGGTCATT
CATGACATCATACGACTATCAGGTACACACCTCT
ATACATATAAATCACCATCCTGCCTCAATGGAATA
CATTAAATCATAA

MFLSLDIISRSFMTSYDYQ
VHTSIHINHHPASMEYIKS
*

MFLSLDIISRSFMTSYDY
QVHTSIHINHHPASMEYI
KS*

CGCCTTCATG TTTCTATTAA 0 0 0 0 0 0

2364 1512 an AN0400.1 58.m07671 AO070292000069 0 -137 -57 ATGACATCATACGACTATCAGGTACACACCTCTATACATAT
AAATCACCATCCTGCCTCAATGGAATACATTAAATCATAA

ATGACATCATACGACTATCAGGTACACACCTCTA
TACATATAAATCACCATCCTGCCTCAATGGAATAC
ATTAAATCATAA

MTSYDYQVHTSIHINHHP
ASMEYIKS*

MTSYDYQVHTSIHINHH
PASMEYIKS*

TCGGTCATTC TTTCTATTAA 0 0 0 0 0 0

2365 1512 an AN0400.1 58.m07671 AO070292000069 0 -77 -57 ATGGAATACATTAAATCATAA ATGGAATACATTAAATCATAA MEYIKS* MEYIKS* TCCTGCCTCA TTTCTATTAA 0 0 0 0 0 0
2370 1512 ao AN0400.1 58.m07671 AO070292000069 0 -262 -200 ATGTCCCCAAACACTGATATCATAACCCCATCATACATCCA

CACCAGAACAGGGAACAAGTGA
ATGTCCCCAAACACTGATATCATAACCCCAT
CATACATCCACACCAGAACAGGGAACAAGT
GA

MSPNTDIITPSYIHTRTGN
K*

MSPNTDIITPSYIHTR
TGNK*

ATAACCACCC CATCACATAC 0 0 0 0 0 0

2371 1513 af AN7285.1 72.m19779 AO070297000027 0 -243 -217 ATGGCCGAGCCGAGGGAAAGCAGTTAA ATGGCCGAGCCGAGGGAAAGCAGTTAA MAEPRESS* MAEPRESS* GACTCAGGCA CCCCAACTCT 0  0 0 0 0 0
2372 1513 af AN7285.1 72.m19779 AO070297000027 0 -130 -26 ATGATACCTCTCCAACTTTGTCACTATCACTTGTGCCGCCA

TTGTTGCAATTTCTCACAATTACTATCCATTCCTCCTGCCCT
CATCTCGATTCTTTCTCGCTGA

ATGATACCTCTCCAACTTTGTCACTATCACTTGTGC
CGCCATTGTTGCAATTTCTCACAATTACTATCCATT
CCTCCTGCCCTCATCTCGATTCTTTCTCGCTGA

MIPLQLCHYHLCRHCCNF
SQLLSIPPALISILSR*

MIPLQLCHYHLCRH
CCNFSQLLSIPPALI
SILSR*

GCTTCAATTT TCGCATTCTC 0  0 0 0 0 0

2373 1513 ao AN7285.1 72.m19779 AO070297000027 0 -152 -138 ATGTCCTCCTGTTAG ATGTCCTCCTGTTAG MSSC* MSSC* GTTAAGTGTC CTGCATCCCA 0  0 0 0 0 0
2375 1515 af AN1996.1 58.m07605 AO070301000091 0 -254 -162 ATGAGTGAAGAGTATGATCGGACATTGGTTGCCTGCTCTG

AGATTGCCGAGATTGTGGATATGTTGATTTCAGATTACCTG
ACTTTCGATTAG

ATGAGTGAAGAGTATGATCGGACATTGGTTGCCTG
CTCTGAGATTGCCGAGATTGTGGATATGTTGATTTC
AGATTACCTGACTTTCGATTAG

MSEEYDRTLVACSEIAEIV
DMLISDYLTFD*

MSEEYDRTLVACSE
IAEIVDMLISDYLTFD
*

TTGTCGCTAT TCTCAGAGAA 0 S FG01498.1 0 0 0 0
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2376 1515 af AN1996.1 58.m07605 AO070301000091 0 -241 -188 ATGATCGGACATTGGTTGCCTGCTCTGAGATTGCCGAGAT
TGTGGATATGTTGA

ATGATCGGACATTGGTTGCCTGCTCTGAGATTGCC
GAGATTGTGGATATGTTGA

MIGHWLPALRLPRLWIC* MIGHWLPALRLPRL
WIC*

AGTGAAGAGT TTTCAGATTA 0 S FG01498.1 0 0 0 0

2377 1515 af AN1996.1 58.m07605 AO070301000091 0 -194 -162 ATGTTGATTTCAGATTACCTGACTTTCGATTAG ATGTTGATTTCAGATTACCTGACTTTCGATTAG MLISDYLTFD* MLISDYLTFD* GATTGTGGAT TCTCAGAGAA 0 S FG01498.1 0 0 0 0
2374 1515 an AN1996.1 58.m07605 AO070301000091 0 -171 -142 ATGCCTTACAGGCATTTTTTGAGGGATTGA ATGCCTTACAGGCATTTTTTGAGGGATTGA MPYRHFLRD* MPYRHFLRD* TTTCCTCGGC ACAGAAACGC 0 S FG01498.1 0 0 0 0
2378 1515 ao AN1996.1 58.m07605 AO070301000091 0 -228 -202 ATGGCTGCGTTGGTCTTGTTGCTTTGA ATGGCTGCGTTGGTCTTGTTGCTTTGA MAALVLLL* MAALVLLL* CAGCAATAGC AACGGAAGAC 0 S FG01498.1 0 0 0 0
2379 1515 ao AN1996.1 58.m07605 AO070301000091 0 -179 -156 ATGCCATTGCGCATTCAAAATTGA ATGCCATTGCGCATTCAAAATTGA MPLRIQN* MPLRIQN* GATCTGGGCG TTGTTATCAA 0 S FG01498.1 0 0 0 0
2381 1523 af AN3015.1 59.m09005 AO070337000100 0 -239 -210 ATGTACGAGTATACGCAAATTGTGTCATGA ATGTACGAGTATACGCAAATTGTGTCATGA MYEYTQIVS* MYEYTQIVS* CAATCGGAAA GCATATTGAT 0 S 0 0 0 0 0
2382 1523 af AN3015.1 59.m09005 AO070337000100 0 -213 -163 ATGAGCATATTGATTGCACATATTGCAAGCCAACTAATATC

TGAAAGGTGA
ATGAGCATATTGATTGCACATATTGCAAGCCAACTA
ATATCTGAAAGGTGA

MSILIAHIASQLISER* MSILIAHIASQLISER* AAATTGTGTC AACTATTCTC 0 S 0 0 0 0 0

2380 1523 an AN3015.1 59.m09005 AO070337000100 0 -196 -173 ATGGTACTGGAGGTTATTGAGTAG ATGGTACTGGAGGTTATTGAGTAG MVLEVIE* MVLEVIE* GGTTGTGTTA ATGTGGTAAC 0 S 0 0 0 0 0
2383 1523 ao AN3015.1 59.m09005 AO070337000100 0 -218 -192 ATGAAGTGGGTTATGTATTGTATGTAG ATGAAGTGGGTTATGTATTGTATGTAG MKWVMYCM* MKWVMYCM* GGACCTAGGA TTAATGAAAT 0 S 0 0 0 0 0
2384 1523 ao AN3015.1 59.m09005 AO070337000100 0 -206 -192 ATGTATTGTATGTAG ATGTATTGTATGTAG MYCM* MYCM* GAAGTGGGTT TTAATGAAAT 0 S 0 0 0 0 0
2385 1523 ao AN3015.1 59.m09005 AO070337000100 0 -188 -174 ATGAAATTAAATTGA ATGAAATTAAATTGA MKLN* MKLN* TATGTAGTTA TTTTCATTCC 0 S 0 0 0 0 0
2387 1529 an AN9384.1 54.m06360 AO070253000015 0 -265 -242 ATGATGCTTGGGGCAACTCTTTAG ATGATGCTTGGGGCAACTCTTTAG MMLGATL* MMLGATL* GCCAGTAAGA CTCTTCGCCT 0 QI 0 0 0 0 0
2388 1529 an AN9384.1 54.m06360 AO070253000015 0 -262 -242 ATGCTTGGGGCAACTCTTTAG ATGCTTGGGGCAACTCTTTAG MLGATL* MLGATL* AGTAAGAATG CTCTTCGCCT 0 QI 0 0 0 0 0
2389 1529 an AN9384.1 54.m06360 AO070253000015 0 -86 -30 ATGCTCTCAACAGCTAAATTCGCCAGGATGCCCAGGACCA

ACGGACTGACTGACTGA
ATGCTCTCAACAGCTAAATTCGCCAGGATGCCCA
GGACCAACGGACTGACTGACTGA

MLSTAKFARMPRTNGLT
D*

MLSTAKFARMPRTNGLT
D*

TAAAGCCTTC CTGACGAACT 0 QI 0 0 0 0 0

2391 1529 ao AN9384.1 54.m06360 AO070253000015 0 -157 -62 ATGGTTGAAATTCGGCAAATGCTCCTGCGAAGGTTACACT
TGCTGGTGCGGGTCCTTGCCCTGAACTCTTTGTCTACTTA
CATCGAAGGTATATAA

ATGGTTGAAATTCGGCAAATGCTCCTGCGA
AGGTTACACTTGCTGGTGCGGGTCCTTGCC
CTGAACTCTTTGTCTACTTACATCGAAGGTA
TATAA

MVEIRQMLLRRLHLLVRV
LALNSLSTYIEGI*

MVEIRQMLLRRLHL
LVRVLALNSLSTYIE
GI*

GAAGAGTTCT AAGCTTCCCC 0 QI 0 0 0 0 0

2392 1529 ao AN9384.1 54.m06360 AO070253000015 0 -139 -62 ATGCTCCTGCGAAGGTTACACTTGCTGGTGCGGGTCCTTG
CCCTGAACTCTTTGTCTACTTACATCGAAGGTATATAA

ATGCTCCTGCGAAGGTTACACTTGCTGGTG
CGGGTCCTTGCCCTGAACTCTTTGTCTACTT
ACATCGAAGGTATATAA

MLLRRLHLLVRVLALNSL
STYIEGI*

MLLRRLHLLVRVLAL
NSLSTYIEGI*

AATTCGGCAA AAGCTTCCCC 0 QI 0 0 0 0 0

2393 1531 an AN0901.1 70.m15510 AO070283000043 0 -267 -25 ATGGATCGGGCTCTATCTTGCGGTGTTTGGACTAGAGCTA
CGATGAGCTCCTCAAATCAAATCAGAAGAATCCCAAAGGA
TCTTACATGCCAGCGCAGCTGTCCTACTCGGCTGGAGGG
ATTCAAGTTCGGAGCAAAGAGCGGCAAAGCGTCATTCATT
TGCCTAGCGTTCACCGTGGAAAAGGGCTTATATATTCAGA
GGTATCGCCCATTCGCGCACGATTATAACTTTCGAGGTGA
TTAG

ATGGATCGGGCTCTATCTTGCGGTGTTTGGACTA
GAGCTACGATGAGCTCCTCAAATCAAATCAGAAG
AATCCCAAAGGATCTTACATGCCAGCGCAGCTGT
CCTACTCGGCTGGAGGGATTCAAGTTCGGAGCA
AAGAGCGGCAAAGCGTCATTCATTTGCCTAGCGT
TCACCGTGGAAAAGGGCTTATATATTCAGAGGTA
TCGCCCATTCGCGCACGATTATAACTTTCGAGGT
GATTAG

MDRALSCGVWTRATMS
SSNQIRRIPKDLTCQRSC
PTRLEGFKFGAKSGKAS
FICLAFTVEKGLYIQRYRP
FAHDYNFRGD*

MDRALSCGVWTRATMS
SSNQIRRIPKDLTCQRS
CPTRLEGFKFGAKSGKA
SFICLAFTVEKGLYIQRY
RPFAHDYNFRGD*

TCTACATCCA GTGGCTCTCG 0 Q 0 0 0 0 0

2394 1531 an AN0901.1 70.m15510 AO070283000043 0 -225 -25 ATGAGCTCCTCAAATCAAATCAGAAGAATCCCAAAGGATC
TTACATGCCAGCGCAGCTGTCCTACTCGGCTGGAGGGAT
TCAAGTTCGGAGCAAAGAGCGGCAAAGCGTCATTCATTTG
CCTAGCGTTCACCGTGGAAAAGGGCTTATATATTCAGAGG
TATCGCCCATTCGCGCACGATTATAACTTTCGAGGTGATTA
G

ATGAGCTCCTCAAATCAAATCAGAAGAATCCCAA
AGGATCTTACATGCCAGCGCAGCTGTCCTACTCG
GCTGGAGGGATTCAAGTTCGGAGCAAAGAGCGG
CAAAGCGTCATTCATTTGCCTAGCGTTCACCGTG
GAAAAGGGCTTATATATTCAGAGGTATCGCCCAT
TCGCGCACGATTATAACTTTCGAGGTGATTAG

MSSSNQIRRIPKDLTCQR
SCPTRLEGFKFGAKSGK
ASFICLAFTVEKGLYIQRY
RPFAHDYNFRGD*

MSSSNQIRRIPKDLTCQ
RSCPTRLEGFKFGAKS
GKASFICLAFTVEKGLYI
QRYRPFAHDYNFRGD*

TAGAGCTACG GTGGCTCTCG 0 Q 0 0 0 0 0

2395 1531 an AN0901.1 70.m15510 AO070283000043 0 -181 -41 ATGCCAGCGCAGCTGTCCTACTCGGCTGGAGGGATTCAA
GTTCGGAGCAAAGAGCGGCAAAGCGTCATTCATTTGCCTA
GCGTTCACCGTGGAAAAGGGCTTATATATTCAGAGGTATC
GCCCATTCGCGCACGATTATAA

ATGCCAGCGCAGCTGTCCTACTCGGCTGGAGGG
ATTCAAGTTCGGAGCAAAGAGCGGCAAAGCGTC
ATTCATTTGCCTAGCGTTCACCGTGGAAAAGGGC
TTATATATTCAGAGGTATCGCCCATTCGCGCACG
ATTATAA

MPAQLSYSAGGIQVRSK
ERQSVIHLPSVHRGKGLI
YSEVSPIRARL*

MPAQLSYSAGGIQVRSK
ERQSVIHLPSVHRGKGLI
YSEVSPIRARL*

AGGATCTTAC CTTTCGAGGT 0 Q 0 0 0 0 0

2397 1533 af AN2053.1 58.m07641 AO070292000020 0 -224 -195 ATGTGCAACCGTAAAGAAGGCAACACATGA ATGTGCAACCGTAAAGAAGGCAACACATGA MCNRKEGNT* MCNRKEGNT* GGCTATCTAT TGACATCGCA 0 F 0 0 NCU00356.1 0 0

2398 1533 af AN2053.1 58.m07641 AO070292000020 0 -198 -67 ATGATGACATCGCAGGTCACAAGTCTTGGCACTATTCCTC
CTGACAGCACCTTTGACTTATCACTGTTCAGCACCTTGGC
TTCATGGTGGGCAGTGGTTCGTGCAAGCCACGAAATGTTA
ACCATGACTTGA

ATGATGACATCGCAGGTCACAAGTCTTGGCACTAT
TCCTCCTGACAGCACCTTTGACTTATCACTGTTCAG
CACCTTGGCTTCATGGTGGGCAGTGGTTCGTGCAA
GCCACGAAATGTTAACCATGACTTGA

MMTSQVTSLGTIPPDSTF
DLSLFSTLASWWAVVRA
SHEMLTMT*

MMTSQVTSLGTIPP
DSTFDLSLFSTLAS
WWAVVRASHEMLT
MT*

AAGGCAACAC TTGCCGCCGT 0 F 0 0 NCU00356.1 0 0

2399 1533 af AN2053.1 58.m07641 AO070292000020 0 -195 -67 ATGACATCGCAGGTCACAAGTCTTGGCACTATTCCTCCTG
ACAGCACCTTTGACTTATCACTGTTCAGCACCTTGGCTTCA
TGGTGGGCAGTGGTTCGTGCAAGCCACGAAATGTTAACC
ATGACTTGA

ATGACATCGCAGGTCACAAGTCTTGGCACTATTCC
TCCTGACAGCACCTTTGACTTATCACTGTTCAGCAC
CTTGGCTTCATGGTGGGCAGTGGTTCGTGCAAGC
CACGAAATGTTAACCATGACTTGA

MTSQVTSLGTIPPDSTFD
LSLFSTLASWWAVVRAS
HEMLTMT*

MTSQVTSLGTIPPD
STFDLSLFSTLASW
WAVVRASHEMLTM
T*

GCAACACATG TTGCCGCCGT 0 F 0 0 NCU00356.1 0 0

2402 1533 ao AN2053.1 58.m07641 AO070292000020 0 -204 -79 ATGATCGGCTTAGTGGGCCAACGTGACCTGGCTCGGCAG
GTGACCTGCTTATCGCCGATAAATCACCCCGGTCGTAGAT
CCAGCTCGCTTCCAACGTTCTCCTTTTATACAGGTCGTCC
AGGTTGA

ATGATCGGCTTAGTGGGCCAACGTGACCTG
GCTCGGCAGGTGACCTGCTTATCGCCGATA
AATCACCCCGGTCGTAGATCCAGCTCGCTT
CCAACGTTCTCCTTTTATACAGGTCGTCCAG
GTTGA

MIGLVGQRDLARQVTCL
SPINHPGRRSSSLPTFSF
YTGRPG*

MIGLVGQRDLARQV
TCLSPINHPGRRSS
SLPTFSFYTGRPG*

GACGCATCAA TCATGGATTG 0 F 0 0 NCU00356.1 0 0

2408 1534 af AN2534.1 59.m08439 AO070300000048 0 -152 -90 ATGTTTTGCACAAATAGTTCATTGTACTCTGGGAACCCGTC
AGCTATACTATCGGTTAAATGA

ATGTTTTGCACAAATAGTTCATTGTACTCTGGGAAC
CCGTCAGCTATACTATCGGTTAAATGA

MFCTNSSLYSGNPSAILS
VK*

MFCTNSSLYSGNPS
AILSVK*

AAACGGGCAA ATGGCACGCA 0 G 0 0 0 0 0

2409 1534 af AN2534.1 59.m08439 AO070300000048 0 -89 -27 ATGGCACGCATATATATAGAAAATTTGTTCCCTCCTACCAT
GCCTCTTTTCTCACCATTGTGA

ATGGCACGCATATATATAGAAAATTTGTTCCCTCCT
ACCATGCCTCTTTTCTCACCATTGTGA

MARIYIENLFPPTMPLFSP
L*

MARIYIENLFPPTMP
LFSPL*

GGTTAAATGA AATTGACTGG 0 G 0 0 0 0 0

2404 1534 an AN2534.1 59.m08439 AO070300000048 0 -216 -94 ATGGAGCGGAGATCCGCTTCGCCATTATCTTCAAGCTGTT
ATTGTTTGACTACGCAAGAAATGATCCTGTGGGGGCTTCT
TCCACAAATAGCTTCACCCCTGGGCTTGCTGGGTTGCGTA
TAA

ATGGAGCGGAGATCCGCTTCGCCATTATCTTCAA
GCTGTTATTGTTTGACTACGCAAGAAATGATCCT
GTGGGGGCTTCTTCCACAAATAGCTTCACCCCTG
GGCTTGCTGGGTTGCGTATAA

MERRSASPLSSSCYCLTT
QEMILWGLLPQIASPLGL
LGCV*

MERRSASPLSSSCYCLT
TQEMILWGLLPQIASPL
GLLGCV*

TGTTCTCGGT AACCAGTGTT 0 G 0 0 0 0 0

2405 1534 an AN2534.1 59.m08439 AO070300000048 0 -156 -94 ATGATCCTGTGGGGGCTTCTTCCACAAATAGCTTCACCCC
TGGGCTTGCTGGGTTGCGTATAA

ATGATCCTGTGGGGGCTTCTTCCACAAATAGCTT
CACCCCTGGGCTTGCTGGGTTGCGTATAA

MILWGLLPQIASPLGLLG
CV*

MILWGLLPQIASPLGLLG
CV*

TACGCAAGAA AACCAGTGTT 0 G 0 0 0 0 0

2406 1534 an AN2534.1 59.m08439 AO070300000048 0 -72 -58 ATGGGGATTGTATGA ATGGGGATTGTATGA MGIV* MGIV* TGCTGCGAGA CCCTTATCTA 0 G 0 0 0 0 0
2407 1534 an AN2534.1 59.m08439 AO070300000048 0 -61 -47 ATGACCCTTATCTAA ATGACCCTTATCTAA MTLI* MTLI* TGGGGATTGT GTCGCAGTGA 0 G 0 0 0 0 0
2411 1536 af AN7710.1 71.m15734 AO070325000117 0 -250 -233 ATGCGCGCAGCCCGTTGA ATGCGCGCAGCCCGTTGA MRAAR* MRAAR* TACTTAAGGA TGTTTGCCAC 0 R FG05132.1 MG08166.1 0 0 0
2413 1537 af AN1135.1 70.m15102 AO070331000126 0 -181 -158 ATGGCAATAAGCTCTATGGTGTAG ATGGCAATAAGCTCTATGGTGTAG MAISSMV* MAISSMV* CCCCGCATTA TCCCTGGATA 0 E 0 0 0 0 0
2414 1537 af AN1135.1 70.m15102 AO070331000126 0 -64 -47 ATGCCCTGCTACCGCTAG ATGCCCTGCTACCGCTAG MPCYR* MPCYR* CAGTTCCCCC CTTTCAGACT 0 E 0 0 0 0 0
2415 1537 ao AN1135.1 70.m15102 AO070331000126 0 -218 -171 ATGCTTAGTAAATTTAAATGCAGATGTTTTACCCATGCGAT

AAGATGA
ATGCTTAGTAAATTTAAATGCAGATGTTTTAC
CCATGCGATAAGATGA

MLSKFKCRCFTHAIR* MLSKFKCRCFTHAI
R*

CTACTCCGTA GTATGAGAAT 0 E 0 0 0 0 0

2416 1537 ao AN1135.1 70.m15102 AO070331000126 0 -201 -157 ATGCAGATGTTTTACCCATGCGATAAGATGAGTATGAGAAT
ATAA

ATGCAGATGTTTTACCCATGCGATAAGATGA
GTATGAGAATATAA

MQMFYPCDKMSMRI* MQMFYPCDKMSMR
I*

GTAAATTTAA TAGTGAAACT 0 E 0 0 0 0 0

2417 1537 ao AN1135.1 70.m15102 AO070331000126 0 -195 -157 ATGTTTTACCCATGCGATAAGATGAGTATGAGAATATAA ATGTTTTACCCATGCGATAAGATGAGTATGA
GAATATAA

MFYPCDKMSMRI* MFYPCDKMSMRI* TTAAATGCAG TAGTGAAACT 0 E 0 0 0 0 0

2418 1537 ao AN1135.1 70.m15102 AO070331000126 0 -174 -157 ATGAGTATGAGAATATAA ATGAGTATGAGAATATAA MSMRI* MSMRI* ATGCGATAAG TAGTGAAACT 0 E 0 0 0 0 0
2419 1537 ao AN1135.1 70.m15102 AO070331000126 0 -168 -157 ATGAGAATATAA ATGAGAATATAA MRI* MRI* TAAGATGAGT TAGTGAAACT 0 E 0 0 0 0 0
2420 1537 ao AN1135.1 70.m15102 AO070331000126 0 -104 -84 ATGCTTTACTCCACATCCTAG ATGCTTTACTCCACATCCTAG MLYSTS* MLYSTS* TATTTCTATT ATACACACTT 0 E 0 0 0 0 0
2427 1543 af AN3580.1 58.m07378 AO070342000169 0 -171 -100 ATGGAAATCCTGGCATCTAATATCTCCATATTCGTCTTAGA

AAGGGAAGGGGTGCTGGTTTTCAGCACCTAA
ATGGAAATCCTGGCATCTAATATCTCCATATTCGTC
TTAGAAAGGGAAGGGGTGCTGGTTTTCAGCACCTA
A

MEILASNISIFVLEREGVL
VFST*

MEILASNISIFVLERE
GVLVFST*

CCCACCATGG CAACAATCGG 0 Q 0 0 0 0 0

2422 1543 an AN3580.1 58.m07378 AO070342000169 0 -180 -55 ATGAAAAGTGGACCCACATGGATGGATATGTTCACACTTG
ATATCTTCACAAAGAGCCGGCGTAATAATGGATCGAGATC
ACATTCTAGGCTCTTACTCATAGCTGGAATGTTCTCAATAC
TTTAG

ATGAAAAGTGGACCCACATGGATGGATATGTTCA
CACTTGATATCTTCACAAAGAGCCGGCGTAATAA
TGGATCGAGATCACATTCTAGGCTCTTACTCATA
GCTGGAATGTTCTCAATACTTTAG

MKSGPTWMDMFTLDIFT
KSRRNNGSRSHSRLLLIA
GMFSIL*

MKSGPTWMDMFTLDIF
TKSRRNNGSRSHSRLLL
IAGMFSIL*

CAATTTTCGT CTCGAGGCTG 0 Q 0 0 0 0 0

2423 1543 an AN3580.1 58.m07378 AO070342000169 0 -159 -55 ATGGATATGTTCACACTTGATATCTTCACAAAGAGCCGGC
GTAATAATGGATCGAGATCACATTCTAGGCTCTTACTCATA
GCTGGAATGTTCTCAATACTTTAG

ATGGATATGTTCACACTTGATATCTTCACAAAGAG
CCGGCGTAATAATGGATCGAGATCACATTCTAGG
CTCTTACTCATAGCTGGAATGTTCTCAATACTTTA
G

MDMFTLDIFTKSRRNNG
SRSHSRLLLIAGMFSIL*

MDMFTLDIFTKSRRNNG
SRSHSRLLLIAGMFSIL*

ACCCACATGG CTCGAGGCTG 0 Q 0 0 0 0 0

2424 1543 an AN3580.1 58.m07378 AO070342000169 0 -153 -55 ATGTTCACACTTGATATCTTCACAAAGAGCCGGCGTAATAA
TGGATCGAGATCACATTCTAGGCTCTTACTCATAGCTGGA
ATGTTCTCAATACTTTAG

ATGTTCACACTTGATATCTTCACAAAGAGCCGGC
GTAATAATGGATCGAGATCACATTCTAGGCTCTT
ACTCATAGCTGGAATGTTCTCAATACTTTAG

MFTLDIFTKSRRNNGSRS
HSRLLLIAGMFSIL*

MFTLDIFTKSRRNNGSR
SHSRLLLIAGMFSIL*

ATGGATGGAT CTCGAGGCTG 0 Q 0 0 0 0 0

2425 1543 an AN3580.1 58.m07378 AO070342000169 0 -113 -78 ATGGATCGAGATCACATTCTAGGCTCTTACTCATAG ATGGATCGAGATCACATTCTAGGCTCTTACTCAT
AG

MDRDHILGSYS* MDRDHILGSYS* CGGCGTAATA CTGGAATGTT 0 Q 0 0 0 0 0

2426 1543 an AN3580.1 58.m07378 AO070342000169 0 -72 -55 ATGTTCTCAATACTTTAG ATGTTCTCAATACTTTAG MFSIL* MFSIL* CATAGCTGGA CTCGAGGCTG 0 Q 0 0 0 0 0
2428 1543 ao AN3580.1 58.m07378 AO070342000169 0 -160 -122 ATGAGTGGACCCACAATGGATAGAAACGCTGAGATCTGA ATGAGTGGACCCACAATGGATAGAAACGCT

GAGATCTGA
MSGPTMDRNAEI* MSGPTMDRNAEI* ACGGCTCCGG GATTACTGTA 0 Q 0 0 0 0 0

2429 1543 ao AN3580.1 58.m07378 AO070342000169 0 -101 -66 ATGGAAGTGCTATGTCTATTGGCAGACTCAGTATAG ATGGAAGTGCTATGTCTATTGGCAGACTCA
GTATAG

MEVLCLLADSV* MEVLCLLADSV* TTTTCAAACG TATAATTACC 0 Q 0 0 0 0 0

2430 1543 ao AN3580.1 58.m07378 AO070342000169 0 -90 -61 ATGTCTATTGGCAGACTCAGTATAGTATAA ATGTCTATTGGCAGACTCAGTATAGTATAA MSIGRLSIV* MSIGRLSIV* TGGAAGTGCT TTACCTTCTA 0 Q 0 0 0 0 0

2421 1543 conserved AN3580.1 58.m07378 AO070342000169 0 -163 -140 -175 -152 -145 -122 ATGGATrGAwAysyTsrsAyyTrA ATGGATGGATATGTTCACACTTGA ATGGATGGAAATCCTGGCATCTAA ATGGATAGAAACGCTGAGATCTGA MDgyvht* MDGYVHT* MDGNPGI* MDRNAEI* kkGrmCCmmm kATywyyryA 0 Q 0 0 0 0 0

2431 1553 af AN4259.1 65.m07433 AO070277000032 0 -294 -256 ATGCAAATCGATATTAATCATGAATTCAATCCAAGGTAA ATGCAAATCGATATTAATCATGAATTCAATCCAAGG
TAA

MQIDINHEFNPR* MQIDINHEFNPR* CAAGAACCAT TATACGTCTG 0 R 0 0 NCU02813.1 0 0

2432 1553 af AN4259.1 65.m07433 AO070277000032 0 -275 -234 ATGAATTCAATCCAAGGTAATATACGTCTGTTGTTGTACTG
A

ATGAATTCAATCCAAGGTAATATACGTCTGTTGTTG
TACTGA

MNSIQGNIRLLLY* MNSIQGNIRLLLY* GATATTAATC AATAGTTTCT 0 R 0 0 NCU02813.1 0 0

2433 1556 an AN9471.1 72.m19419 AO070304000088 0 -152 -102 ATGGATGTACTCTCACAGATCGCGAGCAAGGGAGCAAGG
GATCGCCGCTAA

ATGGATGTACTCTCACAGATCGCGAGCAAGGGA
GCAAGGGATCGCCGCTAA

MDVLSQIASKGARDRR* MDVLSQIASKGARDRR* GATCTCTTCA GCTTGACTAC 0 F 0 0 0 0 0

2434 1556 an AN9471.1 72.m19419 AO070304000088 0 -148 -89 ATGTACTCTCACAGATCGCGAGCAAGGGAGCAAGGGATC
GCCGCTAAGCTTGACTACTGA

ATGTACTCTCACAGATCGCGAGCAAGGGAGCAA
GGGATCGCCGCTAAGCTTGACTACTGA

MYSHRSRAREQGIAAKL
DY*

MYSHRSRAREQGIAAKL
DY*

TCTTCAATGG CATCAGTTCC 0 F 0 0 0 0 0

2435 1556 ao AN9471.1 72.m19419 AO070304000088 0 -166 -113 ATGGAGCTCTCCCCGCCTTCGATGTCATTGATCTTGAATC
TTATTTCCGTTTAG

ATGGAGCTCTCCCCGCCTTCGATGTCATTG
ATCTTGAATCTTATTTCCGTTTAG

MELSPPSMSLILNLISV* MELSPPSMSLILNLI
SV*

AGAGCTGCCA TGTTTCGCAC 0 F 0 0 0 0 0

2436 1556 ao AN9471.1 72.m19419 AO070304000088 0 -145 -113 ATGTCATTGATCTTGAATCTTATTTCCGTTTAG ATGTCATTGATCTTGAATCTTATTTCCGTTTA
G

MSLILNLISV* MSLILNLISV* CCCGCCTTCG TGTTTCGCAC 0 F 0 0 0 0 0
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2437 1556 ao AN9471.1 72.m19419 AO070304000088 0 -76 -59 ATGTATATACGAGTTTGA ATGTATATACGAGTTTGA MYIRV* MYIRV* CGGTCTTCTG TCTCTTAAAT 0 F 0 0 0 0 0
2441 1569 af AN5629.1 58.m07554 AO070301000028 0 -216 -187 ATGCTTGGAACATTATATATTCATGACTAA ATGCTTGGAACATTATATATTCATGACTAA MLGTLYIHD* MLGTLYIHD* AAAATCAAGA GCGCATGGCA 0 C FG09250.1 0 0 0 0
2442 1569 af AN5629.1 58.m07554 AO070301000028 0 -194 -168 ATGACTAAGCGCATGGCACGTGACTGA ATGACTAAGCGCATGGCACGTGACTGA MTKRMARD* MTKRMARD* TTATATATTC TACGGACCAA 0 C FG09250.1 0 0 0 0
2443 1569 af AN5629.1 58.m07554 AO070301000028 0 -182 -168 ATGGCACGTGACTGA ATGGCACGTGACTGA MARD* MARD* GACTAAGCGC TACGGACCAA 0 C FG09250.1 0 0 0 0
2439 1569 an AN5629.1 58.m07554 AO070301000028 0 -256 -83 ATGCCTGGTACTGACAAATCTATATCCTTTGAGTCTTGTCA

CGTTTATAGTTATGCTGAGTTCCCGTTTTGGCGTGATGTAA
GATCACGTGTACATGCTGACCAAGCGTCACGTGATTTATT
CCGTCCAATCACTGACCGGACAAAGCCGGATATTCAGCAA
CCGCAGAATTGA

ATGCCTGGTACTGACAAATCTATATCCTTTGAGTC
TTGTCACGTTTATAGTTATGCTGAGTTCCCGTTTT
GGCGTGATGTAAGATCACGTGTACATGCTGACCA
AGCGTCACGTGATTTATTCCGTCCAATCACTGAC
CGGACAAAGCCGGATATTCAGCAACCGCAGAAT
TGA

MPGTDKSISFESCHVYSY
AEFPFWRDVRSRVHADQ
ASRDLFRPITDRTKPDIQ
QPQN*

MPGTDKSISFESCHVYS
YAEFPFWRDVRSRVHA
DQASRDLFRPITDRTKP
DIQQPQN*

TTCGGTGACC AGCTGGAACG 0 C FG09250.1 0 0 0 0

2440 1569 an AN5629.1 58.m07554 AO070301000028 0 -204 -175 ATGCTGAGTTCCCGTTTTGGCGTGATGTAA ATGCTGAGTTCCCGTTTTGGCGTGATGTAA MLSSRFGVM* MLSSRFGVM* GTTTATAGTT GATCACGTGT 0 C FG09250.1 0 0 0 0
2444 1569 ao AN5629.1 58.m07554 AO070301000028 0 -212 -162 ATGATTAGTAATACATATCGATGGATATCTGACTCAGCACA

TACCACGTGA
ATGATTAGTAATACATATCGATGGATATCTG
ACTCAGCACATACCACGTGA

MISNTYRWISDSAHTT* MISNTYRWISDSAH
TT*

TAAAACAATA CTTAATCGGG 0 C FG09250.1 0 0 0 0

2445 1569 ao AN5629.1 58.m07554 AO070301000028 0 -192 -181 ATGGATATCTGA ATGGATATCTGA MDI* MDI* ATACATATCG CTCAGCACAT 0 C FG09250.1 0 0 0 0
2446 1578 an AN6501.1 62.m03089 AO070222000017 0 -201 -106 ATGACGGTCGATCAAGCTTCTCTCCATTTCTTCCGCTACCA

CACTACCTATTTCTCACATTTCCTAAGCTCATCTTGGATCA
CACATACAAAGTAA

ATGACGGTCGATCAAGCTTCTCTCCATTTCTTCC
GCTACCACACTACCTATTTCTCACATTTCCTAAGC
TCATCTTGGATCACACATACAAAGTAA

MTVDQASLHFFRYHTTYF
SHFLSSSWITHTK*

MTVDQASLHFFRYHTTY
FSHFLSSSWITHTK*

GTAGGGAGCC TCTTACTAAT 0 A 0 0 0 YOR319W 0

2447 1578 ao AN6501.1 62.m03089 AO070222000017 0 -97 -44 ATGTACCATACTACCAACAATTTTACGTACTATCTTCTAGCT
ACTTTCTGCTAA

ATGTACCATACTACCAACAATTTTACGTACTA
TCTTCTAGCTACTTTCTGCTAA

MYHTTNNFTYYLLATFC* MYHTTNNFTYYLLA
TFC*

CCGATAATTC GTCGTGTACC 0 A 0 0 0 YOR319W 0

2450 1582 af AN3366.1 66.m04634 AO070281000026 0 -219 -157 ATGTCTGTCAAGAGCATCATCACGTCGGACCTCATCACGT
TCTTCTTCATCCCCAATTATTAG

ATGTCTGTCAAGAGCATCATCACGTCGGACCTCAT
CACGTTCTTCTTCATCCCCAATTATTAG

MSVKSIITSDLITFFFIPNY* MSVKSIITSDLITFFFI
PNY*

CCTACCATTC CCTGGTATCT 0  0 0 0 0 0

2448 1582 an AN3366.1 66.m04634 AO070281000026 0 -193 -170 ATGGCCGCGACAACCATGCCGTGA ATGGCCGCGACAACCATGCCGTGA MAATTMP* MAATTMP* GCTTCCCCTC CGATGAGACT 0  0 0 0 0 0
2449 1582 an AN3366.1 66.m04634 AO070281000026 0 -167 -153 ATGAGACTGCACTAG ATGAGACTGCACTAG MRLH* MRLH* TGCCGTGACG ATCGTACCTT 0  0 0 0 0 0
2452 1595 af AN0707.1 70.m15314 AO070343000502 0 -175 -161 ATGCGACATCATTAA ATGCGACATCATTAA MRHH* MRHH* CCTGATCTTG ACGAGGATAA 0 LA 0 0 0 YOR048C 0
2453 1595 af AN0707.1 70.m15314 AO070343000502 0 -86 -66 ATGGAGCGCATCAGGAACTGA ATGGAGCGCATCAGGAACTGA MERIRN* MERIRN* GAGAAAGCTG TTGGATCTCA 0 LA 0 0 0 YOR048C 0
2451 1595 an AN0707.1 70.m15314 AO070343000502 0 -120 -94 ATGGAGCATCGCGTTGGGCGTGGCTAA ATGGAGCATCGCGTTGGGCGTGGCTAA MEHRVGRG* MEHRVGRG* TGAGTCGCTG AATTTCTAGT 0 LA 0 0 0 YOR048C 0
2454 1595 ao AN0707.1 70.m15314 AO070343000502 0 -115 -89 ATGGAGTCTGCTACGAAGTTTATCTGA ATGGAGTCTGCTACGAAGTTTATCTGA MESATKFI* MESATKFI* GCGACAGCCC ATCGCGATAA 0 LA 0 0 0 YOR048C 0
2456 1598 af AN8858.1 71.m15996 AO070271000015 0 -196 -167 ATGCGCAAGCCACTGCCCTTGAATTCCTAG ATGCGCAAGCCACTGCCCTTGAATTCCTAG MRKPLPLNS* MRKPLPLNS* GTTTGATTTC TTGACAAGGT 0 K 0 0 0 0 0
2455 1598 an AN8858.1 71.m15996 AO070271000015 0 -191 -120 ATGCTATCTGGCCATCACCATACTGTGATCTTCCCTTGCAA

CTTACACAGTGTGTATAACGCAACCGTCTGA
ATGCTATCTGGCCATCACCATACTGTGATCTTCC
CTTGCAACTTACACAGTGTGTATAACGCAACCGT
CTGA

MLSGHHHTVIFPCNLHSV
YNATV*

MLSGHHHTVIFPCNLHS
VYNATV*

TGTGTATTGA CACCCTACAT 0 K 0 0 0 0 0

2458 1601 af AN8605.1 59.m09455 AO070314000022 0 -246 -196 ATGGCCTATGCAGATAAACAGACGCATGGCAGAGATCATG
GCGTGCGTTGA

ATGGCCTATGCAGATAAACAGACGCATGGCAGAGA
TCATGGCGTGCGTTGA

MAYADKQTHGRDHGVR* MAYADKQTHGRDH
GVR*

CTGATATTTC ATGCGGAGAC 0 O 0 0 0 0 0

2459 1601 af AN8605.1 59.m09455 AO070314000022 0 -239 -180 ATGCAGATAAACAGACGCATGGCAGAGATCATGGCGTGC
GTTGAATGCGGAGACCTATGA

ATGCAGATAAACAGACGCATGGCAGAGATCATGGC
GTGCGTTGAATGCGGAGACCTATGA

MQINRRMAEIMACVECG
DL*

MQINRRMAEIMACV
ECGDL*

TTCATGGCCT CGTGGCACGA 0 O 0 0 0 0 0

2460 1601 af AN8605.1 59.m09455 AO070314000022 0 -221 -180 ATGGCAGAGATCATGGCGTGCGTTGAATGCGGAGACCTA
TGA

ATGGCAGAGATCATGGCGTGCGTTGAATGCGGAG
ACCTATGA

MAEIMACVECGDL* MAEIMACVECGDL* AAACAGACGC CGTGGCACGA 0 O 0 0 0 0 0

2461 1601 af AN8605.1 59.m09455 AO070314000022 0 -209 -180 ATGGCGTGCGTTGAATGCGGAGACCTATGA ATGGCGTGCGTTGAATGCGGAGACCTATGA MACVECGDL* MACVECGDL* GGCAGAGATC CGTGGCACGA 0 O 0 0 0 0 0
2457 1601 an AN8605.1 59.m09455 AO070314000022 0 -187 -176 ATGGTTGGCTAG ATGGTTGGCTAG MVG* MVG* CAACGACAAG TTGGGCTGGA 0 O 0 0 0 0 0
2462 1601 ao AN8605.1 59.m09455 AO070314000022 0 -187 -161 ATGTTGAAAATAAAAACTGCCCAATGA ATGTTGAAAATAAAAACTGCCCAATGA MLKIKTAQ* MLKIKTAQ* TAAGAAGTGG TAAGGGTTTT 0 O 0 0 0 0 0
2463 1601 ao AN8605.1 59.m09455 AO070314000022 0 -164 -99 ATGATAAGGGTTTTGGCGTACGCGAAAATTTTATCAACAG

GCATGTACGTCACTACCCCGCGATAA
ATGATAAGGGTTTTGGCGTACGCGAAAATTT
TATCAACAGGCATGTACGTCACTACCCCGC
GATAA

MIRVLAYAKILSTGMYVTT
PR*

MIRVLAYAKILSTGM
YVTTPR*

AAACTGCCCA AATCTCGTAT 0 O 0 0 0 0 0

2464 1601 ao AN8605.1 59.m09455 AO070314000022 0 -122 -99 ATGTACGTCACTACCCCGCGATAA ATGTACGTCACTACCCCGCGATAA MYVTTPR* MYVTTPR* ATCAACAGGC AATCTCGTAT 0 O 0 0 0 0 0
2474 1606 an AN4034.1 54.m06562 AO070328000126 0 -302 -285 ATGCTCCTCGGCGAATGA ATGCTCCTCGGCGAATGA MLLGE* MLLGE* CGCAATTTCT GAGCCTCCCC 0 K 0 0 0 0 0
2475 1606 an AN4034.1 54.m06562 AO070328000126 0 -288 -208 ATGAGAGCCTCCCCGCATCTCATCTACGCCGCTAGAGCA

GAGTTGTCATGGACGCGCTGCCAATCCTCCCAACAGCCC
TGA

ATGAGAGCCTCCCCGCATCTCATCTACGCCGCTA
GAGCAGAGTTGTCATGGACGCGCTGCCAATCCT
CCCAACAGCCCTGA

MRASPHLIYAARAELSWT
RCQSSQQP*

MRASPHLIYAARAELSW
TRCQSSQQP*

TCCTCGGCGA TCTGCTTTTT 0 K 0 0 0 0 0

2476 1606 an AN4034.1 54.m06562 AO070328000126 0 -241 -80 ATGGACGCGCTGCCAATCCTCCCAACAGCCCTGATCTGCT
TTTTTGTCCCTGCTCAGGCTGTTGTGAAGCAGCTCGATGC
CAGCCTAATCCCGCTTCCTTCCCTTGGTCCATGCGCCTTG
AACCTGATCCTGAAAGCCAGTTGCGTGGTGTGCACTCTCT
GA

ATGGACGCGCTGCCAATCCTCCCAACAGCCCTG
ATCTGCTTTTTTGTCCCTGCTCAGGCTGTTGTGA
AGCAGCTCGATGCCAGCCTAATCCCGCTTCCTTC
CCTTGGTCCATGCGCCTTGAACCTGATCCTGAAA
GCCAGTTGCGTGGTGTGCACTCTCTGA

MDALPILPTALICFFVPAQ
AVVKQLDASLIPLPSLGP
CALNLILKASCVVCTL*

MDALPILPTALICFFVPA
QAVVKQLDASLIPLPSLG
PCALNLILKASCVVCTL*

CAGAGTTGTC CGTGGATGCC 0 K 0 0 0 0 0

2477 1606 an AN4034.1 54.m06562 AO070328000126 0 -165 -154 ATGCCAGCCTAA ATGCCAGCCTAA MPA* MPA* AAGCAGCTCG TCCCGCTTCC 0 K 0 0 0 0 0
2478 1606 ao AN4034.1 54.m06562 AO070328000126 0 -319 -302 ATGATCATCGTCGAATAA ATGATCATCGTCGAATAA MIIVE* MIIVE* CGCTTCTCAT CCATCCCGGT 0 K 0 0 0 0 0
2496 1616 ao AN5701.1 65.m07424 AO070309000122 0 -181 -164 ATGCAATTGACCTTCTAA ATGCAATTGACCTTCTAA MQLTF* MQLTF* CAACTTCTGC CTATCACTCG 0 E 0 0 0 0 0
2501 1619 af AN3794.1 57.m05968 AO070337000233 0 -190 -107 ATGTCAGAAACGATTAACACCACGAACAACACTATTCCCC

AACACCACCGGAATGATCGTTTAGCGGCTGGCTCTAATTC
TTGA

ATGTCAGAAACGATTAACACCACGAACAACACTATT
CCCCAACACCACCGGAATGATCGTTTAGCGGCTG
GCTCTAATTCTTGA

MSETINTTNNTIPQHHRN
DRLAAGSNS*

MSETINTTNNTIPQH
HRNDRLAAGSNS*

CAGAAAAAGA GCCAAGGTAG 0 R 0 0 0 0 0

2500 1619 conserved AN3794.1 57.m05968 AO070337000233 0 -148 -137 -138 -127 -152 -141 ATGwyyrTwTAG ATGTCTGTATAG ATGATCGTTTAG ATGATTATATAG Msv* MSV* MIV* MII* yAmywmCGGA CGGyhGGCTC 0 R 0 0 0 0 0

2505 1622 af AN1572.1 55.m03104 AO070339000262 0 -114 -88 ATGATTAGTAAACATCAAACACTTTAA ATGATTAGTAAACATCAAACACTTTAA MISKHQTL* MISKHQTL* AAGCAACGAT TATGCGGCTG 0  0 0 0 0 0
2502 1622 an AN1572.1 55.m03104 AO070339000262 0 -218 -183 ATGCAGGGAAATATCCTTATGTGGAATAGCCTTTAG ATGCAGGGAAATATCCTTATGTGGAATAGCCTTT

AG
MQGNILMWNSL* MQGNILMWNSL* ATCCACTAGG AACTCCACCA 0  0 0 0 0 0

2503 1622 an AN1572.1 55.m03104 AO070339000262 0 -200 -183 ATGTGGAATAGCCTTTAG ATGTGGAATAGCCTTTAG MWNSL* MWNSL* AAATATCCTT AACTCCACCA 0  0 0 0 0 0
2504 1622 an AN1572.1 55.m03104 AO070339000262 0 -150 -112 ATGAGACCCGCTCAGTTACGAGATTTCAGCCGCAGATAG ATGAGACCCGCTCAGTTACGAGATTTCAGCCGCA

GATAG
MRPAQLRDFSRR* MRPAQLRDFSRR* ATTTCATGGT GAGCCCAAAC 0  0 0 0 0 0

2506 1622 ao AN1572.1 55.m03104 AO070339000262 0 -140 -105 ATGGATGCTGATCACCAACCACATCGTAAGCCCTAA ATGGATGCTGATCACCAACCACATCGTAAG
CCCTAA

MDADHQPHRKP* MDADHQPHRKP* TTTCCCGCAA TGCAAACTGA 0  0 0 0 0 0

2507 1622 ao AN1572.1 55.m03104 AO070339000262 0 -136 -95 ATGCTGATCACCAACCACATCGTAAGCCCTAATGCAAACT
GA

ATGCTGATCACCAACCACATCGTAAGCCCTA
ATGCAAACTGA

MLITNHIVSPNAN* MLITNHIVSPNAN* CCGCAAATGG AAAATTAGTC 0  0 0 0 0 0

2508 1622 ao AN1572.1 55.m03104 AO070339000262 0 -105 -79 ATGCAAACTGAAAAATTAGTCGCTTAG ATGCAAACTGAAAAATTAGTCGCTTAG MQTEKLVA* MQTEKLVA* GTAAGCCCTA CCTAACTCAA 0  0 0 0 0 0
2509 1623 af AN7541.1 58.m07272 AO070340000242 0 -115 -77 ATGAGTCTCTATCAATCCAAGAACCGTAGATATAAATAA ATGAGTCTCTATCAATCCAAGAACCGTAGATATAAA

TAA
MSLYQSKNRRYK* MSLYQSKNRRYK* AGTGCCGAGG GACCCCTGCC 0  0 0 0 0 0

2510 1623 ao AN7541.1 58.m07272 AO070340000242 0 -188 -147 ATGATGACCCTGGCCATTGAGCGACAAATGGTTTCGAGTT
GA

ATGATGACCCTGGCCATTGAGCGACAAATG
GTTTCGAGTTGA

MMTLAIERQMVSS* MMTLAIERQMVSS* TTTCGATAGA TATGGCACTG 0  0 0 0 0 0

2511 1623 ao AN7541.1 58.m07272 AO070340000242 0 -185 -147 ATGACCCTGGCCATTGAGCGACAAATGGTTTCGAGTTGA ATGACCCTGGCCATTGAGCGACAAATGGTT
TCGAGTTGA

MTLAIERQMVSS* MTLAIERQMVSS* CGATAGAATG TATGGCACTG 0  0 0 0 0 0

2512 1623 ao AN7541.1 58.m07272 AO070340000242 0 -161 -147 ATGGTTTCGAGTTGA ATGGTTTCGAGTTGA MVSS* MVSS* TGAGCGACAA TATGGCACTG 0  0 0 0 0 0
2513 1623 ao AN7541.1 58.m07272 AO070340000242 0 -145 -110 ATGGCACTGAATGCCGAAGTATACCCTGTTGGCTAG ATGGCACTGAATGCCGAAGTATACCCTGTT

GGCTAG
MALNAEVYPVG* MALNAEVYPVG* TCGAGTTGAT CATCGGTAGT 0  0 0 0 0 0

2514 1623 ao AN7541.1 58.m07272 AO070340000242 0 -64 -11 ATGTTGTATACCAGGGTACTACTCCAGACTCGAATACAGT
CATTCACACACTAA

ATGTTGTATACCAGGGTACTACTCCAGACTC
GAATACAGTCATTCACACACTAA

MLYTRVLLQTRIQSFTH* MLYTRVLLQTRIQSF
TH*

TCTTCCCAAG ACCAGCCACC 0  0 0 0 0 0

2516 1624 af AN3576.1 58.m07374 AO070342000173 0 -148 -104 ATGCCGCCTTGCGTACGTATGCAGGAGACACGCAGCATC
ATGTAG

ATGCCGCCTTGCGTACGTATGCAGGAGACACGCA
GCATCATGTAG

MPPCVRMQETRSIM* MPPCVRMQETRSIM
*

CTGCCATCAT ACACATCACG 0 R 0 MG04806.1 0 0 0

2517 1624 af AN3576.1 58.m07374 AO070342000173 0 -130 -104 ATGCAGGAGACACGCAGCATCATGTAG ATGCAGGAGACACGCAGCATCATGTAG MQETRSIM* MQETRSIM* TTGCGTACGT ACACATCACG 0 R 0 MG04806.1 0 0 0
2515 1624 an AN3576.1 58.m07374 AO070342000173 0 -205 -29 ATGACGCGGCGCACGCTATTCTGCCGACCATCGATTCTCA

CCGCCCTAGGTAAAGACACGCAACGCAACAGCATCGTCT
CAAACCTCTCACTCTCGATAGCGAGGGCAGCGGCTGTTG
CCACGAACGGGAAAAAGCACGAAATTGACACACGACCTTA
TCTGATATCTTGTCACTAA

ATGACGCGGCGCACGCTATTCTGCCGACCATCG
ATTCTCACCGCCCTAGGTAAAGACACGCAACGCA
ACAGCATCGTCTCAAACCTCTCACTCTCGATAGC
GAGGGCAGCGGCTGTTGCCACGAACGGGAAAA
AGCACGAAATTGACACACGACCTTATCTGATATC
TTGTCACTAA

MTRRTLFCRPSILTALGK
DTQRNSIVSNLSLSIARAA
AVATNGKKHEIDTRPYLIS
CH*

MTRRTLFCRPSILTALGK
DTQRNSIVSNLSLSIARA
AAVATNGKKHEIDTRPY
LISCH*

CGCTTCGACC GCGGGCTCTT 0 R 0 MG04806.1 0 0 0

2518 1624 ao AN3576.1 58.m07374 AO070342000173 0 -146 -78 ATGGAGACACGCAACATCATCGCATTCATTCCGCCCTGTC
GACTATTCTTCCTGAGAAGAGCCAAGTAA

ATGGAGACACGCAACATCATCGCATTCATTC
CGCCCTGTCGACTATTCTTCCTGAGAAGAG
CCAAGTAA

METRNIIAFIPPCRLFFLR
RAK*

METRNIIAFIPPCRLF
FLRRAK*

CCGCCCTGTC GCGTATATGC 0 R 0 MG04806.1 0 0 0

2519 1624 ao AN3576.1 58.m07374 AO070342000173 0 -71 -27 ATGCTCCTGTCTTTGTCGCTAGCTTTCTTGCTTGCCCTGTA
TTAG

ATGCTCCTGTCTTTGTCGCTAGCTTTCTTGC
TTGCCCTGTATTAG

MLLSLSLAFLLALY* MLLSLSLAFLLALY* GTAAGCGTAT ATACTAAGGT 0 R 0 MG04806.1 0 0 0

2520 1627 an AN9498.1 69.m15234 AO070188000007 0 -167 -144 ATGGTGGGATACTGGTCGGAATAG ATGGTGGGATACTGGTCGGAATAG MVGYWSE* MVGYWSE* TTTCCCCTCA ATAGCTTATC 0 R 0 0 0 0 0
2521 1627 ao AN9498.1 69.m15234 AO070188000007 0 -208 -182 ATGGCGGGGCAAGGATGGAGGGGATAA ATGGCGGGGCAAGGATGGAGGGGATAA MAGQGWRG* MAGQGWRG* ATTCTTGACA CAATGGAATG 0 R 0 0 0 0 0
2522 1627 ao AN9498.1 69.m15234 AO070188000007 0 -194 -162 ATGGAGGGGATAACAATGGAATGTGATGCCTGA ATGGAGGGGATAACAATGGAATGTGATGCC

TGA
MEGITMECDA* MEGITMECDA* CGGGGCAAGG GGCTAAAGAC 0 R 0 0 0 0 0

2523 1627 ao AN9498.1 69.m15234 AO070188000007 0 -179 -162 ATGGAATGTGATGCCTGA ATGGAATGTGATGCCTGA MECDA* MECDA* GGGGATAACA GGCTAAAGAC 0 R 0 0 0 0 0
2524 1627 ao AN9498.1 69.m15234 AO070188000007 0 -169 -149 ATGCCTGAGGCTAAAGACTGA ATGCCTGAGGCTAAAGACTGA MPEAKD* MPEAKD* ATGGAATGTG TATGACCGAG 0 R 0 0 0 0 0
2525 1627 ao AN9498.1 69.m15234 AO070188000007 0 -147 -61 ATGACCGAGCCAATCGGTGAACGGGTTATCGTCCCGCTC

CGAAGCCTATCTCATTATAAGCTGCGGGAACGGCAGCGG
TGTAGTTGA

ATGACCGAGCCAATCGGTGAACGGGTTATC
GTCCCGCTCCGAAGCCTATCTCATTATAAGC
TGCGGGAACGGCAGCGGTGTAGTTGA

MTEPIGERVIVPLRSLSHY
KLRERQRCS*

MTEPIGERVIVPLRS
LSHYKLRERQRCS*

AAAGACTGAT TCTACTAACA 0 R 0 0 0 0 0

2526 1628 an AN1394.1 70.m14828 AO070233000008 0 -248 -237 ATGCCGAATTAG ATGCCGAATTAG MPN* MPN* GAGAGGCGCT GATTAGAATC 0 DTZ 0 0 0 0 0
2527 1628 an AN1394.1 70.m14828 AO070233000008 0 -186 -133 ATGGCTGCTCTCTCCCTCTCGATCGATACCAGACCAGCTC

GATTTTTTGGGTGA
ATGGCTGCTCTCTCCCTCTCGATCGATACCAGAC
CAGCTCGATTTTTTGGGTGA

MAALSLSIDTRPARFFG* MAALSLSIDTRPARFFG* GGGGTCTATC AGTCTCGATC 0 DTZ 0 0 0 0 0

2528 1628 ao AN1394.1 70.m14828 AO070233000008 0 -179 -141 ATGGTCTGCATCTCTCCATCTCTAGCAACTTGGGGATAG ATGGTCTGCATCTCTCCATCTCTAGCAACTT
GGGGATAG

MVCISPSLATWG* MVCISPSLATWG* CATACCAGTG CAAACTTATC 0 DTZ 0 0 0 0 0

2530 1629 af AN5770.1 69.m14828 AO070249000008 0 -195 -163 ATGTATCATAGGTGGATTGTGGACAGATCATAG ATGTATCATAGGTGGATTGTGGACAGATCATAG MYHRWIVDRS* MYHRWIVDRS* CCGCCTTTCG TTTACCAAAA 0 O 0 0 0 0 0
2531 1629 af AN5770.1 69.m14828 AO070249000008 0 -136 -23 ATGTGTGACGCTCATTCCACCATTTCTCAAACTTTTTGTGC

AGGACTTGTTATCCTGAGGAGAGTCAAGTCTAGACTTCTA
TTTGATTCTTTGTTCGGGCCATTGCGGCATTGA

ATGTGTGACGCTCATTCCACCATTTCTCAAACTTTT
TGTGCAGGACTTGTTATCCTGAGGAGAGTCAAGTC
TAGACTTCTATTTGATTCTTTGTTCGGGCCATTGCG
GCATTGA

MCDAHSTISQTFCAGLVI
LRRVKSRLLFDSLFGPLR
H*

MCDAHSTISQTFCA
GLVILRRVKSRLLFD
SLFGPLRH*

ACTCTAATTC CCGCTTCCCC 0 O 0 0 0 0 0

2529 1629 an AN5770.1 69.m14828 AO070249000008 0 -117 -106 ATGATGGAATAA ATGATGGAATAA MME* MME* GTCAGCGCTG TACTCTTGGG 0 O 0 0 0 0 0
2532 1629 ao AN5770.1 69.m14828 AO070249000008 0 -204 -154 ATGACAGATCATAGCTTAGGTTATTTGCCTGAGAATGATAG

GGTAACATAG
ATGACAGATCATAGCTTAGGTTATTTGCCTG
AGAATGATAGGGTAACATAG

MTDHSLGYLPENDRVT* MTDHSLGYLPENDR
VT*

TTGGTGCCTG TCGAATAGGA 0 O 0 0 0 0 0

2533 1629 ao AN5770.1 69.m14828 AO070249000008 0 -170 -159 ATGATAGGGTAA ATGATAGGGTAA MIG* MIG* TTGCCTGAGA CATAGTCGAA 0 O 0 0 0 0 0
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2534 1631 af AN0410.1 54.m06664 AO070294000082 0 -185 -165 ATGATATTCAAGCAGGTCTAA ATGATATTCAAGCAGGTCTAA MIFKQV* MIFKQV* CGGACGATTC TCTCTTTTCC 0 TR 0 0 0 0 0
2535 1632 ao AN1991.1 58.m07600 AO070301000081 0 -214 -89 ATGTCTATCGTGGCCCGTTTCACTCTTCCACAACTCAGGT

GCCTGTCTTCCTCGCTGCCTGCTGTCCGTACTTTGGCCTT
TCTAATCGTTCATCTTACACCCAAAGTGCGTTTGTCTTTTC
AATAG

ATGTCTATCGTGGCCCGTTTCACTCTTCCAC
AACTCAGGTGCCTGTCTTCCTCGCTGCCTG
CTGTCCGTACTTTGGCCTTTCTAATCGTTCA
TCTTACACCCAAAGTGCGTTTGTCTTTTCAAT
AG

MSIVARFTLPQLRCLSSS
LPAVRTLAFLIVHLTPKVR
LSFQ*

MSIVARFTLPQLRCL
SSSLPAVRTLAFLIV
HLTPKVRLSFQ*

ACTTACATTT CCAACCCAGG 0 S 0 0 0 0 0

2540 1634 af AN3759.1 65.m07497 AO070309000045 0 -226 -203 ATGCAAGCGAGATGTGTCGAATGA ATGCAAGCGAGATGTGTCGAATGA MQARCVE* MQARCVE* CAAAGGAATC TGCTCCTCGA 0 O 0 0 0 0 0
2541 1634 af AN3759.1 65.m07497 AO070309000045 0 -215 -144 ATGTGTCGAATGATGCTCCTCGACTTCTCCGTCTTTAACCC

TCAGTTTGATTTACGTCTCTCTAGAATATAA
ATGTGTCGAATGATGCTCCTCGACTTCTCCGTCTTT
AACCCTCAGTTTGATTTACGTCTCTCTAGAATATAA

MCRMMLLDFSVFNPQFD
LRLSRI*

MCRMMLLDFSVFN
PQFDLRLSRI*

TGCAAGCGAG CTCTTCGATA 0 O 0 0 0 0 0

2542 1634 af AN3759.1 65.m07497 AO070309000045 0 -206 -144 ATGATGCTCCTCGACTTCTCCGTCTTTAACCCTCAGTTTGA
TTTACGTCTCTCTAGAATATAA

ATGATGCTCCTCGACTTCTCCGTCTTTAACCCTCAG
TTTGATTTACGTCTCTCTAGAATATAA

MMLLDFSVFNPQFDLRL
SRI*

MMLLDFSVFNPQFD
LRLSRI*

GATGTGTCGA CTCTTCGATA 0 O 0 0 0 0 0

2543 1634 af AN3759.1 65.m07497 AO070309000045 0 -203 -144 ATGCTCCTCGACTTCTCCGTCTTTAACCCTCAGTTTGATTT
ACGTCTCTCTAGAATATAA

ATGCTCCTCGACTTCTCCGTCTTTAACCCTCAGTTT
GATTTACGTCTCTCTAGAATATAA

MLLDFSVFNPQFDLRLSR
I*

MLLDFSVFNPQFDL
RLSRI*

GTGTCGAATG CTCTTCGATA 0 O 0 0 0 0 0

2536 1634 an AN3759.1 65.m07497 AO070309000045 0 -203 -189 ATGCAAGGAAGATGA ATGCAAGGAAGATGA MQGR* MQGR* CACCTTGCTC ACCGTGCCGT 0 O 0 0 0 0 0
2537 1634 an AN3759.1 65.m07497 AO070309000045 0 -192 -136 ATGAACCGTGCCGTCTTGCTCAGCACAACTTCTTTGTCGC

TCATTGAACACTATTAA
ATGAACCGTGCCGTCTTGCTCAGCACAACTTCTT
TGTCGCTCATTGAACACTATTAA

MNRAVLLSTTSLSLIEHY* MNRAVLLSTTSLSLIEHY
*

TGCAAGGAAG CTCTGGTTCC 0 O 0 0 0 0 0

2538 1634 an AN3759.1 65.m07497 AO070309000045 0 -105 -85 ATGTATATCGTATCGCTCTAA ATGTATATCGTATCGCTCTAA MYIVSL* MYIVSL* TTAACCTTCT TAGCACTCGC 0 O 0 0 0 0 0
2545 1635 af AN6894.1 71.m16019 AO070314000028 0 -299 -261 ATGCCGGGTACAGCTGTTCGACAAAAGGCAAATACATAA ATGCCGGGTACAGCTGTTCGACAAAAGGCAAATAC

ATAA
MPGTAVRQKANT* MPGTAVRQKANT* TCCAAATTCC TAGCAGCGCG 0 O FG05403.1 0 NCU00181.1 0 0

2546 1635 af AN6894.1 71.m16019 AO070314000028 0 -178 -161 ATGGAGATGATCTCCTAA ATGGAGATGATCTCCTAA MEMIS* MEMIS* CTTAGTTAAA ATACTCCGTA 0 O FG05403.1 0 NCU00181.1 0 0

2547 1635 af AN6894.1 71.m16019 AO070314000028 0 -172 -161 ATGATCTCCTAA ATGATCTCCTAA MIS* MIS* TAAAATGGAG ATACTCCGTA 0 O FG05403.1 0 NCU00181.1 0 0

2544 1635 an AN6894.1 71.m16019 AO070314000028 0 -127 -107 ATGTGCCTGAGGCATAAATAA ATGTGCCTGAGGCATAAATAA MCLRHK* MCLRHK* TAGTGCCTTT CTAATCCGTA 0 O FG05403.1 0 NCU00181.1 0 0

2549 1635 ao AN6894.1 71.m16019 AO070314000028 0 -188 -129 ATGCCCATGTCAGTCCGTATGTTCAATAAGGTAGATCATTC
TATCCTCCAGATGGATTAA

ATGCCCATGTCAGTCCGTATGTTCAATAAGG
TAGATCATTCTATCCTCCAGATGGATTAA

MPMSVRMFNKVDHSILQ
MD*

MPMSVRMFNKVDH
SILQMD*

CTAGCAGCCG TTCTAGTCTA 0 O FG05403.1 0 NCU00181.1 0 0

2550 1635 ao AN6894.1 71.m16019 AO070314000028 0 -182 -129 ATGTCAGTCCGTATGTTCAATAAGGTAGATCATTCTATCCT
CCAGATGGATTAA

ATGTCAGTCCGTATGTTCAATAAGGTAGATC
ATTCTATCCTCCAGATGGATTAA

MSVRMFNKVDHSILQMD
*

MSVRMFNKVDHSIL
QMD*

GCCGATGCCC TTCTAGTCTA 0 O FG05403.1 0 NCU00181.1 0 0

2551 1635 ao AN6894.1 71.m16019 AO070314000028 0 -170 -129 ATGTTCAATAAGGTAGATCATTCTATCCTCCAGATGGATTA
A

ATGTTCAATAAGGTAGATCATTCTATCCTCC
AGATGGATTAA

MFNKVDHSILQMD* MFNKVDHSILQMD* GTCAGTCCGT TTCTAGTCTA 0 O FG05403.1 0 NCU00181.1 0 0

2552 1635 ao AN6894.1 71.m16019 AO070314000028 0 -93 -16 ATGCCGGAGCAATACATCATGTCTTGCGGCGCGGCCAGC
GGTCGCATTTACGAAGATTCGGTCAGAATATCAACATAA

ATGCCGGAGCAATACATCATGTCTTGCGGC
GCGGCCAGCGGTCGCATTTACGAAGATTCG
GTCAGAATATCAACATAA

MPEQYIMSCGAASGRIYE
DSVRIST*

MPEQYIMSCGAASG
RIYEDSVRIST*

CTTCGCATCT AACTTCATCG 0 O FG05403.1 0 NCU00181.1 0 0

2553 1635 ao AN6894.1 71.m16019 AO070314000028 0 -75 -16 ATGTCTTGCGGCGCGGCCAGCGGTCGCATTTACGAAGAT
TCGGTCAGAATATCAACATAA

ATGTCTTGCGGCGCGGCCAGCGGTCGCAT
TTACGAAGATTCGGTCAGAATATCAACATAA

MSCGAASGRIYEDSVRIS
T*

MSCGAASGRIYEDS
VRIST*

GCAATACATC AACTTCATCG 0 O FG05403.1 0 NCU00181.1 0 0

2554 1636 ao AN0902.1 70.m15511 AO070320000074 0 -270 -220 ATGGGCATGACCTGTCATACTGTCAACTCAAGAAGATCCC
TGCACTATTAA

ATGGGCATGACCTGTCATACTGTCAACTCAA
GAAGATCCCTGCACTATTAA

MGMTCHTVNSRRSLHY* MGMTCHTVNSRRS
LHY*

AACTTGGACA CCTTGTCATA 0  0 0 0 0 0

2555 1636 ao AN0902.1 70.m15511 AO070320000074 0 -264 -220 ATGACCTGTCATACTGTCAACTCAAGAAGATCCCTGCACT
ATTAA

ATGACCTGTCATACTGTCAACTCAAGAAGAT
CCCTGCACTATTAA

MTCHTVNSRRSLHY* MTCHTVNSRRSLHY
*

GACAATGGGC CCTTGTCATA 0  0 0 0 0 0

2556 1636 ao AN0902.1 70.m15511 AO070320000074 0 -139 -44 ATGTACTCTCGGCATCTCGCATGGGTTACCGATTCGAGCC
GAACATCCACACCCCTTACTTTAAGACCATACCATATCATC
CACACAACTGTGTAA

ATGTACTCTCGGCATCTCGCATGGGTTACC
GATTCGAGCCGAACATCCACACCCCTTACTT
TAAGACCATACCATATCATCCACACAACTGT
GTAA

MYSRHLAWVTDSSRTST
PLTLRPYHIIHTTV*

MYSRHLAWVTDSS
RTSTPLTLRPYHIIHT
TV*

AGACACACTA CTTGCCCCGT 0  0 0 0 0 0

2558 1639 af AN4702.1 71.m15684 AO070329000178 0 -175 -125 ATGATCAGTTTTCTGCGGTTCGGACGGTTGAACTGTTCGC
CAACAGCTTGA

ATGATCAGTTTTCTGCGGTTCGGACGGTTGAACTG
TTCGCCAACAGCTTGA

MISFLRFGRLNCSPTA* MISFLRFGRLNCSP
TA*

CTCTTCGGTG CTTGACTTGC 0  FG02810.1 0 0 0 0

2557 1639 an AN4702.1 71.m15684 AO070329000178 0 -145 -119 ATGATCTGTATCGCTCGCATCGAGTGA ATGATCTGTATCGCTCGCATCGAGTGA MICIARIE* MICIARIE* CGGGTCGAGG GCTCTTTCTC 0  FG02810.1 0 0 0 0
2559 1639 ao AN4702.1 71.m15684 AO070329000178 0 -193 -170 ATGATGATCCTGTTAAACGATTAA ATGATGATCCTGTTAAACGATTAA MMILLND* MMILLND* GCTTGTTTCG ACTGCTCGCA 0  FG02810.1 0 0 0 0
2560 1639 ao AN4702.1 71.m15684 AO070329000178 0 -190 -170 ATGATCCTGTTAAACGATTAA ATGATCCTGTTAAACGATTAA MILLND* MILLND* TGTTTCGATG ACTGCTCGCA 0  FG02810.1 0 0 0 0
2561 1639 ao AN4702.1 71.m15684 AO070329000178 0 -125 -114 ATGTGTTTCTAA ATGTGTTTCTAA MCF* MCF* GAATCTCTGG GCCGAGAGAG 0  FG02810.1 0 0 0 0
2566 1640 af AN7401.1 69.m15499 AO070333000099 0 -75 -40 ATGGAATTTTTTTTTGCGATTGACTGGACTAGATAA ATGGAATTTTTTTTTGCGATTGACTGGACTAGATAA MEFFFAIDWTR* MEFFFAIDWTR* GACCTAAGCA CTATTCTTCT 0 G FG06445.1 0 NCU04997.1 0 0

2562 1640 an AN7401.1 69.m15499 AO070333000099 0 -226 -134 ATGTGCTTGTCCCTTGTCATTCCAAGAGATGCGAGACCCT
CCCGTGCAGAACCACGGAGGATGGCTCCGGGCCGGATA
CAGACCTCAGATTGA

ATGTGCTTGTCCCTTGTCATTCCAAGAGATGCGA
GACCCTCCCGTGCAGAACCACGGAGGATGGCTC
CGGGCCGGATACAGACCTCAGATTGA

MCLSLVIPRDARPSRAEP
RRMAPGRIQTSD*

MCLSLVIPRDARPSRAE
PRRMAPGRIQTSD*

TCCCCTAGCA ATCATTTATC 0 G FG06445.1 0 NCU04997.1 0 0

2563 1640 an AN7401.1 69.m15499 AO070333000099 0 -198 -73 ATGCGAGACCCTCCCGTGCAGAACCACGGAGGATGGCTC
CGGGCCGGATACAGACCTCAGATTGAATCATTTATCCGAA
TTGCCGTAATATGTTGGGGGGTTGAAGTGGTATATGAGCA
GCTCTGA

ATGCGAGACCCTCCCGTGCAGAACCACGGAGGA
TGGCTCCGGGCCGGATACAGACCTCAGATTGAA
TCATTTATCCGAATTGCCGTAATATGTTGGGGGG
TTGAAGTGGTATATGAGCAGCTCTGA

MRDPPVQNHGGWLRAG
YRPQIESFIRIAVICWGVE
VVYEQL*

MRDPPVQNHGGWLRA
GYRPQIESFIRIAVICWG
VEVVYEQL*

ATTCCAAGAG TCTCCCTCAA 0 G FG06445.1 0 NCU04997.1 0 0

2564 1640 an AN7401.1 69.m15499 AO070333000099 0 -166 -134 ATGGCTCCGGGCCGGATACAGACCTCAGATTGA ATGGCTCCGGGCCGGATACAGACCTCAGATTGA MAPGRIQTSD* MAPGRIQTSD* ACCACGGAGG ATCATTTATC 0 G FG06445.1 0 NCU04997.1 0 0

2565 1640 an AN7401.1 69.m15499 AO070333000099 0 -109 -95 ATGTTGGGGGGTTGA ATGTTGGGGGGTTGA MLGG* MLGG* TTGCCGTAAT AGTGGTATAT 0 G FG06445.1 0 NCU04997.1 0 0

2567 1643 an AN3065.1 59.m08933 AO070337000007 0 -273 -121 ATGGACTGCAGCTTTGAGCCTCTGCTAGTGTTCGCGTTTG
TTGGCTTGTTATCGTCGAAGCCCAATTTATTCTCTATTCAG
CTTTTATATATTGTCGCCTACTGTTCCTTTGTATTCTTTGCT
TCGTCTCCTTCTGACCCACCTGAAAGATAG

ATGGACTGCAGCTTTGAGCCTCTGCTAGTGTTCG
CGTTTGTTGGCTTGTTATCGTCGAAGCCCAATTT
ATTCTCTATTCAGCTTTTATATATTGTCGCCTACT
GTTCCTTTGTATTCTTTGCTTCGTCTCCTTCTGAC
CCACCTGAAAGATAG

MDCSFEPLLVFAFVGLLS
SKPNLFSIQLLYIVAYCSF
VFFASSPSDPPER*

MDCSFEPLLVFAFVGLL
SSKPNLFSIQLLYIVAYC
SFVFFASSPSDPPER*

CCCTGTGCCT GATAGTGCGA 0 T 0 0 0 0 0

2571 1648 af AN1433.1 55.m02939 AO070232000013 0 -253 -221 ATGGCTATTATGTGGCTTAGCTTACCAACTTGA ATGGCTATTATGTGGCTTAGCTTACCAACTTGA MAIMWLSLPT* MAIMWLSLPT* AACGCCGAGA GATTACTCCC 0 R FG03601.1 MG10414.1 0 0 0
2572 1648 af AN1433.1 55.m02939 AO070232000013 0 -244 -221 ATGTGGCTTAGCTTACCAACTTGA ATGTGGCTTAGCTTACCAACTTGA MWLSLPT* MWLSLPT* AATGGCTATT GATTACTCCC 0 R FG03601.1 MG10414.1 0 0 0
2573 1648 af AN1433.1 55.m02939 AO070232000013 0 -193 -83 ATGTTGGTTCCGGATCGTCTGTTGGACTCCTGTTGGAGGA

GGTCCCTGAACCTGAGCCCGGAGTCTCGTGCTCGCGACA
GTTGTCCTCGGTGTAGGGTATCACTTAAATAG

ATGTTGGTTCCGGATCGTCTGTTGGACTCCTGTTG
GAGGAGGTCCCTGAACCTGAGCCCGGAGTCTCGT
GCTCGCGACAGTTGTCCTCGGTGTAGGGTATCACT
TAAATAG

MLVPDRLLDSCWRRSLN
LSPESRARDSCPRCRVS
LK*

MLVPDRLLDSCWR
RSLNLSPESRARDS
CPRCRVSLK*

ACTGGGAAAG TGTTTGATCA 0 R FG03601.1 MG10414.1 0 0 0

2568 1648 an AN1433.1 55.m02939 AO070232000013 0 -252 -229 ATGCCAATATGCGGCCTGAGCTAG ATGCCAATATGCGGCCTGAGCTAG MPICGLS* MPICGLS* GTTGGTCTAC GGATGGGGCT 0 R FG03601.1 MG10414.1 0 0 0
2569 1648 an AN1433.1 55.m02939 AO070232000013 0 -159 -94 ATGCTGAAGTATTGGGGCATAAGCTGCCGAACTCCGCGG

CAGGCTTGTTGCATGCTTTTCTTCTAG
ATGCTGAAGTATTGGGGCATAAGCTGCCGAACTC
CGCGGCAGGCTTGTTGCATGCTTTTCTTCTAG

MLKYWGISCRTPRQACC
MLFF*

MLKYWGISCRTPRQAC
CMLFF*

CGAACAATGC ACTCTTTTAA 0 R FG03601.1 MG10414.1 0 0 0

2570 1648 an AN1433.1 55.m02939 AO070232000013 0 -108 -94 ATGCTTTTCTTCTAG ATGCTTTTCTTCTAG MLFF* MLFF* GGCTTGTTGC ACTCTTTTAA 0 R FG03601.1 MG10414.1 0 0 0
2574 1648 ao AN1433.1 55.m02939 AO070232000013 0 -107 -57 ATGTTAAAAAGACAGGCAGAGCCTACCAGTAACTGTGTTT

CCTGGATTTAG
ATGTTAAAAAGACAGGCAGAGCCTACCAGT
AACTGTGTTTCCTGGATTTAG

MLKRQAEPTSNCVSWI* MLKRQAEPTSNCVS
WI*

TGCAGCGGGA GCTCCCTATT 0 R FG03601.1 MG10414.1 0 0 0

2578 1651 af AN1827.1 58.m07672 AO070292000070 0 -212 -147 ATGCTTCGAGTCAAAATTGGTAGGAAAGAGACTCATAAAA
GGCATGGACCTTGCCGATGGGAGTAA

ATGCTTCGAGTCAAAATTGGTAGGAAAGAGACTCA
TAAAAGGCATGGACCTTGCCGATGGGAGTAA

MLRVKIGRKETHKRHGP
CRWE*

MLRVKIGRKETHKR
HGPCRWE*

GATGATCTAC GTACTTCATA 0 G 0 0 0 0 0

2579 1651 af AN1827.1 58.m07672 AO070292000070 0 -169 -29 ATGGACCTTGCCGATGGGAGTAAGTACTTCATATCAAACT
TCCCAACGACTAATACAGGTCCCGGCAATTCGTTCCTTTC
TGTTTACTTCTTCATTTGTCTTTCCTTCCATTGGGCTTGTAG
TCCCAGATTCACTCGTTAA

ATGGACCTTGCCGATGGGAGTAAGTACTTCATATC
AAACTTCCCAACGACTAATACAGGTCCCGGCAATT
CGTTCCTTTCTGTTTACTTCTTCATTTGTCTTTCCTT
CCATTGGGCTTGTAGTCCCAGATTCACTCGTTAA

MDLADGSKYFISNFPTTN
TGPGNSFLSVYFFICLSF
HWACSPRFTR*

MDLADGSKYFISNF
PTTNTGPGNSFLSV
YFFICLSFHWACSP
RFTR*

CATAAAAGGC TCTGCTTAAT 0 G 0 0 0 0 0

2580 1651 af AN1827.1 58.m07672 AO070292000070 0 -156 -10 ATGGGAGTAAGTACTTCATATCAAACTTCCCAACGACTAAT
ACAGGTCCCGGCAATTCGTTCCTTTCTGTTTACTTCTTCAT
TTGTCTTTCCTTCCATTGGGCTTGTAGTCCCAGATTCACTC
GTTAATCTGCTTAATTCTCAATAA

ATGGGAGTAAGTACTTCATATCAAACTTCCCAACGA
CTAATACAGGTCCCGGCAATTCGTTCCTTTCTGTTT
ACTTCTTCATTTGTCTTTCCTTCCATTGGGCTTGTA
GTCCCAGATTCACTCGTTAATCTGCTTAATTCTCAA
TAA

MGVSTSYQTSQRLIQVPA
IRSFLFTSSFVFPSIGLVV
PDSLVNLLNSQ*

MGVSTSYQTSQRLI
QVPAIRSFLFTSSFV
FPSIGLVVPDSLVNL
LNSQ*

GACCTTGCCG CGAGATATCA 0 G 0 0 0 0 0

2575 1651 an AN1827.1 58.m07672 AO070292000070 0 -242 -150 ATGCTGGTAACATGCCTCCCTGAATGCCTGGGCCCATACC
CTAAAGCGCCTGATAAAAGGTGCAACAGAGCCGCTGTTAA
CGGAGGAACTTGA

ATGCTGGTAACATGCCTCCCTGAATGCCTGGGC
CCATACCCTAAAGCGCCTGATAAAAGGTGCAACA
GAGCCGCTGTTAACGGAGGAACTTGA

MLVTCLPECLGPYPKAPD
KRCNRAAVNGGT*

MLVTCLPECLGPYPKAP
DKRCNRAAVNGGT*

CCCCTGAGGC GCAGAGGCGA 0 G 0 0 0 0 0

2576 1651 an AN1827.1 58.m07672 AO070292000070 0 -231 -220 ATGCCTCCCTGA ATGCCTCCCTGA MPP* MPP* TGCTGGTAAC ATGCCTGGGC 0 G 0 0 0 0 0
2577 1651 an AN1827.1 58.m07672 AO070292000070 0 -219 -199 ATGCCTGGGCCCATACCCTAA ATGCCTGGGCCCATACCCTAA MPGPIP* MPGPIP* GCCTCCCTGA AGCGCCTGAT 0 G 0 0 0 0 0
2581 1651 ao AN1827.1 58.m07672 AO070292000070 0 -231 -217 ATGTCATCCGGATGA ATGTCATCCGGATGA MSSG* MSSG* CGATGGGTTA TAAAAAGGTC 0 G 0 0 0 0 0
2582 1651 ao AN1827.1 58.m07672 AO070292000070 0 -220 -119 ATGATAAAAAGGTCAACCATGTCCAACCGTCTCGTGGTGG

AGGAAACGAGAAGTCGCAAGGCCAGATTAGAAGTCTTTCT
TTCAGATACTTTCCTTAATTGA

ATGATAAAAAGGTCAACCATGTCCAACCGTC
TCGTGGTGGAGGAAACGAGAAGTCGCAAG
GCCAGATTAGAAGTCTTTCTTTCAGATACTTT
CCTTAATTGA

MIKRSTMSNRLVVEETRS
RKARLEVFLSDTFLN*

MIKRSTMSNRLVVE
ETRSRKARLEVFLS
DTFLN*

TGTCATCCGG TATTTATTGC 0 G 0 0 0 0 0

2583 1651 ao AN1827.1 58.m07672 AO070292000070 0 -202 -119 ATGTCCAACCGTCTCGTGGTGGAGGAAACGAGAAGTCGC
AAGGCCAGATTAGAAGTCTTTCTTTCAGATACTTTCCTTAA
TTGA

ATGTCCAACCGTCTCGTGGTGGAGGAAACG
AGAAGTCGCAAGGCCAGATTAGAAGTCTTT
CTTTCAGATACTTTCCTTAATTGA

MSNRLVVEETRSRKARL
EVFLSDTFLN*

MSNRLVVEETRSRK
ARLEVFLSDTFLN*

AAGGTCAACC TATTTATTGC 0 G 0 0 0 0 0

2585 1652 af AN2272.1 71.m15917 AO070295000048 0 -210 -160 ATGGGGCAACTGGCCGCCGGCCGCCGATCTTACTCGATG
GGCTCGGAGTAA

ATGGGGCAACTGGCCGCCGGCCGCCGATCTTACT
CGATGGGCTCGGAGTAA

MGQLAAGRRSYSMGSE* MGQLAAGRRSYSM
GSE*

GACCGCCTGG ACTGAACCTT 0 G FG06932.1 MG06270.1 NCU00414.1 0 0

2586 1652 af AN2272.1 71.m15917 AO070295000048 0 -174 -160 ATGGGCTCGGAGTAA ATGGGCTCGGAGTAA MGSE* MGSE* ATCTTACTCG ACTGAACCTT 0 G FG06932.1 MG06270.1 NCU00414.1 0 0

2584 1652 an AN2272.1 71.m15917 AO070295000048 0 -207 -145 ATGAAATATTGCGGCCTGGAGTTTCAGGTGTTCATCTGCT
GCCCCTCCATAGTAATTCTTTAG

ATGAAATATTGCGGCCTGGAGTTTCAGGTGTTCA
TCTGCTGCCCCTCCATAGTAATTCTTTAG

MKYCGLEFQVFICCPSIVI
L*

MKYCGLEFQVFICCPSIV
IL*

GCTGCACCGG GCCGGGCGAC 0 G FG06932.1 MG06270.1 NCU00414.1 0 0
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2587 1652 ao AN2272.1 71.m15917 AO070295000048 0 -200 -12 ATGATCCGGATCTTCTTTCTGTTGCTGCCCCTCCGGACCA
TCATCCCTCCCCCACCTTTTCTTGCATTCTCACCCTCACCT
TCTCCTCTTCTTCCTCCTCTCAGAGATTTTCTTTTCTTGACA
TTTTCCCTTCCTCTCCACACGTCCCTTCTCGCTCGTCCTTT
CTTTACAGGCACTTTCTCTAGTTGA

ATGATCCGGATCTTCTTTCTGTTGCTGCCCC
TCCGGACCATCATCCCTCCCCCACCTTTTCT
TGCATTCTCACCCTCACCTTCTCCTCTTCTT
CCTCCTCTCAGAGATTTTCTTTTCTTGACATT
TTCCCTTCCTCTCCACACGTCCCTTCTCGCT
CGTCCTTTCTTTACAGGCACTTTCTCTAGTT
GA

MIRIFFLLLPLRTIIPPPPFL
AFSPSPSPLLPPLRDFLF
LTFSLPLHTSLLARPFFTG
TFSS*

MIRIFFLLLPLRTIIPP
PPFLAFSPSPSPLLP
PLRDFLFLTFSLPLH
TSLLARPFFTGTFSS
*

GGTACGGCAT AATAAACGAC 0 G FG06932.1 MG06270.1 NCU00414.1 0 0

2588 1659 af AN3620.1 58.m07407 AO070342000132 0 -167 -144 ATGTACTGTAAATCGGAAAGTTGA ATGTACTGTAAATCGGAAAGTTGA MYCKSES* MYCKSES* CCGTCTTTCT AAGCCAAAAG 0 DL FG00281.1 MG03676.1 0 0 0
2590 1659 ao AN3620.1 58.m07407 AO070342000132 0 -145 -125 ATGTACCATATACCCAGTTAA ATGTACCATATACCCAGTTAA MYHIPS* MYHIPS* GATCTTTTCA GAGAGAAGCA 0 DL FG00281.1 MG03676.1 0 0 0
2592 1663 af AN3408.1 66.m04620 AO070281000045 0 -185 -171 ATGGATCAGAGATAA ATGGATCAGAGATAA MDQR* MDQR* GCCTGATTGA GACCGGGCCC 0 E 0 0 0 0 0
2591 1663 an AN3408.1 66.m04620 AO070281000045 0 -98 -3 ATGGTGCGACTCGCCTCCGTCGCGGCTGCCTTTTTTACCT

TCTGCGACAAGTCAAGCCCATTCTGTCCGACGAGGATTTC
CCTTGCCGTCCTCTAA

ATGGTGCGACTCGCCTCCGTCGCGGCTGCCTTT
TTTACCTTCTGCGACAAGTCAAGCCCATTCTGTC
CGACGAGGATTTCCCTTGCCGTCCTCTAA

MVRLASVAAAFFTFCDKS
SPFCPTRISLAVL*

MVRLASVAAAFFTFCDK
SSPFCPTRISLAVL*

TGAGTATAAT TCATGGCTGC 0 E 0 0 0 0 0

2593 1663 ao AN3408.1 66.m04620 AO070281000045 0 -185 -123 ATGATAAGACCGGTCCCGCATCGGATCCCAGACCAGGCT
TTCCCACTAGGAACGGGAATATAA

ATGATAAGACCGGTCCCGCATCGGATCCCA
GACCAGGCTTTCCCACTAGGAACGGGAATA
TAA

MIRPVPHRIPDQAFPLGT
GI*

MIRPVPHRIPDQAFP
LGTGI*

GTCGCTTCGA GGTGGCTCTC 0 E 0 0 0 0 0

2594 1664 af AN4687.1 71.m15670 AO070284000042 0 -218 -117 ATGAAGCTGGAGTCCGGGGACTTCATCGTCATGCCCTTCT
TTTTCTTCCCCATCATCAACCTGCGGTCTTTCCCTTCTCAA
AATTACTTCCCACCTTTTTGA

ATGAAGCTGGAGTCCGGGGACTTCATCGTCATGC
CCTTCTTTTTCTTCCCCATCATCAACCTGCGGTCTT
TCCCTTCTCAAAATTACTTCCCACCTTTTTGA

MKLESGDFIVMPFFFFPII
NLRSFPSQNYFPPF*

MKLESGDFIVMPFF
FFPIINLRSFPSQNY
FPPF*

TCCGCAGCCG GGACATTGTC 0 EI 0 MG02541.1 0 0 0

2595 1664 af AN4687.1 71.m15670 AO070284000042 0 -188 -117 ATGCCCTTCTTTTTCTTCCCCATCATCAACCTGCGGTCTTT
CCCTTCTCAAAATTACTTCCCACCTTTTTGA

ATGCCCTTCTTTTTCTTCCCCATCATCAACCTGCGG
TCTTTCCCTTCTCAAAATTACTTCCCACCTTTTTGA

MPFFFFPIINLRSFPSQNY
FPPF*

MPFFFFPIINLRSFP
SQNYFPPF*

CTTCATCGTC GGACATTGTC 0 EI 0 MG02541.1 0 0 0

2604 1669 af AN1986.1 58.m07593 AO070301000073 0 -256 -233 ATGAGTAAAAATAAACCTGGATGA ATGAGTAAAAATAAACCTGGATGA MSKNKPG* MSKNKPG* TGCTACCACA GAGTCATCAG 0 P 0 0 0 0 0
2605 1669 af AN1986.1 58.m07593 AO070301000073 0 -236 -183 ATGAGAGTCATCAGCTGCTTGAAGAACATGGAGGTACGGA

GGAAAGAGAATTGA
ATGAGAGTCATCAGCTGCTTGAAGAACATGGAGGT
ACGGAGGAAAGAGAATTGA

MRVISCLKNMEVRRKEN* MRVISCLKNMEVRR
KEN*

ATAAACCTGG AGTACGGAGT 0 P 0 0 0 0 0

2606 1669 af AN1986.1 58.m07593 AO070301000073 0 -209 -183 ATGGAGGTACGGAGGAAAGAGAATTGA ATGGAGGTACGGAGGAAAGAGAATTGA MEVRRKEN* MEVRRKEN* CTTGAAGAAC AGTACGGAGT 0 P 0 0 0 0 0
2607 1669 af AN1986.1 58.m07593 AO070301000073 0 -135 -88 ATGACATATGACGCGCATCTTCGTTTCTCCTCCGCATTTCA

TCCGTAA
ATGACATATGACGCGCATCTTCGTTTCTCCTCCGC
ATTTCATCCGTAA

MTYDAHLRFSSAFHP* MTYDAHLRFSSAFH
P*

AGGAAAGACT CCTTCTCCAT 0 P 0 0 0 0 0

2608 1669 af AN1986.1 58.m07593 AO070301000073 0 -128 -33 ATGACGCGCATCTTCGTTTCTCCTCCGCATTTCATCCGTAA
CCTTCTCCATCCTTCATCTGTTCGGCACTCACGCATCCCC
TTTATAGTCGATTGA

ATGACGCGCATCTTCGTTTCTCCTCCGCATTTCATC
CGTAACCTTCTCCATCCTTCATCTGTTCGGCACTCA
CGCATCCCCTTTATAGTCGATTGA

MTRIFVSPPHFIRNLLHPS
SVRHSRIPFIVD*

MTRIFVSPPHFIRNL
LHPSSVRHSRIPFIV
D*

ACTATGACAT AGGTCAGCTG 0 P 0 0 0 0 0

2601 1669 an AN1986.1 58.m07593 AO070301000073 0 -196 -134 ATGAGTAGAACAAAAAGGCTTGGCGCGATCGACGATGATT
TCATGCTCTTTTTAGTGCCGTGA

ATGAGTAGAACAAAAAGGCTTGGCGCGATCGAC
GATGATTTCATGCTCTTTTTAGTGCCGTGA

MSRTKRLGAIDDDFMLFL
VP*

MSRTKRLGAIDDDFMLF
LVP*

CACTATACCT TGCCATCGAT 0 P 0 0 0 0 0

2602 1669 an AN1986.1 58.m07593 AO070301000073 0 -162 -142 ATGATTTCATGCTCTTTTTAG ATGATTTCATGCTCTTTTTAG MISCSF* MISCSF* GCGATCGACG TGCCGTGATG 0 P 0 0 0 0 0
2603 1669 an AN1986.1 58.m07593 AO070301000073 0 -154 -134 ATGCTCTTTTTAGTGCCGTGA ATGCTCTTTTTAGTGCCGTGA MLFLVP* MLFLVP* CGATGATTTC TGCCATCGAT 0 P 0 0 0 0 0
2609 1669 ao AN1986.1 58.m07593 AO070301000073 0 -197 -186 ATGCCGTTGTAA ATGCCGTTGTAA MPL* MPL* TTGTCTAATA TTGGTGATGG 0 P 0 0 0 0 0
2610 1669 ao AN1986.1 58.m07593 AO070301000073 0 -179 -54 ATGGAATTAAATGCGGAGAAAGTCACGCCGAATGGAGTTA

AGCTCCAAATAAGCTATGATGCCATCCATTTCCTTTACCTC
CACTTTTCTCTGCTCTTGCACCTCCCAGCGTCCCTCTTCG
AATGA

ATGGAATTAAATGCGGAGAAAGTCACGCCG
AATGGAGTTAAGCTCCAAATAAGCTATGATG
CCATCCATTTCCTTTACCTCCACTTTTCTCTG
CTCTTGCACCTCCCAGCGTCCCTCTTCGAAT
GA

MELNAEKVTPNGVKLQIS
YDAIHFLYLHFSLLLHLPA
SLFE*

MELNAEKVTPNGVK
LQISYDAIHFLYLHFS
LLLHLPASLFE*

GTAATTGGTG TATCCATCTC 0 P 0 0 0 0 0

2611 1669 ao AN1986.1 58.m07593 AO070301000073 0 -169 -128 ATGCGGAGAAAGTCACGCCGAATGGAGTTAAGCTCCAAAT
AA

ATGCGGAGAAAGTCACGCCGAATGGAGTTA
AGCTCCAAATAA

MRRKSRRMELSSK* MRRKSRRMELSSK* ATGGAATTAA GCTATGATGC 0 P 0 0 0 0 0

2612 1669 ao AN1986.1 58.m07593 AO070301000073 0 -148 -128 ATGGAGTTAAGCTCCAAATAA ATGGAGTTAAGCTCCAAATAA MELSSK* MELSSK* GTCACGCCGA GCTATGATGC 0 P 0 0 0 0 0
2614 1671 af AN6626.1 62.m03217 AO070315000108 0 -103 -92 ATGCAAAAATAG ATGCAAAAATAG MQK* MQK* GTGCTGACCT AGCCAAGCCT 0 R 0 0 0 0 0
2615 1671 ao AN6626.1 62.m03217 AO070315000108 0 -189 -172 ATGAAGCAAAACCCTTGA ATGAAGCAAAACCCTTGA MKQNP* MKQNP* AAATCAGTAA AACAAAAAAC 0 R 0 0 0 0 0
2617 1674 an AN2598.1 70.m15706 AO070330000106 0 -203 -150 ATGAGCTCTGATCCTGTACCCCTCACCCCGAAGGCCATGA

TCAGTCTCATTTAA
ATGAGCTCTGATCCTGTACCCCTCACCCCGAAG
GCCATGATCAGTCTCATTTAA

MSSDPVPLTPKAMISLI* MSSDPVPLTPKAMISLI* TATCTTGCTC GCATACATTA 0 E 0 0 0 0 0

2618 1674 an AN2598.1 70.m15706 AO070330000106 0 -167 -150 ATGATCAGTCTCATTTAA ATGATCAGTCTCATTTAA MISLI* MISLI* CCCGAAGGCC GCATACATTA 0 E 0 0 0 0 0
2619 1675 an AN3308.1 52.m03702 AO070330000181 0 -166 -152 ATGTTCCCTTCGTAA ATGTTCCCTTCGTAA MFPS* MFPS* TTTCTCTGGG CTTAGCATTG 0 G 0 0 0 0 0
2621 1677 ao AN2869.1 59.m08714 AO070338000153 0 -228 -109 ATGACACCTTCCCCTTTTAGATCGCATGACACTGTTCTTTT

TTCATGTCGTCTGCTTCTCCCCCGCACTTTTTCCTTCTTAA
ACCCTTTCTCTCCCCCTATTCCCATCTCCTCCCTTTGA

ATGACACCTTCCCCTTTTAGATCGCATGACA
CTGTTCTTTTTTCATGTCGTCTGCTTCTCCCC
CGCACTTTTTCCTTCTTAAACCCTTTCTCTCC
CCCTATTCCCATCTCCTCCCTTTGA

MTPSPFRSHDTVLFSCRL
LLPRTFSFLNPFSPPIPIS
SL*

MTPSPFRSHDTVLF
SCRLLLPRTFSFLNP
FSPPIPISSL*

CAGGTCTTCC AAAGTACTGC 0 R 0 0 0 0 0

2622 1677 ao AN2869.1 59.m08714 AO070338000153 0 -203 -147 ATGACACTGTTCTTTTTTCATGTCGTCTGCTTCTCCCCCGC
ACTTTTTCCTTCTTAA

ATGACACTGTTCTTTTTTCATGTCGTCTGCTT
CTCCCCCGCACTTTTTCCTTCTTAA

MTLFFFHVVCFSPALFPS
*

MTLFFFHVVCFSPA
LFPS*

TTTAGATCGC ACCCTTTCTC 0 R 0 0 0 0 0

2629 1679 af AN1923.1 69.m14941 AO070341000112 0 -448 -215 ATGACCTGGCAGCTTAGGCTCGCATCTCGCATGCGGCCA
TCTCCGTTGGTGTTGGGACGTTCAGTTTCCCGGCCGACTA
TTCGGTCACCGCGCCATCAGGCTTTCTGCTGGGCGGTAG
GGCTACCCGCGGGGGTCTCTAGCCCCAGGACCTCTCCAG
GTATGTTCCGGTTTGCTTTCGGGAGACTCTCCCTAGCTCC
GTTTGGCCCCGAAAATCGTCCGATCAGCCAACCATGA

ATGACCTGGCAGCTTAGGCTCGCATCTCGCATGC
GGCCATCTCCGTTGGTGTTGGGACGTTCAGTTTCC
CGGCCGACTATTCGGTCACCGCGCCATCAGGCTT
TCTGCTGGGCGGTAGGGCTACCCGCGGGGGTCT
CTAGCCCCAGGACCTCTCCAGGTATGTTCCGGTTT
GCTTTCGGGAGACTCTCCCTAGCTCCGTTTGGCCC
CGAAAATCGTCCGATCAGCCAACCATGA

MTWQLRLASRMRPSPLV
LGRSVSRPTIRSPRHQAF
CWAVGLPAGVSSPRTSP
GMFRFAFGRLSLAPFGP
ENRPISQP*

MTWQLRLASRMRP
SPLVLGRSVSRPTIR
SPRHQAFCWAVGL
PAGVSSPRTSPGMF
RFAFGRLSLAPFGP
ENRPISQP*

GAAGCGCAGT ACCATCATTG 0 E 0 0 0 0 0

2630 1679 af AN1923.1 69.m14941 AO070341000112 0 -418 -215 ATGCGGCCATCTCCGTTGGTGTTGGGACGTTCAGTTTCCC
GGCCGACTATTCGGTCACCGCGCCATCAGGCTTTCTGCT
GGGCGGTAGGGCTACCCGCGGGGGTCTCTAGCCCCAGG
ACCTCTCCAGGTATGTTCCGGTTTGCTTTCGGGAGACTCT
CCCTAGCTCCGTTTGGCCCCGAAAATCGTCCGATCAGCCA
ACCATGA

ATGCGGCCATCTCCGTTGGTGTTGGGACGTTCAGT
TTCCCGGCCGACTATTCGGTCACCGCGCCATCAG
GCTTTCTGCTGGGCGGTAGGGCTACCCGCGGGG
GTCTCTAGCCCCAGGACCTCTCCAGGTATGTTCCG
GTTTGCTTTCGGGAGACTCTCCCTAGCTCCGTTTG
GCCCCGAAAATCGTCCGATCAGCCAACCATGA

MRPSPLVLGRSVSRPTIR
SPRHQAFCWAVGLPAGV
SSPRTSPGMFRFAFGRL
SLAPFGPENRPISQP*

MRPSPLVLGRSVSR
PTIRSPRHQAFCWA
VGLPAGVSSPRTSP
GMFRFAFGRLSLAP
FGPENRPISQP*

CGCATCTCGC ACCATCATTG 0 E 0 0 0 0 0

2631 1679 af AN1923.1 69.m14941 AO070341000112 0 -289 -215 ATGTTCCGGTTTGCTTTCGGGAGACTCTCCCTAGCTCCGT
TTGGCCCCGAAAATCGTCCGATCAGCCAACCATGA

ATGTTCCGGTTTGCTTTCGGGAGACTCTCCCTAGC
TCCGTTTGGCCCCGAAAATCGTCCGATCAGCCAAC
CATGA

MFRFAFGRLSLAPFGPE
NRPISQP*

MFRFAFGRLSLAPF
GPENRPISQP*

CTCTCCAGGT ACCATCATTG 0 E 0 0 0 0 0

2632 1679 af AN1923.1 69.m14941 AO070341000112 0 -218 -180 ATGAACCATCATTGGATGCTGTTCTTTATGAGGCAATAA ATGAACCATCATTGGATGCTGTTCTTTATGAGGCAA
TAA

MNHHWMLFFMRQ* MNHHWMLFFMRQ* TCAGCCAACC ATGTATGGTC 0 E 0 0 0 0 0

2633 1679 af AN1923.1 69.m14941 AO070341000112 0 -203 -180 ATGCTGTTCTTTATGAGGCAATAA ATGCTGTTCTTTATGAGGCAATAA MLFFMRQ* MLFFMRQ* CCATCATTGG ATGTATGGTC 0 E 0 0 0 0 0
2634 1679 af AN1923.1 69.m14941 AO070341000112 0 -191 -180 ATGAGGCAATAA ATGAGGCAATAA MRQ* MRQ* GCTGTTCTTT ATGTATGGTC 0 E 0 0 0 0 0
2635 1679 af AN1923.1 69.m14941 AO070341000112 0 -179 -87 ATGTATGGTCTGGCACTTGGCATACGGCCACGTCCTTTCC

CCTCATCTCGTGACAAATGCGTCTCTTTTACTCCGTACCCA
CCCCACCTTTGA

ATGTATGGTCTGGCACTTGGCATACGGCCACGTCC
TTTCCCCTCATCTCGTGACAAATGCGTCTCTTTTAC
TCCGTACCCACCCCACCTTTGA

MYGLALGIRPRPFPSSRD
KCVSFTPYPPHL*

MYGLALGIRPRPFP
SSRDKCVSFTPYPP
HL*

GAGGCAATAA GTCAATCGTT 0 E 0 0 0 0 0

2636 1679 af AN1923.1 69.m14941 AO070341000112 0 -175 -59 ATGGTCTGGCACTTGGCATACGGCCACGTCCTTTCCCCTC
ATCTCGTGACAAATGCGTCTCTTTTACTCCGTACCCACCC
CACCTTTGAGTCAATCGTTCGGTTCTCAGGTACATAA

ATGGTCTGGCACTTGGCATACGGCCACGTCCTTTC
CCCTCATCTCGTGACAAATGCGTCTCTTTTACTCCG
TACCCACCCCACCTTTGAGTCAATCGTTCGGTTCT
CAGGTACATAA

MVWHLAYGHVLSPHLVT
NASLLLRTHPTFESIVRFS
GT*

MVWHLAYGHVLSP
HLVTNASLLLRTHPT
FESIVRFSGT*

CAATAAATGT TGCATGACTT 0 E 0 0 0 0 0

2637 1679 af AN1923.1 69.m14941 AO070341000112 0 -123 -52 ATGCGTCTCTTTTACTCCGTACCCACCCCACCTTTGAGTCA
ATCGTTCGGTTCTCAGGTACATAATGCATGA

ATGCGTCTCTTTTACTCCGTACCCACCCCACCTTTG
AGTCAATCGTTCGGTTCTCAGGTACATAATGCATGA

MRLFYSVPTPPLSQSFGS
QVHNA*

MRLFYSVPTPPLSQ
SFGSQVHNA*

CTCGTGACAA CTTGATCTCG 0 E 0 0 0 0 0

2623 1679 an AN1923.1 69.m14941 AO070341000112 0 -469 -158 ATGACCTGGCAAGGGATCGCAACCCATGTGCGGACACCG
CTGCGGCGGGCAGTGACTTTCCAGCCGAATAATGCTCGG
CTCGCGCGACAGAGCCAGATTTATCAGTCTCGTTCGTTCT
CTCGAGCAGCGTTAGCCGCGGGAAGATCGAGTGTGTTGT
CGGGTAAGTGGCCTCGGGAACCCCCGAGAGAGCCTGCG
AGTCTCCAAGTCCGCCTTCCTGATGGCTCCGATCTCCATC
TGCATTATTGCCAGATCGGTGCCAGCCGGCCTGGGCAGA
GTCCACACCTCGTGACATCCCTGATGAGTGATTTATAA

ATGACCTGGCAAGGGATCGCAACCCATGTGCGG
ACACCGCTGCGGCGGGCAGTGACTTTCCAGCCG
AATAATGCTCGGCTCGCGCGACAGAGCCAGATT
TATCAGTCTCGTTCGTTCTCTCGAGCAGCGTTAG
CCGCGGGAAGATCGAGTGTGTTGTCGGGTAAGT
GGCCTCGGGAACCCCCGAGAGAGCCTGCGAGT
CTCCAAGTCCGCCTTCCTGATGGCTCCGATCTCC
ATCTGCATTATTGCCAGATCGGTGCCAGCCGGC
CTGGGCAGAGTCCACACCTCGTGACATCCCTGA
TGAGTGATTTATAA

MTWQGIATHVRTPLRRA
VTFQPNNARLARQSQIY
QSRSFSRAALAAGRSSV
LSGKWPREPPREPASLQ
VRLPDGSDLHLHYCQIGA
SRPGQSPHLVTSLMSDL*

MTWQGIATHVRTPLRR
AVTFQPNNARLARQSQI
YQSRSFSRAALAAGRSS
VLSGKWPREPPREPAS
LQVRLPDGSDLHLHYC
QIGASRPGQSPHLVTSL
MSDL*

AGTCGACAGA AATCAAAAGC 0 E 0 0 0 0 0

2626 1679 an AN1923.1 69.m14941 AO070341000112 0 -252 -181 ATGGCTCCGATCTCCATCTGCATTATTGCCAGATCGGTGC
CAGCCGGCCTGGGCAGAGTCCACACCTCGTGA

ATGGCTCCGATCTCCATCTGCATTATTGCCAGAT
CGGTGCCAGCCGGCCTGGGCAGAGTCCACACC
TCGTGA

MAPISICIIARSVPAGLGR
VHTS*

MAPISICIIARSVPAGLGR
VHTS*

CGCCTTCCTG CATCCCTGAT 0 E 0 0 0 0 0

2627 1679 an AN1923.1 69.m14941 AO070341000112 0 -172 -158 ATGAGTGATTTATAA ATGAGTGATTTATAA MSDL* MSDL* GACATCCCTG AATCAAAAGC 0 E 0 0 0 0 0
2628 1679 an AN1923.1 69.m14941 AO070341000112 0 -103 -68 ATGGGACCATTTGCCCGACTACATGGCCTGACCTGA ATGGGACCATTTGCCCGACTACATGGCCTGACCT

GA
MGPFARLHGLT* MGPFARLHGLT* CGGTCTACCA GATTTATACC 0 E 0 0 0 0 0

2638 1679 ao AN1923.1 69.m14941 AO070341000112 0 -416 -30 ATGACCTGGCAGTTAAGACTCGTGCGGGCATCTCCGCTA
CGATGCTCACTTTCCCGGCCGAATGGTCCGTGGCATATCC
CGCGGGCGTCTTCCAGCAGCACAAGGTTCCCCGCCGGG
GCTTTTAGGCCTTCTTCAGGTATGTGTTTCGGAAATCTCTC
GTTCGGTCCCATGGGGCCGATCCTTCTACACCTGTTCATT
GGATGCCACATCTGTTTAGTCACTTTCCTGGTCTGTATTTT
TGAACTGTCACCCGCTCAAAAGCAAAGATATCCCCCTCAC
CCCGTGACATGCATGGTCATTCCTTCCCCTCATGGGGGTC
GCCATTTAAATATCCAATGGATGCTCCATCCGGGCGAGCG
CTCGACTCCATCAAAGCAAGACAACTGA

ATGACCTGGCAGTTAAGACTCGTGCGGGCA
TCTCCGCTACGATGCTCACTTTCCCGGCCG
AATGGTCCGTGGCATATCCCGCGGGCGTCT
TCCAGCAGCACAAGGTTCCCCGCCGGGGC
TTTTAGGCCTTCTTCAGGTATGTGTTTCGGA
AATCTCTCGTTCGGTCCCATGGGGCCGATC
CTTCTACACCTGTTCATTGGATGCCACATCT
GTTTAGTCACTTTCCTGGTCTGTATTTTTGAA
CTGTCACCCGCTCAAAAGCAAAGATATCCC
CCTCACCCCGTGACATGCATGGTCATTCCTT
CCCCTCATGGGGGTCGCCATTTAAATATCC
AATGGATGCTCCATCCGGGCGAGCGCTCG
ACTCCATCAAAGCAAGACAACTGA

MTWQLRLVRASPLRCSL
SRPNGPWHIPRASSSST
RFPAGAFRPSSGMCFGN
LSFGPMGPILLHLFIGCHI
CLVTFLVCIFELSPAQKQ
RYPPHPVTCMVIPSPHG
GRHLNIQWMLHPGERST
PSKQDN*

MTWQLRLVRASPL
RCSLSRPNGPWHIP
RASSSSTRFPAGAF
RPSSGMCFGNLSF
GPMGPILLHLFIGCH
ICLVTFLVCIFELSPA
QKQRYPPHPVTCM
VIPSPHGGRHLNIQ
WMLHPGERSTPSK
QDN*

CCTCAGCATC CCCCTCTCGA 0 E 0 0 0 0 0
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2640 1679 ao AN1923.1 69.m14941 AO070341000112 0 -355 -200 ATGGTCCGTGGCATATCCCGCGGGCGTCTTCCAGCAGCA
CAAGGTTCCCCGCCGGGGCTTTTAGGCCTTCTTCAGGTAT
GTGTTTCGGAAATCTCTCGTTCGGTCCCATGGGGCCGATC
CTTCTACACCTGTTCATTGGATGCCACATCTGTTTAG

ATGGTCCGTGGCATATCCCGCGGGCGTCTT
CCAGCAGCACAAGGTTCCCCGCCGGGGCT
TTTAGGCCTTCTTCAGGTATGTGTTTCGGAA
ATCTCTCGTTCGGTCCCATGGGGCCGATCC
TTCTACACCTGTTCATTGGATGCCACATCTG
TTTAG

MVRGISRGRLPAAQGSP
PGLLGLLQVCVSEISRSV
PWGRSFYTCSLDATSV*

MVRGISRGRLPAAQ
GSPPGLLGLLQVCV
SEISRSVPWGRSFY
TCSLDATSV*

TCCCGGCCGA TCACTTTCCT 0 E 0 0 0 0 0

2641 1679 ao AN1923.1 69.m14941 AO070341000112 0 -278 -30 ATGTGTTTCGGAAATCTCTCGTTCGGTCCCATGGGGCCGA
TCCTTCTACACCTGTTCATTGGATGCCACATCTGTTTAGTC
ACTTTCCTGGTCTGTATTTTTGAACTGTCACCCGCTCAAAA
GCAAAGATATCCCCCTCACCCCGTGACATGCATGGTCATT
CCTTCCCCTCATGGGGGTCGCCATTTAAATATCCAATGGA
TGCTCCATCCGGGCGAGCGCTCGACTCCATCAAAGCAAG
ACAACTGA

ATGTGTTTCGGAAATCTCTCGTTCGGTCCCA
TGGGGCCGATCCTTCTACACCTGTTCATTG
GATGCCACATCTGTTTAGTCACTTTCCTGGT
CTGTATTTTTGAACTGTCACCCGCTCAAAAG
CAAAGATATCCCCCTCACCCCGTGACATGC
ATGGTCATTCCTTCCCCTCATGGGGGTCGC
CATTTAAATATCCAATGGATGCTCCATCCGG
GCGAGCGCTCGACTCCATCAAAGCAAGACA
ACTGA

MCFGNLSFGPMGPILLHL
FIGCHICLVTFLVCIFELSP
AQKQRYPPHPVTCMVIP
SPHGGRHLNIQWMLHPG
ERSTPSKQDN*

MCFGNLSFGPMGPI
LLHLFIGCHICLVTFL
VCIFELSPAQKQRY
PPHPVTCMVIPSPH
GGRHLNIQWMLHP
GERSTPSKQDN*

TTCTTCAGGT CCCCTCTCGA 0 E 0 0 0 0 0

2642 1679 ao AN1923.1 69.m14941 AO070341000112 0 -248 -30 ATGGGGCCGATCCTTCTACACCTGTTCATTGGATGCCACA
TCTGTTTAGTCACTTTCCTGGTCTGTATTTTTGAACTGTCAC
CCGCTCAAAAGCAAAGATATCCCCCTCACCCCGTGACATG
CATGGTCATTCCTTCCCCTCATGGGGGTCGCCATTTAAAT
ATCCAATGGATGCTCCATCCGGGCGAGCGCTCGACTCCA
TCAAAGCAAGACAACTGA

ATGGGGCCGATCCTTCTACACCTGTTCATTG
GATGCCACATCTGTTTAGTCACTTTCCTGGT
CTGTATTTTTGAACTGTCACCCGCTCAAAAG
CAAAGATATCCCCCTCACCCCGTGACATGC
ATGGTCATTCCTTCCCCTCATGGGGGTCGC
CATTTAAATATCCAATGGATGCTCCATCCGG
GCGAGCGCTCGACTCCATCAAAGCAAGACA
ACTGA

MGPILLHLFIGCHICLVTFL
VCIFELSPAQKQRYPPHP
VTCMVIPSPHGGRHLNIQ
WMLHPGERSTPSKQDN*

MGPILLHLFIGCHICL
VTFLVCIFELSPAQK
QRYPPHPVTCMVIP
SPHGGRHLNIQWM
LHPGERSTPSKQDN
*

GTTCGGTCCC CCCCTCTCGA 0 E 0 0 0 0 0

2643 1679 ao AN1923.1 69.m14941 AO070341000112 0 -216 -175 ATGCCACATCTGTTTAGTCACTTTCCTGGTCTGTATTTTTG
A

ATGCCACATCTGTTTAGTCACTTTCCTGGTC
TGTATTTTTGA

MPHLFSHFPGLYF* MPHLFSHFPGLYF* TGTTCATTGG ACTGTCACCC 0 E 0 0 0 0 0

2644 1679 ao AN1923.1 69.m14941 AO070341000112 0 -125 -30 ATGGTCATTCCTTCCCCTCATGGGGGTCGCCATTTAAATAT
CCAATGGATGCTCCATCCGGGCGAGCGCTCGACTCCATC
AAAGCAAGACAACTGA

ATGGTCATTCCTTCCCCTCATGGGGGTCGC
CATTTAAATATCCAATGGATGCTCCATCCGG
GCGAGCGCTCGACTCCATCAAAGCAAGACA
ACTGA

MVIPSPHGGRHLNIQWM
LHPGERSTPSKQDN*

MVIPSPHGGRHLNI
QWMLHPGERSTPS
KQDN*

CGTGACATGC CCCCTCTCGA 0 E 0 0 0 0 0

2645 1679 ao AN1923.1 69.m14941 AO070341000112 0 -106 -89 ATGGGGGTCGCCATTTAA ATGGGGGTCGCCATTTAA MGVAI* MGVAI* CCTTCCCCTC ATATCCAATG 0 E 0 0 0 0 0
2648 1680 af AN3720.1 69.m15726 AO070341000352 0 -239 -141 ATGATACCTTGGATTCGTTTTCACATTTGTCTGAAGCGTAA

CCCTGCTTGTTGGTACGCGGATTGCCCTGAGTCATTGATC
CCCCCGCCCCTCGCTTGA

ATGATACCTTGGATTCGTTTTCACATTTGTCTGAAG
CGTAACCCTGCTTGTTGGTACGCGGATTGCCCTGA
GTCATTGATCCCCCCGCCCCTCGCTTGA

MIPWIRFHICLKRNPACW
YADCPESLIPPPLA*

MIPWIRFHICLKRNP
ACWYADCPESLIPP
PLA*

GCATCTGCCT ACAGGTGCTG 0 U 0 0 0 0 0

2647 1680 an AN3720.1 69.m15726 AO070341000352 0 -159 -139 ATGCCTTCCCTCTTATCGTGA ATGCCTTCCCTCTTATCGTGA MPSLLS* MPSLLS* TTAGTTGCAG CCGAAGCATT 0 U 0 0 0 0 0
2649 1680 ao AN3720.1 69.m15726 AO070341000352 0 -211 -179 ATGGTTGGACCGTTAACGAATTTTGGCTGTTAG ATGGTTGGACCGTTAACGAATTTTGGCTGTT

AG
MVGPLTNFGC* MVGPLTNFGC* CTCAATTTAT TACGCAGATT 0 U 0 0 0 0 0

2652 1683 af AN6912.1 71.m15220 AO070219000017 0 -219 -202 ATGAGAAGAGAAGGTTGA ATGAGAAGAGAAGGTTGA MRREG* MRREG* GGAGGATCAA AGAAGATCTG 0  0 0 0 0 0
2653 1683 af AN6912.1 71.m15220 AO070219000017 0 -180 -76 ATGGGACAAGGAGTCTTACGCCAGCTCGCGTCAGCCTCT

GTAAAAGAAACCGCGGGCTGCGGTTGCGGTCTCTGTTGG
CCACCGGAGCTTTTCTTCTATCGATAA

ATGGGACAAGGAGTCTTACGCCAGCTCGCGTCAG
CCTCTGTAAAAGAAACCGCGGGCTGCGGTTGCGG
TCTCTGTTGGCCACCGGAGCTTTTCTTCTATCGATA
A

MGQGVLRQLASASVKET
AGCGCGLCWPPELFFYR
*

MGQGVLRQLASAS
VKETAGCGCGLCW
PPELFFYR*

TGCATCTGCT GCGGCTTCTC 0  0 0 0 0 0

2650 1683 an AN6912.1 71.m15220 AO070219000017 0 -216 -112 ATGAAGAGTTATAAGACGACGCATAGAGACAGCGATGCTG
GAGCACAGGCAACTACAGAAAACGTTGTATGGAGGAGGA
AGCACCTGCAGATCGCCTGCATGTAA

ATGAAGAGTTATAAGACGACGCATAGAGACAGC
GATGCTGGAGCACAGGCAACTACAGAAAACGTT
GTATGGAGGAGGAAGCACCTGCAGATCGCCTGC
ATGTAA

MKSYKTTHRDSDAGAQA
TTENVVWRRKHLQIACM*

MKSYKTTHRDSDAGAQ
ATTENVVWRRKHLQIAC
M*

TTCATGGCTG GCGCCCCAGT 0  0 0 0 0 0

2651 1683 an AN6912.1 71.m15220 AO070219000017 0 -182 -72 ATGCTGGAGCACAGGCAACTACAGAAAACGTTGTATGGAG
GAGGAAGCACCTGCAGATCGCCTGCATGTAAGCGCCCCA
GTTGCGCTTCTGGCCGGTGTAGTCTCCCGTAA

ATGCTGGAGCACAGGCAACTACAGAAAACGTTGT
ATGGAGGAGGAAGCACCTGCAGATCGCCTGCAT
GTAAGCGCCCCAGTTGCGCTTCTGGCCGGTGTA
GTCTCCCGTAA

MLEHRQLQKTLYGGGST
CRSPACKRPSCASGRCS
LP*

MLEHRQLQKTLYGGGS
TCRSPACKRPSCASGR
CSLP*

AGAGACAGCG CCGTGTTTTA 0  0 0 0 0 0

2654 1683 ao AN6912.1 71.m15220 AO070219000017 0 -210 -199 ATGGACGGGTAA ATGGACGGGTAA MDG* MDG* TCGAATACTC AAGAATGAAA 0  0 0 0 0 0
2655 1683 ao AN6912.1 71.m15220 AO070219000017 0 -194 -159 ATGAAAATGAGTTTGTATATCTTAAGTATAGATTGA ATGAAAATGAGTTTGTATATCTTAAGTATAGA

TTGA
MKMSLYILSID* MKMSLYILSID* GGGTAAAAGA TGATATTTGG 0  0 0 0 0 0

2656 1683 ao AN6912.1 71.m15220 AO070219000017 0 -188 -159 ATGAGTTTGTATATCTTAAGTATAGATTGA ATGAGTTTGTATATCTTAAGTATAGATTGA MSLYILSID* MSLYILSID* AAGAATGAAA TGATATTTGG 0  0 0 0 0 0

2657 1683 ao AN6912.1 71.m15220 AO070219000017 0 -159 -31 ATGATATTTGGACTGTTTGCCTGTCGGAGTTTAATAAGCGT
CTCGGGCTTCACTTTTGGTTTCTGTGGCTACCCGGACTCG
TTATCGATAGCGACTATTGTCTCCACTGAAAATATTCTACG
GCTGTGA

ATGATATTTGGACTGTTTGCCTGTCGGAGTT
TAATAAGCGTCTCGGGCTTCACTTTTGGTTT
CTGTGGCTACCCGGACTCGTTATCGATAGC
GACTATTGTCTCCACTGAAAATATTCTACGG
CTGTGA

MIFGLFACRSLISVSGFTF
GFCGYPDSLSIATIVSTEN
ILRL*

MIFGLFACRSLISVS
GFTFGFCGYPDSLS
IATIVSTENILRL*

GTATAGATTG TAAAACACAA 0  0 0 0 0 0

2658 1685 af AN8755.1 62.m03322 AO070250000017 0 -233 -210 ATGCGGAAAGAGGAAGACAAATAG ATGCGGAAAGAGGAAGACAAATAG MRKEEDK* MRKEEDK* AACCTGCGAA GCGACATCGG 0 C 0 MG02616.1 0 0 0
2659 1685 af AN8755.1 62.m03322 AO070250000017 0 -142 -104 ATGGCGAGGGACGCTGGCAATCTCTCCCAAAAGGCTTAA ATGGCGAGGGACGCTGGCAATCTCTCCCAAAAGG

CTTAA
MARDAGNLSQKA* MARDAGNLSQKA* GATCGGTCCA GCTCCCCAGG 0 C 0 MG02616.1 0 0 0

2661 1685 ao AN8755.1 62.m03322 AO070250000017 0 -208 -143 ATGGGACGGCGGGGAAACGGGAACCCCAGACCGACCGA
GGTTGGCGGGTCGGCCCATTTAATTTAG

ATGGGACGGCGGGGAAACGGGAACCCCAG
ACCGACCGAGGTTGGCGGGTCGGCCCATT
TAATTTAG

MGRRGNGNPRPTEVGG
SAHLI*

MGRRGNGNPRPTE
VGGSAHLI*

CTTCAATTGG TCATTAACGC 0 C 0 MG02616.1 0 0 0

2662 1688 an AN2531.1 59.m08446 AO070300000119 0 -218 -18 ATGAATCCAAGGAATGAACCCAACTACGGTTGCTTAGAAA
TCCCAATCGGCCAGCGAGTCAGCCAAGAACACAGACTGT
TGCTTACAGTCTTAAGTGCCAGCTCAGACCTCCTTTCCTTC
TCAATCCTTCAAAAGAAAAAATCTCCGGCGTCAACGTCCAT
TCGTCCAATGGGCGATTTCTCCAGATTATTGAATATTTGA

ATGAATCCAAGGAATGAACCCAACTACGGTTGCT
TAGAAATCCCAATCGGCCAGCGAGTCAGCCAAG
AACACAGACTGTTGCTTACAGTCTTAAGTGCCAG
CTCAGACCTCCTTTCCTTCTCAATCCTTCAAAAGA
AAAAATCTCCGGCGTCAACGTCCATTCGTCCAAT
GGGCGATTTCTCCAGATTATTGAATATTTGA

MNPRNEPNYGCLEIPIGQ
RVSQEHRLLLTVLSASSD
LLSFSILQKKKSPASTSIR
PMGDFSRLLNI*

MNPRNEPNYGCLEIPIG
QRVSQEHRLLLTVLSAS
SDLLSFSILQKKKSPAST
SIRPMGDFSRLLNI*

GGCTTATCTG AAATTCATAC 0 R 0 MG07444.1 0 0 0

2663 1688 an AN2531.1 59.m08446 AO070300000119 0 -205 -182 ATGAACCCAACTACGGTTGCTTAG ATGAACCCAACTACGGTTGCTTAG MNPTTVA* MNPTTVA* AATCCAAGGA AAATCCCAAT 0 R 0 MG07444.1 0 0 0
2665 1688 ao AN2531.1 59.m08446 AO070300000119 0 -154 -116 ATGGGTATTTATGTAAGTGTGCATATTTCCCCAGAGTAG ATGGGTATTTATGTAAGTGTGCATATTTCCC

CAGAGTAG
MGIYVSVHISPE* MGIYVSVHISPE* CCATCCAGTC CACGTTTGAA 0 R 0 MG07444.1 0 0 0

2667 1692 af AN1056.1 70.m15179 AO070336000055 0 -74 -27 ATGGTACCTCCGGCTACACTGAACAAGAAAATACTCTATAA
TTTTTAG

ATGGTACCTCCGGCTACACTGAACAAGAAAATACT
CTATAATTTTTAG

MVPPATLNKKILYNF* MVPPATLNKKILYNF
*

CCCACCGCCA ATATCTGGCT 0 T 0 0 0 0 0

2666 1692 an AN1056.1 70.m15179 AO070336000055 0 -75 -46 ATGATATTCGATCCTATTCTCTTATTATAA ATGATATTCGATCCTATTCTCTTATTATAA MIFDPILLL* MIFDPILLL* CAGTGCATGC CAGATCTCAT 0 T 0 0 0 0 0
2668 1692 ao AN1056.1 70.m15179 AO070336000055 0 -76 -59 ATGCGACAATTAATCTAG ATGCGACAATTAATCTAG MRQLI* MRQLI* CCACTTCTGC TCCACGTGAA 0 T 0 0 0 0 0
2671 1694 af AN6075.1 72.m19066 AO070340000119 0 -258 -184 ATGGTACTTTTGCAAGCCGATCCTCTGCCCCAATATTCAAT

ACGGCGATCTTGGTCCTCCCTGGGAGGCGGATAG
ATGGTACTTTTGCAAGCCGATCCTCTGCCCCAATAT
TCAATACGGCGATCTTGGTCCTCCCTGGGAGGCG
GATAG

MVLLQADPLPQYSIRRS
WSSLGGG*

MVLLQADPLPQYSI
RRSWSSLGGG*

ATTCGCGGCA CTGAGCCATT 0 Q 0 0 0 0 0

2669 1694 an AN6075.1 72.m19066 AO070340000119 0 -219 -142 ATGGCAACGAGAATTGGTGCGGTGGATCCTGCTAGAAAG
ATCACGAGAGAGTTGGAGAGATGTGGTGAGTATAAATAA

ATGGCAACGAGAATTGGTGCGGTGGATCCTGCT
AGAAAGATCACGAGAGAGTTGGAGAGATGTGGT
GAGTATAAATAA

MATRIGAVDPARKITREL
ERCGEYK*

MATRIGAVDPARKITREL
ERCGEYK*

ATTCCAAAAC GAATACCGAG 0 Q 0 0 0 0 0

2670 1694 an AN6075.1 72.m19066 AO070340000119 0 -122 -111 ATGGTACGCTAG ATGGTACGCTAG MVR* MVR* GGCCATTCAG CTGCTACCCT 0 Q 0 0 0 0 0
2672 1694 ao AN6075.1 72.m19066 AO070340000119 0 -204 -124 ATGCGACAAGGAAATAGTCTCACCTTAGCTCACGATCGAC

CCGTGTCATTAGCACGCTCTGAGACCGTCTTCCATGGTTA
G

ATGCGACAAGGAAATAGTCTCACCTTAGCTC
ACGATCGACCCGTGTCATTAGCACGCTCTG
AGACCGTCTTCCATGGTTAG

MRQGNSLTLAHDRPVSL
ARSETVFHG*

MRQGNSLTLAHDR
PVSLARSETVFHG*

GGTCGATCCG TGGCTGCGTT 0 Q 0 0 0 0 0

2673 1694 ao AN6075.1 72.m19066 AO070340000119 0 -131 -81 ATGGTTAGTGGCTGCGTTACATCGGATTGCACTCCCGGC
GAGATACTGTGA

ATGGTTAGTGGCTGCGTTACATCGGATTGC
ACTCCCGGCGAGATACTGTGA

MVSGCVTSDCTPGEIL* MVSGCVTSDCTPG
EIL*

ACCGTCTTCC CAAACAACTA 0 Q 0 0 0 0 0

2680 1700 af AN7447.1 57.m05898 AO070229000019 0 -226 -137 ATGTCTCATTCTGCCCTCCCTCGTTGGTTGTATGCCTGTG
CTCTGTTGTTGATCTTTAGTAGTGAATGCCTCAAAATGCGG
AGATCCTGA

ATGTCTCATTCTGCCCTCCCTCGTTGGTTGTATGCC
TGTGCTCTGTTGTTGATCTTTAGTAGTGAATGCCTC
AAAATGCGGAGATCCTGA

MSHSALPRWLYACALLLI
FSSECLKMRRS*

MSHSALPRWLYAC
ALLLIFSSECLKMRR
S*

ATTTATTTTC TAAGATAAGC 0 A 0 0 0 0 0

2681 1700 af AN7447.1 57.m05898 AO070229000019 0 -195 -175 ATGCCTGTGCTCTGTTGTTGA ATGCCTGTGCTCTGTTGTTGA MPVLCC* MPVLCC* CGTTGGTTGT TCTTTAGTAG 0 A 0 0 0 0 0
2682 1700 af AN7447.1 57.m05898 AO070229000019 0 -161 -129 ATGCCTCAAAATGCGGAGATCCTGATAAGATAA ATGCCTCAAAATGCGGAGATCCTGATAAGATAA MPQNAEILIR* MPQNAEILIR* TTAGTAGTGA GCGGGTCGGA 0 A 0 0 0 0 0

2683 1700 af AN7447.1 57.m05898 AO070229000019 0 -151 -137 ATGCGGAGATCCTGA ATGCGGAGATCCTGA MRRS* MRRS* ATGCCTCAAA TAAGATAAGC 0 A 0 0 0 0 0
2676 1700 an AN7447.1 57.m05898 AO070229000019 0 -228 -190 ATGGCAATACCAATACGTCTATACTCCATCGTACTGTAA ATGGCAATACCAATACGTCTATACTCCATCGTACT

GTAA
MAIPIRLYSIVL* MAIPIRLYSIVL* TTATCAACAA CCGTGATAGT 0 A 0 0 0 0 0

2677 1700 an AN7447.1 57.m05898 AO070229000019 0 -161 -129 ATGGGCTGGATGATGGCCTGGTTGATAAGATAA ATGGGCTGGATGATGGCCTGGTTGATAAGATAA MGWMMAWLIR* MGWMMAWLIR* CGTATAAGAG CGGAGCGGAA 0 A 0 0 0 0 0

2678 1700 an AN7447.1 57.m05898 AO070229000019 0 -152 -129 ATGATGGCCTGGTTGATAAGATAA ATGATGGCCTGGTTGATAAGATAA MMAWLIR* MMAWLIR* GATGGGCTGG CGGAGCGGAA 0 A 0 0 0 0 0
2679 1700 an AN7447.1 57.m05898 AO070229000019 0 -149 -129 ATGGCCTGGTTGATAAGATAA ATGGCCTGGTTGATAAGATAA MAWLIR* MAWLIR* GGGCTGGATG CGGAGCGGAA 0 A 0 0 0 0 0
2684 1700 ao AN7447.1 57.m05898 AO070229000019 0 -236 -201 ATGAATTCCACTAGTGTTCGAGGATCCATAGAGTAG ATGAATTCCACTAGTGTTCGAGGATCCATAG

AGTAG
MNSTSVRGSIE* MNSTSVRGSIE* CCTACGACCT TACGCAGTGG 0 A 0 0 0 0 0

2685 1700 ao AN7447.1 57.m05898 AO070229000019 0 -176 -165 ATGATACTGTAA ATGATACTGTAA MIL* MIL* TCTTAGATAT CTACGTTTGG 0 A 0 0 0 0 0
2686 1700 ao AN7447.1 57.m05898 AO070229000019 0 -116 -45 ATGTTCTTGCGCTCATTGCCTCTTGAAAGCATGAAACAACT

TCCTGCTACCTCAGAATCTTGGTACACTTAA
ATGTTCTTGCGCTCATTGCCTCTTGAAAGCA
TGAAACAACTTCCTGCTACCTCAGAATCTTG
GTACACTTAA

MFLRSLPLESMKQLPATS
ESWYT*

MFLRSLPLESMKQL
PATSESWYT*

GAGCGGGACA GCTTACTTAA 0 A 0 0 0 0 0

2687 1700 ao AN7447.1 57.m05898 AO070229000019 0 -86 -45 ATGAAACAACTTCCTGCTACCTCAGAATCTTGGTACACTTA
A

ATGAAACAACTTCCTGCTACCTCAGAATCTT
GGTACACTTAA

MKQLPATSESWYT* MKQLPATSESWYT* TCTTGAAAGC GCTTACTTAA 0 A 0 0 0 0 0

2691 1704 af AN1087.1 52.m04007 AO070293000079 0 -236 -156 ATGACTTGGCAAATAACTTTAACCAGACGTAAGTTTAGCAA
TCGAGCCTCGTGTCGATGGCGTGTACATGATATGCAGTGA

ATGACTTGGCAAATAACTTTAACCAGACGTAAGTTT
AGCAATCGAGCCTCGTGTCGATGGCGTGTACATGA
TATGCAGTGA

MTWQITLTRRKFSNRAS
CRWRVHDMQ*

MTWQITLTRRKFSN
RASCRWRVHDMQ*

CAGAGGGCGA TACCACGCTA 0 Q 0 0 0 0 0

2692 1704 af AN1087.1 52.m04007 AO070293000079 0 -180 -166 ATGGCGTGTACATGA ATGGCGTGTACATGA MACT* MACT* CCTCGTGTCG TATGCAGTGA 0 Q 0 0 0 0 0
2693 1704 af AN1087.1 52.m04007 AO070293000079 0 -169 -47 ATGATATGCAGTGATACCACGCTAACAATCCCTTGCTTCC

CAGTCTCACCGATGATCGGCATATCAAGAGTTACACAATG
GAGGGGACGGGCTATTCCTAAATATGCGCTGATCCCTTGC
TAG

ATGATATGCAGTGATACCACGCTAACAATCCCTTG
CTTCCCAGTCTCACCGATGATCGGCATATCAAGAG
TTACACAATGGAGGGGACGGGCTATTCCTAAATAT
GCGCTGATCCCTTGCTAG

MICSDTTLTIPCFPVSPMI
GISRVTQWRGRAIPKYAL
IPC*

MICSDTTLTIPCFPV
SPMIGISRVTQWRG
RAIPKYALIPC*

TGGCGTGTAC ACTGAAATCC 0 Q 0 0 0 0 0
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2694 1704 af AN1087.1 52.m04007 AO070293000079 0 -118 -47 ATGATCGGCATATCAAGAGTTACACAATGGAGGGGACGG
GCTATTCCTAAATATGCGCTGATCCCTTGCTAG

ATGATCGGCATATCAAGAGTTACACAATGGAGGGG
ACGGGCTATTCCTAAATATGCGCTGATCCCTTGCT
AG

MIGISRVTQWRGRAIPKY
ALIPC*

MIGISRVTQWRGRA
IPKYALIPC*

AGTCTCACCG ACTGAAATCC 0 Q 0 0 0 0 0

2695 1704 af AN1087.1 52.m04007 AO070293000079 0 -92 -69 ATGGAGGGGACGGGCTATTCCTAA ATGGAGGGGACGGGCTATTCCTAA MEGTGYS* MEGTGYS* GAGTTACACA ATATGCGCTG 0 Q 0 0 0 0 0
2688 1704 an AN1087.1 52.m04007 AO070293000079 0 -252 -235 ATGTTGCAGTATACTTAA ATGTTGCAGTATACTTAA MLQYT* MLQYT* GGTCAAGCTA TCCGGACAGA 0 Q 0 0 0 0 0
2689 1704 an AN1087.1 52.m04007 AO070293000079 0 -159 -121 ATGAGAGTTCATGTTGTACAGCGCAGTTCTCGATCCTAA ATGAGAGTTCATGTTGTACAGCGCAGTTCTCGAT

CCTAA
MRVHVVQRSSRS* MRVHVVQRSSRS* AAGCTGTATA TTTAAGGTTC 0 Q 0 0 0 0 0

2690 1704 an AN1087.1 52.m04007 AO070293000079 0 -149 -12 ATGTTGTACAGCGCAGTTCTCGATCCTAATTTAAGGTTCAA
GGTTGCATCCCTTGACTGCCCAGTCCATTCTCACTACCAC
CTGGGCAACCACTTCCACATCACCTACCTCACGATCGATC
CATGGTTCAATTACTGA

ATGTTGTACAGCGCAGTTCTCGATCCTAATTTAA
GGTTCAAGGTTGCATCCCTTGACTGCCCAGTCCA
TTCTCACTACCACCTGGGCAACCACTTCCACATC
ACCTACCTCACGATCGATCCATGGTTCAATTACT
GA

MLYSAVLDPNLRFKVASL
DCPVHSHYHLGNHFHITY
LTIDPWFNY*

MLYSAVLDPNLRFKVAS
LDCPVHSHYHLGNHFHI
TYLTIDPWFNY*

ATGAGAGTTC CTGATTCCAC 0 Q 0 0 0 0 0

2696 1704 ao AN1087.1 52.m04007 AO070293000079 0 -176 -138 ATGTCGCCGATGATTGGCTGCTCGTCAGTGCTGGCCTGA ATGTCGCCGATGATTGGCTGCTCGTCAGTG
CTGGCCTGA

MSPMIGCSSVLA* MSPMIGCSSVLA* TGCTTTAGTA TTCTGGAGAA 0 Q 0 0 0 0 0

2697 1704 ao AN1087.1 52.m04007 AO070293000079 0 -167 -138 ATGATTGGCTGCTCGTCAGTGCTGGCCTGA ATGATTGGCTGCTCGTCAGTGCTGGCCTGA MIGCSSVLA* MIGCSSVLA* AATGTCGCCG TTCTGGAGAA 0 Q 0 0 0 0 0

2698 1704 ao AN1087.1 52.m04007 AO070293000079 0 -123 -37 ATGCTCTGGACTTGCATCTCGTTGTCTGCACTCATGGACG
AGGTAGGGCTTCATAAGTCACGACTGATGGATCTTCACAA
AGCCTAA

ATGCTCTGGACTTGCATCTCGTTGTCTGCAC
TCATGGACGAGGTAGGGCTTCATAAGTCAC
GACTGATGGATCTTCACAAAGCCTAA

MLWTCISLSALMDEVGLH
KSRLMDLHKA*

MLWTCISLSALMDE
VGLHKSRLMDLHKA
*

GGAGAACTTG GACTTCAACA 0 Q 0 0 0 0 0

2699 1704 ao AN1087.1 52.m04007 AO070293000079 0 -90 -37 ATGGACGAGGTAGGGCTTCATAAGTCACGACTGATGGATC
TTCACAAAGCCTAA

ATGGACGAGGTAGGGCTTCATAAGTCACGA
CTGATGGATCTTCACAAAGCCTAA

MDEVGLHKSRLMDLHKA
*

MDEVGLHKSRLMDL
HKA*

GTCTGCACTC GACTTCAACA 0 Q 0 0 0 0 0

2701 1710 an AN6639.1 62.m03234 AO070326000091 0 -202 -182 ATGCCCGGCCCAGAGGCGTAA ATGCCCGGCCCAGAGGCGTAA MPGPEA* MPGPEA* GTGCGGGTAA AAGCCACGGC 0 R 0 MG02836.1 0 0 YPR002W
2705 1717 af AN4613.1 57.m05530 AO070267000029 0 -232 -167 ATGAAGAGTACCAACCACGCTCGCGGCTGTCTGGACAAAT

CTTTCCTAGATAAGTGTATTATGTAA
ATGAAGAGTACCAACCACGCTCGCGGCTGTCTGG
ACAAATCTTTCCTAGATAAGTGTATTATGTAA

MKSTNHARGCLDKSFLD
KCIM*

MKSTNHARGCLDK
SFLDKCIM*

CTGCTTTTGA TCGTAGATAT 0 J 0 0 0 0 0

2706 1717 af AN4613.1 57.m05530 AO070267000029 0 -144 -37 ATGAGAGCTGTGAAATTTCACCAGGAACACTGCGTCTTGG
CGAAAGTTTCCCCATGCAAAGCTCCCTGGGTGGCGTTACA
ATTTCTGCCTTCACTCACGGCTCACTAG

ATGAGAGCTGTGAAATTTCACCAGGAACACTGCGT
CTTGGCGAAAGTTTCCCCATGCAAAGCTCCCTGGG
TGGCGTTACAATTTCTGCCTTCACTCACGGCTCACT
AG

MRAVKFHQEHCVLAKVS
PCKAPWVALQFLPSLTA
H*

MRAVKFHQEHCVLA
KVSPCKAPWVALQF
LPSLTAH*

TGAGTGACCA AATCCTGGCT 0 J 0 0 0 0 0

2707 1717 af AN4613.1 57.m05530 AO070267000029 0 -91 -2 ATGCAAAGCTCCCTGGGTGGCGTTACAATTTCTGCCTTCA
CTCACGGCTCACTAGAATCCTGGCTCGGTGCGCGTGGGA
GAAGCTGTTAG

ATGCAAAGCTCCCTGGGTGGCGTTACAATTTCTGC
CTTCACTCACGGCTCACTAGAATCCTGGCTCGGTG
CGCGTGGGAGAAGCTGTTAG

MQSSLGGVTISAFTHGSL
ESWLGARGRSC*

MQSSLGGVTISAFT
HGSLESWLGARGR
SC*

AAGTTTCCCC GATGCTGTCA 0 J 0 0 0 0 0

2702 1717 an AN4613.1 57.m05530 AO070267000029 0 -186 -139 ATGCGGATTTATGAAGCGCACGGACCGTTTATGTCAATAC
TTATGTAA

ATGCGGATTTATGAAGCGCACGGACCGTTTATGT
CAATACTTATGTAA

MRIYEAHGPFMSILM* MRIYEAHGPFMSILM* TAAGCTCTCT CTAGCGTAAA 0 J 0 0 0 0 0

2703 1717 an AN4613.1 57.m05530 AO070267000029 0 -176 -135 ATGAAGCGCACGGACCGTTTATGTCAATACTTATGTAACTA
G

ATGAAGCGCACGGACCGTTTATGTCAATACTTAT
GTAACTAG

MKRTDRLCQYLCN* MKRTDRLCQYLCN* ATGCGGATTT CGTAAACCTA 0 J 0 0 0 0 0

2704 1717 an AN4613.1 57.m05530 AO070267000029 0 -156 -139 ATGTCAATACTTATGTAA ATGTCAATACTTATGTAA MSILM* MSILM* CGGACCGTTT CTAGCGTAAA 0 J 0 0 0 0 0
2708 1717 ao AN4613.1 57.m05530 AO070267000029 0 -205 -176 ATGTCCTTTAAGATAATGCACATACTATGA ATGTCCTTTAAGATAATGCACATACTATGA MSFKIMHIL* MSFKIMHIL* GCATAATCTC GAATTACATA 0 J 0 0 0 0 0

2709 1717 ao AN4613.1 57.m05530 AO070267000029 0 -190 -176 ATGCACATACTATGA ATGCACATACTATGA MHIL* MHIL* CTTTAAGATA GAATTACATA 0 J 0 0 0 0 0
2710 1717 ao AN4613.1 57.m05530 AO070267000029 0 -179 -165 ATGAGAATTACATAA ATGAGAATTACATAA MRIT* MRIT* TGCACATACT TTGGACTACC 0 J 0 0 0 0 0
2711 1717 ao AN4613.1 57.m05530 AO070267000029 0 -118 -35 ATGGCCGCATTTCTTGGCAAAGATTTTCCTAACAGAGCTCT

CACGAGTGGCGTTTTTCCTCCATCCCCAGACTCAGGTCGC
TGA

ATGGCCGCATTTCTTGGCAAAGATTTTCCTA
ACAGAGCTCTCACGAGTGGCGTTTTTCCTC
CATCCCCAGACTCAGGTCGCTGA

MAAFLGKDFPNRALTSG
VFPPSPDSGR*

MAAFLGKDFPNRAL
TSGVFPPSPDSGR*

GGAATTTCTG TTATCGCTTC 0 J 0 0 0 0 0

2713 1723 af AN4479.1 57.m05654 AO070311000025 0 -263 -159 ATGTCTTACTCGAGCCTTTATCCTTTTCATTCGTCATCTGC
ATTCTTCCTCTCCTTCCCTGCCTCGATGCCCTCGCGACTT
ATGCTCTCGTCTTCGACATCTTAG

ATGTCTTACTCGAGCCTTTATCCTTTTCATTCGTCAT
CTGCATTCTTCCTCTCCTTCCCTGCCTCGATGCCCT
CGCGACTTATGCTCTCGTCTTCGACATCTTAG

MSYSSLYPFHSSSAFFLS
FPASMPSRLMLSSSTS*

MSYSSLYPFHSSSA
FFLSFPASMPSRLM
LSSSTS*

TCTCTGTTTG CACCTATTTA 0 T 0 0 0 0 0

2714 1723 af AN4479.1 57.m05654 AO070311000025 0 -197 -159 ATGCCCTCGCGACTTATGCTCTCGTCTTCGACATCTTAG ATGCCCTCGCGACTTATGCTCTCGTCTTCGACATC
TTAG

MPSRLMLSSSTS* MPSRLMLSSSTS* CCCTGCCTCG CACCTATTTA 0 T 0 0 0 0 0

2715 1723 af AN4479.1 57.m05654 AO070311000025 0 -182 -159 ATGCTCTCGTCTTCGACATCTTAG ATGCTCTCGTCTTCGACATCTTAG MLSSSTS* MLSSSTS* CTCGCGACTT CACCTATTTA 0 T 0 0 0 0 0
2717 1723 ao AN4479.1 57.m05654 AO070311000025 0 -184 -167 ATGTTGCCCTCCCTTTAA ATGTTGCCCTCCCTTTAA MLPSL* MLPSL* GATTTCTTTC AACTGTTAAC 0 T 0 0 0 0 0
2720 1726 af AN7741.1 71.m16099 AO070325000162 0 -197 -159 ATGAACCCGATTGATACCTTAGTACACCGTGTCTGCTGA ATGAACCCGATTGATACCTTAGTACACCGTGTCTG

CTGA
MNPIDTLVHRVC* MNPIDTLVHRVC* TACGAATGGG GTAGAAATGT 0 U 0 MG05484.1 NCU09673.1 YOL062C 0

2721 1726 af AN7741.1 71.m16099 AO070325000162 0 -152 -99 ATGTTCTGGACTAAACTGACCGACTTCCCCACCTACGGCC
CCCATTTATCCTGA

ATGTTCTGGACTAAACTGACCGACTTCCCCACCTA
CGGCCCCCATTTATCCTGA

MFWTKLTDFPTYGPHLS* MFWTKLTDFPTYGP
HLS*

CTGAGTAGAA GAGCTTCTCC 0 U 0 MG05484.1 NCU09673.1 YOL062C 0

2730 1728 af AN8078.1 53.m03931 AO070330000044 0 -264 -184 ATGGCGATGCAGACGGACTACGGCGACTGGACGATTCTG
CAGATCCTTGCTGGGGGGAGGACAATAGCAGACACGGAA
TAG

ATGGCGATGCAGACGGACTACGGCGACTGGACGA
TTCTGCAGATCCTTGCTGGGGGGAGGACAATAGC
AGACACGGAATAG

MAMQTDYGDWTILQILA
GGRTIADTE*

MAMQTDYGDWTIL
QILAGGRTIADTE*

CCTCCATCTA GCGCACCGCA 0 Q 0 0 0 0 0

2731 1728 af AN8078.1 53.m03931 AO070330000044 0 -258 -184 ATGCAGACGGACTACGGCGACTGGACGATTCTGCAGATC
CTTGCTGGGGGGAGGACAATAGCAGACACGGAATAG

ATGCAGACGGACTACGGCGACTGGACGATTCTGC
AGATCCTTGCTGGGGGGAGGACAATAGCAGACAC
GGAATAG

MQTDYGDWTILQILAGG
RTIADTE*

MQTDYGDWTILQIL
AGGRTIADTE*

TCTAATGGCG GCGCACCGCA 0 Q 0 0 0 0 0

2732 1728 af AN8078.1 53.m03931 AO070330000044 0 -170 -141 ATGATATGTGCACCACGGCGGAGGGAATGA ATGATATGTGCACCACGGCGGAGGGAATGA MICAPRRRE* MICAPRRRE* CACCGCAGGG GGGGTGGCCT 0 Q 0 0 0 0 0
2733 1728 af AN8078.1 53.m03931 AO070330000044 0 -165 -112 ATGTGCACCACGGCGGAGGGAATGAGGGGTGGCCTCGA

ACGGCTCTCCCAGTGA
ATGTGCACCACGGCGGAGGGAATGAGGGGTGGC
CTCGAACGGCTCTCCCAGTGA

MCTTAEGMRGGLERLSQ
*

MCTTAEGMRGGLE
RLSQ*

CAGGGATGAT CCGAGTCTCT 0 Q 0 0 0 0 0

2734 1728 af AN8078.1 53.m03931 AO070330000044 0 -144 -112 ATGAGGGGTGGCCTCGAACGGCTCTCCCAGTGA ATGAGGGGTGGCCTCGAACGGCTCTCCCAGTGA MRGGLERLSQ* MRGGLERLSQ* GGCGGAGGGA CCGAGTCTCT 0 Q 0 0 0 0 0
2728 1728 an AN8078.1 53.m03931 AO070330000044 0 -168 -55 ATGACGCGGACGACACACCCCCGACCCCGGAAATGTACC

GTGCACCGCAAGCAGCATCAGACGTCGATTAACGTCGGT
CGTGGCCGACCAGCCAGATATAAAGGCCGTCCTTAG

ATGACGCGGACGACACACCCCCGACCCCGGAAA
TGTACCGTGCACCGCAAGCAGCATCAGACGTCG
ATTAACGTCGGTCGTGGCCGACCAGCCAGATAT
AAAGGCCGTCCTTAG

MTRTTHPRPRKCTVHRK
QHQTSINVGRGRPARYK
GRP*

MTRTTHPRPRKCTVHR
KQHQTSINVGRGRPAR
YKGRP*

GCAAGCGCGG ACGACTTGAT 0 Q 0 0 0 0 0

2729 1728 an AN8078.1 53.m03931 AO070330000044 0 -136 -98 ATGTACCGTGCACCGCAAGCAGCATCAGACGTCGATTAA ATGTACCGTGCACCGCAAGCAGCATCAGACGTC
GATTAA

MYRAPQAASDVD* MYRAPQAASDVD* GACCCCGGAA CGTCGGTCGT 0 Q 0 0 0 0 0

2735 1728 ao AN8078.1 53.m03931 AO070330000044 0 -244 -179 ATGATGGCTGCCCTCTTCAGCTGCATGGTTGGCGACAGG
CTCATATTCTACCACCAAGTACCGTGA

ATGATGGCTGCCCTCTTCAGCTGCATGGTT
GGCGACAGGCTCATATTCTACCACCAAGTA
CCGTGA

MMAALFSCMVGDRLIFY
HQVP*

MMAALFSCMVGDR
LIFYHQVP*

TGTACCAGTA CGTTGAACCA 0 Q 0 0 0 0 0

2736 1728 ao AN8078.1 53.m03931 AO070330000044 0 -241 -179 ATGGCTGCCCTCTTCAGCTGCATGGTTGGCGACAGGCTC
ATATTCTACCACCAAGTACCGTGA

ATGGCTGCCCTCTTCAGCTGCATGGTTGGC
GACAGGCTCATATTCTACCACCAAGTACCGT
GA

MAALFSCMVGDRLIFYH
QVP*

MAALFSCMVGDRLI
FYHQVP*

ACCAGTAATG CGTTGAACCA 0 Q 0 0 0 0 0

2737 1728 ao AN8078.1 53.m03931 AO070330000044 0 -220 -179 ATGGTTGGCGACAGGCTCATATTCTACCACCAAGTACCGT
GA

ATGGTTGGCGACAGGCTCATATTCTACCAC
CAAGTACCGTGA

MVGDRLIFYHQVP* MVGDRLIFYHQVP* CTTCAGCTGC CGTTGAACCA 0 Q 0 0 0 0 0

2738 1728 ao AN8078.1 53.m03931 AO070330000044 0 -169 -11 ATGGTCGGAAAGGTCCCGTGCAACAGACGTAATAACCCCT
GCGGAGACTTGATGCTTAAACCAAAGATGTTTGGTATAAA
ACCCCGGCGCGTCGCATGCCACTTTAGCTGCAATGAGATT
TTCCCTTCGATAACGACCATCTTCTCCCCTTCTCCTTAG

ATGGTCGGAAAGGTCCCGTGCAACAGACGT
AATAACCCCTGCGGAGACTTGATGCTTAAAC
CAAAGATGTTTGGTATAAAACCCCGGCGCG
TCGCATGCCACTTTAGCTGCAATGAGATTTT
CCCTTCGATAACGACCATCTTCTCCCCTTCT
CCTTAG

MVGKVPCNRRNNPCGD
LMLKPKMFGIKPRRVACH
FSCNEIFPSITTIFSPSP*

MVGKVPCNRRNNP
CGDLMLKPKMFGIK
PRRVACHFSCNEIF
PSITTIFSPSP*

ACGTTGAACC ACGTTCAGAG 0 Q 0 0 0 0 0

2739 1728 ao AN8078.1 53.m03931 AO070330000044 0 -118 -11 ATGCTTAAACCAAAGATGTTTGGTATAAAACCCCGGCGCG
TCGCATGCCACTTTAGCTGCAATGAGATTTTCCCTTCGATA
ACGACCATCTTCTCCCCTTCTCCTTAG

ATGCTTAAACCAAAGATGTTTGGTATAAAAC
CCCGGCGCGTCGCATGCCACTTTAGCTGCA
ATGAGATTTTCCCTTCGATAACGACCATCTT
CTCCCCTTCTCCTTAG

MLKPKMFGIKPRRVACH
FSCNEIFPSITTIFSPSP*

MLKPKMFGIKPRRV
ACHFSCNEIFPSITTI
FSPSP*

CGGAGACTTG ACGTTCAGAG 0 Q 0 0 0 0 0

2740 1728 ao AN8078.1 53.m03931 AO070330000044 0 -103 -11 ATGTTTGGTATAAAACCCCGGCGCGTCGCATGCCACTTTA
GCTGCAATGAGATTTTCCCTTCGATAACGACCATCTTCTCC
CCTTCTCCTTAG

ATGTTTGGTATAAAACCCCGGCGCGTCGCA
TGCCACTTTAGCTGCAATGAGATTTTCCCTT
CGATAACGACCATCTTCTCCCCTTCTCCTTA
G

MFGIKPRRVACHFSCNEI
FPSITTIFSPSP*

MFGIKPRRVACHFS
CNEIFPSITTIFSPSP*

TAAACCAAAG ACGTTCAGAG 0 Q 0 0 0 0 0

2741 1728 ao AN8078.1 53.m03931 AO070330000044 0 -74 -63 ATGCCACTTTAG ATGCCACTTTAG MPL* MPL* GGCGCGTCGC CTGCAATGAG 0 Q 0 0 0 0 0
2744 1732 af AN8583.1 70.m15077 AO070339000078 0 -260 -216 ATGACCGCCACTAGAACGCGGTTGCTGAGGGTATGCGCT

GGTTGA
ATGACCGCCACTAGAACGCGGTTGCTGAGGGTAT
GCGCTGGTTGA

MTATRTRLLRVCAG* MTATRTRLLRVCAG
*

AGGAGCAGCC ACTTGTATTT 0 V 0 0 0 0 0

2745 1732 af AN8583.1 70.m15077 AO070339000078 0 -228 -184 ATGCGCTGGTTGAACTTGTATTTTTTGTATTCCTCTGGCAA
ATAG

ATGCGCTGGTTGAACTTGTATTTTTTGTATTCCTCT
GGCAAATAG

MRWLNLYFLYSSGK* MRWLNLYFLYSSGK
*

TGCTGAGGGT ACGGTTACAG 0 V 0 0 0 0 0

2746 1732 af AN8583.1 70.m15077 AO070339000078 0 -160 -11 ATGCCACTACCAGACATCATACACCTATATCAAGGCACGT
CTCGTCGGTTTTGGCAGACCAGAGTCAAGATTGGAATACC
GGACACTCCACAGTACATCGTGCCAGTCGCTTCATTTCTC
CATTCTGAGGAACAAAAGAAAAACATCTGA

ATGCCACTACCAGACATCATACACCTATATCAAGG
CACGTCTCGTCGGTTTTGGCAGACCAGAGTCAAGA
TTGGAATACCGGACACTCCACAGTACATCGTGCCA
GTCGCTTCATTTCTCCATTCTGAGGAACAAAAGAAA
AACATCTGA

MPLPDIIHLYQGTSRRFW
QTRVKIGIPDTPQYIVPVA
SFLHSEEQKKNI*

MPLPDIIHLYQGTSR
RFWQTRVKIGIPDT
PQYIVPVASFLHSEE
QKKNI*

TCATCCAGAA AATCTCCATC 0 V 0 0 0 0 0

2743 1732 an AN8583.1 70.m15077 AO070339000078 0 -170 -114 ATGGACGTGTTCTGCGACTTTCAGAAAAGAGTAGCTATTTT
AAAAGGTCCTCAATAG

ATGGACGTGTTCTGCGACTTTCAGAAAAGAGTAG
CTATTTTAAAAGGTCCTCAATAG

MDVFCDFQKRVAILKGP
Q*

MDVFCDFQKRVAILKGP
Q*

CCTGCAGGAA ATAGGTTTAC 0 V 0 0 0 0 0

2747 1732 ao AN8583.1 70.m15077 AO070339000078 0 -194 -132 ATGACATCTTACGTACTCAATGACATGTTTCGACATTGTTC
CTTGATGACAAAAGCCAGATAA

ATGACATCTTACGTACTCAATGACATGTTTC
GACATTGTTCCTTGATGACAAAAGCCAGATA
A

MTSYVLNDMFRHCSLMT
KAR*

MTSYVLNDMFRHC
SLMTKAR*

GTATAATAGC GTGATACGCT 0 V 0 0 0 0 0

2748 1732 ao AN8583.1 70.m15077 AO070339000078 0 -175 -149 ATGACATGTTTCGACATTGTTCCTTGA ATGACATGTTTCGACATTGTTCCTTGA MTCFDIVP* MTCFDIVP* TACGTACTCA TGACAAAAGC 0 V 0 0 0 0 0
2749 1732 ao AN8583.1 70.m15077 AO070339000078 0 -170 -132 ATGTTTCGACATTGTTCCTTGATGACAAAAGCCAGATAA ATGTTTCGACATTGTTCCTTGATGACAAAAG

CCAGATAA
MFRHCSLMTKAR* MFRHCSLMTKAR* ACTCAATGAC GTGATACGCT 0 V 0 0 0 0 0

2750 1732 ao AN8583.1 70.m15077 AO070339000078 0 -149 -132 ATGACAAAAGCCAGATAA ATGACAAAAGCCAGATAA MTKAR* MTKAR* TTGTTCCTTG GTGATACGCT 0 V 0 0 0 0 0
2754 1736 af AN5918.1 72.m19885 AO070340000367 0 -235 -152 ATGCCACTTTGGCGTGGCGATACTCTGAGAGGCGTGTGT

GCTGCAAGGAGAAGTAAATGCATCCGGCTGGTCAGGTGT
CAATGA

ATGCCACTTTGGCGTGGCGATACTCTGAGAGGCG
TGTGTGCTGCAAGGAGAAGTAAATGCATCCGGCTG
GTCAGGTGTCAATGA

MPLWRGDTLRGVCAAR
RSKCIRLVRCQ*

MPLWRGDTLRGVC
AARRSKCIRLVRCQ*

GTCTTTGGTC TAGAGAGCTT 0 P 0 MG06442.1 0 YDR256C 0

2755 1736 af AN5918.1 72.m19885 AO070340000367 0 -179 -138 ATGCATCCGGCTGGTCAGGTGTCAATGATAGAGAGCTTGT
GA

ATGCATCCGGCTGGTCAGGTGTCAATGATAGAGAG
CTTGTGA

MHPAGQVSMIESL* MHPAGQVSMIESL* GGAGAAGTAA TGCAAGGGCT 0 P 0 MG06442.1 0 YDR256C 0

2756 1736 af AN5918.1 72.m19885 AO070340000367 0 -155 -138 ATGATAGAGAGCTTGTGA ATGATAGAGAGCTTGTGA MIESL* MIESL* TCAGGTGTCA TGCAAGGGCT 0 P 0 MG06442.1 0 YDR256C 0
2757 1736 af AN5918.1 72.m19885 AO070340000367 0 -138 -76 ATGCAAGGGCTGAAAAGACCCAGTCCAGAGAGGCGCATG

TATTCGAATTTTAGCGGTGAATGA
ATGCAAGGGCTGAAAAGACCCAGTCCAGAGAGGC
GCATGTATTCGAATTTTAGCGGTGAATGA

MQGLKRPSPERRMYSNF
SGE*

MQGLKRPSPERRM
YSNFSGE*

AGAGCTTGTG GAACCACTTG 0 P 0 MG06442.1 0 YDR256C 0
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2758 1736 af AN5918.1 72.m19885 AO070340000367 0 -102 -76 ATGTATTCGAATTTTAGCGGTGAATGA ATGTATTCGAATTTTAGCGGTGAATGA MYSNFSGE* MYSNFSGE* AGAGAGGCGC GAACCACTTG 0 P 0 MG06442.1 0 YDR256C 0
2751 1736 an AN5918.1 72.m19885 AO070340000367 0 -182 -117 ATGAAGCAGTTTCAACTCGAAAGGTTTATATTTGGCATTAG

CTTACTTATTACTGTCCCCTCATGA
ATGAAGCAGTTTCAACTCGAAAGGTTTATATTTGG
CATTAGCTTACTTATTACTGTCCCCTCATGA

MKQFQLERFIFGISLLITV
PS*

MKQFQLERFIFGISLLITV
PS*

TCTTAGCGCG GGAGCACTCT 0 P 0 MG06442.1 0 YDR256C 0

2752 1736 an AN5918.1 72.m19885 AO070340000367 0 -120 -94 ATGAGGAGCACTCTGGACTGCATATAA ATGAGGAGCACTCTGGACTGCATATAA MRSTLDCI* MRSTLDCI* CTGTCCCCTC CCCCCGCATG 0 P 0 MG06442.1 0 YDR256C 0
2753 1736 an AN5918.1 72.m19885 AO070340000367 0 -86 -39 ATGTCCTCTGGCCAACCTGTCTTCAATTCTTTTTTCGACTT

CAATTAG
ATGTCCTCTGGCCAACCTGTCTTCAATTCTTTTTT
CGACTTCAATTAG

MSSGQPVFNSFFDFN* MSSGQPVFNSFFDFN* TAACCCCCGC CGATCAATTA 0 P 0 MG06442.1 0 YDR256C 0

2759 1736 ao AN5918.1 72.m19885 AO070340000367 0 -262 -242 ATGGATTTGAGGAACCGCTAG ATGGATTTGAGGAACCGCTAG MDLRNR* MDLRNR* TGAAGCTGGA TACCTACCGT 0 P 0 MG06442.1 0 YDR256C 0
2760 1736 ao AN5918.1 72.m19885 AO070340000367 0 -184 -107 ATGTCTTTGTCCAACTCGACCACTTTTATACACTACTTGCTT

TCCCCTCCCTTCCTGTCGGCTCCATTCACGATTTGA
ATGTCTTTGTCCAACTCGACCACTTTTATACA
CTACTTGCTTTCCCCTCCCTTCCTGTCGGCT
CCATTCACGATTTGA

MSLSNSTTFIHYLLSPPFL
SAPFTI*

MSLSNSTTFIHYLLS
PPFLSAPFTI*

TTAAATTACC ACTCCGGGTA 0 P 0 MG06442.1 0 YDR256C 0

2761 1739 an AN1396.1 70.m14826 AO070233000012 0 -253 -236 ATGGGCAACCCCAACTAA ATGGGCAACCCCAACTAA MGNPN* MGNPN* CGTGATAGGT ATCCTTCGTC 0 C FG03249.1 0 0 0 0
2762 1739 ao AN1396.1 70.m14826 AO070233000012 0 -193 -107 ATGCCGTTTCCGAGTCATTGTCATGAAAACCTTCTGTTCAC

ACCCGGAATTTCGAACCTTGTCAAACCATTAATCGGCTCA
CGTTAA

ATGCCGTTTCCGAGTCATTGTCATGAAAACC
TTCTGTTCACACCCGGAATTTCGAACCTTGT
CAAACCATTAATCGGCTCACGTTAA

MPFPSHCHENLLFTPGIS
NLVKPLIGSR*

MPFPSHCHENLLFT
PGISNLVKPLIGSR*

AGGTACGTAA AACAGAAAAA 0 C FG03249.1 0 0 0 0

2763 1739 ao AN1396.1 70.m14826 AO070233000012 0 -171 -121 ATGAAAACCTTCTGTTCACACCCGGAATTTCGAACCTTGTC
AAACCATTAA

ATGAAAACCTTCTGTTCACACCCGGAATTTC
GAACCTTGTCAAACCATTAA

MKTFCSHPEFRTLSNH* MKTFCSHPEFRTLS
NH*

AGTCATTGTC TCGGCTCACG 0 C FG03249.1 0 0 0 0

2766 1740 af AN5197.1 69.m14896 AO070237000027 0 -90 -61 ATGCTCCCCTGTTCTTTTTTTGATGACTAG ATGCTCCCCTGTTCTTTTTTTGATGACTAG MLPCSFFDD* MLPCSFFDD* ACGCGGTTTC TGATGATAAT 0 S 0 0 0 0 0
2764 1740 an AN5197.1 69.m14896 AO070237000027 0 -119 -54 ATGTTCTTTGACCACCAACACTACTCGTGCTTTCTCAGCGA

TTCTTCCTGGCTTGTTTTCTTCTGA
ATGTTCTTTGACCACCAACACTACTCGTGCTTTCT
CAGCGATTCTTCCTGGCTTGTTTTCTTCTGA

MFFDHQHYSCFLSDSSW
LVFF*

MFFDHQHYSCFLSDSS
WLVFF*

CGCCGATTCG CAAGTTGTAA 0 S 0 0 0 0 0

2771 1741 af AN6529.1 62.m03117 AO070270000029 0 -117 -61 ATGGCCGGCTCAATTACCTTCTGTTCTTCACACTCATTTCG
TTATCGCTACTTTTGA

ATGGCCGGCTCAATTACCTTCTGTTCTTCACACTCA
TTTCGTTATCGCTACTTTTGA

MAGSITFCSSHSFRYRYF
*

MAGSITFCSSHSFR
YRYF*

GGTCAACCGC CTAATTAATT 0 M 0 0 0 0 0

2772 1741 ao AN6529.1 62.m03117 AO070270000029 0 -85 -74 ATGTTTTTGTGA ATGTTTTTGTGA MFL* MFL* ATAGAAACAT CCCCCTTCTT 0 M 0 0 0 0 0
2780 1743 af AN8594.1 70.m15668 AO070280000033 0 -217 -161 ATGCGGGGAATGGAATCAAACCGAGTCAAGAGTCAGAAA

GTGAGCTTGCTGTCGTGA
ATGCGGGGAATGGAATCAAACCGAGTCAAGAGTC
AGAAAGTGAGCTTGCTGTCGTGA

MRGMESNRVKSQKVSLL
S*

MRGMESNRVKSQK
VSLLS*

CCCCTCTCCA ATGGTGGTCT 0 Q 0 0 0 0 0

2781 1743 af AN8594.1 70.m15668 AO070280000033 0 -208 -161 ATGGAATCAAACCGAGTCAAGAGTCAGAAAGTGAGCTTGC
TGTCGTGA

ATGGAATCAAACCGAGTCAAGAGTCAGAAAGTGAG
CTTGCTGTCGTGA

MESNRVKSQKVSLLS* MESNRVKSQKVSLL
S*

AATGCGGGGA ATGGTGGTCT 0 Q 0 0 0 0 0

2782 1743 af AN8594.1 70.m15668 AO070280000033 0 -160 -149 ATGGTGGTCTGA ATGGTGGTCTGA MVV* MVV* GCTGTCGTGA TAGCCTGAGA 0 Q 0 0 0 0 0
2783 1743 af AN8594.1 70.m15668 AO070280000033 0 -122 -72 ATGGTGTCATTTGATCATTGTCGGGGATTGCCTATCGTAG

GTGATATATAG
ATGGTGTCATTTGATCATTGTCGGGGATTGCCTATC
GTAGGTGATATATAG

MVSFDHCRGLPIVGDI* MVSFDHCRGLPIVG
DI*

CAGTGGAGTG AGTCAATATC 0 Q 0 0 0 0 0

2773 1743 an AN8594.1 70.m15668 AO070280000033 0 -163 -125 ATGGTTCCTTCATGTTCCAGGATGCTGCGAATGGTCTAA ATGGTTCCTTCATGTTCCAGGATGCTGCGAATGG
TCTAA

MVPSCSRMLRMV* MVPSCSRMLRMV* TGGCTCCCAC GCATGGGGAA 0 Q 0 0 0 0 0

2774 1743 an AN8594.1 70.m15668 AO070280000033 0 -152 -69 ATGTTCCAGGATGCTGCGAATGGTCTAAGCATGGGGAAG
CTGGACCGTATGACAGCCGGTGCAGGTGGGGGAGGTTG
TATATGA

ATGTTCCAGGATGCTGCGAATGGTCTAAGCATGG
GGAAGCTGGACCGTATGACAGCCGGTGCAGGT
GGGGGAGGTTGTATATGA

MFQDAANGLSMGKLDR
MTAGAGGGGCI*

MFQDAANGLSMGKLDR
MTAGAGGGGCI*

TGGTTCCTTC ATGTCGCCAT 0 Q 0 0 0 0 0

2775 1743 an AN8594.1 70.m15668 AO070280000033 0 -142 -125 ATGCTGCGAATGGTCTAA ATGCTGCGAATGGTCTAA MLRMV* MLRMV* ATGTTCCAGG GCATGGGGAA 0 Q 0 0 0 0 0
2776 1743 an AN8594.1 70.m15668 AO070280000033 0 -122 -69 ATGGGGAAGCTGGACCGTATGACAGCCGGTGCAGGTGG

GGGAGGTTGTATATGA
ATGGGGAAGCTGGACCGTATGACAGCCGGTGCA
GGTGGGGGAGGTTGTATATGA

MGKLDRMTAGAGGGGCI
*

MGKLDRMTAGAGGGG
CI*

TGGTCTAAGC ATGTCGCCAT 0 Q 0 0 0 0 0

2777 1743 an AN8594.1 70.m15668 AO070280000033 0 -104 -69 ATGACAGCCGGTGCAGGTGGGGGAGGTTGTATATGA ATGACAGCCGGTGCAGGTGGGGGAGGTTGTATA
TGA

MTAGAGGGGCI* MTAGAGGGGCI* GCTGGACCGT ATGTCGCCAT 0 Q 0 0 0 0 0

2778 1743 an AN8594.1 70.m15668 AO070280000033 0 -72 -46 ATGAATGTCGCCATCGCGGATTCTTAA ATGAATGTCGCCATCGCGGATTCTTAA MNVAIADS* MNVAIADS* GAGGTTGTAT TCCCATCCTC 0 Q 0 0 0 0 0
2779 1743 an AN8594.1 70.m15668 AO070280000033 0 -68 -6 ATGTCGCCATCGCGGATTCTTAATCCCATCCTCGCCGTCG

CTGAAGAGCCACGCACACATTAA
ATGTCGCCATCGCGGATTCTTAATCCCATCCTCG
CCGTCGCTGAAGAGCCACGCACACATTAA

MSPSRILNPILAVAEEPRT
H*

MSPSRILNPILAVAEEPR
TH*

TTGTATATGA CCACCATGCC 0 Q 0 0 0 0 0

2784 1743 ao AN8594.1 70.m15668 AO070280000033 0 -213 -190 ATGCACGAGGTGATGTGGAGATAA ATGCACGAGGTGATGTGGAGATAA MHEVMWR* MHEVMWR* ACTGAAACGT TAGTGTCTTT 0 Q 0 0 0 0 0
2785 1743 ao AN8594.1 70.m15668 AO070280000033 0 -201 -190 ATGTGGAGATAA ATGTGGAGATAA MWR* MWR* GCACGAGGTG TAGTGTCTTT 0 Q 0 0 0 0 0
2786 1743 ao AN8594.1 70.m15668 AO070280000033 0 -175 -146 ATGTCTTATCGTGGAAGGGAAGATATATAG ATGTCTTATCGTGGAAGGGAAGATATATAG MSYRGREDI* MSYRGREDI* GTCTTTTGCG AAATGGTGTG 0 Q 0 0 0 0 0

2788 1745 af AN4957.1 59.m08862 AO070288000019 0 -240 -184 ATGTGGTGTGTCTCTGCCCCCCAGCCCCTCAGACCCTCC
CCATGTTTCCCCTTATGA

ATGTGGTGTGTCTCTGCCCCCCAGCCCCTCAGAC
CCTCCCCATGTTTCCCCTTATGA

MWCVSAPQPLRPSPCFP
L*

MWCVSAPQPLRPS
PCFPL*

TGAAGCATCG CATAGAGATT 0 G FG04085.1 0 0 0 0

2789 1745 af AN4957.1 59.m08862 AO070288000019 0 -199 -179 ATGTTTCCCCTTATGACATAG ATGTTTCCCCTTATGACATAG MFPLMT* MFPLMT* GACCCTCCCC AGATTAGTTT 0 G FG04085.1 0 0 0 0
2787 1745 an AN4957.1 59.m08862 AO070288000019 0 -152 -69 ATGAGATCACAGGCACATTTTCTTCTACTATTCTCACTTTCA

TCGCAGTCTCTTTTCTTTATTTCTTCTCTGTATTATTTCTAG
ATGAGATCACAGGCACATTTTCTTCTACTATTCTC
ACTTTCATCGCAGTCTCTTTTCTTTATTTCTTCTCT
GTATTATTTCTAG

MRSQAHFLLLFSLSSQSL
FFISSLYYF*

MRSQAHFLLLFSLSSQS
LFFISSLYYF*

GAACCCCTCT GATTCACTTG 0 G FG04085.1 0 0 0 0

2790 1745 ao AN4957.1 59.m08862 AO070288000019 0 -128 -90 ATGATCGCAGTTTTCTCTTATATTAGCACCTTGGTTTAA ATGATCGCAGTTTTCTCTTATATTAGCACCTT
GGTTTAA

MIAVFSYISTLV* MIAVFSYISTLV* CACCCCTCTT TTAAATACCC 0 G FG04085.1 0 0 0 0

2792 1751 af AN6223.1 72.m19432 AO070304000071 0 -186 -82 ATGGTTGGTTGTGAAGCTAGAGGAAACTATCTCTGTTCTA
CTTCTGACCGCATCACCGCTTTGGCTTCTCCGCATTCACA
CTCATTTCTCCAACTATCTTTCTAA

ATGGTTGGTTGTGAAGCTAGAGGAAACTATCTCTG
TTCTACTTCTGACCGCATCACCGCTTTGGCTTCTCC
GCATTCACACTCATTTCTCCAACTATCTTTCTAA

MVGCEARGNYLCSTSDR
ITALASPHSHSFLQLSF*

MVGCEARGNYLCS
TSDRITALASPHSHS
FLQLSF*

AAGCCATCCG TCTCGCCCTA 0 K 0 0 0 0 0

2791 1751 an AN6223.1 72.m19432 AO070304000071 0 -111 -58 ATGTCAATTTTAGCTCCTCTTTCCAAGCTCAACTCCACCTC
CCGATCCATATGA

ATGTCAATTTTAGCTCCTCTTTCCAAGCTCAACTC
CACCTCCCGATCCATATGA

MSILAPLSKLNSTSRSI* MSILAPLSKLNSTSRSI* TCGATAAGCA TACTCGCCTA 0 K 0 0 0 0 0

2793 1751 ao AN6223.1 72.m19432 AO070304000071 0 -225 -199 ATGTTTGCTTATGCGGGTTGCCATTAA ATGTTTGCTTATGCGGGTTGCCATTAA MFAYAGCH* MFAYAGCH* GGAGTAATTA ATTGACAGTT 0 K 0 0 0 0 0
2794 1751 ao AN6223.1 72.m19432 AO070304000071 0 -215 -171 ATGCGGGTTGCCATTAAATTGACAGTTGGAGAAAGTTGGA

GTTGA
ATGCGGGTTGCCATTAAATTGACAGTTGGA
GAAAGTTGGAGTTGA

MRVAIKLTVGESWS* MRVAIKLTVGESWS
*

ATGTTTGCTT GTCTAAATTA 0 K 0 0 0 0 0

2795 1751 ao AN6223.1 72.m19432 AO070304000071 0 -161 -78 ATGCGACATGAAAGGAAATCTTATCGCCGGCGATCTACAA
TTTATCGCCGATCAACCTCAGGCAAAGCTACAGGACCTCT
TTGA

ATGCGACATGAAAGGAAATCTTATCGCCGG
CGATCTACAATTTATCGCCGATCAACCTCAG
GCAAAGCTACAGGACCTCTTTGA

MRHERKSYRRRSTIYRR
STSGKATGPL*

MRHERKSYRRRSTI
YRRSTSGKATGPL*

AGTCTAAATT TTCAATTGTC 0 K 0 0 0 0 0

2797 1752 af AN6288.1 72.m19347 AO070308000004 0 -188 -159 ATGGCTAACCCCTCTGGCATTGGAATGTAG ATGGCTAACCCCTCTGGCATTGGAATGTAG MANPSGIGM* MANPSGIGM* ATACGGGTGG GCGCATTTTC 0 D 0 0 NCU01605.1 YIL106W 0

2796 1752 an AN6288.1 72.m19347 AO070308000004 0 -166 -155 ATGCACTACTAA ATGCACTACTAA MHY* MHY* AAACTACTAC CCTGAGTGTC 0 D 0 0 NCU01605.1 YIL106W 0

2798 1758 af AN7736.1 71.m15766 AO070325000157 0 -235 -209 ATGACTGTCTCGTATGTGAGTCAGTAA ATGACTGTCTCGTATGTGAGTCAGTAA MTVSYVSQ* MTVSYVSQ* CCTAGCCACT GCAAAGCAAA 0 R FG08845.1 MG03061.1 NCU02147.1 0 0

2799 1758 af AN7736.1 71.m15766 AO070325000157 0 -196 -59 ATGACAGAGCGCACAATTCTAGAACACTTCCATCAAGGAT
TAAGATCATTATCCTGGAGCCTGCGTTCTCCTAATACAGC
GGTAGCCCCACACGAAGGCGGTACCTTTACTGATCACTTT
GAAGGGACATTTCACTGA

ATGACAGAGCGCACAATTCTAGAACACTTCCATCA
AGGATTAAGATCATTATCCTGGAGCCTGCGTTCTC
CTAATACAGCGGTAGCCCCACACGAAGGCGGTAC
CTTTACTGATCACTTTGAAGGGACATTTCACTGA

MTERTILEHFHQGLRSLS
WSLRSPNTAVAPHEGGT
FTDHFEGTFH*

MTERTILEHFHQGL
RSLSWSLRSPNTAV
APHEGGTFTDHFEG
TFH*

AAAGCAAAAT AATAAATTTG 0 R FG08845.1 MG03061.1 NCU02147.1 0 0

2800 1758 ao AN7736.1 71.m15766 AO070325000157 0 -161 -102 ATGGTCGCAGATTTAATACTAAGACAGAGTACATTAAATAT
TCTGTATTCGGTGCCTTAA

ATGGTCGCAGATTTAATACTAAGACAGAGTA
CATTAAATATTCTGTATTCGGTGCCTTAA

MVADLILRQSTLNILYSVP
*

MVADLILRQSTLNIL
YSVP*

ACACCTTTTA AGGCGGTAAA 0 R FG08845.1 MG03061.1 NCU02147.1 0 0

2803 1763 af AN0802.1 70.m15403 AO070239000016 0 -216 -166 ATGTCGCAGCTGGAGCACTCTCTCGGGCATTGTCACATG
GGCCATATGTAG

ATGTCGCAGCTGGAGCACTCTCTCGGGCATTGTCA
CATGGGCCATATGTAG

MSQLEHSLGHCHMGHM* MSQLEHSLGHCHM
GHM*

CCAGCTGGGC GCGGCAATTC 0 NI 0 MG01311.1 0 0 0

2804 1763 af AN0802.1 70.m15403 AO070239000016 0 -180 -166 ATGGGCCATATGTAG ATGGGCCATATGTAG MGHM* MGHM* GCATTGTCAC GCGGCAATTC 0 NI 0 MG01311.1 0 0 0
2801 1763 an AN0802.1 70.m15403 AO070239000016 0 -155 -108 ATGTCTCTCGGCTGTCACATGTGTTGGATAGGCGGCAATT

CCTTGTGA
ATGTCTCTCGGCTGTCACATGTGTTGGATAGGCG
GCAATTCCTTGTGA

MSLGCHMCWIGGNSL* MSLGCHMCWIGGNSL* CCACCTGGGG CTTCCCACGT 0 NI 0 MG01311.1 0 0 0

2802 1763 an AN0802.1 70.m15403 AO070239000016 0 -137 -108 ATGTGTTGGATAGGCGGCAATTCCTTGTGA ATGTGTTGGATAGGCGGCAATTCCTTGTGA MCWIGGNSL* MCWIGGNSL* CGGCTGTCAC CTTCCCACGT 0 NI 0 MG01311.1 0 0 0
2805 1763 ao AN0802.1 70.m15403 AO070239000016 0 -188 -153 ATGCCTTGGGGGCTTTGTCACATGGGCCGTATGTAG ATGCCTTGGGGGCTTTGTCACATGGGCCGT

ATGTAG
MPWGLCHMGRM* MPWGLCHMGRM* ACATTCGTTC GCGGCAATTC 0 NI 0 MG01311.1 0 0 0

2806 1763 ao AN0802.1 70.m15403 AO070239000016 0 -167 -153 ATGGGCCGTATGTAG ATGGGCCGTATGTAG MGRM* MGRM* GCTTTGTCAC GCGGCAATTC 0 NI 0 MG01311.1 0 0 0
2808 1769 af AN4958.1 59.m08863 AO070288000020 0 -245 -234 ATGAGAAGTTGA ATGAGAAGTTGA MRS* MRS* AAGGCACAAG ATCTTCCGCT 0 S 0 0 0 0 0
2809 1769 af AN4958.1 59.m08863 AO070288000020 0 -170 -120 ATGGAAATTAAACCTGACCTGAAGTCCCGACGCGTTGAGA

GCATCCCTTAG
ATGGAAATTAAACCTGACCTGAAGTCCCGACGCGT
TGAGAGCATCCCTTAG

MEIKPDLKSRRVESIP* MEIKPDLKSRRVESI
P*

GCGTCCACAG AGCTACGATC 0 S 0 0 0 0 0

2807 1769 an AN4958.1 59.m08863 AO070288000020 0 -118 -107 ATGGAGCCATAG ATGGAGCCATAG MEP* MEP* GTTTGAAACG GACGCGTCTT 0 S 0 0 0 0 0
2810 1769 ao AN4958.1 59.m08863 AO070288000020 0 -94 -71 ATGAATCTCAGGCACGCGTTTTAG ATGAATCTCAGGCACGCGTTTTAG MNLRHAF* MNLRHAF* CGGAGTTAAA AGTAGTGAGC 0 S 0 0 0 0 0
2813 1771 af AN1683.1 58.m08994 AO070305000002 0 -261 -211 ATGAGGTGTTTGGCCGACAGCCAGAACTGCAGGAATCCG

GGAAATAATTAG
ATGAGGTGTTTGGCCGACAGCCAGAACTGCAGGA
ATCCGGGAAATAATTAG

MRCLADSQNCRNPGNN* MRCLADSQNCRNP
GNN*

CGAGGAGAGA GGCTTGCGTG 0 O 0 0 0 YMR149W 0

2814 1771 af AN1683.1 58.m08994 AO070305000002 0 -184 -170 ATGCCCCAACTCTGA ATGCCCCAACTCTGA MPQL* MPQL* GTGGACGCCG CTATCAGGGA 0 O 0 0 0 YMR149W 0
2812 1771 an AN1683.1 58.m08994 AO070305000002 0 -173 -135 ATGGGAGACAGCCCGAAGGAGAGAAGGGCAGGCAATTA

G
ATGGGAGACAGCCCGAAGGAGAGAAGGGCAGG
CAATTAG

MGDSPKERRAGN* MGDSPKERRAGN* GGCGTTGAGG GGCTCAAGGC 0 O 0 0 0 YMR149W 0

2816 1775 an AN9083.1 66.m04541 AO070332000196 0 -214 -173 ATGAATAGTGACACCAGACGGAGATGTAATCGCGTTGTGT
AA

ATGAATAGTGACACCAGACGGAGATGTAATCGC
GTTGTGTAA

MNSDTRRRCNRVV* MNSDTRRRCNRVV* GCAGAGGAAA TAGTCTGTAA 0 F 0 0 0 YML022W 0

2818 1776 ao AN3010.1 59.m09008 AO070337000106 0 -134 -63 ATGCCGCTCATTGGTTGCTGGGGACTTTTTGGTGCTTGCT
CCCGGAGCGTCGGAGCTTGGCTTTCTCTCTAA

ATGCCGCTCATTGGTTGCTGGGGACTTTTT
GGTGCTTGCTCCCGGAGCGTCGGAGCTTG
GCTTTCTCTCTAA

MPLIGCWGLFGACSRSV
GAWLSL*

MPLIGCWGLFGACS
RSVGAWLSL*

GCGGGCTGCG TTTTGAGAAA 0 S 0 0 0 YOL093W YOL093W

2819 1777 af AN4929.1 59.m08831 AO070338000014 0 -234 -70 ATGGCTGTAAAGGGACAGATAATTCATGACCACTCACTCA
ATCCTATTCCTCCAGCCCAAGGTGCGGGGAAGTTCTTTAG
CTACGCACAGCTGCCCGCTGTCATCTGCCCTCCTGAAGCT
CAACGTGTCTCAATTTTCCAACCCCAGCACTTGATCAAACC
TTAG

ATGGCTGTAAAGGGACAGATAATTCATGACCACTC
ACTCAATCCTATTCCTCCAGCCCAAGGTGCGGGGA
AGTTCTTTAGCTACGCACAGCTGCCCGCTGTCATC
TGCCCTCCTGAAGCTCAACGTGTCTCAATTTTCCAA
CCCCAGCACTTGATCAAACCTTAG

MAVKGQIIHDHSLNPIPPA
QGAGKFFSYAQLPAVICP
PEAQRVSIFQPQHLIKP*

MAVKGQIIHDHSLN
PIPPAQGAGKFFSY
AQLPAVICPPEAQR
VSIFQPQHLIKP*

AACTGTCTCA CTAACACCAT 0 Z 0 0 0 0 0

2820 1777 af AN4929.1 59.m08831 AO070338000014 0 -209 -81 ATGACCACTCACTCAATCCTATTCCTCCAGCCCAAGGTGC
GGGGAAGTTCTTTAGCTACGCACAGCTGCCCGCTGTCATC
TGCCCTCCTGAAGCTCAACGTGTCTCAATTTTCCAACCCC
AGCACTTGA

ATGACCACTCACTCAATCCTATTCCTCCAGCCCAA
GGTGCGGGGAAGTTCTTTAGCTACGCACAGCTGC
CCGCTGTCATCTGCCCTCCTGAAGCTCAACGTGTC
TCAATTTTCCAACCCCAGCACTTGA

MTTHSILFLQPKVRGSSL
ATHSCPLSSALLKLNVSQ
FSNPST*

MTTHSILFLQPKVR
GSSLATHSCPLSSA
LLKLNVSQFSNPST*

CAGATAATTC TCAAACCTTA 0 Z 0 0 0 0 0

2821 1777 ao AN4929.1 59.m08831 AO070338000014 0 -195 -97 ATGACCTTGACCCTGTGTACAGCACAAGCTATCCTACTAG
CTGTAGCTTCACTTGCGCCGCATTGCCCCTCTCTTCCCCC
CCCGAATCTGCCCATGTGA

ATGACCTTGACCCTGTGTACAGCACAAGCT
ATCCTACTAGCTGTAGCTTCACTTGCGCCG
CATTGCCCCTCTCTTCCCCCCCCGAATCTG
CCCATGTGA

MTLTLCTAQAILLAVASLA
PHCPSLPPPNLPM*

MTLTLCTAQAILLAV
ASLAPHCPSLPPPN
LPM*

CCCCCTTCAA CCGAGGAGCC 0 Z 0 0 0 0 0

2823 1779 af AN6057.1 72.m19101 AO070340000195 0 -253 -212 ATGCGCAGTGACCTCATCCAAGATCTTGTCAAGCATACAT
AG

ATGCGCAGTGACCTCATCCAAGATCTTGTCAAGCA
TACATAG

MRSDLIQDLVKHT* MRSDLIQDLVKHT* CCAGAATCCC CATAAGAATC 0 QI 0 0 0 0 0
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2824 1779 af AN6057.1 72.m19101 AO070340000195 0 -189 -112 ATGGTTGCATTGTTCGTCGTGCCCATTGTTCTTGTGTCCC
CTTTCCCCACCTTGCGTCTGTTAAAGGGCCTCGGTTAG

ATGGTTGCATTGTTCGTCGTGCCCATTGTTCTTGTG
TCCCCTTTCCCCACCTTGCGTCTGTTAAAGGGCCT
CGGTTAG

MVALFVVPIVLVSPFPTLR
LLKGLG*

MVALFVVPIVLVSPF
PTLRLLKGLG*

TGTGAAGAAA AGTCACGTTT 0 QI 0 0 0 0 0

2825 1779 af AN6057.1 72.m19101 AO070340000195 0 -69 -46 ATGCCAGAGAAATATGGAATTTGA ATGCCAGAGAAATATGGAATTTGA MPEKYGI* MPEKYGI* GCGAGGATCC GCTACCAGAG 0 QI 0 0 0 0 0
2822 1779 an AN6057.1 72.m19101 AO070340000195 0 -239 -189 ATGTCTACCAGACTGGGGAAGCCGAAGCCAAACTCCAGG

GCTATGCCATAA
ATGTCTACCAGACTGGGGAAGCCGAAGCCAAAC
TCCAGGGCTATGCCATAA

MSTRLGKPKPNSRAMP* MSTRLGKPKPNSRAMP* ATAGCCCTAG CCACTATAGC 0 QI 0 0 0 0 0

2826 1779 ao AN6057.1 72.m19101 AO070340000195 0 -258 -238 ATGGCTGCGGCATTAATATGA ATGGCTGCGGCATTAATATGA MAAALI* MAAALI* GCCTAAGCCA AGTCATCTAT 0 QI 0 0 0 0 0
2827 1779 ao AN6057.1 72.m19101 AO070340000195 0 -241 -77 ATGAAGTCATCTATATGGGGTATAACTAGATGGGGATTAAT

TCATTTCAGCCATGTCACTCGTCTCCTTTGCAGCACTAGAC
CAGGATGCTTCTCCACTTCTGTGCCTGTATCCTCGGTGAT
GATTTTATCGCCCGAGGTAGAACCGATCAATCTGGAGGGC
TAA

ATGAAGTCATCTATATGGGGTATAACTAGAT
GGGGATTAATTCATTTCAGCCATGTCACTCG
TCTCCTTTGCAGCACTAGACCAGGATGCTTC
TCCACTTCTGTGCCTGTATCCTCGGTGATGA
TTTTATCGCCCGAGGTAGAACCGATCAATCT
GGAGGGCTAA

MKSSIWGITRWGLIHFSH
VTRLLCSTRPGCFSTSVP
VSSVMILSPEVEPINLEG*

MKSSIWGITRWGLI
HFSHVTRLLCSTRP
GCFSTSVPVSSVMIL
SPEVEPINLEG*

CGGCATTAAT ATATCGCTGT 0 QI 0 0 0 0 0

2828 1779 ao AN6057.1 72.m19101 AO070340000195 0 -227 -213 ATGGGGTATAACTAG ATGGGGTATAACTAG MGYN* MGYN* AGTCATCTAT ATGGGGATTA 0 QI 0 0 0 0 0
2829 1779 ao AN6057.1 72.m19101 AO070340000195 0 -212 -162 ATGGGGATTAATTCATTTCAGCCATGTCACTCGTCTCCTTT

GCAGCACTAG
ATGGGGATTAATTCATTTCAGCCATGTCACT
CGTCTCCTTTGCAGCACTAG

MGINSFQPCHSSPLQH* MGINSFQPCHSSPL
QH*

GTATAACTAG ACCAGGATGC 0 QI 0 0 0 0 0

2830 1779 ao AN6057.1 72.m19101 AO070340000195 0 -189 -121 ATGTCACTCGTCTCCTTTGCAGCACTAGACCAGGATGCTT
CTCCACTTCTGTGCCTGTATCCTCGGTGA

ATGTCACTCGTCTCCTTTGCAGCACTAGACC
AGGATGCTTCTCCACTTCTGTGCCTGTATCC
TCGGTGA

MSLVSFAALDQDASPLLC
LYPR*

MSLVSFAALDQDAS
PLLCLYPR*

CATTTCAGCC TGATTTTATC 0 QI 0 0 0 0 0

2831 1779 ao AN6057.1 72.m19101 AO070340000195 0 -121 -77 ATGATTTTATCGCCCGAGGTAGAACCGATCAATCTGGAGG
GCTAA

ATGATTTTATCGCCCGAGGTAGAACCGATCA
ATCTGGAGGGCTAA

MILSPEVEPINLEG* MILSPEVEPINLEG* ATCCTCGGTG ATATCGCTGT 0 QI 0 0 0 0 0

2833 1781 af AN7651.1 57.m05410 AO070268000008 0 -202 -161 ATGCTCTCAGTCGATATCTTCTCGCACACTCTCTTCGAATA
A

ATGCTCTCAGTCGATATCTTCTCGCACACTCTCTTC
GAATAA

MLSVDIFSHTLFE* MLSVDIFSHTLFE* GATACCCCAT ACTTTAATCT 0  0 0 0 0 0

2832 1781 an AN7651.1 57.m05410 AO070268000008 0 -152 -87 ATGCGTATTCATTTCTTTGTTGATGCTCCAAAAGATATTGCT
GTCGGCTCTCGGCTCTCCTACTGA

ATGCGTATTCATTTCTTTGTTGATGCTCCAAAAGA
TATTGCTGTCGGCTCTCGGCTCTCCTACTGA

MRIHFFVDAPKDIAVGSR
LSY*

MRIHFFVDAPKDIAVGS
RLSY*

CACCTCTTTG TACATTCTTT 0  0 0 0 0 0

2834 1782 af AN7352.1 72.m20006 AO070278000048 0 -241 -227 ATGAATTATTGTTAG ATGAATTATTGTTAG MNYC* MNYC* TCTTCCAGTA CCTCATGAGC 0 O 0 0 0 0 0
2835 1782 af AN7352.1 72.m20006 AO070278000048 0 -222 -49 ATGAGCCATCTTTCCTGTGCCACTTCTCTTCTTCGTGCATT

GGACACTTCACCAATCTGCCCCCCGCTATTTAAAGGCCCG
GACTGGACGACTGGACGACCTGCGACGCCGAGCCTCCAT
CCTTTCATTTCCGCGACCCCAGGTTCAGCTTCGTTTCAGG
CCTCAATGCGTTAA

ATGAGCCATCTTTCCTGTGCCACTTCTCTTCTTCGT
GCATTGGACACTTCACCAATCTGCCCCCCGCTATT
TAAAGGCCCGGACTGGACGACTGGACGACCTGCG
ACGCCGAGCCTCCATCCTTTCATTTCCGCGACCCC
AGGTTCAGCTTCGTTTCAGGCCTCAATGCGTTAA

MSHLSCATSLLRALDTSP
ICPPLFKGPDWTTGRPAT
PSLHPFISATPGSASFQA
SMR*

MSHLSCATSLLRAL
DTSPICPPLFKGPD
WTTGRPATPSLHPF
ISATPGSASFQASM
R*

TGTTAGCCTC GTTCGACCTA 0 O 0 0 0 0 0

2836 1782 ao AN7352.1 72.m20006 AO070278000048 0 -192 -175 ATGCGTGTGTGTCACTAA ATGCGTGTGTGTCACTAA MRVCH* MRVCH* TTTGGAAGCG CGTTTAACCT 0 O 0 0 0 0 0
2839 1783 af AN7474.1 57.m05855 AO070287000028 0 -143 -114 ATGGTTTCTTCGGCTCGGATCTTCAACTGA ATGGTTTCTTCGGCTCGGATCTTCAACTGA MVSSARIFN* MVSSARIFN* GTCGTGCCCC ACATCACTTT 0 R 0 0 0 0 0
2837 1783 an AN7474.1 57.m05855 AO070287000028 0 -204 -187 ATGCCATACGCACTCTGA ATGCCATACGCACTCTGA MPYAL* MPYAL* CTTACACCTA GCTAATCTTC 0 R 0 0 0 0 0
2838 1783 an AN7474.1 57.m05855 AO070287000028 0 -126 -109 ATGGTTGTTCTGGGGTGA ATGGTTGTTCTGGGGTGA MVVLG* MVVLG* CTCTAAACAT GCTTTTGACC 0 R 0 0 0 0 0
2840 1783 ao AN7474.1 57.m05855 AO070287000028 0 -131 -102 ATGGTTCTTTTCGAGAACGTCTCCGACTGA ATGGTTCTTTTCGAGAACGTCTCCGACTGA MVLFENVSD* MVLFENVSD* CGATCAACAC ACCGGATTTC 0 R 0 0 0 0 0

2841 1786 an AN8491.1 72.m19790 AO070297000017 0 -181 -149 ATGGGTATAGATGGGGCAGCAAAACTGCGCTAA ATGGGTATAGATGGGGCAGCAAAACTGCGCTAA MGIDGAAKLR* MGIDGAAKLR* GGAGCGGTCC ACCTGACCCA 0 J 0 MG00482.1 0 YPL211W 0

2842 1786 an AN8491.1 72.m19790 AO070297000017 0 -171 -112 ATGGGGCAGCAAAACTGCGCTAAACCTGACCCAGCAGAG
CTAGCCCAAATAATACGCTAA

ATGGGGCAGCAAAACTGCGCTAAACCTGACCCA
GCAGAGCTAGCCCAAATAATACGCTAA

MGQQNCAKPDPAELAQII
R*

MGQQNCAKPDPAELAQ
IIR*

ATGGGTATAG CCGTATTTGT 0 J 0 MG00482.1 0 YPL211W 0

2843 1786 ao AN8491.1 72.m19790 AO070297000017 0 -154 -71 ATGGTTGGTTTTGAGCGGTTCCCGTCCGAAACTTTTTTTTC
TTTGCGGTGCCAAGACTTTTATGCCAAAAGCTCTCCACCTT
AG

ATGGTTGGTTTTGAGCGGTTCCCGTCCGAA
ACTTTTTTTTCTTTGCGGTGCCAAGACTTTTA
TGCCAAAAGCTCTCCACCTTAG

MVGFERFPSETFFSLRC
QDFYAKSSPP*

MVGFERFPSETFFS
LRCQDFYAKSSPP*

GTGAGGGTCG ACTTTTTTTG 0 J 0 MG00482.1 0 YPL211W 0

2844 1788 ao AN1963.1 58.m07568 AO070301000044 0 -121 -20 ATGGGACTGGTAGGATACGGCGAAATAGACTGCCGACCG
CCGACATCTACACACGGACAGGCTTCGGACGCCTTTGTCA
CACGTTCCATTCCTTTGTACTAG

ATGGGACTGGTAGGATACGGCGAAATAGAC
TGCCGACCGCCGACATCTACACACGGACAG
GCTTCGGACGCCTTTGTCACACGTTCCATTC
CTTTGTACTAG

MGLVGYGEIDCRPPTST
HGQASDAFVTRSIPLY*

MGLVGYGEIDCRPP
TSTHGQASDAFVTR
SIPLY*

GATTTGTTGG CTCTTTGTCT 0 0 0 0 0 0

2845 1791 an AN6892.1 71.m15247 AO070314000029 0 -239 -213 ATGTCATTGCATAATTCTAGTTGCTGA ATGTCATTGCATAATTCTAGTTGCTGA MSLHNSSC* MSLHNSSC* GTTTCAACAG CCGTATACCT 0 T 0 MG05207.1 0 0 0
2847 1792 an AN8723.1 62.m03343 AO070315000151 0 -426 -316 ATGTTTTACTCTTTTCTTACAGCTGACGATCCAATCCATTC

GCTTCCGCATCAACCCATCCCTCCATCCTTCGTCTTCCTC
CCTTCCCTGATTCCGAGGATGCCAAATTAA

ATGTTTTACTCTTTTCTTACAGCTGACGATCCAAT
CCATTCGCTTCCGCATCAACCCATCCCTCCATCC
TTCGTCTTCCTCCCTTCCCTGATTCCGAGGATGC
CAAATTAA

MFYSFLTADDPIHSLPHQ
PIPPSFVFLPSLIPRMPN*

MFYSFLTADDPIHSLPH
QPIPPSFVFLPSLIPRMP
N*

ATCTTTCTGT TGTCCGCAGT 0  0 0 0 0 0

2848 1792 an AN8723.1 62.m03343 AO070315000151 0 -327 -316 ATGCCAAATTAA ATGCCAAATTAA MPN* MPN* GATTCCGAGG TGTCCGCAGT 0  0 0 0 0 0
2849 1792 an AN8723.1 62.m03343 AO070315000151 0 -316 -284 ATGTCCGCAGTGGATTACTTGTCCATTTTTTGA ATGTCCGCAGTGGATTACTTGTCCATTTTTTGA MSAVDYLSIF* MSAVDYLSIF* TGCCAAATTA GGAGATAATC 0  0 0 0 0 0
2852 1792 ao AN8723.1 62.m03343 AO070315000151 0 -278 -267 ATGACACCTTAG ATGACACCTTAG MTP* MTP* ATTTCCCCCA GCCTGTCGGT 0  0 0 0 0 0
2853 1797 af AN6577.1 62.m03163 AO070326000023 0 -113 -51 ATGGGAATAAGAAATATCGGCCACGTGATCCGGATATCCG

CCAGTATTTTTCCATGGCAATAA
ATGGGAATAAGAAATATCGGCCACGTGATCCGGAT
ATCCGCCAGTATTTTTCCATGGCAATAA

MGIRNIGHVIRISASIFPW
Q*

MGIRNIGHVIRISASI
FPWQ*

TCGGACATAA TGCAGTTTCA 0 J 0 0 0 0 0

2856 1797 ao AN6577.1 62.m03163 AO070326000023 0 -86 -72 ATGCGTATTAGCTAG ATGCGTATTAGCTAG MRIS* MRIS* CCTGCACGTG ATTTTCTGTT 0 J 0 0 0 0 0
2857 1809 af AN7661.1 57.m05428 AO070268000032 0 -115 -53 ATGCAGTCTTATCAAGATATCCATCTAAAGCTATCATTGTTA

ACAATCTTGTCTTTAATATAG
ATGCAGTCTTATCAAGATATCCATCTAAAGCTATCA
TTGTTAACAATCTTGTCTTTAATATAG

MQSYQDIHLKLSLLTILSLI
*

MQSYQDIHLKLSLLT
ILSLI*

CTTGACAGGT TACAAGACTA 0 K 0 0 0 0 0

2859 1809 ao AN7661.1 57.m05428 AO070268000032 0 -189 -97 ATGCACACCCTAGGTTACACTACCTGGTACTTTTGTCCAG
AGGAACCATTCACCCTTCTGCTCCCATCTTCGTTGTCAATA
TCCGATGGTTAA

ATGCACACCCTAGGTTACACTACCTGGTACT
TTTGTCCAGAGGAACCATTCACCCTTCTGCT
CCCATCTTCGTTGTCAATATCCGATGGTTAA

MHTLGYTTWYFCPEEPF
TLLLPSSLSISDG*

MHTLGYTTWYFCPE
EPFTLLLPSSLSISD
G*

TGCCTGAGGT TAGGAGCAAA 0 K 0 0 0 0 0

2860 1809 ao AN7661.1 57.m05428 AO070268000032 0 -104 -42 ATGGTTAATAGGAGCAAAGGCTTGTTTCGCGATAACACAT
TTACACCGCAAACGGACTCATAG

ATGGTTAATAGGAGCAAAGGCTTGTTTCGC
GATAACACATTTACACCGCAAACGGACTCAT
AG

MVNRSKGLFRDNTFTPQ
TDS*

MVNRSKGLFRDNTF
TPQTDS*

TCAATATCCG CCATAGTGGC 0 K 0 0 0 0 0

2863 1810 af AN4445.1 58.m07880 AO070273000008 0 -258 -244 ATGTTGACTGAATGA ATGTTGACTGAATGA MLTE* MLTE* TCGGTCGTTG AGATCTGGCA 0 BK 0 0 0 YGR002C 0
2864 1810 af AN4445.1 58.m07880 AO070273000008 0 -247 -104 ATGAAGATCTGGCACCAACGACGGGACGGTCTTGGCGCG

ATTCGATGGGCGGAATGGAATGGAGGAGACCGGCCGTTT
TCTGCGTACCGGTTTCCCTCTTTCAGCCATCACGGTCGGC
ATCTCGTCGTTGATTTCATCTTTTAA

ATGAAGATCTGGCACCAACGACGGGACGGTCTTG
GCGCGATTCGATGGGCGGAATGGAATGGAGGAGA
CCGGCCGTTTTCTGCGTACCGGTTTCCCTCTTTCA
GCCATCACGGTCGGCATCTCGTCGTTGATTTCATC
TTTTAA

MKIWHQRRDGLGAIRWA
EWNGGDRPFSAYRFPSF
SHHGRHLVVDFIF*

MKIWHQRRDGLGAI
RWAEWNGGDRPF
SAYRFPSFSHHGRH
LVVDFIF*

TGTTGACTGA TTTCTAATTT 0 BK 0 0 0 YGR002C 0

2865 1810 af AN4445.1 58.m07880 AO070273000008 0 -203 -117 ATGGGCGGAATGGAATGGAGGAGACCGGCCGTTTTCTGC
GTACCGGTTTCCCTCTTTCAGCCATCACGGTCGGCATCTC
GTCGTTGA

ATGGGCGGAATGGAATGGAGGAGACCGGCCGTTT
TCTGCGTACCGGTTTCCCTCTTTCAGCCATCACGG
TCGGCATCTCGTCGTTGA

MGGMEWRRPAVFCVPV
SLFQPSRSASRR*

MGGMEWRRPAVFC
VPVSLFQPSRSASR
R*

GCGCGATTCG TTTCATCTTT 0 BK 0 0 0 YGR002C 0

2866 1810 af AN4445.1 58.m07880 AO070273000008 0 -194 -117 ATGGAATGGAGGAGACCGGCCGTTTTCTGCGTACCGGTT
TCCCTCTTTCAGCCATCACGGTCGGCATCTCGTCGTTGA

ATGGAATGGAGGAGACCGGCCGTTTTCTGCGTAC
CGGTTTCCCTCTTTCAGCCATCACGGTCGGCATCT
CGTCGTTGA

MEWRRPAVFCVPVSLFQ
PSRSASRR*

MEWRRPAVFCVPV
SLFQPSRSASRR*

GATGGGCGGA TTTCATCTTT 0 BK 0 0 0 YGR002C 0

2867 1810 af AN4445.1 58.m07880 AO070273000008 0 -189 -97 ATGGAGGAGACCGGCCGTTTTCTGCGTACCGGTTTCCCT
CTTTCAGCCATCACGGTCGGCATCTCGTCGTTGATTTCAT
CTTTTAATTTCTAA

ATGGAGGAGACCGGCCGTTTTCTGCGTACCGGTTT
CCCTCTTTCAGCCATCACGGTCGGCATCTCGTCGT
TGATTTCATCTTTTAATTTCTAA

MEETGRFLRTGFPLSAIT
VGISSLISSFNF*

MEETGRFLRTGFPL
SAITVGISSLISSFNF
*

GCGGAATGGA TTTTCTCTTA 0 BK 0 0 0 YGR002C 0

2861 1810 an AN4445.1 58.m07880 AO070273000008 0 -209 -129 ATGTTATGCTGTCCAGATCCAGATCCAGGCCATGGGCGG
GAGTGGGCTTGGCGCGAATTCTCATTCCCCCGTCTCGATT
AA

ATGTTATGCTGTCCAGATCCAGATCCAGGCCATG
GGCGGGAGTGGGCTTGGCGCGAATTCTCATTCC
CCCGTCTCGATTAA

MLCCPDPDPGHGREWA
WREFSFPRLD*

MLCCPDPDPGHGREW
AWREFSFPRLD*

GAACACGTTA CAACCACTCC 0 BK 0 0 0 YGR002C 0

2862 1810 an AN4445.1 58.m07880 AO070273000008 0 -178 -77 ATGGGCGGGAGTGGGCTTGGCGCGAATTCTCATTCCCCC
GTCTCGATTAACAACCACTCCTCCATCTCACTGTCAACGCT
GTATACATCCATATCAAACTGA

ATGGGCGGGAGTGGGCTTGGCGCGAATTCTCAT
TCCCCCGTCTCGATTAACAACCACTCCTCCATCT
CACTGTCAACGCTGTATACATCCATATCAAACTG
A

MGGSGLGANSHSPVSIN
NHSSISLSTLYTSISN*

MGGSGLGANSHSPVSI
NNHSSISLSTLYTSISN*

GATCCAGGCC TTCAACGAAA 0 BK 0 0 0 YGR002C 0

2868 1810 ao AN4445.1 58.m07880 AO070273000008 0 -240 -7 ATGTTGATGCTCAATGTGGCAGCAACGGACGGAAGAGTCT
TGGCGCGAATTGAATTCTCCATTCGATCATTCACTTTACAA
CTCCCCTTCACCTCATACTCTTCACTCCTTTCATATCCCCT
CTTGTTCTTCATCTCCTGTATTTCTGTTCCTCACCCTCCTTG
TTCTCATTTATCTACTAATAACCAACAAATCTTTATCCGTGA
TCTTCAAGAACTCCAACAGTGGTGGTAG

ATGTTGATGCTCAATGTGGCAGCAACGGAC
GGAAGAGTCTTGGCGCGAATTGAATTCTCC
ATTCGATCATTCACTTTACAACTCCCCTTCAC
CTCATACTCTTCACTCCTTTCATATCCCCTCT
TGTTCTTCATCTCCTGTATTTCTGTTCCTCAC
CCTCCTTGTTCTCATTTATCTACTAATAACCA
ACAAATCTTTATCCGTGATCTTCAAGAACTC
CAACAGTGGTGGTAG

MLMLNVAATDGRVLARIE
FSIRSFTLQLPFTSYSSLL
SYPLLFFISCISVPHPPCS
HLSTNNQQIFIRDLQELQ
QWW*

MLMLNVAATDGRVL
ARIEFSIRSFTLQLPF
TSYSSLLSYPLLFFIS
CISVPHPPCSHLSTN
NQQIFIRDLQELQQ
WW*

AGGTGGCCGA CCCGCCATGG 0 BK 0 0 0 YGR002C 0

2869 1810 ao AN4445.1 58.m07880 AO070273000008 0 -234 -7 ATGCTCAATGTGGCAGCAACGGACGGAAGAGTCTTGGCG
CGAATTGAATTCTCCATTCGATCATTCACTTTACAACTCCC
CTTCACCTCATACTCTTCACTCCTTTCATATCCCCTCTTGTT
CTTCATCTCCTGTATTTCTGTTCCTCACCCTCCTTGTTCTCA
TTTATCTACTAATAACCAACAAATCTTTATCCGTGATCTTCA
AGAACTCCAACAGTGGTGGTAG

ATGCTCAATGTGGCAGCAACGGACGGAAGA
GTCTTGGCGCGAATTGAATTCTCCATTCGAT
CATTCACTTTACAACTCCCCTTCACCTCATA
CTCTTCACTCCTTTCATATCCCCTCTTGTTCT
TCATCTCCTGTATTTCTGTTCCTCACCCTCCT
TGTTCTCATTTATCTACTAATAACCAACAAAT
CTTTATCCGTGATCTTCAAGAACTCCAACAG
TGGTGGTAG

MLNVAATDGRVLARIEFSI
RSFTLQLPFTSYSSLLSY
PLLFFISCISVPHPPCSHL
STNNQQIFIRDLQELQQW
W*

MLNVAATDGRVLAR
IEFSIRSFTLQLPFTS
YSSLLSYPLLFFISCI
SVPHPPCSHLSTNN
QQIFIRDLQELQQW
W*

CCGAATGTTG CCCGCCATGG 0 BK 0 0 0 YGR002C 0

2871 1811 af AN7540.1 72.m19557 AO070277000037 0 -163 -101 ATGGAGCCAAGGCCACCAGCCACAGGGACACACAACTCG
CAACACAAAAATTCGGGATCGTGA

ATGGAGCCAAGGCCACCAGCCACAGGGACACACA
ACTCGCAACACAAAAATTCGGGATCGTGA

MEPRPPATGTHNSQHKN
SGS*

MEPRPPATGTHNS
QHKNSGS*

AGTGTGGCTG GAATCGTCCC 0 J FG01314.1 MG00341.1 NCU07380.1 0 0

2870 1811 an AN7540.1 72.m19557 AO070277000037 0 -210 -85 ATGTACTGCTCCATAGGGCGGTGCCAAGTCCACCAGCCA
CAGTACCACTCGCGACACAAAAAATCGCCTTTCTCTGGGT
TCCCAATATCCCGCCGCCTGCAAGCTTACCGTCCCCAGAT
CTCATAA

ATGTACTGCTCCATAGGGCGGTGCCAAGTCCAC
CAGCCACAGTACCACTCGCGACACAAAAAATCG
CCTTTCTCTGGGTTCCCAATATCCCGCCGCCTGC
AAGCTTACCGTCCCCAGATCTCATAA

MYCSIGRCQVHQPQYHS
RHKKSPFSGFPISRRLQA
YRPQIS*

MYCSIGRCQVHQPQYH
SRHKKSPFSGFPISRRL
QAYRPQIS*

GTGGCTAGGC GGCTACCTCG 0 J FG01314.1 MG00341.1 NCU07380.1 0 0

2875 1812 af AN9304.1 70.m15663 AO070280000073 0 -131 -66 ATGCCCGCTGTAAGAGAAGTATATGAGAGACAAACAATGC
CTGCGAGCAGTCTATCTATCAATTGA

ATGCCCGCTGTAAGAGAAGTATATGAGAGACAAAC
AATGCCTGCGAGCAGTCTATCTATCAATTGA

MPAVREVYERQTMPASS
LSIN*

MPAVREVYERQTM
PASSLSIN*

ATCATTGGAA CAACACTGTA 0 O 0 0 0 0 0

2876 1812 af AN9304.1 70.m15663 AO070280000073 0 -109 -29 ATGAGAGACAAACAATGCCTGCGAGCAGTCTATCTATCAA
TTGACAACACTGTAAGAGCAATCTACCTCCTAACCTCCTAA

ATGAGAGACAAACAATGCCTGCGAGCAGTCTATCT
ATCAATTGACAACACTGTAAGAGCAATCTACCTCCT
AACCTCCTAA

MRDKQCLRAVYLSIDNTV
RAIYLLTS*

MRDKQCLRAVYLSI
DNTVRAIYLLTS*

AGAGAAGTAT CAAAATCAAC 0 O 0 0 0 0 0

2877 1812 af AN9304.1 70.m15663 AO070280000073 0 -95 -66 ATGCCTGCGAGCAGTCTATCTATCAATTGA ATGCCTGCGAGCAGTCTATCTATCAATTGA MPASSLSIN* MPASSLSIN* GAGACAAACA CAACACTGTA 0 O 0 0 0 0 0
2872 1812 an AN9304.1 70.m15663 AO070280000073 0 -207 -181 ATGGATCCAAATCCCCACCTGGCCTGA ATGGATCCAAATCCCCACCTGGCCTGA MDPNPHLA* MDPNPHLA* TGCTTTCCCC GCTCCGACAA 0 O 0 0 0 0 0
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2873 1812 an AN9304.1 70.m15663 AO070280000073 0 -135 -124 ATGCGGTGCTGA ATGCGGTGCTGA MRC* MRC* CGCCGGTGGG GAAATGTGCC 0 O 0 0 0 0 0
2874 1812 an AN9304.1 70.m15663 AO070280000073 0 -120 -97 ATGTGCCGACCAGATTATCTTTAG ATGTGCCGACCAGATTATCTTTAG MCRPDYL* MCRPDYL* GTGCTGAGAA CGGTATTTAT 0 O 0 0 0 0 0
2881 1814 af AN7492.1 57.m05852 AO070287000025 0 -248 -162 ATGCGACTGCCGGTATCTGCTAGGGATACAGTCATCAACA

CTTCTTCATTTTCAGCCTGGCCCCTTTCTACAGCATTTTCT
ATATAG

ATGCGACTGCCGGTATCTGCTAGGGATACAGTCAT
CAACACTTCTTCATTTTCAGCCTGGCCCCTTTCTAC
AGCATTTTCTATATAG

MRLPVSARDTVINTSSFS
AWPLSTAFSI*

MRLPVSARDTVINT
SSFSAWPLSTAFSI*

TGGAAAGGTG AAATTTTACG 0 S FG09810.1 MG01422.1 0 0 0

2882 1814 af AN7492.1 57.m05852 AO070287000025 0 -147 -121 ATGCTGGCTACGTTATTGATAAGATAA ATGCTGGCTACGTTATTGATAAGATAA MLATLLIR* MLATLLIR* TTTACGATTC GCTCTTGACC 0 S FG09810.1 MG01422.1 0 0 0
2878 1814 an AN7492.1 57.m05852 AO070287000025 0 -184 -143 ATGGCTTCGAAACCAAGTAAGGTACAATTCATGCTCGATTA

A
ATGGCTTCGAAACCAAGTAAGGTACAATTCATGC
TCGATTAA

MASKPSKVQFMLD* MASKPSKVQFMLD* TGTATTGAAC CTCGGTCCAT 0 S FG09810.1 MG01422.1 0 0 0

2879 1814 an AN7492.1 57.m05852 AO070287000025 0 -154 -143 ATGCTCGATTAA ATGCTCGATTAA MLD* MLD* GGTACAATTC CTCGGTCCAT 0 S FG09810.1 MG01422.1 0 0 0
2880 1814 an AN7492.1 57.m05852 AO070287000025 0 -121 -89 ATGCAGGTCGTGGCCAATATAAATAAGGCTTGA ATGCAGGTCGTGGCCAATATAAATAAGGCTTGA MQVVANINKA* MQVVANINKA* TTCGTTTTTG CCGCCCTGGA 0 S FG09810.1 MG01422.1 0 0 0

2883 1814 ao AN7492.1 57.m05852 AO070287000025 0 -207 -91 ATGTATGCTTTCGAAGGCCAAAGCTTGCATTATCTGGTTG
GATCTCGACTATTCGCCTTTCTGGTGAAGAACTATATCGAA
GTTGATCACAGTATCGATAATATTGATAAGTATTGA

ATGTATGCTTTCGAAGGCCAAAGCTTGCATT
ATCTGGTTGGATCTCGACTATTCGCCTTTCT
GGTGAAGAACTATATCGAAGTTGATCACAGT
ATCGATAATATTGATAAGTATTGA

MYAFEGQSLHYLVGSRL
FAFLVKNYIEVDHSIDNID
KY*

MYAFEGQSLHYLVG
SRLFAFLVKNYIEVD
HSIDNIDKY*

TAAGTCATAT CCGCCCAACT 0 S FG09810.1 MG01422.1 0 0 0

2884 1814 ao AN7492.1 57.m05852 AO070287000025 0 -203 -141 ATGCTTTCGAAGGCCAAAGCTTGCATTATCTGGTTGGATC
TCGACTATTCGCCTTTCTGGTGA

ATGCTTTCGAAGGCCAAAGCTTGCATTATCT
GGTTGGATCTCGACTATTCGCCTTTCTGGTG
A

MLSKAKACIIWLDLDYSP
FW*

MLSKAKACIIWLDLD
YSPFW*

TCATATATGT AGAACTATAT 0 S FG09810.1 MG01422.1 0 0 0

2888 1816 af AN8539.1 52.m03979 AO070294000060 0 -190 -131 ATGCGGCGTCAGACATGCCCATTAGAATGCTCCCCTAAAG
CCAAACGGCAGAGTATATAG

ATGCGGCGTCAGACATGCCCATTAGAATGCTCCCC
TAAAGCCAAACGGCAGAGTATATAG

MRRQTCPLECSPKAKRQ
SI*

MRRQTCPLECSPKA
KRQSI*

AGCATTATCA GGAAGCAAGA 0 J 0 0 0 0 0

2889 1816 af AN8539.1 52.m03979 AO070294000060 0 -176 -153 ATGCCCATTAGAATGCTCCCCTAA ATGCCCATTAGAATGCTCCCCTAA MPIRMLP* MPIRMLP* GGCGTCAGAC AGCCAAACGG 0 J 0 0 0 0 0
2890 1816 af AN8539.1 52.m03979 AO070294000060 0 -164 -153 ATGCTCCCCTAA ATGCTCCCCTAA MLP* MLP* GCCCATTAGA AGCCAAACGG 0 J 0 0 0 0 0
2891 1816 af AN8539.1 52.m03979 AO070294000060 0 -113 -60 ATGGAGAAACACCGTAGAAGCACTCTAGAGGAGAAACCAA

AGAAAACGAACTAG
ATGGAGAAACACCGTAGAAGCACTCTAGAGGAGAA
ACCAAAGAAAACGAACTAG

MEKHRRSTLEEKPKKTN* MEKHRRSTLEEKPK
KTN*

AGAGGTACAC ACTCATCAAC 0 J 0 0 0 0 0

2885 1816 an AN8539.1 52.m03979 AO070294000060 0 -242 -180 ATGTCTAGGCGCCCTGGGCTTAGCCGCCAACCCCTGTAT
GCCGAGTCGGACTATCGAGTCTGA

ATGTCTAGGCGCCCTGGGCTTAGCCGCCAACCC
CTGTATGCCGAGTCGGACTATCGAGTCTGA

MSRRPGLSRQPLYAESD
YRV*

MSRRPGLSRQPLYAES
DYRV*

GACGTGAGAG ACATATAAGG 0 J 0 0 0 0 0

2886 1816 an AN8539.1 52.m03979 AO070294000060 0 -205 -134 ATGCCGAGTCGGACTATCGAGTCTGAACATATAAGGCAGA
GGGTGCGGGATACTCGCGCTCAAGAGTTCTGA

ATGCCGAGTCGGACTATCGAGTCTGAACATATAA
GGCAGAGGGTGCGGGATACTCGCGCTCAAGAG
TTCTGA

MPSRTIESEHIRQRVRDT
RAQEF*

MPSRTIESEHIRQRVRD
TRAQEF*

CAACCCCTGT TCTTGAAGTG 0 J 0 0 0 0 0

2887 1816 an AN8539.1 52.m03979 AO070294000060 0 -112 -92 ATGTACAATATCCCATACTGA ATGTACAATATCCCATACTGA MYNIPY* MYNIPY* TGGGCGTTGG TAAACTCGCG 0 J 0 0 0 0 0
2892 1816 ao AN8539.1 52.m03979 AO070294000060 0 -98 -30 ATGGCGGAAAAGCTTGAGCTGTACAACCATACCTGCAAGA

AGAAGATCAAGACCTTTGCACATTGCTAG
ATGGCGGAAAAGCTTGAGCTGTACAACCAT
ACCTGCAAGAAGAAGATCAAGACCTTTGCA
CATTGCTAG

MAEKLELYNHTCKKKIKT
FAHC*

MAEKLELYNHTCKK
KIKTFAHC*

AACACTGAGC CTCTTACTTT 0 J 0 0 0 0 0

2896 1817 af AN2723.1 70.m15716 AO070309000061 0 -241 -194 ATGACCCGAGGGCGCTCTCCCGGCACTCCCCGCCGAGA
GCTCTGTTAG

ATGACCCGAGGGCGCTCTCCCGGCACTCCCCGCC
GAGAGCTCTGTTAG

MTRGRSPGTPRRELC* MTRGRSPGTPRRE
LC*

TTAGTTAGAA TTCTCCAGGT 0 E 0 0 0 0 0

2897 1817 af AN2723.1 70.m15716 AO070309000061 0 -148 -83 ATGCGGGCTGGGGTGGAGCCGAAGGGAGCTAATGGCAG
TGCTCATCTAGAGGTATATGTACTATAA

ATGCGGGCTGGGGTGGAGCCGAAGGGAGCTAAT
GGCAGTGCTCATCTAGAGGTATATGTACTATAA

MRAGVEPKGANGSAHLE
VYVL*

MRAGVEPKGANGS
AHLEVYVL*

CTTGTGACCG CATGGCCAGC 0 E 0 0 0 0 0

2898 1817 af AN2723.1 70.m15716 AO070309000061 0 -117 -100 ATGGCAGTGCTCATCTAG ATGGCAGTGCTCATCTAG MAVLI* MAVLI* AAGGGAGCTA AGGTATATGT 0 E 0 0 0 0 0
2899 1817 af AN2723.1 70.m15716 AO070309000061 0 -93 -46 ATGTACTATAACATGGCCAGCTGGATCAATGAAATGCGCA

AATTCTAA
ATGTACTATAACATGGCCAGCTGGATCAATGAAAT
GCGCAAATTCTAA

MYYNMASWINEMRKF* MYYNMASWINEMR
KF*

CTAGAGGTAT GTGCAATCTT 0 E 0 0 0 0 0

2900 1817 af AN2723.1 70.m15716 AO070309000061 0 -81 -46 ATGGCCAGCTGGATCAATGAAATGCGCAAATTCTAA ATGGCCAGCTGGATCAATGAAATGCGCAAATTCTA
A

MASWINEMRKF* MASWINEMRKF* GTACTATAAC GTGCAATCTT 0 E 0 0 0 0 0

2893 1817 an AN2723.1 70.m15716 AO070309000061 0 -123 -109 ATGCGGAGAAAGTAG ATGCGGAGAAAGTAG MRRK* MRRK* TGAGGGGTCG TCATGGTCAT 0 E 0 0 0 0 0
2894 1817 an AN2723.1 70.m15716 AO070309000061 0 -106 -47 ATGGTCATCATTGTGCAGACATATAAGCGGGCAGGTAGAT

GGAAGTCCAGAGTTGATTAA
ATGGTCATCATTGTGCAGACATATAAGCGGGCAG
GTAGATGGAAGTCCAGAGTTGATTAA

MVIIVQTYKRAGRWKSRV
D*

MVIIVQTYKRAGRWKSR
VD*

GAAAGTAGTC CAGTAGGTAT 0 E 0 0 0 0 0

2895 1817 an AN2723.1 70.m15716 AO070309000061 0 -68 -51 ATGGAAGTCCAGAGTTGA ATGGAAGTCCAGAGTTGA MEVQS* MEVQS* GGGCAGGTAG TTAACAGTAG 0 E 0 0 0 0 0
2902 1817 ao AN2723.1 70.m15716 AO070309000061 0 -234 -220 ATGACATCGCTCTGA ATGACATCGCTCTGA MTSL* MTSL* ATTGATTCTA ATTCCGGGTC 0 E 0 0 0 0 0
2903 1817 ao AN2723.1 70.m15716 AO070309000061 0 -132 -91 ATGCAAGACGAACATTATGTCTCGCCCATAAGAAACAAATA

A
ATGCAAGACGAACATTATGTCTCGCCCATAA
GAAACAAATAA

MQDEHYVSPIRNK* MQDEHYVSPIRNK* GGAGTATCTA AATCCACATT 0 E 0 0 0 0 0

2904 1817 ao AN2723.1 70.m15716 AO070309000061 0 -116 -102 ATGTCTCGCCCATAA ATGTCTCGCCCATAA MSRP* MSRP* GACGAACATT GAAACAAATA 0 E 0 0 0 0 0
2905 1819 af AN6922.1 71.m15188 AO070313000063 0 -162 -103 ATGGGCCCTCTTCTTCTCTGTCGTTATAAATATCCAGTCGA

TTTAGCCCTTCAGCCTTGA
ATGGGCCCTCTTCTTCTCTGTCGTTATAAATATCCA
GTCGATTTAGCCCTTCAGCCTTGA

MGPLLLCRYKYPVDLALQ
P*

MGPLLLCRYKYPVD
LALQP*

GGACATTTGG TTGACCGCGA 0 R 0 0 0 0 0

2910 1821 af AN8018.1 53.m04191 AO070322000067 0 -223 -125 ATGGCAGTGACAGTAAGACCAAGCTGTTTAGTTTGGAACT
TTTCGCATGAGGTAGGAGACCAGGTCCACTGTGCTCCTGT
GTTCGTTTCGCCACGATGA

ATGGCAGTGACAGTAAGACCAAGCTGTTTAGTTTG
GAACTTTTCGCATGAGGTAGGAGACCAGGTCCACT
GTGCTCCTGTGTTCGTTTCGCCACGATGA

MAVTVRPSCLVWNFSHE
VGDQVHCAPVFVSPR*

MAVTVRPSCLVWN
FSHEVGDQVHCAP
VFVSPR*

AAGCCTATCC CGACATCCAT 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2911 1821 af AN8018.1 53.m04191 AO070322000067 0 -128 -96 ATGACGACATCCATCACGACCAGTGAGAATTAA ATGACGACATCCATCACGACCAGTGAGAATTAA MTTSITTSEN* MTTSITTSEN* TTTCGCCACG ATAAGTTAAT 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2912 1821 af AN8018.1 53.m04191 AO070322000067 0 -77 -45 ATGCAATGGCATATCAACACGCCATTGGGATGA ATGCAATGGCATATCAACACGCCATTGGGATGA MQWHINTPLG* MQWHINTPLG* ATATAGAACC GCCAAAATTG 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2913 1821 af AN8018.1 53.m04191 AO070322000067 0 -72 -34 ATGGCATATCAACACGCCATTGGGATGAGCCAAAATTGA ATGGCATATCAACACGCCATTGGGATGAGCCAAAA
TTGA

MAYQHAIGMSQN* MAYQHAIGMSQN* GAACCATGCA TTTCAGCGCT 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2906 1821 an AN8018.1 53.m04191 AO070322000067 0 -176 -159 ATGCAAATGTGCAGTTGA ATGCAAATGTGCAGTTGA MQMCS* MQMCS* TGAAGTCACT AGTCGGGTGG 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2907 1821 an AN8018.1 53.m04191 AO070322000067 0 -170 -159 ATGTGCAGTTGA ATGTGCAGTTGA MCS* MCS* CACTATGCAA AGTCGGGTGG 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2908 1821 an AN8018.1 53.m04191 AO070322000067 0 -117 -34 ATGACGACATACAACAAGATGCCACCCAGTAACAGGCGTT
TGTTTAAATCGAGCTCGCGTGCTCCGTTACCTTGCGTCGT
CTAA

ATGACGACATACAACAAGATGCCACCCAGTAACA
GGCGTTTGTTTAAATCGAGCTCGCGTGCTCCGTT
ACCTTGCGTCGTCTAA

MTTYNKMPPSNRRLFKS
SSRAPLPCVV*

MTTYNKMPPSNRRLFK
SSSRAPLPCVV*

CCTCGCCATC CCGCATATAC 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2909 1821 an AN8018.1 53.m04191 AO070322000067 0 -99 -34 ATGCCACCCAGTAACAGGCGTTTGTTTAAATCGAGCTCGC
GTGCTCCGTTACCTTGCGTCGTCTAA

ATGCCACCCAGTAACAGGCGTTTGTTTAAATCGA
GCTCGCGTGCTCCGTTACCTTGCGTCGTCTAA

MPPSNRRLFKSSSRAPL
PCVV*

MPPSNRRLFKSSSRAPL
PCVV*

ATACAACAAG CCGCATATAC 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2915 1821 ao AN8018.1 53.m04191 AO070322000067 0 -114 -103 ATGACGCCATAG ATGACGCCATAG MTP* MTP* TTACGCCACG AGGAAAGAAA 0 S FG03429.1 MG03349.1 NCU09799.1 0 0

2919 1840 af AN0989.1 70.m15630 AO070318000148 0 -163 -152 ATGTCGACCTAA ATGTCGACCTAA MST* MST* CTGCGATTTC GCGTCCTGAG 0 B 0 0 0 0 0
2920 1840 af AN0989.1 70.m15630 AO070318000148 0 -141 -67 ATGGTTACGGCTGGCGGCGGCGGCGGTTCGAGCAGTCC

GCTCACGTTTTCAACTCACGCGCGGACATCTTTATAG
ATGGTTACGGCTGGCGGCGGCGGCGGTTCGAGC
AGTCCGCTCACGTTTTCAACTCACGCGCGGACATC
TTTATAG

MVTAGGGGGSSSPLTFS
THARTSL*

MVTAGGGGGSSSP
LTFSTHARTSL*

GCGTCCTGAG TCGCGACATT 0 B 0 0 0 0 0

2917 1840 an AN0989.1 70.m15630 AO070318000148 0 -160 -59 ATGGTCACAGGTGGCGGCGGCGGCGGTTTTCAGCAGTCC
GCTTCACGATTCGATTCACGCGCAAAGTATTCACTCTGTTC
GCGGATGCAGGGCAAACTTTGA

ATGGTCACAGGTGGCGGCGGCGGCGGTTTTCA
GCAGTCCGCTTCACGATTCGATTCACGCGCAAA
GTATTCACTCTGTTCGCGGATGCAGGGCAAACTT
TGA

MVTGGGGGGFQQSASR
FDSRAKYSLCSRMQGKL
*

MVTGGGGGGFQQSAS
RFDSRAKYSLCSRMQG
KL*

ATGTCTTGAG TCGAAAACCA 0 B 0 0 0 0 0

2918 1840 an AN0989.1 70.m15630 AO070318000148 0 -76 -59 ATGCAGGGCAAACTTTGA ATGCAGGGCAAACTTTGA MQGKL* MQGKL* CTGTTCGCGG TCGAAAACCA 0 B 0 0 0 0 0
2921 1840 ao AN0989.1 70.m15630 AO070318000148 0 -175 -155 ATGTTGGACGCTATTTCCTGA ATGTTGGACGCTATTTCCTGA MLDAIS* MLDAIS* TGACGACTCT GATGGTTACA 0 B 0 0 0 0 0
2922 1840 ao AN0989.1 70.m15630 AO070318000148 0 -153 -70 ATGGTTACAGTTGGTGGTGGTGGCGGTTCGAGCAATCCG

CTCAGTTTCGACTTTCGCGCGGCCGTGGCCTTTGCATCTC
GATAG

ATGGTTACAGTTGGTGGTGGTGGCGGTTCG
AGCAATCCGCTCAGTTTCGACTTTCGCGCG
GCCGTGGCCTTTGCATCTCGATAG

MVTVGGGGGSSNPLSFD
FRAAVAFASR*

MVTVGGGGGSSNP
LSFDFRAAVAFASR*

ATTTCCTGAG ACGTGACCGA 0 B 0 0 0 0 0

2924 1844 an AN4864.1 59.m09108 AO070329000150 0 -165 -16 ATGGTTCTTTCGACCAACAACAGTCCGCCCTGTCAAAACT
CCAGTTTGCTCACATACTCCGTTATAGGCTGTCCCTACCC
TGGCCTCGTTTCTTCTCCAATTGCTGTTCCTCTTTATATAG
CAGGTTTGCGGTCAATGGAAGACCACTGA

ATGGTTCTTTCGACCAACAACAGTCCGCCCTGTC
AAAACTCCAGTTTGCTCACATACTCCGTTATAGG
CTGTCCCTACCCTGGCCTCGTTTCTTCTCCAATT
GCTGTTCCTCTTTATATAGCAGGTTTGCGGTCAA
TGGAAGACCACTGA

MVLSTNNSPPCQNSSLLT
YSVIGCPYPGLVSSPIAVP
LYIAGLRSMEDH*

MVLSTNNSPPCQNSSLL
TYSVIGCPYPGLVSSPIA
VPLYIAGLRSMEDH*

GACCTCCAAA ATATTATCAC 0 GE 0 MG09310.1 0 YOR002W 0

2925 1844 ao AN4864.1 59.m09108 AO070329000150 0 -189 -82 ATGTCATTCTCCGGAACCAACAATTGCATTGAGCTGGCCG
CATCCATCTATTCGACTCCGTACCCCGACTCTTTCTTCTCT
ATCCGATTCACCAGATTTTGTCCTTAG

ATGTCATTCTCCGGAACCAACAATTGCATTG
AGCTGGCCGCATCCATCTATTCGACTCCGT
ACCCCGACTCTTTCTTCTCTATCCGATTCAC
CAGATTTTGTCCTTAG

MSFSGTNNCIELAASIYST
PYPDSFFSIRFTRFCP*

MSFSGTNNCIELAA
SIYSTPYPDSFFSIRF
TRFCP*

TTCCCACTGT TCTCATCTAT 0 GE 0 MG09310.1 0 YOR002W 0

2929 1846 af AN5748.1 69.m14846 AO070341000005 0 -426 -175 ATGAAGTGGCCACACCTACCATTTCCGCTGTACAACTACC
TTGCTGAGAGACACTCCTCAAGAGGCTTGGTAGAAGGGA
CGCCGGACGACCTGGTACGTACTTCAGCTTCTCTTAAAAG
CAGCATTGATTATTCCGTGGGCAATCTTGTCTGGACAACG
TACATTGATATGTTTGTTTGTGTCTGCGGGACGGAGAATTT
AGCGAGCTCAATCACCAAGCTCAAGACTGGTGTCGAATTC
CAAGGTTGCTAA

ATGAAGTGGCCACACCTACCATTTCCGCTGTACAA
CTACCTTGCTGAGAGACACTCCTCAAGAGGCTTGG
TAGAAGGGACGCCGGACGACCTGGTACGTACTTC
AGCTTCTCTTAAAAGCAGCATTGATTATTCCGTGGG
CAATCTTGTCTGGACAACGTACATTGATATGTTTGT
TTGTGTCTGCGGGACGGAGAATTTAGCGAGCTCAA
TCACCAAGCTCAAGACTGGTGTCGAATTCCAAGGT
TGCTAA

MKWPHLPFPLYNYLAER
HSSRGLVEGTPDDLVRT
SASLKSSIDYSVGNLVWT
TYIDMFVCVCGTENLASSI
TKLKTGVEFQGC*

MKWPHLPFPLYNYL
AERHSSRGLVEGTP
DDLVRTSASLKSSID
YSVGNLVWTTYIDM
FVCVCGTENLASSIT
KLKTGVEFQGC*

AAGTCGCAAC CGTTTCGTCT 0 G 0 0 0 YJR131W 0

2926 1846 an AN5748.1 69.m14846 AO070341000005 0 -199 -116 ATGCTAACATCCTTCAGGATCTATCCATGCCGGCTTAAGC
TGCAGTTATTATCCTCCGAACGTGACAACGAAGAGCGACG
ATAG

ATGCTAACATCCTTCAGGATCTATCCATGCCGGC
TTAAGCTGCAGTTATTATCCTCCGAACGTGACAA
CGAAGAGCGACGATAG

MLTSFRIYPCRLKLQLLSS
ERDNEERR*

MLTSFRIYPCRLKLQLLS
SERDNEERR*

GTCGTAGCAG CACACCGACC 0 G 0 0 0 YJR131W 0

2933 1846 ao AN5748.1 69.m14846 AO070341000005 0 -430 -398 ATGAATCTATTTATCTTTTGTCCTTTCTCATGA ATGAATCTATTTATCTTTTGTCCTTTCTCATG
A

MNLFIFCPFS* MNLFIFCPFS* TGCGCACCTC GTAACGCATT 0 G 0 0 0 YJR131W 0

2934 1846 ao AN5748.1 69.m14846 AO070341000005 0 -401 -384 ATGAGTAACGCATTGTAA ATGAGTAACGCATTGTAA MSNAL* MSNAL* GTCCTTTCTC AGCTCCACAA 0 G 0 0 0 YJR131W 0
2935 1846 ao AN5748.1 69.m14846 AO070341000005 0 -351 -322 ATGCACGCTTGGTTAGTTGTTGACACCTAG ATGCACGCTTGGTTAGTTGTTGACACCTAG MHAWLVVDT* MHAWLVVDT* TAGGCAATCA CTTCAACCTG 0 G 0 0 0 YJR131W 0

2940 1851 af AN7521.1 59.m08965 AO070280000062 0 -197 -27 ATGCCTTTCTTCACACATCTATCATGCAATCAAGGTCGAGT
GGCTCATTGGACCTTCGGAGTGGAGTCTTCTGATGTGCCA
TATTATGCTACCAGCAGGTGTATTTATATTGAAGAAGTTCC
CGCCAGAACTTCTCTCTCGCATTGCCTTTACCATCACTCCT
CATTCTGA

ATGCCTTTCTTCACACATCTATCATGCAATCAAGGT
CGAGTGGCTCATTGGACCTTCGGAGTGGAGTCTTC
TGATGTGCCATATTATGCTACCAGCAGGTGTATTTA
TATTGAAGAAGTTCCCGCCAGAACTTCTCTCTCGC
ATTGCCTTTACCATCACTCCTCATTCTGA

MPFFTHLSCNQGRVAH
WTFGVESSDVPYYATSR
CIYIEEVPARTSLSHCLYH
HSSF*

MPFFTHLSCNQGR
VAHWTFGVESSDV
PYYATSRCIYIEEVP
ARTSLSHCLYHHSS
F*

TCGGGCGAAG GCCGCAAGTG 0 I 0 0 0 0 0

2941 1851 af AN7521.1 59.m08965 AO070280000062 0 -174 -124 ATGCAATCAAGGTCGAGTGGCTCATTGGACCTTCGGAGTG
GAGTCTTCTGA

ATGCAATCAAGGTCGAGTGGCTCATTGGACCTTCG
GAGTGGAGTCTTCTGA

MQSRSSGSLDLRSGVF* MQSRSSGSLDLRS
GVF*

CACATCTATC TGTGCCATAT 0 I 0 0 0 0 0

88
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2938 1851 an AN7521.1 59.m08965 AO070280000062 0 -185 -108 ATGACGCTGCAAACTGGAACAAGCAATAGACGGTCCACG
GCCGTGTTACGTGTACACGGCTGTGCGGCACTCACCTAA

ATGACGCTGCAAACTGGAACAAGCAATAGACGG
TCCACGGCCGTGTTACGTGTACACGGCTGTGCG
GCACTCACCTAA

MTLQTGTSNRRSTAVLR
VHGCAALT*

MTLQTGTSNRRSTAVLR
VHGCAALT*

GGAGAGACAG TCAGGCCGTA 0 I 0 0 0 0 0

2939 1851 an AN7521.1 59.m08965 AO070280000062 0 -98 -75 ATGCGACGCCCGAGGACTATATAA ATGCGACGCCCGAGGACTATATAA MRRPRTI* MRRPRTI* ATCAGGCCGT ACACTCAAAC 0 I 0 0 0 0 0
2942 1855 af AN8312.1 72.m19891 AO070307000026 0 -232 -41 ATGGTAACCAAACACAAGGAAACAGTCAGGGTTGTATCTG

TCAGGGATAAACTAGCAGGTAACTTTAACATGATATATAAG
ATTGACATCTGTTGTCTGGTAAATACCCTTCTTTTTGACTAT
TTCTTTCTATTATGTATACTCTCAATTAGATTACATCCTTGT
CACTGTCAATCCTTACTCATTATTTAA

ATGGTAACCAAACACAAGGAAACAGTCAGGGTTGT
ATCTGTCAGGGATAAACTAGCAGGTAACTTTAACAT
GATATATAAGATTGACATCTGTTGTCTGGTAAATAC
CCTTCTTTTTGACTATTTCTTTCTATTATGTATACTCT
CAATTAGATTACATCCTTGTCACTGTCAATCCTTAC
TCATTATTTAA

MVTKHKETVRVVSVRDK
LAGNFNMIYKIDICCLVNT
LLFDYFFLLCILSIRLHPCH
CQSLLII*

MVTKHKETVRVVSV
RDKLAGNFNMIYKID
ICCLVNTLLFDYFFL
LCILSIRLHPCHCQS
LLII*

ATCCTGAGGC TCATTCAGCA 0  0 0 0 0 0

2943 1855 af AN8312.1 72.m19891 AO070307000026 0 -163 -41 ATGATATATAAGATTGACATCTGTTGTCTGGTAAATACCCT
TCTTTTTGACTATTTCTTTCTATTATGTATACTCTCAATTAGA
TTACATCCTTGTCACTGTCAATCCTTACTCATTATTTAA

ATGATATATAAGATTGACATCTGTTGTCTGGTAAAT
ACCCTTCTTTTTGACTATTTCTTTCTATTATGTATACT
CTCAATTAGATTACATCCTTGTCACTGTCAATCCTT
ACTCATTATTTAA

MIYKIDICCLVNTLLFDYFF
LLCILSIRLHPCHCQSLLII*

MIYKIDICCLVNTLLF
DYFFLLCILSIRLHPC
HCQSLLII*

TAACTTTAAC TCATTCAGCA 0  0 0 0 0 0

2944 1855 af AN8312.1 72.m19891 AO070307000026 0 -98 -81 ATGTATACTCTCAATTAG ATGTATACTCTCAATTAG MYTLN* MYTLN* TCTTTCTATT ATTACATCCT 0  0 0 0 0 0
2945 1855 ao AN8312.1 72.m19891 AO070307000026 0 -288 -241 ATGGTGAAACATGGGACGACAACCTACAGACAGATCAATG

GAACATAA
ATGGTGAAACATGGGACGACAACCTACAGA
CAGATCAATGGAACATAA

MVKHGTTTYRQINGT* MVKHGTTTYRQING
T*

CGGCACTACA TGAAACGGCT 0  0 0 0 0 0

2946 1855 ao AN8312.1 72.m19891 AO070307000026 0 -278 -180 ATGGGACGACAACCTACAGACAGATCAATGGAACATAATG
AAACGGCTGGAGCTGGGTCCGTCCGGAACAGCCTGGCG
GGCCGTTCAGGATTGATATAA

ATGGGACGACAACCTACAGACAGATCAATG
GAACATAATGAAACGGCTGGAGCTGGGTCC
GTCCGGAACAGCCTGGCGGGCCGTTCAGG
ATTGATATAA

MGRQPTDRSMEHNETA
GAGSVRNSLAGRSGLI*

MGRQPTDRSMEHN
ETAGAGSVRNSLAG
RSGLI*

ATGGTGAAAC AAGATCGACT 0  0 0 0 0 0

2947 1855 ao AN8312.1 72.m19891 AO070307000026 0 -251 -180 ATGGAACATAATGAAACGGCTGGAGCTGGGTCCGTCCGG
AACAGCCTGGCGGGCCGTTCAGGATTGATATAA

ATGGAACATAATGAAACGGCTGGAGCTGGG
TCCGTCCGGAACAGCCTGGCGGGCCGTTC
AGGATTGATATAA

MEHNETAGAGSVRNSLA
GRSGLI*

MEHNETAGAGSVR
NSLAGRSGLI*

AGACAGATCA AAGATCGACT 0  0 0 0 0 0

2948 1855 ao AN8312.1 72.m19891 AO070307000026 0 -241 -185 ATGAAACGGCTGGAGCTGGGTCCGTCCGGAACAGCCTGG
CGGGCCGTTCAGGATTGA

ATGAAACGGCTGGAGCTGGGTCCGTCCGG
AACAGCCTGGCGGGCCGTTCAGGATTGA

MKRLELGPSGTAWRAVQ
D*

MKRLELGPSGTAW
RAVQD*

ATGGAACATA TATAAAAGAT 0  0 0 0 0 0

2953 1857 af AN0998.1 70.m15216 AO070312000041 0 -274 -257 ATGATGAGATGCTCCTGA ATGATGAGATGCTCCTGA MMRCS* MMRCS* AGTCCAGACG CCCGTTTCTT 0  0 0 0 0 0
2954 1857 af AN0998.1 70.m15216 AO070312000041 0 -271 -257 ATGAGATGCTCCTGA ATGAGATGCTCCTGA MRCS* MRCS* CCAGACGATG CCCGTTTCTT 0  0 0 0 0 0
2955 1857 af AN0998.1 70.m15216 AO070312000041 0 -266 -66 ATGCTCCTGACCCGTTTCTTCCTGAGGCCGCAAGCTCCAC

TCGGTGGGTCTTACAGTACAGTACACGTAAGATTAAGGTG
TTGCACATTTAAACATGAGGTTGTGTGTTTAGTTTTGTATCA
TATTACCGAACCTCAAGGTATGTTATCCTTATCACTGAGCT
CTCCTAATTCCCTACCTGAGGATGAGCGACATACCTAG

ATGCTCCTGACCCGTTTCTTCCTGAGGCCGCAAGC
TCCACTCGGTGGGTCTTACAGTACAGTACACGTAA
GATTAAGGTGTTGCACATTTAAACATGAGGTTGTGT
GTTTAGTTTTGTATCATATTACCGAACCTCAAGGTA
TGTTATCCTTATCACTGAGCTCTCCTAATTCCCTAC
CTGAGGATGAGCGACATACCTAG

MLLTRFFLRPQAPLGGSY
STVHVRLRCCTFKHEVV
CLVLYHITEPQGMLSLSL
SSPNSLPEDERHT*

MLLTRFFLRPQAPL
GGSYSTVHVRLRCC
TFKHEVVCLVLYHIT
EPQGMLSLSLSSPN
SLPEDERHT*

CGATGATGAG TACAGTTCGA 0  0 0 0 0 0

2956 1857 af AN0998.1 70.m15216 AO070312000041 0 -172 -155 ATGAGGTTGTGTGTTTAG ATGAGGTTGTGTGTTTAG MRLCV* MRLCV* ACATTTAAAC TTTTGTATCA 0  0 0 0 0 0
2957 1857 af AN0998.1 70.m15216 AO070312000041 0 -125 -66 ATGTTATCCTTATCACTGAGCTCTCCTAATTCCCTACCTGA

GGATGAGCGACATACCTAG
ATGTTATCCTTATCACTGAGCTCTCCTAATTCCCTA
CCTGAGGATGAGCGACATACCTAG

MLSLSLSSPNSLPEDERH
T*

MLSLSLSSPNSLPE
DERHT*

ACCTCAAGGT TACAGTTCGA 0  0 0 0 0 0

2949 1857 an AN0998.1 70.m15216 AO070312000041 0 -127 -29 ATGACGTTGTATGTATCATACAGTAATTATGTTCCTGCATG
TTTCGCGATAAGAGTCGAAGATAAAACATCGCCAAAAGCT
AGCTTCCGCTACGTTTAA

ATGACGTTGTATGTATCATACAGTAATTATGTTCC
TGCATGTTTCGCGATAAGAGTCGAAGATAAAACA
TCGCCAAAAGCTAGCTTCCGCTACGTTTAA

MTLYVSYSNYVPACFAIR
VEDKTSPKASFRYV*

MTLYVSYSNYVPACFAI
RVEDKTSPKASFRYV*

GCCAGCTCCG TCAGTGATTG 0  0 0 0 0 0

2950 1857 an AN0998.1 70.m15216 AO070312000041 0 -117 -76 ATGTATCATACAGTAATTATGTTCCTGCATGTTTCGCGATA
A

ATGTATCATACAGTAATTATGTTCCTGCATGTTTC
GCGATAA

MYHTVIMFLHVSR* MYHTVIMFLHVSR* ATGACGTTGT GAGTCGAAGA 0  0 0 0 0 0

2951 1857 an AN0998.1 70.m15216 AO070312000041 0 -99 -76 ATGTTCCTGCATGTTTCGCGATAA ATGTTCCTGCATGTTTCGCGATAA MFLHVSR* MFLHVSR* TACAGTAATT GAGTCGAAGA 0  0 0 0 0 0
2952 1857 an AN0998.1 70.m15216 AO070312000041 0 -89 -63 ATGTTTCGCGATAAGAGTCGAAGATAA ATGTTTCGCGATAAGAGTCGAAGATAA MFRDKSRR* MFRDKSRR* ATGTTCCTGC AACATCGCCA 0  0 0 0 0 0
2959 1857 ao AN0998.1 70.m15216 AO070312000041 0 -233 -165 ATGATGCTCCTTATCCCGTGCCTGAGGCCTGGAGCTCCAC

GAGTGGGTCTTACGGTACAATACATTTGA
ATGATGCTCCTTATCCCGTGCCTGAGGCCT
GGAGCTCCACGAGTGGGTCTTACGGTACAA
TACATTTGA

MMLLIPCLRPGAPRVGLT
VQYI*

MMLLIPCLRPGAPR
VGLTVQYI*

TTCCCAAAAG ATGGCCGTTT 0  0 0 0 0 0

2960 1857 ao AN0998.1 70.m15216 AO070312000041 0 -230 -165 ATGCTCCTTATCCCGTGCCTGAGGCCTGGAGCTCCACGA
GTGGGTCTTACGGTACAATACATTTGA

ATGCTCCTTATCCCGTGCCTGAGGCCTGGA
GCTCCACGAGTGGGTCTTACGGTACAATAC
ATTTGA

MLLIPCLRPGAPRVGLTV
QYI*

MLLIPCLRPGAPRV
GLTVQYI*

CCAAAAGATG ATGGCCGTTT 0  0 0 0 0 0

2961 1857 ao AN0998.1 70.m15216 AO070312000041 0 -164 -114 ATGGCCGTTTCGCATATTGTACGCTATGACGTTGGCGGTA
AATTTTGGTAA

ATGGCCGTTTCGCATATTGTACGCTATGACG
TTGGCGGTAAATTTTGGTAA

MAVSHIVRYDVGGKFW* MAVSHIVRYDVGGK
FW*

ATACATTTGA TTCTACCACA 0  0 0 0 0 0

2962 1857 ao AN0998.1 70.m15216 AO070312000041 0 -139 -92 ATGACGTTGGCGGTAAATTTTGGTAATTCTACCACATGTAC
GGAGTAG

ATGACGTTGGCGGTAAATTTTGGTAATTCTA
CCACATGTACGGAGTAG

MTLAVNFGNSTTCTE* MTLAVNFGNSTTCT
E*

ATTGTACGCT GATGGTATTC 0  0 0 0 0 0

2963 1857 ao AN0998.1 70.m15216 AO070312000041 0 -90 -46 ATGGTATTCTGTAGATGCGATAAGAACTTCTACTACGGATA
CTGA

ATGGTATTCTGTAGATGCGATAAGAACTTCT
ACTACGGATACTGA

MVFCRCDKNFYYGY* MVFCRCDKNFYYG
Y*

ACGGAGTAGG ACCCCGCCAA 0  0 0 0 0 0

2967 1863 af AN5048.1 59.m08678 AO070338000188 0 -205 -173 ATGAAGCGCTTTTTTTTCCCACCGCACCCCTAA ATGAAGCGCTTTTTTTTCCCACCGCACCCCTAA MKRFFFPPHP* MKRFFFPPHP* ACGCGATTAG GAGATCTTGT 0 R 0 0 0 0 0
2970 1863 ao AN5048.1 59.m08678 AO070338000188 0 -175 -95 ATGAAGCGCTTTTTTCCCACTCACCTTGGGGTCGCTTTTTC

GCTCCAGATCACTAGCCCCCAGAACGTCCAACGGGACTA
G

ATGAAGCGCTTTTTTCCCACTCACCTTGGGG
TCGCTTTTTCGCTCCAGATCACTAGCCCCCA
GAACGTCCAACGGGACTAG

MKRFFPTHLGVAFSLQIT
SPQNVQRD*

MKRFFPTHLGVAFS
LQITSPQNVQRD*

ACGCGATTAG TGCTGGCTTT 0 R 0 0 0 0 0

2972 1865 af AN1547.1 55.m03067 AO070339000307 0 -270 -235 ATGACTATTGCTATTCCTACTACTCTTATTGCATAG ATGACTATTGCTATTCCTACTACTCTTATTGCATAG MTIAIPTTLIA* MTIAIPTTLIA* TAGAAGGGAC ACTTACCTCT 0 C FG08266.1 MG06609.1 0 0 0

2973 1865 ao AN1547.1 55.m03067 AO070339000307 0 -244 -152 ATGGATTCAACGGGGAAAGAATTCAATACCTGTCATCCCT
TGTCCCGGGGTTCATCGCTCTCCACTTTGGGGTTTTTGTG
GCGGGGGGGTTGA

ATGGATTCAACGGGGAAAGAATTCAATACCT
GTCATCCCTTGTCCCGGGGTTCATCGCTCT
CCACTTTGGGGTTTTTGTGGCGGGGGGGTT
GA

MDSTGKEFNTCHPLSRG
SSLSTLGFLWRGG*

MDSTGKEFNTCHPL
SRGSSLSTLGFLWR
GG*

GCAGTAATTA GTTCCTGTAC 0 C FG08266.1 MG06609.1 0 0 0

2975 1870 af AN9434.1 58.m07857 AO070305000126 0 -203 -66 ATGCCAGTCATGGAATGGGTGGTGCTCCCGTTTCTTTCAT
TGAACCAGTCATTCCTCCACTGTTTTCCGATGACAGACCTT
GCTCATATTTTAAACTGTCCTTCAAATACTGACTCTGTACTA
GATTGTCTCAACTAG

ATGCCAGTCATGGAATGGGTGGTGCTCCCGTTTCT
TTCATTGAACCAGTCATTCCTCCACTGTTTTCCGAT
GACAGACCTTGCTCATATTTTAAACTGTCCTTCAAA
TACTGACTCTGTACTAGATTGTCTCAACTAG

MPVMEWVVLPFLSLNQS
FLHCFPMTDLAHILNCPS
NTDSVLDCLN*

MPVMEWVVLPFLSL
NQSFLHCFPMTDLA
HILNCPSNTDSVLD
CLN*

TGTTACCTGG CTTTGTTTAG 0 O 0 0 0 0 0

2976 1870 af AN9434.1 58.m07857 AO070305000126 0 -194 -66 ATGGAATGGGTGGTGCTCCCGTTTCTTTCATTGAACCAGT
CATTCCTCCACTGTTTTCCGATGACAGACCTTGCTCATATT
TTAAACTGTCCTTCAAATACTGACTCTGTACTAGATTGTCT
CAACTAG

ATGGAATGGGTGGTGCTCCCGTTTCTTTCATTGAA
CCAGTCATTCCTCCACTGTTTTCCGATGACAGACCT
TGCTCATATTTTAAACTGTCCTTCAAATACTGACTCT
GTACTAGATTGTCTCAACTAG

MEWVVLPFLSLNQSFLH
CFPMTDLAHILNCPSNTD
SVLDCLN*

MEWVVLPFLSLNQS
FLHCFPMTDLAHILN
CPSNTDSVLDCLN*

GATGCCAGTC CTTTGTTTAG 0 O 0 0 0 0 0

2977 1870 af AN9434.1 58.m07857 AO070305000126 0 -189 -91 ATGGGTGGTGCTCCCGTTTCTTTCATTGAACCAGTCATTC
CTCCACTGTTTTCCGATGACAGACCTTGCTCATATTTTAAA
CTGTCCTTCAAATACTGA

ATGGGTGGTGCTCCCGTTTCTTTCATTGAACCAGT
CATTCCTCCACTGTTTTCCGATGACAGACCTTGCTC
ATATTTTAAACTGTCCTTCAAATACTGA

MGGAPVSFIEPVIPPLFS
DDRPCSYFKLSFKY*

MGGAPVSFIEPVIPP
LFSDDRPCSYFKLS
FKY*

CAGTCATGGA CTCTGTACTA 0 O 0 0 0 0 0

2978 1870 af AN9434.1 58.m07857 AO070305000126 0 -134 -66 ATGACAGACCTTGCTCATATTTTAAACTGTCCTTCAAATACT
GACTCTGTACTAGATTGTCTCAACTAG

ATGACAGACCTTGCTCATATTTTAAACTGTCCTTCA
AATACTGACTCTGTACTAGATTGTCTCAACTAG

MTDLAHILNCPSNTDSVL
DCLN*

MTDLAHILNCPSNT
DSVLDCLN*

CTGTTTTCCG CTTTGTTTAG 0 O 0 0 0 0 0

2974 1870 an AN9434.1 58.m07857 AO070305000126 0 -162 -94 ATGTTTGCTAGAGTAGTTCGAATTCCACTGCGGCGTATAG
CCTTAAGGCCAAACCCTAAATTCAACTAG

ATGTTTGCTAGAGTAGTTCGAATTCCACTGCGGC
GTATAGCCTTAAGGCCAAACCCTAAATTCAACTA
G

MFARVVRIPLRRIALRPN
PKFN*

MFARVVRIPLRRIALRPN
PKFN*

AGCACTTCCA CTAATCATCT 0 O 0 0 0 0 0

2979 1870 ao AN9434.1 58.m07857 AO070305000126 0 -242 -126 ATGTTCACCAATTTTGTCTCAGCATGTTTTTGGGATGCTGT
TCACCTCAGTCTGCTTCTTCAATATTCTATTTGTATCTTAGT
TTACTTTGATTTAGTAGTGAAATCCGTGCTTTAG

ATGTTCACCAATTTTGTCTCAGCATGTTTTTG
GGATGCTGTTCACCTCAGTCTGCTTCTTCAA
TATTCTATTTGTATCTTAGTTTACTTTGATTTA
GTAGTGAAATCCGTGCTTTAG

MFTNFVSACFWDAVHLS
LLLQYSICILVYFDLVVKS
VL*

MFTNFVSACFWDA
VHLSLLLQYSICILVY
FDLVVKSVL*

TGGGCGTATT CTTGTGGTTT 0 O 0 0 0 0 0

2980 1870 ao AN9434.1 58.m07857 AO070305000126 0 -219 -151 ATGTTTTTGGGATGCTGTTCACCTCAGTCTGCTTCTTCAAT
ATTCTATTTGTATCTTAGTTTACTTTGA

ATGTTTTTGGGATGCTGTTCACCTCAGTCTG
CTTCTTCAATATTCTATTTGTATCTTAGTTTAC
TTTGA

MFLGCCSPQSASSIFYLY
LSLL*

MFLGCCSPQSASSI
FYLYLSLL*

TTGTCTCAGC TTTAGTAGTG 0 O 0 0 0 0 0

2981 1870 ao AN9434.1 58.m07857 AO070305000126 0 -208 -161 ATGCTGTTCACCTCAGTCTGCTTCTTCAATATTCTATTTGTA
TCTTAG

ATGCTGTTCACCTCAGTCTGCTTCTTCAATA
TTCTATTTGTATCTTAG

MLFTSVCFFNILFVS* MLFTSVCFFNILFVS
*

TGTTTTTGGG TTTACTTTGA 0 O 0 0 0 0 0

2982 1871 af AN6290.1 72.m19345 AO070308000002 0 -254 -225 ATGTTTACTCCTACTTTTCAAATGCTCTAG ATGTTTACTCCTACTTTTCAAATGCTCTAG MFTPTFQML* MFTPTFQML* AATTATTATC AGCTGGCCTG 0  0 0 0 0 0
2983 1871 af AN6290.1 72.m19345 AO070308000002 0 -213 -151 ATGAGACTTCACTGTCTATTCTGTGTAGGCATACACGCGC

TGGACAGTCACATGATGAAATAG
ATGAGACTTCACTGTCTATTCTGTGTAGGCATACAC
GCGCTGGACAGTCACATGATGAAATAG

MRLHCLFCVGIHALDSH
MMK*

MRLHCLFCVGIHAL
DSHMMK*

GCTGGCCTGC TTGCCTCAGG 0  0 0 0 0 0

2984 1871 af AN6290.1 72.m19345 AO070308000002 0 -162 -151 ATGATGAAATAG ATGATGAAATAG MMK* MMK* GGACAGTCAC TTGCCTCAGG 0  0 0 0 0 0
2985 1871 af AN6290.1 72.m19345 AO070308000002 0 -135 -97 ATGAAATTTGCTTCTTGGCCGGATCTGAGTTTCAATTGA ATGAAATTTGCTTCTTGGCCGGATCTGAGTTTCAAT

TGA
MKFASWPDLSFN* MKFASWPDLSFN* TCAGGCCATA TCAAAGTTGT 0  0 0 0 0 0

2986 1871 ao AN6290.1 72.m19345 AO070308000002 0 -218 -141 ATGGATCCCTTTGTATCTACTAGTATACTCTGTGTTCTCTC
CCCAAAATCCAACGTCATTCTTATCGCTTTCCGATAA

ATGGATCCCTTTGTATCTACTAGTATACTCT
GTGTTCTCTCCCCAAAATCCAACGTCATTCT
TATCGCTTTCCGATAA

MDPFVSTSILCVLSPKSN
VILIAFR*

MDPFVSTSILCVLSP
KSNVILIAFR*

AGAATCATTA GATCACGTGA 0  0 0 0 0 0

2988 1874 an AN0874.1 70.m15477 AO070320000033 0 -201 -163 ATGCGCTCATCGACCAATTCACTCGATACCTTCCCTTGA ATGCGCTCATCGACCAATTCACTCGATACCTTCC
CTTGA

MRSSTNSLDTFP* MRSSTNSLDTFP* TTCTTCACTT ATCTCATTTC 0 A 0 MG06313.1 0 0 0

2990 1881 an AN5230.1 57.m05701 AO070337000247 0 -102 -34 ATGTCCAGCTCGGTGTCCACCCCTCACGATCGCTCTACGA
CATACTATCCCTCAACGCACCTTGAATAA

ATGTCCAGCTCGGTGTCCACCCCTCACGATCGC
TCTACGACATACTATCCCTCAACGCACCTTGAAT
AA

MSSSVSTPHDRSTTYYP
STHLE*

MSSSVSTPHDRSTTYYP
STHLE*

TTCTGTTCCA CGACCAGTCG 0  FG00670.1 0 NCU03211.1 0 0

2991 1884 an AN3440.1 59.m09302 AO070265000015 0 -74 -39 ATGCAGCCCACTGTTCGCTTCACACCCTTATCATAG ATGCAGCCCACTGTTCGCTTCACACCCTTATCAT
AG

MQPTVRFTPLS* MQPTVRFTPLS* CCGACGCCGC AACGTTCTTG 0 G 0 0 0 0 0

2992 1884 ao AN3440.1 59.m09302 AO070265000015 0 -218 -6 ATGGCTTCGGCGAACAAGCCGTGCATGACAACACGACCC
TTTTCCGTCAATTTTCTCACAAAATTCCTCTGGGTTGTCGG
TAGATCTGCTTTCAAACCCTATGTACACAACATTGGGTATT
GGTCTGTACAAAACTCGATCAATGGCAAGGTCTCCCTTGT
GAATCACCAGCTCAATTACTCGACAGCCCGGAAACGTATC
TCTGCCGAATAG

ATGGCTTCGGCGAACAAGCCGTGCATGACA
ACACGACCCTTTTCCGTCAATTTTCTCACAA
AATTCCTCTGGGTTGTCGGTAGATCTGCTTT
CAAACCCTATGTACACAACATTGGGTATTGG
TCTGTACAAAACTCGATCAATGGCAAGGTCT
CCCTTGTGAATCACCAGCTCAATTACTCGAC
AGCCCGGAAACGTATCTCTGCCGAATAG

MASANKPCMTTRPFSVN
FLTKFLWVVGRSAFKPYV
HNIGYWSVQNSINGKVSL
VNHQLNYSTARKRISAE*

MASANKPCMTTRPF
SVNFLTKFLWVVGR
SAFKPYVHNIGYWS
VQNSINGKVSLVNH
QLNYSTARKRISAE*

TGTGGTCCTA CAAATATGCT 0 G 0 0 0 0 0
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2993 1884 ao AN3440.1 59.m09302 AO070265000015 0 -194 -6 ATGACAACACGACCCTTTTCCGTCAATTTTCTCACAAAATT
CCTCTGGGTTGTCGGTAGATCTGCTTTCAAACCCTATGTA
CACAACATTGGGTATTGGTCTGTACAAAACTCGATCAATG
GCAAGGTCTCCCTTGTGAATCACCAGCTCAATTACTCGAC
AGCCCGGAAACGTATCTCTGCCGAATAG

ATGACAACACGACCCTTTTCCGTCAATTTTC
TCACAAAATTCCTCTGGGTTGTCGGTAGATC
TGCTTTCAAACCCTATGTACACAACATTGGG
TATTGGTCTGTACAAAACTCGATCAATGGCA
AGGTCTCCCTTGTGAATCACCAGCTCAATTA
CTCGACAGCCCGGAAACGTATCTCTGCCGA
ATAG

MTTRPFSVNFLTKFLWVV
GRSAFKPYVHNIGYWSV
QNSINGKVSLVNHQLNYS
TARKRISAE*

MTTRPFSVNFLTKF
LWVVGRSAFKPYVH
NIGYWSVQNSINGK
VSLVNHQLNYSTAR
KRISAE*

CAAGCCGTGC CAAATATGCT 0 G 0 0 0 0 0

2994 1884 ao AN3440.1 59.m09302 AO070265000015 0 -118 -56 ATGTACACAACATTGGGTATTGGTCTGTACAAAACTCGATC
AATGGCAAGGTCTCCCTTGTGA

ATGTACACAACATTGGGTATTGGTCTGTACA
AAACTCGATCAATGGCAAGGTCTCCCTTGT
GA

MYTTLGIGLYKTRSMARS
PL*

MYTTLGIGLYKTRS
MARSPL*

TTCAAACCCT ATCACCAGCT 0 G 0 0 0 0 0

2995 1884 ao AN3440.1 59.m09302 AO070265000015 0 -76 -56 ATGGCAAGGTCTCCCTTGTGA ATGGCAAGGTCTCCCTTGTGA MARSPL* MARSPL* AACTCGATCA ATCACCAGCT 0 G 0 0 0 0 0
2998 1888 af AN8639.1 71.m15152 AO070297000062 0 -161 -144 ATGAACCTGCTTGGCTGA ATGAACCTGCTTGGCTGA MNLLG* MNLLG* GGTCCAGCTC CGGCTCATCC 0 G FG06051.1 MG03860.1 0 0 0
2996 1888 an AN8639.1 71.m15152 AO070297000062 0 -268 -242 ATGGTGAAGAATAATCTGAGTCCCTGA ATGGTGAAGAATAATCTGAGTCCCTGA MVKNNLSP* MVKNNLSP* AGATACGATA CATCAATCAG 0 G FG06051.1 MG03860.1 0 0 0
2997 1888 an AN8639.1 71.m15152 AO070297000062 0 -206 -183 ATGACCTGGCAACAACCGGCGTAA ATGACCTGGCAACAACCGGCGTAA MTWQQPA* MTWQQPA* ACATTATTAT GGAGATCTTC 0 G FG06051.1 MG03860.1 0 0 0
2999 1888 ao AN8639.1 71.m15152 AO070297000062 0 -142 -125 ATGATGATCCTCTTATAG ATGATGATCCTCTTATAG MMILL* MMILL* CAAGGATATC TAGTGCTACT 0 G FG06051.1 MG03860.1 0 0 0
3000 1888 ao AN8639.1 71.m15152 AO070297000062 0 -139 -125 ATGATCCTCTTATAG ATGATCCTCTTATAG MILL* MILL* GGATATCATG TAGTGCTACT 0 G FG06051.1 MG03860.1 0 0 0
3007 1889 af AN6438.1 58.m07697 AO070299000087 0 -163 -104 ATGGAATGGGAGATGATCGAGCCCAAGAGCTATCTCCTG

CGCATTCTCCGTCGGGATTAG
ATGGAATGGGAGATGATCGAGCCCAAGAGCTATCT
CCTGCGCATTCTCCGTCGGGATTAG

MEWEMIEPKSYLLRILRR
D*

MEWEMIEPKSYLLRI
LRRD*

AAACAGACGA AATGATACAA 0 O 0 0 NCU02515.1 0 0

3008 1889 af AN6438.1 58.m07697 AO070299000087 0 -158 -99 ATGGGAGATGATCGAGCCCAAGAGCTATCTCCTGCGCATT
CTCCGTCGGGATTAGAATGA

ATGGGAGATGATCGAGCCCAAGAGCTATCTCCTGC
GCATTCTCCGTCGGGATTAGAATGA

MGDDRAQELSPAHSPSG
LE*

MGDDRAQELSPAH
SPSGLE*

GACGAATGGA TACAATCGTC 0 O 0 0 NCU02515.1 0 0

3009 1889 af AN6438.1 58.m07697 AO070299000087 0 -151 -104 ATGATCGAGCCCAAGAGCTATCTCCTGCGCATTCTCCGTC
GGGATTAG

ATGATCGAGCCCAAGAGCTATCTCCTGCGCATTCT
CCGTCGGGATTAG

MIEPKSYLLRILRRD* MIEPKSYLLRILRRD* GGAATGGGAG AATGATACAA 0 O 0 0 NCU02515.1 0 0

3010 1889 af AN6438.1 58.m07697 AO070299000087 0 -102 -52 ATGATACAATCGTCTTCGCTCTGGTATGCGGGGTTATTCC
CCCATATTTAA

ATGATACAATCGTCTTCGCTCTGGTATGCGGGGTT
ATTCCCCCATATTTAA

MIQSSSLWYAGLFPHI* MIQSSSLWYAGLFP
HI*

CGGGATTAGA GGTCAGGGAG 0 O 0 0 NCU02515.1 0 0

3011 1889 af AN6438.1 58.m07697 AO070299000087 0 -77 -12 ATGCGGGGTTATTCCCCCATATTTAAGGTCAGGGAGGCGA
TGCAAGTACCTCGCTGTGGCTGCTAG

ATGCGGGGTTATTCCCCCATATTTAAGGTCAGGGA
GGCGATGCAAGTACCTCGCTGTGGCTGCTAG

MRGYSPIFKVREAMQVP
RCGC*

MRGYSPIFKVREAM
QVPRCGC*

TCGCTCTGGT CCGCAGTCAA 0 O 0 0 NCU02515.1 0 0

3001 1889 an AN6438.1 58.m07697 AO070299000087 0 -263 -186 ATGCCGCTAATCGCGCCTTCTCTCTCTACGGTTATCGGCG
GTTGGCCATGCAGCCATGGCTTGGCGCATTGTTCCTGA

ATGCCGCTAATCGCGCCTTCTCTCTCTACGGTTA
TCGGCGGTTGGCCATGCAGCCATGGCTTGGCGC
ATTGTTCCTGA

MPLIAPSLSTVIGGWPCS
HGLAHCS*

MPLIAPSLSTVIGGWPC
SHGLAHCS*

TAAGCCTGCG CTGACGGACA 0 O 0 0 NCU02515.1 0 0

3002 1889 an AN6438.1 58.m07697 AO070299000087 0 -216 -91 ATGCAGCCATGGCTTGGCGCATTGTTCCTGACTGACGGA
CATGGAGATGAACCCATTTTGGGCCAATGCCGACGCCGC
TTCGAAAGTTTGGGGTGTGTTTGCGCTGCGGGGGCTGCT
CTGGCGTGA

ATGCAGCCATGGCTTGGCGCATTGTTCCTGACTG
ACGGACATGGAGATGAACCCATTTTGGGCCAAT
GCCGACGCCGCTTCGAAAGTTTGGGGTGTGTTT
GCGCTGCGGGGGCTGCTCTGGCGTGA

MQPWLGALFLTDGHGDE
PILGQCRRRFESLGCVCA
AGAALA*

MQPWLGALFLTDGHGD
EPILGQCRRRFESLGCV
CAAGAALA*

GCGGTTGGCC GCATACCGGG 0 O 0 0 NCU02515.1 0 0

3003 1889 an AN6438.1 58.m07697 AO070299000087 0 -208 -182 ATGGCTTGGCGCATTGTTCCTGACTGA ATGGCTTGGCGCATTGTTCCTGACTGA MAWRIVPD* MAWRIVPD* CCATGCAGCC CGGACATGGA 0 O 0 0 NCU02515.1 0 0

3004 1889 an AN6438.1 58.m07697 AO070299000087 0 -176 -72 ATGGAGATGAACCCATTTTGGGCCAATGCCGACGCCGCTT
CGAAAGTTTGGGGTGTGTTTGCGCTGCGGGGGCTGCTCT
GGCGTGAGCATACCGGGTGTCTTTAA

ATGGAGATGAACCCATTTTGGGCCAATGCCGAC
GCCGCTTCGAAAGTTTGGGGTGTGTTTGCGCTG
CGGGGGCTGCTCTGGCGTGAGCATACCGGGTG
TCTTTAA

MEMNPFWANADAASKV
WGVFALRGLLWREHTG
CL*

MEMNPFWANADAASKV
WGVFALRGLLWREHTG
CL*

ACTGACGGAC ATTGCGCCCA 0 O 0 0 NCU02515.1 0 0

3005 1889 an AN6438.1 58.m07697 AO070299000087 0 -170 -72 ATGAACCCATTTTGGGCCAATGCCGACGCCGCTTCGAAAG
TTTGGGGTGTGTTTGCGCTGCGGGGGCTGCTCTGGCGTG
AGCATACCGGGTGTCTTTAA

ATGAACCCATTTTGGGCCAATGCCGACGCCGCTT
CGAAAGTTTGGGGTGTGTTTGCGCTGCGGGGGC
TGCTCTGGCGTGAGCATACCGGGTGTCTTTAA

MNPFWANADAASKVWG
VFALRGLLWREHTGCL*

MNPFWANADAASKVW
GVFALRGLLWREHTGC
L*

GGACATGGAG ATTGCGCCCA 0 O 0 0 NCU02515.1 0 0

3006 1889 an AN6438.1 58.m07697 AO070299000087 0 -151 -50 ATGCCGACGCCGCTTCGAAAGTTTGGGGTGTGTTTGCGC
TGCGGGGGCTGCTCTGGCGTGAGCATACCGGGTGTCTTT
AAATTGCGCCCATCCCTCCCATGA

ATGCCGACGCCGCTTCGAAAGTTTGGGGTGTGT
TTGCGCTGCGGGGGCTGCTCTGGCGTGAGCATA
CCGGGTGTCTTTAAATTGCGCCCATCCCTCCCAT
GA

MPTPLRKFGVCLRCGGC
SGVSIPGVFKLRPSLP*

MPTPLRKFGVCLRCGG
CSGVSIPGVFKLRPSLP*

TTTTGGGCCA TTTCGAAAGC 0 O 0 0 NCU02515.1 0 0

3013 1889 ao AN6438.1 58.m07697 AO070299000087 0 -241 -230 ATGAAGCTGTAG ATGAAGCTGTAG MKL* MKL* TTTGCCACCA CTTGTCCAAC 0 O 0 0 NCU02515.1 0 0

3014 1889 ao AN6438.1 58.m07697 AO070299000087 0 -199 -179 ATGAGAATCTTGGCAGGATAG ATGAGAATCTTGGCAGGATAG MRILAG* MRILAG* GGTTTTTTTT GAAAAGTTGG 0 O 0 0 NCU02515.1 0 0

3015 1889 ao AN6438.1 58.m07697 AO070299000087 0 -151 -134 ATGCAGGAGGTGGAGTGA ATGCAGGAGGTGGAGTGA MQEVE* MQEVE* GAAGGAGCTA CTGATAAGAC 0 O 0 0 NCU02515.1 0 0

3016 1889 ao AN6438.1 58.m07697 AO070299000087 0 -87 -70 ATGGGACTATTTATTTAA ATGGGACTATTTATTTAA MGLFI* MGLFI* GGACCAATTT ACGGGAAGTC 0 O 0 0 NCU02515.1 0 0

3017 1894 an AN0359.1 54.m06392 AO070318000037 0 -218 -189 ATGTACCCTTATCCCAGGTATGAACTATAA ATGTACCCTTATCCCAGGTATGAACTATAA MYPYPRYEL* MYPYPRYEL* AATTGTATTC ATGTATGTAT 0 J 0 0 0 0 0
3018 1894 an AN0359.1 54.m06392 AO070318000037 0 -199 -143 ATGAACTATAAATGTATGTATGAATTAATATATCACAAGATG

CTGTATAAGAGGTAG
ATGAACTATAAATGTATGTATGAATTAATATATCAC
AAGATGCTGTATAAGAGGTAG

MNYKCMYELIYHKMLYKR
*

MNYKCMYELIYHKMLYK
R*

TATCCCAGGT TCTGAAAGTT 0 J 0 0 0 0 0

3019 1894 an AN0359.1 54.m06392 AO070318000037 0 -188 -177 ATGTATGTATGA ATGTATGTATGA MYV* MYV* TGAACTATAA ATTAATATAT 0 J 0 0 0 0 0
3020 1894 an AN0359.1 54.m06392 AO070318000037 0 -184 -143 ATGTATGAATTAATATATCACAAGATGCTGTATAAGAGGTA

G
ATGTATGAATTAATATATCACAAGATGCTGTATAA
GAGGTAG

MYELIYHKMLYKR* MYELIYHKMLYKR* CTATAAATGT TCTGAAAGTT 0 J 0 0 0 0 0

3021 1894 an AN0359.1 54.m06392 AO070318000037 0 -160 -143 ATGCTGTATAAGAGGTAG ATGCTGTATAAGAGGTAG MLYKR* MLYKR* ATATCACAAG TCTGAAAGTT 0 J 0 0 0 0 0
3022 1894 an AN0359.1 54.m06392 AO070318000037 0 -95 -6 ATGTCGGCACAGAGGTCGGGCCGCACACACAAAGATTTC

GATCCCTCCACCAAGAACCGGCTGCCCCCTTCACATCGC
CATCAGCGCTAA

ATGTCGGCACAGAGGTCGGGCCGCACACACAAA
GATTTCGATCCCTCCACCAAGAACCGGCTGCCC
CCTTCACATCGCCATCAGCGCTAA

MSAQRSGRTHKDFDPST
KNRLPPSHRHQR*

MSAQRSGRTHKDFDPS
TKNRLPPSHRHQR*

CCGTTGCGAT CAACCATGGC 0 J 0 0 0 0 0

3026 1899 af AN5330.1 62.m03273 AO070333000250 0 -194 -63 ATGGTTTCGATCTACAATCTGCCCCCTGGTTTCAAATACGA
GTCGGAAATATATCTGCCAAGCCGGCCATTCCCTCCAATC
AGCGACTATGAGTCACTATCACCAATAATCACAACAGTCTC
GCATCTATAA

ATGGTTTCGATCTACAATCTGCCCCCTGGTTTCAAA
TACGAGTCGGAAATATATCTGCCAAGCCGGCCATT
CCCTCCAATCAGCGACTATGAGTCACTATCACCAA
TAATCACAACAGTCTCGCATCTATAA

MVSIYNLPPGFKYESEIYL
PSRPFPPISDYESLSPIITT
VSHL*

MVSIYNLPPGFKYE
SEIYLPSRPFPPISD
YESLSPIITTVSHL*

AGACATCAAC GCAGCTGGAT 0 KR 0 0 0 0 0

3027 1899 af AN5330.1 62.m03273 AO070333000250 0 -106 -86 ATGAGTCACTATCACCAATAA ATGAGTCACTATCACCAATAA MSHYHQ* MSHYHQ* ATCAGCGACT TCACAACAGT 0 KR 0 0 0 0 0
3023 1899 an AN5330.1 62.m03273 AO070333000250 0 -213 -145 ATGTTTGTAAACAGGCCATCACCTAAATCTCCTTGGGAATT

CACACTGTCGATGACGGTTGAAGTATGA
ATGTTTGTAAACAGGCCATCACCTAAATCTCCTTG
GGAATTCACACTGTCGATGACGGTTGAAGTATGA

MFVNRPSPKSPWEFTLS
MTVEV*

MFVNRPSPKSPWEFTL
SMTVEV*

CGACATCATT CTCACACTTA 0 KR 0 0 0 0 0

3024 1899 an AN5330.1 62.m03273 AO070333000250 0 -162 -145 ATGACGGTTGAAGTATGA ATGACGGTTGAAGTATGA MTVEV* MTVEV* CACACTGTCG CTCACACTTA 0 KR 0 0 0 0 0
3025 1899 an AN5330.1 62.m03273 AO070333000250 0 -148 -134 ATGACTCACACTTAG ATGACTCACACTTAG MTHT* MTHT* CGGTTGAAGT TATCATCCTG 0 KR 0 0 0 0 0
3028 1899 ao AN5330.1 62.m03273 AO070333000250 0 -289 -101 ATGAATATTTACCATTCGATGCATGTCTTAGATTCGCAATC

GACTGCCAAGAGTTGCCGTGACTCATCTCGTACTTCAACC
CACAAGGATATAACAAGAGTGTCTTCCTCGCATATCCCAG
GCTTTAGCACATCCTCATATTCTGCATGTCTTTGTCAGTTC
AAGACGATAAACTCACTGAACAGTTGA

ATGAATATTTACCATTCGATGCATGTCTTAGA
TTCGCAATCGACTGCCAAGAGTTGCCGTGA
CTCATCTCGTACTTCAACCCACAAGGATATA
ACAAGAGTGTCTTCCTCGCATATCCCAGGC
TTTAGCACATCCTCATATTCTGCATGTCTTTG
TCAGTTCAAGACGATAAACTCACTGAACAGT
TGA

MNIYHSMHVLDSQSTAK
SCRDSSRTSTHKDITRVS
SSHIPGFSTSSYSACLCQ
FKTINSLNS*

MNIYHSMHVLDSQS
TAKSCRDSSRTSTH
KDITRVSSSHIPGFS
TSSYSACLCQFKTIN
SLNS*

GTTTCTACAT GTGTCTAGAT 0 KR 0 0 0 0 0

3029 1899 ao AN5330.1 62.m03273 AO070333000250 0 -271 -101 ATGCATGTCTTAGATTCGCAATCGACTGCCAAGAGTTGCC
GTGACTCATCTCGTACTTCAACCCACAAGGATATAACAAG
AGTGTCTTCCTCGCATATCCCAGGCTTTAGCACATCCTCAT
ATTCTGCATGTCTTTGTCAGTTCAAGACGATAAACTCACTG
AACAGTTGA

ATGCATGTCTTAGATTCGCAATCGACTGCCA
AGAGTTGCCGTGACTCATCTCGTACTTCAAC
CCACAAGGATATAACAAGAGTGTCTTCCTCG
CATATCCCAGGCTTTAGCACATCCTCATATT
CTGCATGTCTTTGTCAGTTCAAGACGATAAA
CTCACTGAACAGTTGA

MHVLDSQSTAKSCRDSS
RTSTHKDITRVSSSHIPGF
STSSYSACLCQFKTINSL
NS*

MHVLDSQSTAKSCR
DSSRTSTHKDITRVS
SSHIPGFSTSSYSAC
LCQFKTINSLNS*

TTACCATTCG GTGTCTAGAT 0 KR 0 0 0 0 0

3030 1899 ao AN5330.1 62.m03273 AO070333000250 0 -143 -93 ATGTCTTTGTCAGTTCAAGACGATAAACTCACTGAACAGTT
GAGTGTCTAG

ATGTCTTTGTCAGTTCAAGACGATAAACTCA
CTGAACAGTTGAGTGTCTAG

MSLSVQDDKLTEQLSV* MSLSVQDDKLTEQL
SV*

CATATTCTGC ATTATACACA 0 KR 0 0 0 0 0

3034 1902 af AN2061.1 57.m05757 AO070341000209 0 -278 -168 ATGGTTGTCATCACTCGGAGAATTGCAATGCAGCCTTTGC
TGTGGAGGTTGCACAACCCATCGACTGTGACGAAGACAA
GACTGGCCTCCTTTCAAGTTGACTCTCGTTGA

ATGGTTGTCATCACTCGGAGAATTGCAATGCAGCC
TTTGCTGTGGAGGTTGCACAACCCATCGACTGTGA
CGAAGACAAGACTGGCCTCCTTTCAAGTTGACTCT
CGTTGA

MVVITRRIAMQPLLWRLH
NPSTVTKTRLASFQVDSR
*

MVVITRRIAMQPLL
WRLHNPSTVTKTRL
ASFQVDSR*

TGAAGACTTG GGCAGGACAA 0 Q 0 MG03880.1 0 0 0

3035 1902 af AN2061.1 57.m05757 AO070341000209 0 -251 -168 ATGCAGCCTTTGCTGTGGAGGTTGCACAACCCATCGACTG
TGACGAAGACAAGACTGGCCTCCTTTCAAGTTGACTCTCG
TTGA

ATGCAGCCTTTGCTGTGGAGGTTGCACAACCCATC
GACTGTGACGAAGACAAGACTGGCCTCCTTTCAAG
TTGACTCTCGTTGA

MQPLLWRLHNPSTVTKT
RLASFQVDSR*

MQPLLWRLHNPST
VTKTRLASFQVDSR
*

GAGAATTGCA GGCAGGACAA 0 Q 0 MG03880.1 0 0 0

3036 1902 af AN2061.1 57.m05757 AO070341000209 0 -139 -113 ATGGCGTACAACAATATCAACAAGTGA ATGGCGTACAACAATATCAACAAGTGA MAYNNINK* MAYNNINK* TTGGAGAAAT TCATGGTTGC 0 Q 0 MG03880.1 0 0 0
3031 1902 an AN2061.1 57.m05757 AO070341000209 0 -155 -72 ATGCGGGACGGCGGGCCGTTATCTCCATCTCATCACATG

CGCCTTTGGAGAGGGGCAACATATATGAACACATTGCCCT
TTTGA

ATGCGGGACGGCGGGCCGTTATCTCCATCTCAT
CACATGCGCCTTTGGAGAGGGGCAACATATATG
AACACATTGCCCTTTTGA

MRDGGPLSPSHHMRLW
RGATYMNTLPF*

MRDGGPLSPSHHMRL
WRGATYMNTLPF*

GAAGACAGAG CTCTAAACTC 0 Q 0 MG03880.1 0 0 0

3032 1902 an AN2061.1 57.m05757 AO070341000209 0 -119 -72 ATGCGCCTTTGGAGAGGGGCAACATATATGAACACATTGC
CCTTTTGA

ATGCGCCTTTGGAGAGGGGCAACATATATGAACA
CATTGCCCTTTTGA

MRLWRGATYMNTLPF* MRLWRGATYMNTLPF* ATCTCATCAC CTCTAAACTC 0 Q 0 MG03880.1 0 0 0

3033 1902 an AN2061.1 57.m05757 AO070341000209 0 -92 -72 ATGAACACATTGCCCTTTTGA ATGAACACATTGCCCTTTTGA MNTLPF* MNTLPF* GGCAACATAT CTCTAAACTC 0 Q 0 MG03880.1 0 0 0
3037 1902 ao AN2061.1 57.m05757 AO070341000209 0 -215 -141 ATGGCAAAAGCAACCAATTGGAGAATTGCCATCCAGCAAG

CTCCATCCTATAATAGGAAGGAGCGATGCGTATGA
ATGGCAAAAGCAACCAATTGGAGAATTGCC
ATCCAGCAAGCTCCATCCTATAATAGGAAG
GAGCGATGCGTATGA

MAKATNWRIAIQQAPSYN
RKERCV*

MAKATNWRIAIQQA
PSYNRKERCV*

CCACGTCCCC CCATTCACCC 0 Q 0 MG03880.1 0 0 0

3038 1902 ao AN2061.1 57.m05757 AO070341000209 0 -70 -35 ATGGCTTTCCACTCTCGTCCTCCATCGAGTGGTTGA ATGGCTTTCCACTCTCGTCCTCCATCGAGTG
GTTGA

MAFHSRPPSSG* MAFHSRPPSSG* TATTTATACT AGAGACAACT 0 Q 0 MG03880.1 0 0 0

3039 1903 ao AN3708.1 69.m15413 AO070341000333 0 -224 -141 ATGCCAAGACACCACTGGTTCGAATCCCTCCACTGCCACC
CTACCTTCGTTTTTCCTGTTCCATTCTTCCCTTCCATACGAT
AA

ATGCCAAGACACCACTGGTTCGAATCCCTC
CACTGCCACCCTACCTTCGTTTTTCCTGTTC
CATTCTTCCCTTCCATACGATAA

MPRHHWFESLHCHPTFV
FPVPFFPSIR*

MPRHHWFESLHCH
PTFVFPVPFFPSIR*

CCTTATATTA TATTCCCCCC 0 T 0 0 0 0 0

3042 1904 af AN3729.1 69.m15386 AO070342000283 0 -114 -100 ATGGGTAGTCCTTGA ATGGGTAGTCCTTGA MGSP* MGSP* TAATCATTTA TGTAAGGTTC 0 M 0 0 0 0 0
3040 1904 an AN3729.1 69.m15386 AO070342000283 0 -185 -159 ATGATCTTTAGATTCGCTCGTCTATAA ATGATCTTTAGATTCGCTCGTCTATAA MIFRFARL* MIFRFARL* CGCCTAGTGC CCGCTGATTT 0 M 0 0 0 0 0
3041 1904 an AN3729.1 69.m15386 AO070342000283 0 -101 -39 ATGGGCCTTTGTTTCTGTGAGTTTGGTTGTCTTGTTACTTG

CATTTTTTGGGTTCAGAACTAA
ATGGGCCTTTGTTTCTGTGAGTTTGGTTGTCTTGT
TACTTGCATTTTTTGGGTTCAGAACTAA

MGLCFCEFGCLVTCIFW
VQN*

MGLCFCEFGCLVTCIFW
VQN*

CTAATATTTA CAGCAACAAG 0 M 0 0 0 0 0

3043 1904 ao AN3729.1 69.m15386 AO070342000283 0 -157 -143 ATGCAAAAATATTGA ATGCAAAAATATTGA MQKY* MQKY* AGTCCCGTTG GAATCGATCA 0 M 0 0 0 0 0
3044 1904 ao AN3729.1 69.m15386 AO070342000283 0 -119 -105 ATGGGTCACTGTTAA ATGGGTCACTGTTAA MGHC* MGHC* TGAAATTTGG GGTGAGTCGA 0 M 0 0 0 0 0
3045 1904 ao AN3729.1 69.m15386 AO070342000283 0 -73 -47 ATGGATTTGCTTGCGTGCCAGGGCTAA ATGGATTTGCTTGCGTGCCAGGGCTAA MDLLACQG* MDLLACQG* CTTCGAATTT GCTTGTATTA 0 M 0 0 0 0 0
3048 1907 af AN4597.1 57.m05519 AO070267000013 0 -162 -100 ATGTTGTTATGGCAGAAAATCACGCCTTTCCCCTTCAGGT

CAAAAGGTAAACAACCCACCTAA
ATGTTGTTATGGCAGAAAATCACGCCTTTCCCCTTC
AGGTCAAAAGGTAAACAACCCACCTAA

MLLWQKITPFPFRSKGK
QPT*

MLLWQKITPFPFRS
KGKQPT*

GCTTTGTTTC TCCACTACCA 0 BD 0 0 0 0 0
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3049 1907 af AN4597.1 57.m05519 AO070267000013 0 -154 -113 ATGGCAGAAAATCACGCCTTTCCCCTTCAGGTCAAAAGGT
AA

ATGGCAGAAAATCACGCCTTTCCCCTTCAGGTCAA
AAGGTAA

MAENHAFPLQVKR* MAENHAFPLQVKR* TCATGTTGTT ACAACCCACC 0 BD 0 0 0 0 0

3047 1907 an AN4597.1 57.m05519 AO070267000013 0 -231 -202 ATGCTCATCGATCTTTGCGATAACAGCTGA ATGCTCATCGATCTTTGCGATAACAGCTGA MLIDLCDNS* MLIDLCDNS* GTAGCTGTTG TAGTTCGGTT 0 BD 0 0 0 0 0
3050 1907 ao AN4597.1 57.m05519 AO070267000013 0 -248 -117 ATGCCAAAGATTACTCTTATCATGTTGACCTGTACCATGGT

TACAGTACATACGGATGACATAATACGGGCGGTGGCTGC
CAGACTGTTGTGGCAGAAAAACAAGGCTTTTCCTCTTTGG
GCGACAATGTAA

ATGCCAAAGATTACTCTTATCATGTTGACCT
GTACCATGGTTACAGTACATACGGATGACAT
AATACGGGCGGTGGCTGCCAGACTGTTGTG
GCAGAAAAACAAGGCTTTTCCTCTTTGGGC
GACAATGTAA

MPKITLIMLTCTMVTVHTD
DIIRAVAARLLWQKNKAF
PLWATM*

MPKITLIMLTCTMVT
VHTDDIIRAVAARLL
WQKNKAFPLWATM
*

TTTGATATAA ACAACCCACT 0 BD 0 0 0 0 0

3051 1907 ao AN4597.1 57.m05519 AO070267000013 0 -227 -117 ATGTTGACCTGTACCATGGTTACAGTACATACGGATGACA
TAATACGGGCGGTGGCTGCCAGACTGTTGTGGCAGAAAA
ACAAGGCTTTTCCTCTTTGGGCGACAATGTAA

ATGTTGACCTGTACCATGGTTACAGTACATA
CGGATGACATAATACGGGCGGTGGCTGCC
AGACTGTTGTGGCAGAAAAACAAGGCTTTTC
CTCTTTGGGCGACAATGTAA

MLTCTMVTVHTDDIIRAV
AARLLWQKNKAFPLWAT
M*

MLTCTMVTVHTDDII
RAVAARLLWQKNK
AFPLWATM*

TACTCTTATC ACAACCCACT 0 BD 0 0 0 0 0

3052 1907 ao AN4597.1 57.m05519 AO070267000013 0 -212 -117 ATGGTTACAGTACATACGGATGACATAATACGGGCGGTGG
CTGCCAGACTGTTGTGGCAGAAAAACAAGGCTTTTCCTCT
TTGGGCGACAATGTAA

ATGGTTACAGTACATACGGATGACATAATAC
GGGCGGTGGCTGCCAGACTGTTGTGGCAG
AAAAACAAGGCTTTTCCTCTTTGGGCGACAA
TGTAA

MVTVHTDDIIRAVAARLL
WQKNKAFPLWATM*

MVTVHTDDIIRAVAA
RLLWQKNKAFPLW
ATM*

GACCTGTACC ACAACCCACT 0 BD 0 0 0 0 0

3056 1908 af AN2320.1 62.m03412 AO070269000057 0 -214 -95 ATGACGAATCATGTCGTGGAAATACCTCGTAATGGCCCTT
CTTCGCGTGCATCTTGCGTGATGATAACACGCAATGGCGA
ATGGATGCGGGGTCATGGCAAGCTACGACCTTCCCCTTG
A

ATGACGAATCATGTCGTGGAAATACCTCGTAATGG
CCCTTCTTCGCGTGCATCTTGCGTGATGATAACAC
GCAATGGCGAATGGATGCGGGGTCATGGCAAGCT
ACGACCTTCCCCTTGA

MTNHVVEIPRNGPSSRA
SCVMITRNGEWMRGHG
KLRPSP*

MTNHVVEIPRNGPS
SRASCVMITRNGEW
MRGHGKLRPSP*

AGTGGAGATA AGAGGTTGAG 0 C 0 0 0 0 0

3057 1908 af AN2320.1 62.m03412 AO070269000057 0 -204 -154 ATGTCGTGGAAATACCTCGTAATGGCCCTTCTTCGCGTGC
ATCTTGCGTGA

ATGTCGTGGAAATACCTCGTAATGGCCCTTCTTCG
CGTGCATCTTGCGTGA

MSWKYLVMALLRVHLA* MSWKYLVMALLRV
HLA*

ATGACGAATC TGATAACACG 0 C 0 0 0 0 0

3058 1908 af AN2320.1 62.m03412 AO070269000057 0 -183 -154 ATGGCCCTTCTTCGCGTGCATCTTGCGTGA ATGGCCCTTCTTCGCGTGCATCTTGCGTGA MALLRVHLA* MALLRVHLA* ATACCTCGTA TGATAACACG 0 C 0 0 0 0 0
3059 1908 af AN2320.1 62.m03412 AO070269000057 0 -154 -95 ATGATAACACGCAATGGCGAATGGATGCGGGGTCATGGC

AAGCTACGACCTTCCCCTTGA
ATGATAACACGCAATGGCGAATGGATGCGGGGTC
ATGGCAAGCTACGACCTTCCCCTTGA

MITRNGEWMRGHGKLR
PSP*

MITRNGEWMRGHG
KLRPSP*

ATCTTGCGTG AGAGGTTGAG 0 C 0 0 0 0 0

3060 1908 af AN2320.1 62.m03412 AO070269000057 0 -141 -28 ATGGCGAATGGATGCGGGGTCATGGCAAGCTACGACCTT
CCCCTTGAAGAGGTTGAGCGAGAGAGGGAGTATAACTAC
TCTTCACCGAGTTGGATCAGCGAGCTCAAGAGTTGA

ATGGCGAATGGATGCGGGGTCATGGCAAGCTACG
ACCTTCCCCTTGAAGAGGTTGAGCGAGAGAGGGA
GTATAACTACTCTTCACCGAGTTGGATCAGCGAGC
TCAAGAGTTGA

MANGCGVMASYDLPLEE
VEREREYNYSSPSWISEL
KS*

MANGCGVMASYDL
PLEEVEREREYNYS
SPSWISELKS*

ATAACACGCA CAGGAACGCT 0 C 0 0 0 0 0

3061 1908 af AN2320.1 62.m03412 AO070269000057 0 -130 -95 ATGCGGGGTCATGGCAAGCTACGACCTTCCCCTTGA ATGCGGGGTCATGGCAAGCTACGACCTTCCCCTT
GA

MRGHGKLRPSP* MRGHGKLRPSP* TGGCGAATGG AGAGGTTGAG 0 C 0 0 0 0 0

3062 1908 af AN2320.1 62.m03412 AO070269000057 0 -120 -28 ATGGCAAGCTACGACCTTCCCCTTGAAGAGGTTGAGCGA
GAGAGGGAGTATAACTACTCTTCACCGAGTTGGATCAGCG
AGCTCAAGAGTTGA

ATGGCAAGCTACGACCTTCCCCTTGAAGAGGTTGA
GCGAGAGAGGGAGTATAACTACTCTTCACCGAGTT
GGATCAGCGAGCTCAAGAGTTGA

MASYDLPLEEVEREREY
NYSSPSWISELKS*

MASYDLPLEEVERE
REYNYSSPSWISEL
KS*

ATGCGGGGTC CAGGAACGCT 0 C 0 0 0 0 0

3053 1908 an AN2320.1 62.m03412 AO070269000057 0 -178 -101 ATGGATATGAATGCTGGGTTCGATCCGTGCAACGCTTGCG
CGATGGGGGGAGGCTATGGCGATATTCTGCGGGGCTAA

ATGGATATGAATGCTGGGTTCGATCCGTGCAACG
CTTGCGCGATGGGGGGAGGCTATGGCGATATTC
TGCGGGGCTAA

MDMNAGFDPCNACAMG
GGYGDILRG*

MDMNAGFDPCNACAM
GGGYGDILRG*

TCTTTGTACA GAGCATGAGT 0 C 0 0 0 0 0

3054 1908 an AN2320.1 62.m03412 AO070269000057 0 -172 -101 ATGAATGCTGGGTTCGATCCGTGCAACGCTTGCGCGATG
GGGGGAGGCTATGGCGATATTCTGCGGGGCTAA

ATGAATGCTGGGTTCGATCCGTGCAACGCTTGC
GCGATGGGGGGAGGCTATGGCGATATTCTGCG
GGGCTAA

MNAGFDPCNACAMGGG
YGDILRG*

MNAGFDPCNACAMGG
GYGDILRG*

TACAATGGAT GAGCATGAGT 0 C 0 0 0 0 0

3055 1908 an AN2320.1 62.m03412 AO070269000057 0 -136 -101 ATGGGGGGAGGCTATGGCGATATTCTGCGGGGCTAA ATGGGGGGAGGCTATGGCGATATTCTGCGGGG
CTAA

MGGGYGDILRG* MGGGYGDILRG* CGCTTGCGCG GAGCATGAGT 0 C 0 0 0 0 0

3063 1908 ao AN2320.1 62.m03412 AO070269000057 0 -241 -218 ATGACGAATCGCACCCCTGCATAA ATGACGAATCGCACCCCTGCATAA MTNRTPA* MTNRTPA* AGCGGACCCA TCAAAGACTT 0 C 0 0 0 0 0
3064 1908 ao AN2320.1 62.m03412 AO070269000057 0 -170 -108 ATGACGCTTGCTGATGGCGAGAGTGCGGGGTTAATGAAA

TTTTCATTTTCATTCTTCTCTTAA
ATGACGCTTGCTGATGGCGAGAGTGCGGG
GTTAATGAAATTTTCATTTTCATTCTTCTCTTA
A

MTLADGESAGLMKFSFS
FFS*

MTLADGESAGLMKF
SFSFFS*

CGGTTACGCG GTAGATATAT 0 C 0 0 0 0 0

3065 1908 ao AN2320.1 62.m03412 AO070269000057 0 -157 -137 ATGGCGAGAGTGCGGGGTTAA ATGGCGAGAGTGCGGGGTTAA MARVRG* MARVRG* ACGCTTGCTG TGAAATTTTC 0 C 0 0 0 0 0
3066 1908 ao AN2320.1 62.m03412 AO070269000057 0 -137 -108 ATGAAATTTTCATTTTCATTCTTCTCTTAA ATGAAATTTTCATTTTCATTCTTCTCTTAA MKFSFSFFS* MKFSFSFFS* TGCGGGGTTA GTAGATATAT 0 C 0 0 0 0 0
3067 1908 ao AN2320.1 62.m03412 AO070269000057 0 -95 -72 ATGGGTATTTATGTAGATAGATGA ATGGGTATTTATGTAGATAGATGA MGIYVDR* MGIYVDR* AGATATATAG ATGGATAATA 0 C 0 0 0 0 0
3068 1908 ao AN2320.1 62.m03412 AO070269000057 0 -75 -64 ATGAATGGATAA ATGAATGGATAA MNG* MNG* ATGTAGATAG TATACATATA 0 C 0 0 0 0 0
3069 1908 ao AN2320.1 62.m03412 AO070269000057 0 -71 -24 ATGGATAATATACATATATCTAAGGTGTCAAATTCCAATATC

ACCTAA
ATGGATAATATACATATATCTAAGGTGTCAAA
TTCCAATATCACCTAA

MDNIHISKVSNSNIT* MDNIHISKVSNSNIT* AGATAGATGA CTTACACACA 0 C 0 0 0 0 0

3071 1913 af AN5113.1 54.m07051 AO070291000066 0 -263 -249 ATGTGTTGGTCATAA ATGTGTTGGTCATAA MCWS* MCWS* GGATTAAGGT TGTGCAGAGT 0 U 0 0 0 0 0
3072 1913 af AN5113.1 54.m07051 AO070291000066 0 -249 -193 ATGTGCAGAGTCCCCCTTTTATGGAATCTTACCTCGGCAT

CGTCTTGTCTTGGGTAA
ATGTGCAGAGTCCCCCTTTTATGGAATCTTACCTCG
GCATCGTCTTGTCTTGGGTAA

MCRVPLLWNLTSASSCL
G*

MCRVPLLWNLTSAS
SCLG*

GTTGGTCATA GAGCCGGACA 0 U 0 0 0 0 0

3073 1913 af AN5113.1 54.m07051 AO070291000066 0 -229 -47 ATGGAATCTTACCTCGGCATCGTCTTGTCTTGGGTAAGAG
CCGGACACGTGCCGCTGTACTCCGTACTCCGTACCCCAG
ACTCGACTCCTGCGACCATCCAGCGAGGCCATCTCGATCT
CGATCTCAGCCTGATGGCTCTCTTTCGCAGCCTCGAAACC
TTCAATTGCTTTTGCAAAAAGTGA

ATGGAATCTTACCTCGGCATCGTCTTGTCTTGGGT
AAGAGCCGGACACGTGCCGCTGTACTCCGTACTC
CGTACCCCAGACTCGACTCCTGCGACCATCCAGC
GAGGCCATCTCGATCTCGATCTCAGCCTGATGGCT
CTCTTTCGCAGCCTCGAAACCTTCAATTGCTTTTGC
AAAAAGTGA

MESYLGIVLSWVRAGHV
PLYSVLRTPDSTPATIQR
GHLDLDLSLMALFRSLET
FNCFCKK*

MESYLGIVLSWVRA
GHVPLYSVLRTPDS
TPATIQRGHLDLDLS
LMALFRSLETFNCF
CKK*

TCCCCCTTTT TATTCTTGTA 0 U 0 0 0 0 0

3074 1913 af AN5113.1 54.m07051 AO070291000066 0 -97 -47 ATGGCTCTCTTTCGCAGCCTCGAAACCTTCAATTGCTTTTG
CAAAAAGTGA

ATGGCTCTCTTTCGCAGCCTCGAAACCTTCAATTG
CTTTTGCAAAAAGTGA

MALFRSLETFNCFCKK* MALFRSLETFNCFC
KK*

TCTCAGCCTG TATTCTTGTA 0 U 0 0 0 0 0

3070 1913 an AN5113.1 54.m07051 AO070291000066 0 -136 -38 ATGACACGTGCTGTCGCTCCCATCCACATCTCATCTCCTG
TTGGCAACATCCTACCAAGTGACCGAAACATTTGTCCATC
GCTTTCATTTCTACTCTAA

ATGACACGTGCTGTCGCTCCCATCCACATCTCAT
CTCCTGTTGGCAACATCCTACCAAGTGACCGAAA
CATTTGTCCATCGCTTTCATTTCTACTCTAA

MTRAVAPIHISSPVGNILP
SDRNICPSLSFLL*

MTRAVAPIHISSPVGNIL
PSDRNICPSLSFLL*

TCCTTGGCGT GCTCAGCTGC 0 U 0 0 0 0 0

3075 1913 ao AN5113.1 54.m07051 AO070291000066 0 -127 -62 ATGCGGAGAGCACGTGTTGAACATATCCCCTGTCACTTGT
TGCTTGACTTCAGCCACATACTTTAG

ATGCGGAGAGCACGTGTTGAACATATCCCC
TGTCACTTGTTGCTTGACTTCAGCCACATAC
TTTAG

MRRARVEHIPCHLLLDFS
HIL*

MRRARVEHIPCHLL
LDFSHIL*

ATTCCTTGGC TTGTTACGTT 0 U 0 0 0 0 0

3082 1914 af AN5557.1 57.m05387 AO070294000076 0 -159 -73 ATGGTTCTGAAGATCATCTGCCACGGTCCAAGGGCAACGA
GGCTAACTCCGTTATTTCCGTGGATGACGATGCGGGGTG
CAGGATGA

ATGGTTCTGAAGATCATCTGCCACGGTCCAAGGGC
AACGAGGCTAACTCCGTTATTTCCGTGGATGACGA
TGCGGGGTGCAGGATGA

MVLKIICHGPRATRLTPLF
PWMTMRGAG*

MVLKIICHGPRATRL
TPLFPWMTMRGAG
*

AGACTCGGAT GCACATATAA 0 IQR 0 0 0 0 0

3083 1914 af AN5557.1 57.m05387 AO070294000076 0 -96 -73 ATGACGATGCGGGGTGCAGGATGA ATGACGATGCGGGGTGCAGGATGA MTMRGAG* MTMRGAG* ATTTCCGTGG GCACATATAA 0 IQR 0 0 0 0 0
3084 1914 af AN5557.1 57.m05387 AO070294000076 0 -90 -73 ATGCGGGGTGCAGGATGA ATGCGGGGTGCAGGATGA MRGAG* MRGAG* GTGGATGACG GCACATATAA 0 IQR 0 0 0 0 0
3085 1914 af AN5557.1 57.m05387 AO070294000076 0 -76 -35 ATGAGCACATATAACCGCACATCAGGAACCTTCTGTCCCT

GA
ATGAGCACATATAACCGCACATCAGGAACCTTCTG
TCCCTGA

MSTYNRTSGTFCP* MSTYNRTSGTFCP* GGGGTGCAGG TGTCTTCTGC 0 IQR 0 0 0 0 0

3076 1914 an AN5557.1 57.m05387 AO070294000076 0 -212 -6 ATGTATTTTTATGTTCAGTTCAGTCTATCATGTCGAAGATTA
GTCTGTGTCTCCCTAAATATGGTTTACTACTATGGTTATCT
ATGCTCCAGTATAGCTTACACCTACGCCAGTGAAAACTCC
GCTATCTCCGAATGCATTCCCCGCACTACAAATTCCCGCG
TCAACAGCGCAGACGATGCTACAAGTTCCCAACAGCAGCT
ATAA

ATGTATTTTTATGTTCAGTTCAGTCTATCATGTCG
AAGATTAGTCTGTGTCTCCCTAAATATGGTTTACT
ACTATGGTTATCTATGCTCCAGTATAGCTTACACC
TACGCCAGTGAAAACTCCGCTATCTCCGAATGCA
TTCCCCGCACTACAAATTCCCGCGTCAACAGCGC
AGACGATGCTACAAGTTCCCAACAGCAGCTATAA

MYFYVQFSLSCRRLVCV
SLNMVYYYGYLCSSIAYT
YASENSAISECIPRTTNSR
VNSADDATSSQQQL*

MYFYVQFSLSCRRLVCV
SLNMVYYYGYLCSSIAY
TYASENSAISECIPRTTN
SRVNSADDATSSQQQL*

GCTGACGAAC CTACAATGGC 0 IQR 0 0 0 0 0

3077 1914 an AN5557.1 57.m05387 AO070294000076 0 -202 -170 ATGTTCAGTTCAGTCTATCATGTCGAAGATTAG ATGTTCAGTTCAGTCTATCATGTCGAAGATTAG MFSSVYHVED* MFSSVYHVED* ATGTATTTTT TCTGTGTCTC 0 IQR 0 0 0 0 0

3078 1914 an AN5557.1 57.m05387 AO070294000076 0 -183 -97 ATGTCGAAGATTAGTCTGTGTCTCCCTAAATATGGTTTACT
ACTATGGTTATCTATGCTCCAGTATAGCTTACACCTACGCC
AGTGA

ATGTCGAAGATTAGTCTGTGTCTCCCTAAATATG
GTTTACTACTATGGTTATCTATGCTCCAGTATAGC
TTACACCTACGCCAGTGA

MSKISLCLPKYGLLLWLS
MLQYSLHLRQ*

MSKISLCLPKYGLLLWLS
MLQYSLHLRQ*

TCAGTCTATC AAACTCCGCT 0 IQR 0 0 0 0 0

3079 1914 an AN5557.1 57.m05387 AO070294000076 0 -152 -6 ATGGTTTACTACTATGGTTATCTATGCTCCAGTATAGCTTA
CACCTACGCCAGTGAAAACTCCGCTATCTCCGAATGCATT
CCCCGCACTACAAATTCCCGCGTCAACAGCGCAGACGAT
GCTACAAGTTCCCAACAGCAGCTATAA

ATGGTTTACTACTATGGTTATCTATGCTCCAGTAT
AGCTTACACCTACGCCAGTGAAAACTCCGCTATC
TCCGAATGCATTCCCCGCACTACAAATTCCCGCG
TCAACAGCGCAGACGATGCTACAAGTTCCCAACA
GCAGCTATAA

MVYYYGYLCSSIAYTYAS
ENSAISECIPRTTNSRVNS
ADDATSSQQQL*

MVYYYGYLCSSIAYTYA
SENSAISECIPRTTNSRV
NSADDATSSQQQL*

CTCCCTAAAT CTACAATGGC 0 IQR 0 0 0 0 0

3080 1914 an AN5557.1 57.m05387 AO070294000076 0 -139 -116 ATGGTTATCTATGCTCCAGTATAG ATGGTTATCTATGCTCCAGTATAG MVIYAPV* MVIYAPV* GTTTACTACT CTTACACCTA 0 IQR 0 0 0 0 0
3081 1914 an AN5557.1 57.m05387 AO070294000076 0 -129 -97 ATGCTCCAGTATAGCTTACACCTACGCCAGTGA ATGCTCCAGTATAGCTTACACCTACGCCAGTGA MLQYSLHLRQ* MLQYSLHLRQ* ATGGTTATCT AAACTCCGCT 0 IQR 0 0 0 0 0

3086 1914 ao AN5557.1 57.m05387 AO070294000076 0 -201 -97 ATGTTTACTAGATGGAAGATCCATAGGTATAAAGATGTTTC
TATAATGCATTACTTTATGACTGCTTATGCTGGTCCACAGT
TATCTCCGCAAACTCCGGGATGA

ATGTTTACTAGATGGAAGATCCATAGGTATA
AAGATGTTTCTATAATGCATTACTTTATGACT
GCTTATGCTGGTCCACAGTTATCTCCGCAAA
CTCCGGGATGA

MFTRWKIHRYKDVSIMHY
FMTAYAGPQLSPQTPG*

MFTRWKIHRYKDVS
IMHYFMTAYAGPQL
SPQTPG*

ATATTATAGC AGCGGGGAAC 0 IQR 0 0 0 0 0

3087 1914 ao AN5557.1 57.m05387 AO070294000076 0 -190 -176 ATGGAAGATCCATAG ATGGAAGATCCATAG MEDP* MEDP* TGTTTACTAG GTATAAAGAT 0 IQR 0 0 0 0 0
3088 1914 ao AN5557.1 57.m05387 AO070294000076 0 -167 -156 ATGTTTCTATAA ATGTTTCTATAA MFL* MFL* AGGTATAAAG TGCATTACTT 0 IQR 0 0 0 0 0
3089 1914 ao AN5557.1 57.m05387 AO070294000076 0 -156 -97 ATGCATTACTTTATGACTGCTTATGCTGGTCCACAGTTATC

TCCGCAAACTCCGGGATGA
ATGCATTACTTTATGACTGCTTATGCTGGTC
CACAGTTATCTCCGCAAACTCCGGGATGA

MHYFMTAYAGPQLSPQT
PG*

MHYFMTAYAGPQLS
PQTPG*

TGTTTCTATA AGCGGGGAAC 0 IQR 0 0 0 0 0

3090 1914 ao AN5557.1 57.m05387 AO070294000076 0 -144 -97 ATGACTGCTTATGCTGGTCCACAGTTATCTCCGCAAACTC
CGGGATGA

ATGACTGCTTATGCTGGTCCACAGTTATCTC
CGCAAACTCCGGGATGA

MTAYAGPQLSPQTPG* MTAYAGPQLSPQTP
G*

GCATTACTTT AGCGGGGAAC 0 IQR 0 0 0 0 0

3091 1914 ao AN5557.1 57.m05387 AO070294000076 0 -134 -15 ATGCTGGTCCACAGTTATCTCCGCAAACTCCGGGATGAAG
CGGGGAACAATCAGAGGATATATGCCTCCTCATCTCCCAG
CCACCAAGTTCCGTCTGCCGCATTGAGTGTTAGTCAGTAA

ATGCTGGTCCACAGTTATCTCCGCAAACTCC
GGGATGAAGCGGGGAACAATCAGAGGATAT
ATGCCTCCTCATCTCCCAGCCACCAAGTTC
CGTCTGCCGCATTGAGTGTTAGTCAGTAA

MLVHSYLRKLRDEAGNN
QRIYASSSPSHQVPSAAL
SVSQ*

MLVHSYLRKLRDEA
GNNQRIYASSSPSH
QVPSAALSVSQ*

ATGACTGCTT AGACAAAAGT 0 IQR 0 0 0 0 0

3092 1914 ao AN5557.1 57.m05387 AO070294000076 0 -100 -29 ATGAAGCGGGGAACAATCAGAGGATATATGCCTCCTCATC
TCCCAGCCACCAAGTTCCGTCTGCCGCATTGA

ATGAAGCGGGGAACAATCAGAGGATATATG
CCTCCTCATCTCCCAGCCACCAAGTTCCGT
CTGCCGCATTGA

MKRGTIRGYMPPHLPAT
KFRLPH*

MKRGTIRGYMPPHL
PATKFRLPH*

AAACTCCGGG GTGTTAGTCA 0 IQR 0 0 0 0 0

3093 1914 ao AN5557.1 57.m05387 AO070294000076 0 -73 -29 ATGCCTCCTCATCTCCCAGCCACCAAGTTCCGTCTGCCGC
ATTGA

ATGCCTCCTCATCTCCCAGCCACCAAGTTC
CGTCTGCCGCATTGA

MPPHLPATKFRLPH* MPPHLPATKFRLPH
*

CAGAGGATAT GTGTTAGTCA 0 IQR 0 0 0 0 0

3096 1916 af AN3419.1 59.m08742 AO070303000071 0 -177 -127 ATGTACAACAGCACTTCATCAAAATCGATGCTGAACTCGAT
CTCTAAATAA

ATGTACAACAGCACTTCATCAAAATCGATGCTGAAC
TCGATCTCTAAATAA

MYNSTSSKSMLNSISK* MYNSTSSKSMLNSI
SK*

ACCATTCACA GCAGGTTGCC 0 E 0 0 0 0 0

3097 1916 af AN3419.1 59.m08742 AO070303000071 0 -150 -127 ATGCTGAACTCGATCTCTAAATAA ATGCTGAACTCGATCTCTAAATAA MLNSISK* MLNSISK* ATCAAAATCG GCAGGTTGCC 0 E 0 0 0 0 0
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3094 1916 an AN3419.1 59.m08742 AO070303000071 0 -188 -123 ATGACATTCAACCTCGCCTTGATATTACGCGAGTCAATTCC
AGACATCAAGACCTTCCTATCTTAA

ATGACATTCAACCTCGCCTTGATATTACGCGAGT
CAATTCCAGACATCAAGACCTTCCTATCTTAA

MTFNLALILRESIPDIKTFL
S*

MTFNLALILRESIPDIKTF
LS*

ATCTTCAACA GTCTTTGTAA 0 E 0 0 0 0 0

3095 1916 an AN3419.1 59.m08742 AO070303000071 0 -92 -69 ATGACTGAGCGAACTAAATACTGA ATGACTGAGCGAACTAAATACTGA MTERTKY* MTERTKY* TTAGATACCC CTCCGATTCA 0 E 0 0 0 0 0
3098 1922 af AN0385.1 54.m06359 AO070318000082 0 -206 -183 ATGAACATATCCATAAGGTGGTAA ATGAACATATCCATAAGGTGGTAA MNISIRW* MNISIRW* TGGAGTTGAC GGATAAGGTA 0 EH FG05696.1 MG02125.1 0 0 0
3099 1922 af AN0385.1 54.m06359 AO070318000082 0 -165 -97 ATGCCAACGTGGATGCGTAGTGTTGTTCCCCGCCTGGCC

CAATTCATCAACAGTCGGCGGAATAAATAA
ATGCCAACGTGGATGCGTAGTGTTGTTCCCCGCCT
GGCCCAATTCATCAACAGTCGGCGGAATAAATAA

MPTWMRSVVPRLAQFIN
SRRNK*

MPTWMRSVVPRLA
QFINSRRNK*

GTACTCTTGC ATCACCCCTC 0 EH FG05696.1 MG02125.1 0 0 0

3100 1922 af AN0385.1 54.m06359 AO070318000082 0 -153 -97 ATGCGTAGTGTTGTTCCCCGCCTGGCCCAATTCATCAACA
GTCGGCGGAATAAATAA

ATGCGTAGTGTTGTTCCCCGCCTGGCCCAATTCAT
CAACAGTCGGCGGAATAAATAA

MRSVVPRLAQFINSRRN
K*

MRSVVPRLAQFINS
RRNK*

GCCAACGTGG ATCACCCCTC 0 EH FG05696.1 MG02125.1 0 0 0

3101 1922 ao AN0385.1 54.m06359 AO070318000082 0 -226 -194 ATGGTCGTATTCGTGCAATGTGTTGATACCTGA ATGGTCGTATTCGTGCAATGTGTTGATACCT
GA

MVVFVQCVDT* MVVFVQCVDT* CGGGGTAGCG AGAGTAATGG 0 EH FG05696.1 MG02125.1 0 0 0

3102 1922 ao AN0385.1 54.m06359 AO070318000082 0 -187 -38 ATGGAATATGTACACCTGATACCCGCGCTAGACTGTTTTC
GGCGGTCATCCCACCTTTACCCAAGCATGAATCATCAGCT
TATTTTTGTCTACATCTACTTCTACCTCTTCCTCTTCCTCTT
CTTCCCCCCTCTTTCACTTTCTCAATAA

ATGGAATATGTACACCTGATACCCGCGCTA
GACTGTTTTCGGCGGTCATCCCACCTTTACC
CAAGCATGAATCATCAGCTTATTTTTGTCTAC
ATCTACTTCTACCTCTTCCTCTTCCTCTTCTT
CCCCCCTCTTTCACTTTCTCAATAA

MEYVHLIPALDCFRRSSH
LYPSMNHQLIFVYIYFYLF
LFLFFPPLSLSQ*

MEYVHLIPALDCFR
RSSHLYPSMNHQLI
FVYIYFYLFLFLFFPP
LSLSQ*

CTGAAGAGTA ACCCAATTTT 0 EH FG05696.1 MG02125.1 0 0 0

3103 1922 ao AN0385.1 54.m06359 AO070318000082 0 -180 -169 ATGTACACCTGA ATGTACACCTGA MYT* MYT* GTAATGGAAT TACCCGCGCT 0 EH FG05696.1 MG02125.1 0 0 0
3104 1922 ao AN0385.1 54.m06359 AO070318000082 0 -121 -38 ATGAATCATCAGCTTATTTTTGTCTACATCTACTTCTACCTC

TTCCTCTTCCTCTTCTTCCCCCCTCTTTCACTTTCTCAATAA
ATGAATCATCAGCTTATTTTTGTCTACATCTA
CTTCTACCTCTTCCTCTTCCTCTTCTTCCCCC
CTCTTTCACTTTCTCAATAA

MNHQLIFVYIYFYLFLFLF
FPPLSLSQ*

MNHQLIFVYIYFYLF
LFLFFPPLSLSQ*

TTACCCAAGC ACCCAATTTT 0 EH FG05696.1 MG02125.1 0 0 0

3105 1927 af AN1199.1 70.m15020 AO070331000204 0 -121 -110 ATGACTGTATAG ATGACTGTATAG MTV* MTV* ACTAATCTCT ACCCGCCCAA 0 E FG10375.1 0 0 0 0
3113 1928 af AN1487.1 55.m02993 AO070334000194 0 -755 -738 ATGTGGGTCGGATCTTGA ATGTGGGTCGGATCTTGA MWVGS* MWVGS* ATGATTGTCG GTTGTCGAAT 0  0 0 0 0 0
3109 1928 an AN1487.1 55.m02993 AO070334000194 0 -244 -113 ATGCCTCTCGCTCCGTTTAACTTGCTGGTACGTAGTCGGC

CCCCGGCCCCATCGCAAAACTTCCCCTACCACACAATCGT
TCTGTCAGCGCGCATTGGTTTCCATAATGGTCTTACTCTG
CGCCTTAGATGA

ATGCCTCTCGCTCCGTTTAACTTGCTGGTACGTA
GTCGGCCCCCGGCCCCATCGCAAAACTTCCCCT
ACCACACAATCGTTCTGTCAGCGCGCATTGGTTT
CCATAATGGTCTTACTCTGCGCCTTAGATGA

MPLAPFNLLVRSRPPAPS
QNFPYHTIVLSARIGFHN
GLTLRLR*

MPLAPFNLLVRSRPPAP
SQNFPYHTIVLSARIGFH
NGLTLRLR*

ATTCTAATGC CCGTCAAAGG 0  0 0 0 0 0

3110 1928 an AN1487.1 55.m02993 AO070334000194 0 -138 -73 ATGGTCTTACTCTGCGCCTTAGATGACCGTCAAAGGTCAT
CAGCTCCCTATATAATGGACTGCTAA

ATGGTCTTACTCTGCGCCTTAGATGACCGTCAAA
GGTCATCAGCTCCCTATATAATGGACTGCTAA

MVLLCALDDRQRSSAPYI
MDC*

MVLLCALDDRQRSSAPY
IMDC*

GGTTTCCATA CGGTGCTCAT 0  0 0 0 0 0

3111 1928 an AN1487.1 55.m02993 AO070334000194 0 -116 -84 ATGACCGTCAAAGGTCATCAGCTCCCTATATAA ATGACCGTCAAAGGTCATCAGCTCCCTATATAA MTVKGHQLPI* MTVKGHQLPI* TGCGCCTTAG TGGACTGCTA 0  0 0 0 0 0

3112 1928 an AN1487.1 55.m02993 AO070334000194 0 -84 -73 ATGGACTGCTAA ATGGACTGCTAA MDC* MDC* TCCCTATATA CGGTGCTCAT 0  0 0 0 0 0
3114 1928 ao AN1487.1 55.m02993 AO070334000194 0 -876 -823 ATGCTGTTTAGTTCTATCCTTCTTCTTCCGAACTACTTGGG

ATTAAACACTTGA
ATGCTGTTTAGTTCTATCCTTCTTCTTCCGAA
CTACTTGGGATTAAACACTTGA

MLFSSILLLPNYLGLNT* MLFSSILLLPNYLGL
NT*

GTGACTCTCG TTGGTTGAGG 0  0 0 0 0 0

3119 1931 af AN2960.1 59.m09082 AO070337000210 0 -78 -43 ATGGGTATATCTGGAGAAGTATCTCAGCTTGTATGA ATGGGTATATCTGGAGAAGTATCTCAGCTTGTATGA MGISGEVSQLV* MGISGEVSQLV* GGGAGTCCAT CTTGTTCTAA 0 Q 0 0 0 0 0

3115 1931 an AN2960.1 59.m09082 AO070337000210 0 -154 -113 ATGAATCATATCCCGCAGACATTGCGCCAGAATGCCAGTT
AA

ATGAATCATATCCCGCAGACATTGCGCCAGAATG
CCAGTTAA

MNHIPQTLRQNAS* MNHIPQTLRQNAS* TGTGAAGGAG CCGGGTAATC 0 Q 0 0 0 0 0

3116 1931 an AN2960.1 59.m09082 AO070337000210 0 -123 -91 ATGCCAGTTAACCGGGTAATCGGATCAAAATGA ATGCCAGTTAACCGGGTAATCGGATCAAAATGA MPVNRVIGSK* MPVNRVIGSK* TTGCGCCAGA ACGGTCTATA 0 Q 0 0 0 0 0

3117 1931 an AN2960.1 59.m09082 AO070337000210 0 -94 -47 ATGAACGGTCTATATAACACGTCGATGGTCCGCAGGCCTC
GTCGGTAG

ATGAACGGTCTATATAACACGTCGATGGTCCGCA
GGCCTCGTCGGTAG

MNGLYNTSMVRRPRR* MNGLYNTSMVRRPRR* TCGGATCAAA CTGTTGAGAA 0 Q 0 0 0 0 0

3118 1931 an AN2960.1 59.m09082 AO070337000210 0 -70 -47 ATGGTCCGCAGGCCTCGTCGGTAG ATGGTCCGCAGGCCTCGTCGGTAG MVRRPRR* MVRRPRR* TAACACGTCG CTGTTGAGAA 0 Q 0 0 0 0 0
3120 1931 ao AN2960.1 59.m09082 AO070337000210 0 -104 -84 ATGGGTATATCTAGGAGTTAG ATGGGTATATCTAGGAGTTAG MGISRS* MGISRS* ATGTGATGCG CCCCCTGGCG 0 Q 0 0 0 0 0
3121 1934 conserved AN2086.1 57.m05787 AO070341000244 0 -71 -45 -71 -45 -71 -45 ATGCwCCAAAGwbCAGwsyAymhTTAG ATGCTCCAAAGTCCAGAGTACACTTAG ATGCACCAAAGTTCAGTCTATCTTTAG ATGCTCCAAAGAGCAGAGCATCATTAG MlQspeyt* MLQSPEYT* MHQSSVYL* MLQRAEHH* CCTTCyCCyC GCGACCGTCC 0 YU 0 0 0 0 0

3122 1939 an AN4230.1 54.m06786 AO070234000016 0 -146 -135 ATGCTTAGCTAG ATGCTTAGCTAG MLS* MLS* ATGAGTCGAA CGGAACAGGC 0 I 0 MG09516.1 0 0 0
3123 1939 an AN4230.1 54.m06786 AO070234000016 0 -97 -62 ATGGGCCCGATTCGGAGAACTACTTCATACTTATAG ATGGGCCCGATTCGGAGAACTACTTCATACTTAT

AG
MGPIRRTTSYL* MGPIRRTTSYL* GGGGCCGGCG CTTTTCCTCT 0 I 0 MG09516.1 0 0 0

3125 1939 ao AN4230.1 54.m06786 AO070234000016 0 -219 -208 ATGCATGCTTAA ATGCATGCTTAA MHA* MHA* AAAGGCGGAA TCGACCTCGG 0 I 0 MG09516.1 0 0 0
3126 1939 ao AN4230.1 54.m06786 AO070234000016 0 -215 -54 ATGCTTAATCGACCTCGGCTTTTGGCGTTCAAACAAGTTAA

GCTATCGGCGAAGTACCCGAATGAAATGACAGGAACATCT
CCAATCGAGCTCCGGTCCCGACCCCGGAAAGTACATGAT
ATACATGCGTTACTACCCCAACTTTACACGACTTGGATCTG
A

ATGCTTAATCGACCTCGGCTTTTGGCGTTCA
AACAAGTTAAGCTATCGGCGAAGTACCCGA
ATGAAATGACAGGAACATCTCCAATCGAGCT
CCGGTCCCGACCCCGGAAAGTACATGATAT
ACATGCGTTACTACCCCAACTTTACACGACT
TGGATCTGA

MLNRPRLLAFKQVKLSAK
YPNEMTGTSPIELRSRPR
KVHDIHALLPQLYTTWI*

MLNRPRLLAFKQVK
LSAKYPNEMTGTSPI
ELRSRPRKVHDIHA
LLPQLYTTWI*

GCGGAAATGC TTCAATCTAC 0 I 0 MG09516.1 0 0 0

3127 1939 ao AN4230.1 54.m06786 AO070234000016 0 -149 -54 ATGACAGGAACATCTCCAATCGAGCTCCGGTCCCGACCC
CGGAAAGTACATGATATACATGCGTTACTACCCCAACTTTA
CACGACTTGGATCTGA

ATGACAGGAACATCTCCAATCGAGCTCCGG
TCCCGACCCCGGAAAGTACATGATATACAT
GCGTTACTACCCCAACTTTACACGACTTGGA
TCTGA

MTGTSPIELRSRPRKVHD
IHALLPQLYTTWI*

MTGTSPIELRSRPR
KVHDIHALLPQLYTT
WI*

CCCGAATGAA TTCAATCTAC 0 I 0 MG09516.1 0 0 0

3129 1942 an AN6553.1 62.m03449 AO070270000058 0 -97 -23 ATGAGGGACGTGTACAGACATCCGCAACGACTCGAGAGC
CCAAGGGTATCAAGCAAATTTCGCTGCCTTGAATGA

ATGAGGGACGTGTACAGACATCCGCAACGACTC
GAGAGCCCAAGGGTATCAAGCAAATTTCGCTGC
CTTGAATGA

MRDVYRHPQRLESPRVS
SKFRCLE*

MRDVYRHPQRLESPRV
SSKFRCLE*

GACCTGCTGG GCGTCATTCC 0 T 0 0 0 0 0

3130 1942 ao AN6553.1 62.m03449 AO070270000058 0 -252 -205 ATGTATGTATATACTACGTACTCAGTCCGAGAGACTACTAG
TAGATAG

ATGTATGTATATACTACGTACTCAGTCCGAG
AGACTACTAGTAGATAG

MYVYTTYSVRETTSR* MYVYTTYSVRETTS
R*

AGGACAACGG GGCTTCAGTC 0 T 0 0 0 0 0

3131 1942 ao AN6553.1 62.m03449 AO070270000058 0 -248 -75 ATGTATATACTACGTACTCAGTCCGAGAGACTACTAGTAGA
TAGGGCTTCAGTCTTTGTCTCTAAACTGACCGCCTTGGTG
GAGGTTTCTCCGAAGCCGACCTCAAAAGGGAAAAGCGGA
TTTAATATCGCGATCAAACACCCCCAAATGGTGATAATCAA
CTTCTACTTCTAA

ATGTATATACTACGTACTCAGTCCGAGAGAC
TACTAGTAGATAGGGCTTCAGTCTTTGTCTC
TAAACTGACCGCCTTGGTGGAGGTTTCTCC
GAAGCCGACCTCAAAAGGGAAAAGCGGATT
TAATATCGCGATCAAACACCCCCAAATGGTG
ATAATCAACTTCTACTTCTAA

MYILRTQSERLLVDRASV
FVSKLTALVEVSPKPTSK
GKSGFNIAIKHPQMVIINF
YF*

MYILRTQSERLLVDR
ASVFVSKLTALVEVS
PKPTSKGKSGFNIAI
KHPQMVIINFYF*

CAACGGATGT ATGAACGAAA 0 T 0 0 0 0 0

3132 1942 ao AN6553.1 62.m03449 AO070270000058 0 -101 -75 ATGGTGATAATCAACTTCTACTTCTAA ATGGTGATAATCAACTTCTACTTCTAA MVIINFYF* MVIINFYF* ACACCCCCAA ATGAACGAAA 0 T 0 0 0 0 0
3134 1946 af AN7192.1 69.m15187 AO070306000133 0 -198 -127 ATGCTGGCTCGTGTTTGTTCCTGCGAGGCAAGGATGACTA

TGGCGATGATACCTCGCATAAGCGCTAGTTGA
ATGCTGGCTCGTGTTTGTTCCTGCGAGGCAAGGAT
GACTATGGCGATGATACCTCGCATAAGCGCTAGTT
GA

MLARVCSCEARMTMAMI
PRISAS*

MLARVCSCEARMT
MAMIPRISAS*

GAGGACGAAA CCAGCCTTTC 0  0 0 0 0 0

3135 1946 af AN7192.1 69.m15187 AO070306000133 0 -165 -127 ATGACTATGGCGATGATACCTCGCATAAGCGCTAGTTGA ATGACTATGGCGATGATACCTCGCATAAGCGCTAG
TTGA

MTMAMIPRISAS* MTMAMIPRISAS* CGAGGCAAGG CCAGCCTTTC 0  0 0 0 0 0

3136 1946 af AN7192.1 69.m15187 AO070306000133 0 -159 -127 ATGGCGATGATACCTCGCATAAGCGCTAGTTGA ATGGCGATGATACCTCGCATAAGCGCTAGTTGA MAMIPRISAS* MAMIPRISAS* AAGGATGACT CCAGCCTTTC 0  0 0 0 0 0
3137 1946 af AN7192.1 69.m15187 AO070306000133 0 -153 -127 ATGATACCTCGCATAAGCGCTAGTTGA ATGATACCTCGCATAAGCGCTAGTTGA MIPRISAS* MIPRISAS* GACTATGGCG CCAGCCTTTC 0  0 0 0 0 0
3133 1946 an AN7192.1 69.m15187 AO070306000133 0 -118 -98 ATGTATCATTTATTCTCGTAA ATGTATCATTTATTCTCGTAA MYHLFS* MYHLFS* TCCTCCCTCC GGTCTTCTTC 0  0 0 0 0 0
3138 1946 ao AN7192.1 69.m15187 AO070306000133 0 -151 -119 ATGGTCCATCGACTCCAACAAAATGGCCGATAA ATGGTCCATCGACTCCAACAAAATGGCCGA

TAA
MVHRLQQNGR* MVHRLQQNGR* CTCGGTCGTA CACCTAGTTC 0  0 0 0 0 0

3139 1946 ao AN7192.1 69.m15187 AO070306000133 0 -129 -112 ATGGCCGATAACACCTAG ATGGCCGATAACACCTAG MADNT* MADNT* CTCCAACAAA TTCAATGCAT 0  0 0 0 0 0
3140 1946 ao AN7192.1 69.m15187 AO070306000133 0 -107 ATGCATCGACCACTCTTGACACGCTTCATCCTCCCATTCC

CATCCTCCATTCCCTTGCTTCTCACTCGTTTCAGCCTCTCA
CCTGTGAGAGCGCTCGTACTTCCATGA

ATGCATCGACCACTCTTGACACGCTTCATCC
TCCCATTCCCATCCTCCATTCCCTTGCTTCT
CACTCGTTTCAGCCTCTCACCTGTGAGAGC
GCTCGTACTTCCATGA

MHRPLLTRFILPFPSSIPL
LLTRFSLSPVRALVLP*

MHRPLLTRFILPFPS
SIPLLLTRFSLSPVR
ALVLP*

ACCTAGTTCA TGTCCAAGAG 0  0 0 0 0 0

3143 1951 af AN0868.1 70.m15459 AO070320000019 0 -242 -114 ATGATCCGTACAGCCGAATCTACTCTCAACGGACCGATTA
GTGATGCCAATCGTCATCTAAAGTCGGCACATCCAAGCGA
TGGAGATGCCTCGGCATTTACCAATTCGGGAGTCTCGTGC
AGCGCGTGA

ATGATCCGTACAGCCGAATCTACTCTCAACGGACC
GATTAGTGATGCCAATCGTCATCTAAAGTCGGCAC
ATCCAAGCGATGGAGATGCCTCGGCATTTACCAAT
TCGGGAGTCTCGTGCAGCGCGTGA

MIRTAESTLNGPISDANR
HLKSAHPSDGDASAFTN
SGVSCSA*

MIRTAESTLNGPISD
ANRHLKSAHPSDGD
ASAFTNSGVSCSA*

CAATAATACG AGATTTGAGG 0 I 0 MG02999.1 NCU00580.1 0 0

3144 1951 af AN0868.1 70.m15459 AO070320000019 0 -199 -182 ATGCCAATCGTCATCTAA ATGCCAATCGTCATCTAA MPIVI* MPIVI* CCGATTAGTG AGTCGGCACA 0 I 0 MG02999.1 NCU00580.1 0 0

3145 1951 af AN0868.1 70.m15459 AO070320000019 0 -163 -77 ATGGAGATGCCTCGGCATTTACCAATTCGGGAGTCTCGTG
CAGCGCGTGAAGATTTGAGGACGCTGCCATCATCCGCCT
TCGAATAA

ATGGAGATGCCTCGGCATTTACCAATTCGGGAGTC
TCGTGCAGCGCGTGAAGATTTGAGGACGCTGCCA
TCATCCGCCTTCGAATAA

MEMPRHLPIRESRAARE
DLRTLPSSAFE*

MEMPRHLPIRESRA
AREDLRTLPSSAFE*

CATCCAAGCG TAATTCCTCT 0 I 0 MG02999.1 NCU00580.1 0 0

3146 1951 af AN0868.1 70.m15459 AO070320000019 0 -157 -77 ATGCCTCGGCATTTACCAATTCGGGAGTCTCGTGCAGCGC
GTGAAGATTTGAGGACGCTGCCATCATCCGCCTTCGAATA
A

ATGCCTCGGCATTTACCAATTCGGGAGTCTCGTGC
AGCGCGTGAAGATTTGAGGACGCTGCCATCATCC
GCCTTCGAATAA

MPRHLPIRESRAAREDLR
TLPSSAFE*

MPRHLPIRESRAAR
EDLRTLPSSAFE*

AGCGATGGAG TAATTCCTCT 0 I 0 MG02999.1 NCU00580.1 0 0

3141 1951 an AN0868.1 70.m15459 AO070320000019 0 -168 -94 ATGGGGCTAGCCGTGGGTCAAGTAGCGCGTGAAGGCAC
CTTCGGTATCTCTGAGAATCTCAGGATTACTCTCTAA

ATGGGGCTAGCCGTGGGTCAAGTAGCGCGTGAA
GGCACCTTCGGTATCTCTGAGAATCTCAGGATTA
CTCTCTAA

MGLAVGQVAREGTFGIS
ENLRITL*

MGLAVGQVAREGTFGIS
ENLRITL*

TATTACCGTA ATTCACTCTC 0 I 0 MG02999.1 NCU00580.1 0 0

3147 1951 ao AN0868.1 70.m15459 AO070320000019 0 -177 -145 ATGGAAGTTGAAACAGGTGGAACGCCTCGGTAA ATGGAAGTTGAAACAGGTGGAACGCCTCGG
TAA

MEVETGGTPR* MEVETGGTPR* GCACGAAACC TTACCTGATT 0 I 0 MG02999.1 NCU00580.1 0 0

3150 1953 af AN4535.1 57.m05586 AO070321000149 0 -211 -188 ATGGTTTGCATCACCTCACTATGA ATGGTTTGCATCACCTCACTATGA MVCITSL* MVCITSL* TCGTTGCGGA GTTTCTAGGC 0 R 0 0 0 0 0
3151 1953 af AN4535.1 57.m05586 AO070321000149 0 -191 -180 ATGAGTTTCTAG ATGAGTTTCTAG MSF* MSF* TCACCTCACT GCCAATTTCA 0 R 0 0 0 0 0
3148 1953 an AN4535.1 57.m05586 AO070321000149 0 -209 -171 ATGTTGGTGGCCGGGGTTTGGCGCCATATCAGCTGCTGA ATGTTGGTGGCCGGGGTTTGGCGCCATATCAGC

TGCTGA
MLVAGVWRHISC* MLVAGVWRHISC* GTTTCAATCA TTGCGGATAT 0 R 0 0 0 0 0

3149 1953 an AN4535.1 57.m05586 AO070321000149 0 -155 -141 ATGACCACTTTCTGA ATGACCACTTTCTGA MTTF* MTTF* GATATCGAGG AGACTGTGTG 0 R 0 0 0 0 0
3152 1953 ao AN4535.1 57.m05586 AO070321000149 0 -194 -180 ATGACCACGATCTAA ATGACCACGATCTAA MTTI* MTTI* AACCGTCACT AACCCAAATC 0 R 0 0 0 0 0
3155 1956 af AN1586.1 70.m15285 AO070333000174 0 -227 -99 ATGTGGTACTCCCGCATCAACCTACCTCTAAAGGTTCAGC

GTATCCTGAGTTCCTTAGATGGTGCTTTTGCGGTGGAATG
GTGTGGTTTTGCTCTAACCAGACTGCTAGTTTGTACCCAT
GGACATTAA

ATGTGGTACTCCCGCATCAACCTACCTCTAAAGGT
TCAGCGTATCCTGAGTTCCTTAGATGGTGCTTTTGC
GGTGGAATGGTGTGGTTTTGCTCTAACCAGACTGC
TAGTTTGTACCCATGGACATTAA

MWYSRINLPLKVQRILSS
LDGAFAVEWCGFALTRL
LVCTHGH*

MWYSRINLPLKVQR
ILSSLDGAFAVEWC
GFALTRLLVCTHGH*

GTCACCATCA AAAGCCATGT 0 Q 0 0 0 0 0

3156 1956 af AN1586.1 70.m15285 AO070333000174 0 -169 -131 ATGGTGCTTTTGCGGTGGAATGGTGTGGTTTTGCTCTAA ATGGTGCTTTTGCGGTGGAATGGTGTGGTTTTGCT
CTAA

MVLLRWNGVVLL* MVLLRWNGVVLL* AGTTCCTTAG CCAGACTGCT 0 Q 0 0 0 0 0
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3157 1956 af AN1586.1 70.m15285 AO070333000174 0 -150 -22 ATGGTGTGGTTTTGCTCTAACCAGACTGCTAGTTTGTACC
CATGGACATTAAAAAGCCATGTCTCCCCTCAGTATAGTTC
GGTGTTCCAGCTTCGGCTTTCCATCTACGATTGCGTCAAT
ACAGATTGA

ATGGTGTGGTTTTGCTCTAACCAGACTGCTAGTTTG
TACCCATGGACATTAAAAAGCCATGTCTCCCCTCA
GTATAGTTCGGTGTTCCAGCTTCGGCTTTCCATCTA
CGATTGCGTCAATACAGATTGA

MVWFCSNQTASLYPWTL
KSHVSPQYSSVFQLRLSI
YDCVNTD*

MVWFCSNQTASLY
PWTLKSHVSPQYSS
VFQLRLSIYDCVNTD
*

TTGCGGTGGA TAGACACTTC 0 Q 0 0 0 0 0

3158 1956 af AN1586.1 70.m15285 AO070333000174 0 -109 -74 ATGGACATTAAAAAGCCATGTCTCCCCTCAGTATAG ATGGACATTAAAAAGCCATGTCTCCCCTCAGTATAG MDIKKPCLPSV* MDIKKPCLPSV* GTTTGTACCC TTCGGTGTTC 0 Q 0 0 0 0 0

3153 1956 an AN1586.1 70.m15285 AO070333000174 0 -277 -260 ATGTTAACTCCCGGCTAG ATGTTAACTCCCGGCTAG MLTPG* MLTPG* CCTTTAGGGG CCCTAACCTT 0 Q 0 0 0 0 0
3154 1956 an AN1586.1 70.m15285 AO070333000174 0 -235 -146 ATGGCTGGCCCGGTTATACTTAACGTTAGCGATCAGGAGG

CGCCTTTCGATAACATCCTCGTATCTGCGTGGCCAACAGG
CCCGACCTAG

ATGGCTGGCCCGGTTATACTTAACGTTAGCGATC
AGGAGGCGCCTTTCGATAACATCCTCGTATCTGC
GTGGCCAACAGGCCCGACCTAG

MAGPVILNVSDQEAPFD
NILVSAWPTGPT*

MAGPVILNVSDQEAPFD
NILVSAWPTGPT*

GTCAGGCCCC TCGGTCAGCC 0 Q 0 0 0 0 0

3159 1956 ao AN1586.1 70.m15285 AO070333000174 0 -165 -139 ATGACAAAGAGGTTTCAACCTATTTGA ATGACAAAGAGGTTTCAACCTATTTGA MTKRFQPI* MTKRFQPI* AGTTGATACG ACACCTTCGT 0 Q 0 0 0 0 0
3160 1960 an AN5990.1 72.m19150 AO070340000287 0 -235 -152 ATGGAGGATAGACGATCGTATAGCCGGAGCCTTGGGTGC

TGTTTAGTAATCTATCTCTCCAATATTCAGGATTTATTCGCC
TAG

ATGGAGGATAGACGATCGTATAGCCGGAGCCTT
GGGTGCTGTTTAGTAATCTATCTCTCCAATATTCA
GGATTTATTCGCCTAG

MEDRRSYSRSLGCCLVIY
LSNIQDLFA*

MEDRRSYSRSLGCCLVI
YLSNIQDLFA*

AGCACTGCGG ACAATCCGTA 0 I 0 0 0 0 0

3166 1961 af AN3927.1 69.m15001 AO070341000039 0 -250 -164 ATGGCAGAGACTTGTGATAACAACGCCGCGATAATGAAAA
TCACGCGGGCCAATGACGCCTTGCGGCCTGAGGCGGTG
AAGACGTGA

ATGGCAGAGACTTGTGATAACAACGCCGCGATAAT
GAAAATCACGCGGGCCAATGACGCCTTGCGGCCT
GAGGCGGTGAAGACGTGA

MAETCDNNAAIMKITRAN
DALRPEAVKT*

MAETCDNNAAIMKIT
RANDALRPEAVKT*

TGAATCTTCA CTTCATTGTT 0 T 0 0 0 0 0

3167 1961 af AN3927.1 69.m15001 AO070341000039 0 -217 -164 ATGAAAATCACGCGGGCCAATGACGCCTTGCGGCCTGAG
GCGGTGAAGACGTGA

ATGAAAATCACGCGGGCCAATGACGCCTTGCGGC
CTGAGGCGGTGAAGACGTGA

MKITRANDALRPEAVKT* MKITRANDALRPEA
VKT*

CGCCGCGATA CTTCATTGTT 0 T 0 0 0 0 0

3168 1961 af AN3927.1 69.m15001 AO070341000039 0 -198 -172 ATGACGCCTTGCGGCCTGAGGCGGTGA ATGACGCCTTGCGGCCTGAGGCGGTGA MTPCGLRR* MTPCGLRR* ACGCGGGCCA AGACGTGACT 0 T 0 0 0 0 0
3169 1961 af AN3927.1 69.m15001 AO070341000039 0 -127 -62 ATGTCGACGTTGGCAAGAAGGACGGCGCTCTGCATCTAT

CTACTGCGTTCAGAATTTCTCCAATAG
ATGTCGACGTTGGCAAGAAGGACGGCGCTCTGCA
TCTATCTACTGCGTTCAGAATTTCTCCAATAG

MSTLARRTALCIYLLRSEF
LQ*

MSTLARRTALCIYLL
RSEFLQ*

CATACAAATA ATCAATCTGA 0 T 0 0 0 0 0

3161 1961 an AN3927.1 69.m15001 AO070341000039 0 -156 -76 ATGAATTCTGAATGTTGCTGCTTTGATAATGAGAAACCAGC
GAAAGATTCCGCGTATGCCATCCTAAACAGAAGGCGGTAA

ATGAATTCTGAATGTTGCTGCTTTGATAATGAGAA
ACCAGCGAAAGATTCCGCGTATGCCATCCTAAAC
AGAAGGCGGTAA

MNSECCCFDNEKPAKDS
AYAILNRRR*

MNSECCCFDNEKPAKD
SAYAILNRRR*

AACCTCTTGA GAGCTTTACT 0 T 0 0 0 0 0

3162 1961 an AN3927.1 69.m15001 AO070341000039 0 -145 -131 ATGTTGCTGCTTTGA ATGTTGCTGCTTTGA MLLL* MLLL* TGAATTCTGA TAATGAGAAA 0 T 0 0 0 0 0
3163 1961 an AN3927.1 69.m15001 AO070341000039 0 -128 -90 ATGAGAAACCAGCGAAAGATTCCGCGTATGCCATCCTAA ATGAGAAACCAGCGAAAGATTCCGCGTATGCCAT

CCTAA
MRNQRKIPRMPS* MRNQRKIPRMPS* TGCTTTGATA ACAGAAGGCG 0 T 0 0 0 0 0

3164 1961 an AN3927.1 69.m15001 AO070341000039 0 -101 -90 ATGCCATCCTAA ATGCCATCCTAA MPS* MPS* GATTCCGCGT ACAGAAGGCG 0 T 0 0 0 0 0
3171 1961 ao AN3927.1 69.m15001 AO070341000039 0 -247 -200 ATGAATCTATCGCGAAGATCCAGAAGAATAATAATCCCCA

GCCAATGA
ATGAATCTATCGCGAAGATCCAGAAGAATAA
TAATCCCCAGCCAATGA

MNLSRRSRRIIIPSQ* MNLSRRSRRIIIPSQ* ATCGGCCTGA GGGGTGTCGC 0 T 0 0 0 0 0

3172 1961 ao AN3927.1 69.m15001 AO070341000039 0 -203 -114 ATGAGGGGTGTCGCTGACAGGGCGGTGAGGGTCCCCGA
TTGCGCTTGTCGGCGTCATCCAACAAAAGTTATTCGATGTT
CAAGCTCATGA

ATGAGGGGTGTCGCTGACAGGGCGGTGAG
GGTCCCCGATTGCGCTTGTCGGCGTCATCC
AACAAAAGTTATTCGATGTTCAAGCTCATGA

MRGVADRAVRVPDCAC
RRHPTKVIRCSSS*

MRGVADRAVRVPD
CACRRHPTKVIRCS
SS*

TCCCCAGCCA AAGCACTTCG 0 T 0 0 0 0 0

3173 1961 ao AN3927.1 69.m15001 AO070341000039 0 -129 -67 ATGTTCAAGCTCATGAAAGCACTTCGATTATATCGCTCAGG
AACCGAATATGACCTATCTTGA

ATGTTCAAGCTCATGAAAGCACTTCGATTAT
ATCGCTCAGGAACCGAATATGACCTATCTTG
A

MFKLMKALRLYRSGTEY
DLS*

MFKLMKALRLYRSG
TEYDLS*

AAGTTATTCG CTTGTCTAAA 0 T 0 0 0 0 0

3174 1961 ao AN3927.1 69.m15001 AO070341000039 0 -117 -67 ATGAAAGCACTTCGATTATATCGCTCAGGAACCGAATATG
ACCTATCTTGA

ATGAAAGCACTTCGATTATATCGCTCAGGAA
CCGAATATGACCTATCTTGA

MKALRLYRSGTEYDLS* MKALRLYRSGTEYD
LS*

GTTCAAGCTC CTTGTCTAAA 0 T 0 0 0 0 0

3175 1961 ao AN3927.1 69.m15001 AO070341000039 0 -80 -33 ATGACCTATCTTGACTTGTCTAAACTACCTAATTTTAATAAT
TCATAG

ATGACCTATCTTGACTTGTCTAAACTACCTAA
TTTTAATAATTCATAG

MTYLDLSKLPNFNNS* MTYLDLSKLPNFNN
S*

GGAACCGAAT ATATCATTTC 0 T 0 0 0 0 0

3178 1962 af AN3719.1 69.m15727 AO070341000350 0 -189 -172 ATGCCAAAGTATACTTGA ATGCCAAAGTATACTTGA MPKYT* MPKYT* ATTGAGTTCA TAAGCCCTCA 0 T 0 0 0 0 0
3179 1962 af AN3719.1 69.m15727 AO070341000350 0 -112 -29 ATGATTGATGCACTGTTGTGGGGGGTGACCTTGACTATGA

TCAGATCTGCAACTCACATTTGCAATCAAAGAGCTCTTGAC
TAA

ATGATTGATGCACTGTTGTGGGGGGTGACCTTGAC
TATGATCAGATCTGCAACTCACATTTGCAATCAAAG
AGCTCTTGACTAA

MIDALLWGVTLTMIRSAT
HICNQRALD*

MIDALLWGVTLTMIR
SATHICNQRALD*

AATTTGAACA CCTTCTTTGA 0 T 0 0 0 0 0

3180 1962 af AN3719.1 69.m15727 AO070341000350 0 -105 -85 ATGCACTGTTGTGGGGGGTGA ATGCACTGTTGTGGGGGGTGA MHCCGG* MHCCGG* ACAATGATTG CCTTGACTAT 0 T 0 0 0 0 0
3181 1962 af AN3719.1 69.m15727 AO070341000350 0 -76 -29 ATGATCAGATCTGCAACTCACATTTGCAATCAAAGAGCTCT

TGACTAA
ATGATCAGATCTGCAACTCACATTTGCAATCAAAGA
GCTCTTGACTAA

MIRSATHICNQRALD* MIRSATHICNQRALD
*

GACCTTGACT CCTTCTTTGA 0 T 0 0 0 0 0

3176 1962 an AN3719.1 69.m15727 AO070341000350 0 -183 -133 ATGCGAGACGTACGCGCGGCCTGCAGTGTGTACCTGCAT
GAAACACACTAA

ATGCGAGACGTACGCGCGGCCTGCAGTGTGTAC
CTGCATGAAACACACTAA

MRDVRAACSVYLHETH* MRDVRAACSVYLHETH* TTCAAGTATT GACTGCTGCT 0 T 0 0 0 0 0

3177 1962 an AN3719.1 69.m15727 AO070341000350 0 -146 -27 ATGAAACACACTAAGACTGCTGCTTGGGTGCCATATCTCT
GCACATATCTTATTGCCCCTGTTAAGCTGATTAGCATTCAT
TACTTGTTAATCTCACATTTTACCTCGCATAAGTGCTGA

ATGAAACACACTAAGACTGCTGCTTGGGTGCCAT
ATCTCTGCACATATCTTATTGCCCCTGTTAAGCTG
ATTAGCATTCATTACTTGTTAATCTCACATTTTACC
TCGCATAAGTGCTGA

MKHTKTAAWVPYLCTYLI
APVKLISIHYLLISHFTSHK
C*

MKHTKTAAWVPYLCTYL
IAPVKLISIHYLLISHFTSH
KC*

GTGTACCTGC CACCTTTCAG 0 T 0 0 0 0 0

3182 1962 ao AN3719.1 69.m15727 AO070341000350 0 -216 -169 ATGTTTACTGCTATGTTGTCCGCCGATGATCTATCGGATAG
TTTGTGA

ATGTTTACTGCTATGTTGTCCGCCGATGATC
TATCGGATAGTTTGTGA

MFTAMLSADDLSDSL* MFTAMLSADDLSDS
L*

TGAACCTGCC CACAACTACA 0 T 0 0 0 0 0

3183 1962 ao AN3719.1 69.m15727 AO070341000350 0 -204 -169 ATGTTGTCCGCCGATGATCTATCGGATAGTTTGTGA ATGTTGTCCGCCGATGATCTATCGGATAGTT
TGTGA

MLSADDLSDSL* MLSADDLSDSL* GTTTACTGCT CACAACTACA 0 T 0 0 0 0 0

3184 1962 ao AN3719.1 69.m15727 AO070341000350 0 -156 -70 ATGCCTTGCCTTGTTGCTGGGAGTCGCGGTCAAGTTGACT
GCCTCACTCACGGTAGTCAATGCGGAAGTGAAGCGCAGT
GCATTTAG

ATGCCTTGCCTTGTTGCTGGGAGTCGCGGT
CAAGTTGACTGCCTCACTCACGGTAGTCAAT
GCGGAAGTGAAGCGCAGTGCATTTAG

MPCLVAGSRGQVDCLTH
GSQCGSEAQCI*

MPCLVAGSRGQVD
CLTHGSQCGSEAQ
CI*

CAACTACACA CAACCAACCA 0 T 0 0 0 0 0

3185 1962 ao AN3719.1 69.m15727 AO070341000350 0 -97 -86 ATGCGGAAGTGA ATGCGGAAGTGA MRK* MRK* ACGGTAGTCA AGCGCAGTGC 0 T 0 0 0 0 0
3191 1964 af AN7558.1 72.m19578 AO070343000397 0 -156 -106 ATGCATCCATCAAACTGCGTATCTCCCGCGAGGACGCCA

GACATTCCATGA
ATGCATCCATCAAACTGCGTATCTCCCGCGAGGAC
GCCAGACATTCCATGA

MHPSNCVSPARTPDIP* MHPSNCVSPARTP
DIP*

CACTGACGTC ATGAAGCAAT 0 0 0 0 0 0

3192 1964 af AN7558.1 72.m19578 AO070343000397 0 -105 -25 ATGAAGCAATCTATTGTACAATCACAGGAAGACGAAGTCA
TTGTATTGCCCCTTCTATTGATCTTTTTTTCTTATCGCTAA

ATGAAGCAATCTATTGTACAATCACAGGAAGACGA
AGTCATTGTATTGCCCCTTCTATTGATCTTTTTTTCT
TATCGCTAA

MKQSIVQSQEDEVIVLPL
LLIFFSYR*

MKQSIVQSQEDEVI
VLPLLLIFFSYR*

CATTCCATGA GCTGCGTTTG 0 0 0 0 0 0

3186 1964 an AN7558.1 72.m19578 AO070343000397 0 -240 -229 ATGAAGCGATAA ATGAAGCGATAA MKR* MKR* ATCACTTATT CAACCAGTAT 0 0 0 0 0 0
3187 1964 an AN7558.1 72.m19578 AO070343000397 0 -220 -158 ATGACTTCATGCCAGAAATCGGGGAAACCCCCAGGCCAT

GGCGCAGTGATCTTCGGATTCTAG
ATGACTTCATGCCAGAAATCGGGGAAACCCCCA
GGCCATGGCGCAGTGATCTTCGGATTCTAG

MTSCQKSGKPPGHGAVI
FGF*

MTSCQKSGKPPGHGAV
IFGF*

AACAACCAGT ACTGAGTATC 0 0 0 0 0 0

3188 1964 an AN7558.1 72.m19578 AO070343000397 0 -212 -153 ATGCCAGAAATCGGGGAAACCCCCAGGCCATGGCGCAGT
GATCTTCGGATTCTAGACTGA

ATGCCAGAAATCGGGGAAACCCCCAGGCCATGG
CGCAGTGATCTTCGGATTCTAGACTGA

MPEIGETPRPWRSDLRIL
D*

MPEIGETPRPWRSDLRI
LD*

GTATGACTTC GTATCTTGAC 0 0 0 0 0 0

3189 1964 an AN7558.1 72.m19578 AO070343000397 0 -183 -172 ATGGCGCAGTGA ATGGCGCAGTGA MAQ* MAQ* CCCCCAGGCC TCTTCGGATT 0 0 0 0 0 0
3190 1964 an AN7558.1 72.m19578 AO070343000397 0 -139 -104 ATGCCCTTATCAGCATATAAACCATCAGCAGCATAA ATGCCCTTATCAGCATATAAACCATCAGCAGCAT

AA
MPLSAYKPSAA* MPLSAYKPSAA* TCTTGACGTC AACATTGACT 0 0 0 0 0 0

3193 1964 ao AN7558.1 72.m19578 AO070343000397 0 -144 -112 ATGACGTCACATCCACATCAAGCATCAATATAA ATGACGTCACATCCACATCAAGCATCAATAT
AA

MTSHPHQASI* MTSHPHQASI* CTATCTACCC CCACTTCAAC 0 0 0 0 0 0

3199 1965 af AN9405.1 52.m04032 AO070274000012 0 -196 -74 ATGATAATGCAGAAAAAAAGCAAGCACAGGACATTTGTAG
GAGTTCCAACAACCCAAGGACGGACACTCTCCCAATGCTA
CCTAAGGCTTGATCATGATGATGACGATGCGATGAACTTA
TGA

ATGATAATGCAGAAAAAAAGCAAGCACAGGACATT
TGTAGGAGTTCCAACAACCCAAGGACGGACACTCT
CCCAATGCTACCTAAGGCTTGATCATGATGATGAC
GATGCGATGAACTTATGA

MIMQKKSKHRTFVGVPTT
QGRTLSQCYLRLDHDDD
DAMNL*

MIMQKKSKHRTFVG
VPTTQGRTLSQCYL
RLDHDDDDAMNL*

CGACAAGCCA GTCGTTTAAT 0  0 0 0 0 0

3200 1965 af AN9405.1 52.m04032 AO070274000012 0 -190 -74 ATGCAGAAAAAAAGCAAGCACAGGACATTTGTAGGAGTTC
CAACAACCCAAGGACGGACACTCTCCCAATGCTACCTAAG
GCTTGATCATGATGATGACGATGCGATGAACTTATGA

ATGCAGAAAAAAAGCAAGCACAGGACATTTGTAGG
AGTTCCAACAACCCAAGGACGGACACTCTCCCAAT
GCTACCTAAGGCTTGATCATGATGATGACGATGCG
ATGAACTTATGA

MQKKSKHRTFVGVPTTQ
GRTLSQCYLRLDHDDDD
AMNL*

MQKKSKHRTFVGV
PTTQGRTLSQCYLR
LDHDDDDAMNL*

GCCAATGATA GTCGTTTAAT 0  0 0 0 0 0

3201 1965 af AN9405.1 52.m04032 AO070274000012 0 -122 -105 ATGCTACCTAAGGCTTGA ATGCTACCTAAGGCTTGA MLPKA* MLPKA* CACTCTCCCA TCATGATGAT 0  0 0 0 0 0
3194 1965 an AN9405.1 52.m04032 AO070274000012 0 -261 -244 ATGTTGAATGGGATGTGA ATGTTGAATGGGATGTGA MLNGM* MLNGM* AGGACCAATA TGATGATCAA 0  0 0 0 0 0
3195 1965 an AN9405.1 52.m04032 AO070274000012 0 -254 -123 ATGGGATGTGATGATGATCAACGGGGTCCTGAAAGGTTG

GGGCGGGCGAACTCAGCGACAGTAGAAGGAATCGAGAA
CCAGATCTCCACAGCTCCAAACCTGGATTTGGCGAGTCTC
GTCCTCCAACCATAG

ATGGGATGTGATGATGATCAACGGGGTCCTGAA
AGGTTGGGGCGGGCGAACTCAGCGACAGTAGA
AGGAATCGAGAACCAGATCTCCACAGCTCCAAAC
CTGGATTTGGCGAGTCTCGTCCTCCAACCATAG

MGCDDDQRGPERLGRA
NSATVEGIENQISTAPNL
DLASLVLQP*

MGCDDDQRGPERLGR
ANSATVEGIENQISTAPN
LDLASLVLQP*

ATAATGTTGA ACCCATATCC 0  0 0 0 0 0

3196 1965 an AN9405.1 52.m04032 AO070274000012 0 -244 -191 ATGATGATCAACGGGGTCCTGAAAGGTTGGGGCGGGCGA
ACTCAGCGACAGTAG

ATGATGATCAACGGGGTCCTGAAAGGTTGGGGC
GGGCGAACTCAGCGACAGTAG

MMINGVLKGWGGRTQR
Q*

MMINGVLKGWGGRTQR
Q*

ATGGGATGTG AAGGAATCGA 0  0 0 0 0 0

3197 1965 an AN9405.1 52.m04032 AO070274000012 0 -241 -191 ATGATCAACGGGGTCCTGAAAGGTTGGGGCGGGCGAACT
CAGCGACAGTAG

ATGATCAACGGGGTCCTGAAAGGTTGGGGCGGG
CGAACTCAGCGACAGTAG

MINGVLKGWGGRTQRQ* MINGVLKGWGGRTQRQ
*

GGATGTGATG AAGGAATCGA 0  0 0 0 0 0

3207 1965 ao AN9405.1 52.m04032 AO070274000012 0 -166 -89 ATGAAATACTGTAAGAATATTAAATCCCATTTCATGCCTGG
TGATATTGATGAGACCTCCATTGCAATGATTAAATAG

ATGAAATACTGTAAGAATATTAAATCCCATTT
CATGCCTGGTGATATTGATGAGACCTCCATT
GCAATGATTAAATAG

MKYCKNIKSHFMPGDIDE
TSIAMIK*

MKYCKNIKSHFMPG
DIDETSIAMIK*

AGCATTAGTG AGGTAAAACA 0  0 0 0 0 0

3208 1965 ao AN9405.1 52.m04032 AO070274000012 0 -133 -89 ATGCCTGGTGATATTGATGAGACCTCCATTGCAATGATTAA
ATAG

ATGCCTGGTGATATTGATGAGACCTCCATTG
CAATGATTAAATAG

MPGDIDETSIAMIK* MPGDIDETSIAMIK* ATCCCATTTC AGGTAAAACA 0  0 0 0 0 0

3209 1965 ao AN9405.1 52.m04032 AO070274000012 0 -117 -97 ATGAGACCTCCATTGCAATGA ATGAGACCTCCATTGCAATGA MRPPLQ* MRPPLQ* GGTGATATTG TTAAATAGAG 0  0 0 0 0 0
3210 1965 ao AN9405.1 52.m04032 AO070274000012 0 -100 -89 ATGATTAAATAG ATGATTAAATAG MIK* MIK* CTCCATTGCA AGGTAAAACA 0  0 0 0 0 0
3217 1966 af AN8796.1 71.m15603 AO070276000064 0 -252 -235 ATGACGCCGACGCAATGA ATGACGCCGACGCAATGA MTPTQ* MTPTQ* CCCAAACGAA CGGAGGCCTG 0 T FG05865.1 0 NCU01099.1 YML121W 0

3218 1966 af AN8796.1 71.m15603 AO070276000064 0 -238 -134 ATGACGGAGGCCTGGCTGTCCCCCCATCTCCATCAGCCG
ATAATCCGAAGACCCATTTGTCTCGTTCATCCCGTACACAA
AGTCCAGTTGCACATATGTATATGA

ATGACGGAGGCCTGGCTGTCCCCCCATCTCCATC
AGCCGATAATCCGAAGACCCATTTGTCTCGTTCAT
CCCGTACACAAAGTCCAGTTGCACATATGTATATGA

MTEAWLSPHLHQPIIRRPI
CLVHPVHKVQLHICI*

MTEAWLSPHLHQPII
RRPICLVHPVHKVQ
LHICI*

CGCCGACGCA GGAGCCTACA 0 T FG05865.1 0 NCU01099.1 YML121W 0

3211 1966 an AN8796.1 71.m15603 AO070276000064 0 -219 -199 ATGACGAGGCTGGTCCTGTGA ATGACGAGGCTGGTCCTGTGA MTRLVL* MTRLVL* GCGCGATGAT TCCTCCTCCA 0 T FG05865.1 0 NCU01099.1 YML121W 0

3212 1966 an AN8796.1 71.m15603 AO070276000064 0 -184 -173 ATGCAAAGCTGA ATGCAAAGCTGA MQS* MQS* CCTCCAACTT CCTGCGCTTC 0 T FG05865.1 0 NCU01099.1 YML121W 0

3221 1966 ao AN8796.1 71.m15603 AO070276000064 0 -225 -214 ATGCAACGATGA ATGCAACGATGA MQR* MQR* TCCCCTCATC GGCTGGTCAA 0 T FG05865.1 0 NCU01099.1 YML121W 0

3222 1966 ao AN8796.1 71.m15603 AO070276000064 0 -217 -185 ATGAGGCTGGTCAAGTGCTCATCCATGCACTAG ATGAGGCTGGTCAAGTGCTCATCCATGCAC
TAG

MRLVKCSSMH* MRLVKCSSMH* TCATGCAACG ACCAAAGTGC 0 T FG05865.1 0 NCU01099.1 YML121W 0
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3224 1969 af AN1334.1 70.m14897 AO070303000099 0 -120 -7 ATGCGTATTGTCAACCATTATCATTTTTCCTGGTCGAATCC
TTCCTCGGTAGCTCTCCTGGCACCCCCATCTGCCTTTATT
CTCCCATTTTTTAGCTATTTTTTTTCACATTGA

ATGCGTATTGTCAACCATTATCATTTTTCCTGGTCG
AATCCTTCCTCGGTAGCTCTCCTGGCACCCCCATC
TGCCTTTATTCTCCCATTTTTTAGCTATTTTTTTTCAC
ATTGA

MRIVNHYHFSWSNPSSV
ALLAPPSAFILPFFSYFFS
H*

MRIVNHYHFSWSNP
SSVALLAPPSAFILP
FFSYFFSH*

GATCACGTAC CCGATCATGT 0 UO 0 MG01006.1 0 0 0

3227 1971 af AN8217.1 53.m03756 AO070310000095 0 -242 -204 ATGTCTAACCTTAGGTTGCCTAGGTCATATTCGTACTAG ATGTCTAACCTTAGGTTGCCTAGGTCATATTCGTAC
TAG

MSNLRLPRSYSY* MSNLRLPRSYSY* ATATAATAAG TGCCACGCTA 0 GMO 0 0 0 0 0

3228 1971 af AN8217.1 53.m03756 AO070310000095 0 -113 -81 ATGATTGTTCGTGTTGGCCTCCAGCTCTGGTAG ATGATTGTTCGTGTTGGCCTCCAGCTCTGGTAG MIVRVGLQLW* MIVRVGLQLW* TTATCTGTTC ATGCAGGTCA 0 GMO 0 0 0 0 0
3229 1971 af AN8217.1 53.m03756 AO070310000095 0 -80 -27 ATGCAGGTCAGCGCTGAAAGTTCTGTACTTACAATACTTTC

AGAGGTTGAGTGA
ATGCAGGTCAGCGCTGAAAGTTCTGTACTTACAAT
ACTTTCAGAGGTTGAGTGA

MQVSAESSVLTILSEVE* MQVSAESSVLTILSE
VE*

GCTCTGGTAG CTCTGATTGC 0 GMO 0 0 0 0 0

3225 1971 an AN8217.1 53.m03756 AO070310000095 0 -210 -34 ATGAGGTGTCTCACCCCGGCTTGCTCGAAGAGGACTAGT
GCTGGAGCTCTCCGCTCTCCAGAGGCCAGCCTGGAAGCA
CTGGTTAACAGCACTGGTCAACAGCACTGTGTGGACCTTA
ACTCTGGTAGATGCAGGTCAGAGCACCTTGTGGCAAGCG
TTGATTCACTCGGAGATTGA

ATGAGGTGTCTCACCCCGGCTTGCTCGAAGAGG
ACTAGTGCTGGAGCTCTCCGCTCTCCAGAGGCC
AGCCTGGAAGCACTGGTTAACAGCACTGGTCAA
CAGCACTGTGTGGACCTTAACTCTGGTAGATGCA
GGTCAGAGCACCTTGTGGCAAGCGTTGATTCACT
CGGAGATTGA

MRCLTPACSKRTSAGAL
RSPEASLEALVNSTGQQ
HCVDLNSGRCRSEHLVA
SVDSLGD*

MRCLTPACSKRTSAGAL
RSPEASLEALVNSTGQQ
HCVDLNSGRCRSEHLV
ASVDSLGD*

GGTCTGAATT GTGTCTCTGG 0 GMO 0 0 0 0 0

3226 1971 an AN8217.1 53.m03756 AO070310000095 0 -82 -50 ATGCAGGTCAGAGCACCTTGTGGCAAGCGTTGA ATGCAGGTCAGAGCACCTTGTGGCAAGCGTTGA MQVRAPCGKR* MQVRAPCGKR* ACTCTGGTAG TTCACTCGGA 0 GMO 0 0 0 0 0

3230 1971 ao AN8217.1 53.m03756 AO070310000095 0 -277 -254 ATGCCTGATTGCCTTACAGCCTGA ATGCCTGATTGCCTTACAGCCTGA MPDCLTA* MPDCLTA* GGCCAGAGCT GGTTTTCGAC 0 GMO 0 0 0 0 0
3231 1971 ao AN8217.1 53.m03756 AO070310000095 0 -80 -63 ATGCAGGCCAGCACATAG ATGCAGGCCAGCACATAG MQAST* MQAST* GCTCAGGTAG TGGCCGACAA 0 GMO 0 0 0 0 0
3232 1972 an AN6900.1 71.m15236 AO070314000015 0 -151 -137 ATGGTTTACCGGTAG ATGGTTTACCGGTAG MVYR* MVYR* AAGCCCCTCC TGCACTACTC 0 G FG06702.1 MG08905.1 NCU07550.1 0 0

3233 1972 ao AN6900.1 71.m15236 AO070314000015 0 -126 -100 ATGTCATCGCTCTTCCCTGTCGTCTGA ATGTCATCGCTCTTCCCTGTCGTCTGA MSSLFPVV* MSSLFPVV* TCCACCTTTT TCTTCTTCTA 0 G FG06702.1 MG08905.1 NCU07550.1 0 0

3239 1974 ao AN2335.1 71.m16079 AO070323000004 0 -126 -88 ATGAAAGCAACACCCGATTGGATTGTGCCTCTTTATTAA ATGAAAGCAACACCCGATTGGATTGTGCCT
CTTTATTAA

MKATPDWIVPLY* MKATPDWIVPLY* GCCGTCGGCC CCGCTGGAAG 0 R FG05284.1 0 0 0 0

3240 1974 ao AN2335.1 71.m16079 AO070323000004 0 -73 -35 ATGCGATATACGAGTATTCTCACAAAGACCGTTGAATAA ATGCGATATACGAGTATTCTCACAAAGACCG
TTGAATAA

MRYTSILTKTVE* MRYTSILTKTVE* TGGAAGTCCC TTCAGGACTA 0 R FG05284.1 0 0 0 0

3244 1977 af AN0262.1 54.m06966 AO070334000096 0 -267 -202 ATGGTATCGACAAGGATATCTACATACAGCATCTGGAAAG
ATCGCGATTGCATGAACACCTTATAA

ATGGTATCGACAAGGATATCTACATACAGCATCTG
GAAAGATCGCGATTGCATGAACACCTTATAA

MVSTRISTYSIWKDRDCM
NTL*

MVSTRISTYSIWKDR
DCMNTL*

ATAGCAATAG GTAATGGTAG 0 J 0 0 0 0 0

3245 1977 af AN0262.1 54.m06966 AO070334000096 0 -216 -202 ATGAACACCTTATAA ATGAACACCTTATAA MNTL* MNTL* TCGCGATTGC GTAATGGTAG 0 J 0 0 0 0 0
3246 1977 af AN0262.1 54.m06966 AO070334000096 0 -198 -181 ATGGTAGAAGTCATGTGA ATGGTAGAAGTCATGTGA MVEVM* MVEVM* CTTATAAGTA TTACGGTGGG 0 J 0 0 0 0 0
3247 1977 af AN0262.1 54.m06966 AO070334000096 0 -107 -90 ATGTCCTCAACTTCTTAA ATGTCCTCAACTTCTTAA MSSTS* MSSTS* CCAAGCTAAA GGAAATTTTG 0 J 0 0 0 0 0
3241 1977 an AN0262.1 54.m06966 AO070334000096 0 -260 -249 ATGAACAACTAA ATGAACAACTAA MNN* MNN* ATACAAATCC ATTCATGACG 0 J 0 0 0 0 0
3242 1977 an AN0262.1 54.m06966 AO070334000096 0 -244 -200 ATGACGGCTTTCAAGCTTTTAATTGTCGTTGTTGCTCCTAT

GTGA
ATGACGGCTTTCAAGCTTTTAATTGTCGTTGTTGC
TCCTATGTGA

MTAFKLLIVVVAPM* MTAFKLLIVVVAPM* AACTAAATTC TAAACCTGTA 0 J 0 0 0 0 0

3243 1977 an AN0262.1 54.m06966 AO070334000096 0 -172 -161 ATGTTCGGTTGA ATGTTCGGTTGA MFG* MFG* GTATCACGTG GCCCTACTAG 0 J 0 0 0 0 0
3248 1977 ao AN0262.1 54.m06966 AO070334000096 0 -210 -193 ATGGTATGGAGCTCATGA ATGGTATGGAGCTCATGA MVWSS* MVWSS* CTCTGGAACT TATGCATCAC 0 J 0 0 0 0 0
3249 1977 ao AN0262.1 54.m06966 AO070334000096 0 -205 -179 ATGGAGCTCATGATATGCATCACGTGA ATGGAGCTCATGATATGCATCACGTGA MELMICIT* MELMICIT* GAACTATGGT CACTGGGCGG 0 J 0 0 0 0 0
3250 1977 ao AN0262.1 54.m06966 AO070334000096 0 -196 -179 ATGATATGCATCACGTGA ATGATATGCATCACGTGA MICIT* MICIT* TATGGAGCTC CACTGGGCGG 0 J 0 0 0 0 0
3251 1977 ao AN0262.1 54.m06966 AO070334000096 0 -191 -144 ATGCATCACGTGACACTGGGCGGGTTGAGCCCTGGGCAC

TTTACCTGA
ATGCATCACGTGACACTGGGCGGGTTGAGC
CCTGGGCACTTTACCTGA

MHHVTLGGLSPGHFT* MHHVTLGGLSPGH
FT*

AGCTCATGAT TTGGGCGTCT 0 J 0 0 0 0 0

3252 1979 conserved AN2736.1 54.m07003 AO070338000218 0 -58 -5 -61 -5 -94 -41 ATGskydmbwrwysmmmmyrCAGmATGwrCCyTGsGTbwAhhmy
svmkrrswrmTAA

ATGCGTTCCAGTCGAACCTGCAGCATGAGCCTT
GCGTCAATTCCCGAGAACTAA

ATGGTCACTTGTCGCAACTGCAGCATGTGCCCTGC
GTTTACCACCCCTGAGAGCTAA

ATGGTTGAGAAATCCCAACACAGAATGTACC
TTGGGTGTAAACTGAAGAGCTAA

MrssrtcsMslasipen* MRSSRTCSMSLASIPEN
*

MVTCRNCSMCPAF
TTPES*

MVEKSQHRMYLGC
KLKS*

vAryyGryrs TGGAATGyCy 0 U 0 MG01331.1 NCU03024.1 0 0

3253 1979 conserved AN2736.1 54.m07003 AO070338000218 0 -34 -5 -37 -5 -70 -41 ATGwrCCyTGsGTbwAhhmysvmkrrswrmTAA ATGAGCCTTGCGTCAATTCCCGAGAACTAA ATGTGCCCTGCGTTTACCACCCCTGAGAGCTAA ATGTACCTTGGGTGTAAACTGAAGAGCTAA Mslasipen* MSLASIPEN* MCPAFTTPES* MYLGCKLKS* mmmmyrCAGm TGGAATGyCy 0 U 0 MG01331.1 NCU03024.1 0 0

3277 1986 af AN5830.1 72.m18958 AO070260000016 0 -155 -93 ATGACGCCTTTGCGGGGTTCATGTCTTCTCTCTCAAATCAA
CAAGAAATATCAACCATGTTGA

ATGACGCCTTTGCGGGGTTCATGTCTTCTCTCTCA
AATCAACAAGAAATATCAACCATGTTGA

MTPLRGSCLLSQINKKYQ
PC*

MTPLRGSCLLSQIN
KKYQPC*

GTAGGGCAAG TCTTTCATAA 0 R 0 0 NCU03617.1 0 0

3278 1986 af AN5830.1 72.m18958 AO070260000016 0 -135 -19 ATGTCTTCTCTCTCAAATCAACAAGAAATATCAACCATGTT
GATCTTTCATAATATTTCCATACCGTATGGGATTCGATTGT
CCCTGAATAACTGCCATAACCATCGAAATTCATGA

ATGTCTTCTCTCTCAAATCAACAAGAAATATCAACC
ATGTTGATCTTTCATAATATTTCCATACCGTATGGG
ATTCGATTGTCCCTGAATAACTGCCATAACCATCGA
AATTCATGA

MSSLSNQQEISTMLIFHNI
SIPYGIRLSLNNCHNHRN
S*

MSSLSNQQEISTMLI
FHNISIPYGIRLSLNN
CHNHRNS*

TGCGGGGTTC ACTACCAAGT 0 R 0 0 NCU03617.1 0 0

3279 1986 af AN5830.1 72.m18958 AO070260000016 0 -99 -19 ATGTTGATCTTTCATAATATTTCCATACCGTATGGGATTCG
ATTGTCCCTGAATAACTGCCATAACCATCGAAATTCATGA

ATGTTGATCTTTCATAATATTTCCATACCGTATGGG
ATTCGATTGTCCCTGAATAACTGCCATAACCATCGA
AATTCATGA

MLIFHNISIPYGIRLSLNNC
HNHRNS*

MLIFHNISIPYGIRLS
LNNCHNHRNS*

AATATCAACC ACTACCAAGT 0 R 0 0 NCU03617.1 0 0

3280 1986 af AN5830.1 72.m18958 AO070260000016 0 -68 -48 ATGGGATTCGATTGTCCCTGA ATGGGATTCGATTGTCCCTGA MGFDCP* MGFDCP* TCCATACCGT ATAACTGCCA 0 R 0 0 NCU03617.1 0 0

3273 1986 an AN5830.1 72.m18958 AO070260000016 0 -189 -133 ATGAGCCGGACTCCTATTCGCAACCAGACCCGTCAGAAC
CGTTCCCCGCATGACTAA

ATGAGCCGGACTCCTATTCGCAACCAGACCCGT
CAGAACCGTTCCCCGCATGACTAA

MSRTPIRNQTRQNRSPH
D*

MSRTPIRNQTRQNRSP
HD*

GTACTCCGAA GCCCGCGATG 0 R 0 0 NCU03617.1 0 0

3274 1986 an AN5830.1 72.m18958 AO070260000016 0 -140 -111 ATGACTAAGCCCGCGATGGCGTTAAGATAA ATGACTAAGCCCGCGATGGCGTTAAGATAA MTKPAMALR* MTKPAMALR* CGTTCCCCGC CAGACTCCTC 0 R 0 0 NCU03617.1 0 0

3275 1986 an AN5830.1 72.m18958 AO070260000016 0 -125 -111 ATGGCGTTAAGATAA ATGGCGTTAAGATAA MALR* MALR* TAAGCCCGCG CAGACTCCTC 0 R 0 0 NCU03617.1 0 0

3276 1986 an AN5830.1 72.m18958 AO070260000016 0 -66 -43 ATGTTTATTGAAGTACCACGGTGA ATGTTTATTGAAGTACCACGGTGA MFIEVPR* MFIEVPR* TTGATATCTT ACTAAGATTT 0 R 0 0 NCU03617.1 0 0

3281 1986 ao AN5830.1 72.m18958 AO070260000016 0 -225 -211 ATGGTGTTCTCATGA ATGGTGTTCTCATGA MVFS* MVFS* AGTTGAAGTC TCCTGACTAA 0 R 0 0 NCU03617.1 0 0

3282 1986 ao AN5830.1 72.m18958 AO070260000016 0 -214 -161 ATGATCCTGACTAAGCAACGACGAGTCGTTGGAAGGGCG
AGGGCGATGACGTGA

ATGATCCTGACTAAGCAACGACGAGTCGTT
GGAAGGGCGAGGGCGATGACGTGA

MILTKQRRVVGRARAMT* MILTKQRRVVGRAR
AMT*

TGGTGTTCTC ACATTAACAG 0 R 0 0 NCU03617.1 0 0

3283 1986 ao AN5830.1 72.m18958 AO070260000016 0 -141 -49 ATGATGGTATGTATGTACATATATGTACATAATTACTACCCT
TGCATTCCAGACCTTACACTCCCTCTCAATAACTTAGCGTC
AATGCCCTAG

ATGATGGTATGTATGTACATATATGTACATAA
TTACTACCCTTGCATTCCAGACCTTACACTC
CCTCTCAATAACTTAGCGTCAATGCCCTAG

MMVCMYIYVHNYYPCIPD
LTLPLNNLASMP*

MMVCMYIYVHNYYP
CIPDLTLPLNNLASM
P*

GTGAACCCGC AATTAGGTCA 0 R 0 0 NCU03617.1 0 0

3284 1986 ao AN5830.1 72.m18958 AO070260000016 0 -138 -49 ATGGTATGTATGTACATATATGTACATAATTACTACCCTTGC
ATTCCAGACCTTACACTCCCTCTCAATAACTTAGCGTCAAT
GCCCTAG

ATGGTATGTATGTACATATATGTACATAATTA
CTACCCTTGCATTCCAGACCTTACACTCCCT
CTCAATAACTTAGCGTCAATGCCCTAG

MVCMYIYVHNYYPCIPDL
TLPLNNLASMP*

MVCMYIYVHNYYPCI
PDLTLPLNNLASMP*

AACCCGCATG AATTAGGTCA 0 R 0 0 NCU03617.1 0 0

3285 1986 ao AN5830.1 72.m18958 AO070260000016 0 -133 -110 ATGTATGTACATATATGTACATAA ATGTATGTACATATATGTACATAA MYVHICT* MYVHICT* GCATGATGGT TTACTACCCT 0 R 0 0 NCU03617.1 0 0

3286 1986 ao AN5830.1 72.m18958 AO070260000016 0 -129 -49 ATGTACATATATGTACATAATTACTACCCTTGCATTCCAGA
CCTTACACTCCCTCTCAATAACTTAGCGTCAATGCCCTAG

ATGTACATATATGTACATAATTACTACCCTTG
CATTCCAGACCTTACACTCCCTCTCAATAAC
TTAGCGTCAATGCCCTAG

MYIYVHNYYPCIPDLTLPL
NNLASMP*

MYIYVHNYYPCIPDL
TLPLNNLASMP*

GATGGTATGT AATTAGGTCA 0 R 0 0 NCU03617.1 0 0

3287 1986 ao AN5830.1 72.m18958 AO070260000016 0 -119 -63 ATGTACATAATTACTACCCTTGCATTCCAGACCTTACACTC
CCTCTCAATAACTTAG

ATGTACATAATTACTACCCTTGCATTCCAGA
CCTTACACTCCCTCTCAATAACTTAG

MYIITTLAFQTLHSLSIT* MYIITTLAFQTLHSLS
IT*

ATGTACATAT CGTCAATGCC 0 R 0 0 NCU03617.1 0 0

3288 1988 an AN7348.1 72.m19729 AO070278000051 0 -151 -137 ATGTTCTCGAAGTGA ATGTTCTCGAAGTGA MFSK* MFSK* ACTCTTCGGG CGTCGAGTAC 0 S 0 MG05262.1 0 0 0
3289 1988 ao AN7348.1 72.m19729 AO070278000051 0 -189 -136 ATGCTTCGGAGGTGCTCCCCCACCGTGAAAGAAAAAATAA

AAATCCTTGAATGA
ATGCTTCGGAGGTGCTCCCCCACCGTGAAA
GAAAAAATAAAAATCCTTGAATGA

MLRRCSPTVKEKIKILE* MLRRCSPTVKEKIKI
LE*

TGAAGATTGA ACACCGAATT 0 S 0 MG05262.1 0 0 0

3290 1988 ao AN7348.1 72.m19729 AO070278000051 0 -139 -89 ATGAACACCGAATTTGACGGCCTTCTCGATCATATCCCGC
GGATTTACTAA

ATGAACACCGAATTTGACGGCCTTCTCGATC
ATATCCCGCGGATTTACTAA

MNTEFDGLLDHIPRIY* MNTEFDGLLDHIPRI
Y*

AAATCCTTGA CGGCCTCCCA 0 S 0 MG05262.1 0 0 0

3292 1989 af AN8928.1 53.m03878 AO070281000035 0 -234 -67 ATGTCCGTTGGAACTGCCGGAAGGATAGCTTCCGGACGA
AGAGAGGCGAACGGCCGTGAAAATTATAATAATAATAAAA
GTCAACTACACCCACCGCTCAAGGGTCCGGGCAGACTGA
TATTCGCCAAGGAATTGAAACAGATATACCGGCTAGTTGA
TCTGTTCTGA

ATGTCCGTTGGAACTGCCGGAAGGATAGCTTCCG
GACGAAGAGAGGCGAACGGCCGTGAAAATTATAAT
AATAATAAAAGTCAACTACACCCACCGCTCAAGGG
TCCGGGCAGACTGATATTCGCCAAGGAATTGAAAC
AGATATACCGGCTAGTTGATCTGTTCTGA

MSVGTAGRIASGRREAN
GRENYNNNKSQLHPPLK
GPGRLIFAKELKQIYRLVD
LF*

MSVGTAGRIASGRR
EANGRENYNNNKS
QLHPPLKGPGRLIFA
KELKQIYRLVDLF*

AAAGGTGAAA TTGCAACAAA 0 Q 0 0 0 0 0

3291 1989 an AN8928.1 53.m03878 AO070281000035 0 -89 -57 ATGAGTATAACTGTCTATTATCTGGCCCTGTAG ATGAGTATAACTGTCTATTATCTGGCCCTGTAG MSITVYYLAL* MSITVYYLAL* GTAAAGAACC CTTGCTCAGA 0 Q 0 0 0 0 0
3293 1989 ao AN8928.1 53.m03878 AO070281000035 0 -289 -227 ATGGAGGTTTTTGCTCCCGAGCACTACCCTATTGTGGGGG

GCCTCAAAACTATGAAACCGTAA
ATGGAGGTTTTTGCTCCCGAGCACTACCCT
ATTGTGGGGGGCCTCAAAACTATGAAACCG
TAA

MEVFAPEHYPIVGGLKTM
KP*

MEVFAPEHYPIVGG
LKTMKP*

CTACTCGGGT ATAATGAATA 0 Q 0 0 0 0 0

3294 1989 ao AN8928.1 53.m03878 AO070281000035 0 -238 -227 ATGAAACCGTAA ATGAAACCGTAA MKP* MKP* CCTCAAAACT ATAATGAATA 0 Q 0 0 0 0 0
3295 1991 af AN1990.1 58.m07598 AO070301000078 0 -185 -147 ATGACTCTTACCTCTTGGTACTACACATATAAACCCTGA ATGACTCTTACCTCTTGGTACTACACATATAAACCC

TGA
MTLTSWYYTYKP* MTLTSWYYTYKP* TCTTCCAGTT AATTCTTTGA 0 E 0 0 0 0 0

3296 1991 ao AN1990.1 58.m07598 AO070301000078 0 -257 -228 ATGGACTCCACCCACTTTTCCTGTCTATGA ATGGACTCCACCCACTTTTCCTGTCTATGA MDSTHFSCL* MDSTHFSCL* CGCCTTTTAA CTCTTTTCCT 0 E 0 0 0 0 0
3297 1991 ao AN1990.1 58.m07598 AO070301000078 0 -231 -175 ATGACTCTTTTCCTGCTTTCCTTTTTTTACCTCCCGGGTATT

CATATAAACATTTGA
ATGACTCTTTTCCTGCTTTCCTTTTTTTACCT
CCCGGGTATTCATATAAACATTTGA

MTLFLLSFFYLPGIHINI* MTLFLLSFFYLPGIHI
NI*

TTTCCTGTCT TCGTTTAGCC 0 E 0 0 0 0 0

3300 1993 af AN3916.1 69.m15661 AO070324000103 0 -230 -207 ATGCCAGACGGAAAAATTGTGTGA ATGCCAGACGGAAAAATTGTGTGA MPDGKIV* MPDGKIV* CGCAGATCAA CCAGAGAAAT 0 G 0 0 0 0 0
3301 1993 af AN3916.1 69.m15661 AO070324000103 0 -198 -160 ATGGCGTGGGATAGCTTGCTCGAGGATTATTTAAGATAG ATGGCGTGGGATAGCTTGCTCGAGGATTATTTAAG

ATAG
MAWDSLLEDYLR* MAWDSLLEDYLR* GACCAGAGAA AATGGGTGCT 0 G 0 0 0 0 0

3302 1993 af AN3916.1 69.m15661 AO070324000103 0 -111 -19 ATGTCTCCCCAGTGTCTCTGTGGGGTTCACCATCCACTTT
GCTGTCTATCCCAAAGCCTTCCCACGGAGTTCACTGTTGT
TCCAGAGTCCTGA

ATGTCTCCCCAGTGTCTCTGTGGGGTTCACCATCC
ACTTTGCTGTCTATCCCAAAGCCTTCCCACGGAGT
TCACTGTTGTTCCAGAGTCCTGA

MSPQCLCGVHHPLCCLS
QSLPTEFTVVPES*

MSPQCLCGVHHPL
CCLSQSLPTEFTVV
PES*

TCTTTTTCGA ACATAAGACC 0 G 0 0 0 0 0

3298 1993 an AN3916.1 69.m15661 AO070324000103 0 -247 -62 ATGGCGAGACGGAAAAATTGTGAAACCACTCGTCGTACTC
ATGCTTTGTCAAAGAAGTATTTAAACAAAGCTGGAGACGC
ACTTACTCCCTCCGGTATCTCATCCAGAGGAGTGCAATTT
CACCTCTTACGCATCCTCACTTTTTCTCCCCCTTCTGCCTG
TTTACCTCAACCAGTCGGCAGGTGA

ATGGCGAGACGGAAAAATTGTGAAACCACTCGTC
GTACTCATGCTTTGTCAAAGAAGTATTTAAACAAA
GCTGGAGACGCACTTACTCCCTCCGGTATCTCAT
CCAGAGGAGTGCAATTTCACCTCTTACGCATCCT
CACTTTTTCTCCCCCTTCTGCCTGTTTACCTCAAC
CAGTCGGCAGGTGA

MARRKNCETTRRTHALS
KKYLNKAGDALTPSGISS
RGVQFHLLRILTFSPPSA
CLPQPVGR*

MARRKNCETTRRTHAL
SKKYLNKAGDALTPSGI
SSRGVQFHLLRILTFSPP
SACLPQPVGR*

CAGATATTGG AATCAGAATA 0 G 0 0 0 0 0

3299 1993 an AN3916.1 69.m15661 AO070324000103 0 -207 -184 ATGCTTTGTCAAAGAAGTATTTAA ATGCTTTGTCAAAGAAGTATTTAA MLCQRSI* MLCQRSI* CGTCGTACTC ACAAAGCTGG 0 G 0 0 0 0 0
3304 1997 af AN3084.1 59.m08663 AO070334000122 0 -116 -99 ATGACAATTTGCAAATGA ATGACAATTTGCAAATGA MTICK* MTICK* AGGCAGAAAG CCTGAGATTC 0 R 0 0 0 0 0
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3303 1997 an AN3084.1 59.m08663 AO070334000122 0 -213 -115 ATGCTGCCTAAATCCACGCGCTTCTCTGGACCAGAACCAT
CGATTCGGGACAACAGGGAAGCTGGGGCATTACATCTAT
CTCAACTGGCCCGTCTTTAG

ATGCTGCCTAAATCCACGCGCTTCTCTGGACCAG
AACCATCGATTCGGGACAACAGGGAAGCTGGGG
CATTACATCTATCTCAACTGGCCCGTCTTTAG

MLPKSTRFSGPEPSIRDN
REAGALHLSQLARL*

MLPKSTRFSGPEPSIRD
NREAGALHLSQLARL*

CTGTGCTGTC TGCCTGCTCA 0 R 0 0 0 0 0

3306 1999 af AN2748.1 54.m06683 AO070338000223 0 -266 -204 ATGAAGATTTCGATATCGCGACCCTCCAAAATAGCGGCGG
AAAAAGTTCCTTGGCCCCATTAA

ATGAAGATTTCGATATCGCGACCCTCCAAAATAGC
GGCGGAAAAAGTTCCTTGGCCCCATTAA

MKISISRPSKIAAEKVPWP
H*

MKISISRPSKIAAEKV
PWPH*

CTTGGTGAAG CACTAAGCCT 0 R 0 0 0 YPR186C 0

3307 1999 af AN2748.1 54.m06683 AO070338000223 0 -139 -98 ATGATACATTTTTCAACAGTTAATGTGTGCTTGATACGTTG
A

ATGATACATTTTTCAACAGTTAATGTGTGCTTGATA
CGTTGA

MIHFSTVNVCLIR* MIHFSTVNVCLIR* AAAATTTTGT CCGTTATCCA 0 R 0 0 0 YPR186C 0

3308 1999 af AN2748.1 54.m06683 AO070338000223 0 -117 -106 ATGTGTGCTTGA ATGTGTGCTTGA MCA* MCA* TCAACAGTTA TACGTTGACC 0 R 0 0 0 YPR186C 0
3309 1999 af AN2748.1 54.m06683 AO070338000223 0 -83 -57 ATGCTCTTAATGGTCGTCTTCCCGTGA ATGCTCTTAATGGTCGTCTTCCCGTGA MLLMVVFP* MLLMVVFP* TATCCAGTCA AGCCTAATAT 0 R 0 0 0 YPR186C 0
3310 1999 af AN2748.1 54.m06683 AO070338000223 0 -74 -57 ATGGTCGTCTTCCCGTGA ATGGTCGTCTTCCCGTGA MVVFP* MVVFP* AATGCTCTTA AGCCTAATAT 0 R 0 0 0 YPR186C 0
3305 1999 an AN2748.1 54.m06683 AO070338000223 0 -168 -142 ATGCCGCTAGCCCATTTTGGTATGTAA ATGCCGCTAGCCCATTTTGGTATGTAA MPLAHFGM* MPLAHFGM* AAAGTTCCTG CACTCACCGC 0 R 0 0 0 YPR186C 0
3311 1999 ao AN2748.1 54.m06683 AO070338000223 0 -249 -202 ATGTTGCGACGGAGCTTCCGAGTGAAGAATTCGATATCGC

GACTCTAG
ATGTTGCGACGGAGCTTCCGAGTGAAGAAT
TCGATATCGCGACTCTAG

MLRRSFRVKNSISRL* MLRRSFRVKNSISR
L*

GAAGCGATTG AAGGCGGCGG 0 R 0 0 0 YPR186C 0

3316 2003 af AN2161.1 72.m19680 AO070343000216 0 -265 -119 ATGACAAATGGAAACAACATCCATGGGAATGTAGGACAAT
GGCTGCTCATTATATCACCCCCAGACCGGCCCGGTGCGG
AGATTCCGCCCTCCTTGGCATTGTCTTCCAAACTATTTATG
GTGTCTGGTCGTCTATCTTATCAGTAA

ATGACAAATGGAAACAACATCCATGGGAATGTAGG
ACAATGGCTGCTCATTATATCACCCCCAGACCGGC
CCGGTGCGGAGATTCCGCCCTCCTTGGCATTGTCT
TCCAAACTATTTATGGTGTCTGGTCGTCTATCTTAT
CAGTAA

MTNGNNIHGNVGQWLLII
SPPDRPGAEIPPSLALSS
KLFMVSGRLSYQ*

MTNGNNIHGNVGQ
WLLIISPPDRPGAEI
PPSLALSSKLFMVS
GRLSYQ*

ATCGGAAATC CTAGTGCATC 0  0 MG10359.1 0 0 0

3317 2003 af AN2161.1 72.m19680 AO070343000216 0 -258 -232 ATGGAAACAACATCCATGGGAATGTAG ATGGAAACAACATCCATGGGAATGTAG METTSMGM* METTSMGM* ATCATGACAA GACAATGGCT 0  0 MG10359.1 0 0 0
3318 2003 af AN2161.1 72.m19680 AO070343000216 0 -243 -232 ATGGGAATGTAG ATGGGAATGTAG MGM* MGM* AACAACATCC GACAATGGCT 0  0 MG10359.1 0 0 0
3319 2003 af AN2161.1 72.m19680 AO070343000216 0 -227 -90 ATGGCTGCTCATTATATCACCCCCAGACCGGCCCGGTGC

GGAGATTCCGCCCTCCTTGGCATTGTCTTCCAAACTATTTA
TGGTGTCTGGTCGTCTATCTTATCAGTAACTAGTGCATCG
CCTTATGATACGGACTGA

ATGGCTGCTCATTATATCACCCCCAGACCGGCCCG
GTGCGGAGATTCCGCCCTCCTTGGCATTGTCTTCC
AAACTATTTATGGTGTCTGGTCGTCTATCTTATCAG
TAACTAGTGCATCGCCTTATGATACGGACTGA

MAAHYITPRPARCGDSAL
LGIVFQTIYGVWSSILSVT
SASPYDTD*

MAAHYITPRPARCG
DSALLGIVFQTIYGV
WSSILSVTSASPYDT
D*

ATGTAGGACA ATGAGTCATT 0  0 MG10359.1 0 0 0

3320 2003 af AN2161.1 72.m19680 AO070343000216 0 -148 -119 ATGGTGTCTGGTCGTCTATCTTATCAGTAA ATGGTGTCTGGTCGTCTATCTTATCAGTAA MVSGRLSYQ* MVSGRLSYQ* CAAACTATTT CTAGTGCATC 0  0 MG10359.1 0 0 0
3321 2003 af AN2161.1 72.m19680 AO070343000216 0 -103 -86 ATGATACGGACTGAATGA ATGATACGGACTGAATGA MIRTE* MIRTE* GCATCGCCTT GTCATTATCT 0  0 MG10359.1 0 0 0
3322 2003 af AN2161.1 72.m19680 AO070343000216 0 -89 -72 ATGAGTCATTATCTATAG ATGAGTCATTATCTATAG MSHYL* MSHYL* TACGGACTGA AACTGATAGT 0  0 MG10359.1 0 0 0
3313 2003 an AN2161.1 72.m19680 AO070343000216 0 -215 -24 ATGATGGGCAAGCTCCATTGTTTCTTCTTACACCGTACAGT

TCGCCCACAAATATCAATGGCTTGGGCCCCACGGTACTGT
AGCACAACTCTTCCGGTTGCTATTGACAAACAACACTATAA
CAACACTATCATTCCCCTTAAATCTCTTCGTTATCTTTGCC
GCCGGCCTCCGCACGGAAAAGTCTGGTGA

ATGATGGGCAAGCTCCATTGTTTCTTCTTACACC
GTACAGTTCGCCCACAAATATCAATGGCTTGGGC
CCCACGGTACTGTAGCACAACTCTTCCGGTTGCT
ATTGACAAACAACACTATAACAACACTATCATTCC
CCTTAAATCTCTTCGTTATCTTTGCCGCCGGCCT
CCGCACGGAAAAGTCTGGTGA

MMGKLHCFFLHRTVRPQ
ISMAWAPRYCSTTLPVAI
DKQHYNNTIIPLKSLRYLC
RRPPHGKVW*

MMGKLHCFFLHRTVRP
QISMAWAPRYCSTTLPV
AIDKQHYNNTIIPLKSLRY
LCRRPPHGKVW*

TACTCCAAGA GACACAACAG 0  0 MG10359.1 0 0 0

3314 2003 an AN2161.1 72.m19680 AO070343000216 0 -212 -24 ATGGGCAAGCTCCATTGTTTCTTCTTACACCGTACAGTTCG
CCCACAAATATCAATGGCTTGGGCCCCACGGTACTGTAGC
ACAACTCTTCCGGTTGCTATTGACAAACAACACTATAACAA
CACTATCATTCCCCTTAAATCTCTTCGTTATCTTTGCCGCC
GGCCTCCGCACGGAAAAGTCTGGTGA

ATGGGCAAGCTCCATTGTTTCTTCTTACACCGTA
CAGTTCGCCCACAAATATCAATGGCTTGGGCCCC
ACGGTACTGTAGCACAACTCTTCCGGTTGCTATT
GACAAACAACACTATAACAACACTATCATTCCCCT
TAAATCTCTTCGTTATCTTTGCCGCCGGCCTCCG
CACGGAAAAGTCTGGTGA

MGKLHCFFLHRTVRPQIS
MAWAPRYCSTTLPVAIDK
QHYNNTIIPLKSLRYLCRR
PPHGKVW*

MGKLHCFFLHRTVRPQI
SMAWAPRYCSTTLPVAI
DKQHYNNTIIPLKSLRYL
CRRPPHGKVW*

TCCAAGAATG GACACAACAG 0  0 MG10359.1 0 0 0

3315 2003 an AN2161.1 72.m19680 AO070343000216 0 -158 -24 ATGGCTTGGGCCCCACGGTACTGTAGCACAACTCTTCCG
GTTGCTATTGACAAACAACACTATAACAACACTATCATTCC
CCTTAAATCTCTTCGTTATCTTTGCCGCCGGCCTCCGCAC
GGAAAAGTCTGGTGA

ATGGCTTGGGCCCCACGGTACTGTAGCACAACT
CTTCCGGTTGCTATTGACAAACAACACTATAACAA
CACTATCATTCCCCTTAAATCTCTTCGTTATCTTT
GCCGCCGGCCTCCGCACGGAAAAGTCTGGTGA

MAWAPRYCSTTLPVAIDK
QHYNNTIIPLKSLRYLCRR
PPHGKVW*

MAWAPRYCSTTLPVAID
KQHYNNTIIPLKSLRYLC
RRPPHGKVW*

ACAAATATCA GACACAACAG 0  0 MG10359.1 0 0 0

3324 2005 af AN6512.1 62.m03099 AO070270000007 0 -217 -173 ATGACTTCACATGACATACATTGGAGTGAGGGCACCATAG
ATTAG

ATGACTTCACATGACATACATTGGAGTGAGGGCAC
CATAGATTAG

MTSHDIHWSEGTID* MTSHDIHWSEGTID* GAGTAGTCAC CGGCAATCGA 0 RK FG07165.1 0 0 YFL028C 0

3325 2005 af AN6512.1 62.m03099 AO070270000007 0 -207 -178 ATGACATACATTGGAGTGAGGGCACCATAG ATGACATACATTGGAGTGAGGGCACCATAG MTYIGVRAP* MTYIGVRAP* ATGACTTCAC ATTAGCGGCA 0 RK FG07165.1 0 0 YFL028C 0
3326 2005 af AN6512.1 62.m03099 AO070270000007 0 -90 -58 ATGAACCCCTTGCCATTTAGAAGTAGTAAGTGA ATGAACCCCTTGCCATTTAGAAGTAGTAAGTGA MNPLPFRSSK* MNPLPFRSSK* AAATAGTCTT TTTTCACACT 0 RK FG07165.1 0 0 YFL028C 0
3332 2007 af AN7483.1 57.m05865 AO070287000044 0 -137 -99 ATGCCTAGATCCGAGACGACGAGGAGAGTGGGTATCTAA ATGCCTAGATCCGAGACGACGAGGAGAGTGGGTA

TCTAA
MPRSETTRRVGI* MPRSETTRRVGI* GGAGAAAGTC TTCTTGCGCA 0  0 0 0 0 0

3333 2007 af AN7483.1 57.m05865 AO070287000044 0 -89 -78 ATGTCCCATTGA ATGTCCCATTGA MSH* MSH* ATTCTTGCGC TGCTAGGGCA 0  0 0 0 0 0
3334 2007 af AN7483.1 57.m05865 AO070287000044 0 -78 -16 ATGCTAGGGCAGCTGATACGGACCATTCGAGGAATGTGT

CGGCAAATCACTTCCAGCAGCTGA
ATGCTAGGGCAGCTGATACGGACCATTCGAGGAAT
GTGTCGGCAAATCACTTCCAGCAGCTGA

MLGQLIRTIRGMCRQITS
SS*

MLGQLIRTIRGMCR
QITSSS*

TGTCCCATTG TGACGATTCT 0  0 0 0 0 0

3327 2007 an AN7483.1 57.m05865 AO070287000044 0 -280 -212 ATGGCAACTCTACGAATGTACACACGGGCGCCAGTGCCC
GCCGTTTCTGGGGCTATCTGGCTGACATAA

ATGGCAACTCTACGAATGTACACACGGGCGCCA
GTGCCCGCCGTTTCTGGGGCTATCTGGCTGACA
TAA

MATLRMYTRAPVPAVSG
AIWLT*

MATLRMYTRAPVPAVS
GAIWLT*

TAGGTCTTTA TCCAAGTCGT 0  0 0 0 0 0

3328 2007 an AN7483.1 57.m05865 AO070287000044 0 -265 -212 ATGTACACACGGGCGCCAGTGCCCGCCGTTTCTGGGGCT
ATCTGGCTGACATAA

ATGTACACACGGGCGCCAGTGCCCGCCGTTTCT
GGGGCTATCTGGCTGACATAA

MYTRAPVPAVSGAIWLT* MYTRAPVPAVSGAIWLT
*

AACTCTACGA TCCAAGTCGT 0  0 0 0 0 0

3329 2007 an AN7483.1 57.m05865 AO070287000044 0 -154 -80 ATGTTGGCAGTCTTATCTCAAACTTTGTTGCTTGGATTTGA
CTACTTAAAGCACATATTGTTATCTGTGCAATGA

ATGTTGGCAGTCTTATCTCAAACTTTGTTGCTTGG
ATTTGACTACTTAAAGCACATATTGTTATCTGTGC
AATGA

MLAVLSQTLLLGFDYLKHI
LLSVQ*

MLAVLSQTLLLGFDYLK
HILLSVQ*

TTGCGTGTTA CTTGCCATGC 0  0 0 0 0 0

3336 2007 ao AN7483.1 57.m05865 AO070287000044 0 -100 -38 ATGCCTGGCGATGGAAGCGTGATTCTGTTCTTGTTCGGAC
TAACCACCTCAGATATGGGCTAG

ATGCCTGGCGATGGAAGCGTGATTCTGTTC
TTGTTCGGACTAACCACCTCAGATATGGGCT
AG

MPGDGSVILFLFGLTTSD
MG*

MPGDGSVILFLFGLT
TSDMG*

CTTTTCTTTG GCGGATGTTT 0  0 0 0 0 0

3337 2007 ao AN7483.1 57.m05865 AO070287000044 0 -90 -79 ATGGAAGCGTGA ATGGAAGCGTGA MEA* MEA* ATGCCTGGCG TTCTGTTCTT 0  0 0 0 0 0
3339 2011 an AN4465.1 58.m07850 AO070305000119 0 -233 -210 ATGAGATACTGTAGCTACTATTAG ATGAGATACTGTAGCTACTATTAG MRYCSYY* MRYCSYY* AGCAAACCTT ACGTTGAGTC 0 T 0 0 0 0 0
3341 2012 af AN8185.1 53.m03793 AO070310000139 0 -144 -67 ATGGTTTGCCTCCGAACTTGGGTTCTTCTTCGAGTTTTAAC

GACCAGTCACGACGGCGACGACTACAACAGTCTGTGA
ATGGTTTGCCTCCGAACTTGGGTTCTTCTTCGAGTT
TTAACGACCAGTCACGACGGCGACGACTACAACA
GTCTGTGA

MVCLRTWVLLRVLTTSH
DGDDYNSL*

MVCLRTWVLLRVLT
TSHDGDDYNSL*

CATTCAGTGA CGCTGCCGCA 0 LD 0 0 0 0 0

3340 2012 an AN8185.1 53.m03793 AO070310000139 0 -175 -116 ATGATCATATCCCGTGGTCCTTATATCTCAACGAATAGTTT
GCGCTTGAAGCTAGCTTAG

ATGATCATATCCCGTGGTCCTTATATCTCAACGAA
TAGTTTGCGCTTGAAGCTAGCTTAG

MIISRGPYISTNSLRLKLA* MIISRGPYISTNSLRLKLA
*

CTTGAGTATT TTTCTTCAAT 0 LD 0 0 0 0 0

3342 2012 ao AN8185.1 53.m03793 AO070310000139 0 -246 -184 ATGTTTCTTTCCGTTTGGAACGTCGTTTTATTTCGTTTTAGT
TTGGAGCCCCACGTTCTCTGA

ATGTTTCTTTCCGTTTGGAACGTCGTTTTATT
TCGTTTTAGTTTGGAGCCCCACGTTCTCTGA

MFLSVWNVVLFRFSLEP
HVL*

MFLSVWNVVLFRFS
LEPHVL*

CCTCCTTTTA GAATTCGGAG 0 LD 0 0 0 0 0

3343 2012 ao AN8185.1 53.m03793 AO070310000139 0 -131 -93 ATGATTTGCCTCCGAATTCGAATACTTCTTCGCTTTTGA ATGATTTGCCTCCGAATTCGAATACTTCTTC
GCTTTTGA

MICLRIRILLRF* MICLRIRILLRF* CATTTATTGA CGACTACGAC 0 LD 0 0 0 0 0

3350 2013 af AN6870.1 71.m15261 AO070314000052 0 -248 -210 ATGGGCTTTTTGTGGCTGCTTAGCATGGCGAGACCATGA ATGGGCTTTTTGTGGCTGCTTAGCATGGCGAGACC
ATGA

MGFLWLLSMARP* MGFLWLLSMARP* GATAGCGCAG AGCACCTGTC 0 R FG02207.1 MG10534.1 0 0 0

3351 2013 af AN6870.1 71.m15261 AO070314000052 0 -224 -210 ATGGCGAGACCATGA ATGGCGAGACCATGA MARP* MARP* GCTGCTTAGC AGCACCTGTC 0 R FG02207.1 MG10534.1 0 0 0
3352 2013 af AN6870.1 71.m15261 AO070314000052 0 -213 -196 ATGAAGCACCTGTCTTGA ATGAAGCACCTGTCTTGA MKHLS* MKHLS* TGGCGAGACC AAATTTGAGA 0 R FG02207.1 MG10534.1 0 0 0
3353 2013 af AN6870.1 71.m15261 AO070314000052 0 -185 -168 ATGACGATAGGAGACTGA ATGACGATAGGAGACTGA MTIGD* MTIGD* AAATTTGAGA TCTAACGGGA 0 R FG02207.1 MG10534.1 0 0 0
3354 2013 af AN6870.1 71.m15261 AO070314000052 0 -89 -60 ATGGTGTATGATGTGATATATACGGAGTAG ATGGTGTATGATGTGATATATACGGAGTAG MVYDVIYTE* MVYDVIYTE* TCTAGACATA TTGCTTCTCG 0 R FG02207.1 MG10534.1 0 0 0
3344 2013 an AN6870.1 71.m15261 AO070314000052 0 -155 -129 ATGTACCAATGTATGAAGAGTGGATGA ATGTACCAATGTATGAAGAGTGGATGA MYQCMKSG* MYQCMKSG* AGGTCTTGGG CCGGCTTGGA 0 R FG02207.1 MG10534.1 0 0 0
3345 2013 an AN6870.1 71.m15261 AO070314000052 0 -147 -112 ATGTATGAAGAGTGGATGACCGGCTTGGAATTATGA ATGTATGAAGAGTGGATGACCGGCTTGGAATTAT

GA
MYEEWMTGLEL* MYEEWMTGLEL* GGATGTACCA AAACATGCAT 0 R FG02207.1 MG10534.1 0 0 0

3346 2013 an AN6870.1 71.m15261 AO070314000052 0 -143 -129 ATGAAGAGTGGATGA ATGAAGAGTGGATGA MKSG* MKSG* GTACCAATGT CCGGCTTGGA 0 R FG02207.1 MG10534.1 0 0 0
3347 2013 an AN6870.1 71.m15261 AO070314000052 0 -132 -112 ATGACCGGCTTGGAATTATGA ATGACCGGCTTGGAATTATGA MTGLEL* MTGLEL* TGAAGAGTGG AAACATGCAT 0 R FG02207.1 MG10534.1 0 0 0
3348 2013 an AN6870.1 71.m15261 AO070314000052 0 -115 -89 ATGAAAACATGCATGTACGACGAATGA ATGAAAACATGCATGTACGACGAATGA MKTCMYDE* MKTCMYDE* GCTTGGAATT GTAACCTTGG 0 R FG02207.1 MG10534.1 0 0 0
3349 2013 an AN6870.1 71.m15261 AO070314000052 0 -103 -89 ATGTACGACGAATGA ATGTACGACGAATGA MYDE* MYDE* GAAAACATGC GTAACCTTGG 0 R FG02207.1 MG10534.1 0 0 0
3355 2013 ao AN6870.1 71.m15261 AO070314000052 0 -106 -89 ATGCAGCAAGTAATATAG ATGCAGCAAGTAATATAG MQQVI* MQQVI* CAAGGTGTCT GGTCGTGGCT 0 R FG02207.1 MG10534.1 0 0 0
3364 2017 af AN2243.1 71.m15877 AO070326000130 0 -236 ATGGTTCTGGCACCCACCGTCTTCACTTCTCAGGTATGTC

CTGTCCTTGCCGATGGCCACATGGATGTCATACCCGCCAC
CGCCATACGTCCACACCACATTAGAAAGAACAGAGCTGAC
ATAGTACCCTTCAGGACTACATCTCGGATCACCTCTGGAA
AGCTTCCGGAAACTATTGAGACCACCCACACATTACTACA
CGCTTCCACATTTCTTCTCATCCTACCCAACAAATAA

ATGGTTCTGGCACCCACCGTCTTCACTTCTCAGGT
ATGTCCTGTCCTTGCCGATGGCCACATGGATGTCA
TACCCGCCACCGCCATACGTCCACACCACATTAGA
AAGAACAGAGCTGACATAGTACCCTTCAGGACTAC
ATCTCGGATCACCTCTGGAAAGCTTCCGGAAACTA
TTGAGACCACCCACACATTACTACACGCTTCCACAT
TTCTTCTCATCCTACCCAACAAATAA

MVLAPTVFTSQVCPVLAD
GHMDVIPATAIRPHHIRK
NRADIVPFRTTSRITSGKL
PETIETTHTLLHASTFLLIL
PNK*

MVLAPTVFTSQVCP
VLADGHMDVIPATAI
RPHHIRKNRADIVPF
RTTSRITSGKLPETIE
TTHTLLHASTFLLILP
NK*

AGTCGCGCTT TGTTCGCTCG 0 R 0 MG01743.1 0 0 0

3365 2017 af AN2243.1 71.m15877 AO070326000130 0 -201 -133 ATGTCCTGTCCTTGCCGATGGCCACATGGATGTCATACCC
GCCACCGCCATACGTCCACACCACATTAG

ATGTCCTGTCCTTGCCGATGGCCACATGGATGTCA
TACCCGCCACCGCCATACGTCCACACCACATTAG

MSCPCRWPHGCHTRHR
HTSTPH*

MSCPCRWPHGCHT
RHRHTSTPH*

CTTCTCAGGT AAAGAACAGA 0 R 0 MG01743.1 0 0 0

3366 2017 af AN2243.1 71.m15877 AO070326000130 0 -184 -113 ATGGCCACATGGATGTCATACCCGCCACCGCCATACGTC
CACACCACATTAGAAAGAACAGAGCTGACATAG

ATGGCCACATGGATGTCATACCCGCCACCGCCATA
CGTCCACACCACATTAGAAAGAACAGAGCTGACAT
AG

MATWMSYPPPPYVHTTL
ERTELT*

MATWMSYPPPPYV
HTTLERTELT*

GTCCTTGCCG TACCCTTCAG 0 R 0 MG01743.1 0 0 0

3367 2017 af AN2243.1 71.m15877 AO070326000130 0 -176 ATGGATGTCATACCCGCCACCGCCATACGTCCACACCACA
TTAGAAAGAACAGAGCTGACATAGTACCCTTCAGGACTAC
ATCTCGGATCACCTCTGGAAAGCTTCCGGAAACTATTGAG
ACCACCCACACATTACTACACGCTTCCACATTTCTTCTCAT
CCTACCCAACAAATAA

ATGGATGTCATACCCGCCACCGCCATACGTCCACA
CCACATTAGAAAGAACAGAGCTGACATAGTACCCT
TCAGGACTACATCTCGGATCACCTCTGGAAAGCTT
CCGGAAACTATTGAGACCACCCACACATTACTACA
CGCTTCCACATTTCTTCTCATCCTACCCAACAAATA
A

MDVIPATAIRPHHIRKNRA
DIVPFRTTSRITSGKLPETI
ETTHTLLHASTFLLILPNK*

MDVIPATAIRPHHIR
KNRADIVPFRTTSRI
TSGKLPETIETTHTL
LHASTFLLILPNK*

CGATGGCCAC TGTTCGCTCG 0 R 0 MG01743.1 0 0 0

3368 2017 af AN2243.1 71.m15877 AO070326000130 0 -172 -113 ATGTCATACCCGCCACCGCCATACGTCCACACCACATTAG
AAAGAACAGAGCTGACATAG

ATGTCATACCCGCCACCGCCATACGTCCACACCAC
ATTAGAAAGAACAGAGCTGACATAG

MSYPPPPYVHTTLERTEL
T*

MSYPPPPYVHTTLE
RTELT*

GGCCACATGG TACCCTTCAG 0 R 0 MG01743.1 0 0 0

3359 2017 an AN2243.1 71.m15877 AO070326000130 0 -219 -40 ATGCCAGCGGCACCTTCCACCTTCACTTCTCAGGTATGCT
CGCTCTCTTCTCTTTCCTATGATGACTCTTCCATCGTCCAC
AAATTGTACGGGAAGTCCACTGTGCTAACGGTTACCAGGA
TTACATCTCGGACCACCTCTGGAAAGCTTCCGGAAACTAT
TGAAGCGTCCCTCGAATAA

ATGCCAGCGGCACCTTCCACCTTCACTTCTCAGG
TATGCTCGCTCTCTTCTCTTTCCTATGATGACTCT
TCCATCGTCCACAAATTGTACGGGAAGTCCACTG
TGCTAACGGTTACCAGGATTACATCTCGGACCAC
CTCTGGAAAGCTTCCGGAAACTATTGAAGCGTCC
CTCGAATAA

MPAAPSTFTSQVCSLSSL
SYDDSSIVHKLYGKSTVL
TVTRITSRTTSGKLPETIE
ASLE*

MPAAPSTFTSQVCSLSS
LSYDDSSIVHKLYGKSTV
LTVTRITSRTTSGKLPETI
EASLE*

AATCGCGTTC ATTTCGATCC 0 R 0 MG01743.1 0 0 0

3360 2017 an AN2243.1 71.m15877 AO070326000130 0 -184 -158 ATGCTCGCTCTCTTCTCTTTCCTATGA ATGCTCGCTCTCTTCTCTTTCCTATGA MLALFSFL* MLALFSFL* CTTCTCAGGT TGACTCTTCC 0 R 0 MG01743.1 0 0 0
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3361 2017 an AN2243.1 71.m15877 AO070326000130 0 -161 -111 ATGATGACTCTTCCATCGTCCACAAATTGTACGGGAAGTC
CACTGTGCTAA

ATGATGACTCTTCCATCGTCCACAAATTGTACGG
GAAGTCCACTGTGCTAA

MMTLPSSTNCTGSPLC* MMTLPSSTNCTGSPLC* TCTCTTTCCT CGGTTACCAG 0 R 0 MG01743.1 0 0 0

3362 2017 an AN2243.1 71.m15877 AO070326000130 0 -158 -111 ATGACTCTTCCATCGTCCACAAATTGTACGGGAAGTCCAC
TGTGCTAA

ATGACTCTTCCATCGTCCACAAATTGTACGGGAA
GTCCACTGTGCTAA

MTLPSSTNCTGSPLC* MTLPSSTNCTGSPLC* CTTTCCTATG CGGTTACCAG 0 R 0 MG01743.1 0 0 0

3370 2017 ao AN2243.1 71.m15877 AO070326000130 0 -261 -202 ATGCGTTTTTTCTCGACCTTCACTTCTCAGGTATGTAGACC
CCCGTTCAGGTCCACGTGA

ATGCGTTTTTTCTCGACCTTCACTTCTCAGG
TATGTAGACCCCCGTTCAGGTCCACGTGA

MRFFSTFTSQVCRPPFR
ST*

MRFFSTFTSQVCRP
PFRST*

CGTCGCGCTT CACTCCCGTG 0 R 0 MG01743.1 0 0 0

3371 2017 ao AN2243.1 71.m15877 AO070326000130 0 -191 -156 ATGGACAAGCCCTTGTCTGTTTCCGGGTCGTGTTGA ATGGACAAGCCCTTGTCTGTTTCCGGGTCG
TGTTGA

MDKPLSVSGSC* MDKPLSVSGSC* CACTCCCGTG ACGACCTTTA 0 R 0 MG01743.1 0 0 0

3373 2021 af AN9087.1 66.m04545 AO070332000190 0 -85 -47 ATGCGCACTGAAACAGATTCTCACCGACGGCTTTCATAA ATGCGCACTGAAACAGATTCTCACCGACGGCTTTC
ATAA

MRTETDSHRRLS* MRTETDSHRRLS* GAGACTGTGG GGGACGAACA 0 K 0 0 0 0 0

3372 2021 an AN9087.1 66.m04545 AO070332000190 0 -78 -58 ATGTGCGTATCAGCTATCTAA ATGTGCGTATCAGCTATCTAA MCVSAI* MCVSAI* CAGCCTGTGG ATCGCTCCCG 0 K 0 0 0 0 0
3374 2021 ao AN9087.1 66.m04545 AO070332000190 0 -85 -50 ATGCGCGTTAAACTCATCTATCGCCGACATCTTTGA ATGCGCGTTAAACTCATCTATCGCCGACATC

TTTGA
MRVKLIYRRHL* MRVKLIYRRHL* GAGACGGTGG TCGACGACAA 0 K 0 0 0 0 0

3375 2022 af AN2793.1 69.m15497 AO070333000101 0 -261 -250 ATGATTTCTTAG ATGATTTCTTAG MIS* MIS* TAGACCTTAA AACAATGTTG 0 E 0 0 0 0 0
3376 2022 af AN2793.1 69.m15497 AO070333000101 0 -245 -120 ATGTTGTGCAGCTCAGCCGTATCTACTCGAATGAATTGCA

TCGGACGAACCCCGCGGTCTCGTCAACCCCGCAGCATCG
GTTGGAGACCGATCGCCGATACAGGAGCTACGACTATGC
TTATATAG

ATGTTGTGCAGCTCAGCCGTATCTACTCGAATGAA
TTGCATCGGACGAACCCCGCGGTCTCGTCAACCC
CGCAGCATCGGTTGGAGACCGATCGCCGATACAG
GAGCTACGACTATGCTTATATAG

MLCSSAVSTRMNCIGRT
PRSRQPRSIGWRPIADT
GATTMLI*

MLCSSAVSTRMNCI
GRTPRSRQPRSIG
WRPIADTGATTMLI*

TCTTAGAACA TTCTTTGTCA 0 E 0 0 0 0 0

3377 2022 af AN2793.1 69.m15497 AO070333000101 0 -215 -120 ATGAATTGCATCGGACGAACCCCGCGGTCTCGTCAACCC
CGCAGCATCGGTTGGAGACCGATCGCCGATACAGGAGCT
ACGACTATGCTTATATAG

ATGAATTGCATCGGACGAACCCCGCGGTCTCGTCA
ACCCCGCAGCATCGGTTGGAGACCGATCGCCGAT
ACAGGAGCTACGACTATGCTTATATAG

MNCIGRTPRSRQPRSIG
WRPIADTGATTMLI*

MNCIGRTPRSRQPR
SIGWRPIADTGATT
MLI*

ATCTACTCGA TTCTTTGTCA 0 E 0 0 0 0 0

3378 2022 af AN2793.1 69.m15497 AO070333000101 0 -131 -120 ATGCTTATATAG ATGCTTATATAG MLI* MLI* AGCTACGACT TTCTTTGTCA 0 E 0 0 0 0 0
3379 2022 af AN2793.1 69.m15497 AO070333000101 0 -91 -41 ATGGTCACATCAGGCTTTGAATCAAGTCTGTGGTATTGCG

TTGGATACTGA
ATGGTCACATCAGGCTTTGAATCAAGTCTGTGGTAT
TGCGTTGGATACTGA

MVTSGFESSLWYCVGY* MVTSGFESSLWYC
VGY*

TAGTCTTTCC TCACCTTCTC 0 E 0 0 0 0 0

3380 2022 ao AN2793.1 69.m15497 AO070333000101 0 -130 -29 ATGGGGCGAACGGAAGAGTCATTGAAATATATACACTATA
GTAATCTACTTGTTCATCTAGTAACTTCCTCAAACCTATCAC
GCACGACCAACCCATTCTAG

ATGGGGCGAACGGAAGAGTCATTGAAATAT
ATACACTATAGTAATCTACTTGTTCATCTAGT
AACTTCCTCAAACCTATCACGCACGACCAAC
CCATTCTAG

MGRTEESLKYIHYSNLLV
HLVTSSNLSRTTNPF*

MGRTEESLKYIHYS
NLLVHLVTSSNLSRT
TNPF*

AAAGAGCAAT TATAATCAAA 0 E 0 0 0 0 0

3381 2023 an AN4908.1 59.m08812 AO070338000038 0 -231 -199 ATGCATTTGCTTGGATACAGGGTGGTTGCTTGA ATGCATTTGCTTGGATACAGGGTGGTTGCTTGA MHLLGYRVVA* MHLLGYRVVA* GGTTTGTTTG TTCAATTGCC 0 R 0 0 0 0 0

3382 2029 an AN7570.1 72.m19589 AO070343000416 0 -194 -165 ATGATTGGCGGTGCAGTCACTGCTCTTTGA ATGATTGGCGGTGCAGTCACTGCTCTTTGA MIGGAVTAL* MIGGAVTAL* CAGTAGTGTG GGCTAGTGAC 0 Z 0 0 0 0 0
3383 2029 an AN7570.1 72.m19589 AO070343000416 0 -140 -63 ATGATCCGGGCGCTTTCTCCTCCTTCCCATCTCCCCATTA

ACGCTTTTTCTTCCAACCGTCATCTGTTGTCTAATTGA
ATGATCCGGGCGCTTTCTCCTCCTTCCCATCTCC
CCATTAACGCTTTTTCTTCCAACCGTCATCTGTTG
TCTAATTGA

MIRALSPPSHLPINAFSSN
RHLLSN*

MIRALSPPSHLPINAFSS
NRHLLSN*

GCCTTCTTAG AGACTTTCAG 0 Z 0 0 0 0 0

3388 2033 af AN0573.1 69.m15273 AO070272000052 0 -252 -208 ATGAGATTACCGTCCCTCCTGGCTTCGCCAATCCCGATTT
ACTAA

ATGAGATTACCGTCCCTCCTGGCTTCGCCAATCCC
GATTTACTAA

MRLPSLLASPIPIY* MRLPSLLASPIPIY* GTCTGCCGGA CCCCAAAAAA 0 U FG01644.1 0 0 0 0

3389 2033 af AN0573.1 69.m15273 AO070272000052 0 -182 -162 ATGGGGAGGGCCAACGTCTAA ATGGGGAGGGCCAACGTCTAA MGRANV* MGRANV* CGGACCACAC AGAAAGGTTT 0 U FG01644.1 0 0 0 0
3387 2033 an AN0573.1 69.m15273 AO070272000052 0 -93 -58 ATGCAAGAAAGATCCCGCCGACCGAAGCATTCATGA ATGCAAGAAAGATCCCGCCGACCGAAGCATTCAT

GA
MQERSRRPKHS* MQERSRRPKHS* TCCCTCATTT AGCCCGTGGC 0 U FG01644.1 0 0 0 0

3390 2033 ao AN0573.1 69.m15273 AO070272000052 0 -205 -134 ATGATCTGCAGATTTCTACCCATCCATGAGAGGCAATCAC
GACATCCCACTAGCGAGAGTACCAAGGGCTAA

ATGATCTGCAGATTTCTACCCATCCATGAGA
GGCAATCACGACATCCCACTAGCGAGAGTA
CCAAGGGCTAA

MICRFLPIHERQSRHPTS
ESTKG*

MICRFLPIHERQSRH
PTSESTKG*

GCTTTGTGGG TTAGATGAGA 0 U FG01644.1 0 0 0 0

3391 2033 ao AN0573.1 69.m15273 AO070272000052 0 -180 -130 ATGAGAGGCAATCACGACATCCCACTAGCGAGAGTACCAA
GGGCTAATTAG

ATGAGAGGCAATCACGACATCCCACTAGCG
AGAGTACCAAGGGCTAATTAG

MRGNHDIPLARVPRAN* MRGNHDIPLARVPR
AN*

CTACCCATCC ATGAGACGAT 0 U FG01644.1 0 0 0 0

3392 2033 ao AN0573.1 69.m15273 AO070272000052 0 -129 -88 ATGAGACGATTACCGGGCTTCCATATCGAACTTATTTTCTA
A

ATGAGACGATTACCGGGCTTCCATATCGAA
CTTATTTTCTAA

MRRLPGFHIELIF* MRRLPGFHIELIF* GGCTAATTAG CAGTCTTTTG 0 U FG01644.1 0 0 0 0

3397 2036 af AN8767.1 52.m03894 AO070299000022 0 -288 -235 ATGCAGTCCAGAGAACCTGAAGGCCCAAAAAAGCAGCCG
ACAACCAACGTATGA

ATGCAGTCCAGAGAACCTGAAGGCCCAAAAAAGCA
GCCGACAACCAACGTATGA

MQSREPEGPKKQPTTNV
*

MQSREPEGPKKQP
TTNV*

TCCTCAAACC CAACTTGCCA 0 M 0 0 0 0 0

3398 2036 af AN8767.1 52.m03894 AO070299000022 0 -238 -62 ATGACAACTTGCCAATTCAGGAACCGTTGTCGCCTTACCT
GGAATCCTGCCGGCTTCTCATCTCTGCGACCAGTGAAAGC
CCCCCACGTGGCGACGGAGAGATGCGGGTCTGCTCAGG
ACAACGATTTATGTTGTTACTGCTTGCCACTCTGCGTGGTT
TTCTCCCCTATCTATTAA

ATGACAACTTGCCAATTCAGGAACCGTTGTCGCCT
TACCTGGAATCCTGCCGGCTTCTCATCTCTGCGAC
CAGTGAAAGCCCCCCACGTGGCGACGGAGAGATG
CGGGTCTGCTCAGGACAACGATTTATGTTGTTACT
GCTTGCCACTCTGCGTGGTTTTCTCCCCTATCTATT
AA

MTTCQFRNRCRLTWNPA
GFSSLRPVKAPHVATER
CGSAQDNDLCCYCLPLC
VVFSPIY*

MTTCQFRNRCRLT
WNPAGFSSLRPVK
APHVATERCGSAQ
DNDLCCYCLPLCVV
FSPIY*

CAACCAACGT TTCAGCCGAC 0 M 0 0 0 0 0

3399 2036 af AN8767.1 52.m03894 AO070299000022 0 -137 -42 ATGCGGGTCTGCTCAGGACAACGATTTATGTTGTTACTGC
TTGCCACTCTGCGTGGTTTTCTCCCCTATCTATTAATTCAG
CCGACAACAAAGTGA

ATGCGGGTCTGCTCAGGACAACGATTTATGTTGTT
ACTGCTTGCCACTCTGCGTGGTTTTCTCCCCTATCT
ATTAATTCAGCCGACAACAAAGTGA

MRVCSGQRFMLLLLATL
RGFLPYLLIQPTTK*

MRVCSGQRFMLLLL
ATLRGFLPYLLIQPT
TK*

CGACGGAGAG ATACTCACTT 0 M 0 0 0 0 0

3400 2036 af AN8767.1 52.m03894 AO070299000022 0 -110 -42 ATGTTGTTACTGCTTGCCACTCTGCGTGGTTTTCTCCCCTA
TCTATTAATTCAGCCGACAACAAAGTGA

ATGTTGTTACTGCTTGCCACTCTGCGTGGTTTTCTC
CCCTATCTATTAATTCAGCCGACAACAAAGTGA

MLLLLATLRGFLPYLLIQP
TTK*

MLLLLATLRGFLPYL
LIQPTTK*

ACAACGATTT ATACTCACTT 0 M 0 0 0 0 0

3395 2036 an AN8767.1 52.m03894 AO070299000022 0 -87 -37 ATGTCGGCGTGTATGCATATCGAGTCAAACACTCCTAGAG
ACGACCCTTAA

ATGTCGGCGTGTATGCATATCGAGTCAAACACTC
CTAGAGACGACCCTTAA

MSACMHIESNTPRDDP* MSACMHIESNTPRDDP* TGGATATCGA TTTTCCATCA 0 M 0 0 0 0 0

3396 2036 an AN8767.1 52.m03894 AO070299000022 0 -75 -37 ATGCATATCGAGTCAAACACTCCTAGAGACGACCCTTAA ATGCATATCGAGTCAAACACTCCTAGAGACGACC
CTTAA

MHIESNTPRDDP* MHIESNTPRDDP* GTCGGCGTGT TTTTCCATCA 0 M 0 0 0 0 0

3402 2036 ao AN8767.1 52.m03894 AO070299000022 0 -165 -100 ATGTTATCGAAGAAAAAAAGTGCCCGATATTTGATCCACAG
CACATCCCGTGGGTTGCAAAAATGA

ATGTTATCGAAGAAAAAAAGTGCCCGATATT
TGATCCACAGCACATCCCGTGGGTTGCAAA
AATGA

MLSKKKSARYLIHSTSRG
LQK*

MLSKKKSARYLIHST
SRGLQK*

CTCACAAAGA CATAGCCTTC 0 M 0 0 0 0 0

3404 2037 af AN1632.1 58.m07722 AO070299000042 0 -83 -39 ATGGGCCCCCATCATCCGTCGACGTTACTGCTGCTGCTGA
GGTAG

ATGGGCCCCCATCATCCGTCGACGTTACTGCTGCT
GCTGAGGTAG

MGPHHPSTLLLLLR* MGPHHPSTLLLLLR* TACTCCCCTG TCGTGTAGTT 0 OUT 0 0 0 0 0

3403 2037 an AN1632.1 58.m07722 AO070299000042 0 -111 -67 ATGGGCCTCTATTCTCCGTCATTACCGTTGTTGTCTGTGA
GGTAG

ATGGGCCTCTATTCTCCGTCATTACCGTTGTTGT
CTGTGAGGTAG

MGLYSPSLPLLSVR* MGLYSPSLPLLSVR* ACCCTACCCT CTGTTGGCTG 0 OUT 0 0 0 0 0

3405 2037 ao AN1632.1 58.m07722 AO070299000042 0 -121 -74 ATGGGCCACTTCCATCAGCAATCGTTGTTGCTGCCGTTGC
TGAGGTAG

ATGGGCCACTTCCATCAGCAATCGTTGTTG
CTGCCGTTGCTGAGGTAG

MGHFHQQSLLLPLLR* MGHFHQQSLLLPLL
R*

CCTTCCCCTG TTGTGGCCGC 0 OUT 0 0 0 0 0

3409 2040 af AN3233.1 58.m07220 AO070307000047 0 -118 -29 ATGGTTATAAAGCCATGTTCCCCTCAGCCGGTCGATCATC
ACCTGTGTTCAAGGCAACTTCAACTCTTTGCACGCAATAAT
CCCCTCTGA

ATGGTTATAAAGCCATGTTCCCCTCAGCCGGTCGA
TCATCACCTGTGTTCAAGGCAACTTCAACTCTTTGC
ACGCAATAATCCCCTCTGA

MVIKPCSPQPVDHHLCS
RQLQLFARNNPL*

MVIKPCSPQPVDHH
LCSRQLQLFARNNP
L*

AGAAGGAAAA ATTTTGGGCT 0 R 0 0 0 0 0

3410 2040 af AN3233.1 58.m07220 AO070307000047 0 -104 -39 ATGTTCCCCTCAGCCGGTCGATCATCACCTGTGTTCAAGG
CAACTTCAACTCTTTGCACGCAATAA

ATGTTCCCCTCAGCCGGTCGATCATCACCTGTGTT
CAAGGCAACTTCAACTCTTTGCACGCAATAA

MFPSAGRSSPVFKATSTL
CTQ*

MFPSAGRSSPVFKA
TSTLCTQ*

TTATAAAGCC TCCCCTCTGA 0 R 0 0 0 0 0

3406 2040 an AN3233.1 58.m07220 AO070307000047 0 -165 -28 ATGAACTGGTCATGCGAGATAGATAACATGGAAGATATTG
CAATCGACCTAGAGCTATTTTACGAGGAGTATTCCCCCCA
GACTGTTCTTCTCCACGGGGTATTGAAAATTCTTTCAGCTC
CGGAGTGGCACTCTTGA

ATGAACTGGTCATGCGAGATAGATAACATGGAAG
ATATTGCAATCGACCTAGAGCTATTTTACGAGGA
GTATTCCCCCCAGACTGTTCTTCTCCACGGGGTA
TTGAAAATTCTTTCAGCTCCGGAGTGGCACTCTT
GA

MNWSCEIDNMEDIAIDLE
LFYEEYSPQTVLLHGVLKI
LSAPEWHS*

MNWSCEIDNMEDIAIDL
ELFYEEYSPQTVLLHGV
LKILSAPEWHS*

AACAGCCATT GTCCTTCTGT 0 R 0 0 0 0 0

3407 2040 an AN3233.1 58.m07220 AO070307000047 0 -154 -140 ATGCGAGATAGATAA ATGCGAGATAGATAA MRDR* MRDR* TGAACTGGTC CATGGAAGAT 0 R 0 0 0 0 0
3408 2040 an AN3233.1 58.m07220 AO070307000047 0 -138 -28 ATGGAAGATATTGCAATCGACCTAGAGCTATTTTACGAGG

AGTATTCCCCCCAGACTGTTCTTCTCCACGGGGTATTGAA
AATTCTTTCAGCTCCGGAGTGGCACTCTTGA

ATGGAAGATATTGCAATCGACCTAGAGCTATTTTA
CGAGGAGTATTCCCCCCAGACTGTTCTTCTCCAC
GGGGTATTGAAAATTCTTTCAGCTCCGGAGTGGC
ACTCTTGA

MEDIAIDLELFYEEYSPQT
VLLHGVLKILSAPEWHS*

MEDIAIDLELFYEEYSPQ
TVLLHGVLKILSAPEWH
S*

GATAGATAAC GTCCTTCTGT 0 R 0 0 0 0 0

3411 2040 ao AN3233.1 58.m07220 AO070307000047 0 -127 -104 ATGGGTCACTCCAAGAGTGGATAG ATGGGTCACTCCAAGAGTGGATAG MGHSKSG* MGHSKSG* TTCGGCCATT GCCCGATAGG 0 R 0 0 0 0 0
3415 2041 af AN2957.1 58.m07219 AO070307000048 0 -143 -96 ATGTCTGGGTGTTGCAAGGTTCTCGGTTATGAAATGGAAT

TTACCTGA
ATGTCTGGGTGTTGCAAGGTTCTCGGTTATGAAAT
GGAATTTACCTGA

MSGCCKVLGYEMEFT* MSGCCKVLGYEME
FT*

GAAACAACTT AGCCAGGCCT 0  0 0 0 0 0

3416 2041 af AN2957.1 58.m07219 AO070307000048 0 -110 -96 ATGGAATTTACCTGA ATGGAATTTACCTGA MEFT* MEFT* CGGTTATGAA AGCCAGGCCT 0  0 0 0 0 0
3413 2041 an AN2957.1 58.m07219 AO070307000048 0 -106 -65 ATGTCCCGTGCCACGAGTCCCTTAATGCCACTCACAGGCT

GA
ATGTCCCGTGCCACGAGTCCCTTAATGCCACTCA
CAGGCTGA

MSRATSPLMPLTG* MSRATSPLMPLTG* GACTTTTCAC TTGACGATCA 0  0 0 0 0 0

3414 2041 an AN2957.1 58.m07219 AO070307000048 0 -82 -65 ATGCCACTCACAGGCTGA ATGCCACTCACAGGCTGA MPLTG* MPLTG* GAGTCCCTTA TTGACGATCA 0  0 0 0 0 0
3417 2041 ao AN2957.1 58.m07219 AO070307000048 0 -194 -180 ATGGTGACAGAATGA ATGGTGACAGAATGA MVTE* MVTE* GAGCGTAGAC AGGCGGTGAA 0  0 0 0 0 0
3418 2041 ao AN2957.1 58.m07219 AO070307000048 0 -183 -52 ATGAAGGCGGTGAAACTGATCAATCAGAGTCCCATAATGT

GTTGGGATGCCTACTATGGAGCTAGATCGGGATTAGTGTT
TGCACGCCTGACCGCCTACCACGCTGGGGACGCGTGTTG
TTTCCTCCGGTGA

ATGAAGGCGGTGAAACTGATCAATCAGAGT
CCCATAATGTGTTGGGATGCCTACTATGGA
GCTAGATCGGGATTAGTGTTTGCACGCCTG
ACCGCCTACCACGCTGGGGACGCGTGTTG
TTTCCTCCGGTGA

MKAVKLINQSPIMCWDAY
YGARSGLVFARLTAYHA
GDACCFLR*

MKAVKLINQSPIMC
WDAYYGARSGLVF
ARLTAYHAGDACCF
LR*

TGGTGACAGA TTCGCAGGAA 0  0 0 0 0 0

3419 2041 ao AN2957.1 58.m07219 AO070307000048 0 -147 -52 ATGTGTTGGGATGCCTACTATGGAGCTAGATCGGGATTAG
TGTTTGCACGCCTGACCGCCTACCACGCTGGGGACGCGT
GTTGTTTCCTCCGGTGA

ATGTGTTGGGATGCCTACTATGGAGCTAGA
TCGGGATTAGTGTTTGCACGCCTGACCGCC
TACCACGCTGGGGACGCGTGTTGTTTCCTC
CGGTGA

MCWDAYYGARSGLVFA
RLTAYHAGDACCFLR*

MCWDAYYGARSGL
VFARLTAYHAGDAC
CFLR*

GAGTCCCATA TTCGCAGGAA 0  0 0 0 0 0

3420 2041 ao AN2957.1 58.m07219 AO070307000048 0 -137 -108 ATGCCTACTATGGAGCTAGATCGGGATTAG ATGCCTACTATGGAGCTAGATCGGGATTAG MPTMELDRD* MPTMELDRD* ATGTGTTGGG TGTTTGCACG 0  0 0 0 0 0

3421 2041 ao AN2957.1 58.m07219 AO070307000048 0 -128 -108 ATGGAGCTAGATCGGGATTAG ATGGAGCTAGATCGGGATTAG MELDRD* MELDRD* GATGCCTACT TGTTTGCACG 0  0 0 0 0 0
3422 2042 af AN3758.1 65.m07366 AO070309000048 0 -154 -131 ATGCATTGTGTTAGGGCTCAGTAA ATGCATTGTGTTAGGGCTCAGTAA MHCVRAQ* MHCVRAQ* AGAGACCTTG CTGCTCGGCG 0 O 0 0 0 0 YNL315C
3423 2042 af AN3758.1 65.m07366 AO070309000048 0 -105 -85 ATGATTGCGATGATTATATAA ATGATTGCGATGATTATATAA MIAMII* MIAMII* TCGGTGACTG TCAAATCTCG 0 O 0 0 0 0 YNL315C
3424 2042 af AN3758.1 65.m07366 AO070309000048 0 -96 -85 ATGATTATATAA ATGATTATATAA MII* MII* GATGATTGCG TCAAATCTCG 0 O 0 0 0 0 YNL315C
3425 2042 ao AN3758.1 65.m07366 AO070309000048 0 -208 -161 ATGAGAGCTTTAGAAAAATTAAGAATTGGTGAAGTTATAGG

CATTTAG
ATGAGAGCTTTAGAAAAATTAAGAATTGGTG
AAGTTATAGGCATTTAG

MRALEKLRIGEVIGI* MRALEKLRIGEVIGI* TAAAATTTTA AAACTGGCCA 0 O 0 0 0 0 YNL315C

3426 2042 ao AN3758.1 65.m07366 AO070309000048 0 -143 -123 ATGTGTCGCTCGCCAAAGTAG ATGTGTCGCTCGCCAAAGTAG MCRSPK* MCRSPK* CCATGTTTTG AAAAATATGC 0 O 0 0 0 0 YNL315C
3427 2042 ao AN3758.1 65.m07366 AO070309000048 0 -116 -12 ATGCCAAGAACTGAAGATTTGATACTTTTGCATACTCCGTC

ACTAAATCCGTTACGGTTTCCGCAACTTTTCCATCCTCCGC
TCGCGGGTCCCAAGATATACTGA

ATGCCAAGAACTGAAGATTTGATACTTTTGC
ATACTCCGTCACTAAATCCGTTACGGTTTCC
GCAACTTTTCCATCCTCCGCTCGCGGGTCC
CAAGATATACTGA

MPRTEDLILLHTPSLNPLR
FPQLFHPPLAGPKIY*

MPRTEDLILLHTPSL
NPLRFPQLFHPPLA
GPKIY*

GTAGAAAAAT AAGACTGGAA 0 O 0 0 0 0 YNL315C

3429 2045 af AN0770.1 70.m15373 AO070316000074 0 -115 -77 ATGCAACATAGCCGTCGCCCGCCATTTGGAACCCCGTGA ATGCAACATAGCCGTCGCCCGCCATTTGGAACCCC
GTGA

MQHSRRPPFGTP* MQHSRRPPFGTP* TTGAGAGTTC TAGCATACAA 0 T 0 0 NCU01928.1 0 0
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3438 2047 af AN9511.1 69.m15659 AO070324000090 0 -174 -58 ATGATGCTGGTGTGGAGAGCTGTCTTGTCTGGCGGTCTG
CAAACAAAGCAAACACGGTCCAATCAGGCACGCCTTAATC
GGTTATCGATAGATCGACAAGTTATCACCGTTTCATGA

ATGATGCTGGTGTGGAGAGCTGTCTTGTCTGGCG
GTCTGCAAACAAAGCAAACACGGTCCAATCAGGCA
CGCCTTAATCGGTTATCGATAGATCGACAAGTTATC
ACCGTTTCATGA

MMLVWRAVLSGGLQTK
QTRSNQARLNRLSIDRQ
VITVS*

MMLVWRAVLSGGL
QTKQTRSNQARLN
RLSIDRQVITVS*

CTTGCCCAAG TGGACGAGCA 0 R 0 0 0 0 0

3439 2047 af AN9511.1 69.m15659 AO070324000090 0 -171 -58 ATGCTGGTGTGGAGAGCTGTCTTGTCTGGCGGTCTGCAA
ACAAAGCAAACACGGTCCAATCAGGCACGCCTTAATCGGT
TATCGATAGATCGACAAGTTATCACCGTTTCATGA

ATGCTGGTGTGGAGAGCTGTCTTGTCTGGCGGTCT
GCAAACAAAGCAAACACGGTCCAATCAGGCACGC
CTTAATCGGTTATCGATAGATCGACAAGTTATCACC
GTTTCATGA

MLVWRAVLSGGLQTKQT
RSNQARLNRLSIDRQVIT
VS*

MLVWRAVLSGGLQ
TKQTRSNQARLNRL
SIDRQVITVS*

GCCCAAGATG TGGACGAGCA 0 R 0 0 0 0 0

3440 2047 af AN9511.1 69.m15659 AO070324000090 0 -61 -2 ATGATGGACGAGCATTGGAACATGGGACTTGACGCACTGT
CGCTCATTTGGTCTACCTAA

ATGATGGACGAGCATTGGAACATGGGACTTGACG
CACTGTCGCTCATTTGGTCTACCTAA

MMDEHWNMGLDALSLI
WST*

MMDEHWNMGLDAL
SLIWST*

TCACCGTTTC CATGGCGAGC 0 R 0 0 0 0 0

3434 2047 an AN9511.1 69.m15659 AO070324000090 0 -184 -113 ATGACGGGTGACCACTTCCGTGATGAAGCTGTCCTCAAAC
GTGGGGATGCAAACAAAACAAACCCACGTTAA

ATGACGGGTGACCACTTCCGTGATGAAGCTGTC
CTCAAACGTGGGGATGCAAACAAAACAAACCCAC
GTTAA

MTGDHFRDEAVLKRGDA
NKTNPR*

MTGDHFRDEAVLKRGD
ANKTNPR*

CGCAATAAGT TCAGTAGATT 0 R 0 0 0 0 0

3435 2047 an AN9511.1 69.m15659 AO070324000090 0 -162 -106 ATGAAGCTGTCCTCAAACGTGGGGATGCAAACAAAACAAA
CCCACGTTAATCAGTAG

ATGAAGCTGTCCTCAAACGTGGGGATGCAAACAA
AACAAACCCACGTTAATCAGTAG

MKLSSNVGMQTKQTHVN
Q*

MKLSSNVGMQTKQTHV
NQ*

CACTTCCGTG ATTATGGATA 0 R 0 0 0 0 0

3436 2047 an AN9511.1 69.m15659 AO070324000090 0 -138 -106 ATGCAAACAAAACAAACCCACGTTAATCAGTAG ATGCAAACAAAACAAACCCACGTTAATCAGTAG MQTKQTHVNQ* MQTKQTHVNQ* AAACGTGGGG ATTATGGATA 0 R 0 0 0 0 0

3443 2047 ao AN9511.1 69.m15659 AO070324000090 0 -127 -104 ATGATTATTTATCGCGCTTTCTAG ATGATTATTTATCGCGCTTTCTAG MIIYRAF* MIIYRAF* TATCGGCATC ATTTCTGTAC 0 R 0 0 0 0 0
3444 2047 ao AN9511.1 69.m15659 AO070324000090 0 -72 -52 ATGATGGCATGTGATAGATAA ATGATGGCATGTGATAGATAA MMACDR* MMACDR* AGGACTTCAA AGGCGTAAAC 0 R 0 0 0 0 0
3445 2047 ao AN9511.1 69.m15659 AO070324000090 0 -69 -52 ATGGCATGTGATAGATAA ATGGCATGTGATAGATAA MACDR* MACDR* ACTTCAAATG AGGCGTAAAC 0 R 0 0 0 0 0
3447 2049 af AN8329.1 67.m02964 AO070330000092 0 -262 -182 ATGGTGGGGATCTTGATGGATGGCGATTGGAAGAGACCG

CGAATGGGGCCATCATTAGTTTTCTGGGATGAAGAGGGGT
AG

ATGGTGGGGATCTTGATGGATGGCGATTGGAAGA
GACCGCGAATGGGGCCATCATTAGTTTTCTGGGAT
GAAGAGGGGTAG

MVGILMDGDWKRPRMG
PSLVFWDEEG*

MVGILMDGDWKRP
RMGPSLVFWDEEG
*

GCCGGCGCGG ACGAAATGAC 0 E 0 0 0 0 0

3448 2049 af AN8329.1 67.m02964 AO070330000092 0 -247 -182 ATGGATGGCGATTGGAAGAGACCGCGAATGGGGCCATCA
TTAGTTTTCTGGGATGAAGAGGGGTAG

ATGGATGGCGATTGGAAGAGACCGCGAATGGGGC
CATCATTAGTTTTCTGGGATGAAGAGGGGTAG

MDGDWKRPRMGPSLVF
WDEEG*

MDGDWKRPRMGP
SLVFWDEEG*

GGGGATCTTG ACGAAATGAC 0 E 0 0 0 0 0

3449 2049 af AN8329.1 67.m02964 AO070330000092 0 -243 -205 ATGGCGATTGGAAGAGACCGCGAATGGGGCCATCATTAG ATGGCGATTGGAAGAGACCGCGAATGGGGCCATC
ATTAG

MAIGRDREWGHH* MAIGRDREWGHH* ATCTTGATGG TTTTCTGGGA 0 E 0 0 0 0 0

3450 2049 af AN8329.1 67.m02964 AO070330000092 0 -220 -182 ATGGGGCCATCATTAGTTTTCTGGGATGAAGAGGGGTAG ATGGGGCCATCATTAGTTTTCTGGGATGAAGAGGG
GTAG

MGPSLVFWDEEG* MGPSLVFWDEEG* GAGACCGCGA ACGAAATGAC 0 E 0 0 0 0 0

3451 2049 af AN8329.1 67.m02964 AO070330000092 0 -195 -148 ATGAAGAGGGGTAGACGAAATGACTGTGAACGAGGTTCG
AGGCTTTGA

ATGAAGAGGGGTAGACGAAATGACTGTGAACGAG
GTTCGAGGCTTTGA

MKRGRRNDCERGSRL* MKRGRRNDCERGS
RL*

GTTTTCTGGG CATGTAATTT 0 E 0 0 0 0 0

3452 2049 af AN8329.1 67.m02964 AO070330000092 0 -176 -141 ATGACTGTGAACGAGGTTCGAGGCTTTGACATGTAA ATGACTGTGAACGAGGTTCGAGGCTTTGACATGTA
A

MTVNEVRGFDM* MTVNEVRGFDM* GGTAGACGAA TTTGGCCCCG 0 E 0 0 0 0 0

3446 2049 an AN8329.1 67.m02964 AO070330000092 0 -182 -165 ATGATCGTGGCCTGGTAA ATGATCGTGGCCTGGTAA MIVAW* MIVAW* GGGTGGAACA CAGGGGGCAA 0 E 0 0 0 0 0
3453 2049 ao AN8329.1 67.m02964 AO070330000092 0 -254 -213 ATGAAATGCCGCCGATGGAACGAATCTGCCGTGAGTCGC

TGA
ATGAAATGCCGCCGATGGAACGAATCTGCC
GTGAGTCGCTGA

MKCRRWNESAVSR* MKCRRWNESAVSR
*

AGACGGAATC TGGGGGCCAA 0 E 0 0 0 0 0

3454 2049 ao AN8329.1 67.m02964 AO070330000092 0 -249 -163 ATGCCGCCGATGGAACGAATCTGCCGTGAGTCGCTGATG
GGGGCCAACTTCTCCCAACGCAAAAACGACGTGGTCCCG
TTCATCTGA

ATGCCGCCGATGGAACGAATCTGCCGTGAG
TCGCTGATGGGGGCCAACTTCTCCCAACGC
AAAAACGACGTGGTCCCGTTCATCTGA

MPPMERICRESLMGANF
SQRKNDVVPFI*

MPPMERICRESLMG
ANFSQRKNDVVPFI*

GAATCATGAA TTGGCCCCTT 0 E 0 0 0 0 0

3455 2049 ao AN8329.1 67.m02964 AO070330000092 0 -240 -163 ATGGAACGAATCTGCCGTGAGTCGCTGATGGGGGCCAAC
TTCTCCCAACGCAAAAACGACGTGGTCCCGTTCATCTGA

ATGGAACGAATCTGCCGTGAGTCGCTGATG
GGGGCCAACTTCTCCCAACGCAAAAACGAC
GTGGTCCCGTTCATCTGA

MERICRESLMGANFSQR
KNDVVPFI*

MERICRESLMGANF
SQRKNDVVPFI*

AATGCCGCCG TTGGCCCCTT 0 E 0 0 0 0 0

3456 2049 ao AN8329.1 67.m02964 AO070330000092 0 -213 -163 ATGGGGGCCAACTTCTCCCAACGCAAAAACGACGTGGTC
CCGTTCATCTGA

ATGGGGGCCAACTTCTCCCAACGCAAAAAC
GACGTGGTCCCGTTCATCTGA

MGANFSQRKNDVVPFI* MGANFSQRKNDVV
PFI*

TGAGTCGCTG TTGGCCCCTT 0 E 0 0 0 0 0

3457 2049 ao AN8329.1 67.m02964 AO070330000092 0 -104 -81 ATGTTTCGTGCGGTTATAAAATAG ATGTTTCGTGCGGTTATAAAATAG MFRAVIK* MFRAVIK* AGTTTCGCGC CCCATATTGC 0 E 0 0 0 0 0
3458 2052 af AN3499.1 58.m07226 AO070333000037 0 -240 -166 ATGGAAAGCCAGAGCCTCTTGAAGTCCAGACCAATGATGT

CCGTGGCTTGCCTTTCAGGGCTGGTAGGTAACTAA
ATGGAAAGCCAGAGCCTCTTGAAGTCCAGACCAAT
GATGTCCGTGGCTTGCCTTTCAGGGCTGGTAGGTA
ACTAA

MESQSLLKSRPMMSVAC
LSGLVGN*

MESQSLLKSRPMM
SVACLSGLVGN*

CGTCTAGCCA CATGAAGGCA 0 O 0 0 0 0 0

3459 2052 af AN3499.1 58.m07226 AO070333000037 0 -207 -166 ATGATGTCCGTGGCTTGCCTTTCAGGGCTGGTAGGTAACT
AA

ATGATGTCCGTGGCTTGCCTTTCAGGGCTGGTAGG
TAACTAA

MMSVACLSGLVGN* MMSVACLSGLVGN* GTCCAGACCA CATGAAGGCA 0 O 0 0 0 0 0

3460 2052 af AN3499.1 58.m07226 AO070333000037 0 -204 -166 ATGTCCGTGGCTTGCCTTTCAGGGCTGGTAGGTAACTAA ATGTCCGTGGCTTGCCTTTCAGGGCTGGTAGGTAA
CTAA

MSVACLSGLVGN* MSVACLSGLVGN* CAGACCAATG CATGAAGGCA 0 O 0 0 0 0 0

3461 2052 af AN3499.1 58.m07226 AO070333000037 0 -164 -42 ATGAAGGCAATTAAGACGGACGCTGGCCCAGATCACAAG
GGCGACCTGACATGTAGTGACAAGCCGAGCTGCCTAATC
TATTTAATCCCTCGTCCGTCCACTGCCGAAGAAACGCAGG
GTTGA

ATGAAGGCAATTAAGACGGACGCTGGCCCAGATC
ACAAGGGCGACCTGACATGTAGTGACAAGCCGAG
CTGCCTAATCTATTTAATCCCTCGTCCGTCCACTGC
CGAAGAAACGCAGGGTTGA

MKAIKTDAGPDHKGDLTC
SDKPSCLIYLIPRPSTAEE
TQG*

MKAIKTDAGPDHKG
DLTCSDKPSCLIYLIP
RPSTAEETQG*

GGTAACTAAC GTCGTTATCG 0 O 0 0 0 0 0

3462 2052 ao AN3499.1 58.m07226 AO070333000037 0 -174 -145 ATGACTCTCCATAGCCGTGTAGCCGTCTAA ATGACTCTCCATAGCCGTGTAGCCGTCTAA MTLHSRVAV* MTLHSRVAV* TTCTACCAGC GCGTCGGCTT 0 O 0 0 0 0 0

3463 2052 ao AN3499.1 58.m07226 AO070333000037 0 -97 -50 ATGGACTGCAGCCGCGACTCATGTATTTATTTCCACCCTT
CCTCTTAG

ATGGACTGCAGCCGCGACTCATGTATTTATT
TCCACCCTTCCTCTTAG

MDCSRDSCIYFHPSS* MDCSRDSCIYFHPS
S*

CGGACAAGGT AGGGGTTTTG 0 O 0 0 0 0 0

3464 2052 ao AN3499.1 58.m07226 AO070333000037 0 -77 -36 ATGTATTTATTTCCACCCTTCCTCTTAGAGGGGTTTTGGTA
G

ATGTATTTATTTCCACCCTTCCTCTTAGAGG
GGTTTTGGTAG

MYLFPPFLLEGFW* MYLFPPFLLEGFW* GCCGCGACTC TCACTGTCTC 0 O 0 0 0 0 0

3465 2059 af AN6815.1 69.m15180 AO070252000017 0 -148 -8 ATGCTTTTGTCAAGAAAGTCGGTATCACTGCACACTGATAT
CTGCGTCATCTGCAGCTTCCCCGCACTGATAAGCATGCAT
CCTCAACCCTCTTCCTTCATACTATCATCACCTCAAAGCTA
CCTAACTCGTAGACCATAG

ATGCTTTTGTCAAGAAAGTCGGTATCACTGCACACT
GATATCTGCGTCATCTGCAGCTTCCCCGCACTGAT
AAGCATGCATCCTCAACCCTCTTCCTTCATACTATC
ATCACCTCAAAGCTACCTAACTCGTAGACCATAG

MLLSRKSVSLHTDICVICS
FPALISMHPQPSSFILSSP
QSYLTRRP*

MLLSRKSVSLHTDIC
VICSFPALISMHPQP
SSFILSSPQSYLTRR
P*

AGAATACTAG GAATACAATG 0 FQ 0 0 0 0 0

3466 2059 af AN6815.1 69.m15180 AO070252000017 0 -73 -8 ATGCATCCTCAACCCTCTTCCTTCATACTATCATCACCTCA
AAGCTACCTAACTCGTAGACCATAG

ATGCATCCTCAACCCTCTTCCTTCATACTATCATCA
CCTCAAAGCTACCTAACTCGTAGACCATAG

MHPQPSSFILSSPQSYLT
RRP*

MHPQPSSFILSSPQ
SYLTRRP*

ACTGATAAGC GAATACAATG 0 FQ 0 0 0 0 0

3467 2059 ao AN6815.1 69.m15180 AO070252000017 0 -186 -100 ATGTACATAATTTATTCGGATACAATCGAGTTGAGATACCA
TTACTATTCGTCCGCTTATCACTGTTTACTATTACCCCACCT
CTAA

ATGTACATAATTTATTCGGATACAATCGAGTT
GAGATACCATTACTATTCGTCCGCTTATCAC
TGTTTACTATTACCCCACCTCTAA

MYIIYSDTIELRYHYYSSA
YHCLLLPHL*

MYIIYSDTIELRYHYY
SSAYHCLLLPHL*

CCCTGTGAAG TCAAATACTA 0 FQ 0 0 0 0 0

3469 2060 af AN5824.1 72.m18951 AO070260000022 0 -181 -155 ATGAAGTTTTATGGAAATACTTTATAA ATGAAGTTTTATGGAAATACTTTATAA MKFYGNTL* MKFYGNTL* GAGATCATTG ATATCGCGAT 0 R 0 0 0 0 0
3470 2060 af AN5824.1 72.m18951 AO070260000022 0 -171 -43 ATGGAAATACTTTATAAATATCGCGATGTACCTATAGCCCA

AAGTCTGCGGTTGTCATCTCCGAACGCTTCACGGTGTACC
ATCCTCGCTACCAGCGTCCTTTCGTTCCTCGAAGTCGGAT
CGAGTTAG

ATGGAAATACTTTATAAATATCGCGATGTACCTATA
GCCCAAAGTCTGCGGTTGTCATCTCCGAACGCTTC
ACGGTGTACCATCCTCGCTACCAGCGTCCTTTCGT
TCCTCGAAGTCGGATCGAGTTAG

MEILYKYRDVPIAQSLRLS
SPNASRCTILATSVLSFLE
VGSS*

MEILYKYRDVPIAQS
LRLSSPNASRCTILA
TSVLSFLEVGSS*

ATGAAGTTTT ATTTCCCTCA 0 R 0 0 0 0 0

3471 2060 af AN5824.1 72.m18951 AO070260000022 0 -146 -135 ATGTACCTATAG ATGTACCTATAG MYL* MYL* AAATATCGCG CCCAAAGTCT 0 R 0 0 0 0 0
3468 2060 an AN5824.1 72.m18951 AO070260000022 0 -223 -68 ATGATACAACATTCCCTTCAATCTCCTCACTTTTTAGACTTC

AGGGTGAGAAAGGAGCATTGTTTTTTTTTTTTTTGTTTACAA
CCTCCGCATTGCGCTTTGAGCCGTAGCGCCTCCCCGAAT
CTCTATCGTGTCACCTCCGCCTCACTCTTTTGA

ATGATACAACATTCCCTTCAATCTCCTCACTTTTT
AGACTTCAGGGTGAGAAAGGAGCATTGTTTTTTT
TTTTTTTGTTTACAACCTCCGCATTGCGCTTTGAG
CCGTAGCGCCTCCCCGAATCTCTATCGTGTCACC
TCCGCCTCACTCTTTTGA

MIQHSLQSPHFLDFRVRK
EHCFFFFCLQPPHCALS
RSASPNLYRVTSASLF*

MIQHSLQSPHFLDFRVR
KEHCFFFFCLQPPHCAL
SRSASPNLYRVTSASLF*

TTTTCCCTTC TCCTAGTAAT 0 R 0 0 0 0 0

3472 2060 ao AN5824.1 72.m18951 AO070260000022 0 -151 -140 ATGCTTCTTTAG ATGCTTCTTTAG MLL* MLL* TGATTCAGCA ATCGTGTGGA 0 R 0 0 0 0 0
3476 2066 af AN1474.1 55.m02975 AO070306000096 0 -266 -234 ATGCCAGTCAGACTTTTAATCGACAACCTGTGA ATGCCAGTCAGACTTTTAATCGACAACCTGTGA MPVRLLIDNL* MPVRLLIDNL* GGCCTTTCTG GATCTGATTC 0 A 0 0 0 0 0
3477 2066 af AN1474.1 55.m02975 AO070306000096 0 -178 -152 ATGCATCATCCGATCAGGCGGAGATAG ATGCATCATCCGATCAGGCGGAGATAG MHHPIRRR* MHHPIRRR* ACCGAAGTCA CCGGAGATAG 0 A 0 0 0 0 0
3473 2066 an AN1474.1 55.m02975 AO070306000096 0 -200 -165 ATGTTGTTGCTACCGGTTGAGCTTTGTGATAACTGA ATGTTGTTGCTACCGGTTGAGCTTTGTGATAACT

GA
MLLLPVELCDN* MLLLPVELCDN* AATTGAAGTT TCAGCAGATC 0 A 0 0 0 0 0

3474 2066 an AN1474.1 55.m02975 AO070306000096 0 -127 -80 ATGTCCATGCTCGGAACGGATCAACAAGGCTCCGGAAGA
TTTTCTTGA

ATGTCCATGCTCGGAACGGATCAACAAGGCTCC
GGAAGATTTTCTTGA

MSMLGTDQQGSGRFS* MSMLGTDQQGSGRFS* AGCCAAGCTT GTTTCATTTT 0 A 0 0 0 0 0

3475 2066 an AN1474.1 55.m02975 AO070306000096 0 -121 -80 ATGCTCGGAACGGATCAACAAGGCTCCGGAAGATTTTCTT
GA

ATGCTCGGAACGGATCAACAAGGCTCCGGAAGA
TTTTCTTGA

MLGTDQQGSGRFS* MLGTDQQGSGRFS* GCTTATGTCC GTTTCATTTT 0 A 0 0 0 0 0

3478 2066 ao AN1474.1 55.m02975 AO070306000096 0 -187 -176 ATGCGACATTGA ATGCGACATTGA MRH* MRH* CATAGTTATC TAATCACGCT 0 A 0 0 0 0 0
3479 2066 ao AN1474.1 55.m02975 AO070306000096 0 -132 -55 ATGGCGGAACATCATTTCCCCGGCAGATTTTCTCCATCCA

ACTTTTTTTTTTGTCGGTCAAATGTATACAGCTTCTGA
ATGGCGGAACATCATTTCCCCGGCAGATTTT
CTCCATCCAACTTTTTTTTTTGTCGGTCAAAT
GTATACAGCTTCTGA

MAEHHFPGRFSPSNFFF
CRSNVYSF*

MAEHHFPGRFSPS
NFFFCRSNVYSF*

CCCGGACACC TTGCGACATT 0 A 0 0 0 0 0

3480 2066 ao AN1474.1 55.m02975 AO070306000096 0 -71 -3 ATGTATACAGCTTCTGATTGCGACATTGCTGGCCCACGAC
GGAGATACAGCGATTCTCCAATCAAGTAA

ATGTATACAGCTTCTGATTGCGACATTGCTG
GCCCACGACGGAGATACAGCGATTCTCCAA
TCAAGTAA

MYTASDCDIAGPRRRYS
DSPIK*

MYTASDCDIAGPRR
RYSDSPIK*

TGTCGGTCAA TCATGGCAAC 0 A 0 0 0 0 0

3481 2068 an AN6204.1 72.m19303 AO070308000089 0 -69 -49 ATGGAAAATATTGCTGGATAG ATGGAAAATATTGCTGGATAG MENIAG* MENIAG* TAATTGACAC AAGAAGAGGC 0  0 0 0 0 0
3482 2068 ao AN6204.1 72.m19303 AO070308000089 0 -240 -214 ATGGAATCCTGGATGGTAGCTTTTTGA ATGGAATCCTGGATGGTAGCTTTTTGA MESWMVAF* MESWMVAF* ACACATCTGG TCGGTTGTAT 0  0 0 0 0 0
3483 2068 ao AN6204.1 72.m19303 AO070308000089 0 -228 -214 ATGGTAGCTTTTTGA ATGGTAGCTTTTTGA MVAF* MVAF* GGAATCCTGG TCGGTTGTAT 0  0 0 0 0 0
3484 2074 af AN5501.1 56.m02455 AO070328000018 0 -245 -123 ATGTTCGGCTACATTTCTTTACTTTACGGACAAACTGTCAT

CCAGAGATTTGTAACAAGCAGAAGAAAATGTCGCCGTATC
CGGAGACAACCAGATCAGGCTTCGCGGGCAGCTATCATA
TAA

ATGTTCGGCTACATTTCTTTACTTTACGGACAAACT
GTCATCCAGAGATTTGTAACAAGCAGAAGAAAATG
TCGCCGTATCCGGAGACAACCAGATCAGGCTTCG
CGGGCAGCTATCATATAA

MFGYISLLYGQTVIQRFV
TSRRKCRRIRRQPDQAS
RAAII*

MFGYISLLYGQTVIQ
RFVTSRRKCRRIRR
QPDQASRAAII*

ATTATCCCGA AGACCACCAC 0 I 0 0 0 0 0

3485 2074 af AN5501.1 56.m02455 AO070328000018 0 -177 -79 ATGTCGCCGTATCCGGAGACAACCAGATCAGGCTTCGCG
GGCAGCTATCATATAAAGACCACCACAATGGTGAGTCTGC
TATTCGATAACATTTCCTGA

ATGTCGCCGTATCCGGAGACAACCAGATCAGGCTT
CGCGGGCAGCTATCATATAAAGACCACCACAATGG
TGAGTCTGCTATTCGATAACATTTCCTGA

MSPYPETTRSGFAGSYHI
KTTTMVSLLFDNIS*

MSPYPETTRSGFAG
SYHIKTTTMVSLLFD
NIS*

GCAGAAGAAA TCATACTGCG 0 I 0 0 0 0 0

3486 2074 af AN5501.1 56.m02455 AO070328000018 0 -111 -79 ATGGTGAGTCTGCTATTCGATAACATTTCCTGA ATGGTGAGTCTGCTATTCGATAACATTTCCTGA MVSLLFDNIS* MVSLLFDNIS* GACCACCACA TCATACTGCG 0 I 0 0 0 0 0
3487 2074 ao AN5501.1 56.m02455 AO070328000018 0 -197 -153 ATGGAATCTCTGTTGAATCAGTCACCATGGATTGTTCCGA

CATAA
ATGGAATCTCTGTTGAATCAGTCACCATGGA
TTGTTCCGACATAA

MESLLNQSPWIVPT* MESLLNQSPWIVPT* CGGAGTATCT AGCCTGGGGG 0 I 0 0 0 0 0

3488 2074 ao AN5501.1 56.m02455 AO070328000018 0 -171 -55 ATGGATTGTTCCGACATAAAGCCTGGGGGAGGATGGAATA
CACGGACGGAGCTTCAAGTCACCACATCGTATACATCACC
AAAACAACCATTACTATTCGATTCCCAGTTCAATTAA

ATGGATTGTTCCGACATAAAGCCTGGGGGA
GGATGGAATACACGGACGGAGCTTCAAGTC
ACCACATCGTATACATCACCAAAACAACCAT
TACTATTCGATTCCCAGTTCAATTAA

MDCSDIKPGGGWNTRTE
LQVTTSYTSPKQPLLFDS
QFN*

MDCSDIKPGGGWN
TRTELQVTTSYTSPK
QPLLFDSQFN*

ATCAGTCACC GCTCCTTCCA 0 I 0 0 0 0 0
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3489 2074 ao AN5501.1 56.m02455 AO070328000018 0 -139 -32 ATGGAATACACGGACGGAGCTTCAAGTCACCACATCGTAT
ACATCACCAAAACAACCATTACTATTCGATTCCCAGTTCAA
TTAAGCTCCTTCCATCTTGCCGCATAA

ATGGAATACACGGACGGAGCTTCAAGTCAC
CACATCGTATACATCACCAAAACAACCATTA
CTATTCGATTCCCAGTTCAATTAAGCTCCTT
CCATCTTGCCGCATAA

MEYTDGASSHHIVYITKTT
ITIRFPVQLSSFHLAA*

MEYTDGASSHHIVYI
TKTTITIRFPVQLSSF
HLAA*

CTGGGGGAGG AGAATTCTTG 0 I 0 0 0 0 0

3490 2075 af AN4774.1 59.m09209 AO070329000078 0 -211 -113 ATGAATAAGCTTCGTCCTGGGTTAGGTATTTCCGCGGAAA
TTCAAAAAGCCATTCGAAACCTTTTGCTCAAGGCTGAGGA
TCGAAGGCGGTTGGGCTAG

ATGAATAAGCTTCGTCCTGGGTTAGGTATTTCCGC
GGAAATTCAAAAAGCCATTCGAAACCTTTTGCTCAA
GGCTGAGGATCGAAGGCGGTTGGGCTAG

MNKLRPGLGISAEIQKAIR
NLLLKAEDRRRLG*

MNKLRPGLGISAEIQ
KAIRNLLLKAEDRRR
LG*

TCTCCAGCGT ATATAGGAGT 0 H 0 MG10321.1 0 0 0

3492 2080 af AN6123.1 72.m19036 AO070340000074 0 -167 -120 ATGGTTCGTTTGTTTGGTGATGATCGAGTCACGTGGTTGA
TAAGATAA

ATGGTTCGTTTGTTTGGTGATGATCGAGTCACGTG
GTTGATAAGATAA

MVRLFGDDRVTWLIR* MVRLFGDDRVTWLI
R*

AACAGGGGAC CCATCTGATG 0 S 0 0 0 0 0

3493 2080 af AN6123.1 72.m19036 AO070340000074 0 -148 -128 ATGATCGAGTCACGTGGTTGA ATGATCGAGTCACGTGGTTGA MIESRG* MIESRG* TTGTTTGGTG TAAGATAACC 0 S 0 0 0 0 0
3494 2080 af AN6123.1 72.m19036 AO070340000074 0 -112 -80 ATGAACTCATCTCCAACTACTGTAACTAACTGA ATGAACTCATCTCCAACTACTGTAACTAACTGA MNSSPTTVTN* MNSSPTTVTN* TAACCATCTG TCTTCAACTT 0 S 0 0 0 0 0
3491 2080 an AN6123.1 72.m19036 AO070340000074 0 -136 -122 ATGATCACGTGCTGA ATGATCACGTGCTGA MITC* MITC* ATAGTGATAA TATGATAACG 0 S 0 0 0 0 0
3497 2082 af AN5742.1 69.m14840 AO070193000003 0 -218 -174 ATGCGCTACTGCCAGGAGGAGCAACTATCTTCGCTTCTGG

GGTAG
ATGCGCTACTGCCAGGAGGAGCAACTATCTTCGCT
TCTGGGGTAG

MRYCQEEQLSSLLG* MRYCQEEQLSSLLG
*

GACCTTGATA CACGGCTGAT 0 G FG01593.1 0 0 0 0

3498 2082 af AN5742.1 69.m14840 AO070193000003 0 -165 -142 ATGGCGTCGTGTAGGAGTACATAA ATGGCGTCGTGTAGGAGTACATAA MASCRST* MASCRST* AGCACGGCTG AGGGCCTGTT 0 G FG01593.1 0 0 0 0
3495 2082 an AN5742.1 69.m14840 AO070193000003 0 -223 -194 ATGCGCTTCCTTAGTACGCTACAACGTTGA ATGCGCTTCCTTAGTACGCTACAACGTTGA MRFLSTLQR* MRFLSTLQR* CTACCCAAAA GCAGCTTCAT 0 G FG01593.1 0 0 0 0
3496 2082 an AN5742.1 69.m14840 AO070193000003 0 -145 -38 ATGGTGAGCAGCTGCTTTTGGCCCGTACATCTTTCTCTGA

GCGCCTGGTTTTGCACGTCTTTATGTGCCGCTTTTTGGCG
CCATTTATACCATCAGTTCCCAGTGTGA

ATGGTGAGCAGCTGCTTTTGGCCCGTACATCTTT
CTCTGAGCGCCTGGTTTTGCACGTCTTTATGTGC
CGCTTTTTGGCGCCATTTATACCATCAGTTCCCA
GTGTGA

MVSSCFWPVHLSLSAWF
CTSLCAAFWRHLYHQFP
V*

MVSSCFWPVHLSLSAW
FCTSLCAAFWRHLYHQ
FPV*

CTACATAAGG ATTATAAAGT 0 G FG01593.1 0 0 0 0

3500 2082 ao AN5742.1 69.m14840 AO070193000003 0 -240 -166 ATGGATCACCTTATCACTACCCCCAATGAGGGCTACCACA
TTCCCCCCTCTTCGCGGCCTTTTTACCAGGAATGA

ATGGATCACCTTATCACTACCCCCAATGAGG
GCTACCACATTCCCCCCTCTTCGCGGCCTT
TTTACCAGGAATGA

MDHLITTPNEGYHIPPSS
RPFYQE*

MDHLITTPNEGYHIP
PSSRPFYQE*

AGGTCTGGGG CTCGAGCTAC 0 G FG01593.1 0 0 0 0

3501 2082 ao AN5742.1 69.m14840 AO070193000003 0 -215 -27 ATGAGGGCTACCACATTCCCCCCTCTTCGCGGCCTTTTTA
CCAGGAATGACTCGAGCTACGACCTTAGCGAGGTTGAATA
TGTCGAGATGGTACCATTGGATGAGGTCTGTGCCTGCGA
CCCCGGACTGCACGTCCAGGGTGTCTTCACCACTATCCTA
TATCTTGGGTTGAACTATTCTACACCCTGA

ATGAGGGCTACCACATTCCCCCCTCTTCGC
GGCCTTTTTACCAGGAATGACTCGAGCTAC
GACCTTAGCGAGGTTGAATATGTCGAGATG
GTACCATTGGATGAGGTCTGTGCCTGCGAC
CCCGGACTGCACGTCCAGGGTGTCTTCACC
ACTATCCTATATCTTGGGTTGAACTATTCTAC
ACCCTGA

MRATTFPPLRGLFTRND
SSYDLSEVEYVEMVPLDE
VCACDPGLHVQGVFTTIL
YLGLNYSTP*

MRATTFPPLRGLFT
RNDSSYDLSEVEYV
EMVPLDEVCACDP
GLHVQGVFTTILYLG
LNYSTP*

ACTACCCCCA AGAGTACCGC 0 G FG01593.1 0 0 0 0

3502 2082 ao AN5742.1 69.m14840 AO070193000003 0 -169 -44 ATGACTCGAGCTACGACCTTAGCGAGGTTGAATATGTCGA
GATGGTACCATTGGATGAGGTCTGTGCCTGCGACCCCGG
ACTGCACGTCCAGGGTGTCTTCACCACTATCCTATATCTT
GGGTTGA

ATGACTCGAGCTACGACCTTAGCGAGGTTG
AATATGTCGAGATGGTACCATTGGATGAGG
TCTGTGCCTGCGACCCCGGACTGCACGTCC
AGGGTGTCTTCACCACTATCCTATATCTTGG
GTTGA

MTRATTLARLNMSRWYH
WMRSVPATPDCTSRVSS
PLSYILG*

MTRATTLARLNMSR
WYHWMRSVPATPD
CTSRVSSPLSYILG*

TTTACCAGGA ACTATTCTAC 0 G FG01593.1 0 0 0 0

3503 2082 ao AN5742.1 69.m14840 AO070193000003 0 -136 -44 ATGTCGAGATGGTACCATTGGATGAGGTCTGTGCCTGCGA
CCCCGGACTGCACGTCCAGGGTGTCTTCACCACTATCCTA
TATCTTGGGTTGA

ATGTCGAGATGGTACCATTGGATGAGGTCT
GTGCCTGCGACCCCGGACTGCACGTCCAG
GGTGTCTTCACCACTATCCTATATCTTGGGT
TGA

MSRWYHWMRSVPATPD
CTSRVSSPLSYILG*

MSRWYHWMRSVP
ATPDCTSRVSSPLS
YILG*

GAGGTTGAAT ACTATTCTAC 0 G FG01593.1 0 0 0 0

3504 2082 ao AN5742.1 69.m14840 AO070193000003 0 -128 -27 ATGGTACCATTGGATGAGGTCTGTGCCTGCGACCCCGGA
CTGCACGTCCAGGGTGTCTTCACCACTATCCTATATCTTG
GGTTGAACTATTCTACACCCTGA

ATGGTACCATTGGATGAGGTCTGTGCCTGC
GACCCCGGACTGCACGTCCAGGGTGTCTTC
ACCACTATCCTATATCTTGGGTTGAACTATT
CTACACCCTGA

MVPLDEVCACDPGLHVQ
GVFTTILYLGLNYSTP*

MVPLDEVCACDPGL
HVQGVFTTILYLGLN
YSTP*

ATATGTCGAG AGAGTACCGC 0 G FG01593.1 0 0 0 0

3505 2082 ao AN5742.1 69.m14840 AO070193000003 0 -115 -44 ATGAGGTCTGTGCCTGCGACCCCGGACTGCACGTCCAGG
GTGTCTTCACCACTATCCTATATCTTGGGTTGA

ATGAGGTCTGTGCCTGCGACCCCGGACTG
CACGTCCAGGGTGTCTTCACCACTATCCTAT
ATCTTGGGTTGA

MRSVPATPDCTSRVSSP
LSYILG*

MRSVPATPDCTSRV
SSPLSYILG*

GTACCATTGG ACTATTCTAC 0 G FG01593.1 0 0 0 0

3508 2083 af AN1397.1 70.m14825 AO070233000013 0 -238 -128 ATGCTACTCCCGGCTTCCGTCTGGCTAGAAAATGCGGGG
TGCGATTCAACGTCTTTGACGGCTACATCCATTAGAGAGG
GCGGAAATGTTCCTCTCTCAGGAAGGGTATGA

ATGCTACTCCCGGCTTCCGTCTGGCTAGAAAATGC
GGGGTGCGATTCAACGTCTTTGACGGCTACATCCA
TTAGAGAGGGCGGAAATGTTCCTCTCTCAGGAAGG
GTATGA

MLLPASVWLENAGCDST
SLTATSIREGGNVPLSGR
V*

MLLPASVWLENAG
CDSTSLTATSIREGG
NVPLSGRV*

AAACTTGGGC GACACCAAAC 0 Q 0 0 0 0 0

3509 2083 af AN1397.1 70.m14825 AO070233000013 0 -207 -181 ATGCGGGGTGCGATTCAACGTCTTTGA ATGCGGGGTGCGATTCAACGTCTTTGA MRGAIQRL* MRGAIQRL* TGGCTAGAAA CGGCTACATC 0 Q 0 0 0 0 0
3510 2083 af AN1397.1 70.m14825 AO070233000013 0 -153 -67 ATGTTCCTCTCTCAGGAAGGGTATGAGACACCAAACAGTT

CAGTTGCAGGAGTCACAGACGTCTGCCCTATATTACATCT
GGGGTGA

ATGTTCCTCTCTCAGGAAGGGTATGAGACACCAAA
CAGTTCAGTTGCAGGAGTCACAGACGTCTGCCCTA
TATTACATCTGGGGTGA

MFLSQEGYETPNSSVAG
VTDVCPILHLG*

MFLSQEGYETPNSS
VAGVTDVCPILHLG*

GAGGGCGGAA GACGGACATT 0 Q 0 0 0 0 0

3511 2083 af AN1397.1 70.m14825 AO070233000013 0 -131 -45 ATGAGACACCAAACAGTTCAGTTGCAGGAGTCACAGACGT
CTGCCCTATATTACATCTGGGGTGAGACGGACATTCACCT
CCATTAA

ATGAGACACCAAACAGTTCAGTTGCAGGAGTCACA
GACGTCTGCCCTATATTACATCTGGGGTGAGACGG
ACATTCACCTCCATTAA

MRHQTVQLQESQTSALY
YIWGETDIHLH*

MRHQTVQLQESQT
SALYYIWGETDIHLH
*

CAGGAAGGGT CATTGACCAT 0 Q 0 0 0 0 0

3506 2083 an AN1397.1 70.m14825 AO070233000013 0 -228 -181 ATGCGGGGTGGATCTAAGCGCCTGAACCTTGCTTATAGC
GCTCTGTGA

ATGCGGGGTGGATCTAAGCGCCTGAACCTTGCT
TATAGCGCTCTGTGA

MRGGSKRLNLAYSAL* MRGGSKRLNLAYSAL* CGTTCAGAAA GACGGAAAAG 0 Q 0 0 0 0 0

3507 2083 an AN1397.1 70.m14825 AO070233000013 0 -109 -2 ATGAGAGCCCAGGTTACACTATTGAATCTCAGGAATCTAA
CAACTTCGAGCCACACCAGATACAAACGAGACATTTCAGG
TACAAACAACAGAAGCTACTTGCGCTAG

ATGAGAGCCCAGGTTACACTATTGAATCTCAGGA
ATCTAACAACTTCGAGCCACACCAGATACAAACG
AGACATTTCAGGTACAAACAACAGAAGCTACTTG
CGCTAG

MRAQVTLLNLRNLTTSSH
TRYKRDISGTNNRSYLR*

MRAQVTLLNLRNLTTSS
HTRYKRDISGTNNRSYL
R*

GCCATACTAT TATGGCCATC 0 Q 0 0 0 0 0

3513 2083 ao AN1397.1 70.m14825 AO070233000013 0 -132 -25 ATGTCTAACAGAACGGAAAGCTTCCTCCTTTGCGGCATGC
GAAGACTATTACATTTAAAGCCTCATGGACGTGTGGCATC
CTCTGTCCGCGACAAACCACGACAGTAG

ATGTCTAACAGAACGGAAAGCTTCCTCCTTT
GCGGCATGCGAAGACTATTACATTTAAAGC
CTCATGGACGTGTGGCATCCTCTGTCCGCG
ACAAACCACGACAGTAG

MSNRTESFLLCGMRRLL
HLKPHGRVASSVRDKPR
Q*

MSNRTESFLLCGMR
RLLHLKPHGRVASS
VRDKPRQ*

CTACTTTCCT AAGCAAAACT 0 Q 0 0 0 0 0

3514 2083 ao AN1397.1 70.m14825 AO070233000013 0 -96 -25 ATGCGAAGACTATTACATTTAAAGCCTCATGGACGTGTGG
CATCCTCTGTCCGCGACAAACCACGACAGTAG

ATGCGAAGACTATTACATTTAAAGCCTCATG
GACGTGTGGCATCCTCTGTCCGCGACAAAC
CACGACAGTAG

MRRLLHLKPHGRVASSV
RDKPRQ*

MRRLLHLKPHGRVA
SSVRDKPRQ*

CCTTTGCGGC AAGCAAAACT 0 Q 0 0 0 0 0

3522 2086 af AN3147.1 59.m08516 AO070256000043 0 -255 -151 ATGATGTCACTGATCACGTGCTGTCACGCCAGTCTGCACT
ATTTGTTTAGTTTGTTATGTTTTTACTGTTTGTCACTATGCT
CAGGGGTCGCCCGGCCCCGCTAA

ATGATGTCACTGATCACGTGCTGTCACGCCAGTCT
GCACTATTTGTTTAGTTTGTTATGTTTTTACTGTTTG
TCACTATGCTCAGGGGTCGCCCGGCCCCGCTAA

MMSLITCCHASLHYLFSL
LCFYCLSLCSGVARPR*

MMSLITCCHASLHY
LFSLLCFYCLSLCSG
VARPR*

TCAAGGGGCG TTGTGGCTTG 0 G FG01974.1 0 NCU07947.1 0 0

3523 2086 af AN3147.1 59.m08516 AO070256000043 0 -252 -151 ATGTCACTGATCACGTGCTGTCACGCCAGTCTGCACTATT
TGTTTAGTTTGTTATGTTTTTACTGTTTGTCACTATGCTCAG
GGGTCGCCCGGCCCCGCTAA

ATGTCACTGATCACGTGCTGTCACGCCAGTCTGCA
CTATTTGTTTAGTTTGTTATGTTTTTACTGTTTGTCA
CTATGCTCAGGGGTCGCCCGGCCCCGCTAA

MSLITCCHASLHYLFSLLC
FYCLSLCSGVARPR*

MSLITCCHASLHYLF
SLLCFYCLSLCSGV
ARPR*

AGGGGCGATG TTGTGGCTTG 0 G FG01974.1 0 NCU07947.1 0 0

3524 2086 af AN3147.1 59.m08516 AO070256000043 0 -199 -119 ATGTTTTTACTGTTTGTCACTATGCTCAGGGGTCGCCCGG
CCCCGCTAATTGTGGCTTGCGTGGACTGTTACTGGCGGT
GA

ATGTTTTTACTGTTTGTCACTATGCTCAGGGGTCGC
CCGGCCCCGCTAATTGTGGCTTGCGTGGACTGTTA
CTGGCGGTGA

MFLLFVTMLRGRPAPLIV
ACVDCYWR*

MFLLFVTMLRGRPA
PLIVACVDCYWR*

TTAGTTTGTT GTGACAGCTC 0 G FG01974.1 0 NCU07947.1 0 0

3525 2086 af AN3147.1 59.m08516 AO070256000043 0 -178 -119 ATGCTCAGGGGTCGCCCGGCCCCGCTAATTGTGGCTTGC
GTGGACTGTTACTGGCGGTGA

ATGCTCAGGGGTCGCCCGGCCCCGCTAATTGTGG
CTTGCGTGGACTGTTACTGGCGGTGA

MLRGRPAPLIVACVDCY
WR*

MLRGRPAPLIVACV
DCYWR*

GTTTGTCACT GTGACAGCTC 0 G FG01974.1 0 NCU07947.1 0 0

3515 2086 an AN3147.1 59.m08516 AO070256000043 0 -221 -108 ATGACGTCGTTGTATGTCGGTGGGAGATCCTGTTTGCGCT
GTTTGCGTATGCTAGTGTGTTTGCGTTGTTTGCGCGGCGG
CCCCGCCATGCTTCATGGTTGCGTGGCCTACTAG

ATGACGTCGTTGTATGTCGGTGGGAGATCCTGTT
TGCGCTGTTTGCGTATGCTAGTGTGTTTGCGTTG
TTTGCGCGGCGGCCCCGCCATGCTTCATGGTTG
CGTGGCCTACTAG

MTSLYVGGRSCLRCLRM
LVCLRCLRGGPAMLHGC
VAY*

MTSLYVGGRSCLRCLR
MLVCLRCLRGGPAMLH
GCVAY*

ACTTGAAGCT TGGCGGTGAA 0 G FG01974.1 0 NCU07947.1 0 0

3516 2086 an AN3147.1 59.m08516 AO070256000043 0 -208 -167 ATGTCGGTGGGAGATCCTGTTTGCGCTGTTTGCGTATGCT
AG

ATGTCGGTGGGAGATCCTGTTTGCGCTGTTTGC
GTATGCTAG

MSVGDPVCAVCVC* MSVGDPVCAVCVC* ACGTCGTTGT TGTGTTTGCG 0 G FG01974.1 0 NCU07947.1 0 0

3517 2086 an AN3147.1 59.m08516 AO070256000043 0 -173 -108 ATGCTAGTGTGTTTGCGTTGTTTGCGCGGCGGCCCCGCC
ATGCTTCATGGTTGCGTGGCCTACTAG

ATGCTAGTGTGTTTGCGTTGTTTGCGCGGCGGC
CCCGCCATGCTTCATGGTTGCGTGGCCTACTAG

MLVCLRCLRGGPAMLHG
CVAY*

MLVCLRCLRGGPAMLH
GCVAY*

CTGTTTGCGT TGGCGGTGAA 0 G FG01974.1 0 NCU07947.1 0 0

3518 2086 an AN3147.1 59.m08516 AO070256000043 0 -134 -108 ATGCTTCATGGTTGCGTGGCCTACTAG ATGCTTCATGGTTGCGTGGCCTACTAG MLHGCVAY* MLHGCVAY* CGGCCCCGCC TGGCGGTGAA 0 G FG01974.1 0 NCU07947.1 0 0

3519 2086 an AN3147.1 59.m08516 AO070256000043 0 -127 -83 ATGGTTGCGTGGCCTACTAGTGGCGGTGAAGCTGTTGAT
GAATGA

ATGGTTGCGTGGCCTACTAGTGGCGGTGAAGCT
GTTGATGAATGA

MVAWPTSGGEAVDE* MVAWPTSGGEAVDE* GCCATGCTTC CACCAAACAG 0 G FG01974.1 0 NCU07947.1 0 0

3520 2086 an AN3147.1 59.m08516 AO070256000043 0 -90 -37 ATGAATGACACCAAACAGCTCATACCCCTTACTTTTCTCCT
ATACACAATTTGA

ATGAATGACACCAAACAGCTCATACCCCTTACTTT
TCTCCTATACACAATTTGA

MNDTKQLIPLTFLLYTI* MNDTKQLIPLTFLLYTI* GAAGCTGTTG TTCTTTCAAG 0 G FG01974.1 0 NCU07947.1 0 0

3521 2086 an AN3147.1 59.m08516 AO070256000043 0 -86 -12 ATGACACCAAACAGCTCATACCCCTTACTTTTCTCCTATAC
ACAATTTGATTCTTTCAAGCGCTGCAGTTTATAG

ATGACACCAAACAGCTCATACCCCTTACTTTTCTC
CTATACACAATTTGATTCTTTCAAGCGCTGCAGTT
TATAG

MTPNSSYPLLFSYTQFDS
FKRCSL*

MTPNSSYPLLFSYTQFD
SFKRCSL*

CTGTTGATGA AACGATTCAT 0 G FG01974.1 0 NCU07947.1 0 0

3526 2086 ao AN3147.1 59.m08516 AO070256000043 0 -267 -121 ATGACGTCGTTGTTCTTCAGCTCTGGTCACACCGTTGCTTT
GTTTGTGCTGTTTGATTCGTTTGCAGATGTAAATCAGGGG
CCGTGGTCTGGACCCGCTGATTGGCCTGGCCGCTTGCGT
GGCATTGTCCCGCTAACGGCGGTGTGA

ATGACGTCGTTGTTCTTCAGCTCTGGTCACA
CCGTTGCTTTGTTTGTGCTGTTTGATTCGTTT
GCAGATGTAAATCAGGGGCCGTGGTCTGGA
CCCGCTGATTGGCCTGGCCGCTTGCGTGG
CATTGTCCCGCTAACGGCGGTGTGA

MTSLFFSSGHTVALFVLF
DSFADVNQGPWSGPAD
WPGRLRGIVPLTAV*

MTSLFFSSGHTVAL
FVLFDSFADVNQGP
WSGPADWPGRLR
GIVPLTAV*

ACTTCAGGCG CAGTTAAACA 0 G FG01974.1 0 NCU07947.1 0 0

3527 2089 an AN6651.1 62.m03251 AO070269000002 0 -89 -42 ATGAGCCTTGAGCGGTGCGTCAGTTGGAGGCTAACAAGA
CGAAGATAG

ATGAGCCTTGAGCGGTGCGTCAGTTGGAGGCTA
ACAAGACGAAGATAG

MSLERCVSWRLTRRR* MSLERCVSWRLTRRR* AGTTCAGTCG AGAATTTCAA 0 EJ 0 MG02572.1 0 YPL226W 0

3528 2091 af AN5157.1 54.m07060 AO070291000010 0 -142 -116 ATGAGCAAGATATCGATCAAACATTGA ATGAGCAAGATATCGATCAAACATTGA MSKISIKH* MSKISIKH* TGTACTCCGC TTTTCGGATA 0 R 0 0 0 0 0
3533 2094 af AN3119.1 59.m08617 AO070303000028 0 -238 -35 ATGGTGACTCATATCACTGCAGGTTCAAGCTCTCCCTTAAT

CAGTCTCAATGGCATCACCGGCTCAAGTCCGGCTGCGGA
GAAAGAAGAAAATCGCCTCGGACTTGATGCGAATGCGGA
GACCCCGCTAACACATCCAAATAAGTTGATGCGACAGCTC
TTCACACAGAGACCATGTTTCCTCCATTTTTTATTTCGCAAA
TAA

ATGGTGACTCATATCACTGCAGGTTCAAGCTCTCC
CTTAATCAGTCTCAATGGCATCACCGGCTCAAGTC
CGGCTGCGGAGAAAGAAGAAAATCGCCTCGGACT
TGATGCGAATGCGGAGACCCCGCTAACACATCCAA
ATAAGTTGATGCGACAGCTCTTCACACAGAGACCA
TGTTTCCTCCATTTTTTATTTCGCAAATAA

MVTHITAGSSSPLISLNGI
TGSSPAAEKEENRLGLD
ANAETPLTHPNKLMRQLF
TQRPCFLHFLFRK*

MVTHITAGSSSPLIS
LNGITGSSPAAEKEE
NRLGLDANAETPLT
HPNKLMRQLFTQRP
CFLHFLFRK*

TTTACAAGTG CTCGCCTTGA 0 MG 0 0 0 0 0

3534 2094 af AN3119.1 59.m08617 AO070303000028 0 -189 -109 ATGGCATCACCGGCTCAAGTCCGGCTGCGGAGAAAGAAG
AAAATCGCCTCGGACTTGATGCGAATGCGGAGACCCCGC
TAA

ATGGCATCACCGGCTCAAGTCCGGCTGCGGAGAA
AGAAGAAAATCGCCTCGGACTTGATGCGAATGCG
GAGACCCCGCTAA

MASPAQVRLRRKKKIASD
LMRMRRPR*

MASPAQVRLRRKKK
IASDLMRMRRPR*

ATCAGTCTCA CACATCCAAA 0 MG 0 0 0 0 0

3535 2094 af AN3119.1 59.m08617 AO070303000028 0 -132 -109 ATGCGAATGCGGAGACCCCGCTAA ATGCGAATGCGGAGACCCCGCTAA MRMRRPR* MRMRRPR* CTCGGACTTG CACATCCAAA 0 MG 0 0 0 0 0
3536 2094 af AN3119.1 59.m08617 AO070303000028 0 -126 -109 ATGCGGAGACCCCGCTAA ATGCGGAGACCCCGCTAA MRRPR* MRRPR* CTTGATGCGA CACATCCAAA 0 MG 0 0 0 0 0
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3537 2094 af AN3119.1 59.m08617 AO070303000028 0 -91 -35 ATGCGACAGCTCTTCACACAGAGACCATGTTTCCTCCATTT
TTTATTTCGCAAATAA

ATGCGACAGCTCTTCACACAGAGACCATGTTTCCT
CCATTTTTTATTTCGCAAATAA

MRQLFTQRPCFLHFLFR
K*

MRQLFTQRPCFLHF
LFRK*

AAATAAGTTG CTCGCCTTGA 0 MG 0 0 0 0 0

3529 2094 an AN3119.1 59.m08617 AO070303000028 0 -145 -116 ATGCGAATGTGGAGGCAATCCCCACTATAG ATGCGAATGTGGAGGCAATCCCCACTATAG MRMWRQSPL* MRMWRQSPL* TTCGGACTTG ACAGGACCAT 0 MG 0 0 0 0 0
3530 2094 an AN3119.1 59.m08617 AO070303000028 0 -139 -116 ATGTGGAGGCAATCCCCACTATAG ATGTGGAGGCAATCCCCACTATAG MWRQSPL* MWRQSPL* CTTGATGCGA ACAGGACCAT 0 MG 0 0 0 0 0
3531 2094 an AN3119.1 59.m08617 AO070303000028 0 -103 -53 ATGGGCATGTCAACCAGATTCTTTTTTAAGACCAAGACCC

CCAAGACCTGA
ATGGGCATGTCAACCAGATTCTTTTTTAAGACCAA
GACCCCCAAGACCTGA

MGMSTRFFFKTKTPKT* MGMSTRFFFKTKTPKT* AGGACCATAG GAAAGGCTGG 0 MG 0 0 0 0 0

3532 2094 an AN3119.1 59.m08617 AO070303000028 0 -97 -53 ATGTCAACCAGATTCTTTTTTAAGACCAAGACCCCCAAGAC
CTGA

ATGTCAACCAGATTCTTTTTTAAGACCAAGACCCC
CAAGACCTGA

MSTRFFFKTKTPKT* MSTRFFFKTKTPKT* ATAGATGGGC GAAAGGCTGG 0 MG 0 0 0 0 0

3538 2094 ao AN3119.1 59.m08617 AO070303000028 0 -94 -53 ATGATGATATTGCCCTATATGAACCAATTCGCTCGAACCTG
A

ATGATGATATTGCCCTATATGAACCAATTCG
CTCGAACCTGA

MMILPYMNQFART* MMILPYMNQFART* CCGAAGGCGA GTAAATACAT 0 MG 0 0 0 0 0

3539 2094 ao AN3119.1 59.m08617 AO070303000028 0 -91 -53 ATGATATTGCCCTATATGAACCAATTCGCTCGAACCTGA ATGATATTGCCCTATATGAACCAATTCGCTC
GAACCTGA

MILPYMNQFART* MILPYMNQFART* AAGGCGAATG GTAAATACAT 0 MG 0 0 0 0 0

3540 2094 ao AN3119.1 59.m08617 AO070303000028 0 -76 -53 ATGAACCAATTCGCTCGAACCTGA ATGAACCAATTCGCTCGAACCTGA MNQFART* MNQFART* ATTGCCCTAT GTAAATACAT 0 MG 0 0 0 0 0
3543 2098 af AN6669.1 62.m03302 AO070321000010 0 -274 -239 ATGGGGCCGACTGATCAGAGGGAAAGAGAAACGTGA ATGGGGCCGACTGATCAGAGGGAAAGAGAAACGT

GA
MGPTDQRERET* MGPTDQRERET* CCGGACCGGC GAGAAAGAGC 0 R 0 0 0 0 0

3541 2098 an AN6669.1 62.m03302 AO070321000010 0 -197 -144 ATGCAGGCCGCCGTCAGCTATAAATTGCGGTGCCCTCCC
GTCGTCTCCCTCTGA

ATGCAGGCCGCCGTCAGCTATAAATTGCGGTGC
CCTCCCGTCGTCTCCCTCTGA

MQAAVSYKLRCPPVVSL* MQAAVSYKLRCPPVVSL
*

TTTCAACCCC TGCTCACCTG 0 R 0 0 0 0 0

3542 2098 an AN6669.1 62.m03302 AO070321000010 0 -144 -73 ATGCTCACCTGCTCTCCATCCTCTCTCTCCGTCTCGAGTC
TCCTCCGCGCCTCTCCGCACCCCCGGCCTTGA

ATGCTCACCTGCTCTCCATCCTCTCTCTCCGTCT
CGAGTCTCCTCCGCGCCTCTCCGCACCCCCGGC
CTTGA

MLTCSPSSLSVSSLLRAS
PHPRP*

MLTCSPSSLSVSSLLRA
SPHPRP*

TCTCCCTCTG GCCCCACCGC 0 R 0 0 0 0 0

3544 2098 ao AN6669.1 62.m03302 AO070321000010 0 -219 -19 ATGCCGATTTGCAACTTTTGTAACACCGCCAGAGTTATAAA
AGCACATCCATTCCCCTGCTTCGCTTCGGTTCATTTCTCCC
GTTCGCCGTGTTCTCATTCACCCTCCTGTTCTTCCTTGTCG
ATCGCTGGACAGAGCATCTCTTTTCTCCTTTTCTCTTTCCC
ACACCCGTATATACCTACGAGCCCTGTGCTAGGTTGA

ATGCCGATTTGCAACTTTTGTAACACCGCCA
GAGTTATAAAAGCACATCCATTCCCCTGCTT
CGCTTCGGTTCATTTCTCCCGTTCGCCGTGT
TCTCATTCACCCTCCTGTTCTTCCTTGTCGA
TCGCTGGACAGAGCATCTCTTTTCTCCTTTT
CTCTTTCCCACACCCGTATATACCTACGAGC
CCTGTGCTAGGTTGA

MPICNFCNTARVIKAHPF
PCFASVHFSRSPCSHSP
SCSSLSIAGQSISFLLFSF
PHPYIPTSPVLG*

MPICNFCNTARVIKA
HPFPCFASVHFSRS
PCSHSPSCSSLSIA
GQSISFLLFSFPHPY
IPTSPVLG*

GTCCGGCTTT CGCAGCAGCT 0 R 0 0 0 0 0

3547 2101 af AN9446.1 59.m09152 AO070327000156 0 -89 -36 ATGGGTCACCAGTGTTCTTTTAAGCTTCTGCGGATAAGGA
CACTGAACTTGTAA

ATGGGTCACCAGTGTTCTTTTAAGCTTCTGCGGATA
AGGACACTGAACTTGTAA

MGHQCSFKLLRIRTLNL* MGHQCSFKLLRIRT
LNL*

TTACTCCGAG TCACTCCCCT 0 H 0 0 0 YDR531W 0

3545 2101 an AN9446.1 59.m09152 AO070327000156 0 -237 -220 ATGTTGTCCACTGACTAG ATGTTGTCCACTGACTAG MLSTD* MLSTD* TGTTCATTGA AGAGCAACAT 0 H 0 0 0 YDR531W 0
3546 2101 an AN9446.1 59.m09152 AO070327000156 0 -99 -67 ATGGTAAAAGAACATCAGCTCCTTCTCTTATAA ATGGTAAAAGAACATCAGCTCCTTCTCTTATAA MVKEHQLLLL* MVKEHQLLLL* CGATATCGAT CCTCCTTCTT 0 H 0 0 0 YDR531W 0

3548 2101 ao AN9446.1 59.m09152 AO070327000156 0 -115 -104 ATGTCACCCTGA ATGTCACCCTGA MSP* MSP* TTACTCCGAG ACCACCGCGG 0 H 0 0 0 YDR531W 0
3549 2102 af AN3101.1 59.m08643 AO070334000142 0 -82 -32 ATGAGTGCCACATTATCTTCCTGTGGAGTCGGATTTGCCC

AGGACAACTGA
ATGAGTGCCACATTATCTTCCTGTGGAGTCGGATTT
GCCCAGGACAACTGA

MSATLSSCGVGFAQDN* MSATLSSCGVGFAQ
DN*

CGTCCGAGAG GTATCTGTCC 0 T 0 0 0 0 0

3550 2102 ao AN3101.1 59.m08643 AO070334000142 0 -99 -49 ATGAGTGCCTCATTTGGCTCCTGTGGAGTTGGATTCGCCC
AGGAGAATTGA

ATGAGTGCCTCATTTGGCTCCTGTGGAGTT
GGATTCGCCCAGGAGAATTGA

MSASFGSCGVGFAQEN* MSASFGSCGVGFA
QEN*

CGTCCGAGAG TTATCTGACC 0 T 0 0 0 0 0

3551 2104 af AN1491.1 55.m02999 AO070334000203 0 -282 -265 ATGGAATTGTTGGTTTAA ATGGAATTGTTGGTTTAA MELLV* MELLV* CGTCTATAGA GACTACTTGT 0 OT FG02532.1 MG05682.1 NCU00157.1 0 0

3553 2107 af AN6697.1 65.m07286 AO070339000128 0 -301 -245 ATGTGCAATCGACCCTCTCCCATCCTTGTCTGCTTTCTAGA
TTTGCACCACATTTGA

ATGTGCAATCGACCCTCTCCCATCCTTGTCTGCTTT
CTAGATTTGCACCACATTTGA

MCNRPSPILVCFLDLHHI* MCNRPSPILVCFLDL
HHI*

ACGTTGAGGT ATTGTGGCAC 0  FG01351.1 0 NCU02668.1 0 0

3554 2107 af AN6697.1 65.m07286 AO070339000128 0 -182 -132 ATGAACTCTTGTGTATCTGTGCCAATGGCGCTTGTTGCATT
GAGTGGATGA

ATGAACTCTTGTGTATCTGTGCCAATGGCGCTTGTT
GCATTGAGTGGATGA

MNSCVSVPMALVALSG* MNSCVSVPMALVAL
SG*

AGAGAGAGCA CAATCTCAAT 0  FG01351.1 0 NCU02668.1 0 0

3555 2107 af AN6697.1 65.m07286 AO070339000128 0 -158 -132 ATGGCGCTTGTTGCATTGAGTGGATGA ATGGCGCTTGTTGCATTGAGTGGATGA MALVALSG* MALVALSG* ATCTGTGCCA CAATCTCAAT 0  FG01351.1 0 NCU02668.1 0 0

3556 2107 af AN6697.1 65.m07286 AO070339000128 0 -135 -58 ATGACAATCTCAATATGCAATGGATTGGATGCCTTACAATA
CAGTCCTGAACTCATTTTCTCTCGGAGCGTACGCTAA

ATGACAATCTCAATATGCAATGGATTGGATGCCTTA
CAATACAGTCCTGAACTCATTTTCTCTCGGAGCGTA
CGCTAA

MTISICNGLDALQYSPELI
FSRSVR*

MTISICNGLDALQYS
PELIFSRSVR*

CATTGAGTGG TTGGCATGAA 0  FG01351.1 0 NCU02668.1 0 0

3557 2107 af AN6697.1 65.m07286 AO070339000128 0 -121 -86 ATGCAATGGATTGGATGCCTTACAATACAGTCCTGA ATGCAATGGATTGGATGCCTTACAATACAGTCCTG
A

MQWIGCLTIQS* MQWIGCLTIQS* CAATCTCAAT ACTCATTTTC 0  FG01351.1 0 NCU02668.1 0 0

3558 2107 af AN6697.1 65.m07286 AO070339000128 0 -116 -6 ATGGATTGGATGCCTTACAATACAGTCCTGAACTCATTTTC
TCTCGGAGCGTACGCTAATTGGCATGAATATAAGATTACC
GACATTGTGAGCGCAGTATTAGGGACGTGA

ATGGATTGGATGCCTTACAATACAGTCCTGAACTCA
TTTTCTCTCGGAGCGTACGCTAATTGGCATGAATAT
AAGATTACCGACATTGTGAGCGCAGTATTAGGGAC
GTGA

MDWMPYNTVLNSFSLGA
YANWHEYKITDIVSAVLG
T*

MDWMPYNTVLNSF
SLGAYANWHEYKIT
DIVSAVLGT*

TCAATATGCA ACACAATGAA 0  FG01351.1 0 NCU02668.1 0 0

3559 2107 af AN6697.1 65.m07286 AO070339000128 0 -107 -6 ATGCCTTACAATACAGTCCTGAACTCATTTTCTCTCGGAGC
GTACGCTAATTGGCATGAATATAAGATTACCGACATTGTGA
GCGCAGTATTAGGGACGTGA

ATGCCTTACAATACAGTCCTGAACTCATTTTCTCTC
GGAGCGTACGCTAATTGGCATGAATATAAGATTAC
CGACATTGTGAGCGCAGTATTAGGGACGTGA

MPYNTVLNSFSLGAYAN
WHEYKITDIVSAVLGT*

MPYNTVLNSFSLGA
YANWHEYKITDIVSA
VLGT*

AATGGATTGG ACACAATGAA 0  FG01351.1 0 NCU02668.1 0 0

3552 2107 an AN6697.1 65.m07286 AO070339000128 0 -236 -99 ATGTACGTCAATCTTTTCCAGATTCCAGTAATATATCCTCG
TGCATTTTTGTCCACTGAGTCGCTGGTTCTAGCGGCTGCC
GACACTCGACTCCACACCCATTTGTGTTCCCCCCCTGGAC
CATCGCAAGCACATTGA

ATGTACGTCAATCTTTTCCAGATTCCAGTAATATA
TCCTCGTGCATTTTTGTCCACTGAGTCGCTGGTT
CTAGCGGCTGCCGACACTCGACTCCACACCCAT
TTGTGTTCCCCCCCTGGACCATCGCAAGCACATT
GA

MYVNLFQIPVIYPRAFLST
ESLVLAAADTRLHTHLCS
PPGPSQAH*

MYVNLFQIPVIYPRAFLS
TESLVLAAADTRLHTHL
CSPPGPSQAH*

CCGTCAATCG CCTGCGGGTG 0  FG01351.1 0 NCU02668.1 0 0

3561 2107 ao AN6697.1 65.m07286 AO070339000128 0 -326 -192 ATGTATGTATCCTCGTTCCGAGAAAATGATGGACACTCCC
TCCAAATTGCACCTCGCCTGGACTCCAGTCATAGTTCACC
GAGGTGTTCGGAGCGTTGGGTGACCATCGGCTATGCTAC
CCATGTCGCATGTTGA

ATGTATGTATCCTCGTTCCGAGAAAATGATG
GACACTCCCTCCAAATTGCACCTCGCCTGG
ACTCCAGTCATAGTTCACCGAGGTGTTCGG
AGCGTTGGGTGACCATCGGCTATGCTACCC
ATGTCGCATGTTGA

MYVSSFRENDGHSLQIAP
RLDSSHSSPRCSERWVT
IGYATHVAC*

MYVSSFRENDGHSL
QIAPRLDSSHSSPR
CSERWVTIGYATHV
AC*

TGCGACGTCG ACTGTTGCCG 0  FG01351.1 0 NCU02668.1 0 0

3562 2107 ao AN6697.1 65.m07286 AO070339000128 0 -322 -224 ATGTATCCTCGTTCCGAGAAAATGATGGACACTCCCTCCA
AATTGCACCTCGCCTGGACTCCAGTCATAGTTCACCGAGG
TGTTCGGAGCGTTGGGTGA

ATGTATCCTCGTTCCGAGAAAATGATGGACA
CTCCCTCCAAATTGCACCTCGCCTGGACTC
CAGTCATAGTTCACCGAGGTGTTCGGAGCG
TTGGGTGA

MYPRSEKMMDTPSKLHL
AWTPVIVHRGVRSVG*

MYPRSEKMMDTPS
KLHLAWTPVIVHRG
VRSVG*

ACGTCGATGT CCATCGGCTA 0  FG01351.1 0 NCU02668.1 0 0

3563 2107 ao AN6697.1 65.m07286 AO070339000128 0 -301 -224 ATGATGGACACTCCCTCCAAATTGCACCTCGCCTGGACTC
CAGTCATAGTTCACCGAGGTGTTCGGAGCGTTGGGTGA

ATGATGGACACTCCCTCCAAATTGCACCTC
GCCTGGACTCCAGTCATAGTTCACCGAGGT
GTTCGGAGCGTTGGGTGA

MMDTPSKLHLAWTPVIVH
RGVRSVG*

MMDTPSKLHLAWT
PVIVHRGVRSVG*

TTCCGAGAAA CCATCGGCTA 0  FG01351.1 0 NCU02668.1 0 0

3564 2107 ao AN6697.1 65.m07286 AO070339000128 0 -298 -224 ATGGACACTCCCTCCAAATTGCACCTCGCCTGGACTCCAG
TCATAGTTCACCGAGGTGTTCGGAGCGTTGGGTGA

ATGGACACTCCCTCCAAATTGCACCTCGCC
TGGACTCCAGTCATAGTTCACCGAGGTGTT
CGGAGCGTTGGGTGA

MDTPSKLHLAWTPVIVHR
GVRSVG*

MDTPSKLHLAWTPV
IVHRGVRSVG*

CGAGAAAATG CCATCGGCTA 0  FG01351.1 0 NCU02668.1 0 0

3565 2107 ao AN6697.1 65.m07286 AO070339000128 0 -214 -137 ATGCTACCCATGTCGCATGTTGAACTGTTGCCGCCAGTAA
CGTTTCCATATTGTGCCGCAGCATGCGTGGATCAGTAA

ATGCTACCCATGTCGCATGTTGAACTGTTGC
CGCCAGTAACGTTTCCATATTGTGCCGCAG
CATGCGTGGATCAGTAA

MLPMSHVELLPPVTFPYC
AAACVDQ*

MLPMSHVELLPPVT
FPYCAAACVDQ*

ACCATCGGCT CATGGCGCGC 0  FG01351.1 0 NCU02668.1 0 0

3566 2107 ao AN6697.1 65.m07286 AO070339000128 0 -205 -137 ATGTCGCATGTTGAACTGTTGCCGCCAGTAACGTTTCCAT
ATTGTGCCGCAGCATGCGTGGATCAGTAA

ATGTCGCATGTTGAACTGTTGCCGCCAGTA
ACGTTTCCATATTGTGCCGCAGCATGCGTG
GATCAGTAA

MSHVELLPPVTFPYCAAA
CVDQ*

MSHVELLPPVTFPY
CAAACVDQ*

TATGCTACCC CATGGCGCGC 0  FG01351.1 0 NCU02668.1 0 0

3567 2107 ao AN6697.1 65.m07286 AO070339000128 0 -198 -175 ATGTTGAACTGTTGCCGCCAGTAA ATGTTGAACTGTTGCCGCCAGTAA MLNCCRQ* MLNCCRQ* CCCATGTCGC CGTTTCCATA 0  FG01351.1 0 NCU02668.1 0 0

3568 2107 ao AN6697.1 65.m07286 AO070339000128 0 -152 -102 ATGCGTGGATCAGTAACATGGCGCGCAATCTGTTCACATG
TGACTCCATAG

ATGCGTGGATCAGTAACATGGCGCGCAATC
TGTTCACATGTGACTCCATAG

MRGSVTWRAICSHVTP* MRGSVTWRAICSHV
TP*

GTGCCGCAGC CCATATCCTC 0  FG01351.1 0 NCU02668.1 0 0

3569 2107 ao AN6697.1 65.m07286 AO070339000128 0 -135 -73 ATGGCGCGCAATCTGTTCACATGTGACTCCATAGCCATAT
CCTCATGGATATACGCAAGCTAA

ATGGCGCGCAATCTGTTCACATGTGACTCC
ATAGCCATATCCTCATGGATATACGCAAGCT
AA

MARNLFTCDSIAISSWIYA
S*

MARNLFTCDSIAISS
WIYAS*

GATCAGTAAC CTGGTATTTT 0  FG01351.1 0 NCU02668.1 0 0

3570 2107 ao AN6697.1 65.m07286 AO070339000128 0 -91 -56 ATGGATATACGCAAGCTAACTGGTATTTTGCATTGA ATGGATATACGCAAGCTAACTGGTATTTTGC
ATTGA

MDIRKLTGILH* MDIRKLTGILH* CCATATCCTC TATAGCCATA 0  FG01351.1 0 NCU02668.1 0 0

3571 2108 ao AN6010.1 72.m19133 AO070340000269 0 -185 -156 ATGTTTCCTTCTCCCCCGGAAAAGACTTGA ATGTTTCCTTCTCCCCCGGAAAAGACTTGA MFPSPPEKT* MFPSPPEKT* CCTTCTTTTT AAACCATCAT 0 O 0 MG04191.1 NCU08693.1 0 0

3573 2110 af AN2153.1 72.m19688 AO070343000202 0 -259 -158 ATGAGGGAAGAGCATGAGGAGAAAAACAGAAAAAAAAATA
GTCGAGTGGGAAAAAGTGCGATCCACCAGCGGACGAAGA
CAAACAGTGCAAACATCCTATGA

ATGAGGGAAGAGCATGAGGAGAAAAACAGAAAAAA
AAATAGTCGAGTGGGAAAAAGTGCGATCCACCAGC
GGACGAAGACAAACAGTGCAAACATCCTATGA

MREEHEEKNRKKNSRVG
KSAIHQRTKTNSANIL*

MREEHEEKNRKKN
SRVGKSAIHQRTKT
NSANIL*

CAGGGAGAAG AATCGCAGAT 0 J 0 MG07084.1 NCU08026.1 0 0

3574 2110 af AN2153.1 72.m19688 AO070343000202 0 -246 -88 ATGAGGAGAAAAACAGAAAAAAAAATAGTCGAGTGGGAAA
AAGTGCGATCCACCAGCGGACGAAGACAAACAGTGCAAA
CATCCTATGAAATCGCAGATTTCCGTTTCTGGACTGGGAA
AGAAAGTCGCTGGGAGGTTACTTGTCTGGATTTGTGTTAA

ATGAGGAGAAAAACAGAAAAAAAAATAGTCGAGTG
GGAAAAAGTGCGATCCACCAGCGGACGAAGACAA
ACAGTGCAAACATCCTATGAAATCGCAGATTTCCGT
TTCTGGACTGGGAAAGAAAGTCGCTGGGAGGTTA
CTTGTCTGGATTTGTGTTAA

MRRKTEKKIVEWEKVRS
TSGRRQTVQTSYEIADFR
FWTGKESRWEVTCLDLC
*

MRRKTEKKIVEWEK
VRSTSGRRQTVQTS
YEIADFRFWTGKES
RWEVTCLDLC*

AGGGAAGAGC AGAAGCATTG 0 J 0 MG07084.1 NCU08026.1 0 0

3572 2110 an AN2153.1 72.m19688 AO070343000202 0 -136 -11 ATGGCAAACGGTGCAAACAGCCTCAAAATTGGAGATTCCG
CTTCGAGTGGACTGCTTCGACAGCTCGGTCAACTTAATTA
TTCTCATACGATCGCTATCGGTCGCTCAAGGAACTGCGGG
TGCTGA

ATGGCAAACGGTGCAAACAGCCTCAAAATTGGA
GATTCCGCTTCGAGTGGACTGCTTCGACAGCTC
GGTCAACTTAATTATTCTCATACGATCGCTATCGG
TCGCTCAAGGAACTGCGGGTGCTGA

MANGANSLKIGDSASSG
LLRQLGQLNYSHTIAIGRS
RNCGC*

MANGANSLKIGDSASSG
LLRQLGQLNYSHTIAIGR
SRNCGC*

GACTCCACAC GACATGTGTA 0 J 0 MG07084.1 NCU08026.1 0 0

3576 2111 an AN7437.1 57.m05908 AO070229000007 0 -217 -68 ATGGGTATCTCCTCTCGTATATTCAAGTTAAAAGCTTGCAG
AAGCATGTCTTGTCAAGTGATTTTCATCAGTATTCACGATC
CTCCCGTGTCATACACTAATATCATCTTCTACTTACAGCGA
ATATGCATTGAGAGTAGACTGGAATAA

ATGGGTATCTCCTCTCGTATATTCAAGTTAAAAGC
TTGCAGAAGCATGTCTTGTCAAGTGATTTTCATCA
GTATTCACGATCCTCCCGTGTCATACACTAATATC
ATCTTCTACTTACAGCGAATATGCATTGAGAGTA
GACTGGAATAA

MGISSRIFKLKACRSMSC
QVIFISIHDPPVSYTNIIFYL
QRICIESRLE*

MGISSRIFKLKACRSMS
CQVIFISIHDPPVSYTNIIF
YLQRICIESRLE*

CCATATTGAT GAAAAGCGCC 0 R 0 0 NCU07504.1 0 0

3577 2111 an AN7437.1 57.m05908 AO070229000007 0 -172 -68 ATGTCTTGTCAAGTGATTTTCATCAGTATTCACGATCCTCC
CGTGTCATACACTAATATCATCTTCTACTTACAGCGAATAT
GCATTGAGAGTAGACTGGAATAA

ATGTCTTGTCAAGTGATTTTCATCAGTATTCACGA
TCCTCCCGTGTCATACACTAATATCATCTTCTACT
TACAGCGAATATGCATTGAGAGTAGACTGGAATA
A

MSCQVIFISIHDPPVSYTN
IIFYLQRICIESRLE*

MSCQVIFISIHDPPVSYT
NIIFYLQRICIESRLE*

TTGCAGAAGC GAAAAGCGCC 0 R 0 0 NCU07504.1 0 0

99
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3579 2111 ao AN7437.1 57.m05908 AO070229000007 0 -222 -103 ATGTCTCATCAAGGCATACCTCCTCGTCCATGGCTTTTTCT
CACCCTCTCAGTCTGCCTTCTGCTTATTGTACTATATCGCT
TCACCCCCCCCCCCCCCCCCCCCTCCCTCCCCGGGTGA

ATGTCTCATCAAGGCATACCTCCTCGTCCAT
GGCTTTTTCTCACCCTCTCAGTCTGCCTTCT
GCTTATTGTACTATATCGCTTCACCCCCCCC
CCCCCCCCCCCCTCCCTCCCCGGGTGA

MSHQGIPPRPWLFLTLSV
CLLLIVLYRFTPPPPPPSL
PG*

MSHQGIPPRPWLFL
TLSVCLLLIVLYRFTP
PPPPPSLPG*

ACTTCAAGGT TTGGAAAGGT 0 R 0 0 NCU07504.1 0 0

3580 2111 ao AN7437.1 57.m05908 AO070229000007 0 -193 -77 ATGGCTTTTTCTCACCCTCTCAGTCTGCCTTCTGCTTATTG
TACTATATCGCTTCACCCCCCCCCCCCCCCCCCCCTCCCT
CCCCGGGTGATTGGAAAGGTGCAGAAGAGCGATTAA

ATGGCTTTTTCTCACCCTCTCAGTCTGCCTT
CTGCTTATTGTACTATATCGCTTCACCCCCC
CCCCCCCCCCCCCCTCCCTCCCCGGGTGA
TTGGAAAGGTGCAGAAGAGCGATTAA

MAFSHPLSLPSAYCTISL
HPPPPPPLPPRVIGKVQK
SD*

MAFSHPLSLPSAYC
TISLHPPPPPPLPPR
VIGKVQKSD*

CTCCTCGTCC CCGGAAACCA 0 R 0 0 NCU07504.1 0 0

3581 2112 an AN5820.1 72.m18947 AO070260000026 0 -213 -133 ATGGCGACAAAATGGCGAGACTTAAGCGGGCGGCTATCC
TCGGCGAGGGGCATTCTGCTGGTTGCGTACATTGAGTTTT
GA

ATGGCGACAAAATGGCGAGACTTAAGCGGGCGG
CTATCCTCGGCGAGGGGCATTCTGCTGGTTGCG
TACATTGAGTTTTGA

MATKWRDLSGRLSSARG
ILLVAYIEF*

MATKWRDLSGRLSSAR
GILLVAYIEF*

GCAACATCAG ACTTTTGTCT 0 E 0 0 0 0 0

3582 2112 an AN5820.1 72.m18947 AO070260000026 0 -202 -140 ATGGCGAGACTTAAGCGGGCGGCTATCCTCGGCGAGGG
GCATTCTGCTGGTTGCGTACATTGA

ATGGCGAGACTTAAGCGGGCGGCTATCCTCGGC
GAGGGGCATTCTGCTGGTTGCGTACATTGA

MARLKRAAILGEGHSAG
CVH*

MARLKRAAILGEGHSAG
CVH*

TGGCGACAAA GTTTTGAACT 0 E 0 0 0 0 0

3583 2112 ao AN5820.1 72.m18947 AO070260000026 0 -228 -37 ATGAGAAGAACCACTACGTTCTTCAAATGTGGCGGCAACG
GTTACCTTCGGGTGGGGTGTGTAACATCTTACGAGATTTT
TTTCCTTTTCCTTGTTGAACCTTTCCCTCATTTTAACGCTTC
TTTCCCTTTCCCTTTTTACCCTCCTTTACTTTCTTTTCCTTCT
TGTTTTCTCCCTTTCTCTCTGGCTTGA

ATGAGAAGAACCACTACGTTCTTCAAATGTG
GCGGCAACGGTTACCTTCGGGTGGGGTGT
GTAACATCTTACGAGATTTTTTTCCTTTTCCT
TGTTGAACCTTTCCCTCATTTTAACGCTTCTT
TCCCTTTCCCTTTTTACCCTCCTTTACTTTCT
TTTCCTTCTTGTTTTCTCCCTTTCTCTCTGGC
TTGA

MRRTTTFFKCGGNGYLR
VGCVTSYEIFFLFLVEPFP
HFNASFPFPFYPPLLSFP
SCFLPFSLA*

MRRTTTFFKCGGN
GYLRVGCVTSYEIFF
LFLVEPFPHFNASFP
FPFYPPLLSFPSCFL
PFSLA*

AGCATATCAT ATTCGTTTGC 0 E 0 0 0 0 0

3584 2112 ao AN5820.1 72.m18947 AO070260000026 0 -202 -131 ATGTGGCGGCAACGGTTACCTTCGGGTGGGGTGTGTAAC
ATCTTACGAGATTTTTTTCCTTTTCCTTGTTGA

ATGTGGCGGCAACGGTTACCTTCGGGTGG
GGTGTGTAACATCTTACGAGATTTTTTTCCTT
TTCCTTGTTGA

MWRQRLPSGGVCNILRD
FFPFPC*

MWRQRLPSGGVCN
ILRDFFPFPC*

CGTTCTTCAA ACCTTTCCCT 0 E 0 0 0 0 0

3585 2113 af AN6655.1 62.m03451 AO070269000011 0 -240 -97 ATGCCCCGCGCCGGAGCTGTGTCACAGTATCGTGTCTCTT
CTTGGGGAGCTCGTCGACTCCTGACCGTCTTTTCCTCCGT
ACATTCTCGAGTGCTCAGTTGCCTCATAGATTGCCTGTCTT
TTCTTGGACTTTTAATCTCATAG

ATGCCCCGCGCCGGAGCTGTGTCACAGTATCGTG
TCTCTTCTTGGGGAGCTCGTCGACTCCTGACCGTC
TTTTCCTCCGTACATTCTCGAGTGCTCAGTTGCCTC
ATAGATTGCCTGTCTTTTCTTGGACTTTTAATCTCAT
AG

MPRAGAVSQYRVSSWG
ARRLLTVFSSVHSRVLSC
LIDCLSFLGLLIS*

MPRAGAVSQYRVS
SWGARRLLTVFSSV
HSRVLSCLIDCLSFL
GLLIS*

TTCGATCCAC GAAGCCGTTT 0 IQR FG00177.1 0 0 0 0

3586 2113 ao AN6655.1 62.m03451 AO070269000011 0 -80 -30 ATGACATCATCCAGAAGTCCGATGTCCCCGCCGAGGATAA
CTACTCACTGA

ATGACATCATCCAGAAGTCCGATGTCCCCG
CCGAGGATAACTACTCACTGA

MTSSRSPMSPPRITTH* MTSSRSPMSPPRIT
TH*

CAGTCTGCTT GAATCGCTTG 0 IQR FG00177.1 0 0 0 0

3588 2115 af AN5110.1 54.m07050 AO070291000069 0 -225 -157 ATGCTGCTTGTCATTTCCACTGAACATTTTAGCATTAGCTTT
TTTCAGACATCGAAGATTTTAAAGTGA

ATGCTGCTTGTCATTTCCACTGAACATTTTAGCATT
AGCTTTTTTCAGACATCGAAGATTTTAAAGTGA

MLLVISTEHFSISFFQTSKI
LK*

MLLVISTEHFSISFF
QTSKILK*

TGCAGTAATC TCGCATCATA 0 S FG05197.1 0 NCU01758.1 0 0

3592 2116 af AN2045.1 58.m07633 AO070292000012 0 -194 -87 ATGTTGCTCTTTTTCACTGATTTCAAACATTCAACATCTGTC
AAGCAACTTTGCCTTGGCCATGCTGCATCACGACCGCCTG
ATGCTGCCTTGTCGTTTCGTTATTGA

ATGTTGCTCTTTTTCACTGATTTCAAACATTCAACAT
CTGTCAAGCAACTTTGCCTTGGCCATGCTGCATCA
CGACCGCCTGATGCTGCCTTGTCGTTTCGTTATTG
A

MLLFFTDFKHSTSVKQLC
LGHAASRPPDAALSFRY*

MLLFFTDFKHSTSV
KQLCLGHAASRPPD
AALSFRY*

TAACATCCGA CTAAACTCCA 0 G 0 0 0 0 0

3593 2116 af AN2045.1 58.m07633 AO070292000012 0 -133 -83 ATGCTGCATCACGACCGCCTGATGCTGCCTTGTCGTTTCG
TTATTGACTAA

ATGCTGCATCACGACCGCCTGATGCTGCCTTGTCG
TTTCGTTATTGACTAA

MLHHDRLMLPCRFVID* MLHHDRLMLPCRFV
ID*

TGCCTTGGCC ACTCCAGCTT 0 G 0 0 0 0 0

3594 2116 af AN2045.1 58.m07633 AO070292000012 0 -112 -83 ATGCTGCCTTGTCGTTTCGTTATTGACTAA ATGCTGCCTTGTCGTTTCGTTATTGACTAA MLPCRFVID* MLPCRFVID* CGACCGCCTG ACTCCAGCTT 0 G 0 0 0 0 0
3589 2116 an AN2045.1 58.m07633 AO070292000012 0 -209 -93 ATGAAGTTTCACTTGCAACCTGGGAATTCTTTCTTCTCACA

AATTTCCAACCGAACCAAGGTTGAAACTGCGCTGGCATTA
GCATGCCGCAGTACGCTCGTTCATGTTGCTGATTGA

ATGAAGTTTCACTTGCAACCTGGGAATTCTTTCTT
CTCACAAATTTCCAACCGAACCAAGGTTGAAACT
GCGCTGGCATTAGCATGCCGCAGTACGCTCGTT
CATGTTGCTGATTGA

MKFHLQPGNSFFSQISN
RTKVETALALACRSTLVH
VAD*

MKFHLQPGNSFFSQISN
RTKVETALALACRSTLV
HVAD*

GACTTCCCAG TCAAGAATTG 0 G 0 0 0 0 0

3590 2116 an AN2045.1 58.m07633 AO070292000012 0 -126 -97 ATGCCGCAGTACGCTCGTTCATGTTGCTGA ATGCCGCAGTACGCTCGTTCATGTTGCTGA MPQYARSCC* MPQYARSCC* TGGCATTAGC TTGATCAAGA 0 G 0 0 0 0 0
3591 2116 an AN2045.1 58.m07633 AO070292000012 0 -106 -35 ATGTTGCTGATTGATCAAGAATTGATCTGGCTCAAGCTGTA

CACAGCTATCCCTTCCTTTCAATGCAATTGA
ATGTTGCTGATTGATCAAGAATTGATCTGGCTCA
AGCTGTACACAGCTATCCCTTCCTTTCAATGCAAT
TGA

MLLIDQELIWLKLYTAIPS
FQCN*

MLLIDQELIWLKLYTAIPS
FQCN*

ACGCTCGTTC CGTCTATAAT 0 G 0 0 0 0 0

3595 2116 ao AN2045.1 58.m07633 AO070292000012 0 -241 -41 ATGGATGCTCCAGGCTTTTCTCTTCCTGACTTGGATAATTT
GGATCTCTTCTTTCCTCTCCACAGCATTAGATGTGCTATTC
TAACCTCTGAGCATGTTGTATTTACATTCCTTAATGTTGTTT
CTTTCTTTTTCGACCTAATCTTGAGCTCCAAAGAGCTCATT
AGCATTCCTTCGTCCACTGTCCTTCCAGTTTTCTAA

ATGGATGCTCCAGGCTTTTCTCTTCCTGACT
TGGATAATTTGGATCTCTTCTTTCCTCTCCAC
AGCATTAGATGTGCTATTCTAACCTCTGAGC
ATGTTGTATTTACATTCCTTAATGTTGTTTCT
TTCTTTTTCGACCTAATCTTGAGCTCCAAAG
AGCTCATTAGCATTCCTTCGTCCACTGTCCT
TCCAGTTTTCTAA

MDAPGFSLPDLDNLDLFF
PLHSIRCAILTSEHVVFTF
LNVVSFFFDLILSSKELISI
PSSTVLPVF*

MDAPGFSLPDLDNL
DLFFPLHSIRCAILTS
EHVVFTFLNVVSFFF
DLILSSKELISIPSST
VLPVF*

TCCCCCCTTG TCAAGACCAC 0 G 0 0 0 0 0

3596 2116 ao AN2045.1 58.m07633 AO070292000012 0 -237 -157 ATGCTCCAGGCTTTTCTCTTCCTGACTTGGATAATTTGGAT
CTCTTCTTTCCTCTCCACAGCATTAGATGTGCTATTCTAA

ATGCTCCAGGCTTTTCTCTTCCTGACTTGGA
TAATTTGGATCTCTTCTTTCCTCTCCACAGCA
TTAGATGTGCTATTCTAA

MLQAFLFLTWIIWISSFLS
TALDVLF*

MLQAFLFLTWIIWIS
SFLSTALDVLF*

CCCTTGATGG CCTCTGAGCA 0 G 0 0 0 0 0

3597 2116 ao AN2045.1 58.m07633 AO070292000012 0 -170 -150 ATGTGCTATTCTAACCTCTGA ATGTGCTATTCTAACCTCTGA MCYSNL* MCYSNL* ACAGCATTAG GCATGTTGTA 0 G 0 0 0 0 0
3598 2116 ao AN2045.1 58.m07633 AO070292000012 0 -147 -100 ATGTTGTATTTACATTCCTTAATGTTGTTTCTTTCTTTTTCGA

CCTAA
ATGTTGTATTTACATTCCTTAATGTTGTTTCT
TTCTTTTTCGACCTAA

MLYLHSLMLFLSFST* MLYLHSLMLFLSFST
*

ACCTCTGAGC TCTTGAGCTC 0 G 0 0 0 0 0

3599 2116 ao AN2045.1 58.m07633 AO070292000012 0 -126 -100 ATGTTGTTTCTTTCTTTTTCGACCTAA ATGTTGTTTCTTTCTTTTTCGACCTAA MLFLSFST* MLFLSFST* ACATTCCTTA TCTTGAGCTC 0 G 0 0 0 0 0
3601 2118 af AN2529.1 59.m08450 AO070300000122 0 -247 -122 ATGATTCAAATTTGTATATATTTGTATCCATCGTGCCAGAG

GCCTTGCCGTGCTCTACGAACTCTCAAGACTCATCATTGT
TCTTTATCATCCCAGTGCTCTGCTAGCTATATAGGAAGGTC
GTAA

ATGATTCAAATTTGTATATATTTGTATCCATCGTGCC
AGAGGCCTTGCCGTGCTCTACGAACTCTCAAGACT
CATCATTGTTCTTTATCATCCCAGTGCTCTGCTAGC
TATATAGGAAGGTCGTAA

MIQICIYLYPSCQRPCRAL
RTLKTHHCSLSSQCSASY
IGRS*

MIQICIYLYPSCQRP
CRALRTLKTHHCSL
SSQCSASYIGRS*

TCCATTTTCT AAGTTGCCGA 0 I FG09979.1 MG07309.1 0 0 0

3600 2118 an AN2529.1 59.m08450 AO070300000122 0 -241 -179 ATGCGATCAAATATTATTCTCGTGCTATATTTAGGGTTCTAT
TGCGAGCGAGATATAGTCTAA

ATGCGATCAAATATTATTCTCGTGCTATATTTAGG
GTTCTATTGCGAGCGAGATATAGTCTAA

MRSNIILVLYLGFYCERDI
V*

MRSNIILVLYLGFYCERD
IV*

CTGGCTGTTA CCCATTTCCT 0 I FG09979.1 MG07309.1 0 0 0

3605 2119 af AN9339.1 52.m03838 AO070315000069 0 -125 -114 ATGGATATATAA ATGGATATATAA MDI* MDI* AGTGGGTTTG ACCAGCCTCT 0 P FG06733.1 MG06442.1 0 0 0
3606 2119 af AN9339.1 52.m03838 AO070315000069 0 -73 -17 ATGATCAAGCACAAGCCCAAATTGGACGCGCTTCCTTTCC

AATCTGTCACCGCATAA
ATGATCAAGCACAAGCCCAAATTGGACGCGCTTCC
TTTCCAATCTGTCACCGCATAA

MIKHKPKLDALPFQSVTA* MIKHKPKLDALPFQ
SVTA*

GATCCCCTTG CGGAGACTTA 0 P FG06733.1 MG06442.1 0 0 0

3602 2119 an AN9339.1 52.m03838 AO070315000069 0 -201 -106 ATGGAAAGATGGGAGGCCGTATTGTGTTCCTGCAGAGAC
GATCGTCCTGTTGCCTCGCTTGGTATAAATACACCCGTGT
GGCCTGTCCTACGCTAG

ATGGAAAGATGGGAGGCCGTATTGTGTTCCTGC
AGAGACGATCGTCCTGTTGCCTCGCTTGGTATAA
ATACACCCGTGTGGCCTGTCCTACGCTAG

MERWEAVLCSCRDDRP
VASLGINTPVWPVLR*

MERWEAVLCSCRDDRP
VASLGINTPVWPVLR*

CATCAATGTG GAATGCAGCG 0 P FG06733.1 MG06442.1 0 0 0

3603 2119 an AN9339.1 52.m03838 AO070315000069 0 -193 -41 ATGGGAGGCCGTATTGTGTTCCTGCAGAGACGATCGTCCT
GTTGCCTCGCTTGGTATAAATACACCCGTGTGGCCTGTCC
TACGCTAGGAATGCAGCGCCCTTTACCCGACCTCAAGCC
CGACCTCCTCTGCATTCCTATCCCTCTTTCCTAA

ATGGGAGGCCGTATTGTGTTCCTGCAGAGACGA
TCGTCCTGTTGCCTCGCTTGGTATAAATACACCC
GTGTGGCCTGTCCTACGCTAGGAATGCAGCGCC
CTTTACCCGACCTCAAGCCCGACCTCCTCTGCAT
TCCTATCCCTCTTTCCTAA

MGGRIVFLQRRSSCCLA
WYKYTRVACPTLGMQRP
LPDLKPDLLCIPIPLS*

MGGRIVFLQRRSSCCLA
WYKYTRVACPTLGMQR
PLPDLKPDLLCIPIPLS*

TGATGGAAAG AAACCACCAA 0 P FG06733.1 MG06442.1 0 0 0

3604 2119 an AN9339.1 52.m03838 AO070315000069 0 -103 -41 ATGCAGCGCCCTTTACCCGACCTCAAGCCCGACCTCCTCT
GCATTCCTATCCCTCTTTCCTAA

ATGCAGCGCCCTTTACCCGACCTCAAGCCCGAC
CTCCTCTGCATTCCTATCCCTCTTTCCTAA

MQRPLPDLKPDLLCIPIPL
S*

MQRPLPDLKPDLLCIPIP
LS*

TACGCTAGGA AAACCACCAA 0 P FG06733.1 MG06442.1 0 0 0

3607 2119 ao AN9339.1 52.m03838 AO070315000069 0 -238 -218 ATGAATTCCTTGGCTGCTTAA ATGAATTCCTTGGCTGCTTAA MNSLAA* MNSLAA* TGGGATGCGA TTAAACGATC 0 P FG06733.1 MG06442.1 0 0 0
3616 2126 af AN1177.1 70.m15040 AO070331000173 0 -209 -180 ATGAATGCAAGGCAGGTGAGGGGAGCTTAA ATGAATGCAAGGCAGGTGAGGGGAGCTTAA MNARQVRGA* MNARQVRGA* AATTGCACCG TTGAGTCAAA 0 U 0 MG06860.1 0 0 0
3617 2126 af AN1177.1 70.m15040 AO070331000173 0 -205 -191 ATGCAAGGCAGGTGA ATGCAAGGCAGGTGA MQGR* MQGR* GCACCGATGA GGGGAGCTTA 0 U 0 MG06860.1 0 0 0
3618 2126 af AN1177.1 70.m15040 AO070331000173 0 -102 -79 ATGCTAAACAACAACTTGTACTAA ATGCTAAACAACAACTTGTACTAA MLNNNLY* MLNNNLY* TCCCTCTCGA TCAACTCCCA 0 U 0 MG06860.1 0 0 0
3615 2126 an AN1177.1 70.m15040 AO070331000173 0 -225 -211 ATGATTCCCAGGTAG ATGATTCCCAGGTAG MIPR* MIPR* ATTTGCGCTG GCGAGGGGGG 0 U 0 MG06860.1 0 0 0
3619 2126 ao AN1177.1 70.m15040 AO070331000173 0 -228 -214 ATGCAAGGCTGGTGA ATGCAAGGCTGGTGA MQGW* MQGW* CATGCTGTGA GGGGAGTCGA 0 U 0 MG06860.1 0 0 0
3621 2128 af AN1477.1 55.m02982 AO070334000159 0 -198 -181 ATGGGAGTGGTGGGGTAA ATGGGAGTGGTGGGGTAA MGVVG* MGVVG* GTTTAGCCTG TTTCTTGGGG 0  FG08946.1 0 NCU01900.1 0 0

3622 2128 af AN1477.1 55.m02982 AO070334000159 0 -127 -47 ATGTATAAGAGGAACGTTACGTTCAATATCAGGATGCTCAT
GCGGCCACTTCAGCACTTCAGTCCCTTCTCGCTCGACTAG

ATGTATAAGAGGAACGTTACGTTCAATATCAGGATG
CTCATGCGGCCACTTCAGCACTTCAGTCCCTTCTC
GCTCGACTAG

MYKRNVTFNIRMLMRPL
QHFSPFSLD*

MYKRNVTFNIRMLM
RPLQHFSPFSLD*

GGCGCTCAAG ACTAGACTAG 0  FG08946.1 0 NCU01900.1 0 0

3623 2128 af AN1477.1 55.m02982 AO070334000159 0 -94 -47 ATGCTCATGCGGCCACTTCAGCACTTCAGTCCCTTCTCGC
TCGACTAG

ATGCTCATGCGGCCACTTCAGCACTTCAGTCCCTT
CTCGCTCGACTAG

MLMRPLQHFSPFSLD* MLMRPLQHFSPFSL
D*

CAATATCAGG ACTAGACTAG 0  FG08946.1 0 NCU01900.1 0 0

3624 2128 af AN1477.1 55.m02982 AO070334000159 0 -88 -47 ATGCGGCCACTTCAGCACTTCAGTCCCTTCTCGCTCGACT
AG

ATGCGGCCACTTCAGCACTTCAGTCCCTTCTCGCT
CGACTAG

MRPLQHFSPFSLD* MRPLQHFSPFSLD* CAGGATGCTC ACTAGACTAG 0  FG08946.1 0 NCU01900.1 0 0

3620 2128 an AN1477.1 55.m02982 AO070334000159 0 -200 -138 ATGCCCAGCACCTTGTACTTTAGCCGGCGGATAAATAGGC
GGCCATTGCCATCAATATTCTAA

ATGCCCAGCACCTTGTACTTTAGCCGGCGGATAA
ATAGGCGGCCATTGCCATCAATATTCTAA

MPSTLYFSRRINRRPLPSI
F*

MPSTLYFSRRINRRPLP
SIF*

GAAATTGGAA GTCAAGATCA 0  FG08946.1 0 NCU01900.1 0 0

3625 2128 ao AN1477.1 55.m02982 AO070334000159 0 -146 -126 ATGTTTAGGCTATACGGCTAA ATGTTTAGGCTATACGGCTAA MFRLYG* MFRLYG* GTATCCATTT ACTAGATTAT 0  FG08946.1 0 NCU01900.1 0 0

3628 2129 af AN2925.1 59.m09078 AO070337000214 0 -110 -99 ATGGCTTGTTGA ATGGCTTGTTGA MAC* MAC* GACAGTTAGC TTTGATAATT 0 O 0 0 0 0 0
3626 2129 an AN2925.1 59.m09078 AO070337000214 0 -138 -118 ATGTGGTTGTCTACTTGCTGA ATGTGGTTGTCTACTTGCTGA MWLSTC* MWLSTC* TGAATTGCTG GCCAATGTTC 0 O 0 0 0 0 0
3627 2129 an AN2925.1 59.m09078 AO070337000214 0 -113 -102 ATGTTCTGCTGA ATGTTCTGCTGA MFC* MFC* TGCTGAGCCA TCGATACCCC 0 O 0 0 0 0 0
3629 2129 ao AN2925.1 59.m09078 AO070337000214 0 -147 -118 ATGCGATTCTTGCCGAGGATAACTGGCTGA ATGCGATTCTTGCCGAGGATAACTGGCTGA MRFLPRITG* MRFLPRITG* ACGTTTGTTA TGGCTATGAC 0 O 0 0 0 0 0

3630 2129 ao AN2925.1 59.m09078 AO070337000214 0 -118 -101 ATGGCTATGACAGGTTGA ATGGCTATGACAGGTTGA MAMTG* MAMTG* TAACTGGCTG TTTGACTTAC 0 O 0 0 0 0 0
3631 2129 ao AN2925.1 59.m09078 AO070337000214 0 -112 -101 ATGACAGGTTGA ATGACAGGTTGA MTG* MTG* GCTGATGGCT TTTGACTTAC 0 O 0 0 0 0 0
3640 2136 af AN4329.1 58.m07991 AO070240000007 0 -237 -58 ATGAGCTCCAAAGGGGTCTTGATGCTGCTCAATGAGCCAA

TGAAGAAGATGCAAAGAAGAATTGCAGACCATCACGCCAG
TTGTCGGCAAGTTCCACGGTTAAGCCGACCTCCGAGCTC
CCCCGCCCTGCCCCGCGTCCAAGGAAGCTCTCATGGGCT
AAACTTCATTTTCTTGCTTTGA

ATGAGCTCCAAAGGGGTCTTGATGCTGCTCAATGA
GCCAATGAAGAAGATGCAAAGAAGAATTGCAGACC
ATCACGCCAGTTGTCGGCAAGTTCCACGGTTAAGC
CGACCTCCGAGCTCCCCCGCCCTGCCCCGCGTCC
AAGGAAGCTCTCATGGGCTAAACTTCATTTTCTTGC
TTTGA

MSSKGVLMLLNEPMKKM
QRRIADHHASCRQVPRL
SRPPSSPALPRVQGSSH
GLNFIFLL*

MSSKGVLMLLNEPM
KKMQRRIADHHASC
RQVPRLSRPPSSPA
LPRVQGSSHGLNFI
FLL*

TTGCCTAGCT TCACTTCTTT 0 R 0 0 0 0 0

3641 2136 af AN4329.1 58.m07991 AO070240000007 0 -216 -58 ATGCTGCTCAATGAGCCAATGAAGAAGATGCAAAGAAGAA
TTGCAGACCATCACGCCAGTTGTCGGCAAGTTCCACGGTT
AAGCCGACCTCCGAGCTCCCCCGCCCTGCCCCGCGTCCA
AGGAAGCTCTCATGGGCTAAACTTCATTTTCTTGCTTTGA

ATGCTGCTCAATGAGCCAATGAAGAAGATGCAAAG
AAGAATTGCAGACCATCACGCCAGTTGTCGGCAAG
TTCCACGGTTAAGCCGACCTCCGAGCTCCCCCGC
CCTGCCCCGCGTCCAAGGAAGCTCTCATGGGCTA
AACTTCATTTTCTTGCTTTGA

MLLNEPMKKMQRRIADH
HASCRQVPRLSRPPSSP
ALPRVQGSSHGLNFIFLL*

MLLNEPMKKMQRRI
ADHHASCRQVPRLS
RPPSSPALPRVQGS
SHGLNFIFLL*

AGGGGTCTTG TCACTTCTTT 0 R 0 0 0 0 0

3642 2136 af AN4329.1 58.m07991 AO070240000007 0 -206 -195 ATGAGCCAATGA ATGAGCCAATGA MSQ* MSQ* ATGCTGCTCA AGAAGATGCA 0 R 0 0 0 0 0

100
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3643 2136 af AN4329.1 58.m07991 AO070240000007 0 -198 -58 ATGAAGAAGATGCAAAGAAGAATTGCAGACCATCACGCCA
GTTGTCGGCAAGTTCCACGGTTAAGCCGACCTCCGAGCT
CCCCCGCCCTGCCCCGCGTCCAAGGAAGCTCTCATGGGC
TAAACTTCATTTTCTTGCTTTGA

ATGAAGAAGATGCAAAGAAGAATTGCAGACCATCA
CGCCAGTTGTCGGCAAGTTCCACGGTTAAGCCGA
CCTCCGAGCTCCCCCGCCCTGCCCCGCGTCCAAG
GAAGCTCTCATGGGCTAAACTTCATTTTCTTGCTTT
GA

MKKMQRRIADHHASCRQ
VPRLSRPPSSPALPRVQ
GSSHGLNFIFLL*

MKKMQRRIADHHAS
CRQVPRLSRPPSSP
ALPRVQGSSHGLNF
IFLL*

CAATGAGCCA TCACTTCTTT 0 R 0 0 0 0 0

3644 2136 af AN4329.1 58.m07991 AO070240000007 0 -189 -58 ATGCAAAGAAGAATTGCAGACCATCACGCCAGTTGTCGGC
AAGTTCCACGGTTAAGCCGACCTCCGAGCTCCCCCGCCC
TGCCCCGCGTCCAAGGAAGCTCTCATGGGCTAAACTTCAT
TTTCTTGCTTTGA

ATGCAAAGAAGAATTGCAGACCATCACGCCAGTTG
TCGGCAAGTTCCACGGTTAAGCCGACCTCCGAGC
TCCCCCGCCCTGCCCCGCGTCCAAGGAAGCTCTC
ATGGGCTAAACTTCATTTTCTTGCTTTGA

MQRRIADHHASCRQVPR
LSRPPSSPALPRVQGSS
HGLNFIFLL*

MQRRIADHHASCR
QVPRLSRPPSSPAL
PRVQGSSHGLNFIF
LL*

AATGAAGAAG TCACTTCTTT 0 R 0 0 0 0 0

3638 2136 an AN4329.1 58.m07991 AO070240000007 0 -259 -215 ATGCAGAATTGTAGTCCGATCCCACTCCAATTGCCCGGTA
GATGA

ATGCAGAATTGTAGTCCGATCCCACTCCAATTGC
CCGGTAGATGA

MQNCSPIPLQLPGR* MQNCSPIPLQLPGR* AGTCTTTGAA GATTGGCTAA 0 R 0 0 0 0 0

3639 2136 an AN4329.1 58.m07991 AO070240000007 0 -218 -153 ATGAGATTGGCTAACAAGGGAACTCCCGGCTCTCCATTCC
TTCGGCCCCCGAGGCTGAACCGGTGA

ATGAGATTGGCTAACAAGGGAACTCCCGGCTCT
CCATTCCTTCGGCCCCCGAGGCTGAACCGGTGA

MRLANKGTPGSPFLRPP
RLNR*

MRLANKGTPGSPFLRP
PRLNR*

TGCCCGGTAG ATTGGTGAAT 0 R 0 0 0 0 0

3645 2138 an AN5005.1 59.m08905 AO070255000035 0 -254 -156 ATGAATCCGGGCCTTGCAAGTAATTTAACCCAACTGAGAC
GAGCCGCGTCGCGACGCGTTTCCACTAAAAAAAGCGCGT
GGAGAACTCTCCAATTTTAA

ATGAATCCGGGCCTTGCAAGTAATTTAACCCAAC
TGAGACGAGCCGCGTCGCGACGCGTTTCCACTA
AAAAAAGCGCGTGGAGAACTCTCCAATTTTAA

MNPGLASNLTQLRRAAS
RRVSTKKSAWRTLQF*

MNPGLASNLTQLRRAA
SRRVSTKKSAWRTLQF*

ATTTGTCGCG CCGCCCCATC 0  0 0 0 0 0

3646 2138 an AN5005.1 59.m08905 AO070255000035 0 -67 -50 ATGTTTATACTTCACTGA ATGTTTATACTTCACTGA MFILH* MFILH* AATTACTTTC ATAGCCGAAC 0  0 0 0 0 0
3648 2138 ao AN5005.1 59.m08905 AO070255000035 0 -119 -45 ATGCGAACCATTCCCCAATTGCATTTGTATTTTACGCATCA

AACCTTCCTAATTGTCTATATGTTCCTTCCATAA
ATGCGAACCATTCCCCAATTGCATTTGTATT
TTACGCATCAAACCTTCCTAATTGTCTATATG
TTCCTTCCATAA

MRTIPQLHLYFTHQTFLIV
YMFLP*

MRTIPQLHLYFTHQT
FLIVYMFLP*

CACTCCTTCC TCTATATCTC 0  0 0 0 0 0

3661 2144 af AN8406.1 52.m04077 AO070302000057 0 -158 -90 ATGGCGCCACATCAAGCGGCAACTGTAAGCCGAGGTATC
CCAGCCCTCAACGCGGGGTATGTGGATTGA

ATGGCGCCACATCAAGCGGCAACTGTAAGCCGAG
GTATCCCAGCCCTCAACGCGGGGTATGTGGATTG
A

MAPHQAATVSRGIPALNA
GYVD*

MAPHQAATVSRGIP
ALNAGYVD*

TCAACTCCAA TCACCTGGAG 0 ER 0 0 0 0 0

3662 2144 af AN8406.1 52.m04077 AO070302000057 0 -100 -20 ATGTGGATTGATCACCTGGAGGCTTCGAATAGAAATACTC
GACGGGCAGCTATACACCTCAAAACACCAACCACCAACTA
A

ATGTGGATTGATCACCTGGAGGCTTCGAATAGAAA
TACTCGACGGGCAGCTATACACCTCAAAACACCAA
CCACCAACTAA

MWIDHLEASNRNTRRAAI
HLKTPTTN*

MWIDHLEASNRNTR
RAAIHLKTPTTN*

AACGCGGGGT GAACAGGGAA 0 ER 0 0 0 0 0

3658 2144 an AN8406.1 52.m04077 AO070302000057 0 -254 -117 ATGCCGCTAAAAAGGCTTTTTGAAGACCACTCGGCGACTC
TGGCCGAATTGATCTTCCGCAAATTCGACTTCAAACCCCG
CAACGAATTACTCTCCGCATCGCCGAACACCAAATGCCGC
GCCTGGGAACGAGGCTGA

ATGCCGCTAAAAAGGCTTTTTGAAGACCACTCGG
CGACTCTGGCCGAATTGATCTTCCGCAAATTCGA
CTTCAAACCCCGCAACGAATTACTCTCCGCATCG
CCGAACACCAAATGCCGCGCCTGGGAACGAGG
CTGA

MPLKRLFEDHSATLAELIF
RKFDFKPRNELLSASPNT
KCRAWERG*

MPLKRLFEDHSATLAELI
FRKFDFKPRNELLSASP
NTKCRAWERG*

ATCCCGGGTC CCAACCGAGG 0 ER 0 0 0 0 0

3659 2144 an AN8406.1 52.m04077 AO070302000057 0 -141 -43 ATGCCGCGCCTGGGAACGAGGCTGACCAACCGAGGTCAA
GTAACCGGGCGCCATATAAATCACCCCTCACATCATGCCA
CCGTGCCAATCCTGGATTGA

ATGCCGCGCCTGGGAACGAGGCTGACCAACCG
AGGTCAAGTAACCGGGCGCCATATAAATCACCC
CTCACATCATGCCACCGTGCCAATCCTGGATTGA

MPRLGTRLTNRGQVTGR
HINHPSHHATVPILD*

MPRLGTRLTNRGQVTG
RHINHPSHHATVPILD*

CGAACACCAA TCCACGATCC 0 ER 0 0 0 0 0

3660 2144 an AN8406.1 52.m04077 AO070302000057 0 -68 -24 ATGCCACCGTGCCAATCCTGGATTGATCCACGATCCAACG
TCTAA

ATGCCACCGTGCCAATCCTGGATTGATCCACGAT
CCAACGTCTAA

MPPCQSWIDPRSNV* MPPCQSWIDPRSNV* CCCTCACATC AGCAGATAAA 0 ER 0 0 0 0 0

3663 2144 ao AN8406.1 52.m04077 AO070302000057 0 -135 -70 ATGCGGACGTCACAGCCGAGGCTGTTGTGCCCCTCAGGC
GGGGTGATCGAGACTCGAGAGGAGTAA

ATGCGGACGTCACAGCCGAGGCTGTTGTG
CCCCTCAGGCGGGGTGATCGAGACTCGAG
AGGAGTAA

MRTSQPRLLCPSGGVIET
REE*

MRTSQPRLLCPSG
GVIETREE*

CAGAGTGAAC GTAGTTCTTC 0 ER 0 0 0 0 0

3667 2147 af AN6856.1 71.m15269 AO070314000073 0 -179 -81 ATGATCTCAGCGACTCGACCATATGACATCACACCGTCCA
GCATCTGGTATAAAGCCCTATCAATCTCTGACCATGACCA
CACATTCATACTTCAATGA

ATGATCTCAGCGACTCGACCATATGACATCACACC
GTCCAGCATCTGGTATAAAGCCCTATCAATCTCTGA
CCATGACCACACATTCATACTTCAATGA

MISATRPYDITPSSIWYKA
LSISDHDHTFILQ*

MISATRPYDITPSSI
WYKALSISDHDHTFI
LQ*

CCCACAAAAT GCTCAAATAC 0  FG08562.1 0 NCU02596.1 0 0

3668 2147 af AN6856.1 71.m15269 AO070314000073 0 -84 -61 ATGAGCTCAAATACAATCCACTAA ATGAGCTCAAATACAATCCACTAA MSSNTIH* MSSNTIH* TCATACTTCA TTGACCTCAC 0  FG08562.1 0 NCU02596.1 0 0

3664 2147 an AN6856.1 71.m15269 AO070314000073 0 -212 -195 ATGATCTCAGTGCTTTAG ATGATCTCAGTGCTTTAG MISVL* MISVL* GGCCCCACGT ACTCCGAATA 0  FG08562.1 0 NCU02596.1 0 0

3665 2147 an AN6856.1 71.m15269 AO070314000073 0 -180 -55 ATGATGACATCACTCTTCGAACCTTTATACCTATATAGACC
TGCTCTGCAAGCGTATTGTAGCTTTTCATCAATTACACTCA
CACTCATCGCCCAGCCATATAATAATCCGAATAGCCACAT
ATAG

ATGATGACATCACTCTTCGAACCTTTATACCTATA
TAGACCTGCTCTGCAAGCGTATTGTAGCTTTTCA
TCAATTACACTCACACTCATCGCCCAGCCATATA
ATAATCCGAATAGCCACATATAG

MMTSLFEPLYLYRPALQA
YCSFSSITLTLIAQPYNNP
NSHI*

MMTSLFEPLYLYRPALQ
AYCSFSSITLTLIAQPYN
NPNSHI*

CGAATATGGT TCTCACAGCC 0  FG08562.1 0 NCU02596.1 0 0

3666 2147 an AN6856.1 71.m15269 AO070314000073 0 -177 -55 ATGACATCACTCTTCGAACCTTTATACCTATATAGACCTGC
TCTGCAAGCGTATTGTAGCTTTTCATCAATTACACTCACAC
TCATCGCCCAGCCATATAATAATCCGAATAGCCACATATAG

ATGACATCACTCTTCGAACCTTTATACCTATATAG
ACCTGCTCTGCAAGCGTATTGTAGCTTTTCATCA
ATTACACTCACACTCATCGCCCAGCCATATAATAA
TCCGAATAGCCACATATAG

MTSLFEPLYLYRPALQAY
CSFSSITLTLIAQPYNNPN
SHI*

MTSLFEPLYLYRPALQA
YCSFSSITLTLIAQPYNN
PNSHI*

ATATGGTATG TCTCACAGCC 0  FG08562.1 0 NCU02596.1 0 0

3669 2147 ao AN6856.1 71.m15269 AO070314000073 0 -199 -149 ATGTGCCCCACCTATGATCTCAGCGACCTCAACCATGACA
TCACAATATAG

ATGTGCCCCACCTATGATCTCAGCGACCTC
AACCATGACATCACAATATAG

MCPTYDLSDLNHDITI* MCPTYDLSDLNHDI
TI*

TATTGTTGTA CAATACAAGA 0  FG08562.1 0 NCU02596.1 0 0

3670 2147 ao AN6856.1 71.m15269 AO070314000073 0 -186 -118 ATGATCTCAGCGACCTCAACCATGACATCACAATATAGCA
ATACAAGACAGTATAAAGCATCGTCCTGA

ATGATCTCAGCGACCTCAACCATGACATCAC
AATATAGCAATACAAGACAGTATAAAGCATC
GTCCTGA

MISATSTMTSQYSNTRQY
KASS*

MISATSTMTSQYSN
TRQYKASS*

TGCCCCACCT CCTCAATTCC 0  FG08562.1 0 NCU02596.1 0 0

3671 2147 ao AN6856.1 71.m15269 AO070314000073 0 -165 -118 ATGACATCACAATATAGCAATACAAGACAGTATAAAGCATC
GTCCTGA

ATGACATCACAATATAGCAATACAAGACAGT
ATAAAGCATCGTCCTGA

MTSQYSNTRQYKASS* MTSQYSNTRQYKAS
S*

GACCTCAACC CCTCAATTCC 0  FG08562.1 0 NCU02596.1 0 0

3673 2148 af AN9159.1 56.m02469 AO070317000031 0 -213 -142 ATGGCGATCATTCTCGATATGCAATCTGCGCCGAGGCTTA
GCCACAGGACCAGTCAAAGCCTCGGTGAGTAG

ATGGCGATCATTCTCGATATGCAATCTGCGCCGAG
GCTTAGCCACAGGACCAGTCAAAGCCTCGGTGAG
TAG

MAIILDMQSAPRLSHRTS
QSLGE*

MAIILDMQSAPRLSH
RTSQSLGE*

TCTTCACCCA TCCGAAAGGA 0  0 0 0 0 0

3674 2148 af AN9159.1 56.m02469 AO070317000031 0 -195 -142 ATGCAATCTGCGCCGAGGCTTAGCCACAGGACCAGTCAA
AGCCTCGGTGAGTAG

ATGCAATCTGCGCCGAGGCTTAGCCACAGGACCA
GTCAAAGCCTCGGTGAGTAG

MQSAPRLSHRTSQSLGE
*

MQSAPRLSHRTSQ
SLGE*

CATTCTCGAT TCCGAAAGGA 0  0 0 0 0 0

3672 2148 an AN9159.1 56.m02469 AO070317000031 0 -240 -208 ATGCATAATTGCGCTAAATATAAGCTGCACTAA ATGCATAATTGCGCTAAATATAAGCTGCACTAA MHNCAKYKLH* MHNCAKYKLH* TGCACTATTC ACGCTCACCT 0  0 0 0 0 0

3675 2148 ao AN9159.1 56.m02469 AO070317000031 0 -220 -185 ATGAATGGCTGCCCTGAATGCAACCTGCTAAGATAA ATGAATGGCTGCCCTGAATGCAACCTGCTA
AGATAA

MNGCPECNLLR* MNGCPECNLLR* AAGAAGAGGA TCAATCATGC 0  0 0 0 0 0

3676 2148 ao AN9159.1 56.m02469 AO070317000031 0 -216 -190 ATGGCTGCCCTGAATGCAACCTGCTAA ATGGCTGCCCTGAATGCAACCTGCTAA MAALNATC* MAALNATC* AGAGGAATGA GATAATCAAT 0  0 0 0 0 0
3677 2148 ao AN9159.1 56.m02469 AO070317000031 0 -203 -144 ATGCAACCTGCTAAGATAATCAATCATGCATGCATGATCCT

GGAATTCCACTCCATCTGA
ATGCAACCTGCTAAGATAATCAATCATGCAT
GCATGATCCTGGAATTCCACTCCATCTGA

MQPAKIINHACMILEFHSI* MQPAKIINHACMILE
FHSI*

GCTGCCCTGA TCTCACATGA 0  0 0 0 0 0

3678 2148 ao AN9159.1 56.m02469 AO070317000031 0 -178 -167 ATGCATGCATGA ATGCATGCATGA MHA* MHA* ATAATCAATC TCCTGGAATT 0  0 0 0 0 0
3679 2148 ao AN9159.1 56.m02469 AO070317000031 0 -170 -144 ATGATCCTGGAATTCCACTCCATCTGA ATGATCCTGGAATTCCACTCCATCTGA MILEFHSI* MILEFHSI* TCATGCATGC TCTCACATGA 0  0 0 0 0 0
3680 2148 ao AN9159.1 56.m02469 AO070317000031 0 -137 -54 ATGACCCCGCCAACCCCTTCACCGACTTGCTTCTTATTTAT

AAAATCCCCCCACCACAAACAAGATCACCGCTCACTCGCA
TAA

ATGACCCCGCCAACCCCTTCACCGACTTGC
TTCTTATTTATAAAATCCCCCCACCACAAACA
AGATCACCGCTCACTCGCATAA

MTPPTPSPTCFLFIKSPH
HKQDHRSLA*

MTPPTPSPTCFLFIK
SPHHKQDHRSLA*

CTGATCTCAC ACTCCACCCT 0  0 0 0 0 0

3684 2155 af AN4771.1 59.m09211 AO070329000081 0 -222 -109 ATGGGCTTGATCGGCATATCTAGCAGCAGATACAGAATAC
TTTGTACAGAGTATCTCATCTTCCCCATAAGCAAACAAGAC
AAACTGATCGTTTATCACCCGCTTTATCAGTGA

ATGGGCTTGATCGGCATATCTAGCAGCAGATACAG
AATACTTTGTACAGAGTATCTCATCTTCCCCATAAG
CAAACAAGACAAACTGATCGTTTATCACCCGCTTTA
TCAGTGA

MGLIGISSSRYRILCTEYLI
FPISKQDKLIVYHPLYQ*

MGLIGISSSRYRILC
TEYLIFPISKQDKLIV
YHPLYQ*

GTCTTCGTTG TCCGCCAAAA 0 R 0 0 0 0 0

3682 2155 an AN4771.1 59.m09211 AO070329000081 0 -168 -139 ATGTTGCCTCAAAGCGTAACAATCACGTGA ATGTTGCCTCAAAGCGTAACAATCACGTGA MLPQSVTIT* MLPQSVTIT* AATTGCCCAG TATACAGATG 0 R 0 0 0 0 0
3683 2155 an AN4771.1 59.m09211 AO070329000081 0 -131 ATGGGCGGGTGCAAACCGTGCAAACTCTTATCGCCAAAG

CAGCCGAAGCAAAAAAAAAGATATCCTGATACTGGCTGGC
ACGGTTGGGTTTTGCGAGACACACCCAACTCGAGGGTCTT
CTACCGCTCCTAA

ATGGGCGGGTGCAAACCGTGCAAACTCTTATCG
CCAAAGCAGCCGAAGCAAAAAAAAAGATATCCTG
ATACTGGCTGGCACGGTTGGGTTTTGCGAGACA
CACCCAACTCGAGGGTCTTCTACCGCTCCTAA

MGGCKPCKLLSPKQPKQ
KKRYPDTGWHGWVLRD
TPNSRVFYRS*

MGGCKPCKLLSPKQPK
QKKRYPDTGWHGWVL
RDTPNSRVFYRS*

TGATATACAG TGCTCTCAGA 0 R 0 0 0 0 0

3688 2156 af AN2830.1 71.m15507 AO070330000102 0 -174 -136 ATGAACCCCATTATTCACATGCGTGAGCATCAACAATGA ATGAACCCCATTATTCACATGCGTGAGCATCAACAA
TGA

MNPIIHMREHQQ* MNPIIHMREHQQ* GGGGTTTTTC TCTTCTGGTC 0 I 0 0 0 0 0

3689 2156 af AN2830.1 71.m15507 AO070330000102 0 -156 -136 ATGCGTGAGCATCAACAATGA ATGCGTGAGCATCAACAATGA MREHQQ* MREHQQ* CATTATTCAC TCTTCTGGTC 0 I 0 0 0 0 0
3690 2156 af AN2830.1 71.m15507 AO070330000102 0 -139 -92 ATGATCTTCTGGTCTTCAAACCATGATGCCACAGAAGTTGA

AGCATAA
ATGATCTTCTGGTCTTCAAACCATGATGCCACAGAA
GTTGAAGCATAA

MIFWSSNHDATEVEA* MIFWSSNHDATEVE
A*

AGCATCAACA AATAGAGGCC 0 I 0 0 0 0 0

3691 2156 af AN2830.1 71.m15507 AO070330000102 0 -117 -28 ATGATGCCACAGAAGTTGAAGCATAAAATAGAGGCCATTC
CCCGGCCAACTCCCTCCCTCTTGGATGGAGTATTATTTGC
AGGCAGATAA

ATGATGCCACAGAAGTTGAAGCATAAAATAGAGGC
CATTCCCCGGCCAACTCCCTCCCTCTTGGATGGAG
TATTATTTGCAGGCAGATAA

MMPQKLKHKIEAIPRPTP
SLLDGVLFAGR*

MMPQKLKHKIEAIPR
PTPSLLDGVLFAGR*

TCTTCAAACC TAGAGGGGCC 0 I 0 0 0 0 0

3692 2156 af AN2830.1 71.m15507 AO070330000102 0 -114 -28 ATGCCACAGAAGTTGAAGCATAAAATAGAGGCCATTCCCC
GGCCAACTCCCTCCCTCTTGGATGGAGTATTATTTGCAGG
CAGATAA

ATGCCACAGAAGTTGAAGCATAAAATAGAGGCCAT
TCCCCGGCCAACTCCCTCCCTCTTGGATGGAGTAT
TATTTGCAGGCAGATAA

MPQKLKHKIEAIPRPTPSL
LDGVLFAGR*

MPQKLKHKIEAIPRP
TPSLLDGVLFAGR*

TCAAACCATG TAGAGGGGCC 0 I 0 0 0 0 0

3685 2156 an AN2830.1 71.m15507 AO070330000102 0 -154 -143 ATGAACGCTTGA ATGAACGCTTGA MNA* MNA* CCACGAACGC ACGCATGAAA 0 I 0 0 0 0 0
3686 2156 an AN2830.1 71.m15507 AO070330000102 0 -138 -82 ATGAAAATCACATGCGGCCAATTTGAGCCGAAATGGGGCT

CTGTGGGAATCGATTAG
ATGAAAATCACATGCGGCCAATTTGAGCCGAAAT
GGGGCTCTGTGGGAATCGATTAG

MKITCGQFEPKWGSVGI
D*

MKITCGQFEPKWGSVGI
D*

GCTTGAACGC ATATAAGAAT 0 I 0 0 0 0 0

3687 2156 an AN2830.1 71.m15507 AO070330000102 0 -127 -113 ATGCGGCCAATTTGA ATGCGGCCAATTTGA MRPI* MRPI* TGAAAATCAC GCCGAAATGG 0 I 0 0 0 0 0
3693 2156 ao AN2830.1 71.m15507 AO070330000102 0 -153 -106 ATGCCACGGCAGTCTAAAAGTTTGCCGTTTCGTGGCCAAA

GGTTGTAG
ATGCCACGGCAGTCTAAAAGTTTGCCGTTTC
GTGGCCAAAGGTTGTAG

MPRQSKSLPFRGQRL* MPRQSKSLPFRGQ
RL*

TTAGAAATAC TGGCCATGGC 0 I 0 0 0 0 0

3694 2156 ao AN2830.1 71.m15507 AO070330000102 0 -100 -83 ATGGCAGAAGCTTCCTGA ATGGCAGAAGCTTCCTGA MAEAS* MAEAS* TGTAGTGGCC TATTAAATAG 0 I 0 0 0 0 0
3696 2157 an AN6721.1 53.m03953 AO070335000072 0 -171 -139 ATGAACTACAGGCAGATATCAGAGGTATCATGA ATGAACTACAGGCAGATATCAGAGGTATCATGA MNYRQISEVS* MNYRQISEVS* AGCAGATCGA CGGAGTTGGA 0 R 0 0 0 0 0

3697 2157 an AN6721.1 53.m03953 AO070335000072 0 -142 -95 ATGACGGAGTTGGAAGCAACCGCAACCTCTACGCTACATC
ATGATTAG

ATGACGGAGTTGGAAGCAACCGCAACCTCTACG
CTACATCATGATTAG

MTELEATATSTLHHD* MTELEATATSTLHHD* CAGAGGTATC TTGACGCGCT 0 R 0 0 0 0 0

3698 2157 an AN6721.1 53.m03953 AO070335000072 0 -102 -91 ATGATTAGTTGA ATGATTAGTTGA MIS* MIS* ACGCTACATC CGCGCTGAGA 0 R 0 0 0 0 0
3700 2157 ao AN6721.1 53.m03953 AO070335000072 0 -127 -104 ATGCGACGCTGGCAAGGCATATAA ATGCGACGCTGGCAAGGCATATAA MRRWQGI* MRRWQGI* CATTCTCGAG ATCGCCATTC 0 R 0 0 0 0 0
3701 2158 af AN0446.1 54.m06638 AO070338000308 0 -265 -218 ATGTATTTCACTCAACCCCTTGGTTTGGACTTCCTTATTTGT

ATCTGA
ATGTATTTCACTCAACCCCTTGGTTTGGACTTCCTT
ATTTGTATCTGA

MYFTQPLGLDFLICI* MYFTQPLGLDFLICI* GCCTCGGTGC TGTTGCTGTC 0 R 0 0 0 0 0

3702 2158 af AN0446.1 54.m06638 AO070338000308 0 -218 -132 ATGTTGCTGTCCGGCCCGAAGTGTTTGGTTAGGGCTTCGT
TCTGGATAACTGACCTTGGGCTCCTACTCATCTCGTCTACT
TGCTAG

ATGTTGCTGTCCGGCCCGAAGTGTTTGGTTAGGGC
TTCGTTCTGGATAACTGACCTTGGGCTCCTACTCAT
CTCGTCTACTTGCTAG

MLLSGPKCLVRASFWITD
LGLLLISSTC*

MLLSGPKCLVRASF
WITDLGLLLISSTC*

TTTGTATCTG CTTTTTTTAG 0 R 0 0 0 0 0
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3704 2161 af AN6143.1 72.m19021 AO070340000060 0 -226 -167 ATGAGCTCTCAAGGGCGGAGCTTTCACCTCGTCTTGGCG
CGCTTTTCTTCCTGCAACTAA

ATGAGCTCTCAAGGGCGGAGCTTTCACCTCGTCTT
GGCGCGCTTTTCTTCCTGCAACTAA

MSSQGRSFHLVLARFSS
CN*

MSSQGRSFHLVLAR
FSSCN*

GCTAGACATC AAATCCCCAG 0  FG05487.1 0 0 0 0

3703 2161 an AN6143.1 72.m19021 AO070340000060 0 -182 -87 ATGAGCGCAGGAGAGCTTAGTTTGGGTTTGTCTTGGCGC
CTCAGCTTTTGCTTCGTCCGGCCATTCTTCAACAAGTCTAC
CGAAAATTTCTTGTGA

ATGAGCGCAGGAGAGCTTAGTTTGGGTTTGTCTT
GGCGCCTCAGCTTTTGCTTCGTCCGGCCATTCTT
CAACAAGTCTACCGAAAATTTCTTGTGA

MSAGELSLGLSWRLSFC
FVRPFFNKSTENFL*

MSAGELSLGLSWRLSF
CFVRPFFNKSTENFL*

AAGCGGAGGG AGCTCAACGG 0  FG05487.1 0 0 0 0

3705 2161 ao AN6143.1 72.m19021 AO070340000060 0 -234 -55 ATGCAGTCAAGGAAAGCTCACCAATGGAGCTTGTTCACGG
AAACTTACGCTGCTCTTGGCGCGCGCCCGTTGTCCAGTG
CTTCCACCAAAATTTCCCCAGACACTGTTCTGTTACCGGC
GCATTCTCCCGCCAGGATTCCCAGCACTGTCACTTTCATT
TCGCAACATTATCGCTGGTAG

ATGCAGTCAAGGAAAGCTCACCAATGGAGC
TTGTTCACGGAAACTTACGCTGCTCTTGGC
GCGCGCCCGTTGTCCAGTGCTTCCACCAAA
ATTTCCCCAGACACTGTTCTGTTACCGGCG
CATTCTCCCGCCAGGATTCCCAGCACTGTC
ACTTTCATTTCGCAACATTATCGCTGGTAG

MQSRKAHQWSLFTETYA
ALGARPLSSASTKISPDT
VLLPAHSPARIPSTVTFIS
QHYRW*

MQSRKAHQWSLFT
ETYAALGARPLSSA
STKISPDTVLLPAHS
PARIPSTVTFISQHY
RW*

GTTGTGGCAG GGGTGGGAAG 0  FG05487.1 0 0 0 0

3707 2162 af AN6067.1 72.m19056 AO070340000108 0 -187 -170 ATGAAATCGTTTAGTTGA ATGAAATCGTTTAGTTGA MKSFS* MKSFS* TACCTGCTGT AACGATCCCA 0 J 0 MG08866.1 NCU00366.1 0 0

3708 2162 af AN6067.1 72.m19056 AO070340000108 0 -108 -31 ATGTCTTGTCTTTTCAAGATATCACTGGTCCATAATCCCTC
CCGCTTCGTTTTCAAGCAGCTCGTCACCGTTTTGTGA

ATGTCTTGTCTTTTCAAGATATCACTGGTCCATAAT
CCCTCCCGCTTCGTTTTCAAGCAGCTCGTCACCGT
TTTGTGA

MSCLFKISLVHNPSRFVF
KQLVTVL*

MSCLFKISLVHNPS
RFVFKQLVTVL*

CTCGCTACGC AAATAATAAT 0 J 0 MG08866.1 NCU00366.1 0 0

3706 2162 an AN6067.1 72.m19056 AO070340000108 0 -123 -49 ATGTCTTGTCTCTTGAAGAATTCTTTCATCCAGGTTCCCTC
CCGCTTCTTCAATCGCCTCTCGTCGCCTCTTTGA

ATGTCTTGTCTCTTGAAGAATTCTTTCATCCAGGT
TCCCTCCCGCTTCTTCAATCGCCTCTCGTCGCCT
CTTTGA

MSCLLKNSFIQVPSRFFN
RLSSPL*

MSCLLKNSFIQVPSRFF
NRLSSPL*

CTCGCGGCGT ATCCTCTGAA 0 J 0 MG08866.1 NCU00366.1 0 0

3709 2162 ao AN6067.1 72.m19056 AO070340000108 0 -94 -26 ATGTCTTGTACTTCCAAGGCATCCTTAGTCCGGAATCCCT
CCCGCTTCGTTTTCAGACACCTTAAGTAA

ATGTCTTGTACTTCCAAGGCATCCTTAGTCC
GGAATCCCTCCCGCTTCGTTTTCAGACACCT
TAAGTAA

MSCTSKASLVRNPSRFV
FRHLK*

MSCTSKASLVRNPS
RFVFRHLK*

CTCAATACGC ACAAAGATTT 0 J 0 MG08866.1 NCU00366.1 0 0

3711 2164 af AN3579.1 58.m07377 AO070342000170 0 -152 -141 ATGCGCAGTTGA ATGCGCAGTTGA MRS* MRS* TCCCATCTTT TCGTGATCTT 0 S 0 0 0 0 0
3712 2164 af AN3579.1 58.m07377 AO070342000170 0 -91 -74 ATGATCCTACACCTGTAA ATGATCCTACACCTGTAA MILHL* MILHL* GCTCGTGTCC GCGCTGATCA 0 S 0 0 0 0 0
3710 2164 an AN3579.1 58.m07377 AO070342000170 0 -231 -190 ATGTTCTTTCTCTCGCTGGGGGTCACATCTCGCCCGCTCT

AA
ATGTTCTTTCTCTCGCTGGGGGTCACATCTCGCC
CGCTCTAA

MFFLSLGVTSRPL* MFFLSLGVTSRPL* CCGCTCACTC CTGATAAACG 0 S 0 0 0 0 0

3713 2164 ao AN3579.1 58.m07377 AO070342000170 0 -239 -213 ATGTATCAGCTCACGCTGGGGGCATAG ATGTATCAGCTCACGCTGGGGGCATAG MYQLTLGA* MYQLTLGA* CCAACTTCCC ATACGCCCTC 0 S 0 0 0 0 0
3718 2167 af AN5200.1 69.m14899 AO070237000030 0 -125 -75 ATGCGACATATCATTCCACACGTGAGAAGACATAAGGCGT

CGGTCGTGTGA
ATGCGACATATCATTCCACACGTGAGAAGACATAA
GGCGTCGGTCGTGTGA

MRHIIPHVRRHKASVV* MRHIIPHVRRHKASV
V*

CCGACATCGC GCTTGCAGAG 0 CR FG01395.1 0 0 0 0

3714 2167 an AN5200.1 69.m14899 AO070237000030 0 -193 -173 ATGGACAAAATGGTCTCGTGA ATGGACAAAATGGTCTCGTGA MDKMVS* MDKMVS* TAAACCAACA CCGTGACACC 0 CR FG01395.1 0 0 0 0
3715 2167 an AN5200.1 69.m14899 AO070237000030 0 -184 -173 ATGGTCTCGTGA ATGGTCTCGTGA MVS* MVS* AATGGACAAA CCGTGACACC 0 CR FG01395.1 0 0 0 0
3716 2167 an AN5200.1 69.m14899 AO070237000030 0 -160 -125 ATGGCGTGCGTCACGAGCGAGATCGCCGCCAACTAA ATGGCGTGCGTCACGAGCGAGATCGCCGCCAAC

TAA
MACVTSEIAAN* MACVTSEIAAN* GTGACACCGC CCAGGAACCA 0 CR FG01395.1 0 0 0 0

3717 2167 an AN5200.1 69.m14899 AO070237000030 0 -90 -25 ATGCCAATCTTGGTTGGAGGTGATACAGCGTCATTGGAGA
CCAATCGATTCGTCGCACCTGCGTGA

ATGCCAATCTTGGTTGGAGGTGATACAGCGTCAT
TGGAGACCAATCGATTCGTCGCACCTGCGTGA

MPILVGGDTASLETNRFV
APA*

MPILVGGDTASLETNRF
VAPA*

CTGCATCTGC CCGATTCGTC 0 CR FG01395.1 0 0 0 0

3719 2167 ao AN5200.1 69.m14899 AO070237000030 0 -220 -203 ATGAGAACGAAAATTTAA ATGAGAACGAAAATTTAA MRTKI* MRTKI* TGTGATACTT GCGTAGAAAG 0 CR FG01395.1 0 0 0 0
3720 2167 ao AN5200.1 69.m14899 AO070237000030 0 -191 -93 ATGGATGGCGCAACCAACGCTGGTTGTCATTGGGGAGAA

ATCGTCCGATGCCACTCACGTGGAAATCACGTGAGGCAAA
GTTCTATCCATGAGCCATAG

ATGGATGGCGCAACCAACGCTGGTTGTCAT
TGGGGAGAAATCGTCCGATGCCACTCACGT
GGAAATCACGTGAGGCAAAGTTCTATCCAT
GAGCCATAG

MDGATNAGCHWGEIVR
CHSRGNHVRQSSIHEP*

MDGATNAGCHWGE
IVRCHSRGNHVRQS
SIHEP*

CGTAGAAAGT TGATTGATAA 0 CR FG01395.1 0 0 0 0

3721 2167 ao AN5200.1 69.m14899 AO070237000030 0 -187 -119 ATGGCGCAACCAACGCTGGTTGTCATTGGGGAGAAATCG
TCCGATGCCACTCACGTGGAAATCACGTGA

ATGGCGCAACCAACGCTGGTTGTCATTGGG
GAGAAATCGTCCGATGCCACTCACGTGGAA
ATCACGTGA

MAQPTLVVIGEKSSDATH
VEIT*

MAQPTLVVIGEKSS
DATHVEIT*

GAAAGTATGG GGCAAAGTTC 0 CR FG01395.1 0 0 0 0

3722 2167 ao AN5200.1 69.m14899 AO070237000030 0 -144 -100 ATGCCACTCACGTGGAAATCACGTGAGGCAAAGTTCTATC
CATGA

ATGCCACTCACGTGGAAATCACGTGAGGCA
AAGTTCTATCCATGA

MPLTWKSREAKFYP* MPLTWKSREAKFYP
*

AAATCGTCCG GCCATAGTGA 0 CR FG01395.1 0 0 0 0

3723 2167 ao AN5200.1 69.m14899 AO070237000030 0 -103 -86 ATGAGCCATAGTGATTGA ATGAGCCATAGTGATTGA MSHSD* MSHSD* AGTTCTATCC TAATATAAGG 0 CR FG01395.1 0 0 0 0
3725 2170 af AN8853.1 71.m15988 AO070271000021 0 -254 -210 ATGAAATTTGCTCCAACACCCCGCTGGACCTGGACGGCAA

ACTGA
ATGAAATTTGCTCCAACACCCCGCTGGACCTGGAC
GGCAAACTGA

MKFAPTPRWTWTAN* MKFAPTPRWTWTA
N*

ACGGAGCCTG CCAGCTTTAA 0 J 0 0 0 0 0

3724 2170 an AN8853.1 71.m15988 AO070271000021 0 -154 -47 ATGGCCCGAAATTTTACATCTCCTTCCCTTTTCGATCACGG
GGATTCCTTACTACGTCAACTCGCGATATTGACAATTTGTC
TCAAGAACCAGGTGGCCAACCCTTAA

ATGGCCCGAAATTTTACATCTCCTTCCCTTTTCGA
TCACGGGGATTCCTTACTACGTCAACTCGCGATA
TTGACAATTTGTCTCAAGAACCAGGTGGCCAACC
CTTAA

MARNFTSPSLFDHGDSL
LRQLAILTICLKNQVANP*

MARNFTSPSLFDHGDSL
LRQLAILTICLKNQVANP*

AGCTCCTTAC TCGTCTCTAA 0 J 0 0 0 0 0

3726 2170 ao AN8853.1 71.m15988 AO070271000021 0 -267 -142 ATGAAATTTGCTGAAAACACCCCCGCTGCTGCATTTGGAC
GGCACATTGAACTAGCCTCAAGGTATGCAAATTGTCTCTC
TCAAGTCCTGGCTCTATTGATTGTTTGTTCTCCCTCCCTAT
CTTAA

ATGAAATTTGCTGAAAACACCCCCGCTGCT
GCATTTGGACGGCACATTGAACTAGCCTCA
AGGTATGCAAATTGTCTCTCTCAAGTCCTGG
CTCTATTGATTGTTTGTTCTCCCTCCCTATCT
TAA

MKFAENTPAAAFGRHIEL
ASRYANCLSQVLALLIVC
SPSLS*

MKFAENTPAAAFGR
HIELASRYANCLSQV
LALLIVCSPSLS*

ACGGTGCCTG ATACGTCGCA 0 J 0 0 0 0 0

3727 2170 ao AN8853.1 71.m15988 AO070271000021 0 -203 -168 ATGCAAATTGTCTCTCTCAAGTCCTGGCTCTATTGA ATGCAAATTGTCTCTCTCAAGTCCTGGCTCT
ATTGA

MQIVSLKSWLY* MQIVSLKSWLY* GCCTCAAGGT TTGTTTGTTC 0 J 0 0 0 0 0

3730 2171 af AN6351.1 72.m19504 AO070275000048 0 -105 -34 ATGCTATTGTCTTCTCTGAACTGGTCTCACCCGCTGTATGC
TCTAGATTCTTTCTTTTTCCAAGTGTGTTGA

ATGCTATTGTCTTCTCTGAACTGGTCTCACCCGCTG
TATGCTCTAGATTCTTTCTTTTTCCAAGTGTGTTGA

MLLSSLNWSHPLYALDSF
FFQVC*

MLLSSLNWSHPLYA
LDSFFFQVC*

GATTTATCCG GCTCGGCTGC 0 U 0 0 0 0 0

3728 2171 an AN6351.1 72.m19504 AO070275000048 0 -213 -82 ATGCCGCTCCCAATTTCAGGTCGAGCTTCAAGCAAATCTT
CCCCCGCTTCTTCATTCTGTCAACTAGCTGGCAATTTTCAT
CGTGCCTTGCACACACACATAATACAAGACTCTTTATATTG
CTCAAGTTGA

ATGCCGCTCCCAATTTCAGGTCGAGCTTCAAGCA
AATCTTCCCCCGCTTCTTCATTCTGTCAACTAGCT
GGCAATTTTCATCGTGCCTTGCACACACACATAA
TACAAGACTCTTTATATTGCTCAAGTTGA

MPLPISGRASSKSSPASS
FCQLAGNFHRALHTHIIQ
DSLYCSS*

MPLPISGRASSKSSPAS
SFCQLAGNFHRALHTHII
QDSLYCSS*

GCAGGTGACG TCTCGGATTA 0 U 0 0 0 0 0

3729 2171 an AN6351.1 72.m19504 AO070275000048 0 -64 -32 ATGCGAACTTCCGACCAGCGCTCCGGATCCTGA ATGCGAACTTCCGACCAGCGCTCCGGATCCTGA MRTSDQRSGS* MRTSDQRSGS* TTACCCGCGT TCGAGGCTGC 0 U 0 0 0 0 0

3731 2171 ao AN6351.1 72.m19504 AO070275000048 0 -72 -43 ATGAGTTGCTCGTTTGTCTCGGATTCTTAG ATGAGTTGCTCGTTTGTCTCGGATTCTTAG MSCSFVSDS* MSCSFVSDS* GTTATTGTTT ATTGCCAGGG 0 U 0 0 0 0 0
3735 2176 af AN6421.1 70.m15032 AO070302000085 0 -180 -157 ATGAAATGCCCTCAGTTTGTGTAG ATGAAATGCCCTCAGTTTGTGTAG MKCPQFV* MKCPQFV* CACCAAGATA ATGAGGTAGG 0  0 0 0 0 0
3732 2176 an AN6421.1 70.m15032 AO070302000085 0 -197 -99 ATGCGAATTCGTGCTGAAAGAGGACGAATTAGTAATGAGG

AAGCATGGCTGGATCGTGCCCATACAGCTGACGAGAGGG
GTAGCGTTTTAAGTCTATAA

ATGCGAATTCGTGCTGAAAGAGGACGAATTAGTA
ATGAGGAAGCATGGCTGGATCGTGCCCATACAG
CTGACGAGAGGGGTAGCGTTTTAAGTCTATAA

MRIRAERGRISNEEAWLD
RAHTADERGSVLSL*

MRIRAERGRISNEEAWL
DRAHTADERGSVLSL*

CTGGCTGCTT AAGCATCCTA 0  0 0 0 0 0

3733 2176 an AN6421.1 70.m15032 AO070302000085 0 -163 -107 ATGAGGAAGCATGGCTGGATCGTGCCCATACAGCTGACG
AGAGGGGTAGCGTTTTAA

ATGAGGAAGCATGGCTGGATCGTGCCCATACAG
CTGACGAGAGGGGTAGCGTTTTAA

MRKHGWIVPIQLTRGVAF
*

MRKHGWIVPIQLTRGVA
F*

CGAATTAGTA GTCTATAAAA 0  0 0 0 0 0

3734 2176 an AN6421.1 70.m15032 AO070302000085 0 -153 -127 ATGGCTGGATCGTGCCCATACAGCTGA ATGGCTGGATCGTGCCCATACAGCTGA MAGSCPYS* MAGSCPYS* ATGAGGAAGC CGAGAGGGGT 0  0 0 0 0 0
3736 2176 ao AN6421.1 70.m15032 AO070302000085 0 -223 -95 ATGCTGTTGGCAAGCTATCATCAACACGGAAAAGATACTTT

AGGCGCCGTTTCTGTGAGTCACATAAGTGCAATTTGTCAG
CTGGAAAAGCATCAAGGACATATAAGGATGCGACATCGCC
CCTGTTAA

ATGCTGTTGGCAAGCTATCATCAACACGGA
AAAGATACTTTAGGCGCCGTTTCTGTGAGTC
ACATAAGTGCAATTTGTCAGCTGGAAAAGCA
TCAAGGACATATAAGGATGCGACATCGCCC
CTGTTAA

MLLASYHQHGKDTLGAV
SVSHISAICQLEKHQGHIR
MRHRPC*

MLLASYHQHGKDTL
GAVSVSHISAICQLE
KHQGHIRMRHRPC*

ATCCACATCA TGGAGCCATT 0  0 0 0 0 0

3737 2176 ao AN6421.1 70.m15032 AO070302000085 0 -115 -95 ATGCGACATCGCCCCTGTTAA ATGCGACATCGCCCCTGTTAA MRHRPC* MRHRPC* ACATATAAGG TGGAGCCATT 0  0 0 0 0 0
3738 2176 ao AN6421.1 70.m15032 AO070302000085 0 -95 -60 ATGGAGCCATTCATGAATCAGAGAGAATCTCATTGA ATGGAGCCATTCATGAATCAGAGAGAATCTC

ATTGA
MEPFMNQRESH* MEPFMNQRESH* GCCCCTGTTA GCATCGGCCC 0  0 0 0 0 0

3739 2176 ao AN6421.1 70.m15032 AO070302000085 0 -83 -60 ATGAATCAGAGAGAATCTCATTGA ATGAATCAGAGAGAATCTCATTGA MNQRESH* MNQRESH* GGAGCCATTC GCATCGGCCC 0  0 0 0 0 0
3741 2179 af AN0764.1 70.m15368 AO070316000081 0 -116 -99 ATGGGTCGAGTCTATTAA ATGGGTCGAGTCTATTAA MGRVY* MGRVY* ACAAGAGCTG ACCTGGTGGT 0 Q 0 MG02619.1 0 0 0
3740 2179 an AN0764.1 70.m15368 AO070316000081 0 -137 -120 ATGCGGGGGGTTGCGTAG ATGCGGGGGGTTGCGTAG MRGVA* MRGVA* ATACATCCCC TTTTGCTCGA 0 Q 0 MG02619.1 0 0 0
3742 2179 ao AN0764.1 70.m15368 AO070316000081 0 -203 -9 ATGAAGGAACCAATTCCGCTGCAACCATGCTTATTCAACT

CTTATGCATCATCCGATCTGCCCAATGCGGGGGGTGATGA
TCCACTCTTCCTTGCAGTATATAGGAACCACAACTCGCAAT
TGACTTTTTCCCTTTACTTTTGTCTTCTTCCACCCATTCTTA
GTGATACGTACTCTTCAATAGTGAGGAATTGA

ATGAAGGAACCAATTCCGCTGCAACCATGC
TTATTCAACTCTTATGCATCATCCGATCTGC
CCAATGCGGGGGGTGATGATCCACTCTTCC
TTGCAGTATATAGGAACCACAACTCGCAATT
GACTTTTTCCCTTTACTTTTGTCTTCTTCCAC
CCATTCTTAGTGATACGTACTCTTCAATAGT
GAGGAATTGA

MKEPIPLQPCLFNSYASS
DLPNAGGDDPLFLAVYR
NHNSQLTFSLYFCLLPPIL
SDTYSSIVRN*

MKEPIPLQPCLFNSY
ASSDLPNAGGDDPL
FLAVYRNHNSQLTF
SLYFCLLPPILSDTY
SSIVRN*

CACATTCCCC AACACAAAAT 0 Q 0 MG02619.1 0 0 0

3743 2179 ao AN0764.1 70.m15368 AO070316000081 0 -177 -127 ATGCTTATTCAACTCTTATGCATCATCCGATCTGCCCAATG
CGGGGGGTGA

ATGCTTATTCAACTCTTATGCATCATCCGATC
TGCCCAATGCGGGGGGTGA

MLIQLLCIIRSAQCGG* MLIQLLCIIRSAQCG
G*

CGCTGCAACC TGATCCACTC 0 Q 0 MG02619.1 0 0 0

3744 2179 ao AN0764.1 70.m15368 AO070316000081 0 -160 -80 ATGCATCATCCGATCTGCCCAATGCGGGGGGTGATGATC
CACTCTTCCTTGCAGTATATAGGAACCACAACTCGCAATTG
A

ATGCATCATCCGATCTGCCCAATGCGGGGG
GTGATGATCCACTCTTCCTTGCAGTATATAG
GAACCACAACTCGCAATTGA

MHHPICPMRGVMIHSSL
QYIGTTTRN*

MHHPICPMRGVMIH
SSLQYIGTTTRN*

TTCAACTCTT CTTTTTCCCT 0 Q 0 MG02619.1 0 0 0

3745 2179 ao AN0764.1 70.m15368 AO070316000081 0 -139 -80 ATGCGGGGGGTGATGATCCACTCTTCCTTGCAGTATATAG
GAACCACAACTCGCAATTGA

ATGCGGGGGGTGATGATCCACTCTTCCTTG
CAGTATATAGGAACCACAACTCGCAATTGA

MRGVMIHSSLQYIGTTTR
N*

MRGVMIHSSLQYIG
TTTRN*

GATCTGCCCA CTTTTTCCCT 0 Q 0 MG02619.1 0 0 0

3746 2179 ao AN0764.1 70.m15368 AO070316000081 0 -127 -80 ATGATCCACTCTTCCTTGCAGTATATAGGAACCACAACTCG
CAATTGA

ATGATCCACTCTTCCTTGCAGTATATAGGAA
CCACAACTCGCAATTGA

MIHSSLQYIGTTTRN* MIHSSLQYIGTTTRN
*

GCGGGGGGTG CTTTTTCCCT 0 Q 0 MG02619.1 0 0 0

3748 2183 af AN1775.1 69.m15062 AO070324000034 0 -258 -238 ATGATAATATTATATATATAA ATGATAATATTATATATATAA MIILYI* MIILYI* TATGATGCTC TTATCCTCAG 0 MO FG02191.1 0 NCU05644.1 0 0

3749 2183 af AN1775.1 69.m15062 AO070324000034 0 -201 -190 ATGTATGAATAG ATGTATGAATAG MYE* MYE* GACATCATTC GTTGTGCTCA 0 MO FG02191.1 0 NCU05644.1 0 0

3750 2183 af AN1775.1 69.m15062 AO070324000034 0 -197 -153 ATGAATAGGTTGTGCTCACCTTGTCATATAGAATCCAGAGA
CTAA

ATGAATAGGTTGTGCTCACCTTGTCATATAGAATCC
AGAGACTAA

MNRLCSPCHIESRD* MNRLCSPCHIESRD
*

TCATTCATGT ACTCAATTGG 0 MO FG02191.1 0 NCU05644.1 0 0

3751 2183 af AN1775.1 69.m15062 AO070324000034 0 -102 -61 ATGCACCACAATCCCCACTTAATGGTTTCCCTGAAAAGTTA
G

ATGCACCACAATCCCCACTTAATGGTTTCCCTGAAA
AGTTAG

MHHNPHLMVSLKS* MHHNPHLMVSLKS* AGCATCTTTG GAAAGGTCAA 0 MO FG02191.1 0 NCU05644.1 0 0

3752 2183 af AN1775.1 69.m15062 AO070324000034 0 -81 -61 ATGGTTTCCCTGAAAAGTTAG ATGGTTTCCCTGAAAAGTTAG MVSLKS* MVSLKS* TCCCCACTTA GAAAGGTCAA 0 MO FG02191.1 0 NCU05644.1 0 0

3747 2183 an AN1775.1 69.m15062 AO070324000034 0 -68 -51 ATGGCTTCTAGCCCCTGA ATGGCTTCTAGCCCCTGA MASSP* MASSP* GACCTTTTAC CCGAAAGACA 0 MO FG02191.1 0 NCU05644.1 0 0
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3754 2184 af AN7725.1 71.m15752 AO070325000141 0 -266 -234 ATGGAACGAAGACATAATTCGGCGGGGACATGA ATGGAACGAAGACATAATTCGGCGGGGACATGA MERRHNSAGT* MERRHNSAGT* CCGCGGCCGG AAATGTGGGT 0 H 0 0 0 0 0

3755 2184 af AN7725.1 71.m15752 AO070325000141 0 -237 -118 ATGAAAATGTGGGTGATCGATACGGAATTTTTGGTTCTTCG
GAGGCGACAAAGGGCGCAACGGTCGAGGTTAGTAGTTAT
CTTGACTCACACTTACAGGGCCCGTCTTCGGTCTTCTTAA

ATGAAAATGTGGGTGATCGATACGGAATTTTTGGTT
CTTCGGAGGCGACAAAGGGCGCAACGGTCGAGGT
TAGTAGTTATCTTGACTCACACTTACAGGGCCCGT
CTTCGGTCTTCTTAA

MKMWVIDTEFLVLRRRQ
RAQRSRLVVILTHTYRAR
LRSS*

MKMWVIDTEFLVLR
RRQRAQRSRLVVIL
THTYRARLRSS*

CGGCGGGGAC GAACTGGGTT 0 H 0 0 0 0 0

3756 2184 af AN7725.1 71.m15752 AO070325000141 0 -231 -118 ATGTGGGTGATCGATACGGAATTTTTGGTTCTTCGGAGGC
GACAAAGGGCGCAACGGTCGAGGTTAGTAGTTATCTTGAC
TCACACTTACAGGGCCCGTCTTCGGTCTTCTTAA

ATGTGGGTGATCGATACGGAATTTTTGGTTCTTCG
GAGGCGACAAAGGGCGCAACGGTCGAGGTTAGTA
GTTATCTTGACTCACACTTACAGGGCCCGTCTTCG
GTCTTCTTAA

MWVIDTEFLVLRRRQRA
QRSRLVVILTHTYRARLR
SS*

MWVIDTEFLVLRRR
QRAQRSRLVVILTH
TYRARLRSS*

GGACATGAAA GAACTGGGTT 0 H 0 0 0 0 0

3753 2184 an AN7725.1 71.m15752 AO070325000141 0 -245 -225 ATGGCGGTTTTTGGCGGGTAA ATGGCGGTTTTTGGCGGGTAA MAVFGG* MAVFGG* TGATTGGCGA GTCAGATAAT 0 H 0 0 0 0 0
3757 2184 ao AN7725.1 71.m15752 AO070325000141 0 -186 -67 ATGGACACCGCGCCCTATGTTGACAGTGGTTGTCTTCTGC

GGCGATTGCCTTTGAGTCACCATTCTTTCACTTTAAATATC
CCAGCTCGGCTTCCTTCTTCTTTTCTCCCCTGTTCTTAG

ATGGACACCGCGCCCTATGTTGACAGTGGT
TGTCTTCTGCGGCGATTGCCTTTGAGTCAC
CATTCTTTCACTTTAAATATCCCAGCTCGGC
TTCCTTCTTCTTTTCTCCCCTGTTCTTAG

MDTAPYVDSGCLLRRLPL
SHHSFTLNIPARLPSSFLP
CS*

MDTAPYVDSGCLLR
RLPLSHHSFTLNIPA
RLPSSFLPCS*

GGTGGGTTCC ACCATCCTTC 0 H 0 0 0 0 0

3758 2184 ao AN7725.1 71.m15752 AO070325000141 0 -170 -132 ATGTTGACAGTGGTTGTCTTCTGCGGCGATTGCCTTTGA ATGTTGACAGTGGTTGTCTTCTGCGGCGATT
GCCTTTGA

MLTVVVFCGDCL* MLTVVVFCGDCL* ACCGCGCCCT GTCACCATTC 0 H 0 0 0 0 0

3761 2185 af AN6571.1 62.m03162 AO070326000014 0 -196 -173 ATGTCTCTTGCACTGCGCTCGTAA ATGTCTCTTGCACTGCGCTCGTAA MSLALRS* MSLALRS* TTGCTCTTGA AATCTTTCTG 0  0 0 0 0 0
3759 2185 an AN6571.1 62.m03162 AO070326000014 0 -151 -56 ATGTCTGCCATTAAGAATTCAAGGCCAATTGTCAAGTACTT

ATATATGCGCGCCTGTGTCACATATAACGCTGATCAATTG
CAGCTTGCGTGTTGA

ATGTCTGCCATTAAGAATTCAAGGCCAATTGTCA
AGTACTTATATATGCGCGCCTGTGTCACATATAA
CGCTGATCAATTGCAGCTTGCGTGTTGA

MSAIKNSRPIVKYLYMRA
CVTYNADQLQLAC*

MSAIKNSRPIVKYLYMRA
CVTYNADQLQLAC*

CCTGTGGCCG ACACGTCCCA 0  0 0 0 0 0

3760 2185 an AN6571.1 62.m03162 AO070326000014 0 -106 -56 ATGCGCGCCTGTGTCACATATAACGCTGATCAATTGCAGC
TTGCGTGTTGA

ATGCGCGCCTGTGTCACATATAACGCTGATCAAT
TGCAGCTTGCGTGTTGA

MRACVTYNADQLQLAC* MRACVTYNADQLQLAC* GTACTTATAT ACACGTCCCA 0  0 0 0 0 0

3762 2186 af AN2236.1 71.m15828 AO070326000140 0 -147 -97 ATGTTTACTGTTCCCGTCGCGATTCGACGGTTTGGGGTTT
TTCCAATCTGA

ATGTTTACTGTTCCCGTCGCGATTCGACGGTTTGG
GGTTTTTCCAATCTGA

MFTVPVAIRRFGVFPI* MFTVPVAIRRFGVF
PI*

TCCGTCGCGC TAACATAGAG 0 S 0 0 0 0 0

3763 2186 ao AN2236.1 71.m15828 AO070326000140 0 -169 -134 ATGTCGAGCTGCTTTCGACGCATTGAGTTCCCCTAA ATGTCGAGCTGCTTTCGACGCATTGAGTTC
CCCTAA

MSSCFRRIEFP* MSSCFRRIEFP* ATCGCATTAC GATATCCGCA 0 S 0 0 0 0 0

3766 2188 af AN1503.1 55.m03013 AO070334000220 0 -190 -83 ATGGCAGGCGTCCCACCATCTCTGTTCTCTTTAACAAACC
CTTTCCTCCCTTTTTCTGCTCTTCTCTATCCCGATAAATCCT
CCAAATTGAGCTCCTCTACCTGGTAA

ATGGCAGGCGTCCCACCATCTCTGTTCTCTTTAAC
AAACCCTTTCCTCCCTTTTTCTGCTCTTCTCTATCC
CGATAAATCCTCCAAATTGAGCTCCTCTACCTGGTA
A

MAGVPPSLFSLTNPFLPF
SALLYPDKSSKLSSSTW*

MAGVPPSLFSLTNP
FLPFSALLYPDKSSK
LSSSTW*

TTTCTTAATC CTCTTGTTCC 0 EM 0 0 NCU05977.1 0 0

3767 2188 af AN1503.1 55.m03013 AO070334000220 0 -72 -55 ATGCAGGCCTACACTTGA ATGCAGGCCTACACTTGA MQAYT* MQAYT* CTCTTGTTCC AATCATCTTC 0 EM 0 0 NCU05977.1 0 0

3765 2188 an AN1503.1 55.m03013 AO070334000220 0 -182 -117 ATGACTTCCTCCACTTTTAAACCCTCCTCCTCCCCGGGGA
TTTCCCTCCAGCTGTCCATTTTCTAA

ATGACTTCCTCCACTTTTAAACCCTCCTCCTCCCC
GGGGATTTCCCTCCAGCTGTCCATTTTCTAA

MTSSTFKPSSSPGISLQL
SIF*

MTSSTFKPSSSPGISLQ
LSIF*

AGCAGACTCC TCCGTCGCAT 0 EM 0 0 NCU05977.1 0 0

3769 2191 af AN3793.1 57.m05691 AO070337000236 0 -358 -302 ATGCCATTCTTGTCTCGGTCGGCTTCTGCAAATTCCCCTC
GTCCTTCATCGACTTGA

ATGCCATTCTTGTCTCGGTCGGCTTCTGCAAATTCC
CCTCGTCCTTCATCGACTTGA

MPFLSRSASANSPRPSS
T*

MPFLSRSASANSPR
PSST*

CTGTACTGTG ACGGTCGGTA 0 TR 0 0 0 0 0

3768 2191 an AN3793.1 57.m05691 AO070337000236 0 -333 -322 ATGTCACGCTAA ATGTCACGCTAA MSR* MSR* CGGCCGCTTC TAATCCCAGT 0 TR 0 0 0 0 0
3773 2192 af AN5992.1 72.m19148 AO070340000285 0 -216 -145 ATGGAAACGCGTCTCTTTCGCGTCGCGACGTGTTTTGCAC

CAAAAAGTTACGGGCGCCAAAAGATCCACTAA
ATGGAAACGCGTCTCTTTCGCGTCGCGACGTGTTT
TGCACCAAAAAGTTACGGGCGCCAAAAGATCCACT
AA

METRLFRVATCFAPKSY
GRQKIH*

METRLFRVATCFAP
KSYGRQKIH*

AATCTGAGGA TGAAGTACAC 0 L 0 0 0 0 0

3772 2192 an AN5992.1 72.m19148 AO070340000285 0 -205 -53 ATGGCTGCATTACCCAAGACGCGTCTTTCGCGACGCGAA
CGTGCTTTACGCCTCAGGCTGCAAACTCCTTTGGTGGAGG
AACGCAGAAAACTGCCTGGCGCCCAGTCTTGTCAAGTTAC
AACTTCCGCAGCACCTGCGCCCTCTTCTTGCTGA

ATGGCTGCATTACCCAAGACGCGTCTTTCGCGAC
GCGAACGTGCTTTACGCCTCAGGCTGCAAACTC
CTTTGGTGGAGGAACGCAGAAAACTGCCTGGCG
CCCAGTCTTGTCAAGTTACAACTTCCGCAGCACC
TGCGCCCTCTTCTTGCTGA

MAALPKTRLSRRERALRL
RLQTPLVEERRKLPGAQ
SCQVTTSAAPAPSSC*

MAALPKTRLSRRERALR
LRLQTPLVEERRKLPGA
QSCQVTTSAAPAPSSC*

CCTTGGGAAA GCTTCTGGAC 0 L 0 0 0 0 0

3774 2192 ao AN5992.1 72.m19148 AO070340000285 0 -231 -148 ATGGAAACGCGTCGGTTTTCGTGTCGCGACGTGTTTTTGC
GCCTCAGGTTTCTGGGCCTAAGGTTGCTGGGGTTCCGAA
ATTGA

ATGGAAACGCGTCGGTTTTCGTGTCGCGAC
GTGTTTTTGCGCCTCAGGTTTCTGGGCCTAA
GGTTGCTGGGGTTCCGAAATTGA

METRRFSCRDVFLRLRFL
GLRLLGFRN*

METRRFSCRDVFLR
LRFLGLRLLGFRN*

AATATAAGGA TCCACTACCA 0 L 0 0 0 0 0

3778 2193 af AN2114.1 57.m05820 AO070341000297 0 -134 -114 ATGATCGGTTTTATGGTTTGA ATGATCGGTTTTATGGTTTGA MIGFMV* MIGFMV* TCAGCGCTGA AATGTATGCT 0 HC 0 0 NCU08315.1 0 0

3779 2193 af AN2114.1 57.m05820 AO070341000297 0 -112 -41 ATGTATGCTATGCCTGTGGTCAATCCCCTTCTCAGAACGA
CATTTTCGACCAACTCCCGCCATTTCACATAA

ATGTATGCTATGCCTGTGGTCAATCCCCTTCTCAGA
ACGACATTTTCGACCAACTCCCGCCATTTCACATAA

MYAMPVVNPLLRTTFSTN
SRHFT*

MYAMPVVNPLLRTT
FSTNSRHFT*

ATGGTTTGAA TCAATTCATC 0 HC 0 0 NCU08315.1 0 0

3780 2193 af AN2114.1 57.m05820 AO070341000297 0 -108 -10 ATGCTATGCCTGTGGTCAATCCCCTTCTCAGAACGACATTT
TCGACCAACTCCCGCCATTTCACATAATCAATTCATCAGCA
GCTCGCGATCCGGGTAA

ATGCTATGCCTGTGGTCAATCCCCTTCTCAGAACG
ACATTTTCGACCAACTCCCGCCATTTCACATAATCA
ATTCATCAGCAGCTCGCGATCCGGGTAA

MLCLWSIPFSERHFRPTP
AISHNQFISSSRSG*

MLCLWSIPFSERHF
RPTPAISHNQFISSS
RSG*

TTTGAAATGT GAGACAGAAA 0 HC 0 0 NCU08315.1 0 0

3781 2193 af AN2114.1 57.m05820 AO070341000297 0 -103 -41 ATGCCTGTGGTCAATCCCCTTCTCAGAACGACATTTTCGA
CCAACTCCCGCCATTTCACATAA

ATGCCTGTGGTCAATCCCCTTCTCAGAACGACATTT
TCGACCAACTCCCGCCATTTCACATAA

MPVVNPLLRTTFSTNSRH
FT*

MPVVNPLLRTTFST
NSRHFT*

AATGTATGCT TCAATTCATC 0 HC 0 0 NCU08315.1 0 0

3776 2193 an AN2114.1 57.m05820 AO070341000297 0 -184 -158 ATGATGTGCCCCATTCACTGCCGTTGA ATGATGTGCCCCATTCACTGCCGTTGA MMCPIHCR* MMCPIHCR* ATGAATTCAA TCATAGATAA 0 HC 0 0 NCU08315.1 0 0

3777 2193 an AN2114.1 57.m05820 AO070341000297 0 -181 -158 ATGTGCCCCATTCACTGCCGTTGA ATGTGCCCCATTCACTGCCGTTGA MCPIHCR* MCPIHCR* AATTCAAATG TCATAGATAA 0 HC 0 0 NCU08315.1 0 0

3782 2193 ao AN2114.1 57.m05820 AO070341000297 0 -165 -64 ATGTTTATTCGACATGAGGTGCGGTGTGTGCGATGGATGG
TAGAAAAGGGGAAGCCTCGCGTCTTTGCAATCTCTTGGCT
CAACATTCCCTCGAGTGCTTGA

ATGTTTATTCGACATGAGGTGCGGTGTGTG
CGATGGATGGTAGAAAAGGGGAAGCCTCG
CGTCTTTGCAATCTCTTGGCTCAACATTCCC
TCGAGTGCTTGA

MFIRHEVRCVRWMVEKG
KPRVFAISWLNIPSSA*

MFIRHEVRCVRWM
VEKGKPRVFAISWL
NIPSSA*

AAGTTCCGAT GTTCTTGAAA 0 HC 0 0 NCU08315.1 0 0

3783 2193 ao AN2114.1 57.m05820 AO070341000297 0 -152 -123 ATGAGGTGCGGTGTGTGCGATGGATGGTAG ATGAGGTGCGGTGTGTGCGATGGATGGTA
G

MRCGVCDGW* MRCGVCDGW* TTTATTCGAC AAAAGGGGAA 0 HC 0 0 NCU08315.1 0 0

3784 2193 ao AN2114.1 57.m05820 AO070341000297 0 -133 -56 ATGGATGGTAGAAAAGGGGAAGCCTCGCGTCTTTGCAATC
TCTTGGCTCAACATTCCCTCGAGTGCTTGAGTTCTTGA

ATGGATGGTAGAAAAGGGGAAGCCTCGCGT
CTTTGCAATCTCTTGGCTCAACATTCCCTCG
AGTGCTTGAGTTCTTGA

MDGRKGEASRLCNLLAQ
HSLECLSS*

MDGRKGEASRLCN
LLAQHSLECLSS*

GGTGTGTGCG AATACACCCT 0 HC 0 0 NCU08315.1 0 0

3785 2193 ao AN2114.1 57.m05820 AO070341000297 0 -129 -64 ATGGTAGAAAAGGGGAAGCCTCGCGTCTTTGCAATCTCTT
GGCTCAACATTCCCTCGAGTGCTTGA

ATGGTAGAAAAGGGGAAGCCTCGCGTCTTT
GCAATCTCTTGGCTCAACATTCCCTCGAGTG
CTTGA

MVEKGKPRVFAISWLNIP
SSA*

MVEKGKPRVFAISW
LNIPSSA*

TGTGCGATGG GTTCTTGAAA 0 HC 0 0 NCU08315.1 0 0

3787 2201 af AN3371.1 66.m04639 AO070281000010 0 -281 -258 ATGCCATACATTGGCTGTTCTTGA ATGCCATACATTGGCTGTTCTTGA MPYIGCS* MPYIGCS* TATTGCTGCC TGCTGCTTGA 0  0 0 NCU06056.1 0 0

3788 2201 af AN3371.1 66.m04639 AO070281000010 0 -258 -124 ATGCTGCTTGAGTTTATCACTTGGTATTCCCTTCTTCTGGT
CCATTCCTATCTAGTTGTTGCTTCCTTTGAAGCCTTCTATCT
TCTCCGCACAACCTCATGTTTGACAACACGGTACATTGTC
GACGTCCGCTGA

ATGCTGCTTGAGTTTATCACTTGGTATTCCCTTCTT
CTGGTCCATTCCTATCTAGTTGTTGCTTCCTTTGAA
GCCTTCTATCTTCTCCGCACAACCTCATGTTTGACA
ACACGGTACATTGTCGACGTCCGCTGA

MLLEFITWYSLLLVHSYLV
VASFEAFYLLRTTSCLTT
RYIVDVR*

MLLEFITWYSLLLVH
SYLVVASFEAFYLLR
TTSCLTTRYIVDVR*

GCTGTTCTTG CAGATCTACT 0  0 0 NCU06056.1 0 0

3786 2201 an AN3371.1 66.m04639 AO070281000010 0 -178 -80 ATGTTCTCGATTCTTTTCTTCTTCTGCATTTGTTTTTACGGC
TTCTTTCTCCTCGTCTTCTCGCTCGTTTCCGGCTTGCTAAC
TTGGGTTTCCCCATAG

ATGTTCTCGATTCTTTTCTTCTTCTGCATTTGTTTT
TACGGCTTCTTTCTCCTCGTCTTCTCGCTCGTTTC
CGGCTTGCTAACTTGGGTTTCCCCATAG

MFSILFFFCICFYGFFLLV
FSLVSGLLTWVSP*

MFSILFFFCICFYGFFLL
VFSLVSGLLTWVSP*

GTTTAGCGTC CCATTTCCCT 0  0 0 NCU06056.1 0 0

3789 2201 ao AN3371.1 66.m04639 AO070281000010 0 -238 -134 ATGTCTCAGCCTCTCTTTTTTTCTGCGTGCTTTTTCCTTGC
CATAAATTTTTCTCCTCCCTTCTTTCTTTACATTTTGTACAAC
CCAAAATTGATCCCAAAATAA

ATGTCTCAGCCTCTCTTTTTTTCTGCGTGCTT
TTTCCTTGCCATAAATTTTTCTCCTCCCTTCT
TTCTTTACATTTTGTACAACCCAAAATTGATC
CCAAAATAA

MSQPLFFSACFFLAINFS
PPFFLYILYNPKLIPK*

MSQPLFFSACFFLAI
NFSPPFFLYILYNPK
LIPK*

GACCTGCAGT AGTCTATGCT 0  0 0 NCU06056.1 0 0

3790 2201 ao AN3371.1 66.m04639 AO070281000010 0 -128 -57 ATGCTGACACTGAGGTCATTTTTCTTTTTTTTTTTTTTGTTTT
TTTTAGTAACCCTTACATTCACGATCTGA

ATGCTGACACTGAGGTCATTTTTCTTTTTTTT
TTTTTTGTTTTTTTTAGTAACCCTTACATTCAC
GATCTGA

MLTLRSFFFFFFLFFLVTL
TFTI*

MLTLRSFFFFFFLFF
LVTLTFTI*

AATAAAGTCT CGATCATCTG 0  0 0 NCU06056.1 0 0

3792 2202 af AN4976.1 59.m08879 AO070288000043 0 -161 -108 ATGAATCCTTGTCATCATCAATCTCTGTGGCTTTTGACTGA
CTCGGTATTCTGA

ATGAATCCTTGTCATCATCAATCTCTGTGGCTTTTG
ACTGACTCGGTATTCTGA

MNPCHHQSLWLLTDSVF
*

MNPCHHQSLWLLT
DSVF*

TTATTGTGAC GAGGTTAGAC 0 K 0 0 0 0 0

3791 2202 an AN4976.1 59.m08879 AO070288000043 0 -332 -318 ATGCCTCCCCCATAA ATGCCTCCCCCATAA MPPP* MPPP* CCAATCGCAT TTTCCCATCT 0 K 0 0 0 0 0
3793 2202 ao AN4976.1 59.m08879 AO070288000043 0 -292 -245 ATGTTTTCTTGCTTTCCCTCTTGCAAAAATTTTTTCTGCCTT

CTTTGA
ATGTTTTCTTGCTTTCCCTCTTGCAAAAATTT
TTTCTGCCTTCTTTGA

MFSCFPSCKNFFCLL* MFSCFPSCKNFFCL
L*

CACAAAGGGT CCGCATCTTG 0 K 0 0 0 0 0

3794 2202 ao AN4976.1 59.m08879 AO070288000043 0 -219 -202 ATGTGGTGTTGTTGCTAG ATGTGGTGTTGTTGCTAG MWCCC* MWCCC* CTTTGCGGTC ACCGACTTGT 0 K 0 0 0 0 0
3795 2203 ao AN4997.1 59.m09454 AO070288000080 0 -259 -218 ATGAAACGAGTAACGATCTGTAGAGAAAAAGGAATTCAAT

AA
ATGAAACGAGTAACGATCTGTAGAGAAAAA
GGAATTCAATAA

MKRVTICREKGIQ* MKRVTICREKGIQ* AAGTAAAAAT TTGTAAACTG 0 I FG10779.1 0 0 0 0

3801 2210 af AN8033.1 53.m03881 AO070322000128 0 -153 -88 ATGTCAGTTGTTCCAAGCGTCAGAGCGGATAAGTCTCCGA
TCGTCACCGCCTTGGCCATGATGTAG

ATGTCAGTTGTTCCAAGCGTCAGAGCGGATAAGTC
TCCGATCGTCACCGCCTTGGCCATGATGTAG

MSVVPSVRADKSPIVTAL
AMM*

MSVVPSVRADKSPI
VTALAMM*

GATATATCTA GCAGTACGCC 0 C 0 0 0 0 0

3797 2210 an AN8033.1 53.m03881 AO070322000128 0 -248 -60 ATGGAAGCTCCCGAGCAAGGTTCCGCCATAGCGGATATC
TTAGTACTAAGCGATTCAGAGATGTGCCGTGTTAACGTGT
TCTTATTCGTTGGATTTGCGCATCTCTGTATGCTGCTCATA
CATGCCGATACCGGGGAAGAGCGGGCGCTGAATAAGCG
AGCTTTTCGGAGCGGACTCCGAACGGACTGA

ATGGAAGCTCCCGAGCAAGGTTCCGCCATAGCG
GATATCTTAGTACTAAGCGATTCAGAGATGTGCC
GTGTTAACGTGTTCTTATTCGTTGGATTTGCGCAT
CTCTGTATGCTGCTCATACATGCCGATACCGGGG
AAGAGCGGGCGCTGAATAAGCGAGCTTTTCGGA
GCGGACTCCGAACGGACTGA

MEAPEQGSAIADILVLSD
SEMCRVNVFLFVGFAHL
CMLLIHADTGEERALNKR
AFRSGLRTD*

MEAPEQGSAIADILVLSD
SEMCRVNVFLFVGFAHL
CMLLIHADTGEERALNK
RAFRSGLRTD*

GCCACAGAAT ATCTTTTGAC 0 C 0 0 0 0 0

3798 2210 an AN8033.1 53.m03881 AO070322000128 0 -188 -60 ATGTGCCGTGTTAACGTGTTCTTATTCGTTGGATTTGCGCA
TCTCTGTATGCTGCTCATACATGCCGATACCGGGGAAGAG
CGGGCGCTGAATAAGCGAGCTTTTCGGAGCGGACTCCGA
ACGGACTGA

ATGTGCCGTGTTAACGTGTTCTTATTCGTTGGATT
TGCGCATCTCTGTATGCTGCTCATACATGCCGAT
ACCGGGGAAGAGCGGGCGCTGAATAAGCGAGC
TTTTCGGAGCGGACTCCGAACGGACTGA

MCRVNVFLFVGFAHLCM
LLIHADTGEERALNKRAF
RSGLRTD*

MCRVNVFLFVGFAHLC
MLLIHADTGEERALNKR
AFRSGLRTD*

CGATTCAGAG ATCTTTTGAC 0 C 0 0 0 0 0

3799 2210 an AN8033.1 53.m03881 AO070322000128 0 -140 -60 ATGCTGCTCATACATGCCGATACCGGGGAAGAGCGGGCG
CTGAATAAGCGAGCTTTTCGGAGCGGACTCCGAACGGAC
TGA

ATGCTGCTCATACATGCCGATACCGGGGAAGAG
CGGGCGCTGAATAAGCGAGCTTTTCGGAGCGGA
CTCCGAACGGACTGA

MLLIHADTGEERALNKRA
FRSGLRTD*

MLLIHADTGEERALNKR
AFRSGLRTD*

GCATCTCTGT ATCTTTTGAC 0 C 0 0 0 0 0

3800 2210 an AN8033.1 53.m03881 AO070322000128 0 -127 -98 ATGCCGATACCGGGGAAGAGCGGGCGCTGA ATGCCGATACCGGGGAAGAGCGGGCGCTGA MPIPGKSGR* MPIPGKSGR* CTGCTCATAC ATAAGCGAGC 0 C 0 0 0 0 0
3802 2210 ao AN8033.1 53.m03881 AO070322000128 0 -232 -158 ATGGATGATTTAATGAATAAGAATAGATCAGGTACACCTGA

TATACATTATTCTTCGATTTTATCTGTTTGCTAA
ATGGATGATTTAATGAATAAGAATAGATCAG
GTACACCTGATATACATTATTCTTCGATTTTA
TCTGTTTGCTAA

MDDLMNKNRSGTPDIHY
SSILSVC*

MDDLMNKNRSGTP
DIHYSSILSVC*

CACCAGTAGA CCATTGAACC 0 C 0 0 0 0 0
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3803 2210 ao AN8033.1 53.m03881 AO070322000128 0 -220 -158 ATGAATAAGAATAGATCAGGTACACCTGATATACATTATTC
TTCGATTTTATCTGTTTGCTAA

ATGAATAAGAATAGATCAGGTACACCTGATA
TACATTATTCTTCGATTTTATCTGTTTGCTAA

MNKNRSGTPDIHYSSILS
VC*

MNKNRSGTPDIHYS
SILSVC*

GGATGATTTA CCATTGAACC 0 C 0 0 0 0 0

3804 2210 ao AN8033.1 53.m03881 AO070322000128 0 -117 -52 ATGTTCGGTCGGGATGTCGTGAGCACTCCGGAGTCGGCG
CCAACTCCGGCTCGGCCAGCTTTTTAG

ATGTTCGGTCGGGATGTCGTGAGCACTCCG
GAGTCGGCGCCAACTCCGGCTCGGCCAGC
TTTTTAG

MFGRDVVSTPESAPTPA
RPAF*

MFGRDVVSTPESAP
TPARPAF*

AAATTTTTCC TTCTGCCGTT 0 C 0 0 0 0 0

3805 2211 af AN2314.1 71.m15520 AO070323000036 0 -237 -148 ATGCTCCTCCCCCGCAATGGGCTTGGGCTTGCTGAGGGA
CAAAAGCAGGTTTCCCTCCTCCCGGTCCCTTGCAATCGTT
ACATTTTGTAG

ATGCTCCTCCCCCGCAATGGGCTTGGGCTTGCTG
AGGGACAAAAGCAGGTTTCCCTCCTCCCGGTCCCT
TGCAATCGTTACATTTTGTAG

MLLPRNGLGLAEGQKQV
SLLPVPCNRYIL*

MLLPRNGLGLAEGQ
KQVSLLPVPCNRYIL
*

GCCTATCTAG AAAGAAAAAT 0 G 0 0 0 0 0

3806 2214 an AN6560.1 62.m03147 AO070326000001 0 -121 -80 ATGATACCAAAGGGATTATTGCGGCCATCGTCGACCGGAT
AG

ATGATACCAAAGGGATTATTGCGGCCATCGTCGA
CCGGATAG

MIPKGLLRPSSTG* MIPKGLLRPSSTG* AAGAGGGTTT CGAATCGTTC 0 Z 0 0 0 0 0

3807 2214 ao AN6560.1 62.m03147 AO070326000001 0 -99 -88 ATGCAGTGTTAA ATGCAGTGTTAA MQC* MQC* CGTGACTTGA GAAGTGGAGA 0 Z 0 0 0 0 0
3808 2215 an AN4763.1 59.m09489 AO070327000053 0 -286 -173 ATGTGGCTGATCACCCAAAGGGGTGAGACAGGGGCAGAA

ACAGATGCGCCTGTCTCCTTATCTAGGAATGCGCGGCTG
GTAGAATTTACTATGCAAATGCTAACTATATTTTGA

ATGTGGCTGATCACCCAAAGGGGTGAGACAGGG
GCAGAAACAGATGCGCCTGTCTCCTTATCTAGGA
ATGCGCGGCTGGTAGAATTTACTATGCAAATGCT
AACTATATTTTGA

MWLITQRGETGAETDAP
VSLSRNARLVEFTMQML
TIF*

MWLITQRGETGAETDA
PVSLSRNARLVEFTMQ
MLTIF*

TTTGCAAGGT TGGGCTCTAG 0 R 0 0 0 0 0

3809 2215 an AN4763.1 59.m09489 AO070327000053 0 -243 -205 ATGCGCCTGTCTCCTTATCTAGGAATGCGCGGCTGGTAG ATGCGCCTGTCTCCTTATCTAGGAATGCGCGGCT
GGTAG

MRLSPYLGMRGW* MRLSPYLGMRGW* GCAGAAACAG AATTTACTAT 0 R 0 0 0 0 0

3810 2215 an AN4763.1 59.m09489 AO070327000053 0 -219 -205 ATGCGCGGCTGGTAG ATGCGCGGCTGGTAG MRGW* MRGW* TTATCTAGGA AATTTACTAT 0 R 0 0 0 0 0
3811 2215 an AN4763.1 59.m09489 AO070327000053 0 -196 -173 ATGCAAATGCTAACTATATTTTGA ATGCAAATGCTAACTATATTTTGA MQMLTIF* MQMLTIF* AGAATTTACT TGGGCTCTAG 0 R 0 0 0 0 0
3812 2215 an AN4763.1 59.m09489 AO070327000053 0 -190 -173 ATGCTAACTATATTTTGA ATGCTAACTATATTTTGA MLTIF* MLTIF* TACTATGCAA TGGGCTCTAG 0 R 0 0 0 0 0
3813 2215 an AN4763.1 59.m09489 AO070327000053 0 -173 -132 ATGGGCTCTAGGTCACTTACACTCTTTTTTGTCCATTGCTA

G
ATGGGCTCTAGGTCACTTACACTCTTTTTTGTCCA
TTGCTAG

MGSRSLTLFFVHC* MGSRSLTLFFVHC* CTATATTTTG TGGATTGCTT 0 R 0 0 0 0 0

3815 2216 af AN4042.1 54.m06570 AO070328000135 0 -81 -61 ATGAGAACTACGTCTCCCTGA ATGAGAACTACGTCTCCCTGA MRTTSP* MRTTSP* CTCCGTATTT ATTTTTGAGT 0 QI 0 0 0 0 0
3816 2216 ao AN4042.1 54.m06570 AO070328000135 0 -210 -199 ATGTATCCGTAA ATGTATCCGTAA MYP* MYP* CTTGACAGTA CCGTCCGCCG 0 QI 0 0 0 0 0
3819 2217 af AN1163.1 70.m15058 AO070331000153 0 -238 -89 ATGGGCCCTACACGTGATCTGGGAGGTGACGGAGCTTGG

TCGGTTCTGATAGAGAGCTTCAGCCACTCACAGCGCTCCC
AAAGGTGGAGCGTTCGAGAAGCATCAGGATGCTTGGATC
ACCTTGGGACCGCTGAGGACTCGGGTATATAA

ATGGGCCCTACACGTGATCTGGGAGGTGACGGAG
CTTGGTCGGTTCTGATAGAGAGCTTCAGCCACTCA
CAGCGCTCCCAAAGGTGGAGCGTTCGAGAAGCAT
CAGGATGCTTGGATCACCTTGGGACCGCTGAGGA
CTCGGGTATATAA

MGPTRDLGGDGAWSVLI
ESFSHSQRSQRWSVRE
ASGCLDHLGTAEDSGI*

MGPTRDLGGDGAW
SVLIESFSHSQRSQ
RWSVREASGCLDH
LGTAEDSGI*

AAGCCCCTCG CACTTGCCTT 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3820 2217 af AN1163.1 70.m15058 AO070331000153 0 -131 -105 ATGCTTGGATCACCTTGGGACCGCTGA ATGCTTGGATCACCTTGGGACCGCTGA MLGSPWDR* MLGSPWDR* AAGCATCAGG GGACTCGGGT 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3817 2217 an AN1163.1 70.m15058 AO070331000153 0 -225 -103 ATGGAGCTTGGCTGCCCAGCGGCCCAGCAGATTCCCTGG
ATTCGAGCTTCCGCCACTCATCTTTTCGCCCTTCGCGGCC
GAGGTGGAGCTTTCGAGAAGGCTCGCGTTGATTTCAATG
GCTGA

ATGGAGCTTGGCTGCCCAGCGGCCCAGCAGATT
CCCTGGATTCGAGCTTCCGCCACTCATCTTTTCG
CCCTTCGCGGCCGAGGTGGAGCTTTCGAGAAGG
CTCGCGTTGATTTCAATGGCTGA

MELGCPAAQQIPWIRASA
THLFALRGRGGAFEKAR
VDFNG*

MELGCPAAQQIPWIRAS
ATHLFALRGRGGAFEKA
RVDFNG*

TCAGTAGCTA GTAGATAAAG 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3818 2217 an AN1163.1 70.m15058 AO070331000153 0 -110 -99 ATGGCTGAGTAG ATGGCTGAGTAG MAE* MAE* GTTGATTTCA ATAAAGGCTT 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3821 2217 ao AN1163.1 70.m15058 AO070331000153 0 -214 -14 ATGGGGCCTCACGTGATTGTTAACGGAGCTGTCGGCCGT
TTAGGAGAGCTTCCGCCACTCACCGTTGCCGCCGCGGTG
GAGCTTTCGAGAAGCGTCACGATGCTTGGGGTTGCTGGG
GTATATAGCCATCCCATAGTCTCTCGCATGGAAGACCTCG
ATTGGTACTTGAATCAAACTTCCCAATCTCGAATCAATTGC
TAG

ATGGGGCCTCACGTGATTGTTAACGGAGCT
GTCGGCCGTTTAGGAGAGCTTCCGCCACTC
ACCGTTGCCGCCGCGGTGGAGCTTTCGAG
AAGCGTCACGATGCTTGGGGTTGCTGGGGT
ATATAGCCATCCCATAGTCTCTCGCATGGAA
GACCTCGATTGGTACTTGAATCAAACTTCCC
AATCTCGAATCAATTGCTAG

MGPHVIVNGAVGRLGEL
PPLTVAAAVELSRSVTML
GVAGVYSHPIVSRMEDL
DWYLNQTSQSRINC*

MGPHVIVNGAVGRL
GELPPLTVAAAVELS
RSVTMLGVAGVYSH
PIVSRMEDLDWYLN
QTSQSRINC*

AAGCCCCTCG ATTTTAGCTA 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3822 2217 ao AN1163.1 70.m15058 AO070331000153 0 -115 -14 ATGCTTGGGGTTGCTGGGGTATATAGCCATCCCATAGTCT
CTCGCATGGAAGACCTCGATTGGTACTTGAATCAAACTTC
CCAATCTCGAATCAATTGCTAG

ATGCTTGGGGTTGCTGGGGTATATAGCCAT
CCCATAGTCTCTCGCATGGAAGACCTCGAT
TGGTACTTGAATCAAACTTCCCAATCTCGAA
TCAATTGCTAG

MLGVAGVYSHPIVSRME
DLDWYLNQTSQSRINC*

MLGVAGVYSHPIVS
RMEDLDWYLNQTS
QSRINC*

AAGCGTCACG ATTTTAGCTA 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3823 2217 ao AN1163.1 70.m15058 AO070331000153 0 -70 -14 ATGGAAGACCTCGATTGGTACTTGAATCAAACTTCCCAATC
TCGAATCAATTGCTAG

ATGGAAGACCTCGATTGGTACTTGAATCAAA
CTTCCCAATCTCGAATCAATTGCTAG

MEDLDWYLNQTSQSRIN
C*

MEDLDWYLNQTSQ
SRINC*

AGTCTCTCGC ATTTTAGCTA 0 O FG01015.1 0 NCU02630.1 YDR258C 0

3825 2218 af AN9144.1 66.m04609 AO070332000114 0 -126 -91 ATGTGGTGGGGAATGGTATACTCACGGACTTCATAG ATGTGGTGGGGAATGGTATACTCACGGACTTCATA
G

MWWGMVYSRTS* MWWGMVYSRTS* CTAGAAACGG CTTCTGTTGT 0 E 0 0 0 0 0

3826 2218 af AN9144.1 66.m04609 AO070332000114 0 -114 -91 ATGGTATACTCACGGACTTCATAG ATGGTATACTCACGGACTTCATAG MVYSRTS* MVYSRTS* GTGGTGGGGA CTTCTGTTGT 0 E 0 0 0 0 0
3831 2222 af AN1555.1 55.m03072 AO070339000298 0 -122 -105 ATGCTCGGCAGTCCCTAA ATGCTCGGCAGTCCCTAA MLGSP* MLGSP* AAGTGCATTC ATGTGAGTGC 0 M 0 0 0 0 0
3829 2222 an AN1555.1 55.m03072 AO070339000298 0 -169 -158 ATGCTAATCTAA ATGCTAATCTAA MLI* MLI* GCTATCGCCT GGTCAGTCGG 0 M 0 0 0 0 0
3830 2222 an AN1555.1 55.m03072 AO070339000298 0 -131 -90 ATGAGAAAGCTCGCTTCGGAACTCCAGTTAGTGGTGGGAT

AA
ATGAGAAAGCTCGCTTCGGAACTCCAGTTAGTGG
TGGGATAA

MRKLASELQLVVG* MRKLASELQLVVG* TCTGGCGGTC AGGAAGGCTT 0 M 0 0 0 0 0

3835 2222 ao AN1555.1 55.m03072 AO070339000298 0 -165 -133 ATGCGAAGATCCAGTCAGTCAACATCGCTTTGA ATGCGAAGATCCAGTCAGTCAACATCGCTTT
GA

MRRSSQSTSL* MRRSSQSTSL* CTACTTGTCT TAAAAAACTA 0 M 0 0 0 0 0

3836 2222 ao AN1555.1 55.m03072 AO070339000298 0 -113 -96 ATGCGCGCCTCAATTTAA ATGCGCGCCTCAATTTAA MRASI* MRASI* ATCGCCGTCT CGGTGAGTGT 0 M 0 0 0 0 0
3837 2222 ao AN1555.1 55.m03072 AO070339000298 0 -79 -8 ATGCGTATTCCACCATCTGTGTGGATCCTACAATTGCTTGC

ATCTCGCCATGCTCACACTCTAGTTCCTTAG
ATGCGTATTCCACCATCTGTGTGGATCCTAC
AATTGCTTGCATCTCGCCATGCTCACACTCT
AGTTCCTTAG

MRIPPSVWILQLLASRHA
HTLVP*

MRIPPSVWILQLLAS
RHAHTLVP*

GTGTGTCCTG AAGCGTCATG 0 M 0 0 0 0 0

3839 2224 an AN2069.1 57.m05769 AO070341000218 0 -79 -35 ATGGTAACTAACGCAATCGCTTCTTTCCTCATCCAGATTAC
TTGA

ATGGTAACTAACGCAATCGCTTCTTTCCTCATCCA
GATTACTTGA

MVTNAIASFLIQIT* MVTNAIASFLIQIT* GTTAGCAGAA AACTTCTCGC 0 C 0 0 0 0 0

3840 2224 ao AN2069.1 57.m05769 AO070341000218 0 -236 -123 ATGATGAGGAGAACCTCTTCTTCCCTGTTCATGCCGCCAT
CGATTCCCTGCGCAGTAATTCACCCGGGGCAGGTTCTCG
GTACTTCGTTGGTGAACGCTACCACCCCTGGATGA

ATGATGAGGAGAACCTCTTCTTCCCTGTTCA
TGCCGCCATCGATTCCCTGCGCAGTAATTC
ACCCGGGGCAGGTTCTCGGTACTTCGTTGG
TGAACGCTACCACCCCTGGATGA

MMRRTSSSLFMPPSIPCA
VIHPGQVLGTSLVNATTP
G*

MMRRTSSSLFMPP
SIPCAVIHPGQVLGT
SLVNATTPG*

ACGGGGGCGC TATCTTTTAA 0 C 0 0 0 0 0

3841 2224 ao AN2069.1 57.m05769 AO070341000218 0 -233 -123 ATGAGGAGAACCTCTTCTTCCCTGTTCATGCCGCCATCGA
TTCCCTGCGCAGTAATTCACCCGGGGCAGGTTCTCGGTA
CTTCGTTGGTGAACGCTACCACCCCTGGATGA

ATGAGGAGAACCTCTTCTTCCCTGTTCATGC
CGCCATCGATTCCCTGCGCAGTAATTCACC
CGGGGCAGGTTCTCGGTACTTCGTTGGTGA
ACGCTACCACCCCTGGATGA

MRRTSSSLFMPPSIPCAV
IHPGQVLGTSLVNATTPG
*

MRRTSSSLFMPPSI
PCAVIHPGQVLGTS
LVNATTPG*

GGGGCGCATG TATCTTTTAA 0 C 0 0 0 0 0

3842 2224 ao AN2069.1 57.m05769 AO070341000218 0 -206 -123 ATGCCGCCATCGATTCCCTGCGCAGTAATTCACCCGGGG
CAGGTTCTCGGTACTTCGTTGGTGAACGCTACCACCCCTG
GATGA

ATGCCGCCATCGATTCCCTGCGCAGTAATT
CACCCGGGGCAGGTTCTCGGTACTTCGTTG
GTGAACGCTACCACCCCTGGATGA

MPPSIPCAVIHPGQVLGT
SLVNATTPG*

MPPSIPCAVIHPGQV
LGTSLVNATTPG*

TTCCCTGTTC TATCTTTTAA 0 C 0 0 0 0 0

3844 2226 af AN5494.1 69.m15722 AO070341000390 0 -162 -58 ATGGTGTTTCGACTCATTGACCCTTGCTTGTCGTGCCCAA
AACACCACAAAGGACAATGGTATTGCGCCGAATCTCGCCG
GAAGAAATTACTTTACCGACCGTGA

ATGGTGTTTCGACTCATTGACCCTTGCTTGTCGTG
CCCAAAACACCACAAAGGACAATGGTATTGCGCCG
AATCTCGCCGGAAGAAATTACTTTACCGACCGTGA

MVFRLIDPCLSCPKHHKG
QWYCAESRRKKLLYRP*

MVFRLIDPCLSCPK
HHKGQWYCAESRR
KKLLYRP*

TATTACGCCC ATCAATAGTG 0 D FG01506.1 MG03729.1 0 0 0

3845 2226 af AN5494.1 69.m15722 AO070341000390 0 -106 -50 ATGGTATTGCGCCGAATCTCGCCGGAAGAAATTACTTTAC
CGACCGTGAATCAATAG

ATGGTATTGCGCCGAATCTCGCCGGAAGAAATTAC
TTTACCGACCGTGAATCAATAG

MVLRRISPEEITLPTVNQ* MVLRRISPEEITLPT
VNQ*

ACAAAGGACA TGTTCGATTT 0 D FG01506.1 MG03729.1 0 0 0

3843 2226 an AN5494.1 69.m15722 AO070341000390 0 -81 -67 ATGAAGAACGAGTAA ATGAAGAACGAGTAA MKNE* MKNE* CCCAAGAAGA TACTCGAAAC 0 D FG01506.1 MG03729.1 0 0 0
3846 2226 ao AN5494.1 69.m15722 AO070341000390 0 -224 -210 ATGTCCTCATCATGA ATGTCCTCATCATGA MSSS* MSSS* TCTCGTGTTT ATGTTGCGGC 0 D FG01506.1 MG03729.1 0 0 0
3847 2226 ao AN5494.1 69.m15722 AO070341000390 0 -213 -100 ATGAATGTTGCGGCCGGCGGATCAACATATTACCCAAAGA

GGATAAAGTGGCAACTCGCGTGCCGCGTTTCTCAGCCAT
CTGGACCCTTGCCTATCTTCATCATTCCAGGATAA

ATGAATGTTGCGGCCGGCGGATCAACATAT
TACCCAAAGAGGATAAAGTGGCAACTCGCG
TGCCGCGTTTCTCAGCCATCTGGACCCTTG
CCTATCTTCATCATTCCAGGATAA

MNVAAGGSTYYPKRIKW
QLACRVSQPSGPLPIFIIP
G*

MNVAAGGSTYYPK
RIKWQLACRVSQPS
GPLPIFIIPG*

TGTCCTCATC TGGATCTAAA 0 D FG01506.1 MG03729.1 0 0 0

3848 2226 ao AN5494.1 69.m15722 AO070341000390 0 -209 -168 ATGTTGCGGCCGGCGGATCAACATATTACCCAAAGAGGAT
AA

ATGTTGCGGCCGGCGGATCAACATATTACC
CAAAGAGGATAA

MLRPADQHITQRG* MLRPADQHITQRG* CTCATCATGA AGTGGCAACT 0 D FG01506.1 MG03729.1 0 0 0

3849 2226 ao AN5494.1 69.m15722 AO070341000390 0 -100 -74 ATGGATCTAAACCTAGCTTCTGTATGA ATGGATCTAAACCTAGCTTCTGTATGA MDLNLASV* MDLNLASV* TTCCAGGATA CAAGGATCTT 0 D FG01506.1 MG03729.1 0 0 0
3850 2226 ao AN5494.1 69.m15722 AO070341000390 0 -77 -15 ATGACAAGGATCTTTCTGTCTTTCTACTCAGCCCGACTGGT

TCTACTACAGCCAGGCTCATAG
ATGACAAGGATCTTTCTGTCTTTCTACTCAG
CCCGACTGGTTCTACTACAGCCAGGCTCAT
AG

MTRIFLSFYSARLVLLQP
GS*

MTRIFLSFYSARLVL
LQPGS*

TAGCTTCTGT AGCGCCATCT 0 D FG01506.1 MG03729.1 0 0 0

3853 2228 af AN5657.1 58.m07322 AO070342000247 0 -156 -136 ATGGCTGCTATACAAGAGTGA ATGGCTGCTATACAAGAGTGA MAAIQE* MAAIQE* CTCTGCACGG CAGCCCTTCC 0  0 0 0 0 0
3854 2228 af AN5657.1 58.m07322 AO070342000247 0 -83 ATGGTTCTCCTCCAGACTGAATTTATCATCGATAGGGCTC

CCTCGAGCCGAGCGCGTCCTCCTCCCTTCTCTTTGATGAC
ATAA

ATGGTTCTCCTCCAGACTGAATTTATCATCGATAGG
GCTCCCTCGAGCCGAGCGCGTCCTCCTCCCTTCT
CTTTGATGACATAA

MVLLQTEFIIDRAPSSRAR
PPPFSLMT*

MVLLQTEFIIDRAPS
SRARPPPFSLMT*

TTTGATTTCA TGGTGGTGTT 0  0 0 0 0 0

3851 2228 an AN5657.1 58.m07322 AO070342000247 0 -66 -46 ATGGAACAGCCTGGCTCATGA ATGGAACAGCCTGGCTCATGA MEQPGS* MEQPGS* TTATAAAGCT TCAGGGCTCT 0  0 0 0 0 0
3860 2229 af AN4111.1 52.m03714 AO070342000382 0 -170 -93 ATGGGTGATGGTGATGATGTGATCGCATACACAGAATTTC

CCGAACATGTACTTGCTAATCGACTAAAGCGGGGATGA
ATGGGTGATGGTGATGATGTGATCGCATACACAGA
ATTTCCCGAACATGTACTTGCTAATCGACTAAAGCG
GGGATGA

MGDGDDVIAYTEFPEHVL
ANRLKRG*

MGDGDDVIAYTEFP
EHVLANRLKRG*

AGAAGACGTA TTCCATGCCG 0 Q 0 0 0 0 0

3861 2229 af AN4111.1 52.m03714 AO070342000382 0 -163 -149 ATGGTGATGATGTGA ATGGTGATGATGTGA MVMM* MVMM* GTAATGGGTG TCGCATACAC 0 Q 0 0 0 0 0
3862 2229 af AN4111.1 52.m03714 AO070342000382 0 -124 -104 ATGTACTTGCTAATCGACTAA ATGTACTTGCTAATCGACTAA MYLLID* MYLLID* TTTCCCGAAC AGCGGGGATG 0 Q 0 0 0 0 0
3863 2229 af AN4111.1 52.m03714 AO070342000382 0 -88 -74 ATGCCGTATAATTAA ATGCCGTATAATTAA MPYN* MPYN* GGATGATTCC CCTGGAATCG 0 Q 0 0 0 0 0
3855 2229 an AN4111.1 52.m03714 AO070342000382 0 -176 -99 ATGCGCAATGATATGCAACGATGGTGCGATAGCGTCCTTT

CAAGATTGGGTATGCACATCACGAACATCCATCCCTGA
ATGCGCAATGATATGCAACGATGGTGCGATAGC
GTCCTTTCAAGATTGGGTATGCACATCACGAACA
TCCATCCCTGA

MRNDMQRWCDSVLSRL
GMHITNIHP*

MRNDMQRWCDSVLSR
LGMHITNIHP*

GCTCGTGGCA ACAGATAAGT 0 Q 0 0 0 0 0

3856 2229 an AN4111.1 52.m03714 AO070342000382 0 -169 -35 ATGATATGCAACGATGGTGCGATAGCGTCCTTTCAAGATT
GGGTATGCACATCACGAACATCCATCCCTGAACAGATAAG
TTCGCTGCTCTCCCGATCCACTTTGAAATGTGTTGATATTA
TCGAACAACGATAG

ATGATATGCAACGATGGTGCGATAGCGTCCTTTC
AAGATTGGGTATGCACATCACGAACATCCATCCC
TGAACAGATAAGTTCGCTGCTCTCCCGATCCACT
TTGAAATGTGTTGATATTATCGAACAACGATAG

MICNDGAIASFQDWVCT
SRTSIPEQISSLLSRSTLK
CVDIIEQR*

MICNDGAIASFQDWVCT
SRTSIPEQISSLLSRSTL
KCVDIIEQR*

GCAATGCGCA TGATATTATA 0 Q 0 0 0 0 0

3857 2229 an AN4111.1 52.m03714 AO070342000382 0 -164 -99 ATGCAACGATGGTGCGATAGCGTCCTTTCAAGATTGGGTA
TGCACATCACGAACATCCATCCCTGA

ATGCAACGATGGTGCGATAGCGTCCTTTCAAGAT
TGGGTATGCACATCACGAACATCCATCCCTGA

MQRWCDSVLSRLGMHIT
NIHP*

MQRWCDSVLSRLGMHI
TNIHP*

GCGCAATGAT ACAGATAAGT 0 Q 0 0 0 0 0

3858 2229 an AN4111.1 52.m03714 AO070342000382 0 -156 -145 ATGGTGCGATAG ATGGTGCGATAG MVR* MVR* ATATGCAACG CGTCCTTTCA 0 Q 0 0 0 0 0
3859 2229 an AN4111.1 52.m03714 AO070342000382 0 -125 -99 ATGCACATCACGAACATCCATCCCTGA ATGCACATCACGAACATCCATCCCTGA MHITNIHP* MHITNIHP* AAGATTGGGT ACAGATAAGT 0 Q 0 0 0 0 0
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3865 2229 ao AN4111.1 52.m03714 AO070342000382 0 -240 -184 ATGAGGGGTTGCAACTGTGGGAATATGTACGGGATCCTTC
ACATATGTGACGAATGA

ATGAGGGGTTGCAACTGTGGGAATATGTAC
GGGATCCTTCACATATGTGACGAATGA

MRGCNCGNMYGILHICD
E*

MRGCNCGNMYGIL
HICDE*

TTGCGGAGAG GATGTAGAAG 0 Q 0 0 0 0 0

3866 2229 ao AN4111.1 52.m03714 AO070342000382 0 -216 -184 ATGTACGGGATCCTTCACATATGTGACGAATGA ATGTACGGGATCCTTCACATATGTGACGAAT
GA

MYGILHICDE* MYGILHICDE* CTGTGGGAAT GATGTAGAAG 0 Q 0 0 0 0 0

3867 2229 ao AN4111.1 52.m03714 AO070342000382 0 -187 -161 ATGAGATGTAGAAGGCGTAATGGTTAA ATGAGATGTAGAAGGCGTAATGGTTAA MRCRRRNG* MRCRRRNG* TATGTGACGA TGGCGATGAT 0 Q 0 0 0 0 0
3868 2229 ao AN4111.1 52.m03714 AO070342000382 0 -168 -124 ATGGTTAATGGCGATGATGTGATCCCGTCGCCGCGGGTG

ACTTAA
ATGGTTAATGGCGATGATGTGATCCCGTCG
CCGCGGGTGACTTAA

MVNGDDVIPSPRVT* MVNGDDVIPSPRVT
*

AGAAGGCGTA TCAAGATTAT 0 Q 0 0 0 0 0

3869 2229 ao AN4111.1 52.m03714 AO070342000382 0 -161 -147 ATGGCGATGATGTGA ATGGCGATGATGTGA MAMM* MAMM* GTAATGGTTA TCCCGTCGCC 0 Q 0 0 0 0 0
3874 2230 af AN3418.1 66.m04615 AO070203000002 0 -238 -80 ATGAGCAGCATGCGAATGATGCAATGCCTTCATACTTCGG

ATCTCTATCCCGCAGCAGTATGCCAGGCACCTTCCGGACC
CAAAGGGGATATCCCAAAATCAAACCGTGGGTCCAAACGC
CTATGGTGCGCTACGTTTCCTCGAAGCACCGGTATATAA

ATGAGCAGCATGCGAATGATGCAATGCCTTCATAC
TTCGGATCTCTATCCCGCAGCAGTATGCCAGGCAC
CTTCCGGACCCAAAGGGGATATCCCAAAATCAAAC
CGTGGGTCCAAACGCCTATGGTGCGCTACGTTTCC
TCGAAGCACCGGTATATAA

MSSMRMMQCLHTSDLYP
AAVCQAPSGPKGDIPKS
NRGSKRLWCATFPRSTG
I*

MSSMRMMQCLHTS
DLYPAAVCQAPSGP
KGDIPKSNRGSKRL
WCATFPRSTGI*

TGAGAATAAC CCTGCGGGCT 0  0 0 0 0 0

3875 2230 af AN3418.1 66.m04615 AO070203000002 0 -229 -80 ATGCGAATGATGCAATGCCTTCATACTTCGGATCTCTATCC
CGCAGCAGTATGCCAGGCACCTTCCGGACCCAAAGGGGA
TATCCCAAAATCAAACCGTGGGTCCAAACGCCTATGGTGC
GCTACGTTTCCTCGAAGCACCGGTATATAA

ATGCGAATGATGCAATGCCTTCATACTTCGGATCTC
TATCCCGCAGCAGTATGCCAGGCACCTTCCGGAC
CCAAAGGGGATATCCCAAAATCAAACCGTGGGTCC
AAACGCCTATGGTGCGCTACGTTTCCTCGAAGCAC
CGGTATATAA

MRMMQCLHTSDLYPAAV
CQAPSGPKGDIPKSNRG
SKRLWCATFPRSTGI*

MRMMQCLHTSDLY
PAAVCQAPSGPKG
DIPKSNRGSKRLWC
ATFPRSTGI*

CATGAGCAGC CCTGCGGGCT 0  0 0 0 0 0

3876 2230 af AN3418.1 66.m04615 AO070203000002 0 -223 -80 ATGATGCAATGCCTTCATACTTCGGATCTCTATCCCGCAG
CAGTATGCCAGGCACCTTCCGGACCCAAAGGGGATATCC
CAAAATCAAACCGTGGGTCCAAACGCCTATGGTGCGCTAC
GTTTCCTCGAAGCACCGGTATATAA

ATGATGCAATGCCTTCATACTTCGGATCTCTATCCC
GCAGCAGTATGCCAGGCACCTTCCGGACCCAAAG
GGGATATCCCAAAATCAAACCGTGGGTCCAAACGC
CTATGGTGCGCTACGTTTCCTCGAAGCACCGGTAT
ATAA

MMQCLHTSDLYPAAVCQ
APSGPKGDIPKSNRGSK
RLWCATFPRSTGI*

MMQCLHTSDLYPAA
VCQAPSGPKGDIPK
SNRGSKRLWCATF
PRSTGI*

CAGCATGCGA CCTGCGGGCT 0  0 0 0 0 0

3877 2230 af AN3418.1 66.m04615 AO070203000002 0 -220 -80 ATGCAATGCCTTCATACTTCGGATCTCTATCCCGCAGCAG
TATGCCAGGCACCTTCCGGACCCAAAGGGGATATCCCAA
AATCAAACCGTGGGTCCAAACGCCTATGGTGCGCTACGTT
TCCTCGAAGCACCGGTATATAA

ATGCAATGCCTTCATACTTCGGATCTCTATCCCGCA
GCAGTATGCCAGGCACCTTCCGGACCCAAAGGGG
ATATCCCAAAATCAAACCGTGGGTCCAAACGCCTA
TGGTGCGCTACGTTTCCTCGAAGCACCGGTATATA
A

MQCLHTSDLYPAAVCQA
PSGPKGDIPKSNRGSKR
LWCATFPRSTGI*

MQCLHTSDLYPAAV
CQAPSGPKGDIPKS
NRGSKRLWCATFP
RSTGI*

CATGCGAATG CCTGCGGGCT 0  0 0 0 0 0

3878 2230 af AN3418.1 66.m04615 AO070203000002 0 -215 -33 ATGCCTTCATACTTCGGATCTCTATCCCGCAGCAGTATGC
CAGGCACCTTCCGGACCCAAAGGGGATATCCCAAAATCAA
ACCGTGGGTCCAAACGCCTATGGTGCGCTACGTTTCCTC
GAAGCACCGGTATATAACCTGCGGGCTGTTCCTATGGGC
AGAGAAAGATTTGTCCACTGACTGA

ATGCCTTCATACTTCGGATCTCTATCCCGCAGCAG
TATGCCAGGCACCTTCCGGACCCAAAGGGGATAT
CCCAAAATCAAACCGTGGGTCCAAACGCCTATGGT
GCGCTACGTTTCCTCGAAGCACCGGTATATAACCT
GCGGGCTGTTCCTATGGGCAGAGAAAGATTTGTCC
ACTGACTGA

MPSYFGSLSRSSMPGTF
RTQRGYPKIKPWVQTPM
VRYVSSKHRYITCGLFLW
AEKDLSTD*

MPSYFGSLSRSSMP
GTFRTQRGYPKIKP
WVQTPMVRYVSSK
HRYITCGLFLWAEK
DLSTD*

GAATGATGCA GCACCTCATC 0  0 0 0 0 0

3879 2230 af AN3418.1 66.m04615 AO070203000002 0 -179 -33 ATGCCAGGCACCTTCCGGACCCAAAGGGGATATCCCAAA
ATCAAACCGTGGGTCCAAACGCCTATGGTGCGCTACGTTT
CCTCGAAGCACCGGTATATAACCTGCGGGCTGTTCCTATG
GGCAGAGAAAGATTTGTCCACTGACTGA

ATGCCAGGCACCTTCCGGACCCAAAGGGGATATC
CCAAAATCAAACCGTGGGTCCAAACGCCTATGGTG
CGCTACGTTTCCTCGAAGCACCGGTATATAACCTG
CGGGCTGTTCCTATGGGCAGAGAAAGATTTGTCCA
CTGACTGA

MPGTFRTQRGYPKIKPW
VQTPMVRYVSSKHRYITC
GLFLWAEKDLSTD*

MPGTFRTQRGYPKI
KPWVQTPMVRYVS
SKHRYITCGLFLWA
EKDLSTD*

CCGCAGCAGT GCACCTCATC 0  0 0 0 0 0

3880 2230 af AN3418.1 66.m04615 AO070203000002 0 -116 -33 ATGGTGCGCTACGTTTCCTCGAAGCACCGGTATATAACCT
GCGGGCTGTTCCTATGGGCAGAGAAAGATTTGTCCACTGA
CTGA

ATGGTGCGCTACGTTTCCTCGAAGCACCGGTATAT
AACCTGCGGGCTGTTCCTATGGGCAGAGAAAGATT
TGTCCACTGACTGA

MVRYVSSKHRYITCGLFL
WAEKDLSTD*

MVRYVSSKHRYITC
GLFLWAEKDLSTD*

CCAAACGCCT GCACCTCATC 0  0 0 0 0 0

3881 2230 af AN3418.1 66.m04615 AO070203000002 0 -63 -37 ATGGGCAGAGAAAGATTTGTCCACTGA ATGGGCAGAGAAAGATTTGTCCACTGA MGRERFVH* MGRERFVH* GGCTGTTCCT CTGAGCACCT 0  0 0 0 0 0
3870 2230 an AN3418.1 66.m04615 AO070203000002 0 -155 -144 ATGAAGCACTAG ATGAAGCACTAG MKH* MKH* AAGAATACTC CCATGCTCTT 0  0 0 0 0 0
3871 2230 an AN3418.1 66.m04615 AO070203000002 0 -141 -58 ATGCTCTTTGGAGACGGCCACCGGGCCGGTCCATGTATG

GAACGGCATACTTCGTGGAGACTCAACGTCCCTGGAGGA
GTATAA

ATGCTCTTTGGAGACGGCCACCGGGCCGGTCCA
TGTATGGAACGGCATACTTCGTGGAGACTCAACG
TCCCTGGAGGAGTATAA

MLFGDGHRAGPCMERH
TSWRLNVPGGV*

MLFGDGHRAGPCMER
HTSWRLNVPGGV*

AGCACTAGCC GTTGAGTCAA 0  0 0 0 0 0

3872 2230 an AN3418.1 66.m04615 AO070203000002 0 -109 -53 ATGTATGGAACGGCATACTTCGTGGAGACTCAACGTCCCT
GGAGGAGTATAAGTTGA

ATGTATGGAACGGCATACTTCGTGGAGACTCAAC
GTCCCTGGAGGAGTATAAGTTGA

MYGTAYFVETQRPWRSI
S*

MYGTAYFVETQRPWRSI
S*

GGGCCGGTCC GTCAATTCTT 0  0 0 0 0 0

3873 2230 an AN3418.1 66.m04615 AO070203000002 0 -105 -58 ATGGAACGGCATACTTCGTGGAGACTCAACGTCCCTGGA
GGAGTATAA

ATGGAACGGCATACTTCGTGGAGACTCAACGTC
CCTGGAGGAGTATAA

MERHTSWRLNVPGGV* MERHTSWRLNVPGGV* CGGTCCATGT GTTGAGTCAA 0  0 0 0 0 0

3882 2230 ao AN3418.1 66.m04615 AO070203000002 0 -200 -72 ATGAAACGTCCGGGAAAAAAGTGCGTGAATCAGATCGGA
CTGTCGGGCCGGAATGTTTGCAGTCCCATATCTGGCACTC
TGAAGATTCCACAAGCCTTGATCCGCTGTCTGTACGTGAT
GCATAAATAA

ATGAAACGTCCGGGAAAAAAGTGCGTGAAT
CAGATCGGACTGTCGGGCCGGAATGTTTGC
AGTCCCATATCTGGCACTCTGAAGATTCCAC
AAGCCTTGATCCGCTGTCTGTACGTGATGC
ATAAATAA

MKRPGKKCVNQIGLSGR
NVCSPISGTLKIPQALIRC
LYVMHK*

MKRPGKKCVNQIGL
SGRNVCSPISGTLKI
PQALIRCLYVMHK*

CATATTGGAG CAGCTACTTC 0  0 0 0 0 0

3883 2230 ao AN3418.1 66.m04615 AO070203000002 0 -148 -119 ATGTTTGCAGTCCCATATCTGGCACTCTGA ATGTTTGCAGTCCCATATCTGGCACTCTGA MFAVPYLAL* MFAVPYLAL* TCGGGCCGGA AGATTCCACA 0  0 0 0 0 0

3884 2230 ao AN3418.1 66.m04615 AO070203000002 0 -83 -72 ATGCATAAATAA ATGCATAAATAA MHK* MHK* TCTGTACGTG CAGCTACTTC 0  0 0 0 0 0
3885 2233 an AN8050.1 53.m03894 AO070292000100 0 -149 -126 ATGACACTTGATACGTATCCCTAA ATGACACTTGATACGTATCCCTAA MTLDTYP* MTLDTYP* TCTACTCAAA TTGTTCCCCC 0 S 0 MG01675.1 0 0 0
3887 2234 af AN3873.1 58.m08992 AO070305000057 0 -251 -234 ATGCCTCGGCACCGTTAA ATGCCTCGGCACCGTTAA MPRHR* MPRHR* TATCTCGGAT AGATGGCCCG 0 CR 0 0 0 0 0
3888 2234 af AN3873.1 58.m08992 AO070305000057 0 -231 -88 ATGGCCCGATTCGGAGAGTTATCAGTGTGCCGTCATAGCA

GGTGGAGCTCTGCCTTACGTCAAGGACTAAAGGTCGAGA
GCTTTCGAGAGCTTGGGTTAGAGTTATATATCTGCTTCAG
GCCTCCCTGGTCAGTACATTTCTAG

ATGGCCCGATTCGGAGAGTTATCAGTGTGCCGTCA
TAGCAGGTGGAGCTCTGCCTTACGTCAAGGACTAA
AGGTCGAGAGCTTTCGAGAGCTTGGGTTAGAGTTA
TATATCTGCTTCAGGCCTCCCTGGTCAGTACATTTC
TAG

MARFGELSVCRHSRWS
SALRQGLKVESFRELGLE
LYICFRPPWSVHF*

MARFGELSVCRHS
RWSSALRQGLKVE
SFRELGLELYICFRP
PWSVHF*

ACCGTTAAAG CTAAAAGCCT 0 CR 0 0 0 0 0

3886 2234 an AN3873.1 58.m08992 AO070305000057 0 -107 -72 ATGGAGCTTATAAATACAGCATCCCGTTCCCTTTAG ATGGAGCTTATAAATACAGCATCCCGTTCCCTTTA
G

MELINTASRSL* MELINTASRSL* GTTACGTCAA CTGTCCCACT 0 CR 0 0 0 0 0

3889 2234 ao AN3873.1 58.m08992 AO070305000057 0 -198 -7 ATGGCTCCCAGTTACTCATCTACCGAATCCTTATTCGAGG
ATCGTCATAGATGTGGGGATCTGCCCACTTACGTCAAGAA
TACAGGCTTCCAGAAGCTTTATAACTACATAAACCCCCTCC
ACCAAGGAGCTAAGCGTCGAATTTTTTGCATACCAAATCA
CAATTATTTCATCCCTTATTGTCCCCAGTAA

ATGGCTCCCAGTTACTCATCTACCGAATCCT
TATTCGAGGATCGTCATAGATGTGGGGATC
TGCCCACTTACGTCAAGAATACAGGCTTCCA
GAAGCTTTATAACTACATAAACCCCCTCCAC
CAAGGAGCTAAGCGTCGAATTTTTTGCATAC
CAAATCACAATTATTTCATCCCTTATTGTCCC
CAGTAA

MAPSYSSTESLFEDRHR
CGDLPTYVKNTGFQKLY
NYINPLHQGAKRRIFCIPN
HNYFIPYCPQ*

MAPSYSSTESLFED
RHRCGDLPTYVKNT
GFQKLYNYINPLHQ
GAKRRIFCIPNHNYF
IPYCPQ*

TTCGGAGAGA TTCATCATGG 0 CR 0 0 0 0 0

3890 2234 ao AN3873.1 58.m08992 AO070305000057 0 -148 -95 ATGTGGGGATCTGCCCACTTACGTCAAGAATACAGGCTTC
CAGAAGCTTTATAA

ATGTGGGGATCTGCCCACTTACGTCAAGAA
TACAGGCTTCCAGAAGCTTTATAA

MWGSAHLRQEYRLPEAL
*

MWGSAHLRQEYRL
PEAL*

ATCGTCATAG CTACATAAAC 0 CR 0 0 0 0 0

3891 2236 an AN5098.1 53.m04123 AO070310000002 0 -195 -172 ATGCAATGGCTGATTGGAAGGTAG ATGCAATGGCTGATTGGAAGGTAG MQWLIGR* MQWLIGR* ACGTGAGAGT CCGCAGATCC 0 A FG04320.1 0 0 0 0
3892 2236 an AN5098.1 53.m04123 AO070310000002 0 -190 -149 ATGGCTGATTGGAAGGTAGCCGCAGATCCGCGCCGACCA

TGA
ATGGCTGATTGGAAGGTAGCCGCAGATCCGCGC
CGACCATGA

MADWKVAADPRRP* MADWKVAADPRRP* AGAGTATGCA AAGCATCAGT 0 A FG04320.1 0 0 0 0

3893 2236 an AN5098.1 53.m04123 AO070310000002 0 -152 -126 ATGAAAGCATCAGTCATACTGATTTGA ATGAAAGCATCAGTCATACTGATTTGA MKASVILI* MKASVILI* CGCGCCGACC GAGCGCATTA 0 A FG04320.1 0 0 0 0
3894 2236 ao AN5098.1 53.m04123 AO070310000002 0 -215 -156 ATGCCGGCTGGTAATGTCACAGAATGTCATTCCGGAAACC

ACGACTCATTTTACACTTGA
ATGCCGGCTGGTAATGTCACAGAATGTCATT
CCGGAAACCACGACTCATTTTACACTTGA

MPAGNVTECHSGNHDSF
YT*

MPAGNVTECHSGN
HDSFYT*

GGCACGTGAT ACTCAAAATT 0 A FG04320.1 0 0 0 0

3895 2236 ao AN5098.1 53.m04123 AO070310000002 0 -202 -113 ATGTCACAGAATGTCATTCCGGAAACCACGACTCATTTTAC
ACTTGAACTCAAAATTAAATACTTTGATCAAAGAATCACAGT
ACATTGA

ATGTCACAGAATGTCATTCCGGAAACCACG
ACTCATTTTACACTTGAACTCAAAATTAAATA
CTTTGATCAAAGAATCACAGTACATTGA

MSQNVIPETTTHFTLELKI
KYFDQRITVH*

MSQNVIPETTTHFTL
ELKIKYFDQRITVH*

CCGGCTGGTA CTTTCACTCT 0 A FG04320.1 0 0 0 0

3896 2236 ao AN5098.1 53.m04123 AO070310000002 0 -192 -85 ATGTCATTCCGGAAACCACGACTCATTTTACACTTGAACTC
AAAATTAAATACTTTGATCAAAGAATCACAGTACATTGACTT
TCACTCTCACTCCCTACTTGTTTAG

ATGTCATTCCGGAAACCACGACTCATTTTAC
ACTTGAACTCAAAATTAAATACTTTGATCAAA
GAATCACAGTACATTGACTTTCACTCTCACT
CCCTACTTGTTTAG

MSFRKPRLILHLNSKLNTL
IKESQYIDFHSHSLLV*

MSFRKPRLILHLNSK
LNTLIKESQYIDFHS
HSLLV*

ATGTCACAGA GTGTTTCTAT 0 A FG04320.1 0 0 0 0

3897 2238 an AN0092.1 71.m15367 AO070311000123 0 -159 -55 ATGTGGGCCAGGACTGAACTAGCGTCGATTCGGTCGATA
AGTCCTTGGATTTTTTTCTCGCCGATAAACTGGATTCTTCA
AGAACAAGCCTCATATCCAGGTTAG

ATGTGGGCCAGGACTGAACTAGCGTCGATTCGG
TCGATAAGTCCTTGGATTTTTTTCTCGCCGATAAA
CTGGATTCTTCAAGAACAAGCCTCATATCCAGGT
TAG

MWARTELASIRSISPWIF
FSPINWILQEQASYPG*

MWARTELASIRSISPWIF
FSPINWILQEQASYPG*

GGTGTCAATT CTCTGTCGTC 0 AR 0 0 0 0 0

3898 2238 ao AN0092.1 71.m15367 AO070311000123 0 -216 -184 ATGTGGCTAGTGATCAGCCACCGCCACAGTTGA ATGTGGCTAGTGATCAGCCACCGCCACAGT
TGA

MWLVISHRHS* MWLVISHRHS* GTATTTGGCT CAGAAAAGAG 0 AR 0 0 0 0 0

3899 2243 an AN2334.1 71.m16080 AO070323000005 0 -284 -204 ATGAAAGGCCATGTTGCACTCGGCATCCACCACGGCAAG
TCCACTGAGTCCCCCACGATCGTCTGTCGTCGGTCGGAC
TAA

ATGAAAGGCCATGTTGCACTCGGCATCCACCAC
GGCAAGTCCACTGAGTCCCCCACGATCGTCTGT
CGTCGGTCGGACTAA

MKGHVALGIHHGKSTES
PTIVCRRSD*

MKGHVALGIHHGKSTES
PTIVCRRSD*

GGAGCTCCAC CTCCGTGCGA 0 G 0 0 0 0 0

3900 2243 an AN2334.1 71.m16080 AO070323000005 0 -274 -119 ATGTTGCACTCGGCATCCACCACGGCAAGTCCACTGAGTC
CCCCACGATCGTCTGTCGTCGGTCGGACTAACTCCGTGC
GACGGCCTGCCCAGGTGGGTATACTCTGCCTGCACAGCG
CGGGGTGTTATAAAACACCCTTGTCGCCTCTACCTTAA

ATGTTGCACTCGGCATCCACCACGGCAAGTCCA
CTGAGTCCCCCACGATCGTCTGTCGTCGGTCGG
ACTAACTCCGTGCGACGGCCTGCCCAGGTGGGT
ATACTCTGCCTGCACAGCGCGGGGTGTTATAAAA
CACCCTTGTCGCCTCTACCTTAA

MLHSASTTASPLSPPRSS
VVGRTNSVRRPAQVGIL
CLHSAGCYKTPLSPLP*

MLHSASTTASPLSPPRS
SVVGRTNSVRRPAQVGI
LCLHSAGCYKTPLSPLP*

ATGAAAGGCC CAGCACTATT 0 G 0 0 0 0 0

3901 2243 ao AN2334.1 71.m16080 AO070323000005 0 -117 -61 ATGCTTTGCGACAATACATATAATAAACCCATTGTTCCGTT
GTCTGGCCTTTCGTAA

ATGCTTTGCGACAATACATATAATAAACCCA
TTGTTCCGTTGTCTGGCCTTTCGTAA

MLCDNTYNKPIVPLSGLS
*

MLCDNTYNKPIVPLS
GLS*

CGACTTTCGT TCACTTGTCT 0 G 0 0 0 0 0

3904 2244 af AN6151.1 71.m15834 AO070326000149 0 -267 -208 ATGTCGACCAAGGCCAGAAACATCATAGACAACATCCGTT
CCTCTGACTGGTCAGTTTGA

ATGTCGACCAAGGCCAGAAACATCATAGACAACAT
CCGTTCCTCTGACTGGTCAGTTTGA

MSTKARNIIDNIRSSDWS
V*

MSTKARNIIDNIRSS
DWSV*

GCCTGATAAT GAGCAATAGC 0 G 0 0 0 0 0

3902 2244 an AN6151.1 71.m15834 AO070326000149 0 -195 -154 ATGTACGCCTCTCGAATGCTTGATTCTGAGTGGTCAATTTG
A

ATGTACGCCTCTCGAATGCTTGATTCTGAGTGGT
CAATTTGA

MYASRMLDSEWSI* MYASRMLDSEWSI* CCACTACTAA GAGCAACGTC 0 G 0 0 0 0 0

3903 2244 an AN6151.1 71.m15834 AO070326000149 0 -180 -154 ATGCTTGATTCTGAGTGGTCAATTTGA ATGCTTGATTCTGAGTGGTCAATTTGA MLDSEWSI* MLDSEWSI* CGCCTCTCGA GAGCAACGTC 0 G 0 0 0 0 0
3905 2244 ao AN6151.1 71.m15834 AO070326000149 0 -195 -76 ATGTACTGCTTCTTCGTGATTGGTCACTTCGAGAGCAACG

ATCATGTATACACCTACTCAATTACAAATAGAGTGACTCAA
GTCTCCTATAATAAATTTGCCCATCATCTTGAAGCCTGA

ATGTACTGCTTCTTCGTGATTGGTCACTTCG
AGAGCAACGATCATGTATACACCTACTCAAT
TACAAATAGAGTGACTCAAGTCTCCTATAAT
AAATTTGCCCATCATCTTGAAGCCTGA

MYCFFVIGHFESNDHVYT
YSITNRVTQVSYNKFAHH
LEA*

MYCFFVIGHFESND
HVYTYSITNRVTQVS
YNKFAHHLEA*

GAGAAGTCCG CTTTCTTCTC 0 G 0 0 0 0 0

3906 2244 ao AN6151.1 71.m15834 AO070326000149 0 -152 -120 ATGTATACACCTACTCAATTACAAATAGAGTGA ATGTATACACCTACTCAATTACAAATAGAGT
GA

MYTPTQLQIE* MYTPTQLQIE* AGCAACGATC CTCAAGTCTC 0 G 0 0 0 0 0
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3908 2247 af AN5338.1 69.m15570 AO070333000229 0 -258 -232 ATGCTTGAACCATACCACCTTCCTTAG ATGCTTGAACCATACCACCTTCCTTAG MLEPYHLP* MLEPYHLP* CGCCTACGTC AACATACCAG 0 P FG06539.1 0 NCU07332.1 0 0

3907 2247 an AN5338.1 69.m15570 AO070333000229 0 -228 -211 ATGGAGACTGTACCTTGA ATGGAGACTGTACCTTGA METVP* METVP* TTGAAACACT ACTAGGTCAA 0 P FG06539.1 0 NCU07332.1 0 0

3909 2247 ao AN5338.1 69.m15570 AO070333000229 0 -265 -212 ATGATGAAACCATTGGTCCTTCTTGCGTGGCCTTCTCCTTT
TCACATGCATTGA

ATGATGAAACCATTGGTCCTTCTTGCGTGGC
CTTCTCCTTTTCACATGCATTGA

MMKPLVLLAWPSPFHMH
*

MMKPLVLLAWPSPF
HMH*

TCTCTCCCGC AAAGAAAACG 0 P FG06539.1 0 NCU07332.1 0 0

3910 2247 ao AN5338.1 69.m15570 AO070333000229 0 -262 -212 ATGAAACCATTGGTCCTTCTTGCGTGGCCTTCTCCTTTTCA
CATGCATTGA

ATGAAACCATTGGTCCTTCTTGCGTGGCCTT
CTCCTTTTCACATGCATTGA

MKPLVLLAWPSPFHMH* MKPLVLLAWPSPFH
MH*

CTCCCGCATG AAAGAAAACG 0 P FG06539.1 0 NCU07332.1 0 0

3911 2247 ao AN5338.1 69.m15570 AO070333000229 0 -170 -105 ATGGTTTTGCATCTTGCTGCCATTGAAAAAGCGCCTCGATT
CTCTCCTCTCGTCGTCTTTCTTTGA

ATGGTTTTGCATCTTGCTGCCATTGAAAAAG
CGCCTCGATTCTCTCCTCTCGTCGTCTTTCT
TTGA

MVLHLAAIEKAPRFSPLV
VFL*

MVLHLAAIEKAPRFS
PLVVFL*

CCACTACGTC CACACACAAA 0 P FG06539.1 0 NCU07332.1 0 0

3913 2249 af AN2730.1 54.m06671 AO070338000210 0 -202 -188 ATGGAGTCTGCTTGA ATGGAGTCTGCTTGA MESA* MESA* CATCAACGCC ATACAGTCGT 0 P 0 0 0 0 0
3912 2249 an AN2730.1 54.m06671 AO070338000210 0 -168 -148 ATGGCTAGCCAGTTCGCTTAA ATGGCTAGCCAGTTCGCTTAA MASQFA* MASQFA* ACCGTCCGAC ATCAACTGAA 0 P 0 0 0 0 0
3914 2249 ao AN2730.1 54.m06671 AO070338000210 0 -226 -212 ATGGACCTTGTTTGA ATGGACCTTGTTTGA MDLV* MDLV* GGTTCTGGCT ACACGGCTTT 0 P 0 0 0 0 0
3917 2251 af AN6753.1 65.m07189 AO070339000200 0 -112 -101 ATGTTCTACTGA ATGTTCTACTGA MFY* MFY* TGGAAGTCGT TTTCTGTGCC 0 CR 0 0 0 0 0
3915 2251 an AN6753.1 65.m07189 AO070339000200 0 -183 -172 ATGTGGCGATGA ATGTGGCGATGA MWR* MWR* TGGCGTACGT CTAATGTATA 0 CR 0 0 0 0 0
3916 2251 an AN6753.1 65.m07189 AO070339000200 0 -168 -82 ATGTATACAAGACAGGCGCTAAAAAAACATCCCCACCACG

ATTTCAAAGCAAGTGGACCTCAACTGTCCTTCCACTCGATT
CTGTAG

ATGTATACAAGACAGGCGCTAAAAAAACATCCCC
ACCACGATTTCAAAGCAAGTGGACCTCAACTGTC
CTTCCACTCGATTCTGTAG

MYTRQALKKHPHHDFKA
SGPQLSFHSIL*

MYTRQALKKHPHHDFK
ASGPQLSFHSIL*

GCGATGACTA ACCATATCTG 0 CR 0 0 0 0 0

3918 2251 ao AN6753.1 65.m07189 AO070339000200 0 -264 -163 ATGCACGGCCTATCGAGGGGCAAAAAAAAGTCTGAAACG
GAGCAACATTCGGTATCATATTGTCCTAAAACTCGGTATAT
CGCCGTGACAAGTCGCCTCTAA

ATGCACGGCCTATCGAGGGGCAAAAAAAAG
TCTGAAACGGAGCAACATTCGGTATCATATT
GTCCTAAAACTCGGTATATCGCCGTGACAA
GTCGCCTCTAA

MHGLSRGKKKSETEQHS
VSYCPKTRYIAVTSRL*

MHGLSRGKKKSETE
QHSVSYCPKTRYIA
VTSRL*

AATCGGAGCA AGATATCCAC 0 CR 0 0 0 0 0

3919 2251 ao AN6753.1 65.m07189 AO070339000200 0 -124 -80 ATGGAGCAACACTTCGGAGGTTTTCTGTCGGGGGACAGA
GTGTAG

ATGGAGCAACACTTCGGAGGTTTTCTGTCG
GGGGACAGAGTGTAG

MEQHFGGFLSGDRV* MEQHFGGFLSGDR
V*

ATCAAGGGCT TATTTAAAGT 0 CR 0 0 0 0 0

3920 2252 af AN5917.1 72.m19214 AO070340000369 0 -124 -113 ATGTCACCTTGA ATGTCACCTTGA MSP* MSP* TTTCTACTAC CTCGGAACAT 0 R 0 MG07546.1 0 YGR289C 0
3921 2252 ao AN5917.1 72.m19214 AO070340000369 0 -220 -152 ATGTTCCTGGGTAGAAGCGGAAGTGGGGACTCAAGAGGC

CCCGCCGAGCCAGAGGCCATAAATTTCTAG
ATGTTCCTGGGTAGAAGCGGAAGTGGGGA
CTCAAGAGGCCCCGCCGAGCCAGAGGCCA
TAAATTTCTAG

MFLGRSGSGDSRGPAEP
EAINF*

MFLGRSGSGDSRG
PAEPEAINF*

GCGTTCTGCG CGACGTCGTC 0 R 0 MG07546.1 0 YGR289C 0

3922 2254 an AN4493.1 57.m05638 AO070343000131 0 -197 -183 ATGTATTCTCATTAA ATGTATTCTCATTAA MYSH* MYSH* ATTTTCTCCA TATCTCTTCC 0 B 0 0 0 0 0
3923 2254 ao AN4493.1 57.m05638 AO070343000131 0 -144 -82 ATGCCTCGTCTGCTTCCTTATCTTCTTCTCTTTGACTTGTAT

ACCATCTCGATGACCGAATGA
ATGCCTCGTCTGCTTCCTTATCTTCTTCTCTT
TGACTTGTATACCATCTCGATGACCGAATGA

MPRLLPYLLLFDLYTISMT
E*

MPRLLPYLLLFDLYT
ISMTE*

CTATTTATAT TCACGGCGGA 0 B 0 0 0 0 0

3924 2254 ao AN4493.1 57.m05638 AO070343000131 0 -93 -82 ATGACCGAATGA ATGACCGAATGA MTE* MTE* TACCATCTCG TCACGGCGGA 0 B 0 0 0 0 0
3925 2256 an AN0691.1 70.m15294 AO070343000521 0 -172 -155 ATGTCGACGTCACGTTGA ATGTCGACGTCACGTTGA MSTSR* MSTSR* GACAAGCATC ATCCAACCCA 0 0 0 0 0 0
3926 2256 ao AN0691.1 70.m15294 AO070343000521 0 -240 -196 ATGCGGAGCCCTAAGCCCTGGTTTTCTGAAGTAGGTGGG

CAATAG
ATGCGGAGCCCTAAGCCCTGGTTTTCTGAA
GTAGGTGGGCAATAG

MRSPKPWFSEVGGQ* MRSPKPWFSEVGG
Q*

AGCGGTATCC TACGATTGCA 0 0 0 0 0 0

3927 2256 ao AN0691.1 70.m15294 AO070343000521 0 -155 -120 ATGATGCGCTCTAAAACCAGGCTTTACAGAATGTAG ATGATGCGCTCTAAAACCAGGCTTTACAGAA
TGTAG

MMRSKTRLYRM* MMRSKTRLYRM* CGGGGTCTAG ACTCTCCATT 0 0 0 0 0 0

3928 2256 ao AN0691.1 70.m15294 AO070343000521 0 -152 -120 ATGCGCTCTAAAACCAGGCTTTACAGAATGTAG ATGCGCTCTAAAACCAGGCTTTACAGAATGT
AG

MRSKTRLYRM* MRSKTRLYRM* GGTCTAGATG ACTCTCCATT 0 0 0 0 0 0

3929 2256 ao AN0691.1 70.m15294 AO070343000521 0 -81 -67 ATGTGCTGTGTGTAA ATGTGCTGTGTGTAA MCCV* MCCV* TCGCAAATAT AGAAAGCTGC 0 0 0 0 0 0
3930 2257 an AN7428.1 57.m05916 AO070197000009 0 -225 -160 ATGCTGCAGCAGGTACATAGTACGGACTTGAAATACCACG

CTGTGTCGTCCTTCGGTTTTTCTTAA
ATGCTGCAGCAGGTACATAGTACGGACTTGAAAT
ACCACGCTGTGTCGTCCTTCGGTTTTTCTTAA

MLQQVHSTDLKYHAVSS
FGFS*

MLQQVHSTDLKYHAVS
SFGFS*

CTTTCCCCAA AGATCCAGCC 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3931 2257 ao AN7428.1 57.m05916 AO070197000009 0 -229 -167 ATGATACTATGTCTTACTATCAATACCTACCTTACTCCATCC
CCATGCCACCTTGACATGTAG

ATGATACTATGTCTTACTATCAATACCTACCT
TACTCCATCCCCATGCCACCTTGACATGTAG

MILCLTINTYLTPSPCHLD
M*

MILCLTINTYLTPSPC
HLDM*

CTGCCCCACC TCAGATGAAC 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3932 2257 ao AN7428.1 57.m05916 AO070197000009 0 -221 -174 ATGTCTTACTATCAATACCTACCTTACTCCATCCCCATGCC
ACCTTGA

ATGTCTTACTATCAATACCTACCTTACTCCAT
CCCCATGCCACCTTGA

MSYYQYLPYSIPMPP* MSYYQYLPYSIPMP
P*

CCATGATACT CATGTAGTCA 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3933 2257 ao AN7428.1 57.m05916 AO070197000009 0 -185 -174 ATGCCACCTTGA ATGCCACCTTGA MPP* MPP* CTCCATCCCC CATGTAGTCA 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3934 2257 ao AN7428.1 57.m05916 AO070197000009 0 -162 -151 ATGAACAATTAG ATGAACAATTAG MNN* MNN* ATGTAGTCAG GTACCAGACA 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3935 2257 ao AN7428.1 57.m05916 AO070197000009 0 -86 -63 ATGATTACCGTCTTTCTCCTTTAA ATGATTACCGTCTTTCTCCTTTAA MITVFLL* MITVFLL* CTGGTCCTGC GGGCTACTAC 0 H FG10226.1 0 NCU06672.1 YHR171W YHR171W

3939 2259 af AN4593.1 57.m05516 AO070267000009 0 -93 -37 ATGCGACGGCCGGTGATGATTGTGATGATTAGATTTGGTA
TCTTCTTCTTTATCTGA

ATGCGACGGCCGGTGATGATTGTGATGATTAGATT
TGGTATCTTCTTCTTTATCTGA

MRRPVMIVMIRFGIFFFI* MRRPVMIVMIRFGIF
FFI*

ACGACAGGTT GCTCCCTTCT 0 K 0 0 0 0 0

3940 2259 af AN4593.1 57.m05516 AO070267000009 0 -78 -37 ATGATTGTGATGATTAGATTTGGTATCTTCTTCTTTATCTGA ATGATTGTGATGATTAGATTTGGTATCTTCTTCTTTA
TCTGA

MIVMIRFGIFFFI* MIVMIRFGIFFFI* ACGGCCGGTG GCTCCCTTCT 0 K 0 0 0 0 0

3941 2259 af AN4593.1 57.m05516 AO070267000009 0 -69 -37 ATGATTAGATTTGGTATCTTCTTCTTTATCTGA ATGATTAGATTTGGTATCTTCTTCTTTATCTGA MIRFGIFFFI* MIRFGIFFFI* GATGATTGTG GCTCCCTTCT 0 K 0 0 0 0 0
3936 2259 an AN4593.1 57.m05516 AO070267000009 0 -114 -13 ATGAATCATTATGACTGTGAAGGGAGATCGGATATGAAAG

TGACGGCCTCATCCTCCATTTTCACAATTCTTGATACGCAA
TCTTACAGCTCCTCACCTTGA

ATGAATCATTATGACTGTGAAGGGAGATCGGATA
TGAAAGTGACGGCCTCATCCTCCATTTTCACAAT
TCTTGATACGCAATCTTACAGCTCCTCACCTTGA

MNHYDCEGRSDMKVTAS
SSIFTILDTQSYSSSP*

MNHYDCEGRSDMKVTA
SSSIFTILDTQSYSSSP*

TACAACGAAG ACCGTGTTCA 0 K 0 0 0 0 0

3937 2259 an AN4593.1 57.m05516 AO070267000009 0 -104 -78 ATGACTGTGAAGGGAGATCGGATATGA ATGACTGTGAAGGGAGATCGGATATGA MTVKGDRI* MTVKGDRI* ATGAATCATT AAGTGACGGC 0 K 0 0 0 0 0
3938 2259 an AN4593.1 57.m05516 AO070267000009 0 -81 -13 ATGAAAGTGACGGCCTCATCCTCCATTTTCACAATTCTTGA

TACGCAATCTTACAGCTCCTCACCTTGA
ATGAAAGTGACGGCCTCATCCTCCATTTTCACAA
TTCTTGATACGCAATCTTACAGCTCCTCACCTTGA

MKVTASSSIFTILDTQSYS
SSP*

MKVTASSSIFTILDTQSY
SSSP*

GAGATCGGAT ACCGTGTTCA 0 K 0 0 0 0 0

3942 2259 ao AN4593.1 57.m05516 AO070267000009 0 -183 -109 ATGAGTCAGCAGATCACCAATGACATGCCATCTGATAAAT
GCGATAAAGAATATGGGGCTGATTGTCAAGCTTAA

ATGAGTCAGCAGATCACCAATGACATGCCA
TCTGATAAATGCGATAAAGAATATGGGGCTG
ATTGTCAAGCTTAA

MSQQITNDMPSDKCDKE
YGADCQA*

MSQQITNDMPSDKC
DKEYGADCQA*

CCCGGGGTGG TGATGACGAT 0 K 0 0 0 0 0

3943 2259 ao AN4593.1 57.m05516 AO070267000009 0 -159 -109 ATGCCATCTGATAAATGCGATAAAGAATATGGGGCTGATT
GTCAAGCTTAA

ATGCCATCTGATAAATGCGATAAAGAATATG
GGGCTGATTGTCAAGCTTAA

MPSDKCDKEYGADCQA* MPSDKCDKEYGAD
CQA*

CACCAATGAC TGATGACGAT 0 K 0 0 0 0 0

3944 2259 ao AN4593.1 57.m05516 AO070267000009 0 -109 -89 ATGATGACGATATATTTCTGA ATGATGACGATATATTTCTGA MMTIYF* MMTIYF* GTCAAGCTTA CTTCTTTTTT 0 K 0 0 0 0 0
3945 2259 ao AN4593.1 57.m05516 AO070267000009 0 -106 -89 ATGACGATATATTTCTGA ATGACGATATATTTCTGA MTIYF* MTIYF* AAGCTTAATG CTTCTTTTTT 0 K 0 0 0 0 0
3948 2269 af AN9012.1 56.m02340 AO070321000044 0 -258 -241 ATGGTCTTCTTTGATTAG ATGGTCTTCTTTGATTAG MVFFD* MVFFD* TTCACTGGTA TTGCAATCTC 0 EM 0 0 NCU05977.1 0 0

3946 2269 an AN9012.1 56.m02340 AO070321000044 0 -212 -123 ATGTATTTCTGTATGGAGCCAGCCACCAGGGTAGGAAGG
CGTTTCCGTCGAGCCCTAGCTTATATCTACCTAGGTTTACC
AGACGATTAA

ATGTATTTCTGTATGGAGCCAGCCACCAGGGTAG
GAAGGCGTTTCCGTCGAGCCCTAGCTTATATCTA
CCTAGGTTTACCAGACGATTAA

MYFCMEPATRVGRRFRR
ALAYIYLGLPDD*

MYFCMEPATRVGRRFR
RALAYIYLGLPDD*

AGTGGTTCCT TTTACCCTAT 0 EM 0 0 NCU05977.1 0 0

3947 2269 an AN9012.1 56.m02340 AO070321000044 0 -200 -123 ATGGAGCCAGCCACCAGGGTAGGAAGGCGTTTCCGTCGA
GCCCTAGCTTATATCTACCTAGGTTTACCAGACGATTAA

ATGGAGCCAGCCACCAGGGTAGGAAGGCGTTTC
CGTCGAGCCCTAGCTTATATCTACCTAGGTTTAC
CAGACGATTAA

MEPATRVGRRFRRALAYI
YLGLPDD*

MEPATRVGRRFRRALA
YIYLGLPDD*

GTATTTCTGT TTTACCCTAT 0 EM 0 0 NCU05977.1 0 0

3949 2269 ao AN9012.1 56.m02340 AO070321000044 0 -100 -14 ATGCCAGCAACCGACGAGCTTACAGCATACAATCTGTTCA
AGATACTCATACCACTACATTCGAAGAGCCTCATTCCAATC
ACATAA

ATGCCAGCAACCGACGAGCTTACAGCATAC
AATCTGTTCAAGATACTCATACCACTACATTC
GAAGAGCCTCATTCCAATCACATAA

MPATDELTAYNLFKILIPL
HSKSLIPIT*

MPATDELTAYNLFKI
LIPLHSKSLIPIT*

AGGAATAACA CCAAACCACC 0 EM 0 0 NCU05977.1 0 0

3952 2272 af AN5585.1 58.m07512 AO070328000019 0 -234 -139 ATGAAACAGAAGGTGAAGGTTAGAGGTGAAGACCAAGTA
GTTTCCCGAATGGATCTCAATCACATGATCACCTGGAGCG
GGCAGGTCGGGCGATAA

ATGAAACAGAAGGTGAAGGTTAGAGGTGAAGACCA
AGTAGTTTCCCGAATGGATCTCAATCACATGATCAC
CTGGAGCGGGCAGGTCGGGCGATAA

MKQKVKVRGEDQVVSR
MDLNHMITWSGQVGR*

MKQKVKVRGEDQV
VSRMDLNHMITWS
GQVGR*

TGCTATAGCT ACAATTTTCT 0 I 0 0 0 YLR100W 0

3953 2272 af AN5585.1 58.m07512 AO070328000019 0 -186 -139 ATGGATCTCAATCACATGATCACCTGGAGCGGGCAGGTC
GGGCGATAA

ATGGATCTCAATCACATGATCACCTGGAGCGGGCA
GGTCGGGCGATAA

MDLNHMITWSGQVGR* MDLNHMITWSGQV
GR*

AGTTTCCCGA ACAATTTTCT 0 I 0 0 0 YLR100W 0

3954 2272 af AN5585.1 58.m07512 AO070328000019 0 -171 -139 ATGATCACCTGGAGCGGGCAGGTCGGGCGATAA ATGATCACCTGGAGCGGGCAGGTCGGGCGATAA MITWSGQVGR* MITWSGQVGR* TCTCAATCAC ACAATTTTCT 0 I 0 0 0 YLR100W 0

3950 2272 an AN5585.1 58.m07512 AO070328000019 0 -169 -128 ATGTGCCTTCTAAACGATAAACGTACAGAGAGGAGAGTTT
GA

ATGTGCCTTCTAAACGATAAACGTACAGAGAGGA
GAGTTTGA

MCLLNDKRTERRV* MCLLNDKRTERRV* CTGGGTTGAC ACCTGTGGTA 0 I 0 0 0 YLR100W 0

3951 2272 an AN5585.1 58.m07512 AO070328000019 0 -115 -53 ATGCTTACATCATCCACCACTTCAAGATGCACCAATCACCC
CGAGAGGTCCCAGTCGGGATAG

ATGCTTACATCATCCACCACTTCAAGATGCACCA
ATCACCCCGAGAGGTCCCAGTCGGGATAG

MLTSSTTSRCTNHPERS
QSG*

MLTSSTTSRCTNHPERS
QSG*

CTGTGGTAGG TTGCTGGATC 0 I 0 0 0 YLR100W 0

3955 2272 ao AN5585.1 58.m07512 AO070328000019 0 -142 -59 ATGAATCCAGGCACACATAAGGTTAGGAAACTATTCCCGG
TCAGGCCTAGCGCACAGGAACACATCCCCGTGAATCTCAA
TTAG

ATGAATCCAGGCACACATAAGGTTAGGAAA
CTATTCCCGGTCAGGCCTAGCGCACAGGAA
CACATCCCCGTGAATCTCAATTAG

MNPGTHKVRKLFPVRPS
AQEHIPVNLN*

MNPGTHKVRKLFPV
RPSAQEHIPVNLN*

GGATTAGCCA TTTCCATCCT 0 I 0 0 0 YLR100W 0

3956 2274 af AN3220.1 67.m02928 AO070330000070 0 -170 -90 ATGTCGGAGATTTCGACCCCACGCTTCTACTCCGCGTTTT
CTCCGCAGTGTTCATGCACGGGGTATAAAGCTGGGAAGT
GA

ATGTCGGAGATTTCGACCCCACGCTTCTACTCCGC
GTTTTCTCCGCAGTGTTCATGCACGGGGTATAAAG
CTGGGAAGTGA

MSEISTPRFYSAFSPQCS
CTGYKAGK*

MSEISTPRFYSAFSP
QCSCTGYKAGK*

CGTGGTCCTG TCGTCTGTCC 0 GEPR FG10483.1 MG05600.1 0 0 0

3959 2279 af AN2103.1 57.m05804 AO070341000261 0 -267 -238 ATGTATATGGTGCCAGATCAATTGAGATAG ATGTATATGGTGCCAGATCAATTGAGATAG MYMVPDQLR* MYMVPDQLR* CAACGCGTAC CGACTTGACA 0 S 0 0 0 0 0
3960 2279 af AN2103.1 57.m05804 AO070341000261 0 -261 -238 ATGGTGCCAGATCAATTGAGATAG ATGGTGCCAGATCAATTGAGATAG MVPDQLR* MVPDQLR* GTACATGTAT CGACTTGACA 0 S 0 0 0 0 0
3961 2279 af AN2103.1 57.m05804 AO070341000261 0 -162 -130 ATGTTCAACCGCTGTGGAATGCCGACCCTATGA ATGTTCAACCGCTGTGGAATGCCGACCCTATGA MFNRCGMPTL* MFNRCGMPTL* ACAATGGAAA TTCGCCATCT 0 S 0 0 0 0 0
3962 2279 af AN2103.1 57.m05804 AO070341000261 0 -144 -130 ATGCCGACCCTATGA ATGCCGACCCTATGA MPTL* MPTL* CCGCTGTGGA TTCGCCATCT 0 S 0 0 0 0 0
3958 2279 an AN2103.1 57.m05804 AO070341000261 0 -136 -65 ATGCGGAGACAAATTTCTCCGCTTGATGAGCTCCAGTCCG

ACCGCGGCTCCGTCATCCATCTCCAAGTCTAA
ATGCGGAGACAAATTTCTCCGCTTGATGAGCTCC
AGTCCGACCGCGGCTCCGTCATCCATCTCCAAG
TCTAA

MRRQISPLDELQSDRGS
VIHLQV*

MRRQISPLDELQSDRGS
VIHLQV*

GGATTAATTA GCCTAAAAGT 0 S 0 0 0 0 0

3963 2280 af AN7589.1 72.m19611 AO070343000303 0 -263 -249 ATGTTCTGCACCTAG ATGTTCTGCACCTAG MFCT* MFCT* CTACAACCTC TCCTCAACCG 0 L 0 0 0 0 0
3964 2280 ao AN7589.1 72.m19611 AO070343000303 0 -281 -225 ATGCGCCACGGATCGATCGTGATCTTCACCTACTTCTTTG

TGGTCATTTTACCTTAA
ATGCGCCACGGATCGATCGTGATCTTCACC
TACTTCTTTGTGGTCATTTTACCTTAA

MRHGSIVIFTYFFVVILP* MRHGSIVIFTYFFVVI
LP*

TATCAGAGCC TTTTCTTTTT 0 L 0 0 0 0 0

3965 2284 ao AN5833.1 72.m18961 AO070260000012 0 -134 -102 ATGCCTGCTTTTGGGCTTTATGATTACTACTAG ATGCCTGCTTTTGGGCTTTATGATTACTACT
AG

MPAFGLYDYY* MPAFGLYDYY* ATTTTATTGA TAACTAGTTA 0 I 0 0 0 0 0

3966 2284 ao AN5833.1 72.m18961 AO070260000012 0 -115 -95 ATGATTACTACTAGTAACTAG ATGATTACTACTAGTAACTAG MITTSN* MITTSN* TTTGGGCTTT TTAGTTGTCT 0 I 0 0 0 0 0
3968 2286 af AN4387.1 58.m07937 AO070261000033 0 -73 -47 ATGCTCGGTTCCGGGAGCCCTCGTTGA ATGCTCGGTTCCGGGAGCCCTCGTTGA MLGSGSPR* MLGSGSPR* GAGCACCGAC TTGCAAAGAC 0 C 0 0 0 YIL006W 0
3967 2286 an AN4387.1 58.m07937 AO070261000033 0 -78 -49 ATGCTCGGGTCCGGGATCCCTTATCGGTAA ATGCTCGGGTCCGGGATCCCTTATCGGTAA MLGSGIPYR* MLGSGIPYR* GGGCACCGAC AGCATCAAAA 0 C 0 0 0 YIL006W 0
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3969 2286 ao AN4387.1 58.m07937 AO070261000033 0 -70 -38 ATGCTCGGGTCCGGGAACCCTCGTGACAATTAA ATGCTCGGGTCCGGGAACCCTCGTGACAAT
TAA

MLGSGNPRDN* MLGSGNPRDN* GAGCACCGCT GACGGATAGA 0 C 0 0 0 YIL006W 0

3974 2288 af AN9286.1 71.m15143 AO070279000041 0 -129 -91 ATGAGCAAAAGTAGCGGCAGCTGGATGACGACTGTCTAA ATGAGCAAAAGTAGCGGCAGCTGGATGACGACTG
TCTAA

MSKSSGSWMTTV* MSKSSGSWMTTV* GTTGGCTTCA CGCCACGATA 0 G 0 0 0 0 0

3975 2288 af AN9286.1 71.m15143 AO070279000041 0 -105 -91 ATGACGACTGTCTAA ATGACGACTGTCTAA MTTV* MTTV* CGGCAGCTGG CGCCACGATA 0 G 0 0 0 0 0
3976 2288 af AN9286.1 71.m15143 AO070279000041 0 -78 -58 ATGGGTACGAGGAGCCTTTAA ATGGGTACGAGGAGCCTTTAA MGTRSL* MGTRSL* CCACGATACT AGGCAGCGCT 0 G 0 0 0 0 0
3970 2288 an AN9286.1 71.m15143 AO070279000041 0 -223 -194 ATGCGAGAACGAGGTCTGCCCGGCATATAG ATGCGAGAACGAGGTCTGCCCGGCATATAG MRERGLPGI* MRERGLPGI* CCCCGCCAAA CCTGAAATGA 0 G 0 0 0 0 0
3971 2288 an AN9286.1 71.m15143 AO070279000041 0 -187 -77 ATGATGCATGGCCGAACATCAGGGGTGGAAAAACATCGA

CGCATCGGACCTTTTCCGGCGACCGCAAAAGAGCTTCCC
GTACCTAGTGCAGGGCTCTGCGTCTGTGCATAG

ATGATGCATGGCCGAACATCAGGGGTGGAAAAA
CATCGACGCATCGGACCTTTTCCGGCGACCGCA
AAAGAGCTTCCCGTACCTAGTGCAGGGCTCTGC
GTCTGTGCATAG

MMHGRTSGVEKHRRIGP
FPATAKELPVPSAGLCVC
A*

MMHGRTSGVEKHRRIG
PFPATAKELPVPSAGLC
VCA*

ATAGCCTGAA ATTTAAAAGC 0 G 0 0 0 0 0

3972 2288 an AN9286.1 71.m15143 AO070279000041 0 -184 -77 ATGCATGGCCGAACATCAGGGGTGGAAAAACATCGACGC
ATCGGACCTTTTCCGGCGACCGCAAAAGAGCTTCCCGTAC
CTAGTGCAGGGCTCTGCGTCTGTGCATAG

ATGCATGGCCGAACATCAGGGGTGGAAAAACAT
CGACGCATCGGACCTTTTCCGGCGACCGCAAAA
GAGCTTCCCGTACCTAGTGCAGGGCTCTGCGTC
TGTGCATAG

MHGRTSGVEKHRRIGPF
PATAKELPVPSAGLCVCA
*

MHGRTSGVEKHRRIGP
FPATAKELPVPSAGLCV
CA*

GCCTGAAATG ATTTAAAAGC 0 G 0 0 0 0 0

3973 2288 an AN9286.1 71.m15143 AO070279000041 0 -180 -4 ATGGCCGAACATCAGGGGTGGAAAAACATCGACGCATCG
GACCTTTTCCGGCGACCGCAAAAGAGCTTCCCGTACCTAG
TGCAGGGCTCTGCGTCTGTGCATAGATTTAAAAGCCCAGC
GGCGGACGCAACTAAATCAGGACAGACACCTACAGCTCA
AGTAGCAGCTTTAACATAG

ATGGCCGAACATCAGGGGTGGAAAAACATCGAC
GCATCGGACCTTTTCCGGCGACCGCAAAAGAGC
TTCCCGTACCTAGTGCAGGGCTCTGCGTCTGTG
CATAGATTTAAAAGCCCAGCGGCGGACGCAACT
AAATCAGGACAGACACCTACAGCTCAAGTAGCAG
CTTTAACATAG

MAEHQGWKNIDASDLFR
RPQKSFPYLVQGSASVH
RFKSPAADATKSGQTPT
AQVAALT*

MAEHQGWKNIDASDLF
RRPQKSFPYLVQGSAS
VHRFKSPAADATKSGQT
PTAQVAALT*

GAAATGATGC AAGATGCGGA 0 G 0 0 0 0 0

3977 2288 ao AN9286.1 71.m15143 AO070279000041 0 -176 -150 ATGGGTGCATATGGCGGTCTGTCATGA ATGGGTGCATATGGCGGTCTGTCATGA MGAYGGLS* MGAYGGLS* AGAGTAAAAT CCCCACGTTT 0 G 0 0 0 0 0
3978 2288 ao AN9286.1 71.m15143 AO070279000041 0 -166 -128 ATGGCGGTCTGTCATGACCCCACGTTTACCCCGGATTAA ATGGCGGTCTGTCATGACCCCACGTTTACC

CCGGATTAA
MAVCHDPTFTPD* MAVCHDPTFTPD* ATGGGTGCAT TATAGCCTGA 0 G 0 0 0 0 0

3979 2288 ao AN9286.1 71.m15143 AO070279000041 0 -153 -118 ATGACCCCACGTTTACCCCGGATTAATATAGCCTGA ATGACCCCACGTTTACCCCGGATTAATATAG
CCTGA

MTPRLPRINIA* MTPRLPRINIA* GCGGTCTGTC ATTCATGGGT 0 G 0 0 0 0 0

3980 2288 ao AN9286.1 71.m15143 AO070279000041 0 -113 -75 ATGGGTATTGTTAGCGTGGGGATCCGTATCGGGAAATGA ATGGGTATTGTTAGCGTGGGGATCCGTATC
GGGAAATGA

MGIVSVGIRIGK* MGIVSVGIRIGK* GCCTGAATTC GCAAGATGCA 0 G 0 0 0 0 0

3981 2288 ao AN9286.1 71.m15143 AO070279000041 0 -78 -13 ATGAGCAAGATGCAGATCTCGGTATTTAAATCACCCCAATT
GCTCTACGAGAAGAGCCAACTCTAG

ATGAGCAAGATGCAGATCTCGGTATTTAAAT
CACCCCAATTGCTCTACGAGAAGAGCCAAC
TCTAG

MSKMQISVFKSPQLLYEK
SQL*

MSKMQISVFKSPQL
LYEKSQL*

GTATCGGGAA AACGTCAACA 0 G 0 0 0 0 0

3982 2288 ao AN9286.1 71.m15143 AO070279000041 0 -69 -13 ATGCAGATCTCGGTATTTAAATCACCCCAATTGCTCTACGA
GAAGAGCCAACTCTAG

ATGCAGATCTCGGTATTTAAATCACCCCAAT
TGCTCTACGAGAAGAGCCAACTCTAG

MQISVFKSPQLLYEKSQL
*

MQISVFKSPQLLYEK
SQL*

AATGAGCAAG AACGTCAACA 0 G 0 0 0 0 0

3984 2289 af AN1074.1 70.m15148 AO070285000074 0 -263 -249 ATGAATGGCGTTTAG ATGAATGGCGTTTAG MNGV* MNGV* GCTTCGGAGA CGGAGGAGAT 0 E 0 0 0 0 0
3985 2289 af AN1074.1 70.m15148 AO070285000074 0 -259 -110 ATGGCGTTTAGCGGAGGAGATTTTTGGGAGCGGTCACCA

GCTAGACAACTATTTTCCCTTCCGGCGTTGCGGACAACAG
GCGGCAGTTCCTTATCAGCGGGTCTTGGCATCGTCTATCA
GTTCGGAAAGCTAGTGCGCAGCTCCATTTAA

ATGGCGTTTAGCGGAGGAGATTTTTGGGAGCGGT
CACCAGCTAGACAACTATTTTCCCTTCCGGCGTTG
CGGACAACAGGCGGCAGTTCCTTATCAGCGGGTC
TTGGCATCGTCTATCAGTTCGGAAAGCTAGTGCGC
AGCTCCATTTAA

MAFSGGDFWERSPARQ
LFSLPALRTTGGSSLSAG
LGIVYQFGKLVRSSI*

MAFSGGDFWERSP
ARQLFSLPALRTTG
GSSLSAGLGIVYQF
GKLVRSSI*

CGGAGAATGA TCACGATTTC 0 E 0 0 0 0 0

3983 2289 an AN1074.1 70.m15148 AO070285000074 0 -144 -16 ATGACGCGCTTATCAGTTGGTCTTGGCGCTTTATCTACTCT
CCGTCGACATCATCTCGACCGTTTCCTTCTTCCACCTCTCT
CAGACCTCTCCTCTCTGCTCAATTTCTTCGTTCTCAGCATA
TCTTGA

ATGACGCGCTTATCAGTTGGTCTTGGCGCTTTAT
CTACTCTCCGTCGACATCATCTCGACCGTTTCCT
TCTTCCACCTCTCTCAGACCTCTCCTCTCTGCTC
AATTTCTTCGTTCTCAGCATATCTTGA

MTRLSVGLGALSTLRRH
HLDRFLLPPLSDLSSLLN
FFVLSIS*

MTRLSVGLGALSTLRRH
HLDRFLLPPLSDLSSLLN
FFVLSIS*

CAACTGCAGC TCATAAATCT 0 E 0 0 0 0 0

3986 2289 ao AN1074.1 70.m15148 AO070285000074 0 -221 -177 ATGGGGACGATGAGATTTTCCCGACTTGCGGCCAACGGA
TTGTAA

ATGGGGACGATGAGATTTTCCCGACTTGCG
GCCAACGGATTGTAA

MGTMRFSRLAANGL* MGTMRFSRLAANG
L*

GAACAACGGG AGGCGCTTAT 0 E 0 0 0 0 0

3987 2289 ao AN1074.1 70.m15148 AO070285000074 0 -212 -177 ATGAGATTTTCCCGACTTGCGGCCAACGGATTGTAA ATGAGATTTTCCCGACTTGCGGCCAACGGA
TTGTAA

MRFSRLAANGL* MRFSRLAANGL* GATGGGGACG AGGCGCTTAT 0 E 0 0 0 0 0

3988 2290 an AN4987.1 59.m08890 AO070288000055 0 -151 -116 ATGACCTCCTTTTCCGATCATCCTACTCGCTGTTGA ATGACCTCCTTTTCCGATCATCCTACTCGCTGTT
GA

MTSFSDHPTRC* MTSFSDHPTRC* TCCTCAACTC TCTACGCAAC 0 T FG09908.1 MG07335.1 0 0 0

3991 2291 af AN5333.1 69.m15580 AO070290000026 0 -249 -202 ATGAGACTGCCTAAGTTGTCGCGTTCTCCATCCTTGTCTTC
TGATTGA

ATGAGACTGCCTAAGTTGTCGCGTTCTCCATCCTT
GTCTTCTGATTGA

MRLPKLSRSPSLSSD* MRLPKLSRSPSLSS
D*

GTGGTGTATT CCGGAATATC 0  0 0 0 0 0

3989 2291 an AN5333.1 69.m15580 AO070290000026 0 -132 -76 ATGCTCTGCTGCAGCGGCTTCGTATTGATCATATCAAAAAA
TACGGGTACGACCTGA

ATGCTCTGCTGCAGCGGCTTCGTATTGATCATAT
CAAAAAATACGGGTACGACCTGA

MLCCSGFVLIISKNTGTT* MLCCSGFVLIISKNTGTT
*

ACATCTGGAA CTCGACGTAT 0  0 0 0 0 0

3992 2291 ao AN5333.1 69.m15580 AO070290000026 0 -181 -98 ATGGGAACTGCCAAAACACCCGATTCATGCATTAATCAAT
GGCCTCCTTGGCGGCTAATCTGTATGCGACACGGTGCTG
AATAG

ATGGGAACTGCCAAAACACCCGATTCATGC
ATTAATCAATGGCCTCCTTGGCGGCTAATCT
GTATGCGACACGGTGCTGAATAG

MGTAKTPDSCINQWPPW
RLICMRHGAE*

MGTAKTPDSCINQW
PPWRLICMRHGAE*

TCTTAATCTA TGGTAGGTAC 0  0 0 0 0 0

3993 2291 ao AN5333.1 69.m15580 AO070290000026 0 -143 -102 ATGGCCTCCTTGGCGGCTAATCTGTATGCGACACGGTGCT
GA

ATGGCCTCCTTGGCGGCTAATCTGTATGCG
ACACGGTGCTGA

MASLAANLYATRC* MASLAANLYATRC* GCATTAATCA ATAGTGGTAG 0  0 0 0 0 0

3994 2291 ao AN5333.1 69.m15580 AO070290000026 0 -118 -98 ATGCGACACGGTGCTGAATAG ATGCGACACGGTGCTGAATAG MRHGAE* MRHGAE* GCTAATCTGT TGGTAGGTAC 0  0 0 0 0 0
3996 2292 af AN6640.1 62.m03237 AO070295000024 0 -166 -149 ATGGCAATCTCCATTTAG ATGGCAATCTCCATTTAG MAISI* MAISI* TTTTGGAGTC CAAGTCAAGA 0 R 0 0 0 0 0
3995 2292 an AN6640.1 62.m03237 AO070295000024 0 -212 -99 ATGTGCGGGGTCCCGAGTTTTGACCGGATCAGGCTACCC

AAGAGCACGCTCGCCTGGCCTGGACTTCTTTTAAAAGACC
AGCATCCTCAGCACGGGTCTTCATCTGCTTGGTGA

ATGTGCGGGGTCCCGAGTTTTGACCGGATCAGG
CTACCCAAGAGCACGCTCGCCTGGCCTGGACTT
CTTTTAAAAGACCAGCATCCTCAGCACGGGTCTT
CATCTGCTTGGTGA

MCGVPSFDRIRLPKSTLA
WPGLLLKDQHPQHGSSS
AW*

MCGVPSFDRIRLPKSTL
AWPGLLLKDQHPQHGS
SSAW*

TTCTCCAACC ACTGAGGATA 0 R 0 0 0 0 0

3997 2292 ao AN6640.1 62.m03237 AO070295000024 0 -216 -136 ATGGATTCAGTCCGCGATAAGAAATCCAGTAACGACATGA
TTGGTCTCAACAAGCGAAGCATTGCCGAGCAGTCGAATTA
G

ATGGATTCAGTCCGCGATAAGAAATCCAGTA
ACGACATGATTGGTCTCAACAAGCGAAGCA
TTGCCGAGCAGTCGAATTAG

MDSVRDKKSSNDMIGLN
KRSIAEQSN*

MDSVRDKKSSNDMI
GLNKRSIAEQSN*

GAGATAATCG AAATGTCCTC 0 R 0 0 0 0 0

3998 2292 ao AN6640.1 62.m03237 AO070295000024 0 -180 -136 ATGATTGGTCTCAACAAGCGAAGCATTGCCGAGCAGTCGA
ATTAG

ATGATTGGTCTCAACAAGCGAAGCATTGCC
GAGCAGTCGAATTAG

MIGLNKRSIAEQSN* MIGLNKRSIAEQSN* CAGTAACGAC AAATGTCCTC 0 R 0 0 0 0 0

3999 2292 ao AN6640.1 62.m03237 AO070295000024 0 -133 -35 ATGTCCTCATCTCATCATCCAAGTGGAGACGAAGCATGTC
TGGGAACATATAAAAGATACCTGACGACACACCTCGTGTG
GACCAAACCAAGCAATTGA

ATGTCCTCATCTCATCATCCAAGTGGAGACG
AAGCATGTCTGGGAACATATAAAAGATACCT
GACGACACACCTCGTGTGGACCAAACCAAG
CAATTGA

MSSSHHPSGDEACLGTY
KRYLTTHLVWTKPSN*

MSSSHHPSGDEAC
LGTYKRYLTTHLVW
TKPSN*

CGAATTAGAA TTGATCTAAC 0 R 0 0 0 0 0

4000 2292 ao AN6640.1 62.m03237 AO070295000024 0 -98 -81 ATGTCTGGGAACATATAA ATGTCTGGGAACATATAA MSGNI* MSGNI* GAGACGAAGC AAGATACCTG 0 R 0 0 0 0 0
4003 2300 an AN8689.1 62.m03383 AO070315000110 0 -274 -98 ATGAATTATTATAATCGTCCGTTCGCCTCATCTTATCTTATT

TTTATTACTGCCATCTCCGCTGTTTCCCTCCCATTCCCCAG
AACGACCTCCTACATTTCCCCTCCTTACTCCAGTCCATATT
CTCTTCTTAAGGTCCTTCCGCCTGCTTTGACGCTTTCTGAT
ATCCTCAGGTAA

ATGAATTATTATAATCGTCCGTTCGCCTCATCTTA
TCTTATTTTTATTACTGCCATCTCCGCTGTTTCCC
TCCCATTCCCCAGAACGACCTCCTACATTTCCCC
TCCTTACTCCAGTCCATATTCTCTTCTTAAGGTCC
TTCCGCCTGCTTTGACGCTTTCTGATATCCTCAG
GTAA

MNYYNRPFASSYLIFITAI
SAVSLPFPRTTSYISPPYS
SPYSLLKVLPPALTLSDIL
R*

MNYYNRPFASSYLIFITAI
SAVSLPFPRTTSYISPPY
SSPYSLLKVLPPALTLSD
ILR*

TTACCTCTTT GTCCCAGTAA 0 G 0 0 0 0 0

4004 2300 an AN8689.1 62.m03383 AO070315000110 0 -79 -44 ATGCCTACAATTGCTGCAAAGTCCGCTTTGATTTGA ATGCCTACAATTGCTGCAAAGTCCGCTTTGATTT
GA

MPTIAAKSALI* MPTIAAKSALI* AAACTCCAGA CCTTGCTTAT 0 G 0 0 0 0 0

4007 2306 an AN6601.1 62.m03196 AO070326000052 0 -188 -162 ATGAATGCGGATGGCATTCAGATCTAG ATGAATGCGGATGGCATTCAGATCTAG MNADGIQI* MNADGIQI* TTGTATTCGA CCTAGAACTG 0 R 0 0 0 0 0
4008 2306 an AN6601.1 62.m03196 AO070326000052 0 -184 -119 ATGCGGATGGCATTCAGATCTAGCCTAGAACTGCCGGACT

TCTGGACCGCCGTTGGCCGGGGCTAG
ATGCGGATGGCATTCAGATCTAGCCTAGAACTGC
CGGACTTCTGGACCGCCGTTGGCCGGGGCTAG

MRMAFRSSLELPDFWTA
VGRG*

MRMAFRSSLELPDFWT
AVGRG*

ATTCGAATGA TCCGCCCTTA 0 R 0 0 0 0 0

4009 2306 an AN6601.1 62.m03196 AO070326000052 0 -178 -119 ATGGCATTCAGATCTAGCCTAGAACTGCCGGACTTCTGGA
CCGCCGTTGGCCGGGGCTAG

ATGGCATTCAGATCTAGCCTAGAACTGCCGGACT
TCTGGACCGCCGTTGGCCGGGGCTAG

MAFRSSLELPDFWTAVG
RG*

MAFRSSLELPDFWTAV
GRG*

ATGAATGCGG TCCGCCCTTA 0 R 0 0 0 0 0

4010 2306 ao AN6601.1 62.m03196 AO070326000052 0 -241 -38 ATGTGGAGAAATGAGTACAGAAGGAACAATCGCGTTATGT
CATGCGCCGATAAGAACAATTTATCGACCCGCCAAGATAA
AACGACCCGAGTTCTGGACCAAAGCGGCGTAGTTCAACG
GATTACTAGCAAGTCCGCGTTCGTGGCCTTTTCCTTTTTCT
CTTCTCCCTTCCCCTGCTTTTACCCTCCCTCTCTTGTCGAC
TAG

ATGTGGAGAAATGAGTACAGAAGGAACAAT
CGCGTTATGTCATGCGCCGATAAGAACAATT
TATCGACCCGCCAAGATAAAACGACCCGAG
TTCTGGACCAAAGCGGCGTAGTTCAACGGA
TTACTAGCAAGTCCGCGTTCGTGGCCTTTTC
CTTTTTCTCTTCTCCCTTCCCCTGCTTTTACC
CTCCCTCTCTTGTCGACTAG

MWRNEYRRNNRVMSCA
DKNNLSTRQDKTTRVLD
QSGVVQRITSKSAFVAFS
FFSSPFPCFYPPSLVD*

MWRNEYRRNNRV
MSCADKNNLSTRQ
DKTTRVLDQSGVVQ
RITSKSAFVAFSFFS
SPFPCFYPPSLVD*

AGGGTGTGAA GCCACTGCAG 0 R 0 0 0 0 0

4011 2306 ao AN6601.1 62.m03196 AO070326000052 0 -231 -130 ATGAGTACAGAAGGAACAATCGCGTTATGTCATGCGCCGA
TAAGAACAATTTATCGACCCGCCAAGATAAAACGACCCGA
GTTCTGGACCAAAGCGGCGTAG

ATGAGTACAGAAGGAACAATCGCGTTATGT
CATGCGCCGATAAGAACAATTTATCGACCC
GCCAAGATAAAACGACCCGAGTTCTGGACC
AAAGCGGCGTAG

MSTEGTIALCHAPIRTIYR
PAKIKRPEFWTKAA*

MSTEGTIALCHAPIR
TIYRPAKIKRPEFWT
KAA*

ATGTGGAGAA TTCAACGGAT 0 R 0 0 0 0 0

4012 2306 ao AN6601.1 62.m03196 AO070326000052 0 -205 -38 ATGTCATGCGCCGATAAGAACAATTTATCGACCCGCCAAG
ATAAAACGACCCGAGTTCTGGACCAAAGCGGCGTAGTTCA
ACGGATTACTAGCAAGTCCGCGTTCGTGGCCTTTTCCTTT
TTCTCTTCTCCCTTCCCCTGCTTTTACCCTCCCTCTCTTGT
CGACTAG

ATGTCATGCGCCGATAAGAACAATTTATCGA
CCCGCCAAGATAAAACGACCCGAGTTCTGG
ACCAAAGCGGCGTAGTTCAACGGATTACTA
GCAAGTCCGCGTTCGTGGCCTTTTCCTTTTT
CTCTTCTCCCTTCCCCTGCTTTTACCCTCCC
TCTCTTGTCGACTAG

MSCADKNNLSTRQDKTT
RVLDQSGVVQRITSKSAF
VAFSFFSSPFPCFYPPSL
VD*

MSCADKNNLSTRQ
DKTTRVLDQSGVVQ
RITSKSAFVAFSFFS
SPFPCFYPPSLVD*

CAATCGCGTT GCCACTGCAG 0 R 0 0 0 0 0

4013 2306 ao AN6601.1 62.m03196 AO070326000052 0 -200 -189 ATGCGCCGATAA ATGCGCCGATAA MRR* MRR* GCGTTATGTC GAACAATTTA 0 R 0 0 0 0 0
4014 2307 af AN5578.1 58.m07505 AO070328000026 0 -298 -56 ATGGCAGAAGAATCGGCTCGAAGGAGGAACGGGGAACAA

ACGTCATTGTTTCTCTACCTCGGAGCTCGCGTTTCCCCGT
CCCGTCACCGCCCGAGTGATTACGAAAGAAATCAGATATG
GCTGATGATTATCTTCAAGTTTCAAGTTCTGGAAGCCGATC
ACACGGCGTCGTTGCCAGCTCATTTTTCATGGATTTTTCAT
AGATCTGATCAACCCCACTTTGCACGCCCTCAGTTATACT
GA

ATGGCAGAAGAATCGGCTCGAAGGAGGAACGGGG
AACAAACGTCATTGTTTCTCTACCTCGGAGCTCGC
GTTTCCCCGTCCCGTCACCGCCCGAGTGATTACGA
AAGAAATCAGATATGGCTGATGATTATCTTCAAGTT
TCAAGTTCTGGAAGCCGATCACACGGCGTCGTTGC
CAGCTCATTTTTCATGGATTTTTCATAGATCTGATCA
ACCCCACTTTGCACGCCCTCAGTTATACTGA

MAEESARRRNGEQTSLF
LYLGARVSPSRHRPSDY
ERNQIWLMIIFKFQVLEAD
HTASLPAHFSWIFHRSDQ
PHFARPQLY*

MAEESARRRNGEQ
TSLFLYLGARVSPS
RHRPSDYERNQIWL
MIIFKFQVLEADHTA
SLPAHFSWIFHRSD
QPHFARPQLY*

GAAGGGTAGA AAAGGCTGTG 0 A 0 MG00288.1 NCU06950.1 0 0

4015 2307 af AN5578.1 58.m07505 AO070328000026 0 -182 -96 ATGGCTGATGATTATCTTCAAGTTTCAAGTTCTGGAAGCCG
ATCACACGGCGTCGTTGCCAGCTCATTTTTCATGGATTTTT
CATAG

ATGGCTGATGATTATCTTCAAGTTTCAAGTTCTGGA
AGCCGATCACACGGCGTCGTTGCCAGCTCATTTTT
CATGGATTTTTCATAG

MADDYLQVSSSGSRSHG
VVASSFFMDFS*

MADDYLQVSSSGS
RSHGVVASSFFMDF
S*

GAAATCAGAT ATCTGATCAA 0 A 0 MG00288.1 NCU06950.1 0 0
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4016 2307 af AN5578.1 58.m07505 AO070328000026 0 -175 -56 ATGATTATCTTCAAGTTTCAAGTTCTGGAAGCCGATCACAC
GGCGTCGTTGCCAGCTCATTTTTCATGGATTTTTCATAGAT
CTGATCAACCCCACTTTGCACGCCCTCAGTTATACTGA

ATGATTATCTTCAAGTTTCAAGTTCTGGAAGCCGAT
CACACGGCGTCGTTGCCAGCTCATTTTTCATGGAT
TTTTCATAGATCTGATCAACCCCACTTTGCACGCCC
TCAGTTATACTGA

MIIFKFQVLEADHTASLPA
HFSWIFHRSDQPHFARP
QLY*

MIIFKFQVLEADHTA
SLPAHFSWIFHRSD
QPHFARPQLY*

GATATGGCTG AAAGGCTGTG 0 A 0 MG00288.1 NCU06950.1 0 0

4017 2307 af AN5578.1 58.m07505 AO070328000026 0 -110 -96 ATGGATTTTTCATAG ATGGATTTTTCATAG MDFS* MDFS* CTCATTTTTC ATCTGATCAA 0 A 0 MG00288.1 NCU06950.1 0 0

4018 2307 ao AN5578.1 58.m07505 AO070328000026 0 -218 -78 ATGCAACGAACGTCATTGTTGCTCGGCCCCTCGGACTTGA
ATTTTCCCCGCGCCGAAATGTCCGATAATCAACTTTCCTTT
CTCGTTATCGTGCGTATCTCAACCCACAGCTCCTTCGTGG
CTCTCAAACGTGTCGTTTGA

ATGCAACGAACGTCATTGTTGCTCGGCCCC
TCGGACTTGAATTTTCCCCGCGCCGAAATG
TCCGATAATCAACTTTCCTTTCTCGTTATCGT
GCGTATCTCAACCCACAGCTCCTTCGTGGC
TCTCAAACGTGTCGTTTGA

MQRTSLLLGPSDLNFPR
AEMSDNQLSFLVIVRISTH
SSFVALKRVV*

MQRTSLLLGPSDLN
FPRAEMSDNQLSFL
VIVRISTHSSFVALK
RVV*

GGGAGATTCG CCGTTTCATT 0 A 0 MG00288.1 NCU06950.1 0 0

4019 2307 ao AN5578.1 58.m07505 AO070328000026 0 -161 -78 ATGTCCGATAATCAACTTTCCTTTCTCGTTATCGTGCGTAT
CTCAACCCACAGCTCCTTCGTGGCTCTCAAACGTGTCGTT
TGA

ATGTCCGATAATCAACTTTCCTTTCTCGTTAT
CGTGCGTATCTCAACCCACAGCTCCTTCGT
GGCTCTCAAACGTGTCGTTTGA

MSDNQLSFLVIVRISTHSS
FVALKRVV*

MSDNQLSFLVIVRIS
THSSFVALKRVV*

CCGCGCCGAA CCGTTTCATT 0 A 0 MG00288.1 NCU06950.1 0 0

4023 2308 af AN5559.1 58.m07485 AO070328000052 0 -212 -183 ATGCGCATCGAGGGAGCGCTTACCTCATGA ATGCGCATCGAGGGAGCGCTTACCTCATGA MRIEGALTS* MRIEGALTS* AGGCGCAGGA CAAAGGTGTC 0 R 0 0 0 0 0
4024 2308 af AN5559.1 58.m07485 AO070328000052 0 -186 -91 ATGACAAAGGTGTCGCATACCTCCCTAGAAGCCTGCTCTG

AAGATAGCAACATCCTGCCCGTACATCGTATCCCTGGCTC
CGGTGCTCTGATCTGA

ATGACAAAGGTGTCGCATACCTCCCTAGAAGCCTG
CTCTGAAGATAGCAACATCCTGCCCGTACATCGTA
TCCCTGGCTCCGGTGCTCTGATCTGA

MTKVSHTSLEACSEDSNI
LPVHRIPGSGALI*

MTKVSHTSLEACSE
DSNILPVHRIPGSGA
LI*

CGCTTACCTC AGCCCTTCAA 0 R 0 0 0 0 0

4025 2308 af AN5559.1 58.m07485 AO070328000052 0 -80 ATGCGTCTCGCCCTCGTGGATGTATCTCGTCCACGAGATC
TTCTAACGATTGGATATTCCTATGACTTGAGCTCTTCCTGA

ATGCGTCTCGCCCTCGTGGATGTATCTCGTCCACG
AGATCTTCTAACGATTGGATATTCCTATGACTTGAG
CTCTTCCTGA

MRLALVDVSRPRDLLTIG
YSYDLSSS*

MRLALVDVSRPRDL
LTIGYSYDLSSS*

AGCCCTTCAA TGCAGACCAA 0 R 0 0 0 0 0

4026 2308 af AN5559.1 58.m07485 AO070328000052 0 -61 -35 ATGTATCTCGTCCACGAGATCTTCTAA ATGTATCTCGTCCACGAGATCTTCTAA MYLVHEIF* MYLVHEIF* GCCCTCGTGG CGATTGGATA 0 R 0 0 0 0 0
4020 2308 an AN5559.1 58.m07485 AO070328000052 0 -248 -156 ATGCATTCATTCATTCGATTATCTCGGTCTCCCTCTCCTCG

TTTACCCCCTTGTCTTGCGGAGCGGATGCTAACTCTGCTA
GAGTACTTTTAG

ATGCATTCATTCATTCGATTATCTCGGTCTCCCTC
TCCTCGTTTACCCCCTTGTCTTGCGGAGCGGATG
CTAACTCTGCTAGAGTACTTTTAG

MHSFIRLSRSPSPRLPPC
LAERMLTLLEYF*

MHSFIRLSRSPSPRLPP
CLAERMLTLLEYF*

CATCCCTTGC GCACTATCAA 0 R 0 0 0 0 0

4021 2308 an AN5559.1 58.m07485 AO070328000052 0 -182 -156 ATGCTAACTCTGCTAGAGTACTTTTAG ATGCTAACTCTGCTAGAGTACTTTTAG MLTLLEYF* MLTLLEYF* TGCGGAGCGG GCACTATCAA 0 R 0 0 0 0 0
4022 2308 an AN5559.1 58.m07485 AO070328000052 0 -130 -56 ATGGCTGGCTATCTATGCGCTTACTTTCCTCTCGTTATCCC

CAGTCTACTTGCATTCAAGACCCGCCTAATCTAG
ATGGCTGGCTATCTATGCGCTTACTTTCCTCTCG
TTATCCCCAGTCTACTTGCATTCAAGACCCGCCT
AATCTAG

MAGYLCAYFPLVIPSLLAF
KTRLI*

MAGYLCAYFPLVIPSLLA
FKTRLI*

TACGGAGGCA TATATAAAGT 0 R 0 0 0 0 0

4027 2308 ao AN5559.1 58.m07485 AO070328000052 0 -161 -150 ATGTCTGTTTGA ATGTCTGTTTGA MSV* MSV* GCAGCTACGT TATCTGTTTG 0 R 0 0 0 0 0
4029 2309 af AN4792.1 59.m09189 AO070329000054 0 -177 -103 ATGGTGTCGATGCTCAAAAGATGCGGCTGCAAGCACGATT

ACCGAAGAACCGCAACGAACATTTTGGCCTTATAA
ATGGTGTCGATGCTCAAAAGATGCGGCTGCAAGCA
CGATTACCGAAGAACCGCAACGAACATTTTGGCCT
TATAA

MVSMLKRCGCKHDYRRT
ATNILAL*

MVSMLKRCGCKHD
YRRTATNILAL*

CCTCCGTTAA CCATCCTTTT 0 C 0 0 0 0 0

4030 2309 af AN4792.1 59.m09189 AO070329000054 0 -168 -103 ATGCTCAAAAGATGCGGCTGCAAGCACGATTACCGAAGAA
CCGCAACGAACATTTTGGCCTTATAA

ATGCTCAAAAGATGCGGCTGCAAGCACGATTACCG
AAGAACCGCAACGAACATTTTGGCCTTATAA

MLKRCGCKHDYRRTATN
ILAL*

MLKRCGCKHDYRR
TATNILAL*

AATGGTGTCG CCATCCTTTT 0 C 0 0 0 0 0

4031 2309 af AN4792.1 59.m09189 AO070329000054 0 -157 -59 ATGCGGCTGCAAGCACGATTACCGAAGAACCGCAACGAA
CATTTTGGCCTTATAACCATCCTTTTCCCACCTTGTTCGGT
GTACATCTTCACCAGTTAA

ATGCGGCTGCAAGCACGATTACCGAAGAACCGCA
ACGAACATTTTGGCCTTATAACCATCCTTTTCCCAC
CTTGTTCGGTGTACATCTTCACCAGTTAA

MRLQARLPKNRNEHFGLI
TILFPPCSVYIFTS*

MRLQARLPKNRNE
HFGLITILFPPCSVYI
FTS*

TGCTCAAAAG TTATTCTTCC 0 C 0 0 0 0 0

4028 2309 an AN4792.1 59.m09189 AO070329000054 0 -157 -104 ATGGAGTTTCTCCTCGTGCCGGCGCTTGACCATATTATTAT
TCCCCAGGATTGA

ATGGAGTTTCTCCTCGTGCCGGCGCTTGACCATA
TTATTATTCCCCAGGATTGA

MEFLLVPALDHIIIPQD* MEFLLVPALDHIIIPQD* TTGGCGGCCG TTGAAAAAGT 0 C 0 0 0 0 0

4032 2309 ao AN4792.1 59.m09189 AO070329000054 0 -238 -146 ATGACAAGTTTTTTTGCTTACTACCCCAACTCGGCCGATAT
CCGATGCTACTCCTCATTATTAGTGTCGATGGCGTATGAG
CTTACCGCATGA

ATGACAAGTTTTTTTGCTTACTACCCCAACTC
GGCCGATATCCGATGCTACTCCTCATTATTA
GTGTCGATGGCGTATGAGCTTACCGCATGA

MTSFFAYYPNSADIRCYS
SLLVSMAYELTA*

MTSFFAYYPNSADI
RCYSSLLVSMAYEL
TA*

CTCAATTTAA AGAGCGGGCA 0 C 0 0 0 0 0

4033 2309 ao AN4792.1 59.m09189 AO070329000054 0 -194 -159 ATGCTACTCCTCATTATTAGTGTCGATGGCGTATGA ATGCTACTCCTCATTATTAGTGTCGATGGCG
TATGA

MLLLIISVDGV* MLLLIISVDGV* CCGATATCCG GCTTACCGCA 0 C 0 0 0 0 0

4034 2309 ao AN4792.1 59.m09189 AO070329000054 0 -169 -146 ATGGCGTATGAGCTTACCGCATGA ATGGCGTATGAGCTTACCGCATGA MAYELTA* MAYELTA* ATTAGTGTCG AGAGCGGGCA 0 C 0 0 0 0 0
4035 2309 ao AN4792.1 59.m09189 AO070329000054 0 -162 -118 ATGAGCTTACCGCATGAAGAGCGGGCAGTCAGGTGCGGC

GTATAA
ATGAGCTTACCGCATGAAGAGCGGGCAGTC
AGGTGCGGCGTATAA

MSLPHEERAVRCGV* MSLPHEERAVRCG
V*

TCGATGGCGT AGCTGTCGCA 0 C 0 0 0 0 0

4036 2309 ao AN4792.1 59.m09189 AO070329000054 0 -149 -93 ATGAAGAGCGGGCAGTCAGGTGCGGCGTATAAAGCTGTC
GCAGTCCCCGAGACATAG

ATGAAGAGCGGGCAGTCAGGTGCGGCGTA
TAAAGCTGTCGCAGTCCCCGAGACATAG

MKSGQSGAAYKAVAVPE
T*

MKSGQSGAAYKAV
AVPET*

AGCTTACCGC CAAGAGAAAT 0 C 0 0 0 0 0

4037 2310 an AN1176.1 70.m15041 AO070331000171 0 -216 -163 ATGTTCGGTTGGAAATCAACCGCTAAAACCGGGAATTTTTT
TGTCTCTGGTTGA

ATGTTCGGTTGGAAATCAACCGCTAAAACCGGGA
ATTTTTTTGTCTCTGGTTGA

MFGWKSTAKTGNFFVSG
*

MFGWKSTAKTGNFFVS
G*

TTTCTAATTC CTTTACCTAG 0 IT 0 0 0 0 0

4046 2311 af AN1198.1 70.m15021 AO070331000203 0 -241 -158 ATGCGTTTTTTTTTTTATCTTCTCATATATGCTTCTCTCCCTT
CATCATCATCATCGGATCTCGTCTCCATCACATCAAGTTGA

ATGCGTTTTTTTTTTTATCTTCTCATATATGCTTCTCT
CCCTTCATCATCATCATCGGATCTCGTCTCCATCAC
ATCAAGTTGA

MRFFFYLLIYASLPSSSSS
DLVSITSS*

MRFFFYLLIYASLPS
SSSSDLVSITSS*

ATATTTAGGC GATCATTCCG 0 E 0 MG04826.1 NCU02727.1 0 0

4047 2311 af AN1198.1 70.m15021 AO070331000203 0 -213 -106 ATGCTTCTCTCCCTTCATCATCATCATCGGATCTCGTCTCC
ATCACATCAAGTTGAGATCATTCCGGATTGCACCGAGTGT
CCGCGGAATTGTCCTATCTCCACGTGA

ATGCTTCTCTCCCTTCATCATCATCATCGGATCTCG
TCTCCATCACATCAAGTTGAGATCATTCCGGATTGC
ACCGAGTGTCCGCGGAATTGTCCTATCTCCACGTG
A

MLLSLHHHHRISSPSHQV
EIIPDCTECPRNCPIST*

MLLSLHHHHRISSP
SHQVEIIPDCTECPR
NCPIST*

CTTCTCATAT CTTTTCCGTT 0 E 0 MG04826.1 NCU02727.1 0 0

4043 2311 an AN1198.1 70.m15021 AO070331000203 0 -141 -70 ATGCATATCTTATCACTCCGCGGGATTCTCCTATCACACGT
GACTTTACCGGTAACTATGACGCTTTTCTGA

ATGCATATCTTATCACTCCGCGGGATTCTCCTAT
CACACGTGACTTTACCGGTAACTATGACGCTTTT
CTGA

MHILSLRGILLSHVTLPVT
MTLF*

MHILSLRGILLSHVTLPV
TMTLF*

CGGCCAAGTC ACTCCATTTC 0 E 0 MG04826.1 NCU02727.1 0 0

4044 2311 an AN1198.1 70.m15021 AO070331000203 0 -84 -70 ATGACGCTTTTCTGA ATGACGCTTTTCTGA MTLF* MTLF* ACCGGTAACT ACTCCATTTC 0 E 0 MG04826.1 NCU02727.1 0 0

4048 2311 ao AN1198.1 70.m15021 AO070331000203 0 -229 -164 ATGTCAATCTGGCCTATCGATTCACACCATCGTAGATGCTT
TATCTTGCGTAAATCCAGTAAGTAA

ATGTCAATCTGGCCTATCGATTCACACCATC
GTAGATGCTTTATCTTGCGTAAATCCAGTAA
GTAA

MSIWPIDSHHRRCFILRK
SSK*

MSIWPIDSHHRRCFI
LRKSSK*

TTCGCTGAAG TCCTCCCGAC 0 E 0 MG04826.1 NCU02727.1 0 0

4049 2311 ao AN1198.1 70.m15021 AO070331000203 0 -194 -177 ATGCTTTATCTTGCGTAA ATGCTTTATCTTGCGTAA MLYLA* MLYLA* ACCATCGTAG ATCCAGTAAG 0 E 0 MG04826.1 NCU02727.1 0 0

4050 2312 an AN4905.1 59.m08809 AO070338000040 0 -230 -156 ATGCCGGATCTCCGGCCAGGCAAAATGACTTGCACCACC
TTCATTAATAATAGAGTATTGGATTTGTGTAGATAA

ATGCCGGATCTCCGGCCAGGCAAAATGACTTGC
ACCACCTTCATTAATAATAGAGTATTGGATTTGTG
TAGATAA

MPDLRPGKMTCTTFINNR
VLDLCR*

MPDLRPGKMTCTTFINN
RVLDLCR*

CAGAGTACAA TGAGCGGGGT 0 O FG02000.1 MG06747.1 NCU04109.1 0 0

4051 2312 an AN4905.1 59.m08809 AO070338000040 0 -206 -156 ATGACTTGCACCACCTTCATTAATAATAGAGTATTGGATTT
GTGTAGATAA

ATGACTTGCACCACCTTCATTAATAATAGAGTATT
GGATTTGTGTAGATAA

MTCTTFINNRVLDLCR* MTCTTFINNRVLDLCR* GCCAGGCAAA TGAGCGGGGT 0 O FG02000.1 MG06747.1 NCU04109.1 0 0

4055 2314 af AN0247.1 54.m06700 AO070338000240 0 -147 -127 ATGGGTTTCATTTTTGTTTAG ATGGGTTTCATTTTTGTTTAG MGFIFV* MGFIFV* CCCTCTCTTT TCTGCCCCTA 0 R FG00732.1 0 0 0 0
4052 2314 an AN0247.1 54.m06700 AO070338000240 0 -185 -150 ATGACGGGCCCAAGCCTTAATCTACTGGTTGTATAA ATGACGGGCCCAAGCCTTAATCTACTGGTTGTAT

AA
MTGPSLNLLVV* MTGPSLNLLVV* AATCAGTTCA TGACCTGCCA 0 R FG00732.1 0 0 0 0

4053 2314 an AN0247.1 54.m06700 AO070338000240 0 -150 -130 ATGACCTGCCAGTACACGTGA ATGACCTGCCAGTACACGTGA MTCQYT* MTCQYT* TGGTTGTATA CCTTTAGGCG 0 R FG00732.1 0 0 0 0
4057 2315 af AN6776.1 54.m06380 AO070339000063 0 -164 -12 ATGCAATACACGATGAGGCGGCCAGTTTCTTACAATGGCC

ACTTTACTCGCTTATTGATTACATTTAGCCCCCACCTAAGC
TGCTTACCCATCCTATTCTTGCACAATAGGCCAACTCAACT
TGTATGCTTCCCCCAAACCGAACAAAAGTGA

ATGCAATACACGATGAGGCGGCCAGTTTCTTACAA
TGGCCACTTTACTCGCTTATTGATTACATTTAGCCC
CCACCTAAGCTGCTTACCCATCCTATTCTTGCACAA
TAGGCCAACTCAACTTGTATGCTTCCCCCAAACCG
AACAAAAGTGA

MQYTMRRPVSYNGHFTR
LLITFSPHLSCLPILFLHNR
PTQLVCFPQTEQK*

MQYTMRRPVSYNG
HFTRLLITFSPHLSC
LPILFLHNRPTQLVC
FPQTEQK*

GCTATTTTAT TATCAGAAGG 0 R 0 0 0 0 0

4058 2315 af AN6776.1 54.m06380 AO070339000063 0 -152 -12 ATGAGGCGGCCAGTTTCTTACAATGGCCACTTTACTCGCT
TATTGATTACATTTAGCCCCCACCTAAGCTGCTTACCCATC
CTATTCTTGCACAATAGGCCAACTCAACTTGTATGCTTCCC
CCAAACCGAACAAAAGTGA

ATGAGGCGGCCAGTTTCTTACAATGGCCACTTTAC
TCGCTTATTGATTACATTTAGCCCCCACCTAAGCTG
CTTACCCATCCTATTCTTGCACAATAGGCCAACTCA
ACTTGTATGCTTCCCCCAAACCGAACAAAAGTGA

MRRPVSYNGHFTRLLITF
SPHLSCLPILFLHNRPTQL
VCFPQTEQK*

MRRPVSYNGHFTRL
LITFSPHLSCLPILFL
HNRPTQLVCFPQTE
QK*

GCAATACACG TATCAGAAGG 0 R 0 0 0 0 0

4059 2315 af AN6776.1 54.m06380 AO070339000063 0 -130 -107 ATGGCCACTTTACTCGCTTATTGA ATGGCCACTTTACTCGCTTATTGA MATLLAY* MATLLAY* GTTTCTTACA TTACATTTAG 0 R 0 0 0 0 0
4056 2315 an AN6776.1 54.m06380 AO070339000063 0 -164 -105 ATGGTTCCTAAAATACTACGGCTGACTATCAGTTCAAAAAA

CGCACTGTCTGACTATTAA
ATGGTTCCTAAAATACTACGGCTGACTATCAGTT
CAAAAAACGCACTGTCTGACTATTAA

MVPKILRLTISSKNALSDY
*

MVPKILRLTISSKNALSD
Y*

AGAGCTGCTT GGACTCTAGC 0 R 0 0 0 0 0

4061 2317 af AN6165.1 72.m19014 AO070340000051 0 -251 -207 ATGTCCGACGTCAGATCGCAGCCGAAAAAGGTCAAAAAAA
GCTAA

ATGTCCGACGTCAGATCGCAGCCGAAAAAGGTCAA
AAAAAGCTAA

MSDVRSQPKKVKKS* MSDVRSQPKKVKK
S*

GGTGTAGCGC TGTTAGCCAT 0 J 0 0 0 0 0

4062 2317 af AN6165.1 72.m19014 AO070340000051 0 -207 -193 ATGTTAGCCATCTAA ATGTTAGCCATCTAA MLAI* MLAI* AAAAAAGCTA ATGCAACAGA 0 J 0 0 0 0 0
4063 2317 af AN6165.1 72.m19014 AO070340000051 0 -192 -130 ATGCAACAGAAGTCTCTTCATGCGCGCCTACGTTTCCCTG

CGTCAGTGCTTGTCTGGGATTAA
ATGCAACAGAAGTCTCTTCATGCGCGCCTACGTTT
CCCTGCGTCAGTGCTTGTCTGGGATTAA

MQQKSLHARLRFPASVL
VWD*

MQQKSLHARLRFPA
SVLVWD*

AGCCATCTAA TCTATCCCCC 0 J 0 0 0 0 0

4060 2317 an AN6165.1 72.m19014 AO070340000051 0 -223 -14 ATGCGAAAAAACCCCCGGCAAGAAAAAGAAGGCCGACCA
TCATTCCAGATAATTCGTTCTCCATGCGCTCCCACCTCCTT
CTACGGCAGTGGTCGACTCCTAATCACCTGTGTACACGAA
TACCTTCACAAGTCCTTCGCTCAACCTTTCCGAACCGTCTT
CTCCTTTCTACCGACTGCCGCGGAGCCCGTCTACGATGG
TGGCAGGTGA

ATGCGAAAAAACCCCCGGCAAGAAAAAGAAGGC
CGACCATCATTCCAGATAATTCGTTCTCCATGCG
CTCCCACCTCCTTCTACGGCAGTGGTCGACTCCT
AATCACCTGTGTACACGAATACCTTCACAAGTCC
TTCGCTCAACCTTTCCGAACCGTCTTCTCCTTTCT
ACCGACTGCCGCGGAGCCCGTCTACGATGGTG
GCAGGTGA

MRKNPRQEKEGRPSFQII
RSPCAPTSFYGSGRLLIT
CVHEYLHKSFAQPFRTVF
SFLPTAAEPVYDGGR*

MRKNPRQEKEGRPSFQ
IIRSPCAPTSFYGSGRLLI
TCVHEYLHKSFAQPFRT
VFSFLPTAAEPVYDGGR
*

AGCGACCGAA AACGCAACGA 0 J 0 0 0 0 0

4065 2318 af AN8968.1 70.m15193 AO070342000435 0 -243 -229 ATGTCAACATCATGA ATGTCAACATCATGA MSTS* MSTS* GAACCGCAAA CAGAGTCGTA 0  0 0 0 0 0
4066 2318 af AN8968.1 70.m15193 AO070342000435 0 -232 -110 ATGACAGAGTCGTATGGCCATATATTATGGCGATTGAGAC

ACAACCCATCTAGTCCTAATAATACCGCTTTGGGGGTAAG
CTGGCTGCTGGCGCCCCCGCACGCAAAACACCATCTGGA
GTAG

ATGACAGAGTCGTATGGCCATATATTATGGCGATT
GAGACACAACCCATCTAGTCCTAATAATACCGCTTT
GGGGGTAAGCTGGCTGCTGGCGCCCCCGCACGC
AAAACACCATCTGGAGTAG

MTESYGHILWRLRHNPS
SPNNTALGVSWLLAPPH
AKHHLE*

MTESYGHILWRLRH
NPSSPNNTALGVS
WLLAPPHAKHHLE*

TGTCAACATC ACCCGATATC 0  0 0 0 0 0

4067 2318 af AN8968.1 70.m15193 AO070342000435 0 -219 -196 ATGGCCATATATTATGGCGATTGA ATGGCCATATATTATGGCGATTGA MAIYYGD* MAIYYGD* ACAGAGTCGT GACACAACCC 0  0 0 0 0 0
4068 2318 af AN8968.1 70.m15193 AO070342000435 0 -206 -180 ATGGCGATTGAGACACAACCCATCTAG ATGGCGATTGAGACACAACCCATCTAG MAIETQPI* MAIETQPI* GCCATATATT TCCTAATAAT 0  0 0 0 0 0
4064 2318 an AN8968.1 70.m15193 AO070342000435 0 -106 -50 ATGCGGGGTTCCAATGCTTATAAAGCTCACTCTCTACTTAC

TCCTCTCCCACATTGA
ATGCGGGGTTCCAATGCTTATAAAGCTCACTCTC
TACTTACTCCTCTCCCACATTGA

MRGSNAYKAHSLLTPLP
H*

MRGSNAYKAHSLLTPLP
H*

ACGTTACCTG CACAAACGCT 0  0 0 0 0 0

4069 2318 ao AN8968.1 70.m15193 AO070342000435 0 -116 -93 ATGAGATCCACTGGGAGGTCGTGA ATGAGATCCACTGGGAGGTCGTGA MRSTGRS* MRSTGRS* CTGCAGGTGG GGATTAATAA 0  0 0 0 0 0
4070 2318 ao AN8968.1 70.m15193 AO070342000435 0 -67 -5 ATGGAAGGCGGAGAATTTATAAAAAAGCATCTACATGCAT

GTATGATCTCAAGAAACAGATGA
ATGGAAGGCGGAGAATTTATAAAAAAGCATC
TACATGCATGTATGATCTCAAGAAACAGATG
A

MEGGEFIKKHLHACMISR
NR*

MEGGEFIKKHLHAC
MISRNR*

TTTCATTGTC CAAAATGGCT 0  0 0 0 0 0

4073 2319 af AN2155.1 72.m19686 AO070343000207 0 -238 -185 ATGATTGATCTATCTTATCGCGGGGCGCTCCGACACCGCA
GTGACTGTTCCTGA

ATGATTGATCTATCTTATCGCGGGGCGCTCCGACA
CCGCAGTGACTGTTCCTGA

MIDLSYRGALRHRSDCS* MIDLSYRGALRHRS
DCS*

TGTAGGATCT GAACATCACC 0 D 0 MG06151.1 0 YGL091C 0
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4074 2319 ao AN2155.1 72.m19686 AO070343000207 0 -215 -141 ATGAGATCGCTCTTATCGAAGACTCCGACACCGCACGTAG
GATATCCAATCGCTACTAGAATGTTTGTAAGCTAG

ATGAGATCGCTCTTATCGAAGACTCCGACA
CCGCACGTAGGATATCCAATCGCTACTAGA
ATGTTTGTAAGCTAG

MRSLLSKTPTPHVGYPIA
TRMFVS*

MRSLLSKTPTPHVG
YPIATRMFVS*

TTAAGGGTTT TAACCTTATC 0 D 0 MG06151.1 0 YGL091C 0

4075 2319 ao AN2155.1 72.m19686 AO070343000207 0 -155 -141 ATGTTTGTAAGCTAG ATGTTTGTAAGCTAG MFVS* MFVS* CGCTACTAGA TAACCTTATC 0 D 0 MG06151.1 0 YGL091C 0
4076 2319 ao AN2155.1 72.m19686 AO070343000207 0 -73 -29 ATGTTGCGTTTGTACAAGTTCTTTTTATCCTCCTTTCTATAT

TAG
ATGTTGCGTTTGTACAAGTTCTTTTTATCCTC
CTTTCTATATTAG

MLRLYKFFLSSFLY* MLRLYKFFLSSFLY* TTTCTATCAA AGCAATAGCT 0 D 0 MG06151.1 0 YGL091C 0

4079 2321 af AN2449.1 69.m15211 AO070264000029 0 -191 -174 ATGCATATGAATCTCTGA ATGCATATGAATCTCTGA MHMNL* MHMNL* TCTAAGGGGA GAAATGTTAT 0 J 0 0 0 0 0
4080 2321 af AN2449.1 69.m15211 AO070264000029 0 -185 -174 ATGAATCTCTGA ATGAATCTCTGA MNL* MNL* GGGAATGCAT GAAATGTTAT 0 J 0 0 0 0 0
4081 2321 af AN2449.1 69.m15211 AO070264000029 0 -170 -69 ATGTTATCAGTCGACAGCTTCCCCGCGATTTGTTCGGAGC

CGTCACAAGCGGAACTGATAAGCTTGGACCATCGAGTTTT
ACTTTTTTTTATCGGAGATTGA

ATGTTATCAGTCGACAGCTTCCCCGCGATTTGTTC
GGAGCCGTCACAAGCGGAACTGATAAGCTTGGAC
CATCGAGTTTTACTTTTTTTTATCGGAGATTGA

MLSVDSFPAICSEPSQAE
LISLDHRVLLFFIGD*

MLSVDSFPAICSEPS
QAELISLDHRVLLFFI
GD*

TCTCTGAGAA TATCGGCTCT 0 J 0 0 0 0 0

4077 2321 an AN2449.1 69.m15211 AO070264000029 0 -160 -140 ATGATGTGGACTGGACTCTGA ATGATGTGGACTGGACTCTGA MMWTGL* MMWTGL* TGGGGATGTG GTCGATCGGG 0 J 0 0 0 0 0
4078 2321 an AN2449.1 69.m15211 AO070264000029 0 -157 -140 ATGTGGACTGGACTCTGA ATGTGGACTGGACTCTGA MWTGL* MWTGL* GGATGTGATG GTCGATCGGG 0 J 0 0 0 0 0
4082 2321 ao AN2449.1 69.m15211 AO070264000029 0 -281 -267 ATGGACAGAGGATAA ATGGACAGAGGATAA MDRG* MDRG* CCATGTGCCC GAGTGAGTGT 0 J 0 0 0 0 0
4083 2321 ao AN2449.1 69.m15211 AO070264000029 0 -76 -62 ATGCAGGGTCCCTGA ATGCAGGGTCCCTGA MQGP* MQGP* GCTCCACCTG AGCTTTTTTC 0 J 0 0 0 0 0
4087 2323 af AN7660.1 57.m05936 AO070268000029 0 -221 -189 ATGGAAAAGAGGGGTATCTGCCGGGATGCCTGA ATGGAAAAGAGGGGTATCTGCCGGGATGCCTGA MEKRGICRDA* MEKRGICRDA* CTGGAAAAGA TGATAAGGTG 0 H 0 0 0 0 0

4088 2323 af AN7660.1 57.m05936 AO070268000029 0 -196 -92 ATGCCTGATGATAAGGTGCGGAGAGAACCTGATGAGATAA
CAGGTCACATGCAGATGCAGGGGGACAACACTCGCCCAA
TCCCTTCTTCTCTCGCCATCTCTTGA

ATGCCTGATGATAAGGTGCGGAGAGAACCTGATGA
GATAACAGGTCACATGCAGATGCAGGGGGACAAC
ACTCGCCCAATCCCTTCTTCTCTCGCCATCTCTTGA

MPDDKVRREPDEITGHM
QMQGDNTRPIPSSLAIS*

MPDDKVRREPDEIT
GHMQMQGDNTRPI
PSSLAIS*

ATCTGCCGGG CTCTGCTCTT 0 H 0 0 0 0 0

4089 2323 af AN7660.1 57.m05936 AO070268000029 0 -189 -157 ATGATAAGGTGCGGAGAGAACCTGATGAGATAA ATGATAAGGTGCGGAGAGAACCTGATGAGATAA MIRCGENLMR* MIRCGENLMR* GGGATGCCTG CAGGTCACAT 0 H 0 0 0 0 0

4090 2323 af AN7660.1 57.m05936 AO070268000029 0 -148 -92 ATGCAGATGCAGGGGGACAACACTCGCCCAATCCCTTCTT
CTCTCGCCATCTCTTGA

ATGCAGATGCAGGGGGACAACACTCGCCCAATCC
CTTCTTCTCTCGCCATCTCTTGA

MQMQGDNTRPIPSSLAIS
*

MQMQGDNTRPIPS
SLAIS*

AACAGGTCAC CTCTGCTCTT 0 H 0 0 0 0 0

4091 2323 af AN7660.1 57.m05936 AO070268000029 0 -142 -92 ATGCAGGGGGACAACACTCGCCCAATCCCTTCTTCTCTCG
CCATCTCTTGA

ATGCAGGGGGACAACACTCGCCCAATCCCTTCTTC
TCTCGCCATCTCTTGA

MQGDNTRPIPSSLAIS* MQGDNTRPIPSSLAI
S*

TCACATGCAG CTCTGCTCTT 0 H 0 0 0 0 0

4084 2323 an AN7660.1 57.m05936 AO070268000029 0 -196 -92 ATGCCATGTACGGAGTCCCGACGTAAGGCAGCTCAGCAG
ATAAGGTGCGGAGAAACGGGTCACATGCAGTGTAGGGTG
CCTTCCCAGTTCTCGCTTTGCTTTTGA

ATGCCATGTACGGAGTCCCGACGTAAGGCAGCT
CAGCAGATAAGGTGCGGAGAAACGGGTCACATG
CAGTGTAGGGTGCCTTCCCAGTTCTCGCTTTGCT
TTTGA

MPCTESRRKAAQQIRCG
ETGHMQCRVPSQFSLCF
*

MPCTESRRKAAQQIRC
GETGHMQCRVPSQFSL
CF*

GCGAGGTAAG CCTTCCCTTT 0 H 0 0 0 0 0

4085 2323 an AN7660.1 57.m05936 AO070268000029 0 -191 -171 ATGTACGGAGTCCCGACGTAA ATGTACGGAGTCCCGACGTAA MYGVPT* MYGVPT* GTAAGATGCC GGCAGCTCAG 0 H 0 0 0 0 0
4086 2323 an AN7660.1 57.m05936 AO070268000029 0 -133 -92 ATGCAGTGTAGGGTGCCTTCCCAGTTCTCGCTTTGCTTTT

GA
ATGCAGTGTAGGGTGCCTTCCCAGTTCTCGCTTT
GCTTTTGA

MQCRVPSQFSLCF* MQCRVPSQFSLCF* AACGGGTCAC CCTTCCCTTT 0 H 0 0 0 0 0

4092 2323 ao AN7660.1 57.m05936 AO070268000029 0 -253 -188 ATGATAAGGCGATACGATACGATAAGGTGCGGAGAGACC
AGAATGAAAGAAAGTTCAAGTCAATGA

ATGATAAGGCGATACGATACGATAAGGTGC
GGAGAGACCAGAATGAAAGAAAGTTCAAGT
CAATGA

MIRRYDTIRCGETRMKES
SSQ*

MIRRYDTIRCGETR
MKESSSQ*

AGGGGAAACA TTACAGTACC 0 H 0 0 0 0 0

4093 2323 ao AN7660.1 57.m05936 AO070268000029 0 -211 -188 ATGAAAGAAAGTTCAAGTCAATGA ATGAAAGAAAGTTCAAGTCAATGA MKESSSQ* MKESSSQ* AGAGACCAGA TTACAGTACC 0 H 0 0 0 0 0
4094 2323 ao AN7660.1 57.m05936 AO070268000029 0 -191 -135 ATGATTACAGTACCAATTCACAGGTCACATGCAGTAAGGA

GGGAATGCAAGCTGTAA
ATGATTACAGTACCAATTCACAGGTCACATG
CAGTAAGGAGGGAATGCAAGCTGTAA

MITVPIHRSHAVRRECKL* MITVPIHRSHAVRRE
CKL*

GTTCAAGTCA AATGAGACGT 0 H 0 0 0 0 0

4095 2323 ao AN7660.1 57.m05936 AO070268000029 0 -147 -130 ATGCAAGCTGTAAAATGA ATGCAAGCTGTAAAATGA MQAVK* MQAVK* TAAGGAGGGA GACGTTCTGC 0 H 0 0 0 0 0
4100 2325 af AN8822.1 71.m15633 AO070276000020 0 -218 -201 ATGAACCACCGACAATGA ATGAACCACCGACAATGA MNHRQ* MNHRQ* GACTTACTGC GCCTCTTATT 0 I FG07372.1 MG03998.1 0 0 0
4101 2325 af AN8822.1 71.m15633 AO070276000020 0 -204 -187 ATGAGCCTCTTATTCTGA ATGAGCCTCTTATTCTGA MSLLF* MSLLF* ACCACCGACA TGTTCAAGAA 0 I FG07372.1 MG03998.1 0 0 0
4102 2325 af AN8822.1 71.m15633 AO070276000020 0 -187 -131 ATGTTCAAGAACCTCTGCCATGCTATCCATCACCTTTTCGC

CCAATCGAGGATATAG
ATGTTCAAGAACCTCTGCCATGCTATCCATCACCTT
TTCGCCCAATCGAGGATATAG

MFKNLCHAIHHLFAQSRI* MFKNLCHAIHHLFA
QSRI*

TCTTATTCTG CCCCAACTCC 0 I FG07372.1 MG03998.1 0 0 0

4103 2325 af AN8822.1 71.m15633 AO070276000020 0 -168 -94 ATGCTATCCATCACCTTTTCGCCCAATCGAGGATATAGCC
CCAACTCCTCCTGCACACAACCCCCACACCGATAA

ATGCTATCCATCACCTTTTCGCCCAATCGAGGATAT
AGCCCCAACTCCTCCTGCACACAACCCCCACACC
GATAA

MLSITFSPNRGYSPNSSC
TQPPHR*

MLSITFSPNRGYSP
NSSCTQPPHR*

AACCTCTGCC AGCTGCCTTA 0 I FG07372.1 MG03998.1 0 0 0

4096 2325 an AN8822.1 71.m15633 AO070276000020 0 -199 -155 ATGTATATTCTGGTACGGTGGTGTGATATATGTATACTTTG
GTAA

ATGTATATTCTGGTACGGTGGTGTGATATATGTAT
ACTTTGGTAA

MYILVRWCDICILW* MYILVRWCDICILW* TTGGCCAGCA TAATTATGTA 0 I FG07372.1 MG03998.1 0 0 0

4097 2325 an AN8822.1 71.m15633 AO070276000020 0 -170 -117 ATGTATACTTTGGTAATAATTATGTACGGTAATTACCAGTAC
ATTCAACCTTAA

ATGTATACTTTGGTAATAATTATGTACGGTAATTA
CCAGTACATTCAACCTTAA

MYTLVIIMYGNYQYIQP* MYTLVIIMYGNYQYIQP* GGTGTGATAT TTCTATGCCT 0 I FG07372.1 MG03998.1 0 0 0

4098 2325 an AN8822.1 71.m15633 AO070276000020 0 -149 -117 ATGTACGGTAATTACCAGTACATTCAACCTTAA ATGTACGGTAATTACCAGTACATTCAACCTTAA MYGNYQYIQP* MYGNYQYIQP* GGTAATAATT TTCTATGCCT 0 I FG07372.1 MG03998.1 0 0 0

4099 2325 an AN8822.1 71.m15633 AO070276000020 0 -112 -68 ATGCCTCTCCACCATAGAGTTGACCTTAGCTCCATCCACC
TGTGA

ATGCCTCTCCACCATAGAGTTGACCTTAGCTCCA
TCCACCTGTGA

MPLHHRVDLSSIHL* MPLHHRVDLSSIHL* CCTTAATTCT ACTAATCGAC 0 I FG07372.1 MG03998.1 0 0 0

4104 2325 ao AN8822.1 71.m15633 AO070276000020 0 -267 -244 ATGTCAATGAACCGGTATACTTAG ATGTCAATGAACCGGTATACTTAG MSMNRYT* MSMNRYT* ACGGAAAGCA GGTTTACAAT 0 I FG07372.1 MG03998.1 0 0 0
4105 2325 ao AN8822.1 71.m15633 AO070276000020 0 -261 -244 ATGAACCGGTATACTTAG ATGAACCGGTATACTTAG MNRYT* MNRYT* AGCAATGTCA GGTTTACAAT 0 I FG07372.1 MG03998.1 0 0 0
4106 2325 ao AN8822.1 71.m15633 AO070276000020 0 -224 -123 ATGTATATGCATAGCTTATGTAAGGAGTACTACACTAATGC

ACGATATCAATATCCATATCAAGATCTATCAATTTCTATATA
CGACAGCTTCCGCCCATAA

ATGTATATGCATAGCTTATGTAAGGAGTACT
ACACTAATGCACGATATCAATATCCATATCA
AGATCTATCAATTTCTATATACGACAGCTTCC
GCCCATAA

MYMHSLCKEYYTNARYQ
YPYQDLSISIYDSFRP*

MYMHSLCKEYYTNA
RYQYPYQDLSISIYD
SFRP*

TGGGGTATTT ATTACAAATC 0 I FG07372.1 MG03998.1 0 0 0

4107 2325 ao AN8822.1 71.m15633 AO070276000020 0 -218 -123 ATGCATAGCTTATGTAAGGAGTACTACACTAATGCACGATA
TCAATATCCATATCAAGATCTATCAATTTCTATATACGACAG
CTTCCGCCCATAA

ATGCATAGCTTATGTAAGGAGTACTACACTA
ATGCACGATATCAATATCCATATCAAGATCT
ATCAATTTCTATATACGACAGCTTCCGCCCA
TAA

MHSLCKEYYTNARYQYP
YQDLSISIYDSFRP*

MHSLCKEYYTNARY
QYPYQDLSISIYDSF
RP*

ATTTATGTAT ATTACAAATC 0 I FG07372.1 MG03998.1 0 0 0

4112 2326 af AN3363.1 66.m04629 AO070281000032 0 -213 -151 ATGCGGGTTTGTTTACATTTTCCTTTTTCAGTCTCCGTCGA
GCCACAACAAACGTTGGCCTAA

ATGCGGGTTTGTTTACATTTTCCTTTTTCAGTCTCC
GTCGAGCCACAACAAACGTTGGCCTAA

MRVCLHFPFSVSVEPQQ
TLA*

MRVCLHFPFSVSVE
PQQTLA*

TGTGCGCAAC TTACTTTGAT 0 Z FG00697.1 0 0 0 0

4108 2326 an AN3363.1 66.m04629 AO070281000032 0 -178 -59 ATGATGGTCCAAGCGCTGGGGTTTGTTTATGTTTTCCTTTT
CTGGCCAACGGAACAACAGCCGACAACCACGACATTTTG
CGACACCGCCCCTCAGCGAGACTCATTGCTTATTTACTGA

ATGATGGTCCAAGCGCTGGGGTTTGTTTATGTTT
TCCTTTTCTGGCCAACGGAACAACAGCCGACAAC
CACGACATTTTGCGACACCGCCCCTCAGCGAGA
CTCATTGCTTATTTACTGA

MMVQALGFVYVFLFWPT
EQQPTTTTFCDTAPQRD
SLLIY*

MMVQALGFVYVFLFWP
TEQQPTTTTFCDTAPQR
DSLLIY*

CCAGAGTCAC GTTTGGTCTT 0 Z FG00697.1 0 0 0 0

4109 2326 an AN3363.1 66.m04629 AO070281000032 0 -175 -59 ATGGTCCAAGCGCTGGGGTTTGTTTATGTTTTCCTTTTCTG
GCCAACGGAACAACAGCCGACAACCACGACATTTTGCGA
CACCGCCCCTCAGCGAGACTCATTGCTTATTTACTGA

ATGGTCCAAGCGCTGGGGTTTGTTTATGTTTTCC
TTTTCTGGCCAACGGAACAACAGCCGACAACCAC
GACATTTTGCGACACCGCCCCTCAGCGAGACTC
ATTGCTTATTTACTGA

MVQALGFVYVFLFWPTE
QQPTTTTFCDTAPQRDS
LLIY*

MVQALGFVYVFLFWPT
EQQPTTTTFCDTAPQRD
SLLIY*

GAGTCACATG GTTTGGTCTT 0 Z FG00697.1 0 0 0 0

4110 2326 an AN3363.1 66.m04629 AO070281000032 0 -150 -22 ATGTTTTCCTTTTCTGGCCAACGGAACAACAGCCGACAAC
CACGACATTTTGCGACACCGCCCCTCAGCGAGACTCATTG
CTTATTTACTGAGTTTGGTCTTATGTCCAATTATTGTTTCTG
TACCTAA

ATGTTTTCCTTTTCTGGCCAACGGAACAACAGCC
GACAACCACGACATTTTGCGACACCGCCCCTCA
GCGAGACTCATTGCTTATTTACTGAGTTTGGTCTT
ATGTCCAATTATTGTTTCTGTACCTAA

MFSFSGQRNNSRQPRH
FATPPLSETHCLFTEFGL
MSNYCFCT*

MFSFSGQRNNSRQPRH
FATPPLSETHCLFTEFGL
MSNYCFCT*

GGGTTTGTTT TTCCTACCGT 0 Z FG00697.1 0 0 0 0

4113 2326 ao AN3363.1 66.m04629 AO070281000032 0 -210 -28 ATGACTCCTGAGCACAGACCACCATTGGGCACGTGCGTC
AATGTTGTTAGTTTGTTTACATTTTCCTTTCTGGGCCTTCCC
GGGAAGTCACTGACTTCTCCTGGACATATCAAAGTGGCGC
GACATCACTTCCAGTCGCACACGACAAATTACATATACATC
CTCTTTACCTTATTGTGGTAG

ATGACTCCTGAGCACAGACCACCATTGGGC
ACGTGCGTCAATGTTGTTAGTTTGTTTACATT
TTCCTTTCTGGGCCTTCCCGGGAAGTCACT
GACTTCTCCTGGACATATCAAAGTGGCGCG
ACATCACTTCCAGTCGCACACGACAAATTAC
ATATACATCCTCTTTACCTTATTGTGGTAG

MTPEHRPPLGTCVNVVS
LFTFSFLGLPGKSLTSPG
HIKVARHHFQSHTTNYIYI
LFTLLW*

MTPEHRPPLGTCVN
VVSLFTFSFLGLPGK
SLTSPGHIKVARHH
FQSHTTNYIYILFTLL
W*

AAATGCCGGC TGAGCTTGTG 0 Z FG00697.1 0 0 0 0

4114 2326 ao AN3363.1 66.m04629 AO070281000032 0 -170 -117 ATGTTGTTAGTTTGTTTACATTTTCCTTTCTGGGCCTTCCC
GGGAAGTCACTGA

ATGTTGTTAGTTTGTTTACATTTTCCTTTCTG
GGCCTTCCCGGGAAGTCACTGA

MLLVCLHFPFWAFPGSH* MLLVCLHFPFWAFP
GSH*

ACGTGCGTCA CTTCTCCTGG 0 Z FG00697.1 0 0 0 0

4116 2330 af AN1696.1 58.m07772 AO070305000020 0 -253 -242 ATGGACTTTTGA ATGGACTTTTGA MDF* MDF* TTGTCGGTTG AAGAACACGT 0 I 0 0 0 0 0
4115 2330 an AN1696.1 58.m07772 AO070305000020 0 -171 -94 ATGACGAATCCCGGACCCATAAGTATCAGCACCTGCTGCA

AAGAACCCAGACTCCACTATCGCAACAATTGCATATAA
ATGACGAATCCCGGACCCATAAGTATCAGCACCT
GCTGCAAAGAACCCAGACTCCACTATCGCAACAA
TTGCATATAA

MTNPGPISISTCCKEPRL
HYRNNCI*

MTNPGPISISTCCKEPRL
HYRNNCI*

ACAATCGCCG GACCGCGCAC 0 I 0 0 0 0 0

4117 2330 ao AN1696.1 58.m07772 AO070305000020 0 -189 -97 ATGTCGATCCCTCGCAAGGCCACGTTGGACGGAAAGGAA
CTCGCATGCCGCTTGCGGTCCACTGGTGGTTACGCAATC
ACCTTCCGCATTTAA

ATGTCGATCCCTCGCAAGGCCACGTTGGAC
GGAAAGGAACTCGCATGCCGCTTGCGGTC
CACTGGTGGTTACGCAATCACCTTCCGCATT
TAA

MSIPRKATLDGKELACRL
RSTGGYAITFRI*

MSIPRKATLDGKELA
CRLRSTGGYAITFRI
*

GATTGGGTGG TCGGGAATCA 0 I 0 0 0 0 0

4118 2330 ao AN1696.1 58.m07772 AO070305000020 0 -145 -17 ATGCCGCTTGCGGTCCACTGGTGGTTACGCAATCACCTTC
CGCATTTAATCGGGAATCATTTAATATCGAGAACTCCTCTC
CTGAGAATCCTCGTGGGGAGGGAATTGCGCCTCGACCAC
ATTCCTTAA

ATGCCGCTTGCGGTCCACTGGTGGTTACGC
AATCACCTTCCGCATTTAATCGGGAATCATT
TAATATCGAGAACTCCTCTCCTGAGAATCCT
CGTGGGGAGGGAATTGCGCCTCGACCACA
TTCCTTAA

MPLAVHWWLRNHLPHLI
GNHLISRTPLLRILVGREL
RLDHIP*

MPLAVHWWLRNHL
PHLIGNHLISRTPLL
RILVGRELRLDHIP*

AGGAACTCGC CCCACCTGTC 0 I 0 0 0 0 0

4121 2333 af AN6890.1 71.m15249 AO070314000031 0 -233 -18 ATGGGCGAATCGTCGCCAGCAACGGGACCTCCGCAGATT
CACTTTAAGCTCGGCCAGCTCGGGGAAAGCATCATCATCA
CTACCTTCATTCTTCGAGTCGAGAATCAGCGCAAAAATCG
TTGTAACATATATTTTTCAATTTTCGTTGACGAAACCATTAT
CCAGGTGCTCACTAGAATGATCGGACGAATACAACACTCG
CACTGCTATTGCTGA

ATGGGCGAATCGTCGCCAGCAACGGGACCTCCGC
AGATTCACTTTAAGCTCGGCCAGCTCGGGGAAAGC
ATCATCATCACTACCTTCATTCTTCGAGTCGAGAAT
CAGCGCAAAAATCGTTGTAACATATATTTTTCAATTT
TCGTTGACGAAACCATTATCCAGGTGCTCACTAGA
ATGATCGGACGAATACAACACTCGCACTGCTATTG
CTGA

MGESSPATGPPQIHFKL
GQLGESIIITTFILRVENQR
KNRCNIYFSIFVDETIIQVL
TRMIGRIQHSHCYC*

MGESSPATGPPQIH
FKLGQLGESIIITTFIL
RVENQRKNRCNIYF
SIFVDETIIQVLTRMI
GRIQHSHCYC*

TTGGAACAGA GTCCTTAACC 0 R 0 0 0 0 0

4119 2333 an AN6890.1 71.m15249 AO070314000031 0 -153 -58 ATGGGAGGTCCCGACCTCAACTCAACCTCCAGGCGGTCG
CCCTTATCTTGTTACCACATAAACTCGGCGCGGTTGTTCTT
GTATCACCGTGATTGA

ATGGGAGGTCCCGACCTCAACTCAACCTCCAGG
CGGTCGCCCTTATCTTGTTACCACATAAACTCGG
CGCGGTTGTTCTTGTATCACCGTGATTGA

MGGPDLNSTSRRSPLSC
YHINSARLFLYHRD*

MGGPDLNSTSRRSPLS
CYHINSARLFLYHRD*

CCAAGTGGAG CTTGCATGAC 0 R 0 0 0 0 0

4123 2333 ao AN6890.1 71.m15249 AO070314000031 0 -200 -150 ATGGGCAAACCCGCCGCAACCTCCGCAGAGCAATGGATG
CTTTGTGTTTAA

ATGGGCAAACCCGCCGCAACCTCCGCAGA
GCAATGGATGCTTTGTGTTTAA

MGKPAATSAEQWMLCV* MGKPAATSAEQWM
LCV*

ACCAAACCAA GCTCCCATCA 0 R 0 0 0 0 0

4124 2333 ao AN6890.1 71.m15249 AO070314000031 0 -168 -133 ATGGATGCTTTGTGTTTAAGCTCCCATCATTCTTAA ATGGATGCTTTGTGTTTAAGCTCCCATCATT
CTTAA

MDALCLSSHHS* MDALCLSSHHS* CCGCAGAGCA TGAACCTTCG 0 R 0 0 0 0 0

4125 2333 ao AN6890.1 71.m15249 AO070314000031 0 -164 -150 ATGCTTTGTGTTTAA ATGCTTTGTGTTTAA MLCV* MLCV* AGAGCAATGG GCTCCCATCA 0 R 0 0 0 0 0
4126 2333 ao AN6890.1 71.m15249 AO070314000031 0 -133 -116 ATGAACCTTCGAGTTTAG ATGAACCTTCGAGTTTAG MNLRV* MNLRV* ATCATTCTTA CGCACATCTC 0 R 0 0 0 0 0
4128 2334 af AN3889.1 70.m15376 AO070316000069 0 -289 -266 ATGTGGGGGGACAGGAATGAGTAA ATGTGGGGGGACAGGAATGAGTAA MWGDRNE* MWGDRNE* TGGCCTCCGC CGCAACAGGG 0 IQR 0 0 0 0 0
4129 2334 af AN3889.1 70.m15376 AO070316000069 0 -273 -253 ATGAGTAACGCAACAGGGTGA ATGAGTAACGCAACAGGGTGA MSNATG* MSNATG* GGGGACAGGA TATTTATGGT 0 IQR 0 0 0 0 0
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4130 2334 af AN3889.1 70.m15376 AO070316000069 0 -247 -185 ATGGTCATGAAGTGTCATCAGGTCGCGATGGTGAAGTCTC
ATAAGGATTCTTTTCCGAAATAA

ATGGTCATGAAGTGTCATCAGGTCGCGATGGTGAA
GTCTCATAAGGATTCTTTTCCGAAATAA

MVMKCHQVAMVKSHKD
SFPK*

MVMKCHQVAMVKS
HKDSFPK*

GGTGATATTT GCGGTTGCTG 0 IQR 0 0 0 0 0

4131 2334 af AN3889.1 70.m15376 AO070316000069 0 -241 -185 ATGAAGTGTCATCAGGTCGCGATGGTGAAGTCTCATAAGG
ATTCTTTTCCGAAATAA

ATGAAGTGTCATCAGGTCGCGATGGTGAAGTCTCA
TAAGGATTCTTTTCCGAAATAA

MKCHQVAMVKSHKDSFP
K*

MKCHQVAMVKSHK
DSFPK*

ATTTATGGTC GCGGTTGCTG 0 IQR 0 0 0 0 0

4132 2334 af AN3889.1 70.m15376 AO070316000069 0 -220 -185 ATGGTGAAGTCTCATAAGGATTCTTTTCCGAAATAA ATGGTGAAGTCTCATAAGGATTCTTTTCCGAAATAA MVKSHKDSFPK* MVKSHKDSFPK* TCAGGTCGCG GCGGTTGCTG 0 IQR 0 0 0 0 0

4133 2334 ao AN3889.1 70.m15376 AO070316000069 0 -166 -83 ATGAATGGAAGAAATCATCGCAAAGCAATACCAAGAGCAA
AAGAAACTCTTTTATTATATCCCGGGGACTATCTTGGTTCA
TAG

ATGAATGGAAGAAATCATCGCAAAGCAATAC
CAAGAGCAAAAGAAACTCTTTTATTATATCC
CGGGGACTATCTTGGTTCATAG

MNGRNHRKAIPRAKETLL
LYPGDYLGS*

MNGRNHRKAIPRAK
ETLLLYPGDYLGS*

GACATTTATT CACTTGAAGA 0 IQR 0 0 0 0 0

4134 2334 ao AN3889.1 70.m15376 AO070316000069 0 -162 -76 ATGGAAGAAATCATCGCAAAGCAATACCAAGAGCAAAAGA
AACTCTTTTATTATATCCCGGGGACTATCTTGGTTCATAGC
ACTTGA

ATGGAAGAAATCATCGCAAAGCAATACCAA
GAGCAAAAGAAACTCTTTTATTATATCCCGG
GGACTATCTTGGTTCATAGCACTTGA

MEEIIAKQYQEQKKLFYYI
PGTILVHST*

MEEIIAKQYQEQKKL
FYYIPGTILVHST*

TTTATTATGA AGAGGAGCGA 0 IQR 0 0 0 0 0

4138 2335 af AN0941.1 70.m15572 AO070320000131 0 -187 -68 ATGCGCCTGGTGTTGTCATACAGCCAGACGAACGCCTGC
GCCACTGGCCGTGCTCCGGGAAAGTGTTGGATGCATCCG
ACAGAATGTTCTGCCGCTCAGGCGCACGTCAAACGCATAT
AA

ATGCGCCTGGTGTTGTCATACAGCCAGACGAACG
CCTGCGCCACTGGCCGTGCTCCGGGAAAGTGTTG
GATGCATCCGACAGAATGTTCTGCCGCTCAGGCG
CACGTCAAACGCATATAA

MRLVLSYSQTNACATGR
APGKCWMHPTECSAAQ
AHVKRI*

MRLVLSYSQTNACA
TGRAPGKCWMHPT
ECSAAQAHVKRI*

GGTTGATCTG ACCCTGGTGT 0 G 0 0 0 0 0

4139 2335 af AN0941.1 70.m15572 AO070320000131 0 -118 -68 ATGCATCCGACAGAATGTTCTGCCGCTCAGGCGCACGTC
AAACGCATATAA

ATGCATCCGACAGAATGTTCTGCCGCTCAGGCGCA
CGTCAAACGCATATAA

MHPTECSAAQAHVKRI* MHPTECSAAQAHV
KRI*

AAAGTGTTGG ACCCTGGTGT 0 G 0 0 0 0 0

4135 2335 an AN0941.1 70.m15572 AO070320000131 0 -176 -30 ATGCAAGCCTCTCTTCATTCCGGTCTCGCTCAAACATATG
GCGCAGTCGATCCACTGCGCATGTTGACTGTGCTCTATTG
TCACTCGTGCCATCTGGTTGCGGATATTTTAACTGCGGTG
TTCACCCACTTTGTCGATTCCTCCTAA

ATGCAAGCCTCTCTTCATTCCGGTCTCGCTCAAA
CATATGGCGCAGTCGATCCACTGCGCATGTTGA
CTGTGCTCTATTGTCACTCGTGCCATCTGGTTGC
GGATATTTTAACTGCGGTGTTCACCCACTTTGTC
GATTCCTCCTAA

MQASLHSGLAQTYGAVD
PLRMLTVLYCHSCHLVAD
ILTAVFTHFVDSS*

MQASLHSGLAQTYGAV
DPLRMLTVLYCHSCHLV
ADILTAVFTHFVDSS*

ATCCGGAACC GGAACTCGAC 0 G 0 0 0 0 0

4136 2335 an AN0941.1 70.m15572 AO070320000131 0 -139 -110 ATGGCGCAGTCGATCCACTGCGCATGTTGA ATGGCGCAGTCGATCCACTGCGCATGTTGA MAQSIHCAC* MAQSIHCAC* GCTCAAACAT CTGTGCTCTA 0 G 0 0 0 0 0
4137 2335 an AN0941.1 70.m15572 AO070320000131 0 -116 -30 ATGTTGACTGTGCTCTATTGTCACTCGTGCCATCTGGTTG

CGGATATTTTAACTGCGGTGTTCACCCACTTTGTCGATTCC
TCCTAA

ATGTTGACTGTGCTCTATTGTCACTCGTGCCATC
TGGTTGCGGATATTTTAACTGCGGTGTTCACCCA
CTTTGTCGATTCCTCCTAA

MLTVLYCHSCHLVADILT
AVFTHFVDSS*

MLTVLYCHSCHLVADILT
AVFTHFVDSS*

TCCACTGCGC GGAACTCGAC 0 G 0 0 0 0 0

4140 2335 ao AN0941.1 70.m15572 AO070320000131 0 -198 -184 ATGCAGTTGATGTGA ATGCAGTTGATGTGA MQLM* MQLM* GTTGACCGTG GCAGTCATAC 0 G 0 0 0 0 0
4142 2336 af AN0947.1 70.m15586 AO070320000146 0 -227 -207 ATGTCAATATTAATATGTTAA ATGTCAATATTAATATGTTAA MSILIC* MSILIC* TGCGATAACT TATTCATGGC 0 H 0 0 0 0 0
4143 2336 af AN0947.1 70.m15586 AO070320000146 0 -213 -118 ATGTTAATATTCATGGCGGTGACTAATCTTGGTCCAGCGG

GGGTCGCCGATTCCGCGGAGTTGGGAGTCATTGAGCACA
ATCCTTTGTTCCTTTGA

ATGTTAATATTCATGGCGGTGACTAATCTTGGTCCA
GCGGGGGTCGCCGATTCCGCGGAGTTGGGAGTC
ATTGAGCACAATCCTTTGTTCCTTTGA

MLIFMAVTNLGPAGVADS
AELGVIEHNPLFL*

MLIFMAVTNLGPAG
VADSAELGVIEHNPL
FL*

CAATATTAAT TAAGAAACCC 0 H 0 0 0 0 0

4144 2336 af AN0947.1 70.m15586 AO070320000146 0 -201 -118 ATGGCGGTGACTAATCTTGGTCCAGCGGGGGTCGCCGAT
TCCGCGGAGTTGGGAGTCATTGAGCACAATCCTTTGTTCC
TTTGA

ATGGCGGTGACTAATCTTGGTCCAGCGGGGGTCG
CCGATTCCGCGGAGTTGGGAGTCATTGAGCACAAT
CCTTTGTTCCTTTGA

MAVTNLGPAGVADSAEL
GVIEHNPLFL*

MAVTNLGPAGVADS
AELGVIEHNPLFL*

GTTAATATTC TAAGAAACCC 0 H 0 0 0 0 0

4145 2336 af AN0947.1 70.m15586 AO070320000146 0 -104 -60 ATGCAACTTTGTTTGGGGCTTCTTCGAGGCTTTCCCCCTT
CCTAA

ATGCAACTTTGTTTGGGGCTTCTTCGAGGCTTTCC
CCCTTCCTAA

MQLCLGLLRGFPPS* MQLCLGLLRGFPPS
*

GAAACCCACA ATGCAGGACA 0 H 0 0 0 0 0

4141 2336 an AN0947.1 70.m15586 AO070320000146 0 -162 -79 ATGGAGGCGACCGAACCCGCGGAGAACAGCGACGATAA
GAAATTCCTTATTATCCCATCCTTCCATCGTTTGCCTTGGT
TTTAG

ATGGAGGCGACCGAACCCGCGGAGAACAGCGA
CGATAAGAAATTCCTTATTATCCCATCCTTCCATC
GTTTGCCTTGGTTTTAG

MEATEPAENSDDKKFLIIP
SFHRLPWF*

MEATEPAENSDDKKFLII
PSFHRLPWF*

AAGTCAGGTG TTGTTAGTGC 0 H 0 0 0 0 0

4146 2336 ao AN0947.1 70.m15586 AO070320000146 0 -233 -222 ATGTCCGAATGA ATGTCCGAATGA MSE* MSE* CAAGGCGGGC AGTTAGTTCT 0 H 0 0 0 0 0
4147 2336 ao AN0947.1 70.m15586 AO070320000146 0 -225 -112 ATGAAGTTAGTTCTGCGGAGAAGCAGCCTGCCAGCGAAT

GAAATGCCACGGGATGACTCGATGATGATAAGCAAGCTTT
CTTGGGATCCATTCCCCTCCTTCCCTTACCCATAG

ATGAAGTTAGTTCTGCGGAGAAGCAGCCTG
CCAGCGAATGAAATGCCACGGGATGACTCG
ATGATGATAAGCAAGCTTTCTTGGGATCCAT
TCCCCTCCTTCCCTTACCCATAG

MKLVLRRSSLPANEMPR
DDSMMISKLSWDPFPSF
PYP*

MKLVLRRSSLPANE
MPRDDSMMISKLS
WDPFPSFPYP*

GCATGTCCGA ATTTTTGCCT 0 H 0 0 0 0 0

4148 2336 ao AN0947.1 70.m15586 AO070320000146 0 -188 -162 ATGAAATGCCACGGGATGACTCGATGA ATGAAATGCCACGGGATGACTCGATGA MKCHGMTR* MKCHGMTR* CTGCCAGCGA TGATAAGCAA 0 H 0 0 0 0 0
4149 2336 ao AN0947.1 70.m15586 AO070320000146 0 -183 -112 ATGCCACGGGATGACTCGATGATGATAAGCAAGCTTTCTT

GGGATCCATTCCCCTCCTTCCCTTACCCATAG
ATGCCACGGGATGACTCGATGATGATAAGC
AAGCTTTCTTGGGATCCATTCCCCTCCTTCC
CTTACCCATAG

MPRDDSMMISKLSWDPF
PSFPYP*

MPRDDSMMISKLS
WDPFPSFPYP*

AGCGAATGAA ATTTTTGCCT 0 H 0 0 0 0 0

4150 2336 ao AN0947.1 70.m15586 AO070320000146 0 -173 -162 ATGACTCGATGA ATGACTCGATGA MTR* MTR* ATGCCACGGG TGATAAGCAA 0 H 0 0 0 0 0
4151 2336 ao AN0947.1 70.m15586 AO070320000146 0 -165 -112 ATGATGATAAGCAAGCTTTCTTGGGATCCATTCCCCTCCTT

CCCTTACCCATAG
ATGATGATAAGCAAGCTTTCTTGGGATCCAT
TCCCCTCCTTCCCTTACCCATAG

MMISKLSWDPFPSFPYP* MMISKLSWDPFPSF
PYP*

GGATGACTCG ATTTTTGCCT 0 H 0 0 0 0 0

4152 2336 ao AN0947.1 70.m15586 AO070320000146 0 -162 -112 ATGATAAGCAAGCTTTCTTGGGATCCATTCCCCTCCTTCCC
TTACCCATAG

ATGATAAGCAAGCTTTCTTGGGATCCATTCC
CCTCCTTCCCTTACCCATAG

MISKLSWDPFPSFPYP* MISKLSWDPFPSFP
YP*

TGACTCGATG ATTTTTGCCT 0 H 0 0 0 0 0

4153 2336 ao AN0947.1 70.m15586 AO070320000146 0 -90 -55 ATGCCCACCACTCCCCCGTTCAAACTTATTTATTGA ATGCCCACCACTCCCCCGTTCAAACTTATTT
ATTGA

MPTTPPFKLIY* MPTTPPFKLIY* TAAGACCCAA TATGCCGGAA 0 H 0 0 0 0 0

4156 2337 af AN0209.1 71.m15472 AO070321000035 0 -176 -120 ATGATGGAGCCTGCTTTAGTGGTTGCAAACCGCCAAGAGT
TCGAGAAAGAAGAGTAG

ATGATGGAGCCTGCTTTAGTGGTTGCAAACCGCCA
AGAGTTCGAGAAAGAAGAGTAG

MMEPALVVANRQEFEKE
E*

MMEPALVVANRQE
FEKEE*

TATCATTGCC ATAAATGCGG 0 P 0 MG05526.1 0 0 0

4157 2337 af AN0209.1 71.m15472 AO070321000035 0 -173 -120 ATGGAGCCTGCTTTAGTGGTTGCAAACCGCCAAGAGTTCG
AGAAAGAAGAGTAG

ATGGAGCCTGCTTTAGTGGTTGCAAACCGCCAAGA
GTTCGAGAAAGAAGAGTAG

MEPALVVANRQEFEKEE* MEPALVVANRQEFE
KEE*

CATTGCCATG ATAAATGCGG 0 P 0 MG05526.1 0 0 0

4158 2337 af AN0209.1 71.m15472 AO070321000035 0 -115 -56 ATGCGGGAGAGTCTTTTTGAAGGGCCGCTGATCCCTACG
GATCACCGTATGGCTGTTTGA

ATGCGGGAGAGTCTTTTTGAAGGGCCGCTGATCC
CTACGGATCACCGTATGGCTGTTTGA

MRESLFEGPLIPTDHRMA
V*

MRESLFEGPLIPTD
HRMAV*

GAGTAGATAA TTGTGAGCCG 0 P 0 MG05526.1 0 0 0

4159 2337 af AN0209.1 71.m15472 AO070321000035 0 -67 -56 ATGGCTGTTTGA ATGGCTGTTTGA MAV* MAV* GGATCACCGT TTGTGAGCCG 0 P 0 MG05526.1 0 0 0
4155 2337 an AN0209.1 71.m15472 AO070321000035 0 -154 -131 ATGGAGCCTTCAGGGCAAGGTTAA ATGGAGCCTTCAGGGCAAGGTTAA MEPSGQG* MEPSGQG* CTGAAGAACG ATTGTGAGCA 0 P 0 MG05526.1 0 0 0
4160 2337 ao AN0209.1 71.m15472 AO070321000035 0 -196 -146 ATGGTAGTCTGGGTCCAGCCAAGACATATTGCAAACCAAG

AGAGAAGATGA
ATGGTAGTCTGGGTCCAGCCAAGACATATT
GCAAACCAAGAGAGAAGATGA

MVVWVQPRHIANQERR* MVVWVQPRHIANQ
ERR*

TCCCGACCCT GGATAAATTG 0 P 0 MG05526.1 0 0 0

4161 2337 ao AN0209.1 71.m15472 AO070321000035 0 -149 -12 ATGAGGATAAATTGCGATGGAGACCGACAGCTTCTCCCGA
TTCTTGCTTGCCTCCCAAGATCGATCGTTGGTGAAACAAG
AACGAGTGCTATAATACATATTTCTTGTCATCTTACCTCCTC
ACCAAATACAGAGTGA

ATGAGGATAAATTGCGATGGAGACCGACAG
CTTCTCCCGATTCTTGCTTGCCTCCCAAGAT
CGATCGTTGGTGAAACAAGAACGAGTGCTA
TAATACATATTTCTTGTCATCTTACCTCCTCA
CCAAATACAGAGTGA

MRINCDGDRQLLPILACL
PRSIVGETRTSAIIHISCHL
TSSPNTE*

MRINCDGDRQLLPIL
ACLPRSIVGETRTSA
IIHISCHLTSSPNTE*

AAGAGAGAAG GCCTGCTCGC 0 P 0 MG05526.1 0 0 0

4162 2337 ao AN0209.1 71.m15472 AO070321000035 0 -133 -56 ATGGAGACCGACAGCTTCTCCCGATTCTTGCTTGCCTCCC
AAGATCGATCGTTGGTGAAACAAGAACGAGTGCTATAA

ATGGAGACCGACAGCTTCTCCCGATTCTTG
CTTGCCTCCCAAGATCGATCGTTGGTGAAA
CAAGAACGAGTGCTATAA

METDSFSRFLLASQDRSL
VKQERVL*

METDSFSRFLLASQ
DRSLVKQERVL*

ATAAATTGCG TACATATTTC 0 P 0 MG05526.1 0 0 0

4163 2344 af AN6157.1 72.m19005 AO070340000038 0 -233 -132 ATGTGGCCTGTCTCCATCCAGATTGGCACGCAATTTTTAC
ACGCGGAAAAGATCGAGATAGAGTACGACTTTAAATTTAG
TCCCCGGCGGCTTCTATTTTAG

ATGTGGCCTGTCTCCATCCAGATTGGCACGCAATT
TTTACACGCGGAAAAGATCGAGATAGAGTACGACT
TTAAATTTAGTCCCCGGCGGCTTCTATTTTAG

MWPVSIQIGTQFLHAEKI
EIEYDFKFSPRRLLF*

MWPVSIQIGTQFLH
AEKIEIEYDFKFSPR
RLLF*

TACAGCACCG AATATTTGAG 0 F 0 0 0 0 0

4164 2344 ao AN6157.1 72.m19005 AO070340000038 0 -273 -229 ATGAGGCATGTGGCTCACCCCACAGGCGGAGAAACGTGT
GGCTAG

ATGAGGCATGTGGCTCACCCCACAGGCGG
AGAAACGTGTGGCTAG

MRHVAHPTGGETCG* MRHVAHPTGGETC
G*

TTTGGTCAAA TGCATGACAG 0 F 0 0 0 0 0

4165 2344 ao AN6157.1 72.m19005 AO070340000038 0 -266 -222 ATGTGGCTCACCCCACAGGCGGAGAAACGTGTGGCTAGT
GCATGA

ATGTGGCTCACCCCACAGGCGGAGAAACGT
GTGGCTAGTGCATGA

MWLTPQAEKRVASA* MWLTPQAEKRVAS
A*

AAAATGAGGC CAGTCCCCTC 0 F 0 0 0 0 0

4166 2344 ao AN6157.1 72.m19005 AO070340000038 0 -225 -196 ATGACAGTCCCCTCCATAGATTCAATTTAA ATGACAGTCCCCTCCATAGATTCAATTTAA MTVPSIDSI* MTVPSIDSI* TGGCTAGTGC TTTTTCGCGG 0 F 0 0 0 0 0

4168 2345 af AN6147.1 72.m19018 AO070340000055 0 -167 -156 ATGAATTGCTAA ATGAATTGCTAA MNC* MNC* CTGCGTTTCT ATCTACGCTC 0 B 0 0 0 0 0
4170 2346 af AN2585.1 57.m05814 AO070341000273 0 -244 -131 ATGGCTTGGGTAGTATCCGACACGACTCTACGAATCAGGG

ATCTTGCTCGGTCTTTGCACCTGTCCCAAGTCTCAAATCAC
AATGGACGGCCCTGGTTAGACCGACCTATATAA

ATGGCTTGGGTAGTATCCGACACGACTCTACGAAT
CAGGGATCTTGCTCGGTCTTTGCACCTGTCCCAAG
TCTCAAATCACAATGGACGGCCCTGGTTAGACCGA
CCTATATAA

MAWVVSDTTLRIRDLARS
LHLSQVSNHNGRPWLDR
PI*

MAWVVSDTTLRIRD
LARSLHLSQVSNHN
GRPWLDRPI*

CCTCAGAATC ATCATGCTTT 0 R 0 0 0 0 0

4171 2346 af AN2585.1 57.m05814 AO070341000273 0 -162 -145 ATGGACGGCCCTGGTTAG ATGGACGGCCCTGGTTAG MDGPG* MDGPG* TCAAATCACA ACCGACCTAT 0 R 0 0 0 0 0
4172 2346 ao AN2585.1 57.m05814 AO070341000273 0 -283 -95 ATGGATCTGGAAGCTATCCGGCCGTCCTGCGAATCAGCA

CTGCAGCTCGGCCTTTGGCTTTTTCTAATCTTTGGTTGGCT
CTTTGATTTTCAAGTAATTAGTATGGGTGGGCAACCCTACC
ATGTCATCTATATAAATCGTACGGTAGCTCCTGAATTTCCC
GTCCTCTCTTGTGTTACAGTAGAGTGA

ATGGATCTGGAAGCTATCCGGCCGTCCTGC
GAATCAGCACTGCAGCTCGGCCTTTGGCTT
TTTCTAATCTTTGGTTGGCTCTTTGATTTTCA
AGTAATTAGTATGGGTGGGCAACCCTACCA
TGTCATCTATATAAATCGTACGGTAGCTCCT
GAATTTCCCGTCCTCTCTTGTGTTACAGTAG
AGTGA

MDLEAIRPSCESALQLGL
WLFLIFGWLFDFQVISMG
GQPYHVIYINRTVAPEFP
VLSCVTVE*

MDLEAIRPSCESAL
QLGLWLFLIFGWLF
DFQVISMGGQPYHV
IYINRTVAPEFPVLS
CVTVE*

TTTCTGTCTC ATTGTACACT 0 R 0 0 0 0 0

4173 2346 ao AN2585.1 57.m05814 AO070341000273 0 -181 -95 ATGGGTGGGCAACCCTACCATGTCATCTATATAAATCGTA
CGGTAGCTCCTGAATTTCCCGTCCTCTCTTGTGTTACAGTA
GAGTGA

ATGGGTGGGCAACCCTACCATGTCATCTAT
ATAAATCGTACGGTAGCTCCTGAATTTCCCG
TCCTCTCTTGTGTTACAGTAGAGTGA

MGGQPYHVIYINRTVAPE
FPVLSCVTVE*

MGGQPYHVIYINRT
VAPEFPVLSCVTVE*

AGTAATTAGT ATTGTACACT 0 R 0 0 0 0 0

4174 2346 ao AN2585.1 57.m05814 AO070341000273 0 -162 -148 ATGTCATCTATATAA ATGTCATCTATATAA MSSI* MSSI* CAACCCTACC ATCGTACGGT 0 R 0 0 0 0 0
4177 2348 af AN4160.1 58.m07365 AO070342000189 0 -234 -208 ATGCTTCTTTCAGGAATTTCCCCGTAG ATGCTTCTTTCAGGAATTTCCCCGTAG MLLSGISP* MLLSGISP* ATAATTGAAA GATGCCGCTA 0  0 0 0 0 0
4178 2348 af AN4160.1 58.m07365 AO070342000189 0 -206 -192 ATGCCGCTACTTTAG ATGCCGCTACTTTAG MPLL* MPLL* TCCCCGTAGG TGATACGTGA 0  0 0 0 0 0
4179 2348 af AN4160.1 58.m07365 AO070342000189 0 -113 -48 ATGGTGTCTCATACTTTGCATGATACCCCAATTGATTATAA

AGCAGTCATCTCGAGTGGCTGCTAG
ATGGTGTCTCATACTTTGCATGATACCCCAATTGAT
TATAAAGCAGTCATCTCGAGTGGCTGCTAG

MVSHTLHDTPIDYKAVISS
GC*

MVSHTLHDTPIDYK
AVISSGC*

TTGGTTGTTG TTGTTCCTTC 0  0 0 0 0 0

4180 2348 af AN4160.1 58.m07365 AO070342000189 0 -94 -35 ATGATACCCCAATTGATTATAAAGCAGTCATCTCGAGTGG
CTGCTAGTTGTTCCTTCTAA

ATGATACCCCAATTGATTATAAAGCAGTCATCTCGA
GTGGCTGCTAGTTGTTCCTTCTAA

MIPQLIIKQSSRVAASCSF
*

MIPQLIIKQSSRVAA
SCSF*

CATACTTTGC TGTGATTTAT 0  0 0 0 0 0

4176 2348 an AN4160.1 58.m07365 AO070342000189 0 -128 -102 ATGAACTCGCTTTGTTGCAGATCGTGA ATGAACTCGCTTTGTTGCAGATCGTGA MNSLCCRS* MNSLCCRS* GGTACCTGAG AGCTCTTGTG 0  0 0 0 0 0
4181 2348 ao AN4160.1 58.m07365 AO070342000189 0 -204 -187 ATGCTTTTAATAGTCTAG ATGCTTTTAATAGTCTAG MLLIV* MLLIV* AACTTTGGCG TGAGTTTTCA 0  0 0 0 0 0
4182 2348 ao AN4160.1 58.m07365 AO070342000189 0 -169 -140 ATGGTGTTGCCCGGTCAGCCCGTCAGATAG ATGGTGTTGCCCGGTCAGCCCGTCAGATAG MVLPGQPVR* MVLPGQPVR* TCACAATTGC AAGATAATGA 0  0 0 0 0 0

4183 2348 ao AN4160.1 58.m07365 AO070342000189 0 -133 -107 ATGAACTGCGCAGCGGTGCAGTATTGA ATGAACTGCGCAGCGGTGCAGTATTGA MNCAAVQY* MNCAAVQY* ATAGAAGATA GAAGAGGCCC 0  0 0 0 0 0
4184 2348 ao AN4160.1 58.m07365 AO070342000189 0 -72 -40 ATGCGTGATACCCAGCATTTGTCTAGTTATTGA ATGCGTGATACCCAGCATTTGTCTAGTTATT

GA
MRDTQHLSSY* MRDTQHLSSY* CTATCGTTTT TCTGGTTACA 0  0 0 0 0 0

4190 2349 af AN3535.1 57.m05320 AO070343000460 0 -249 -229 ATGTCGCATCAGGTTAAATAA ATGTCGCATCAGGTTAAATAA MSHQVK* MSHQVK* CCAGATTAGC ATTTTCTTGG 0  0 0 0 0 0
4191 2349 af AN3535.1 57.m05320 AO070343000460 0 -217 -200 ATGTACCAATTCCAATGA ATGTACCAATTCCAATGA MYQFQ* MYQFQ* TTTTCTTGGC GCCCGCTGAG 0  0 0 0 0 0
4192 2349 af AN3535.1 57.m05320 AO070343000460 0 -203 -135 ATGAGCCCGCTGAGTTTCTCTCATTTGAATCGGCTACATC

GCAGGCAGTGGAGCGGTTGCATCATTTGA
ATGAGCCCGCTGAGTTTCTCTCATTTGAATCGGCT
ACATCGCAGGCAGTGGAGCGGTTGCATCATTTGA

MSPLSFSHLNRLHRRQW
SGCII*

MSPLSFSHLNRLHR
RQWSGCII*

ACCAATTCCA GGCCAAGAAC 0  0 0 0 0 0
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4193 2349 af AN3535.1 57.m05320 AO070343000460 0 -105 -46 ATGCACCCTCCGAATGCAATCCGTAGAAATGTCAATCCCG
ACACCTTCTATTCTCTCTAG

ATGCACCCTCCGAATGCAATCCGTAGAAATGTCAA
TCCCGACACCTTCTATTCTCTCTAG

MHPPNAIRRNVNPDTFYS
L*

MHPPNAIRRNVNPD
TFYSL*

AGGCATCCGG GTTCAATCTT 0  0 0 0 0 0

4185 2349 an AN3535.1 57.m05320 AO070343000460 0 -263 -243 ATGCAAAATTCATCCAATTAG ATGCAAAATTCATCCAATTAG MQNSSN* MQNSSN* TTAGAATTCG TTCAGCGAGC 0  0 0 0 0 0
4186 2349 an AN3535.1 57.m05320 AO070343000460 0 -219 -196 ATGGTCTGTGATAAATGCGGGTAA ATGGTCTGTGATAAATGCGGGTAA MVCDKCG* MVCDKCG* TTTGTTATCA TGGAACGTCG 0  0 0 0 0 0
4187 2349 an AN3535.1 57.m05320 AO070343000460 0 -205 -80 ATGCGGGTAATGGAACGTCGCGAAGGGCCCGAAAACGGA

AATTTAGGGCATCCCCCAGCGACCGGAATGGGAATAGGT
AGAAGACCATCAATCTCCACGCTTAACTTCTCCCTAGCCTT
GAAATAA

ATGCGGGTAATGGAACGTCGCGAAGGGCCCGAA
AACGGAAATTTAGGGCATCCCCCAGCGACCGGA
ATGGGAATAGGTAGAAGACCATCAATCTCCACGC
TTAACTTCTCCCTAGCCTTGAAATAA

MRVMERREGPENGNLG
HPPATGMGIGRRPSISTL
NFSLALK*

MRVMERREGPENGNLG
HPPATGMGIGRRPSIST
LNFSLALK*

TCTGTGATAA ATTAGAGCTC 0  0 0 0 0 0

4188 2349 an AN3535.1 57.m05320 AO070343000460 0 -196 -80 ATGGAACGTCGCGAAGGGCCCGAAAACGGAAATTTAGGG
CATCCCCCAGCGACCGGAATGGGAATAGGTAGAAGACCA
TCAATCTCCACGCTTAACTTCTCCCTAGCCTTGAAATAA

ATGGAACGTCGCGAAGGGCCCGAAAACGGAAAT
TTAGGGCATCCCCCAGCGACCGGAATGGGAATA
GGTAGAAGACCATCAATCTCCACGCTTAACTTCT
CCCTAGCCTTGAAATAA

MERREGPENGNLGHPPA
TGMGIGRRPSISTLNFSL
ALK*

MERREGPENGNLGHPP
ATGMGIGRRPSISTLNF
SLALK*

AATGCGGGTA ATTAGAGCTC 0  0 0 0 0 0

4189 2349 an AN3535.1 57.m05320 AO070343000460 0 -139 -80 ATGGGAATAGGTAGAAGACCATCAATCTCCACGCTTAACT
TCTCCCTAGCCTTGAAATAA

ATGGGAATAGGTAGAAGACCATCAATCTCCACGC
TTAACTTCTCCCTAGCCTTGAAATAA

MGIGRRPSISTLNFSLALK
*

MGIGRRPSISTLNFSLAL
K*

AGCGACCGGA ATTAGAGCTC 0  0 0 0 0 0

4196 2350 af AN0646.1 70.m15248 AO070343000583 0 -366 -337 ATGTATTGTCTATTCGGTATGCTGATCTAG ATGTATTGTCTATTCGGTATGCTGATCTAG MYCLFGMLI* MYCLFGMLI* ATCAACCGGT GTTGACTTAC 0 A 0 0 0 0 0
4197 2350 af AN0646.1 70.m15248 AO070343000583 0 -348 -337 ATGCTGATCTAG ATGCTGATCTAG MLI* MLI* TCTATTCGGT GTTGACTTAC 0 A 0 0 0 0 0
4194 2350 an AN0646.1 70.m15248 AO070343000583 0 -374 -330 ATGGTCGTGCTCAGATTGCCCATACTAAGATCTCGATGTA

TCTAG
ATGGTCGTGCTCAGATTGCCCATACTAAGATCTC
GATGTATCTAG

MVVLRLPILRSRCI* MVVLRLPILRSRCI* AGTATTCTAA TCTCATTCTT 0 A 0 0 0 0 0

4195 2350 an AN0646.1 70.m15248 AO070343000583 0 -339 -208 ATGTATCTAGTCTCATTCTTGCCCCTCTGTTGTGCCACACT
GGATTTCGTGGAAGAGACACAGGGGCTTTCATTCTTTTTG
TTACAAGACGAAGCGCCTGTTCTTACGTCCATTGACGCCG
ACCGATTTTGA

ATGTATCTAGTCTCATTCTTGCCCCTCTGTTGTGC
CACACTGGATTTCGTGGAAGAGACACAGGGGCT
TTCATTCTTTTTGTTACAAGACGAAGCGCCTGTTC
TTACGTCCATTGACGCCGACCGATTTTGA

MYLVSFLPLCCATLDFVE
ETQGLSFFLLQDEAPVLT
SIDADRF*

MYLVSFLPLCCATLDFV
EETQGLSFFLLQDEAPV
LTSIDADRF*

TAAGATCTCG CCAACTCCTT 0 A 0 0 0 0 0

4199 2351 af AN4290.1 58.m08029 AO070158000001 0 -274 -206 ATGCCCTATAGAGATGCCCTAGAGATTAGCCCTAGCCCTA
GTGCTTATACAGTTTTAGAGATTATATAA

ATGCCCTATAGAGATGCCCTAGAGATTAGCCCTAG
CCCTAGTGCTTATACAGTTTTAGAGATTATATAA

MPYRDALEISPSPSAYTV
LEII*

MPYRDALEISPSPS
AYTVLEII*

TATAGTTATA TATAGAGTCT 0 J 0 0 0 YPR118W 0

4200 2351 af AN4290.1 58.m08029 AO070158000001 0 -117 -88 ATGGGGGGTGTGTTTCTATTAAGACCCTAG ATGGGGGGTGTGTTTCTATTAAGACCCTAG MGGVFLLRP* MGGVFLLRP* TGCCACTAAG AATCAATCCC 0 J 0 0 0 YPR118W 0
4201 2351 ao AN4290.1 58.m08029 AO070158000001 0 -205 -113 ATGTTACTCATTGATGAGGGGTGTGTTGCCCCACCTGAAG

CGTTTTACGGAGTACTACTCCGTATGTATGTCAGTCAGTCA
ACCTTTAGGTGA

ATGTTACTCATTGATGAGGGGTGTGTTGCC
CCACCTGAAGCGTTTTACGGAGTACTACTC
CGTATGTATGTCAGTCAGTCAACCTTTAGGT
GA

MLLIDEGCVAPPEAFYGV
LLRMYVSQSTFR*

MLLIDEGCVAPPEA
FYGVLLRMYVSQST
FR*

AGCCTAAGTT AGCGCGAGCT 0 J 0 0 0 YPR118W 0

4202 2351 ao AN4290.1 58.m08029 AO070158000001 0 -142 -113 ATGTATGTCAGTCAGTCAACCTTTAGGTGA ATGTATGTCAGTCAGTCAACCTTTAGGTGA MYVSQSTFR* MYVSQSTFR* ACTACTCCGT AGCGCGAGCT 0 J 0 0 0 YPR118W 0

4205 2355 af AN6409.1 67.m02948 AO070276000080 0 -186 -142 ATGTTCGTATTGGGGCACCACGGCGGATTTAAGCACATCG
AATGA

ATGTTCGTATTGGGGCACCACGGCGGATTTAAGCA
CATCGAATGA

MFVLGHHGGFKHIE* MFVLGHHGGFKHIE
*

GGGGGCTGCG TTAGCAAGCT 0  0 0 0 0 0

4206 2355 af AN6409.1 67.m02948 AO070276000080 0 -145 -95 ATGATTAGCAAGCTGCGCCCCACGCTTGGCAAGGCTCAAT
GTGTCGACTGA

ATGATTAGCAAGCTGCGCCCCACGCTTGGCAAGG
CTCAATGTGTCGACTGA

MISKLRPTLGKAQCVD* MISKLRPTLGKAQC
VD*

AGCACATCGA CCGTTGATCG 0  0 0 0 0 0

4207 2355 ao AN6409.1 67.m02948 AO070276000080 0 -247 -155 ATGCAAATTGCCAAGGAGTGGTTATTAAATCACGCGAGGG
TGTCGTGCAGCCTTGCCGGATCTCCGCACTCGCCTCGTAT
TCGGGAGGGTTGA

ATGCAAATTGCCAAGGAGTGGTTATTAAATC
ACGCGAGGGTGTCGTGCAGCCTTGCCGGA
TCTCCGCACTCGCCTCGTATTCGGGAGGGT
TGA

MQIAKEWLLNHARVSCS
LAGSPHSPRIREG*

MQIAKEWLLNHARV
SCSLAGSPHSPRIR
EG*

AGGACTGCTA ACGCTAAGCA 0  0 0 0 0 0

4208 2355 ao AN6409.1 67.m02948 AO070276000080 0 -104 -12 ATGGAGAAGATGGTACATCTAGAGTTTATGGCGCCTAGTT
CTTTATTTTATGTGCACTATCGTCTCCTCAATCTACTAGCAA
CCCATCCTTGA

ATGGAGAAGATGGTACATCTAGAGTTTATGG
CGCCTAGTTCTTTATTTTATGTGCACTATCGT
CTCCTCAATCTACTAGCAACCCATCCTTGA

MEKMVHLEFMAPSSLFY
VHYRLLNLLATHP*

MEKMVHLEFMAPS
SLFYVHYRLLNLLAT
HP*

GGCGATATTT TCATCACAGA 0  0 0 0 0 0

4209 2355 ao AN6409.1 67.m02948 AO070276000080 0 -95 -12 ATGGTACATCTAGAGTTTATGGCGCCTAGTTCTTTATTTTAT
GTGCACTATCGTCTCCTCAATCTACTAGCAACCCATCCTTG
A

ATGGTACATCTAGAGTTTATGGCGCCTAGTT
CTTTATTTTATGTGCACTATCGTCTCCTCAAT
CTACTAGCAACCCATCCTTGA

MVHLEFMAPSSLFYVHY
RLLNLLATHP*

MVHLEFMAPSSLFY
VHYRLLNLLATHP*

TATGGAGAAG TCATCACAGA 0  0 0 0 0 0

4210 2355 ao AN6409.1 67.m02948 AO070276000080 0 -77 -12 ATGGCGCCTAGTTCTTTATTTTATGTGCACTATCGTCTCCT
CAATCTACTAGCAACCCATCCTTGA

ATGGCGCCTAGTTCTTTATTTTATGTGCACT
ATCGTCTCCTCAATCTACTAGCAACCCATCC
TTGA

MAPSSLFYVHYRLLNLLA
THP*

MAPSSLFYVHYRLL
NLLATHP*

TCTAGAGTTT TCATCACAGA 0  0 0 0 0 0

4212 2359 af AN8880.1 56.m02291 AO070293000010 0 -242 -156 ATGCAAGCGCGGCTCTGCACGCGTTGGTCACAAGAAGGC
TCGATGCTTGACCACTCTTTTGCAATTCAACGTCTCAGATT
GTTATAG

ATGCAAGCGCGGCTCTGCACGCGTTGGTCACAAG
AAGGCTCGATGCTTGACCACTCTTTTGCAATTCAAC
GTCTCAGATTGTTATAG

MQARLCTRWSQEGSML
DHSFAIQRLRLL*

MQARLCTRWSQEG
SMLDHSFAIQRLRLL
*

AGATATCAGC CAGGAATACT 0 R FG00615.1 0 0 0 0

4213 2359 af AN8880.1 56.m02291 AO070293000010 0 -200 -156 ATGCTTGACCACTCTTTTGCAATTCAACGTCTCAGATTGTT
ATAG

ATGCTTGACCACTCTTTTGCAATTCAACGTCTCAGA
TTGTTATAG

MLDHSFAIQRLRLL* MLDHSFAIQRLRLL* AGAAGGCTCG CAGGAATACT 0 R FG00615.1 0 0 0 0

4215 2361 af AN2393.1 54.m06368 AO070296000121 0 -194 -72 ATGATGATGATTAAAGCCGGAGTTGACGGATTTTGCGACA
TCTTAGCCCCGTCAACGCTGACCGATTTGAGTCATCAGTC
GCAACACCTTTTTTCCGGTACAAAGTATATATATCATAAATA
A

ATGATGATGATTAAAGCCGGAGTTGACGGATTTTG
CGACATCTTAGCCCCGTCAACGCTGACCGATTTGA
GTCATCAGTCGCAACACCTTTTTTCCGGTACAAAGT
ATATATATCATAAATAA

MMMIKAGVDGFCDILAPS
TLTDLSHQSQHLFSGTKY
IYHK*

MMMIKAGVDGFCDI
LAPSTLTDLSHQSQ
HLFSGTKYIYHK*

TACTTGTAAG GCTATCACTC 0 IQR 0 0 0 0 0

4216 2361 af AN2393.1 54.m06368 AO070296000121 0 -191 -72 ATGATGATTAAAGCCGGAGTTGACGGATTTTGCGACATCT
TAGCCCCGTCAACGCTGACCGATTTGAGTCATCAGTCGCA
ACACCTTTTTTCCGGTACAAAGTATATATATCATAAATAA

ATGATGATTAAAGCCGGAGTTGACGGATTTTGCGA
CATCTTAGCCCCGTCAACGCTGACCGATTTGAGTC
ATCAGTCGCAACACCTTTTTTCCGGTACAAAGTATA
TATATCATAAATAA

MMIKAGVDGFCDILAPST
LTDLSHQSQHLFSGTKYI
YHK*

MMIKAGVDGFCDIL
APSTLTDLSHQSQH
LFSGTKYIYHK*

TTGTAAGATG GCTATCACTC 0 IQR 0 0 0 0 0

4217 2361 af AN2393.1 54.m06368 AO070296000121 0 -188 -72 ATGATTAAAGCCGGAGTTGACGGATTTTGCGACATCTTAG
CCCCGTCAACGCTGACCGATTTGAGTCATCAGTCGCAACA
CCTTTTTTCCGGTACAAAGTATATATATCATAAATAA

ATGATTAAAGCCGGAGTTGACGGATTTTGCGACAT
CTTAGCCCCGTCAACGCTGACCGATTTGAGTCATC
AGTCGCAACACCTTTTTTCCGGTACAAAGTATATAT
ATCATAAATAA

MIKAGVDGFCDILAPSTLT
DLSHQSQHLFSGTKYIYH
K*

MIKAGVDGFCDILAP
STLTDLSHQSQHLF
SGTKYIYHK*

TAAGATGATG GCTATCACTC 0 IQR 0 0 0 0 0

4218 2361 ao AN2393.1 54.m06368 AO070296000121 0 -241 -131 ATGGAGTTAGGCCAGTATTGGAATGACGCCAATTACTCCT
GCCTATCGTCTCATACAATAAGGGAGATCTTGTTTTCGGTC
ATAAAAGCAACGACTTTAACCCCGCCTTAG

ATGGAGTTAGGCCAGTATTGGAATGACGCC
AATTACTCCTGCCTATCGTCTCATACAATAA
GGGAGATCTTGTTTTCGGTCATAAAAGCAAC
GACTTTAACCCCGCCTTAG

MELGQYWNDANYSCLSS
HTIREILFSVIKATTLTPP*

MELGQYWNDANYS
CLSSHTIREILFSVIK
ATTLTPP*

CCCGGCCCCC ACCCGTTATT 0 IQR 0 0 0 0 0

4219 2361 ao AN2393.1 54.m06368 AO070296000121 0 -219 -181 ATGACGCCAATTACTCCTGCCTATCGTCTCATACAATAA ATGACGCCAATTACTCCTGCCTATCGTCTCA
TACAATAA

MTPITPAYRLIQ* MTPITPAYRLIQ* CAGTATTGGA GGGAGATCTT 0 IQR 0 0 0 0 0

4224 2364 af AN3828.1 58.m07804 AO070305000065 0 -278 -183 ATGCAATCAAAACTCATAGGGCTCGAGATCTTTCCGCAGG
AAAAGCCATGTTTCCAAGCCTGGTCCGCTAAAATTCTACT
GAGGAACTTGCACTAA

ATGCAATCAAAACTCATAGGGCTCGAGATCTTTCC
GCAGGAAAAGCCATGTTTCCAAGCCTGGTCCGCTA
AAATTCTACTGAGGAACTTGCACTAA

MQSKLIGLEIFPQEKPCF
QAWSAKILLRNLH*

MQSKLIGLEIFPQEK
PCFQAWSAKILLRN
LH*

CGATTCCTGC ATTAGCAGCC 0 0 0 0 0 0

4225 2364 af AN3828.1 58.m07804 AO070305000065 0 -231 -208 ATGTTTCCAAGCCTGGTCCGCTAA ATGTTTCCAAGCCTGGTCCGCTAA MFPSLVR* MFPSLVR* AGGAAAAGCC AATTCTACTG 0 0 0 0 0 0
4226 2364 af AN3828.1 58.m07804 AO070305000065 0 -153 -142 ATGAGGTCATGA ATGAGGTCATGA MRS* MRS* ACGCTTCTGA TCCGTTCCAA 0 0 0 0 0 0
4227 2364 af AN3828.1 58.m07804 AO070305000065 0 -145 -59 ATGATCCGTTCCAACGGTCAAGGCACACTTACTATGCCAA

AAGACGGACAGTTTTCATCATACTACTTCAGCGCTACGTA
CAAGTGA

ATGATCCGTTCCAACGGTCAAGGCACACTTACTAT
GCCAAAAGACGGACAGTTTTCATCATACTACTTCAG
CGCTACGTACAAGTGA

MIRSNGQGTLTMPKDGQ
FSSYYFSATYK*

MIRSNGQGTLTMPK
DGQFSSYYFSATYK
*

GAATGAGGTC TTTATCAGTC 0 0 0 0 0 0

4228 2364 af AN3828.1 58.m07804 AO070305000065 0 -112 -59 ATGCCAAAAGACGGACAGTTTTCATCATACTACTTCAGCG
CTACGTACAAGTGA

ATGCCAAAAGACGGACAGTTTTCATCATACTACTTC
AGCGCTACGTACAAGTGA

MPKDGQFSSYYFSATYK* MPKDGQFSSYYFSA
TYK*

CACACTTACT TTTATCAGTC 0 0 0 0 0 0

4220 2364 an AN3828.1 58.m07804 AO070305000065 0 -218 -135 ATGCAAACTGAACAAACACATCTTTATCTTATCGTCAAGAT
TACAAAAAATTACCGCGGATCATCTGCGAAGCAGGCATCT
TAA

ATGCAAACTGAACAAACACATCTTTATCTTATCGT
CAAGATTACAAAAAATTACCGCGGATCATCTGCG
AAGCAGGCATCTTAA

MQTEQTHLYLIVKITKNYR
GSSAKQAS*

MQTEQTHLYLIVKITKNY
RGSSAKQAS*

CAGTAATTAT CCCAGCATCA 0 0 0 0 0 0

4221 2364 an AN3828.1 58.m07804 AO070305000065 0 -103 -11 ATGGGTGCGGCTGCGAACTTATCCATGCTTCGCCAATTAC
CGTACATCCTAATACTATTTAGCCAGCGGCCGTTGATGTT
CATACTCCCATGA

ATGGGTGCGGCTGCGAACTTATCCATGCTTCGC
CAATTACCGTACATCCTAATACTATTTAGCCAGCG
GCCGTTGATGTTCATACTCCCATGA

MGAAANLSMLRQLPYILIL
FSQRPLMFILP*

MGAAANLSMLRQLPYILI
LFSQRPLMFILP*

ACCTACCCAC ATCTCGAGGC 0 0 0 0 0 0

4222 2364 an AN3828.1 58.m07804 AO070305000065 0 -79 -11 ATGCTTCGCCAATTACCGTACATCCTAATACTATTTAGCCA
GCGGCCGTTGATGTTCATACTCCCATGA

ATGCTTCGCCAATTACCGTACATCCTAATACTATT
TAGCCAGCGGCCGTTGATGTTCATACTCCCATGA

MLRQLPYILILFSQRPLMF
ILP*

MLRQLPYILILFSQRPLM
FILP*

GAACTTATCC ATCTCGAGGC 0 0 0 0 0 0

4233 2367 af AN8566.1 52.m03913 AO070307000099 0 -128 -72 ATGATTATAAGAGCAGTGATGTCTCTCTCTCATTTCTTTGT
CAATCATCCTCCGTAG

ATGATTATAAGAGCAGTGATGTCTCTCTCTCATTTC
TTTGTCAATCATCCTCCGTAG

MIIRAVMSLSHFFVNHPP* MIIRAVMSLSHFFVN
HPP*

ACATAGTGAA ACAATTTACT 0 Q 0 0 NCU04072.1 0 0

4234 2367 af AN8566.1 52.m03913 AO070307000099 0 -110 -72 ATGTCTCTCTCTCATTTCTTTGTCAATCATCCTCCGTAG ATGTCTCTCTCTCATTTCTTTGTCAATCATCCTCCGT
AG

MSLSHFFVNHPP* MSLSHFFVNHPP* AAGAGCAGTG ACAATTTACT 0 Q 0 0 NCU04072.1 0 0

4230 2367 an AN8566.1 52.m03913 AO070307000099 0 -144 -76 ATGTGGGCACGGTACTATGGCCCGTCCATGGGTAGCCGA
TTCATCTGCCGTCACCTCCAGCTCCCTTGA

ATGTGGGCACGGTACTATGGCCCGTCCATGGGT
AGCCGATTCATCTGCCGTCACCTCCAGCTCCCTT
GA

MWARYYGPSMGSRFICR
HLQLP*

MWARYYGPSMGSRFIC
RHLQLP*

CTCAGTCGGC ACGATATAAG 0 Q 0 0 NCU04072.1 0 0

4231 2367 an AN8566.1 52.m03913 AO070307000099 0 -128 -9 ATGGCCCGTCCATGGGTAGCCGATTCATCTGCCGTCACCT
CCAGCTCCCTTGAACGATATAAGGCCCGCCACTTCCCTCA
CGATGACCGTCCTTCTTCCATATCCTCACAGCTTCACTGA

ATGGCCCGTCCATGGGTAGCCGATTCATCTGCC
GTCACCTCCAGCTCCCTTGAACGATATAAGGCCC
GCCACTTCCCTCACGATGACCGTCCTTCTTCCAT
ATCCTCACAGCTTCACTGA

MARPWVADSSAVTSSSL
ERYKARHFPHDDRPSSIS
SQLH*

MARPWVADSSAVTSSS
LERYKARHFPHDDRPSS
ISSQLH*

GCACGGTACT CCGCCAATAT 0 Q 0 0 NCU04072.1 0 0

4232 2367 an AN8566.1 52.m03913 AO070307000099 0 -117 -76 ATGGGTAGCCGATTCATCTGCCGTCACCTCCAGCTCCCTT
GA

ATGGGTAGCCGATTCATCTGCCGTCACCTCCAG
CTCCCTTGA

MGSRFICRHLQLP* MGSRFICRHLQLP* TGGCCCGTCC ACGATATAAG 0 Q 0 0 NCU04072.1 0 0

4235 2367 ao AN8566.1 52.m03913 AO070307000099 0 -247 -173 ATGGACCAATCCAGTCGGCACCTCTCAACGGGATATTTTT
GGTCCAACACGGTTGCCCACCCCCCACAAGGATGA

ATGGACCAATCCAGTCGGCACCTCTCAACG
GGATATTTTTGGTCCAACACGGTTGCCCAC
CCCCCACAAGGATGA

MDQSSRHLSTGYFWSNT
VAHPPQG*

MDQSSRHLSTGYF
WSNTVAHPPQG*

ATAAAAAAAA GGAGCCGAAA 0 Q 0 0 NCU04072.1 0 0

4236 2367 ao AN8566.1 52.m03913 AO070307000099 0 -176 -108 ATGAGGAGCCGAAAAGATTTGCCGTCGGCATCCCTAACTA
TCCAGACTTGCCTGAGATCGTGTATATAG

ATGAGGAGCCGAAAAGATTTGCCGTCGGCA
TCCCTAACTATCCAGACTTGCCTGAGATCGT
GTATATAG

MRSRKDLPSASLTIQTCL
RSCI*

MRSRKDLPSASLTI
QTCLRSCI*

CCCCACAAGG ACCTTCGACG 0 Q 0 0 NCU04072.1 0 0

4238 2369 af AN6307.1 72.m19327 AO070308000062 0 -168 -157 ATGTCCCGGTGA ATGTCCCGGTGA MSR* MSR* GAGCTCGCTG CATTGAGCCC 0 U FG07250.1 MG06367.1 0 0 0
4237 2369 an AN6307.1 72.m19327 AO070308000062 0 -109 -92 ATGTCCCGGCGACATTGA ATGTCCCGGCGACATTGA MSRRH* MSRRH* AGTGCATTTA TTGAGCGCTC 0 U FG07250.1 MG06367.1 0 0 0
4239 2369 ao AN6307.1 72.m19327 AO070308000062 0 -153 -142 ATGTCCCGGTGA ATGTCCCGGTGA MSR* MSR* GAGCTTGTGT CATTCAACTA 0 U FG07250.1 MG06367.1 0 0 0
4242 2370 af AN6191.1 72.m19289 AO070308000110 0 -204 -160 ATGGCCGAGACCATTGCCCAGATCCTTAAGGCTCCAAGG

CTCTAA
ATGGCCGAGACCATTGCCCAGATCCTTAAGGCTCC
AAGGCTCTAA

MAETIAQILKAPRL* MAETIAQILKAPRL* GCGGAGATCG GGCTACCGTA 0 H 0 0 0 YNR029C 0

4243 2370 af AN6191.1 72.m19289 AO070308000110 0 -138 -64 ATGACCAGGGAAGCCCTGAGCCCTAAGTGCTGCCTCCGC
TCTGAGAACAGACGTCATTCTTCCCCGCAGGATTAA

ATGACCAGGGAAGCCCTGAGCCCTAAGTGCTGCC
TCCGCTCTGAGAACAGACGTCATTCTTCCCCGCAG
GATTAA

MTREALSPKCCLRSENR
RHSSPQD*

MTREALSPKCCLRS
ENRRHSSPQD*

CCAGAAGCCC GGTACAGTGA 0 H 0 0 0 YNR029C 0

4240 2370 an AN6191.1 72.m19289 AO070308000110 0 -225 -208 ATGGAGCTAGCTCCCTAG ATGGAGCTAGCTCCCTAG MELAP* MELAP* CTCCAACTGA GTGAGTAAAG 0 H 0 0 0 YNR029C 0
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4241 2370 an AN6191.1 72.m19289 AO070308000110 0 -163 -92 ATGACCCTCACAGCCCTAGCCCTATCTCCTTCCCCTCTTG
GTAACGTCATTGGTTTGCCCAGATCTAGGTGA

ATGACCCTCACAGCCCTAGCCCTATCTCCTTCCC
CTCTTGGTAACGTCATTGGTTTGCCCAGATCTAG
GTGA

MTLTALALSPSPLGNVIGL
PRSR*

MTLTALALSPSPLGNVIG
LPRSR*

TGAACGACCC GGTCAAGAAC 0 H 0 0 0 YNR029C 0

4244 2370 ao AN6191.1 72.m19289 AO070308000110 0 -167 -126 ATGACGGGACGGAGACGGAGATACCACCGGCGGAGCTC
ATGA

ATGACGGGACGGAGACGGAGATACCACCG
GCGGAGCTCATGA

MTGRRRRYHRRSS* MTGRRRRYHRRSS* TCTGGAAGGA CTAGTCAGTG 0 H 0 0 0 YNR029C 0

4245 2370 ao AN6191.1 72.m19289 AO070308000110 0 -129 -103 ATGACTAGTCAGTGCCCTAAGCCCTAG ATGACTAGTCAGTGCCCTAAGCCCTAG MTSQCPKP* MTSQCPKP* GGCGGAGCTC CTAATCCTCT 0 H 0 0 0 YNR029C 0
4247 2372 af AN8002.1 53.m03844 AO070322000044 0 -269 -213 ATGCACAGAGATTGCTCCCGCAGCAGCACTGCACATTATT

CTGCTGTCTCGCATTAG
ATGCACAGAGATTGCTCCCGCAGCAGCACTGCAC
ATTATTCTGCTGTCTCGCATTAG

MHRDCSRSSTAHYSAVS
H*

MHRDCSRSSTAHY
SAVSH*

GCTGATGGTA GGAATAATTA 0 DO 0 0 NCU01377.1 0 0

4248 2372 af AN8002.1 53.m03844 AO070322000044 0 -186 -97 ATGTCACGAAAGCAGAAACCTGTCTGTGTCTTGCAAGCAA
GTTGTCCGATTCCACAAGCGTTGGCCACTGTCTCCGCCGA
ATACAACTAA

ATGTCACGAAAGCAGAAACCTGTCTGTGTCTTGCA
AGCAAGTTGTCCGATTCCACAAGCGTTGGCCACTG
TCTCCGCCGAATACAACTAA

MSRKQKPVCVLQASCPIP
QALATVSAEYN*

MSRKQKPVCVLQA
SCPIPQALATVSAEY
N*

AAGGAGACAT ACGCTTTTGC 0 DO 0 0 NCU01377.1 0 0

4249 2372 af AN8002.1 53.m03844 AO070322000044 0 -77 -21 ATGCGCTTCTGCCCTCGCGGTGGTTCTCAGTACTCTCGTG
CCTCGATTGACTCTTAG

ATGCGCTTCTGCCCTCGCGGTGGTTCTCAGTACTC
TCGTGCCTCGATTGACTCTTAG

MRFCPRGGSQYSRASID
S*

MRFCPRGGSQYSR
ASIDS*

CTCACCCTCC TCTACGGTCT 0 DO 0 0 NCU01377.1 0 0

4246 2372 an AN8002.1 53.m03844 AO070322000044 0 -63 -46 ATGCCGCTCAGCCTCTAG ATGCCGCTCAGCCTCTAG MPLSL* MPLSL* GCGCTCGCCC AACCTCGCCA 0 DO 0 0 NCU01377.1 0 0

4250 2372 ao AN8002.1 53.m03844 AO070322000044 0 -290 -264 ATGCAATTCCGCGGATCGCATCCATAG ATGCAATTCCGCGGATCGCATCCATAG MQFRGSHP* MQFRGSHP* ACAGTCAAAC ATTCCAATCT 0 DO 0 0 NCU01377.1 0 0

4251 2372 ao AN8002.1 53.m03844 AO070322000044 0 -107 -42 ATGCGCCTAATCTTTATCGCCCCTCCGGACCCCATGCCTC
ACTGCAACAACTCCGAGCTTCCCTAA

ATGCGCCTAATCTTTATCGCCCCTCCGGAC
CCCATGCCTCACTGCAACAACTCCGAGCTT
CCCTAA

MRLIFIAPPDPMPHCNNS
ELP*

MRLIFIAPPDPMPHC
NNSELP*

GAACCAACGA TCCCTTTTGC 0 DO 0 0 NCU01377.1 0 0

4252 2372 ao AN8002.1 53.m03844 AO070322000044 0 -74 -42 ATGCCTCACTGCAACAACTCCGAGCTTCCCTAA ATGCCTCACTGCAACAACTCCGAGCTTCCC
TAA

MPHCNNSELP* MPHCNNSELP* TCCGGACCCC TCCCTTTTGC 0 DO 0 0 NCU01377.1 0 0

4256 2373 af AN1772.1 69.m15064 AO070324000030 0 -158 -126 ATGCTCCTACCAGTGAATTACCCCACGGGGTAG ATGCTCCTACCAGTGAATTACCCCACGGGGTAG MLLPVNYPTG* MLLPVNYPTG* CTTGGGGGAG ATTTGTGGGG 0  0 0 0 0 0
4253 2373 an AN1772.1 69.m15064 AO070324000030 0 -213 -184 ATGCTGGTGTCAAATATGGAGCGGGATTAA ATGCTGGTGTCAAATATGGAGCGGGATTAA MLVSNMERD* MLVSNMERD* ATGCTTCACA TTTGCAAAAT 0  0 0 0 0 0
4254 2373 an AN1772.1 69.m15064 AO070324000030 0 -198 -184 ATGGAGCGGGATTAA ATGGAGCGGGATTAA MERD* MERD* GGTGTCAAAT TTTGCAAAAT 0  0 0 0 0 0
4255 2373 an AN1772.1 69.m15064 AO070324000030 0 -161 -105 ATGATTAGGCTGATCTCTGGGTACGGCCGTTGGTTCTTCC

CGAGGAGAACCGAGTGA
ATGATTAGGCTGATCTCTGGGTACGGCCGTTGGT
TCTTCCCGAGGAGAACCGAGTGA

MIRLISGYGRWFFPRRTE
*

MIRLISGYGRWFFPRRT
E*

ATCACGAATC TATAAGAACT 0  0 0 0 0 0

4257 2373 ao AN1772.1 69.m15064 AO070324000030 0 -154 -122 ATGTACCGACGGATTGAAAGTTTGAAACGCTAA ATGTACCGACGGATTGAAAGTTTGAAACGCT
AA

MYRRIESLKR* MYRRIESLKR* TCCGATCTTC ATGACATGTT 0  0 0 0 0 0

4258 2373 ao AN1772.1 69.m15064 AO070324000030 0 -121 -23 ATGACATGTTCCTTAGTACTGTCAGCAGTCTCCGGTATCTC
CGAGGCAGCTACATATATAAAGTCACCAAGCTCACGGCAG
AGGAAAATGTCTCCGTGA

ATGACATGTTCCTTAGTACTGTCAGCAGTCT
CCGGTATCTCCGAGGCAGCTACATATATAAA
GTCACCAAGCTCACGGCAGAGGAAAATGTC
TCCGTGA

MTCSLVLSAVSGISEAAT
YIKSPSSRQRKMSP*

MTCSLVLSAVSGISE
AATYIKSPSSRQRK
MSP*

GAAACGCTAA ACAACAACCA 0  0 0 0 0 0

4260 2374 an AN6618.1 62.m03214 AO070326000068 0 -177 -145 ATGGTTGGTGTTCGCGTTAGACCCCGCCATTGA ATGGTTGGTGTTCGCGTTAGACCCCGCCATTGA MVGVRVRPRH* MVGVRVRPRH* CGAAGATCAC TCTAATCTAT 0 T 0 0 0 0 0

4263 2374 ao AN6618.1 62.m03214 AO070326000068 0 -221 -195 ATGGGTGGAGATCACATGCAGCCGTGA ATGGGTGGAGATCACATGCAGCCGTGA MGGDHMQP* MGGDHMQP* TGGCAGTTTC TCAGGTGGAT 0 T 0 0 0 0 0
4264 2374 ao AN6618.1 62.m03214 AO070326000068 0 -206 -195 ATGCAGCCGTGA ATGCAGCCGTGA MQP* MQP* TGGAGATCAC TCAGGTGGAT 0 T 0 0 0 0 0
4265 2374 ao AN6618.1 62.m03214 AO070326000068 0 -77 -60 ATGAACTGTCTTTCCTGA ATGAACTGTCTTTCCTGA MNCLS* MNCLS* ACGGAGAACG GTCATTTGAA 0 T 0 0 0 0 0
4267 2375 af AN8064.1 53.m03915 AO070330000020 0 -232 -209 ATGTCATCACCAGATGAGGCCTAA ATGTCATCACCAGATGAGGCCTAA MSSPDEA* MSSPDEA* GTGCCCATTC ACCCAACTAA 0 L 0 0 0 0 0
4268 2375 af AN8064.1 53.m03915 AO070330000020 0 -219 -199 ATGAGGCCTAAACCCAACTAA ATGAGGCCTAAACCCAACTAA MRPKPN* MRPKPN* TCATCACCAG GGCAAACCAT 0 L 0 0 0 0 0
4269 2375 af AN8064.1 53.m03915 AO070330000020 0 -171 -37 ATGATTTTCCGGCTCCGAAACCCTTTACGCGCTGGCGGAG

TTCGGACGCGTTTAAGCTTCATTTTTTTTTTTAAAAAAAAAG
AGTACCATTTACAGAACATTAGAAAGCATTGTTTTAGCCTT
TGTTCCTGTTGA

ATGATTTTCCGGCTCCGAAACCCTTTACGCGCTGG
CGGAGTTCGGACGCGTTTAAGCTTCATTTTTTTTTT
TAAAAAAAAAGAGTACCATTTACAGAACATTAGAAA
GCATTGTTTTAGCCTTTGTTCCTGTTGA

MIFRLRNPLRAGGVRTRL
SFIFFFKKKEYHLQNIRKH
CFSLCSC*

MIFRLRNPLRAGGV
RTRLSFIFFFKKKEY
HLQNIRKHCFSLCS
C*

CTGCCTCCCC GCCCACCGAC 0 L 0 0 0 0 0

4266 2375 an AN8064.1 53.m03915 AO070330000020 0 -209 -108 ATGTCATCACCGCCGCAGCAACAACAGAGAGGCCTCAGG
GCTTGGCACCCAGCTCCGCAGATTTTCCGACGCCGAACC
TCTTTACGCGCTGCGGCATCCTGA

ATGTCATCACCGCCGCAGCAACAACAGAGAGGC
CTCAGGGCTTGGCACCCAGCTCCGCAGATTTTC
CGACGCCGAACCTCTTTACGCGCTGCGGCATCC
TGA

MSSPPQQQQRGLRAWH
PAPQIFRRRTSLRAAAS*

MSSPPQQQQRGLRAW
HPAPQIFRRRTSLRAAA
S*

AGGAGGCCGC CGCGTCGAAA 0 L 0 0 0 0 0

4270 2375 ao AN8064.1 53.m03915 AO070330000020 0 -203 -174 ATGTCATCACCTATAGGGCTGAGCTCCTGA ATGTCATCACCTATAGGGCTGAGCTCCTGA MSSPIGLSS* MSSPIGLSS* CGGGAGGTGC AGCAATGAAA 0 L 0 0 0 0 0

4271 2375 ao AN8064.1 53.m03915 AO070330000020 0 -164 -120 ATGATTTTCCGGCGCCGAACCTCTTTACGCGCGGGTGTGT
TTTGA

ATGATTTTCCGGCGCCGAACCTCTTTACGC
GCGGGTGTGTTTTGA

MIFRRRTSLRAGVF* MIFRRRTSLRAGVF* AAGCAATGAA CGCGTCTTGC 0 L 0 0 0 0 0

4275 2377 af AN0484.1 69.m15370 AO070336000183 0 -205 -122 ATGGTGGGCCTTATCAGTGGAAATTGCCGTGCAGGGGGG
GGGGGGTTGGGTTTAGGTACTGCTGCCATGCGAACTGGG
GAGTGA

ATGGTGGGCCTTATCAGTGGAAATTGCCGTGCAG
GGGGGGGGGGGTTGGGTTTAGGTACTGCTGCCAT
GCGAACTGGGGAGTGA

MVGLISGNCRAGGGGLG
LGTAAMRTGE*

MVGLISGNCRAGG
GGLGLGTAAMRTG
E*

TGTGCACGGG ACGGTTTTTC 0  0 0 0 0 0

4273 2377 an AN0484.1 69.m15370 AO070336000183 0 -108 -88 ATGGAGATAAGTATGTGCTAG ATGGAGATAAGTATGTGCTAG MEISMC* MEISMC* AAGGCGGGCC CTAGCCGGCA 0  0 0 0 0 0
4274 2377 an AN0484.1 69.m15370 AO070336000183 0 -63 -46 ATGGCCCTCGATTTTTGA ATGGCCCTCGATTTTTGA MALDF* MALDF* TACCGCGACG GTGAGCTCAG 0  0 0 0 0 0
4280 2379 af AN0249.1 54.m06702 AO070338000242 0 -202 -125 ATGATGCAAACAATTCATGAACGCATCTTCAGCTTCCCCCA

CGCTATGGCGTATTCGGCTACAGCTTTGTTTACTTAG
ATGATGCAAACAATTCATGAACGCATCTTCAGCTTC
CCCCACGCTATGGCGTATTCGGCTACAGCTTTGTT
TACTTAG

MMQTIHERIFSFPHAMAY
SATALFT*

MMQTIHERIFSFPHA
MAYSATALFT*

CAGCTCCGCC TCTCTTAATT 0  0 0 0 0 0

4281 2379 af AN0249.1 54.m06702 AO070338000242 0 -199 -125 ATGCAAACAATTCATGAACGCATCTTCAGCTTCCCCCACG
CTATGGCGTATTCGGCTACAGCTTTGTTTACTTAG

ATGCAAACAATTCATGAACGCATCTTCAGCTTCCCC
CACGCTATGGCGTATTCGGCTACAGCTTTGTTTACT
TAG

MQTIHERIFSFPHAMAYS
ATALFT*

MQTIHERIFSFPHAM
AYSATALFT*

CTCCGCCATG TCTCTTAATT 0  0 0 0 0 0

4282 2379 af AN0249.1 54.m06702 AO070338000242 0 -186 -109 ATGAACGCATCTTCAGCTTCCCCCACGCTATGGCGTATTC
GGCTACAGCTTTGTTTACTTAGTCTCTTAATTGACTAG

ATGAACGCATCTTCAGCTTCCCCCACGCTATGGCG
TATTCGGCTACAGCTTTGTTTACTTAGTCTCTTAATT
GACTAG

MNASSASPTLWRIRLQLC
LLSLLID*

MNASSASPTLWRIR
LQLCLLSLLID*

CAAACAATTC CATGCTCGCA 0  0 0 0 0 0

4283 2379 af AN0249.1 54.m06702 AO070338000242 0 -157 -125 ATGGCGTATTCGGCTACAGCTTTGTTTACTTAG ATGGCGTATTCGGCTACAGCTTTGTTTACTTAG MAYSATALFT* MAYSATALFT* CCCCCACGCT TCTCTTAATT 0  0 0 0 0 0
4284 2379 af AN0249.1 54.m06702 AO070338000242 0 -107 -27 ATGCTCGCATTACCATCGGAGCCTACTAGCGACAATTTCT

CGTCGTCTGTTCTTCTGGTGATGACCTTTAATTGCTGCTAG
ATGCTCGCATTACCATCGGAGCCTACTAGCGACAA
TTTCTCGTCGTCTGTTCTTCTGGTGATGACCTTTAA
TTGCTGCTAG

MLALPSEPTSDNFSSSVL
LVMTFNCC*

MLALPSEPTSDNFS
SSVLLVMTFNCC*

ATTGACTAGC ATACTCTCCC 0  0 0 0 0 0

4279 2379 an AN0249.1 54.m06702 AO070338000242 0 -157 -86 ATGTATTCACTTTTTATATTTCACTTTCTGGACCATCACTTC
GTTGGGTTCACTGCCCACGGACTCGGATGA

ATGTATTCACTTTTTATATTTCACTTTCTGGACCAT
CACTTCGTTGGGTTCACTGCCCACGGACTCGGA
TGA

MYSLFIFHFLDHHFVGFT
AHGLG*

MYSLFIFHFLDHHFVGF
TAHGLG*

TATCTCCCGC GTTGTCAACA 0  0 0 0 0 0

4287 2379 ao AN0249.1 54.m06702 AO070338000242 0 -203 -21 ATGATACAAAACTGCGACGTGGGGGTGCAGTCATGTCAC
CCCCATGCCCTCTCAGAAACCCTTCGCCTTTCAGGGGAAC
TTGAGAAGTTACTAACTCAGGATTGTCTCGCTTATACGTAT
GAAAATGAACTTGCATTTTCTCTATGCTTGACTCTCCTCTG
CGCTCGTGAACAGAAGCTCTAG

ATGATACAAAACTGCGACGTGGGGGTGCAG
TCATGTCACCCCCATGCCCTCTCAGAAACC
CTTCGCCTTTCAGGGGAACTTGAGAAGTTA
CTAACTCAGGATTGTCTCGCTTATACGTATG
AAAATGAACTTGCATTTTCTCTATGCTTGACT
CTCCTCTGCGCTCGTGAACAGAAGCTCTAG

MIQNCDVGVQSCHPHAL
SETLRLSGELEKLLTQDC
LAYTYENELAFSLCLTLLC
AREQKL*

MIQNCDVGVQSCH
PHALSETLRLSGEL
EKLLTQDCLAYTYE
NELAFSLCLTLLCAR
EQKL*

CCCTTACTTA AGCCCACCCC 0  0 0 0 0 0

4288 2379 ao AN0249.1 54.m06702 AO070338000242 0 -171 -121 ATGTCACCCCCATGCCCTCTCAGAAACCCTTCGCCTTTCA
GGGGAACTTGA

ATGTCACCCCCATGCCCTCTCAGAAACCCTT
CGCCTTTCAGGGGAACTTGA

MSPPCPLRNPSPFRGT* MSPPCPLRNPSPFR
GT*

GGGTGCAGTC GAAGTTACTA 0  0 0 0 0 0

4289 2379 ao AN0249.1 54.m06702 AO070338000242 0 -160 -110 ATGCCCTCTCAGAAACCCTTCGCCTTTCAGGGGAACTTGA
GAAGTTACTAA

ATGCCCTCTCAGAAACCCTTCGCCTTTCAG
GGGAACTTGAGAAGTTACTAA

MPSQKPFAFQGNLRSY* MPSQKPFAFQGNL
RSY*

TGTCACCCCC CTCAGGATTG 0  0 0 0 0 0

4290 2379 ao AN0249.1 54.m06702 AO070338000242 0 -85 -53 ATGAAAATGAACTTGCATTTTCTCTATGCTTGA ATGAAAATGAACTTGCATTTTCTCTATGCTTG
A

MKMNLHFLYA* MKMNLHFLYA* GCTTATACGT CTCTCCTCTG 0  0 0 0 0 0

4291 2379 ao AN0249.1 54.m06702 AO070338000242 0 -79 -53 ATGAACTTGCATTTTCTCTATGCTTGA ATGAACTTGCATTTTCTCTATGCTTGA MNLHFLYA* MNLHFLYA* ACGTATGAAA CTCTCCTCTG 0  0 0 0 0 0
4293 2380 af AN6703.1 65.m07276 AO070339000139 0 -219 -199 ATGATTCCCCAGATGGAATAA ATGATTCCCCAGATGGAATAA MIPQME* MIPQME* AGGTAGTATT CCGGGGTGAG 0 GEPR 0 0 0 0 0
4294 2380 ao AN6703.1 65.m07276 AO070339000139 0 -251 -219 ATGGAAAGGAAATTCTGCGGGGCCCCTCCTTAG ATGGAAAGGAAATTCTGCGGGGCCCCTCCT

TAG
MERKFCGAPP* MERKFCGAPP* GGTGACAAGG CAGTATTTTG 0 GEPR 0 0 0 0 0

4295 2381 af AN6170.1 72.m19001 AO070340000032 0 -119 -93 ATGAGCCATACCCCTGCTTTGGAATAA ATGAGCCATACCCCTGCTTTGGAATAA MSHTPALE* MSHTPALE* TTCTTACTTC CAATACACCA 0 O 0 0 0 0 0
4296 2381 ao AN6170.1 72.m19001 AO070340000032 0 -203 -177 ATGGACTGTTCGAATCTGCTGCTATAA ATGGACTGTTCGAATCTGCTGCTATAA MDCSNLLL* MDCSNLLL* CGTATATTTT TTCAAAAAGC 0 O 0 0 0 0 0
4305 2383 af AN3711.1 69.m15416 AO070341000337 0 -426 -325 ATGGCTAGCATTACTTCAGCATCCCTTCTCTCGGAGGCTG

AGTTCGGTTGCGGTAAGCAGGCATCATCACGACGCGATC
CTCGCTATAGATCTTCAAACTGA

ATGGCTAGCATTACTTCAGCATCCCTTCTCTCGGA
GGCTGAGTTCGGTTGCGGTAAGCAGGCATCATCA
CGACGCGATCCTCGCTATAGATCTTCAAACTGA

MASITSASLLSEAEFGCG
KQASSRRDPRYRSSN*

MASITSASLLSEAEF
GCGKQASSRRDPR
YRSSN*

CTTCGGCATC CTCGTAGTAA 0 O 0 0 0 0 0

4297 2383 an AN3711.1 69.m15416 AO070341000337 0 -372 -235 ATGGCGACCGTTGCTTCGGTTTCCCTCCTTTCGGAGGCC
GAGTTCGGTTGCGGTATGGACACCATATGGGCATTACCAT
CTTCTTTTGGAGCTAACACAGACCAAAGAACACCTAGCAT
CTCAGCTCATGCACGATAG

ATGGCGACCGTTGCTTCGGTTTCCCTCCTTTCGG
AGGCCGAGTTCGGTTGCGGTATGGACACCATAT
GGGCATTACCATCTTCTTTTGGAGCTAACACAGA
CCAAAGAACACCTAGCATCTCAGCTCATGCACGA
TAG

MATVASVSLLSEAEFGC
GMDTIWALPSSFGANTD
QRTPSISAHAR*

MATVASVSLLSEAEFGC
GMDTIWALPSSFGANTD
QRTPSISAHAR*

CGCTTCTACT CGCCGCTAGC 0 O 0 0 0 0 0

4298 2383 an AN3711.1 69.m15416 AO070341000337 0 -318 -235 ATGGACACCATATGGGCATTACCATCTTCTTTTGGAGCTAA
CACAGACCAAAGAACACCTAGCATCTCAGCTCATGCACGA
TAG

ATGGACACCATATGGGCATTACCATCTTCTTTTG
GAGCTAACACAGACCAAAGAACACCTAGCATCTC
AGCTCATGCACGATAG

MDTIWALPSSFGANTDQ
RTPSISAHAR*

MDTIWALPSSFGANTDQ
RTPSISAHAR*

CGGTTGCGGT CGCCGCTAGC 0 O 0 0 0 0 0

4299 2383 an AN3711.1 69.m15416 AO070341000337 0 -307 -278 ATGGGCATTACCATCTTCTTTTGGAGCTAA ATGGGCATTACCATCTTCTTTTGGAGCTAA MGITIFFWS* MGITIFFWS* TGGACACCAT CACAGACCAA 0 O 0 0 0 0 0
4300 2383 an AN3711.1 69.m15416 AO070341000337 0 -245 -45 ATGCACGATAGCGCCGCTAGCAACCAGTTCAAGGCATCCT

TCATCAAGACGCACAATGCTCTCGGACGGCGCGATATATT
CAATTCAAATCCGTCAAGTTATTTGAAGCCGAAGTATACAT
GTTTAACCTGCTCTGAGCCGTGTATGAATGGCGACCGGAA
GTCACACACAGAAAACACTGGTCATCAATTCTGTAAGTGA

ATGCACGATAGCGCCGCTAGCAACCAGTTCAAG
GCATCCTTCATCAAGACGCACAATGCTCTCGGAC
GGCGCGATATATTCAATTCAAATCCGTCAAGTTAT
TTGAAGCCGAAGTATACATGTTTAACCTGCTCTG
AGCCGTGTATGAATGGCGACCGGAAGTCACACA
CAGAAAACACTGGTCATCAATTCTGTAAGTGA

MHDSAASNQFKASFIKTH
NALGRRDIFNSNPSSYLK
PKYTCLTCSEPCMNGDR
KSHTENTGHQFCK*

MHDSAASNQFKASFIKT
HNALGRRDIFNSNPSSY
LKPKYTCLTCSEPCMNG
DRKSHTENTGHQFCK*

ATCTCAGCTC AAGGTATTGA 0 O 0 0 0 0 0

4303 2383 an AN3711.1 69.m15416 AO070341000337 0 -101 -45 ATGAATGGCGACCGGAAGTCACACACAGAAAACACTGGT
CATCAATTCTGTAAGTGA

ATGAATGGCGACCGGAAGTCACACACAGAAAAC
ACTGGTCATCAATTCTGTAAGTGA

MNGDRKSHTENTGHQF
CK*

MNGDRKSHTENTGHQF
CK*

TGAGCCGTGT AAGGTATTGA 0 O 0 0 0 0 0

4304 2383 an AN3711.1 69.m15416 AO070341000337 0 -97 -35 ATGGCGACCGGAAGTCACACACAGAAAACACTGGTCATCA
ATTCTGTAAGTGAAAGGTATTGA

ATGGCGACCGGAAGTCACACACAGAAAACACTG
GTCATCAATTCTGTAAGTGAAAGGTATTGA

MATGSHTQKTLVINSVSE
RY*

MATGSHTQKTLVINSVS
ERY*

CCGTGTATGA TTTGGCACCG 0 O 0 0 0 0 0

4308 2383 ao AN3711.1 69.m15416 AO070341000337 0 -676 -608 ATGGCTAGTGTGGCTTGTGTGTCGCTCCTCTCCGAGGCT
GAGTTTGGTTGCGGTATGCGGTCACCTTGA

ATGGCTAGTGTGGCTTGTGTGTCGCTCCTC
TCCGAGGCTGAGTTTGGTTGCGGTATGCGG
TCACCTTGA

MASVACVSLLSEAEFGC
GMRSP*

MASVACVSLLSEAE
FGCGMRSP*

CCACCTCGCA AAGCTCCTAG 0 O 0 0 0 0 0

4309 2383 ao AN3711.1 69.m15416 AO070341000337 0 -622 -608 ATGCGGTCACCTTGA ATGCGGTCACCTTGA MRSP* MRSP* TGGTTGCGGT AAGCTCCTAG 0 O 0 0 0 0 0
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4310 2383 ao AN3711.1 69.m15416 AO070341000337 0 -585 -322 ATGCTAACTTGCCTGGAAGAGCATCTTACGGCGCAGCTTT
CCCAGGACGGAGGCGCGGGTGACCAGTTTAAGGCATCTT
TCATCAAGACACATAATGCTTTGGCTCCTCGCTCCAGATC
CGGGGAATCGGCTACTACACAAAAAGGCCTACGTACAACT
AGCTTTTTAAAACCAAAGTACATGTGCTTGACCTGCTCCGA
GTCATTCATGAATGGCGACCGAAAGGCCCATACAGGAAA
GACCGGTCATCAATTCTGTGAGTAG

ATGCTAACTTGCCTGGAAGAGCATCTTACG
GCGCAGCTTTCCCAGGACGGAGGCGCGGG
TGACCAGTTTAAGGCATCTTTCATCAAGACA
CATAATGCTTTGGCTCCTCGCTCCAGATCC
GGGGAATCGGCTACTACACAAAAAGGCCTA
CGTACAACTAGCTTTTTAAAACCAAAGTACA
TGTGCTTGACCTGCTCCGAGTCATTCATGAA
TGGCGACCGAAAGGCCCATACAGGAAAGA
CCGGTCATCAATTCTGTGAGTAG

MLTCLEEHLTAQLSQDG
GAGDQFKASFIKTHNALA
PRSRSGESATTQKGLRT
TSFLKPKYMCLTCSESFM
NGDRKAHTGKTGHQFCE
*

MLTCLEEHLTAQLS
QDGGAGDQFKASFI
KTHNALAPRSRSGE
SATTQKGLRTTSFL
KPKYMCLTCSESFM
NGDRKAHTGKTGH
QFCE*

CTTGTCTTCA GCCAAATTCG 0 O 0 0 0 0 0

4312 2383 ao AN3711.1 69.m15416 AO070341000337 0 -405 -322 ATGTGCTTGACCTGCTCCGAGTCATTCATGAATGGCGACC
GAAAGGCCCATACAGGAAAGACCGGTCATCAATTCTGTGA
GTAG

ATGTGCTTGACCTGCTCCGAGTCATTCATGA
ATGGCGACCGAAAGGCCCATACAGGAAAGA
CCGGTCATCAATTCTGTGAGTAG

MCLTCSESFMNGDRKAH
TGKTGHQFCE*

MCLTCSESFMNGD
RKAHTGKTGHQFC
E*

ACCAAAGTAC GCCAAATTCG 0 O 0 0 0 0 0

4313 2383 ao AN3711.1 69.m15416 AO070341000337 0 -378 -322 ATGAATGGCGACCGAAAGGCCCATACAGGAAAGACCGGT
CATCAATTCTGTGAGTAG

ATGAATGGCGACCGAAAGGCCCATACAGGA
AAGACCGGTCATCAATTCTGTGAGTAG

MNGDRKAHTGKTGHQF
CE*

MNGDRKAHTGKTG
HQFCE*

CGAGTCATTC GCCAAATTCG 0 O 0 0 0 0 0

4314 2383 ao AN3711.1 69.m15416 AO070341000337 0 -374 -309 ATGGCGACCGAAAGGCCCATACAGGAAAGACCGGTCATC
AATTCTGTGAGTAGGCCAAATTCGTGA

ATGGCGACCGAAAGGCCCATACAGGAAAGA
CCGGTCATCAATTCTGTGAGTAGGCCAAATT
CGTGA

MATERPIQERPVINSVSR
PNS*

MATERPIQERPVINS
VSRPNS*

TCATTCATGA CCAAAGCCAT 0 O 0 0 0 0 0

4316 2384 af AN5498.1 69.m15455 AO070341000387 0 -228 -88 ATGGCTTTCGAAAACTATCAGTCGCAATCACTTCCTCCCTT
CCCCAACACACTGCATCTGTCCTCTGCGTCTTTACCGTAT
GACGACTCAAACTTAATTAGTGAAGTTACTGATCCATTTAT
ATGCTCGAGAGCAGCTTAA

ATGGCTTTCGAAAACTATCAGTCGCAATCACTTCCT
CCCTTCCCCAACACACTGCATCTGTCCTCTGCGTC
TTTACCGTATGACGACTCAAACTTAATTAGTGAAGT
TACTGATCCATTTATATGCTCGAGAGCAGCTTAA

MAFENYQSQSLPPFPNT
LHLSSASLPYDDSNLISEV
TDPFICSRAA*

MAFENYQSQSLPPF
PNTLHLSSASLPYD
DSNLISEVTDPFICS
RAA*

GCTACTGATT AATAAGATCT 0 K FG08619.1 0 NCU03909.1 0 0

4317 2384 af AN5498.1 69.m15455 AO070341000387 0 -149 -132 ATGACGACTCAAACTTAA ATGACGACTCAAACTTAA MTTQT* MTTQT* TCTTTACCGT TTAGTGAAGT 0 K FG08619.1 0 NCU03909.1 0 0

4318 2384 af AN5498.1 69.m15455 AO070341000387 0 -106 -83 ATGCTCGAGAGCAGCTTAAAATAA ATGCTCGAGAGCAGCTTAAAATAA MLESSLK* MLESSLK* ATCCATTTAT GATCTCCCTG 0 K FG08619.1 0 NCU03909.1 0 0

4315 2384 an AN5498.1 69.m15455 AO070341000387 0 -129 -106 ATGATAACCTCAGATCCCGCATAG ATGATAACCTCAGATCCCGCATAG MITSDPA* MITSDPA* CTAATATCAC GGTCCGCACA 0 K FG08619.1 0 NCU03909.1 0 0

4319 2384 ao AN5498.1 69.m15455 AO070341000387 0 -280 -134 ATGAACAGGAGGCTATGGCTACAGCAGCAAAGAACAGCG
CATTACCAAGCCCAACAAAGGCTGCTGACAGCCTACTCGG
TGCGCCATACTCCAGGGAAGACTTGCATATCTCTAGGTGG
CTGTATTTCTCTTTGGACTTTCGAATGA

ATGAACAGGAGGCTATGGCTACAGCAGCAA
AGAACAGCGCATTACCAAGCCCAACAAAGG
CTGCTGACAGCCTACTCGGTGCGCCATACT
CCAGGGAAGACTTGCATATCTCTAGGTGGC
TGTATTTCTCTTTGGACTTTCGAATGA

MNRRLWLQQQRTAHYQ
AQQRLLTAYSVRHTPGK
TCISLGGCISLWTFE*

MNRRLWLQQQRTA
HYQAQQRLLTAYSV
RHTPGKTCISLGGCI
SLWTFE*

GTTACTCCGG GCTTGTGCGA 0 K FG08619.1 0 NCU03909.1 0 0

4320 2384 ao AN5498.1 69.m15455 AO070341000387 0 -266 -93 ATGGCTACAGCAGCAAAGAACAGCGCATTACCAAGCCCAA
CAAAGGCTGCTGACAGCCTACTCGGTGCGCCATACTCCA
GGGAAGACTTGCATATCTCTAGGTGGCTGTATTTCTCTTTG
GACTTTCGAATGAGCTTGTGCGACCTCTACTTGAGCTCTG
TTTGGCTCCGGTGA

ATGGCTACAGCAGCAAAGAACAGCGCATTA
CCAAGCCCAACAAAGGCTGCTGACAGCCTA
CTCGGTGCGCCATACTCCAGGGAAGACTTG
CATATCTCTAGGTGGCTGTATTTCTCTTTGG
ACTTTCGAATGAGCTTGTGCGACCTCTACTT
GAGCTCTGTTTGGCTCCGGTGA

MATAAKNSALPSPTKAAD
SLLGAPYSREDLHISRWL
YFSLDFRMSLCDLYLSSV
WLR*

MATAAKNSALPSPT
KAADSLLGAPYSRE
DLHISRWLYFSLDF
RMSLCDLYLSSVWL
R*

ACAGGAGGCT GCCAAGCCTT 0 K FG08619.1 0 NCU03909.1 0 0

4321 2384 ao AN5498.1 69.m15455 AO070341000387 0 -137 -93 ATGAGCTTGTGCGACCTCTACTTGAGCTCTGTTTGGCTCC
GGTGA

ATGAGCTTGTGCGACCTCTACTTGAGCTCT
GTTTGGCTCCGGTGA

MSLCDLYLSSVWLR* MSLCDLYLSSVWLR
*

GGACTTTCGA GCCAAGCCTT 0 K FG08619.1 0 NCU03909.1 0 0

4322 2387 af AN2166.1 72.m19674 AO070343000226 0 -186 -160 ATGTACTCAAAACAAGGTAGTATTTGA ATGTACTCAAAACAAGGTAGTATTTGA MYSKQGSI* MYSKQGSI* GTAGGGTGGC CATACTACAT 0  0 0 0 0 0
4323 2387 af AN2166.1 72.m19674 AO070343000226 0 -140 -123 ATGGAAATCATACCATGA ATGGAAATCATACCATGA MEIIP* MEIIP* TTGTTTGATA GCCTGCGCAT 0  0 0 0 0 0
4324 2387 af AN2166.1 72.m19674 AO070343000226 0 -126 -85 ATGAGCCTGCGCATGCAGTCTCCAACAACACATATAAGCT

GA
ATGAGCCTGCGCATGCAGTCTCCAACAACACATAT
AAGCTGA

MSLRMQSPTTHIS* MSLRMQSPTTHIS* AAATCATACC TTGCTCAACC 0  0 0 0 0 0

4325 2387 af AN2166.1 72.m19674 AO070343000226 0 -114 -85 ATGCAGTCTCCAACAACACATATAAGCTGA ATGCAGTCTCCAACAACACATATAAGCTGA MQSPTTHIS* MQSPTTHIS* GAGCCTGCGC TTGCTCAACC 0  0 0 0 0 0
4326 2387 ao AN2166.1 72.m19674 AO070343000226 0 -272 -216 ATGGGGCTTGTTCCCGACGTAGTATTCGGTATACGACATT

GTTGGGTAATAGATTGA
ATGGGGCTTGTTCCCGACGTAGTATTCGGT
ATACGACATTGTTGGGTAATAGATTGA

MGLVPDVVFGIRHCWVID
*

MGLVPDVVFGIRHC
WVID*

CCTGGGTAGT AGTTGTATGG 0  0 0 0 0 0

4327 2387 ao AN2166.1 72.m19674 AO070343000226 0 -209 -93 ATGGATGCTACACAAATCCATTGTTGTTGTTCTGAATGGAG
TATAAAAATTTGTTTCCTCTCTGGCTTTTCGCATGAACTTTT
TTTTTCTCTTTCCCACTTCAACGTTCATCTTTAA

ATGGATGCTACACAAATCCATTGTTGTTGTT
CTGAATGGAGTATAAAAATTTGTTTCCTCTCT
GGCTTTTCGCATGAACTTTTTTTTTCTCTTTC
CCACTTCAACGTTCATCTTTAA

MDATQIHCCCSEWSIKIC
FLSGFSHELFFSLSHFNV
HL*

MDATQIHCCCSEW
SIKICFLSGFSHELFF
SLSHFNVHL*

TTGAAGTTGT TTGAACTCAT 0  0 0 0 0 0

4328 2387 ao AN2166.1 72.m19674 AO070343000226 0 -205 -164 ATGCTACACAAATCCATTGTTGTTGTTCTGAATGGAGTATA
A

ATGCTACACAAATCCATTGTTGTTGTTCTGA
ATGGAGTATAA

MLHKSIVVVLNGV* MLHKSIVVVLNGV* AGTTGTATGG AAATTTGTTT 0  0 0 0 0 0

4329 2387 ao AN2166.1 72.m19674 AO070343000226 0 -174 -133 ATGGAGTATAAAAATTTGTTTCCTCTCTGGCTTTTCGCATG
A

ATGGAGTATAAAAATTTGTTTCCTCTCTGGC
TTTTCGCATGA

MEYKNLFPLWLFA* MEYKNLFPLWLFA* GTTGTTCTGA ACTTTTTTTT 0  0 0 0 0 0

4330 2387 ao AN2166.1 72.m19674 AO070343000226 0 -136 -89 ATGAACTTTTTTTTTCTCTTTCCCACTTCAACGTTCATCTTTA
ATTGA

ATGAACTTTTTTTTTCTCTTTCCCACTTCAAC
GTTCATCTTTAATTGA

MNFFFLFPTSTFIFN* MNFFFLFPTSTFIFN
*

GGCTTTTCGC ACTCATTATT 0  0 0 0 0 0

4331 2390 af AN7440.1 57.m05911 AO070229000004 0 -230 -195 ATGCATACGCGCCGTGAGTTCGCGACAAGTTCCTAG ATGCATACGCGCCGTGAGTTCGCGACAAGTTCCTA
G

MHTRREFATSS* MHTRREFATSS* TGGTCCACAT AAAGCTTTGG 0 BD 0 0 0 0 0

4332 2390 af AN7440.1 57.m05911 AO070229000004 0 -124 -86 ATGTCGGCTTCGCAACTCCAGTTTCCCATTCTCATTTAG ATGTCGGCTTCGCAACTCCAGTTTCCCATTCTCATT
TAG

MSASQLQFPILI* MSASQLQFPILI* CGCGAAGCGG ATGTGCTTCA 0 BD 0 0 0 0 0

4333 2390 af AN7440.1 57.m05911 AO070229000004 0 -85 -44 ATGTGCTTCATTTTTCATTACTGGAAAAGTGCCTGCTGGTA
A

ATGTGCTTCATTTTTCATTACTGGAAAAGTGCCTGC
TGGTAA

MCFIFHYWKSACW* MCFIFHYWKSACW* TCTCATTTAG TTCGAGACTA 0 BD 0 0 0 0 0

4334 2390 ao AN7440.1 57.m05911 AO070229000004 0 -226 -137 ATGCCAAGAGATAGAACAACTATTTCCTTCTTTATCTTTTCG
CGCTTGCACAACCCCTGGACCATTGTTCTTTTCTCTATTGG
ATCTTAA

ATGCCAAGAGATAGAACAACTATTTCCTTCT
TTATCTTTTCGCGCTTGCACAACCCCTGGAC
CATTGTTCTTTTCTCTATTGGATCTTAA

MPRDRTTISFFIFSRLHNP
WTIVLFSIGS*

MPRDRTTISFFIFSR
LHNPWTIVLFSIGS*

CCGTCATCGA TTCTTGTTTC 0 BD 0 0 0 0 0

4338 2391 af AN5888.1 72.m19242 AO070245000019 0 -199 -98 ATGTCAATCACTCACCGCCATGTGAGCGGTCTCAAACAAC
CGGCAGAACCGGCATGGGAGCGTCGAGGGTGCAATGAT
GCCAGATTGCAATCCTTTGCCTAG

ATGTCAATCACTCACCGCCATGTGAGCGGTCTCAA
ACAACCGGCAGAACCGGCATGGGAGCGTCGAGG
GTGCAATGATGCCAGATTGCAATCCTTTGCCTAG

MSITHRHVSGLKQPAEPA
WERRGCNDARLQSFA*

MSITHRHVSGLKQP
AEPAWERRGCNDA
RLQSFA*

TCAGCTAAGT ATGCAATAAT 0 G 0 0 0 0 0

4339 2391 af AN5888.1 72.m19242 AO070245000019 0 -146 -123 ATGGGAGCGTCGAGGGTGCAATGA ATGGGAGCGTCGAGGGTGCAATGA MGASRVQ* MGASRVQ* CAGAACCGGC TGCCAGATTG 0 G 0 0 0 0 0
4340 2391 af AN5888.1 72.m19242 AO070245000019 0 -126 -76 ATGATGCCAGATTGCAATCCTTTGCCTAGATGCAATAATGC

CAGAGATTGA
ATGATGCCAGATTGCAATCCTTTGCCTAGATGCAAT
AATGCCAGAGATTGA

MMPDCNPLPRCNNARD* MMPDCNPLPRCNN
ARD*

CGAGGGTGCA TCCATTTTTG 0 G 0 0 0 0 0

4341 2391 af AN5888.1 72.m19242 AO070245000019 0 -123 -76 ATGCCAGATTGCAATCCTTTGCCTAGATGCAATAATGCCA
GAGATTGA

ATGCCAGATTGCAATCCTTTGCCTAGATGCAATAAT
GCCAGAGATTGA

MPDCNPLPRCNNARD* MPDCNPLPRCNNA
RD*

GGGTGCAATG TCCATTTTTG 0 G 0 0 0 0 0

4335 2391 an AN5888.1 72.m19242 AO070245000019 0 -195 -142 ATGCTCTCGATACCGCCTTTACATTGCTTTGTATCCACCGG
CAGAATCCAATGA

ATGCTCTCGATACCGCCTTTACATTGCTTTGTATC
CACCGGCAGAATCCAATGA

MLSIPPLHCFVSTGRIQ* MLSIPPLHCFVSTGRIQ* TAAGGCGTAC CAACGTAAGC 0 G 0 0 0 0 0

4336 2391 an AN5888.1 72.m19242 AO070245000019 0 -145 -134 ATGACAACGTAA ATGACAACGTAA MTT* MTT* GCAGAATCCA GCTCCGCGTA 0 G 0 0 0 0 0
4337 2391 an AN5888.1 72.m19242 AO070245000019 0 -124 -74 ATGTATTTTGCGTATTTTTGCGTATACTTCGTTGAAGCCAG

ATTGCAGTAA
ATGTATTTTGCGTATTTTTGCGTATACTTCGTTGA
AGCCAGATTGCAGTAA

MYFAYFCVYFVEARLQ* MYFAYFCVYFVEARLQ* AGCTCCGCGT TTGGATCTCA 0 G 0 0 0 0 0

4342 2391 ao AN5888.1 72.m19242 AO070245000019 0 -188 -129 ATGATCTTTGACTTTGACCTACCGCCAGAGATAAGCGGTC
AAATTTATTTGGCAGAATGA

ATGATCTTTGACTTTGACCTACCGCCAGAGA
TAAGCGGTCAAATTTATTTGGCAGAATGA

MIFDFDLPPEISGQIYLAE* MIFDFDLPPEISGQI
YLAE*

AAAGTTGCGG TGCTCATTAT 0 G 0 0 0 0 0

4343 2391 ao AN5888.1 72.m19242 AO070245000019 0 -132 -76 ATGATGCTCATTATCGCCTTGAAGCCAGATTGCTTCTACAA
GTGGTTCTCTCTATAG

ATGATGCTCATTATCGCCTTGAAGCCAGATT
GCTTCTACAAGTGGTTCTCTCTATAG

MMLIIALKPDCFYKWFSL* MMLIIALKPDCFYKW
FSL*

ATTTGGCAGA TTCCTTAGAC 0 G 0 0 0 0 0

4344 2391 ao AN5888.1 72.m19242 AO070245000019 0 -129 -76 ATGCTCATTATCGCCTTGAAGCCAGATTGCTTCTACAAGTG
GTTCTCTCTATAG

ATGCTCATTATCGCCTTGAAGCCAGATTGCT
TCTACAAGTGGTTCTCTCTATAG

MLIIALKPDCFYKWFSL* MLIIALKPDCFYKWF
SL*

TGGCAGAATG TTCCTTAGAC 0 G 0 0 0 0 0

4346 2392 af AN4663.1 71.m15712 AO070250000002 0 -289 -266 ATGGATATTCGGCATTCTATCTGA ATGGATATTCGGCATTCTATCTGA MDIRHSI* MDIRHSI* CGGCCAGGCG AAACAGGTCA 0 E FG09525.1 MG01296.1 NCU04698.1 0 0

4347 2392 af AN4663.1 71.m15712 AO070250000002 0 -117 -97 ATGCTATCATATTTGAAATAG ATGCTATCATATTTGAAATAG MLSYLK* MLSYLK* GTCGAGCGCA CCAGGGCCTT 0 E FG09525.1 MG01296.1 NCU04698.1 0 0

4345 2392 an AN4663.1 71.m15712 AO070250000002 0 -63 -16 ATGTCCACGGTCCAACTGACACCTGTTAGGAGCTCTGTCT
GCGCCTGA

ATGTCCACGGTCCAACTGACACCTGTTAGGAGCT
CTGTCTGCGCCTGA

MSTVQLTPVRSSVCA* MSTVQLTPVRSSVCA* TCTCTACCTA TCACCAAATA 0 E FG09525.1 MG01296.1 NCU04698.1 0 0

4348 2392 ao AN4663.1 71.m15712 AO070250000002 0 -241 -218 ATGGACTTTGAGCTTTCTATCTGA ATGGACTTTGAGCTTTCTATCTGA MDFELSI* MDFELSI* TGGCCGGAGT GAAGCATCGG 0 E FG09525.1 MG01296.1 NCU04698.1 0 0

4349 2394 an AN3432.1 59.m09292 AO070265000009 0 -165 -127 ATGATGTTCCAAGTTGCGCGACGGGTAATTGCGGGGTAG ATGATGTTCCAAGTTGCGCGACGGGTAATTGCG
GGGTAG

MMFQVARRVIAG* MMFQVARRVIAG* GGATAAATTG AAGCCCCTCC 0 G FG06059.1 MG03853.1 NCU09705.1 YNR071C 0

4350 2394 an AN3432.1 59.m09292 AO070265000009 0 -162 -127 ATGTTCCAAGTTGCGCGACGGGTAATTGCGGGGTAG ATGTTCCAAGTTGCGCGACGGGTAATTGCGGGG
TAG

MFQVARRVIAG* MFQVARRVIAG* TAAATTGATG AAGCCCCTCC 0 G FG06059.1 MG03853.1 NCU09705.1 YNR071C 0

4353 2394 ao AN3432.1 59.m09292 AO070265000009 0 -128 -111 ATGCGGGGTACGGAGTAG ATGCGGGGTACGGAGTAG MRGTE* MRGTE* GGGACAGTCT TGCCCCTCGT 0 G FG06059.1 MG03853.1 NCU09705.1 YNR071C 0

4355 2396 af AN6367.1 72.m19493 AO070279000053 0 -101 -15 ATGTACCAGAGGTACAAAGAGCAATCTTCGCGACGCTTCA
AACATGTCACTCATAAGGCCCTCCTGGCCGATTATGCGAT
TAAGTAA

ATGTACCAGAGGTACAAAGAGCAATCTTCGCGACG
CTTCAAACATGTCACTCATAAGGCCCTCCTGGCCG
ATTATGCGATTAAGTAA

MYQRYKEQSSRRFKHVT
HKALLADYAIK*

MYQRYKEQSSRRF
KHVTHKALLADYAIK
*

GTTCCCGACA ACAGCATTTT 0 T 0 0 0 0 0

4354 2396 an AN6367.1 72.m19493 AO070279000053 0 -226 -119 ATGACTCAAGCCGGCAGTTCTTTGCCTGCATCGCCGTCCT
GGTTGGGCGGTGAAGGTCACCTTCCCGTGACATTGTCAG
GCCCTAGCCCTCTTTTCCGGAAAGGGTGA

ATGACTCAAGCCGGCAGTTCTTTGCCTGCATCGC
CGTCCTGGTTGGGCGGTGAAGGTCACCTTCCCG
TGACATTGTCAGGCCCTAGCCCTCTTTTCCGGAA
AGGGTGA

MTQAGSSLPASPSWLGG
EGHLPVTLSGPSPLFRKG
*

MTQAGSSLPASPSWLG
GEGHLPVTLSGPSPLFR
KG*

TTCTCGTCCG GCATAGAGAT 0 T 0 0 0 0 0

4356 2396 ao AN6367.1 72.m19493 AO070279000053 0 -250 -218 ATGCGGCAGTTCTGTTTGCGCCCAGGGCGGTGA ATGCGGCAGTTCTGTTTGCGCCCAGGGCG
GTGA

MRQFCLRPGR* MRQFCLRPGR* CGTTGACTCA GTGAGTCACT 0 T 0 0 0 0 0

4357 2396 ao AN6367.1 72.m19493 AO070279000053 0 -195 -184 ATGATCACCTGA ATGATCACCTGA MIT* MIT* CAGTTCACAG TTCAGCTACA 0 T 0 0 0 0 0
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4358 2397 an AN1103.1 70.m15129 AO070285000035 0 -208 -17 ATGGACTCTGGGATGCTCAGGGATCAGCCCCTAGACGGA
AAGGGAAAGGCGGGATCACTAACACCCGGTAACTATGAG
AATGAGCTGTGGTCCCTCCATATTCTCCGAGCTACTCTCC
CCTCCTTGCCAACCACTTCTGAGTCTTTATCGAAGATTTCT
CACTTTTACCTCGCAAGATCCAAGGTAGATTGA

ATGGACTCTGGGATGCTCAGGGATCAGCCCCTA
GACGGAAAGGGAAAGGCGGGATCACTAACACCC
GGTAACTATGAGAATGAGCTGTGGTCCCTCCATA
TTCTCCGAGCTACTCTCCCCTCCTTGCCAACCAC
TTCTGAGTCTTTATCGAAGATTTCTCACTTTTACC
TCGCAAGATCCAAGGTAGATTGA

MDSGMLRDQPLDGKGK
AGSLTPGNYENELWSLHI
LRATLPSLPTTSESLSKIS
HFYLARSKVD*

MDSGMLRDQPLDGKGK
AGSLTPGNYENELWSL
HILRATLPSLPTTSESLS
KISHFYLARSKVD*

AAGCATCTTG TAGTTCTACC 0 I FG04103.1 MG05196.1 0 0 0

4359 2397 an AN1103.1 70.m15129 AO070285000035 0 -196 -17 ATGCTCAGGGATCAGCCCCTAGACGGAAAGGGAAAGGCG
GGATCACTAACACCCGGTAACTATGAGAATGAGCTGTGGT
CCCTCCATATTCTCCGAGCTACTCTCCCCTCCTTGCCAAC
CACTTCTGAGTCTTTATCGAAGATTTCTCACTTTTACCTCG
CAAGATCCAAGGTAGATTGA

ATGCTCAGGGATCAGCCCCTAGACGGAAAGGGA
AAGGCGGGATCACTAACACCCGGTAACTATGAG
AATGAGCTGTGGTCCCTCCATATTCTCCGAGCTA
CTCTCCCCTCCTTGCCAACCACTTCTGAGTCTTT
ATCGAAGATTTCTCACTTTTACCTCGCAAGATCCA
AGGTAGATTGA

MLRDQPLDGKGKAGSLT
PGNYENELWSLHILRATL
PSLPTTSESLSKISHFYLA
RSKVD*

MLRDQPLDGKGKAGSL
TPGNYENELWSLHILRA
TLPSLPTTSESLSKISHF
YLARSKVD*

GGACTCTGGG TAGTTCTACC 0 I FG04103.1 MG05196.1 0 0 0

4360 2397 an AN1103.1 70.m15129 AO070285000035 0 -135 -22 ATGAGAATGAGCTGTGGTCCCTCCATATTCTCCGAGCTAC
TCTCCCCTCCTTGCCAACCACTTCTGAGTCTTTATCGAAGA
TTTCTCACTTTTACCTCGCAAGATCCAAGGTAG

ATGAGAATGAGCTGTGGTCCCTCCATATTCTCCG
AGCTACTCTCCCCTCCTTGCCAACCACTTCTGAG
TCTTTATCGAAGATTTCTCACTTTTACCTCGCAAG
ATCCAAGGTAG

MRMSCGPSIFSELLSPPC
QPLLSLYRRFLTFTSQDP
R*

MRMSCGPSIFSELLSPP
CQPLLSLYRRFLTFTSQ
DPR*

CCCGGTAACT ATTGATAGTT 0 I FG04103.1 MG05196.1 0 0 0

4361 2397 an AN1103.1 70.m15129 AO070285000035 0 -129 -22 ATGAGCTGTGGTCCCTCCATATTCTCCGAGCTACTCTCCC
CTCCTTGCCAACCACTTCTGAGTCTTTATCGAAGATTTCTC
ACTTTTACCTCGCAAGATCCAAGGTAG

ATGAGCTGTGGTCCCTCCATATTCTCCGAGCTAC
TCTCCCCTCCTTGCCAACCACTTCTGAGTCTTTAT
CGAAGATTTCTCACTTTTACCTCGCAAGATCCAA
GGTAG

MSCGPSIFSELLSPPCQP
LLSLYRRFLTFTSQDPR*

MSCGPSIFSELLSPPCQ
PLLSLYRRFLTFTSQDP
R*

AACTATGAGA ATTGATAGTT 0 I FG04103.1 MG05196.1 0 0 0

4362 2397 ao AN1103.1 70.m15129 AO070285000035 0 -211 -194 ATGTCCGGAAGTCACTGA ATGTCCGGAAGTCACTGA MSGSH* MSGSH* TTTAGCTACT TCAGCTCAAT 0 I FG04103.1 MG05196.1 0 0 0
4365 2398 af AN1086.1 70.m15160 AO070285000086 0 -283 -110 ATGATTGCATTCCCCTCAGAACGGAGTTGCTCCGATACTG

TGCCAGCCTCACTACCACTTTTGCCAGGTTTGGCTTTTGTT
CTTTCCTTGGTCTCGTTTCGAAGCGTCGAAACCATCCAGC
AAGACTCGACCGATCTTTCTTTCAGCAGGCCCGTGTCCGA
GTTGTCCGAGTGA

ATGATTGCATTCCCCTCAGAACGGAGTTGCTCCGA
TACTGTGCCAGCCTCACTACCACTTTTGCCAGGTTT
GGCTTTTGTTCTTTCCTTGGTCTCGTTTCGAAGCGT
CGAAACCATCCAGCAAGACTCGACCGATCTTTCTT
TCAGCAGGCCCGTGTCCGAGTTGTCCGAGTGA

MIAFPSERSCSDTVPASL
PLLPGLAFVLSLVSFRSV
ETIQQDSTDLSFSRPVSE
LSE*

MIAFPSERSCSDTV
PASLPLLPGLAFVLS
LVSFRSVETIQQDST
DLSFSRPVSELSE*

TTGGTGGGGT ACAAAATCAT 0 R 0 0 0 0 0

4363 2398 an AN1086.1 70.m15160 AO070285000086 0 -199 -53 ATGTACGTCTCCGCTTGCTGGCGGACTTGCTCCGAACCG
GACGTCCCCCACCTGGCTCCGATTCTCATGCATTATTTAG
TTGCGGGACATGTGGACGTGCTGCTGGAGGCTAATCGTG
ACAGCTCTACCGTGCTCCAGACTGCTTAA

ATGTACGTCTCCGCTTGCTGGCGGACTTGCTCC
GAACCGGACGTCCCCCACCTGGCTCCGATTCTC
ATGCATTATTTAGTTGCGGGACATGTGGACGTGC
TGCTGGAGGCTAATCGTGACAGCTCTACCGTGC
TCCAGACTGCTTAA

MYVSACWRTCSEPDVPH
LAPILMHYLVAGHVDVLL
EANRDSSTVLQTA*

MYVSACWRTCSEPDVP
HLAPILMHYLVAGHVDV
LLEANRDSSTVLQTA*

TGGTTAATGT GATTTTCATC 0 R 0 0 0 0 0

4364 2398 an AN1086.1 70.m15160 AO070285000086 0 -133 -53 ATGCATTATTTAGTTGCGGGACATGTGGACGTGCTGCTGG
AGGCTAATCGTGACAGCTCTACCGTGCTCCAGACTGCTTA
A

ATGCATTATTTAGTTGCGGGACATGTGGACGTGC
TGCTGGAGGCTAATCGTGACAGCTCTACCGTGC
TCCAGACTGCTTAA

MHYLVAGHVDVLLEANR
DSSTVLQTA*

MHYLVAGHVDVLLEANR
DSSTVLQTA*

TCCGATTCTC GATTTTCATC 0 R 0 0 0 0 0

4366 2398 ao AN1086.1 70.m15160 AO070285000086 0 -238 -140 ATGAGCAAGGATGTATCCAGTGTACAGTACAGTACACATG
TATCCGAACGTGTCGGCGGGCTTCCTGTTCCAAACTTGGG
CATCTCTTTACCTGTTTAA

ATGAGCAAGGATGTATCCAGTGTACAGTAC
AGTACACATGTATCCGAACGTGTCGGCGGG
CTTCCTGTTCCAAACTTGGGCATCTCTTTAC
CTGTTTAA

MSKDVSSVQYSTHVSER
VGGLPVPNLGISLPV*

MSKDVSSVQYSTHV
SERVGGLPVPNLGI
SLPV*

CCACTCTTCC TTCATCGCTC 0 R 0 0 0 0 0

4367 2398 ao AN1086.1 70.m15160 AO070285000086 0 -228 -40 ATGTATCCAGTGTACAGTACAGTACACATGTATCCGAACG
TGTCGGCGGGCTTCCTGTTCCAAACTTGGGCATCTCTTTA
CCTGTTTAATTCATCGCTCTCGGACATGGTCCGACCGATT
GAGTTTCCCCACTTCTGCAATGCTATAAAGTCCAGAGGGG
CATTCGCCCGCAGAGCGGTTGATCGTTAG

ATGTATCCAGTGTACAGTACAGTACACATGT
ATCCGAACGTGTCGGCGGGCTTCCTGTTCC
AAACTTGGGCATCTCTTTACCTGTTTAATTCA
TCGCTCTCGGACATGGTCCGACCGATTGAG
TTTCCCCACTTCTGCAATGCTATAAAGTCCA
GAGGGGCATTCGCCCGCAGAGCGGTTGAT
CGTTAG

MYPVYSTVHMYPNVSAG
FLFQTWASLYLFNSSLSD
MVRPIEFPHFCNAIKSRG
AFARRAVDR*

MYPVYSTVHMYPNV
SAGFLFQTWASLYL
FNSSLSDMVRPIEF
PHFCNAIKSRGAFA
RRAVDR*

ATGAGCAAGG ATCGATACAC 0 R 0 0 0 0 0

4368 2398 ao AN1086.1 70.m15160 AO070285000086 0 -201 -40 ATGTATCCGAACGTGTCGGCGGGCTTCCTGTTCCAAACTT
GGGCATCTCTTTACCTGTTTAATTCATCGCTCTCGGACATG
GTCCGACCGATTGAGTTTCCCCACTTCTGCAATGCTATAA
AGTCCAGAGGGGCATTCGCCCGCAGAGCGGTTGATCGTT
AG

ATGTATCCGAACGTGTCGGCGGGCTTCCTG
TTCCAAACTTGGGCATCTCTTTACCTGTTTAA
TTCATCGCTCTCGGACATGGTCCGACCGAT
TGAGTTTCCCCACTTCTGCAATGCTATAAAG
TCCAGAGGGGCATTCGCCCGCAGAGCGGT
TGATCGTTAG

MYPNVSAGFLFQTWASL
YLFNSSLSDMVRPIEFPH
FCNAIKSRGAFARRAVDR
*

MYPNVSAGFLFQT
WASLYLFNSSLSDM
VRPIEFPHFCNAIKS
RGAFARRAVDR*

TACAGTACAC ATCGATACAC 0 R 0 0 0 0 0

4369 2398 ao AN1086.1 70.m15160 AO070285000086 0 -123 -40 ATGGTCCGACCGATTGAGTTTCCCCACTTCTGCAATGCTA
TAAAGTCCAGAGGGGCATTCGCCCGCAGAGCGGTTGATC
GTTAG

ATGGTCCGACCGATTGAGTTTCCCCACTTCT
GCAATGCTATAAAGTCCAGAGGGGCATTCG
CCCGCAGAGCGGTTGATCGTTAG

MVRPIEFPHFCNAIKSRG
AFARRAVDR*

MVRPIEFPHFCNAIK
SRGAFARRAVDR*

GCTCTCGGAC ATCGATACAC 0 R 0 0 0 0 0

4378 2400 af AN8899.1 57.m05984 AO070294000091 0 -166 -86 ATGCAGGCTGATAAGCATACCAGTTCCACCCAGCGCCGT
CTCAGTGACATGAGGCACTTGAGATACCGGCCTGCAGTAT
AA

ATGCAGGCTGATAAGCATACCAGTTCCACCCAGCG
CCGTCTCAGTGACATGAGGCACTTGAGATACCGG
CCTGCAGTATAA

MQADKHTSSTQRRLSDM
RHLRYRPAV*

MQADKHTSSTQRR
LSDMRHLRYRPAV*

ACGACTGACG AAGAGGGACA 0 E 0 0 0 0 0

4379 2400 af AN8899.1 57.m05984 AO070294000091 0 -118 -86 ATGAGGCACTTGAGATACCGGCCTGCAGTATAA ATGAGGCACTTGAGATACCGGCCTGCAGTATAA MRHLRYRPAV* MRHLRYRPAV* TCTCAGTGAC AAGAGGGACA 0 E 0 0 0 0 0
4371 2400 an AN8899.1 57.m05984 AO070294000091 0 -280 -263 ATGACTCGAGGGCTCTGA ATGACTCGAGGGCTCTGA MTRGL* MTRGL* AAATAGCCTG GCATGGAGTA 0 E 0 0 0 0 0
4372 2400 an AN8899.1 57.m05984 AO070294000091 0 -260 -192 ATGGAGTATAGCAGACCCATGTTCTTCGATATTGTATACGA

CAATTACCCCGTCTATTCTTGTCAATGA
ATGGAGTATAGCAGACCCATGTTCTTCGATATTG
TATACGACAATTACCCCGTCTATTCTTGTCAATGA

MEYSRPMFFDIVYDNYPV
YSCQ*

MEYSRPMFFDIVYDNYP
VYSCQ*

GGCTCTGAGC CCGAGCTAGT 0 E 0 0 0 0 0

4373 2400 an AN8899.1 57.m05984 AO070294000091 0 -242 -192 ATGTTCTTCGATATTGTATACGACAATTACCCCGTCTATTCT
TGTCAATGA

ATGTTCTTCGATATTGTATACGACAATTACCCCGT
CTATTCTTGTCAATGA

MFFDIVYDNYPVYSCQ* MFFDIVYDNYPVYSCQ* TAGCAGACCC CCGAGCTAGT 0 E 0 0 0 0 0

4374 2400 an AN8899.1 57.m05984 AO070294000091 0 -195 -175 ATGACCGAGCTAGTCTACTAA ATGACCGAGCTAGTCTACTAA MTELVY* MTELVY* ATTCTTGTCA AGTAACTCAA 0 E 0 0 0 0 0
4375 2400 an AN8899.1 57.m05984 AO070294000091 0 -155 -120 ATGTATCATTGGATGATTCTATTACCTTACATATGA ATGTATCATTGGATGATTCTATTACCTTACATATG

A
MYHWMILLPYI* MYHWMILLPYI* ACTGAATAGG GTCAGATAAA 0 E 0 0 0 0 0

4376 2400 an AN8899.1 57.m05984 AO070294000091 0 -143 -120 ATGATTCTATTACCTTACATATGA ATGATTCTATTACCTTACATATGA MILLPYI* MILLPYI* GTATCATTGG GTCAGATAAA 0 E 0 0 0 0 0
4377 2400 an AN8899.1 57.m05984 AO070294000091 0 -123 -100 ATGAGTCAGATAAACAGCTCCTAG ATGAGTCAGATAAACAGCTCCTAG MSQINSS* MSQINSS* TACCTTACAT CTATATATAT 0 E 0 0 0 0 0
4380 2401 af AN1331.1 70.m14901 AO070303000094 0 -192 -157 ATGTGTAACGTCATTCTTCCTACGTCCCTGGACTAG ATGTGTAACGTCATTCTTCCTACGTCCCTGGACTAG MCNVILPTSLD* MCNVILPTSLD* GTCTCTATCG CTCTGTCATC 0  0 0 0 0 0

4381 2401 ao AN1331.1 70.m14901 AO070303000094 0 -138 -127 ATGGTCTCTTGA ATGGTCTCTTGA MVS* MVS* CTCGTTGTGG TACTGATATC 0  0 0 0 0 0
4382 2401 ao AN1331.1 70.m14901 AO070303000094 0 -93 -49 ATGCAGTCGCAGTCACTGACCTTCTTTTTCTTCTTAAACCA

TTGA
ATGCAGTCGCAGTCACTGACCTTCTTTTTCT
TCTTAAACCATTGA

MQSQSLTFFFFLNH* MQSQSLTFFFFLNH
*

GTCATCGTCG AATCAAATCC 0  0 0 0 0 0

4384 2402 af AN6266.1 72.m19391 AO070304000022 0 -236 -201 ATGCCAAGATTTCACGCTCGCTTGCCCACACCTTAA ATGCCAAGATTTCACGCTCGCTTGCCCACACCTTA
A

MPRFHARLPTP* MPRFHARLPTP* AGGAAAATTC ACTAATAGAT 0 S FG04403.1 0 0 0 0

4383 2402 an AN6266.1 72.m19391 AO070304000022 0 -189 -91 ATGCTCGCTTGTTTTTTTCCTCCACCGCCTAATTTTTTCAAC
AGACTCCGATCTATATTGCTACTCACGCTCACTGAGAGCC
TTACTTGTTTGTGCTGA

ATGCTCGCTTGTTTTTTTCCTCCACCGCCTAATTT
TTTCAACAGACTCCGATCTATATTGCTACTCACGC
TCACTGAGAGCCTTACTTGTTTGTGCTGA

MLACFFPPPPNFFNRLRS
ILLLTLTESLTCLC*

MLACFFPPPPNFFNRLR
SILLLTLTESLTCLC*

GCCTTTCTGG TTTAATCTCC 0 S FG04403.1 0 0 0 0

4385 2402 ao AN6266.1 72.m19391 AO070304000022 0 -237 -175 ATGCCAAGACTTTTTTTTCCCTTTCGCTTGTCCACCACAGC
GGATTTTTTTTCTGCAAACTGA

ATGCCAAGACTTTTTTTTCCCTTTCGCTTGTC
CACCACAGCGGATTTTTTTTCTGCAAACTGA

MPRLFFPFRLSTTADFFS
AN*

MPRLFFPFRLSTTA
DFFSAN*

AGGAAAATTC CCGCCAGGCG 0 S FG04403.1 0 0 0 0

4389 2404 af AN8982.1 57.m05505 AO070316000169 0 -162 -64 ATGATCCGACTCTCTGATTTGAATAGATATGGCATGATAGT
GTGCCCCATTTCTGTCATTGAAATACAGCTTCACTCCCAAT
CGCAGTCTCGCAGATGA

ATGATCCGACTCTCTGATTTGAATAGATATGGCATG
ATAGTGTGCCCCATTTCTGTCATTGAAATACAGCTT
CACTCCCAATCGCAGTCTCGCAGATGA

MIRLSDLNRYGMIVCPISV
IEIQLHSQSQSRR*

MIRLSDLNRYGMIVC
PISVIEIQLHSQSQS
RR*

ACAGCTCGGA GTATCTGGTT 0 R 0 0 0 0 0

4390 2404 af AN8982.1 57.m05505 AO070316000169 0 -129 -64 ATGATAGTGTGCCCCATTTCTGTCATTGAAATACAGCTTCA
CTCCCAATCGCAGTCTCGCAGATGA

ATGATAGTGTGCCCCATTTCTGTCATTGAAATACAG
CTTCACTCCCAATCGCAGTCTCGCAGATGA

MIVCPISVIEIQLHSQSQS
RR*

MIVCPISVIEIQLHSQ
SQSRR*

TAGATATGGC GTATCTGGTT 0 R 0 0 0 0 0

4391 2404 af AN8982.1 57.m05505 AO070316000169 0 -67 -23 ATGAGTATCTGGTTCACATCCGTCCAATCCGCGTTGCCAG
CGTAA

ATGAGTATCTGGTTCACATCCGTCCAATCCGCGTT
GCCAGCGTAA

MSIWFTSVQSALPA* MSIWFTSVQSALPA* AGTCTCGCAG AACACTGCCT 0 R 0 0 0 0 0

4386 2404 an AN8982.1 57.m05505 AO070316000169 0 -225 -67 ATGCATGGCATCCGCGACATACCTCCAACATTGTCGCTTG
GGGATACTGTGAGCTGCCCTGATAAGCCCTATCAAGTCTC
GGCAGGACCTTCCTTTGGCCCACAGTGCCAGCCGATAGG
CGCCCGCACAGATGGGCAGTGGACCTCTGCAAAGCGCTG
A

ATGCATGGCATCCGCGACATACCTCCAACATTGT
CGCTTGGGGATACTGTGAGCTGCCCTGATAAGC
CCTATCAAGTCTCGGCAGGACCTTCCTTTGGCCC
ACAGTGCCAGCCGATAGGCGCCCGCACAGATG
GGCAGTGGACCTCTGCAAAGCGCTGA

MHGIRDIPPTLSLGDTVS
CPDKPYQVSAGPSFGPQ
CQPIGARTDGQWTSAKR
*

MHGIRDIPPTLSLGDTVS
CPDKPYQVSAGPSFGP
QCQPIGARTDGQWTSA
KR*

TCCGGTTTGG GGGTTAAATA 0 R 0 0 0 0 0

4387 2404 an AN8982.1 57.m05505 AO070316000169 0 -221 -174 ATGGCATCCGCGACATACCTCCAACATTGTCGCTTGGGGA
TACTGTGA

ATGGCATCCGCGACATACCTCCAACATTGTCGCT
TGGGGATACTGTGA

MASATYLQHCRLGIL* MASATYLQHCRLGIL* GTTTGGATGC GCTGCCCTGA 0 R 0 0 0 0 0

4388 2404 an AN8982.1 57.m05505 AO070316000169 0 -95 -60 ATGGGCAGTGGACCTCTGCAAAGCGCTGAGGGTTAA ATGGGCAGTGGACCTCTGCAAAGCGCTGAGGGT
TAA

MGSGPLQSAEG* MGSGPLQSAEG* GCCCGCACAG ATACCACCTC 0 R 0 0 0 0 0

4392 2404 ao AN8982.1 57.m05505 AO070316000169 0 -265 -98 ATGCATCATGCTTCTTGTTTTCCCTTCCATATATTCCATGTC
GGAGGTGATAAGGCCACCTTGCCGGTTTTTGCTCCAGGA
AATGGTCAAGGCTTTACCTGTTGCAGTTTTCGGGATAACC
AGCTAGCGTCTCTGCTTATTGATGGCATGACCTATTCACAT
ATATAA

ATGCATCATGCTTCTTGTTTTCCCTTCCATAT
ATTCCATGTCGGAGGTGATAAGGCCACCTT
GCCGGTTTTTGCTCCAGGAAATGGTCAAGG
CTTTACCTGTTGCAGTTTTCGGGATAACCAG
CTAGCGTCTCTGCTTATTGATGGCATGACCT
ATTCACATATATAA

MHHASCFPFHIFHVGGD
KATLPVFAPGNGQGFTC
CSFRDNQLASLLIDGMTY
SHI*

MHHASCFPFHIFHV
GGDKATLPVFAPGN
GQGFTCCSFRDNQ
LASLLIDGMTYSHI*

TCATTCATCC AAACGCGGGA 0 R 0 0 0 0 0

4393 2404 ao AN8982.1 57.m05505 AO070316000169 0 -258 -139 ATGCTTCTTGTTTTCCCTTCCATATATTCCATGTCGGAGGT
GATAAGGCCACCTTGCCGGTTTTTGCTCCAGGAAATGGTC
AAGGCTTTACCTGTTGCAGTTTTCGGGATAACCAGCTAG

ATGCTTCTTGTTTTCCCTTCCATATATTCCAT
GTCGGAGGTGATAAGGCCACCTTGCCGGTT
TTTGCTCCAGGAAATGGTCAAGGCTTTACCT
GTTGCAGTTTTCGGGATAACCAGCTAG

MLLVFPSIYSMSEVIRPPC
RFLLQEMVKALPVAVFGI
TS*

MLLVFPSIYSMSEVI
RPPCRFLLQEMVKA
LPVAVFGITS*

TCCATGCATC CGTCTCTGCT 0 R 0 0 0 0 0

4394 2404 ao AN8982.1 57.m05505 AO070316000169 0 -228 -139 ATGTCGGAGGTGATAAGGCCACCTTGCCGGTTTTTGCTCC
AGGAAATGGTCAAGGCTTTACCTGTTGCAGTTTTCGGGAT
AACCAGCTAG

ATGTCGGAGGTGATAAGGCCACCTTGCCGG
TTTTTGCTCCAGGAAATGGTCAAGGCTTTAC
CTGTTGCAGTTTTCGGGATAACCAGCTAG

MSEVIRPPCRFLLQEMVK
ALPVAVFGITS*

MSEVIRPPCRFLLQ
EMVKALPVAVFGITS
*

CATATATTCC CGTCTCTGCT 0 R 0 0 0 0 0

4395 2404 ao AN8982.1 57.m05505 AO070316000169 0 -183 -139 ATGGTCAAGGCTTTACCTGTTGCAGTTTTCGGGATAACCA
GCTAG

ATGGTCAAGGCTTTACCTGTTGCAGTTTTCG
GGATAACCAGCTAG

MVKALPVAVFGITS* MVKALPVAVFGITS* GCTCCAGGAA CGTCTCTGCT 0 R 0 0 0 0 0

4396 2404 ao AN8982.1 57.m05505 AO070316000169 0 -118 -98 ATGACCTATTCACATATATAA ATGACCTATTCACATATATAA MTYSHI* MTYSHI* TATTGATGGC AAACGCGGGA 0 R 0 0 0 0 0
4400 2406 af AN8430.1 71.m15302 AO070317000096 0 -253 -239 ATGGGACAGTCATAG ATGGGACAGTCATAG MGQS* MGQS* TGGCCGTGGC ATCGCATGTC 0 R 0 0 0 0 0
4401 2406 af AN8430.1 71.m15302 AO070317000096 0 -233 -201 ATGTCTTTCCAAAACCGGGTGCTTGCTAATTAA ATGTCTTTCCAAAACCGGGTGCTTGCTAATTAA MSFQNRVLAN* MSFQNRVLAN* CATAGATCGC GCTACTCTTT 0 R 0 0 0 0 0
4402 2406 af AN8430.1 71.m15302 AO070317000096 0 -187 -170 ATGCAAAAACTAATGTAG ATGCAAAAACTAATGTAG MQKLM* MQKLM* ACTCTTTTAG AATCCATTTA 0 R 0 0 0 0 0
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4397 2406 an AN8430.1 71.m15302 AO070317000096 0 -214 -53 ATGTGGATGAATTTTACGCCGTTTGTTCGGATGGGGACCT
TGGGGGTGGTATTTGTGGTATTTTGTGGTATCGATAAGTA
CAGTTTATCAGCGCATTGTAACTCAAACGGATATAAGAAAC
CCACGTTCGTCCGTTGCCACTGGGAAGTGTTAAGTCGTTG
A

ATGTGGATGAATTTTACGCCGTTTGTTCGGATGG
GGACCTTGGGGGTGGTATTTGTGGTATTTTGTGG
TATCGATAAGTACAGTTTATCAGCGCATTGTAACT
CAAACGGATATAAGAAACCCACGTTCGTCCGTTG
CCACTGGGAAGTGTTAAGTCGTTGA

MWMNFTPFVRMGTLGV
VFVVFCGIDKYSLSAHCN
SNGYKKPTFVRCHWEVL
SR*

MWMNFTPFVRMGTLGV
VFVVFCGIDKYSLSAHC
NSNGYKKPTFVRCHWE
VLSR*

GTCTAACCTA AACTCTTTCC 0 R 0 0 0 0 0

4398 2406 an AN8430.1 71.m15302 AO070317000096 0 -208 -53 ATGAATTTTACGCCGTTTGTTCGGATGGGGACCTTGGGGG
TGGTATTTGTGGTATTTTGTGGTATCGATAAGTACAGTTTA
TCAGCGCATTGTAACTCAAACGGATATAAGAAACCCACGT
TCGTCCGTTGCCACTGGGAAGTGTTAAGTCGTTGA

ATGAATTTTACGCCGTTTGTTCGGATGGGGACCT
TGGGGGTGGTATTTGTGGTATTTTGTGGTATCGA
TAAGTACAGTTTATCAGCGCATTGTAACTCAAAC
GGATATAAGAAACCCACGTTCGTCCGTTGCCACT
GGGAAGTGTTAAGTCGTTGA

MNFTPFVRMGTLGVVFV
VFCGIDKYSLSAHCNSNG
YKKPTFVRCHWEVLSR*

MNFTPFVRMGTLGVVF
VVFCGIDKYSLSAHCNS
NGYKKPTFVRCHWEVL
SR*

CCTAATGTGG AACTCTTTCC 0 R 0 0 0 0 0

4399 2406 an AN8430.1 71.m15302 AO070317000096 0 -184 -53 ATGGGGACCTTGGGGGTGGTATTTGTGGTATTTTGTGGTA
TCGATAAGTACAGTTTATCAGCGCATTGTAACTCAAACGGA
TATAAGAAACCCACGTTCGTCCGTTGCCACTGGGAAGTGT
TAAGTCGTTGA

ATGGGGACCTTGGGGGTGGTATTTGTGGTATTTT
GTGGTATCGATAAGTACAGTTTATCAGCGCATTG
TAACTCAAACGGATATAAGAAACCCACGTTCGTC
CGTTGCCACTGGGAAGTGTTAAGTCGTTGA

MGTLGVVFVVFCGIDKYS
LSAHCNSNGYKKPTFVR
CHWEVLSR*

MGTLGVVFVVFCGIDKY
SLSAHCNSNGYKKPTFV
RCHWEVLSR*

GTTTGTTCGG AACTCTTTCC 0 R 0 0 0 0 0

4403 2406 ao AN8430.1 71.m15302 AO070317000096 0 -192 -166 ATGTGGAACCGTCGGAGACAGGTCTAA ATGTGGAACCGTCGGAGACAGGTCTAA MWNRRRQV* MWNRRRQV* ATCCAGTAAG CCTGTATTGG 0 R 0 0 0 0 0
4410 2407 af AN6923.1 59.m08483 AO070318000108 0 -299 -222 ATGAATCAGACGACTCTGGGGACTGTGGTATGCACTAAAC

CGTCCATCAGAAACAGAAACAACGGGCCATGCCGCTAA
ATGAATCAGACGACTCTGGGGACTGTGGTATGCAC
TAAACCGTCCATCAGAAACAGAAACAACGGGCCAT
GCCGCTAA

MNQTTLGTVVCTKPSIRN
RNNGPCR*

MNQTTLGTVVCTKP
SIRNRNNGPCR*

CCCCAGGTTA ATGGCCCGTT 0 R 0 0 NCU08152.1 0 0

4411 2407 af AN6923.1 59.m08483 AO070318000108 0 -231 -133 ATGCCGCTAAATGGCCCGTTTGTTTCTCTCGGGTTATCTTC
TGGAGCTGTGTCCGGTTTGGTGGTTGTCGTTTGCGAGAG
CAGAGCACAGAGTATTTAA

ATGCCGCTAAATGGCCCGTTTGTTTCTCTCGGGTT
ATCTTCTGGAGCTGTGTCCGGTTTGGTGGTTGTCG
TTTGCGAGAGCAGAGCACAGAGTATTTAA

MPLNGPFVSLGLSSGAV
SGLVVVVCESRAQSI*

MPLNGPFVSLGLSS
GAVSGLVVVVCESR
AQSI*

ACAACGGGCC CCACTGTGGG 0 R 0 0 NCU08152.1 0 0

4404 2407 an AN6923.1 59.m08483 AO070318000108 0 -240 -199 ATGTTACGTTGCACTGCGGCCTGTTTTGGGAGCGAAACTT
AA

ATGTTACGTTGCACTGCGGCCTGTTTTGGGAGC
GAAACTTAA

MLRCTAACFGSET* MLRCTAACFGSET* ACACGGCTGG CATCGCTGGT 0 R 0 0 NCU08152.1 0 0

4405 2407 an AN6923.1 59.m08483 AO070318000108 0 -188 -126 ATGGGGGAGGTTGCCCTGCTATGTGGTTCGGGTGCGCAG
CATGGCCTGGTCTTCCCCAGCTGA

ATGGGGGAGGTTGCCCTGCTATGTGGTTCGGGT
GCGCAGCATGGCCTGGTCTTCCCCAGCTGA

MGEVALLCGSGAQHGLV
FPS*

MGEVALLCGSGAQHGL
VFPS*

CATCGCTGGT GCTCGACAAG 0 R 0 0 NCU08152.1 0 0

4406 2407 an AN6923.1 59.m08483 AO070318000108 0 -168 -82 ATGTGGTTCGGGTGCGCAGCATGGCCTGGTCTTCCCCAG
CTGAGCTCGACAAGGGTGCATGTACGGGGAAATATAAAG
CTCCATTAA

ATGTGGTTCGGGTGCGCAGCATGGCCTGGTCTT
CCCCAGCTGAGCTCGACAAGGGTGCATGTACGG
GGAAATATAAAGCTCCATTAA

MWFGCAAWPGLPQLSS
TRVHVRGNIKLH*

MWFGCAAWPGLPQLS
STRVHVRGNIKLH*

TTGCCCTGCT CCGCCTCCTT 0 R 0 0 NCU08152.1 0 0

4407 2407 an AN6923.1 59.m08483 AO070318000108 0 -148 -32 ATGGCCTGGTCTTCCCCAGCTGAGCTCGACAAGGGTGCA
TGTACGGGGAAATATAAAGCTCCATTAACCGCCTCCTTGG
TGTTTCTCTTCTTCCTGATGCTTTTCTTCATTGATTAG

ATGGCCTGGTCTTCCCCAGCTGAGCTCGACAAG
GGTGCATGTACGGGGAAATATAAAGCTCCATTAA
CCGCCTCCTTGGTGTTTCTCTTCTTCCTGATGCTT
TTCTTCATTGATTAG

MAWSSPAELDKGACTGK
YKAPLTASLVFLFFLMLFF
ID*

MAWSSPAELDKGACTG
KYKAPLTASLVFLFFLML
FFID*

GGTGCGCAGC TGTGCTGTTG 0 R 0 0 NCU08152.1 0 0

4408 2407 an AN6923.1 59.m08483 AO070318000108 0 -110 -93 ATGTACGGGGAAATATAA ATGTACGGGGAAATATAA MYGEI* MYGEI* ACAAGGGTGC AGCTCCATTA 0 R 0 0 NCU08152.1 0 0

4414 2408 af AN2342.1 71.m15578 AO070319000156 0 -179 -90 ATGTTGAAAGTTTCAGGACAAGCTCAGAAAAGACCCACTC
GTACTCGTTCAAAAATTTCCCGAAAGGGTAATTTGATCCAC
CATCTATAG

ATGTTGAAAGTTTCAGGACAAGCTCAGAAAAGACC
CACTCGTACTCGTTCAAAAATTTCCCGAAAGGGTAA
TTTGATCCACCATCTATAG

MLKVSGQAQKRPTRTRS
KISRKGNLIHHL*

MLKVSGQAQKRPT
RTRSKISRKGNLIHH
L*

TTTGGGTCCC AGACAGCAAT 0  0 0 0 0 0

4415 2408 af AN2342.1 71.m15578 AO070319000156 0 -81 -49 ATGCAGTATATGAGGCCACCATGGTCGTCGTAG ATGCAGTATATGAGGCCACCATGGTCGTCGTAG MQYMRPPWSS* MQYMRPPWSS* AGAGACAGCA CTCTTTTCTT 0  0 0 0 0 0
4416 2408 af AN2342.1 71.m15578 AO070319000156 0 -72 -49 ATGAGGCCACCATGGTCGTCGTAG ATGAGGCCACCATGGTCGTCGTAG MRPPWSS* MRPPWSS* AATGCAGTAT CTCTTTTCTT 0  0 0 0 0 0
4413 2408 an AN2342.1 71.m15578 AO070319000156 0 -217 -203 ATGCATCTCCACTAA ATGCATCTCCACTAA MHLH* MHLH* TAAAAATAAC AATCTCGAAG 0  0 0 0 0 0
4417 2408 ao AN2342.1 71.m15578 AO070319000156 0 -279 -259 ATGAGAATCAACAGGAACTAA ATGAGAATCAACAGGAACTAA MRINRN* MRINRN* CAGAGTAACA ACCTAAGCAT 0  0 0 0 0 0
4418 2408 ao AN2342.1 71.m15578 AO070319000156 0 -123 -25 ATGGGTAGATCCGATATAAATCAGGGATGGGGGTACTGCT

TCTCGTGGAATAAACATTTCCTTTTCATTAATGTCTCTGAGT
ACAGTTCAGTAAATTAG

ATGGGTAGATCCGATATAAATCAGGGATGG
GGGTACTGCTTCTCGTGGAATAAACATTTCC
TTTTCATTAATGTCTCTGAGTACAGTTCAGTA
AATTAG

MGRSDINQGWGYCFSW
NKHFLFINVSEYSSVN*

MGRSDINQGWGYC
FSWNKHFLFINVSE
YSSVN*

TCTAATACGT CACATTGACC 0  0 0 0 0 0

4419 2408 ao AN2342.1 71.m15578 AO070319000156 0 -97 -71 ATGGGGGTACTGCTTCTCGTGGAATAA ATGGGGGTACTGCTTCTCGTGGAATAA MGVLLLVE* MGVLLLVE* TAAATCAGGG ACATTTCCTT 0  0 0 0 0 0
4423 2409 af AN2343.1 71.m15577 AO070319000157 0 -264 -31 ATGCATGTGCATTCTAATTGGCCACTCATGACGGAATTCA

GTGGACATTTTTCAGATCAACCGATTTTTAATCTATTCTCCT
TTGATGCATACTGGGAATCTCCACAGGTAGAAGTTTGTAG
AAATATGACGGTGCCTGTGCGTGCTGGGGAACATAAATAC
CCTCTTCCCTACTCCATACAGACAGAGGAGAAATCAATCA
CCATCGATCAAGTCATCAACATCTCCAGATAA

ATGCATGTGCATTCTAATTGGCCACTCATGACGGA
ATTCAGTGGACATTTTTCAGATCAACCGATTTTTAAT
CTATTCTCCTTTGATGCATACTGGGAATCTCCACAG
GTAGAAGTTTGTAGAAATATGACGGTGCCTGTGCG
TGCTGGGGAACATAAATACCCTCTTCCCTACTCCAT
ACAGACAGAGGAGAAATCAATCACCATCGATCAAG
TCATCAACATCTCCAGATAA

MHVHSNWPLMTEFSGH
FSDQPIFNLFSFDAYWES
PQVEVCRNMTVPVRAGE
HKYPLPYSIQTEEKSITID
QVINISR*

MHVHSNWPLMTEF
SGHFSDQPIFNLFS
FDAYWESPQVEVC
RNMTVPVRAGEHK
YPLPYSIQTEEKSITI
DQVINISR*

AGTCAAAACT TTCAGATTCA 0 R FG01866.1 0 0 0 0

4424 2409 af AN2343.1 71.m15577 AO070319000157 0 -260 -234 ATGTGCATTCTAATTGGCCACTCATGA ATGTGCATTCTAATTGGCCACTCATGA MCILIGHS* MCILIGHS* AAAACTATGC CGGAATTCAG 0 R FG01866.1 0 0 0 0
4425 2409 af AN2343.1 71.m15577 AO070319000157 0 -237 -31 ATGACGGAATTCAGTGGACATTTTTCAGATCAACCGATTTT

TAATCTATTCTCCTTTGATGCATACTGGGAATCTCCACAGG
TAGAAGTTTGTAGAAATATGACGGTGCCTGTGCGTGCTGG
GGAACATAAATACCCTCTTCCCTACTCCATACAGACAGAG
GAGAAATCAATCACCATCGATCAAGTCATCAACATCTCCA
GATAA

ATGACGGAATTCAGTGGACATTTTTCAGATCAACC
GATTTTTAATCTATTCTCCTTTGATGCATACTGGGA
ATCTCCACAGGTAGAAGTTTGTAGAAATATGACGG
TGCCTGTGCGTGCTGGGGAACATAAATACCCTCTT
CCCTACTCCATACAGACAGAGGAGAAATCAATCAC
CATCGATCAAGTCATCAACATCTCCAGATAA

MTEFSGHFSDQPIFNLFS
FDAYWESPQVEVCRNMT
VPVRAGEHKYPLPYSIQT
EEKSITIDQVINISR*

MTEFSGHFSDQPIF
NLFSFDAYWESPQV
EVCRNMTVPVRAG
EHKYPLPYSIQTEEK
SITIDQVINISR*

TTGGCCACTC TTCAGATTCA 0 R FG01866.1 0 0 0 0

4426 2409 af AN2343.1 71.m15577 AO070319000157 0 -179 -153 ATGCATACTGGGAATCTCCACAGGTAG ATGCATACTGGGAATCTCCACAGGTAG MHTGNLHR* MHTGNLHR* TTCTCCTTTG AAGTTTGTAG 0 R FG01866.1 0 0 0 0
4427 2409 af AN2343.1 71.m15577 AO070319000157 0 -138 -31 ATGACGGTGCCTGTGCGTGCTGGGGAACATAAATACCCT

CTTCCCTACTCCATACAGACAGAGGAGAAATCAATCACCA
TCGATCAAGTCATCAACATCTCCAGATAA

ATGACGGTGCCTGTGCGTGCTGGGGAACATAAATA
CCCTCTTCCCTACTCCATACAGACAGAGGAGAAAT
CAATCACCATCGATCAAGTCATCAACATCTCCAGAT
AA

MTVPVRAGEHKYPLPYSI
QTEEKSITIDQVINISR*

MTVPVRAGEHKYPL
PYSIQTEEKSITIDQV
INISR*

TTGTAGAAAT TTCAGATTCA 0 R FG01866.1 0 0 0 0

4421 2409 an AN2343.1 71.m15577 AO070319000157 0 -224 -174 ATGATTGCGCGATGGCGTCCCGCCGAATTTCTAATCATCG
CGTCTCGCTGA

ATGATTGCGCGATGGCGTCCCGCCGAATTTCTAA
TCATCGCGTCTCGCTGA

MIARWRPAEFLIIASR* MIARWRPAEFLIIASR* AAGCCCAGTT CAAACCCCTC 0 R FG01866.1 0 0 0 0

4422 2409 an AN2343.1 71.m15577 AO070319000157 0 -213 -115 ATGGCGTCCCGCCGAATTTCTAATCATCGCGTCTCGCTGA
CAAACCCCTCGAGAGGGCCCCGTCGCCCGCCTCTCATTG
GCTGGCTTGGGCGGAATTAA

ATGGCGTCCCGCCGAATTTCTAATCATCGCGTCT
CGCTGACAAACCCCTCGAGAGGGCCCCGTCGC
CCGCCTCTCATTGGCTGGCTTGGGCGGAATTAA

MASRRISNHRVSLTNPSR
GPRRPPLIGWLGRN*

MASRRISNHRVSLTNPS
RGPRRPPLIGWLGRN*

TGATTGCGCG CAATCGCACA 0 R FG01866.1 0 0 0 0

4428 2409 ao AN2343.1 71.m15577 AO070319000157 0 -234 -211 ATGGATCTCAATGCGATAATGTGA ATGGATCTCAATGCGATAATGTGA MDLNAIM* MDLNAIM* GCCGATTCAA TTGGCGATTG 0 R FG01866.1 0 0 0 0
4429 2409 ao AN2343.1 71.m15577 AO070319000157 0 -175 -155 ATGAAATTTTTATGGAAATGA ATGAAATTTTTATGGAAATGA MKFLWK* MKFLWK* AGAAATACTT AACTAAATCG 0 R FG01866.1 0 0 0 0
4430 2409 ao AN2343.1 71.m15577 AO070319000157 0 -164 -72 ATGGAAATGAAACTAAATCGCGGGGCACCAAACATTCTGC

GATGGCGAGATTGCATATATAAGATCTCAATTTCCTGTTCA
ATAGACTCTTAG

ATGGAAATGAAACTAAATCGCGGGGCACCA
AACATTCTGCGATGGCGAGATTGCATATATA
AGATCTCAATTTCCTGTTCAATAGACTCTTAG

MEMKLNRGAPNILRWRD
CIYKISISCSIDS*

MEMKLNRGAPNILR
WRDCIYKISISCSIDS
*

TGAAATTTTT ATCTCATCAG 0 R FG01866.1 0 0 0 0

4431 2409 ao AN2343.1 71.m15577 AO070319000157 0 -158 -72 ATGAAACTAAATCGCGGGGCACCAAACATTCTGCGATGGC
GAGATTGCATATATAAGATCTCAATTTCCTGTTCAATAGAC
TCTTAG

ATGAAACTAAATCGCGGGGCACCAAACATT
CTGCGATGGCGAGATTGCATATATAAGATCT
CAATTTCCTGTTCAATAGACTCTTAG

MKLNRGAPNILRWRDCIY
KISISCSIDS*

MKLNRGAPNILRWR
DCIYKISISCSIDS*

TTTTATGGAA ATCTCATCAG 0 R FG01866.1 0 0 0 0

4432 2409 ao AN2343.1 71.m15577 AO070319000157 0 -123 -103 ATGGCGAGATTGCATATATAA ATGGCGAGATTGCATATATAA MARLHI* MARLHI* ACATTCTGCG GATCTCAATT 0 R FG01866.1 0 0 0 0
4434 2410 af AN0879.1 70.m15805 AO070320000039 0 -195 -172 ATGCGGGATAACTATCTTAGGTAG ATGCGGGATAACTATCTTAGGTAG MRDNYLR* MRDNYLR* TTTGGTAAGG TTTAGCCCTA 0 S 0 0 0 0 0
4435 2410 af AN0879.1 70.m15805 AO070320000039 0 -162 -100 ATGGACTGCTTAGTCATTAAGTCACCGCCGTCCGTCGGAA

CCGCAAAAGTATCCATAGGATGA
ATGGACTGCTTAGTCATTAAGTCACCGCCGTCCGT
CGGAACCGCAAAAGTATCCATAGGATGA

MDCLVIKSPPSVGTAKVSI
G*

MDCLVIKSPPSVGT
AKVSIG*

GTTTAGCCCT CTCGCCATCA 0 S 0 0 0 0 0

4436 2410 af AN0879.1 70.m15805 AO070320000039 0 -103 -20 ATGACTCGCCATCACCACAACTCTATAGTCAAGCACAACT
CTTTCCCTTTGTCTGCACTTCCATCAGAGAGCTTTCACACT
TGA

ATGACTCGCCATCACCACAACTCTATAGTCAAGCA
CAACTCTTTCCCTTTGTCTGCACTTCCATCAGAGAG
CTTTCACACTTGA

MTRHHHNSIVKHNSFPLS
ALPSESFHT*

MTRHHHNSIVKHNS
FPLSALPSESFHT*

TATCCATAGG CTTATAATAA 0 S 0 0 0 0 0

4433 2410 an AN0879.1 70.m15805 AO070320000039 0 -218 -171 ATGCCAAGCAATACTACGAAGACAGCATACTCTTATACATC
AGCTTAG

ATGCCAAGCAATACTACGAAGACAGCATACTCTT
ATACATCAGCTTAG

MPSNTTKTAYSYTSA* MPSNTTKTAYSYTSA* TCCCGATCAC TCATACACCC 0 S 0 0 0 0 0

4437 2410 ao AN0879.1 70.m15805 AO070320000039 0 -238 -167 ATGATGTCCAAACAAGATAAGTTCACAAATCTATACAGCAA
CAAAAAGACCAGGGCAATGTCAATCATGTGA

ATGATGTCCAAACAAGATAAGTTCACAAATC
TATACAGCAACAAAAAGACCAGGGCAATGT
CAATCATGTGA

MMSKQDKFTNLYSNKKT
RAMSIM*

MMSKQDKFTNLYS
NKKTRAMSIM*

GAAATCACAT ACATGCATAA 0 S 0 0 0 0 0

4438 2410 ao AN0879.1 70.m15805 AO070320000039 0 -235 -167 ATGTCCAAACAAGATAAGTTCACAAATCTATACAGCAACAA
AAAGACCAGGGCAATGTCAATCATGTGA

ATGTCCAAACAAGATAAGTTCACAAATCTAT
ACAGCAACAAAAAGACCAGGGCAATGTCAA
TCATGTGA

MSKQDKFTNLYSNKKTR
AMSIM*

MSKQDKFTNLYSNK
KTRAMSIM*

ATCACATATG ACATGCATAA 0 S 0 0 0 0 0

4439 2410 ao AN0879.1 70.m15805 AO070320000039 0 -181 -167 ATGTCAATCATGTGA ATGTCAATCATGTGA MSIM* MSIM* GACCAGGGCA ACATGCATAA 0 S 0 0 0 0 0
4440 2410 ao AN0879.1 70.m15805 AO070320000039 0 -164 -132 ATGCATAAAGTTTACATAAGTGAAATGTTTTAG ATGCATAAAGTTTACATAAGTGAAATGTTTTA

G
MHKVYISEMF* MHKVYISEMF* TCATGTGAAC TCAGTCTCCA 0 S 0 0 0 0 0

4441 2412 af AN8012.1 53.m03860 AO070322000060 0 -237 -160 ATGCACAGAGGAGTGATCATCATCATACTCGACCAAACAA
TTTCCCGATTGAGCTGGAGAGCAAACATAGCAAAATAA

ATGCACAGAGGAGTGATCATCATCATACTCGACCA
AACAATTTCCCGATTGAGCTGGAGAGCAAACATAG
CAAAATAA

MHRGVIIIILDQTISRLSWR
ANIAK*

MHRGVIIIILDQTISRL
SWRANIAK*

GAATGTGACA TGCAAACAAT 0 H 0 MG08649.1 0 0 0

4442 2412 af AN8012.1 53.m03860 AO070322000060 0 -160 -113 ATGCAAACAATGCAAATTTCCATCTCCGAGGGGTTTCCGT
TATCGTAG

ATGCAAACAATGCAAATTTCCATCTCCGAGGGGTTT
CCGTTATCGTAG

MQTMQISISEGFPLS* MQTMQISISEGFPLS
*

TAGCAAAATA ATGTTCTCGG 0 H 0 MG08649.1 0 0 0

4443 2412 af AN8012.1 53.m03860 AO070322000060 0 -151 -113 ATGCAAATTTCCATCTCCGAGGGGTTTCCGTTATCGTAG ATGCAAATTTCCATCTCCGAGGGGTTTCCGTTATC
GTAG

MQISISEGFPLS* MQISISEGFPLS* AATGCAAACA ATGTTCTCGG 0 H 0 MG08649.1 0 0 0

4444 2412 af AN8012.1 53.m03860 AO070322000060 0 -112 -80 ATGTTCTCGGCCCCTCGTCGTTCTTGGTATTGA ATGTTCTCGGCCCCTCGTCGTTCTTGGTATTGA MFSAPRRSWY* MFSAPRRSWY* GTTATCGTAG TCTTGTAGCA 0 H 0 MG08649.1 0 0 0
4445 2412 ao AN8012.1 53.m03860 AO070322000060 0 -209 -126 ATGTTGAACCCGAGTACACAGTACGGGAAAGGCGGAACT

TCTGATTGGTCAATGGACGGGCAAACAGGGCAAACAAAG
CGCTGA

ATGTTGAACCCGAGTACACAGTACGGGAAA
GGCGGAACTTCTGATTGGTCAATGGACGGG
CAAACAGGGCAAACAAAGCGCTGA

MLNPSTQYGKGGTSDW
SMDGQTGQTKR*

MLNPSTQYGKGGT
SDWSMDGQTGQTK
R*

CAACCTTAGA GGGGCTTTAC 0 H 0 MG08649.1 0 0 0

4446 2412 ao AN8012.1 53.m03860 AO070322000060 0 -158 -126 ATGGACGGGCAAACAGGGCAAACAAAGCGCTGA ATGGACGGGCAAACAGGGCAAACAAAGCG
CTGA

MDGQTGQTKR* MDGQTGQTKR* TGATTGGTCA GGGGCTTTAC 0 H 0 MG08649.1 0 0 0

4449 2416 af AN9076.1 66.m04773 AO070332000205 0 -172 -113 ATGTTCGACGATCGATACTTCCATCTACACCTGCGTTACTT
TTGCCTACTTCCATCCTGA

ATGTTCGACGATCGATACTTCCATCTACACCTGCGT
TACTTTTGCCTACTTCCATCCTGA

MFDDRYFHLHLRYFCLLP
S*

MFDDRYFHLHLRYF
CLLPS*

TTCCTATTAA GTGATTTGTG 0 0 0 0 0 0

4447 2416 an AN9076.1 66.m04773 AO070332000205 0 -201 -130 ATGTTGTTAATAGTTCTGTCCTTCTCCACTCGACTCAAGAT
ACATATAGCTGACATGCTCGTCTTCTTCTGA

ATGTTGTTAATAGTTCTGTCCTTCTCCACTCGACT
CAAGATACATATAGCTGACATGCTCGTCTTCTTCT
GA

MLLIVLSFSTRLKIHIADML
VFF*

MLLIVLSFSTRLKIHIADM
LVFF*

CTGCTCCCAA TCTACATTTC 0 0 0 0 0 0
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4448 2416 an AN9076.1 66.m04773 AO070332000205 0 -147 -130 ATGCTCGTCTTCTTCTGA ATGCTCGTCTTCTTCTGA MLVFF* MLVFF* TATAGCTGAC TCTACATTTC 0 0 0 0 0 0
4450 2417 af AN5375.1 69.m15528 AO070333000155 0 -176 -153 ATGACAACCAGTCAATGCAGATAG ATGACAACCAGTCAATGCAGATAG MTTSQCR* MTTSQCR* CTCCCGTCGC CTCTCCTGAT 0  0 0 0 0 0
4451 2417 af AN5375.1 69.m15528 AO070333000155 0 -162 -121 ATGCAGATAGCTCTCCTGATTTACTCCTTTCTTCTAGCCTG

A
ATGCAGATAGCTCTCCTGATTTACTCCTTTCTTCTA
GCCTGA

MQIALLIYSFLLA* MQIALLIYSFLLA* CAACCAGTCA TATTCAACGG 0  0 0 0 0 0

4452 2417 ao AN5375.1 69.m15528 AO070333000155 0 -219 -37 ATGCACGTGACATGTTATCGGCATTGTTTGCGGGAACCGC
CGACAGCTCCATCAGTCCTCAATCAACAAACCTCACTCGC
GCAATATAGAGCAGCACATTCACGCTCACGACACCTCTAC
ACGAATCCAACACCAATCAATTGCACTCACCACCCCTCTA
CAAACCCCTCACCAATGCTCTAA

ATGCACGTGACATGTTATCGGCATTGTTTGC
GGGAACCGCCGACAGCTCCATCAGTCCTCA
ATCAACAAACCTCACTCGCGCAATATAGAGC
AGCACATTCACGCTCACGACACCTCTACAC
GAATCCAACACCAATCAATTGCACTCACCAC
CCCTCTACAAACCCCTCACCAATGCTCTAA

MHVTCYRHCLREPPTAP
SVLNQQTSLAQYRAAHS
RSRHLYTNPTPINCTHHP
STNPSPML*

MHVTCYRHCLREPP
TAPSVLNQQTSLAQ
YRAAHSRSRHLYTN
PTPINCTHHPSTNPS
PML*

AACAGCAAGC CTCACACGCA 0  0 0 0 0 0

4453 2417 ao AN5375.1 69.m15528 AO070333000155 0 -208 -131 ATGTTATCGGCATTGTTTGCGGGAACCGCCGACAGCTCCA
TCAGTCCTCAATCAACAAACCTCACTCGCGCAATATAG

ATGTTATCGGCATTGTTTGCGGGAACCGCC
GACAGCTCCATCAGTCCTCAATCAACAAACC
TCACTCGCGCAATATAG

MLSALFAGTADSSISPQS
TNLTRAI*

MLSALFAGTADSSIS
PQSTNLTRAI*

TGCACGTGAC AGCAGCACAT 0  0 0 0 0 0

4457 2418 af AN4887.1 59.m08783 AO070338000071 0 -203 -192 ATGTCTGATTAA ATGTCTGATTAA MSD* MSD* TATACGTCTG GTCCAAGGTC 0 T 0 0 0 0 0
4458 2418 af AN4887.1 59.m08783 AO070338000071 0 -167 -144 ATGAGATTTCGAGGCTCGTTTTAG ATGAGATTTCGAGGCTCGTTTTAG MRFRGSF* MRFRGSF* CTGCGAAGGC GACCACACAC 0 T 0 0 0 0 0
4454 2418 an AN4887.1 59.m08783 AO070338000071 0 -155 -72 ATGAACAACCTCCAGCGGGACATGAATGACGAGCTGAAAT

CGCCGCTAGATTGCAAGGATAACCTGCTCAGAAAAGAGG
CCTAG

ATGAACAACCTCCAGCGGGACATGAATGACGAG
CTGAAATCGCCGCTAGATTGCAAGGATAACCTGC
TCAGAAAAGAGGCCTAG

MNNLQRDMNDELKSPLD
CKDNLLRKEA*

MNNLQRDMNDELKSPL
DCKDNLLRKEA*

CTTCAAGGCA GATCATCTGA 0 T 0 0 0 0 0

4455 2418 an AN4887.1 59.m08783 AO070338000071 0 -134 -72 ATGAATGACGAGCTGAAATCGCCGCTAGATTGCAAGGATA
ACCTGCTCAGAAAAGAGGCCTAG

ATGAATGACGAGCTGAAATCGCCGCTAGATTGCA
AGGATAACCTGCTCAGAAAAGAGGCCTAG

MNDELKSPLDCKDNLLR
KEA*

MNDELKSPLDCKDNLLR
KEA*

CCAGCGGGAC GATCATCTGA 0 T 0 0 0 0 0

4456 2418 an AN4887.1 59.m08783 AO070338000071 0 -130 -119 ATGACGAGCTGA ATGACGAGCTGA MTS* MTS* CGGGACATGA AATCGCCGCT 0 T 0 0 0 0 0
4459 2418 ao AN4887.1 59.m08783 AO070338000071 0 -163 -137 ATGATGAGTTTCACCTTCATGCCATAA ATGATGAGTTTCACCTTCATGCCATAA MMSFTFMP* MMSFTFMP* CTGAGCGCCG AATTCTGGGA 0 T 0 0 0 0 0
4460 2418 ao AN4887.1 59.m08783 AO070338000071 0 -160 -137 ATGAGTTTCACCTTCATGCCATAA ATGAGTTTCACCTTCATGCCATAA MSFTFMP* MSFTFMP* AGCGCCGATG AATTCTGGGA 0 T 0 0 0 0 0
4464 2419 af AN2829.1 67.m02989 AO070339000034 0 -77 -48 ATGGAGCCAAAGACATATCAACCTCGGTGA ATGGAGCCAAAGACATATCAACCTCGGTGA MEPKTYQPR* MEPKTYQPR* GCACAGGATA GTTCTGGATT 0 JIT 0 0 0 0 0
4461 2419 an AN2829.1 67.m02989 AO070339000034 0 -182 -138 ATGGGCAGTGACTGGCGCACCTATCCCTGTCGCCGATTG

GCATGA
ATGGGCAGTGACTGGCGCACCTATCCCTGTCGC
CGATTGGCATGA

MGSDWRTYPCRRLA* MGSDWRTYPCRRLA* AACTACCTGC CACGTTTGAT 0 JIT 0 0 0 0 0

4462 2419 an AN2829.1 67.m02989 AO070339000034 0 -141 -115 ATGACACGTTTGATTGGTGCTGAGTGA ATGACACGTTTGATTGGTGCTGAGTGA MTRLIGAE* MTRLIGAE* GCCGATTGGC TGGGTACGAT 0 JIT 0 0 0 0 0
4463 2419 an AN2829.1 67.m02989 AO070339000034 0 -115 -101 ATGGGTACGATTTGA ATGGGTACGATTTGA MGTI* MGTI* GTGCTGAGTG TTCTCAGCGT 0 JIT 0 0 0 0 0
4466 2420 af AN6083.1 72.m19924 AO070340000133 0 -234 -166 ATGTTAGAAAGCCTCCGATCTGACAAATGCGACATGGCGA

GGACTGGATGTGATTGGCGGAGAGTGTAG
ATGTTAGAAAGCCTCCGATCTGACAAATGCGACAT
GGCGAGGACTGGATGTGATTGGCGGAGAGTGTAG

MLESLRSDKCDMARTGC
DWRRV*

MLESLRSDKCDMA
RTGCDWRRV*

CAACATTACG GGTTTAGGGC 0 J 0 0 0 YLR075W 0

4467 2420 af AN6083.1 72.m19924 AO070340000133 0 -201 -166 ATGGCGAGGACTGGATGTGATTGGCGGAGAGTGTAG ATGGCGAGGACTGGATGTGATTGGCGGAGAGTGT
AG

MARTGCDWRRV* MARTGCDWRRV* CAAATGCGAC GGTTTAGGGC 0 J 0 0 0 YLR075W 0

4468 2420 ao AN6083.1 72.m19924 AO070340000133 0 -224 -162 ATGTCGCCGAAGTCTGACAAATGCGGTCTGGTCGCGGCA
GCCGCTGATTGGTGGAGACGGTAG

ATGTCGCCGAAGTCTGACAAATGCGGTCTG
GTCGCGGCAGCCGCTGATTGGTGGAGACG
GTAG

MSPKSDKCGLVAAAADW
WRR*

MSPKSDKCGLVAAA
ADWWRR*

CAAGTTTGAA GGTTTAGGGT 0 J 0 0 0 YLR075W 0

4465 2420 conserved AN6083.1 72.m19924 AO070340000133 0 -199 -173 -208 -182 -204 -178 ATGCGdymTrkysrbkrCdGsmksTGA ATGCGTCATATCCGTTGCGGGCGGTGA ATGCGACATGGCGAGGACTGGATGTGA ATGCGGTCTGGTCGCGGCAGCCGCTGA MRhircgr* MRHIRCGR* MRHGEDWM* MRSGRGSR* rrTCyGmyrr TTGGyGGAkA 0 J 0 0 0 YLR075W 0

4480 2423 af AN5884.1 72.m19247 AO070245000024 0 -134 -93 ATGGTTTCCGTCGAGCTGTACTCTGGTCTCTGCATTCGGT
GA

ATGGTTTCCGTCGAGCTGTACTCTGGTCTCTGCAT
TCGGTGA

MVSVELYSGLCIR* MVSVELYSGLCIR* AAAGAATGTG TCTAAGATAA 0 F 0 MG07135.1 0 YML106W 0

4479 2423 an AN5884.1 72.m19247 AO070245000024 0 -126 -76 ATGAGGAAAACTCATCCAACTTTCTCCCTATACTTCCTAGC
AATTGCATAG

ATGAGGAAAACTCATCCAACTTTCTCCCTATACTT
CCTAGCAATTGCATAG

MRKTHPTFSLYFLAIA* MRKTHPTFSLYFLAIA* GCAAAAAAAG ACGTTGACTT 0 F 0 MG07135.1 0 YML106W 0

4481 2424 an AN5883.1 72.m19248 AO070245000025 0 -62 -30 ATGTTCTCTGCTGGCCCCAAAAAACAGTGCTGA ATGTTCTCTGCTGGCCCCAAAAAACAGTGCTGA MFSAGPKKQC* MFSAGPKKQC* CCAAACTGTC TGGCTCGAGC 0 E 0 0 NCU07690.1 0 0

4485 2425 af AN4636.1 57.m05549 AO070248000018 0 -145 -134 ATGACGTCATAG ATGACGTCATAG MTS* MTS* GCGATGCCGC CTGCGTCCAT 0  0 0 0 0 0
4483 2425 an AN4636.1 57.m05549 AO070248000018 0 -188 -153 ATGACGTGTACATTATTGAGTTCCTGCAAAGTGTAG ATGACGTGTACATTATTGAGTTCCTGCAAAGTGT

AG
MTCTLLSSCKV* MTCTLLSSCKV* ATCTATTGTT AGTTCATAGT 0  0 0 0 0 0

4484 2425 an AN4636.1 57.m05549 AO070248000018 0 -127 -113 ATGACGTCAGTGTAG ATGACGTCAGTGTAG MTSV* MTSV* TCAACCAGTA CATAACCGCA 0  0 0 0 0 0
4486 2425 ao AN4636.1 57.m05549 AO070248000018 0 -241 -221 ATGGTGAATAGCGTCTTCTGA ATGGTGAATAGCGTCTTCTGA MVNSVF* MVNSVF* CTTCCTAAAC TTGTATTGCG 0  0 0 0 0 0
4487 2425 ao AN4636.1 57.m05549 AO070248000018 0 -192 -160 ATGAACTCTATTGATGTATGTATATTAAACTAA ATGAACTCTATTGATGTATGTATATTAAACTA

A
MNSIDVCILN* MNSIDVCILN* CCTCTTGTGT GTGGGCCGAG 0  0 0 0 0 0

4488 2425 ao AN4636.1 57.m05549 AO070248000018 0 -179 -165 ATGTATGTATATTAA ATGTATGTATATTAA MYVY* MYVY* AACTCTATTG ACTAAGTGGG 0  0 0 0 0 0
4489 2425 ao AN4636.1 57.m05549 AO070248000018 0 -175 -125 ATGTATATTAAACTAAGTGGGCCGAGACACTCGATCTATC

GGATCGGGTAA
ATGTATATTAAACTAAGTGGGCCGAGACACT
CGATCTATCGGATCGGGTAA

MYIKLSGPRHSIYRIG* MYIKLSGPRHSIYRI
G*

CTATTGATGT TATAAATAGA 0  0 0 0 0 0

4490 2425 ao AN4636.1 57.m05549 AO070248000018 0 -90 -55 ATGTGCCCGCCGCTAAGCCTCCTGAGAAGAAAATAA ATGTGCCCGCCGCTAAGCCTCCTGAGAAGA
AAATAA

MCPPLSLLRRK* MCPPLSLLRRK* CCGTGACGTC AAAACATTCA 0  0 0 0 0 0

4491 2426 ao AN7511.1 57.m05828 AO070258000009 0 -223 -206 ATGGTGGTACTAATTTAA ATGGTGGTACTAATTTAA MVVLI* MVVLI* CAGTAATCAC CCCTTCAGGT 0  0 0 0 0 0
4492 2426 ao AN7511.1 57.m05828 AO070258000009 0 -189 -139 ATGTGCATACGTAGTTGCCCTGCATATGCTGTACTTCTTG

GCAAGGTATGA
ATGTGCATACGTAGTTGCCCTGCATATGCTG
TACTTCTTGGCAAGGTATGA

MCIRSCPAYAVLLGKV* MCIRSCPAYAVLLG
KV*

AGGTACTCCC GAACCCATAA 0  0 0 0 0 0

4499 2428 an AN3877.1 56.m02409 AO070263000010 0 -162 -85 ATGGCTTGGTTCCAGACTCATGTAGTGATCCACTCGCTTA
GAATGTGTCTTCGCATAGCCGCATCTCTTAAAATCTGA

ATGGCTTGGTTCCAGACTCATGTAGTGATCCACT
CGCTTAGAATGTGTCTTCGCATAGCCGCATCTCT
TAAAATCTGA

MAWFQTHVVIHSLRMCL
RIAASLKI*

MAWFQTHVVIHSLRMC
LRIAASLKI*

TATTTCCCGA AGCCGCTGCC 0  0 0 0 0 0

4500 2428 an AN3877.1 56.m02409 AO070263000010 0 -120 -85 ATGTGTCTTCGCATAGCCGCATCTCTTAAAATCTGA ATGTGTCTTCGCATAGCCGCATCTCTTAAAATCT
GA

MCLRIAASLKI* MCLRIAASLKI* CTCGCTTAGA AGCCGCTGCC 0  0 0 0 0 0

4501 2428 ao AN3877.1 56.m02409 AO070263000010 0 -197 -84 ATGCCGCTGCCATCAACGGCGTGTGAATGGTGGATTGCG
AGCAATCATAGCCACAATGCCGGTGGCCAATGCCCCCTG
GCTAATGGCTGTCGTCTGACATGGCTCGGAGAATAA

ATGCCGCTGCCATCAACGGCGTGTGAATGG
TGGATTGCGAGCAATCATAGCCACAATGCC
GGTGGCCAATGCCCCCTGGCTAATGGCTGT
CGTCTGACATGGCTCGGAGAATAA

MPLPSTACEWWIASNHS
HNAGGQCPLANGCRLT
WLGE*

MPLPSTACEWWIAS
NHSHNAGGQCPLA
NGCRLTWLGE*

TTACCGAGGC ATATGATGGC 0  0 0 0 0 0

4502 2428 ao AN3877.1 56.m02409 AO070263000010 0 -171 -148 ATGGTGGATTGCGAGCAATCATAG ATGGTGGATTGCGAGCAATCATAG MVDCEQS* MVDCEQS* CGGCGTGTGA CCACAATGCC 0  0 0 0 0 0
4503 2428 ao AN3877.1 56.m02409 AO070263000010 0 -142 -101 ATGCCGGTGGCCAATGCCCCCTGGCTAATGGCTGTCGTC

TGA
ATGCCGGTGGCCAATGCCCCCTGGCTAATG
GCTGTCGTCTGA

MPVANAPWLMAVV* MPVANAPWLMAVV* CATAGCCACA CATGGCTCGG 0  0 0 0 0 0

4504 2428 ao AN3877.1 56.m02409 AO070263000010 0 -129 -115 ATGCCCCCTGGCTAA ATGCCCCCTGGCTAA MPPG* MPPG* CCGGTGGCCA TGGCTGTCGT 0  0 0 0 0 0
4505 2428 ao AN3877.1 56.m02409 AO070263000010 0 -115 -101 ATGGCTGTCGTCTGA ATGGCTGTCGTCTGA MAVV* MAVV* CCCCTGGCTA CATGGCTCGG 0  0 0 0 0 0
4506 2428 ao AN3877.1 56.m02409 AO070263000010 0 -99 -34 ATGGCTCGGAGAATAAATATGATGGCCATTCTTCCTCCCA

CGCCCACAATTCATCACCTTTGTTGA
ATGGCTCGGAGAATAAATATGATGGCCATTC
TTCCTCCCACGCCCACAATTCATCACCTTTG
TTGA

MARRINMMAILPPTPTIHH
LC*

MARRINMMAILPPTP
TIHHLC*

GTCGTCTGAC ACATACAGAA 0  0 0 0 0 0

4507 2428 ao AN3877.1 56.m02409 AO070263000010 0 -81 -34 ATGATGGCCATTCTTCCTCCCACGCCCACAATTCATCACC
TTTGTTGA

ATGATGGCCATTCTTCCTCCCACGCCCACA
ATTCATCACCTTTGTTGA

MMAILPPTPTIHHLC* MMAILPPTPTIHHLC
*

GAGAATAAAT ACATACAGAA 0  0 0 0 0 0

4508 2428 ao AN3877.1 56.m02409 AO070263000010 0 -78 -34 ATGGCCATTCTTCCTCCCACGCCCACAATTCATCACCTTTG
TTGA

ATGGCCATTCTTCCTCCCACGCCCACAATTC
ATCACCTTTGTTGA

MAILPPTPTIHHLC* MAILPPTPTIHHLC* AATAAATATG ACATACAGAA 0  0 0 0 0 0

4518 2431 af AN8829.1 72.m19523 AO070271000051 0 -160 -137 ATGCTGGGACTTGCGGAAACCTAG ATGCTGGGACTTGCGGAAACCTAG MLGLAET* MLGLAET* CAGTACGGCG AAACACATAT 0  0 0 0 0 0
4516 2431 an AN8829.1 72.m19523 AO070271000051 0 -158 -87 ATGACAGCTATGACGAACATCTCTAGACCGGGAACATATA

TAAGGGTCTCTTCAACCCATAGTTCTTACTGA
ATGACAGCTATGACGAACATCTCTAGACCGGGAA
CATATATAAGGGTCTCTTCAACCCATAGTTCTTAC
TGA

MTAMTNISRPGTYIRVSS
THSSY*

MTAMTNISRPGTYIRVS
STHSSY*

GAGTTCCATA GATAACAAGC 0  0 0 0 0 0

4517 2431 an AN8829.1 72.m19523 AO070271000051 0 -149 -87 ATGACGAACATCTCTAGACCGGGAACATATATAAGGGTCT
CTTCAACCCATAGTTCTTACTGA

ATGACGAACATCTCTAGACCGGGAACATATATAA
GGGTCTCTTCAACCCATAGTTCTTACTGA

MTNISRPGTYIRVSSTHS
SY*

MTNISRPGTYIRVSSTHS
SY*

AATGACAGCT GATAACAAGC 0  0 0 0 0 0

4519 2431 ao AN8829.1 72.m19523 AO070271000051 0 -171 -157 ATGACGGCTATCTGA ATGACGGCTATCTGA MTAI* MTAI* ATACATAAGG TGTCAGAAGT 0  0 0 0 0 0
4520 2431 ao AN8829.1 72.m19523 AO070271000051 0 -138 -127 ATGGGGGACTGA ATGGGGGACTGA MGD* MGD* GTGCGTTGGG AACGCTTATA 0  0 0 0 0 0
4522 2434 an AN7337.1 72.m19735 AO070278000065 0 -119 -99 ATGAACTGCTTGAAGAAGTAA ATGAACTGCTTGAAGAAGTAA MNCLKK* MNCLKK* CGGGCGTCTG TTCGGTCTTT 0 R 0 0 0 0 0
4527 2436 af AN4684.1 71.m15668 AO070284000040 0 -245 -198 ATGCGGGCTAGCCATCTTTGGCTTCTTGCTAGTCCCCGGA

TTAGTTAA
ATGCGGGCTAGCCATCTTTGGCTTCTTGCTAGTCC
CCGGATTAGTTAA

MRASHLWLLASPRIS* MRASHLWLLASPRI
S*

AGTGGTGAAA GCATCACATG 0 I FG08571.1 MG02622.1 0 0 0

4528 2436 af AN4684.1 71.m15668 AO070284000040 0 -190 -89 ATGAAAATGAACGGCACGATCCCGCATGACGTCGCGGTC
TTGGTTGATCTCCAAAAGAACGAAGCATTGATTGATCATGA
AGTGTTCTGGTTTAATCCTTGA

ATGAAAATGAACGGCACGATCCCGCATGACGTCG
CGGTCTTGGTTGATCTCCAAAAGAACGAAGCATTG
ATTGATCATGAAGTGTTCTGGTTTAATCCTTGA

MKMNGTIPHDVAVLVDL
QKNEALIDHEVFWFNP*

MKMNGTIPHDVAVL
VDLQKNEALIDHEVF
WFNP*

TAAGCATCAC TTCAGCGCAT 0 I FG08571.1 MG02622.1 0 0 0

4529 2436 af AN4684.1 71.m15668 AO070284000040 0 -184 -89 ATGAACGGCACGATCCCGCATGACGTCGCGGTCTTGGTT
GATCTCCAAAAGAACGAAGCATTGATTGATCATGAAGTGTT
CTGGTTTAATCCTTGA

ATGAACGGCACGATCCCGCATGACGTCGCGGTCT
TGGTTGATCTCCAAAAGAACGAAGCATTGATTGATC
ATGAAGTGTTCTGGTTTAATCCTTGA

MNGTIPHDVAVLVDLQKN
EALIDHEVFWFNP*

MNGTIPHDVAVLVD
LQKNEALIDHEVFW
FNP*

TCACATGAAA TTCAGCGCAT 0 I FG08571.1 MG02622.1 0 0 0

4530 2436 af AN4684.1 71.m15668 AO070284000040 0 -165 -121 ATGACGTCGCGGTCTTGGTTGATCTCCAAAAGAACGAAGC
ATTGA

ATGACGTCGCGGTCTTGGTTGATCTCCAAAAGAAC
GAAGCATTGA

MTSRSWLISKRTKH* MTSRSWLISKRTKH
*

ACGATCCCGC TTGATCATGA 0 I FG08571.1 MG02622.1 0 0 0

4531 2436 af AN4684.1 71.m15668 AO070284000040 0 -114 -37 ATGAAGTGTTCTGGTTTAATCCTTGATTCAGCGCATCATGT
TAGTCGGTGGAGTGCCACTTCCAGCACCCTTCATTAA

ATGAAGTGTTCTGGTTTAATCCTTGATTCAGCGCAT
CATGTTAGTCGGTGGAGTGCCACTTCCAGCACCCT
TCATTAA

MKCSGLILDSAHHVSRW
SATSSTLH*

MKCSGLILDSAHHV
SRWSATSSTLH*

TTGATTGATC TCCATATCTG 0 I FG08571.1 MG02622.1 0 0 0

4523 2436 an AN4684.1 71.m15668 AO070284000040 0 -176 -84 ATGGAAACAGACGGTGGTCTCCCTATCTCCTGGATGACGT
CGCGGTTAGTTTATTGCTCAGTTGGGGGTGCTGGGGGCT
TGCGGAAAATATAA

ATGGAAACAGACGGTGGTCTCCCTATCTCCTGGA
TGACGTCGCGGTTAGTTTATTGCTCAGTTGGGGG
TGCTGGGGGCTTGCGGAAAATATAA

METDGGLPISWMTSRLV
YCSVGGAGGLRKI*

METDGGLPISWMTSRL
VYCSVGGAGGLRKI*

GCATTATCAC CTCCTCATCC 0 I FG08571.1 MG02622.1 0 0 0

4524 2436 an AN4684.1 71.m15668 AO070284000040 0 -143 -84 ATGACGTCGCGGTTAGTTTATTGCTCAGTTGGGGGTGCTG
GGGGCTTGCGGAAAATATAA

ATGACGTCGCGGTTAGTTTATTGCTCAGTTGGGG
GTGCTGGGGGCTTGCGGAAAATATAA

MTSRLVYCSVGGAGGLR
KI*

MTSRLVYCSVGGAGGL
RKI*

TATCTCCTGG CTCCTCATCC 0 I FG08571.1 MG02622.1 0 0 0

4525 2436 an AN4684.1 71.m15668 AO070284000040 0 -63 -52 ATGAACTTCTAA ATGAACTTCTAA MNF* MNF* GTTGCACAAG CCAAGTTATG 0 I FG08571.1 MG02622.1 0 0 0
4532 2436 ao AN4684.1 71.m15668 AO070284000040 0 -226 -206 ATGGGGCCATCCCCGGATTAG ATGGGGCCATCCCCGGATTAG MGPSPD* MGPSPD* GAAGGCAAAA ATAAGCAGCT 0 I FG08571.1 MG02622.1 0 0 0
4533 2436 ao AN4684.1 71.m15668 AO070284000040 0 -83 -51 ATGATGGAGTTCAGGCCTCGGATTGCGCGATAG ATGATGGAGTTCAGGCCTCGGATTGCGCGA

TAG
MMEFRPRIAR* MMEFRPRIAR* TTTCCCCCCC ACTTGTCACC 0 I FG08571.1 MG02622.1 0 0 0

4534 2436 ao AN4684.1 71.m15668 AO070284000040 0 -80 -51 ATGGAGTTCAGGCCTCGGATTGCGCGATAG ATGGAGTTCAGGCCTCGGATTGCGCGATAG MEFRPRIAR* MEFRPRIAR* CCCCCCCATG ACTTGTCACC 0 I FG08571.1 MG02622.1 0 0 0

4536 2438 af AN5143.1 54.m06878 AO070291000032 0 -141 -88 ATGTTCATGCGCTTTATGTTTTGTGCTGTTTGTCGAGACGC
TTCTTCAACATAA

ATGTTCATGCGCTTTATGTTTTGTGCTGTTTGTCGA
GACGCTTCTTCAACATAA

MFMRFMFCAVCRDASST
*

MFMRFMFCAVCRD
ASST*

CATTGAGGGC TCCCCAACAA 0 P 0 0 0 0 0

4537 2438 af AN5143.1 54.m06878 AO070291000032 0 -135 -88 ATGCGCTTTATGTTTTGTGCTGTTTGTCGAGACGCTTCTTC
AACATAA

ATGCGCTTTATGTTTTGTGCTGTTTGTCGAGACGCT
TCTTCAACATAA

MRFMFCAVCRDASST* MRFMFCAVCRDAS
ST*

GGGCATGTTC TCCCCAACAA 0 P 0 0 0 0 0
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4538 2438 af AN5143.1 54.m06878 AO070291000032 0 -126 -88 ATGTTTTGTGCTGTTTGTCGAGACGCTTCTTCAACATAA ATGTTTTGTGCTGTTTGTCGAGACGCTTCTTCAACA
TAA

MFCAVCRDASST* MFCAVCRDASST* CATGCGCTTT TCCCCAACAA 0 P 0 0 0 0 0

4539 2438 af AN5143.1 54.m06878 AO070291000032 0 -73 -53 ATGCAGTTGAACCGAGTATAG ATGCAGTTGAACCGAGTATAG MQLNRV* MQLNRV* CAACAAGCCC CATTGCCACT 0 P 0 0 0 0 0
4535 2438 an AN5143.1 54.m06878 AO070291000032 0 -201 -175 ATGTTTCCCCTCCATCGCGATAACTGA ATGTTTCCCCTCCATCGCGATAACTGA MFPLHRDN* MFPLHRDN* TATTTTTGCT AGAATTTTCT 0 P 0 0 0 0 0
4540 2439 ao AN5131.1 54.m06897 AO070291000050 0 -63 -19 ATGTACCTAGTACTCATAGTAAACCGACCTAGTTGTATCCA

TTAA
ATGTACCTAGTACTCATAGTAAACCGACCTA
GTTGTATCCATTAA

MYLVLIVNRPSCIH* MYLVLIVNRPSCIH* TATCTCGTTG CTGATTCGAT 0 Z 0 0 0 0 0

4543 2440 af AN9158.1 67.m02923 AO070293000072 0 -105 -76 ATGGATAGGGAAGACGCATATAAGTTATGA ATGGATAGGGAAGACGCATATAAGTTATGA MDREDAYKL* MDREDAYKL* GTCAAATGAA ACCATGCTCG 0 IQR 0 0 0 0 0
4541 2440 an AN9158.1 67.m02923 AO070293000072 0 -228 -142 ATGAACCCGGCGGGCAGCATCAACAGGCCAAGTCGGCG

CATTCAATTCGAGGTACTGATTAGAAATGCAAATAATGGAC
TGATTTGA

ATGAACCCGGCGGGCAGCATCAACAGGCCAAGT
CGGCGCATTCAATTCGAGGTACTGATTAGAAATG
CAAATAATGGACTGATTTGA

MNPAGSINRPSRRIQFEV
LIRNANNGLI*

MNPAGSINRPSRRIQFE
VLIRNANNGLI*

AACATCAAAC AATCCAGCTT 0 IQR 0 0 0 0 0

4542 2440 an AN9158.1 67.m02923 AO070293000072 0 -164 -147 ATGCAAATAATGGACTGA ATGCAAATAATGGACTGA MQIMD* MQIMD* CTGATTAGAA TTTGAAATCC 0 IQR 0 0 0 0 0
4544 2440 ao AN9158.1 67.m02923 AO070293000072 0 -213 -1 ATGTCGTTCATGTTGCGATTTTGCTGGAGACCATGTATAG

GCAATAGGAGGCACCATCAAGCCACGAGGTATAAAGGTA
GGGTTGAGGCCAGGGGTTGGAGGGAGCAACTCTACCGA
GGAAGCCATCTCAGCAACTCTCCAGGTACTCTTGGCACGA
ACGAAATCTACTGTTTTTTGATCTCTTGGAATCCTTTCCCTA
CCAGGATAGAATAA

ATGTCGTTCATGTTGCGATTTTGCTGGAGAC
CATGTATAGGCAATAGGAGGCACCATCAAG
CCACGAGGTATAAAGGTAGGGTTGAGGCCA
GGGGTTGGAGGGAGCAACTCTACCGAGGA
AGCCATCTCAGCAACTCTCCAGGTACTCTTG
GCACGAACGAAATCTACTGTTTTTTGATCTC
TTGGAATCCTTTCCCTACCAGGATAGAATAA

MSFMLRFCWRPCIGNRR
HHQATRYKGRVEARGW
REQLYRGSHLSNSPGTL
GTNEIYCFLISWNPFPTRI
E*

MSFMLRFCWRPCI
GNRRHHQATRYKG
RVEARGWREQLYR
GSHLSNSPGTLGTN
EIYCFLISWNPFPTRI
E*

ACGAAGTACG ATGGCATCCT 0 IQR 0 0 0 0 0

4545 2440 ao AN9158.1 67.m02923 AO070293000072 0 -204 -1 ATGTTGCGATTTTGCTGGAGACCATGTATAGGCAATAGGA
GGCACCATCAAGCCACGAGGTATAAAGGTAGGGTTGAGG
CCAGGGGTTGGAGGGAGCAACTCTACCGAGGAAGCCATC
TCAGCAACTCTCCAGGTACTCTTGGCACGAACGAAATCTA
CTGTTTTTTGATCTCTTGGAATCCTTTCCCTACCAGGATAG
AATAA

ATGTTGCGATTTTGCTGGAGACCATGTATAG
GCAATAGGAGGCACCATCAAGCCACGAGGT
ATAAAGGTAGGGTTGAGGCCAGGGGTTGG
AGGGAGCAACTCTACCGAGGAAGCCATCTC
AGCAACTCTCCAGGTACTCTTGGCACGAAC
GAAATCTACTGTTTTTTGATCTCTTGGAATCC
TTTCCCTACCAGGATAGAATAA

MLRFCWRPCIGNRRHHQ
ATRYKGRVEARGWREQL
YRGSHLSNSPGTLGTNEI
YCFLISWNPFPTRIE*

MLRFCWRPCIGNR
RHHQATRYKGRVE
ARGWREQLYRGSH
LSNSPGTLGTNEIYC
FLISWNPFPTRIE*

GATGTCGTTC ATGGCATCCT 0 IQR 0 0 0 0 0

4546 2440 ao AN9158.1 67.m02923 AO070293000072 0 -181 -167 ATGTATAGGCAATAG ATGTATAGGCAATAG MYRQ* MYRQ* GCTGGAGACC GAGGCACCAT 0 IQR 0 0 0 0 0
4547 2442 an AN1571.1 69.m15602 AO070298000116 0 -181 -98 ATGGAGGCAATTATTGGAGGAAATACGTACTGCACTGACA

AACCCCATCCTGCTCTCCGGAGGGGAGCATCTCAGGCAG
GCTGA

ATGGAGGCAATTATTGGAGGAAATACGTACTGCA
CTGACAAACCCCATCCTGCTCTCCGGAGGGGAG
CATCTCAGGCAGGCTGA

MEAIIGGNTYCTDKPHPA
LRRGASQAG*

MEAIIGGNTYCTDKPHP
ALRRGASQAG*

GTTGCCCGTG ACAATGGGTA 0  FG03813.1 MG06009.1 NCU09775.1 0 0

4548 2442 an AN1571.1 69.m15602 AO070298000116 0 -94 -83 ATGGGTATATAG ATGGGTATATAG MGI* MGI* AGGCTGAACA AGGGCGAAGT 0  FG03813.1 MG06009.1 NCU09775.1 0 0

4549 2442 ao AN1571.1 69.m15602 AO070298000116 0 -115 -29 ATGCACCAATGTCCCACGATTTACTTACTCTATCACACTGG
CTCTTCGAGTATCTCCGCGCCGGCTTTGAAACACTCACAG
GCGTGA

ATGCACCAATGTCCCACGATTTACTTACTCT
ATCACACTGGCTCTTCGAGTATCTCCGCGC
CGGCTTTGAAACACTCACAGGCGTGA

MHQCPTIYLLYHTGSSSIS
APALKHSQA*

MHQCPTIYLLYHTG
SSSISAPALKHSQA*

GATACACAGG CCGTCTCACC 0  FG03813.1 MG06009.1 NCU09775.1 0 0

4551 2443 af AN7359.1 52.m03956 AO070302000084 0 -203 -159 ATGTGCAAATCATACCACCTATTAGCAGTGCTCAGGATTC
CCTAA

ATGTGCAAATCATACCACCTATTAGCAGTGCTCAG
GATTCCCTAA

MCKSYHLLAVLRIP* MCKSYHLLAVLRIP* TCTCGGAAAG TAAGCAAGTC 0 QI 0 0 0 0 0

4550 2443 an AN7359.1 52.m03956 AO070302000084 0 -155 -126 ATGATAGGAGTGGACCGATGGGTTGACTAG ATGATAGGAGTGGACCGATGGGTTGACTAG MIGVDRWVD* MIGVDRWVD* ACTGGCTAGA GAATGCTTGG 0 QI 0 0 0 0 0
4552 2443 ao AN7359.1 52.m03956 AO070302000084 0 -268 -257 ATGTATTTCTAG ATGTATTTCTAG MYF* MYF* TAGGTAGAGG GCTTTCAATT 0 QI 0 0 0 0 0
4553 2443 ao AN7359.1 52.m03956 AO070302000084 0 -169 -134 ATGCAAGGATGCGAAGGTATCACCTGTGCTATATAG ATGCAAGGATGCGAAGGTATCACCTGTGCT

ATATAG
MQGCEGITCAI* MQGCEGITCAI* AGGTGGGGTT GCACCTGCTA 0 QI 0 0 0 0 0

4554 2443 ao AN7359.1 52.m03956 AO070302000084 0 -161 -123 ATGCGAAGGTATCACCTGTGCTATATAGGCACCTGCTAA ATGCGAAGGTATCACCTGTGCTATATAGGC
ACCTGCTAA

MRRYHLCYIGTC* MRRYHLCYIGTC* TTATGCAAGG GAGTGGGATA 0 QI 0 0 0 0 0

4556 2445 af AN0681.1 71.m15200 AO070303000069 0 -85 -59 ATGCACTCAGTACCATACATCTTATAA ATGCACTCAGTACCATACATCTTATAA MHSVPYIL* MHSVPYIL* CTACTATCAA ATCTGAGTAG 0 E 0 0 0 0 0
4555 2445 an AN0681.1 71.m15200 AO070303000069 0 -94 -50 ATGCAGCCGTGGTCAACTGAACTTCGCAACAGCTCGTGTC

CCTGA
ATGCAGCCGTGGTCAACTGAACTTCGCAACAGCT
CGTGTCCCTGA

MQPWSTELRNSSCP* MQPWSTELRNSSCP* TGTAGTATAA AAGGCTGGTC 0 E 0 0 0 0 0

4557 2445 ao AN0681.1 71.m15200 AO070303000069 0 -235 -182 ATGGTAGTGGGGCGTTTAAACCACATTACACCCAATGGGA
CACCGATAATTTAA

ATGGTAGTGGGGCGTTTAAACCACATTACA
CCCAATGGGACACCGATAATTTAA

MVVGRLNHITPNGTPII* MVVGRLNHITPNGT
PII*

TGGGAAGTTG GGACAAGCAT 0 E 0 0 0 0 0

4558 2445 ao AN0681.1 71.m15200 AO070303000069 0 -201 -187 ATGGGACACCGATAA ATGGGACACCGATAA MGHR* MGHR* ATTACACCCA TTTAAGGACA 0 E 0 0 0 0 0
4564 2448 af AN2123.1 69.m15162 AO070306000102 0 -282 -250 ATGTCAAACTGCGCATTGAGGAAGGAGAAATAA ATGTCAAACTGCGCATTGAGGAAGGAGAAATAA MSNCALRKEK* MSNCALRKEK* CTCCCCGCGC CAAGGAGATA 0 K 0 0 0 0 0

4562 2448 an AN2123.1 69.m15162 AO070306000102 0 -245 -66 ATGCGCTGGACCAGGGATAGGAATAATAAAGGTGTAGGC
GGTCTTGTCGGCCATAGCAGCTGCCCGAACGCACGGGCC
ATCACCAACCTCTGGATCTCCGCGATGATTGCGGGCGAAA
ACATCCCAACATTTGTAGCTTCTAACCTTCCATTTCCAGCG
ACTCCAGTGCGCTGGACCTAG

ATGCGCTGGACCAGGGATAGGAATAATAAAGGT
GTAGGCGGTCTTGTCGGCCATAGCAGCTGCCCG
AACGCACGGGCCATCACCAACCTCTGGATCTCC
GCGATGATTGCGGGCGAAAACATCCCAACATTTG
TAGCTTCTAACCTTCCATTTCCAGCGACTCCAGT
GCGCTGGACCTAG

MRWTRDRNNKGVGGLV
GHSSCPNARAITNLWISA
MIAGENIPTFVASNLPFPA
TPVRWT*

MRWTRDRNNKGVGGL
VGHSSCPNARAITNLWI
SAMIAGENIPTFVASNLP
FPATPVRWT*

ACTGGAGAGC CGACCGACTA 0 K 0 0 0 0 0

4563 2448 an AN2123.1 69.m15162 AO070306000102 0 -143 -66 ATGATTGCGGGCGAAAACATCCCAACATTTGTAGCTTCTA
ACCTTCCATTTCCAGCGACTCCAGTGCGCTGGACCTAG

ATGATTGCGGGCGAAAACATCCCAACATTTGTAG
CTTCTAACCTTCCATTTCCAGCGACTCCAGTGCG
CTGGACCTAG

MIAGENIPTFVASNLPFPA
TPVRWT*

MIAGENIPTFVASNLPFP
ATPVRWT*

GATCTCCGCG CGACCGACTA 0 K 0 0 0 0 0

4565 2448 ao AN2123.1 69.m15162 AO070306000102 0 -189 -166 ATGCGAGACCACTGCCGCCTTTAG ATGCGAGACCACTGCCGCCTTTAG MRDHCRL* MRDHCRL* TGCGACAATC ACGCACGGAC 0 K 0 0 0 0 0
4566 2456 af AN9274.1 59.m08422 AO070333000200 0 -86 -69 ATGTCCTTAGCCGGATGA ATGTCCTTAGCCGGATGA MSLAG* MSLAG* TGACTCGGCA CCCTCATAAT 0  0 0 0 0 0
4569 2461 af AN1290.1 55.m03194 AO070339000255 0 -144 -43 ATGAGTATGTTTCTCTCATCTCAACCCCCGTTCCCTTTCAT

CATTCCTCTCTATTCTGTCGTCCATCCTTATTCCATCAAATT
CCAGCCGGTTTGTGAGTAA

ATGAGTATGTTTCTCTCATCTCAACCCCCGTTCCCT
TTCATCATTCCTCTCTATTCTGTCGTCCATCCTTATT
CCATCAAATTCCAGCCGGTTTGTGAGTAA

MSMFLSSQPPFPFIIPLYS
VVHPYSIKFQPVCE*

MSMFLSSQPPFPFII
PLYSVVHPYSIKFQP
VCE*

ATCAAGTGAC ATTTCTGAAA 0 P 0 0 0 YJL094C 0

4570 2461 af AN1290.1 55.m03194 AO070339000255 0 -138 -43 ATGTTTCTCTCATCTCAACCCCCGTTCCCTTTCATCATTCC
TCTCTATTCTGTCGTCCATCCTTATTCCATCAAATTCCAGC
CGGTTTGTGAGTAA

ATGTTTCTCTCATCTCAACCCCCGTTCCCTTTCATC
ATTCCTCTCTATTCTGTCGTCCATCCTTATTCCATCA
AATTCCAGCCGGTTTGTGAGTAA

MFLSSQPPFPFIIPLYSVV
HPYSIKFQPVCE*

MFLSSQPPFPFIIPL
YSVVHPYSIKFQPV
CE*

TGACATGAGT ATTTCTGAAA 0 P 0 0 0 YJL094C 0

4567 2461 an AN1290.1 55.m03194 AO070339000255 0 -216 -190 ATGGCCAAGGATTCTATCCGCAGTTAA ATGGCCAAGGATTCTATCCGCAGTTAA MAKDSIRS* MAKDSIRS* TGACCGACAG CCTTGAATAT 0 P 0 0 0 YJL094C 0
4568 2461 an AN1290.1 55.m03194 AO070339000255 0 -181 -170 ATGATTCATTGA ATGATTCATTGA MIH* MIH* AACCTTGAAT CTCCTCCCCA 0 P 0 0 0 YJL094C 0
4571 2462 af AN5971.1 72.m19187 AO070340000329 0 -168 -94 ATGAGGCCCCGGAGTCATTGTTTCTCCGCTAACCGACAGA

ACCTCAACCTTCGTACAAATCACTCCGCAGGATAG
ATGAGGCCCCGGAGTCATTGTTTCTCCGCTAACCG
ACAGAACCTCAACCTTCGTACAAATCACTCCGCAG
GATAG

MRPRSHCFSANRQNLNL
RTNHSAG*

MRPRSHCFSANRQ
NLNLRTNHSAG*

TTACTGCATT TCCGGCTATT 0 C 0 0 0 0 0

4572 2462 ao AN5971.1 72.m19187 AO070340000329 0 -238 -89 ATGGGTAAACCCCCTAAGCGCGGAGAGATCGATAAGTTTA
GTTCCCTTCAGATGAAAGTGGCCGGAACGTCCTGGTGGA
ATCTCTGTTTCTCCGCCTCCCGACGGAACCTCAACTTCGC
TCCCGAAGTCAATGACAACCTGAGATACTAA

ATGGGTAAACCCCCTAAGCGCGGAGAGATC
GATAAGTTTAGTTCCCTTCAGATGAAAGTGG
CCGGAACGTCCTGGTGGAATCTCTGTTTCT
CCGCCTCCCGACGGAACCTCAACTTCGCTC
CCGAAGTCAATGACAACCTGAGATACTAA

MGKPPKRGEIDKFSSLQ
MKVAGTSWWNLCFSAS
RRNLNFAPEVNDNLRY*

MGKPPKRGEIDKFS
SLQMKVAGTSWWN
LCFSASRRNLNFAP
EVNDNLRY*

CGGGTTGAGA ATTACATGGT 0 C 0 0 0 0 0

4573 2462 ao AN5971.1 72.m19187 AO070340000329 0 -187 -89 ATGAAAGTGGCCGGAACGTCCTGGTGGAATCTCTGTTTCT
CCGCCTCCCGACGGAACCTCAACTTCGCTCCCGAAGTCA
ATGACAACCTGAGATACTAA

ATGAAAGTGGCCGGAACGTCCTGGTGGAAT
CTCTGTTTCTCCGCCTCCCGACGGAACCTC
AACTTCGCTCCCGAAGTCAATGACAACCTG
AGATACTAA

MKVAGTSWWNLCFSAS
RRNLNFAPEVNDNLRY*

MKVAGTSWWNLCF
SASRRNLNFAPEVN
DNLRY*

TTCCCTTCAG ATTACATGGT 0 C 0 0 0 0 0

4574 2462 ao AN5971.1 72.m19187 AO070340000329 0 -108 -97 ATGACAACCTGA ATGACAACCTGA MTT* MTT* CCCGAAGTCA GATACTAAAT 0 C 0 0 0 0 0
4575 2463 ao AN5975.1 72.m19192 AO070340000331 0 -261 -250 ATGTTTCTGTAG ATGTTTCTGTAG MFL* MFL* CCATCGTGAA TACATTTAAT 0 G 0 0 0 0 0
4579 2465 af AN8454.1 52.m03681 AO070341000304 0 -218 -99 ATGGCCAATAGGGGAGTGCACGTGACTTATCGCGGGGGG

GTGGCTCGGCATTCGACCACCAATCAGAGCTCTTTGGCC
CATACTGTACCACACGAGGCGTATCTTTTGCAGAATCAGT
AG

ATGGCCAATAGGGGAGTGCACGTGACTTATCGCG
GGGGGGTGGCTCGGCATTCGACCACCAATCAGAG
CTCTTTGGCCCATACTGTACCACACGAGGCGTATC
TTTTGCAGAATCAGTAG

MANRGVHVTYRGGVAR
HSTTNQSSLAHTVPHEAY
LLQNQ*

MANRGVHVTYRGG
VARHSTTNQSSLAH
TVPHEAYLLQNQ*

GGAGTCGGAG GTAGATATGC 0 Q 0 0 0 0 0

4576 2465 an AN8454.1 52.m03681 AO070341000304 0 -164 -87 ATGCGAGGAGGATGCAGATCCATCAAGCCGAAAGGGCGG
GGGACGGTACTGATAAAGATATGCCCAGTCAACATATAA

ATGCGAGGAGGATGCAGATCCATCAAGCCGAAA
GGGCGGGGGACGGTACTGATAAAGATATGCCCA
GTCAACATATAA

MRGGCRSIKPKGRGTVLI
KICPVNI*

MRGGCRSIKPKGRGTV
LIKICPVNI*

TCCAACTCCC GACACCTCCA 0 Q 0 0 0 0 0

4577 2465 an AN8454.1 52.m03681 AO070341000304 0 -153 -64 ATGCAGATCCATCAAGCCGAAAGGGCGGGGGACGGTACT
GATAAAGATATGCCCAGTCAACATATAAGACACCTCCACC
CTCTCCAATAG

ATGCAGATCCATCAAGCCGAAAGGGCGGGGGAC
GGTACTGATAAAGATATGCCCAGTCAACATATAA
GACACCTCCACCCTCTCCAATAG

MQIHQAERAGDGTDKDM
PSQHIRHLHPLQ*

MQIHQAERAGDGTDKD
MPSQHIRHLHPLQ*

TGCGAGGAGG TGGACTGTCT 0 Q 0 0 0 0 0

4578 2465 an AN8454.1 52.m03681 AO070341000304 0 -105 -64 ATGCCCAGTCAACATATAAGACACCTCCACCCTCTCCAAT
AG

ATGCCCAGTCAACATATAAGACACCTCCACCCTC
TCCAATAG

MPSQHIRHLHPLQ* MPSQHIRHLHPLQ* TGATAAAGAT TGGACTGTCT 0 Q 0 0 0 0 0

4580 2465 ao AN8454.1 52.m03681 AO070341000304 0 -216 -193 ATGAACCAATCAGCCACCGGTTAA ATGAACCAATCAGCCACCGGTTAA MNQSATG* MNQSATG* TGAGTCGGGT CACAGATGTC 0 Q 0 0 0 0 0
4581 2465 ao AN8454.1 52.m03681 AO070341000304 0 -187 -164 ATGTCAATTCCCAAAGGGGCTTAA ATGTCAATTCCCAAAGGGGCTTAA MSIPKGA* MSIPKGA* GTTAACACAG AGCCAAATTA 0 Q 0 0 0 0 0
4582 2466 an AN8502.1 52.m03748 AO070342000411 0 -148 -104 ATGAAACCTGATCGGGGAGGAAATGGTCATGCTGATGCTC

CATGA
ATGAAACCTGATCGGGGAGGAAATGGTCATGCT
GATGCTCCATGA

MKPDRGGNGHADAP* MKPDRGGNGHADAP* TAGCTCGACA CCCGCTGATC 0 G 0 0 0 0 0

4583 2466 an AN8502.1 52.m03748 AO070342000411 0 -126 -61 ATGGTCATGCTGATGCTCCATGACCCGCTGATCGTGGGTA
TAAAGTCGTTACGGGACCCTGGTTAA

ATGGTCATGCTGATGCTCCATGACCCGCTGATCG
TGGGTATAAAGTCGTTACGGGACCCTGGTTAA

MVMLMLHDPLIVGIKSLR
DPG*

MVMLMLHDPLIVGIKSLR
DPG*

CGGGGAGGAA GTCACGCAGG 0 G 0 0 0 0 0

4584 2466 an AN8502.1 52.m03748 AO070342000411 0 -120 -61 ATGCTGATGCTCCATGACCCGCTGATCGTGGGTATAAAGT
CGTTACGGGACCCTGGTTAA

ATGCTGATGCTCCATGACCCGCTGATCGTGGGT
ATAAAGTCGTTACGGGACCCTGGTTAA

MLMLHDPLIVGIKSLRDP
G*

MLMLHDPLIVGIKSLRDP
G*

GGAAATGGTC GTCACGCAGG 0 G 0 0 0 0 0

4585 2466 an AN8502.1 52.m03748 AO070342000411 0 -114 -61 ATGCTCCATGACCCGCTGATCGTGGGTATAAAGTCGTTAC
GGGACCCTGGTTAA

ATGCTCCATGACCCGCTGATCGTGGGTATAAAGT
CGTTACGGGACCCTGGTTAA

MLHDPLIVGIKSLRDPG* MLHDPLIVGIKSLRDPG* GGTCATGCTG GTCACGCAGG 0 G 0 0 0 0 0

4586 2466 an AN8502.1 52.m03748 AO070342000411 0 -107 -96 ATGACCCGCTGA ATGACCCGCTGA MTR* MTR* CTGATGCTCC TCGTGGGTAT 0 G 0 0 0 0 0
4587 2466 ao AN8502.1 52.m03748 AO070342000411 0 -250 -152 ATGAGATCATCCTGCACATGGAGAGGCACCCCCACGTCG

GCTTGTGCCGTTGCTTGGCTGGTCCTACCCCGGGATTTG
GGTGGAGTGGGTTGGGCATGA

ATGAGATCATCCTGCACATGGAGAGGCACC
CCCACGTCGGCTTGTGCCGTTGCTTGGCTG
GTCCTACCCCGGGATTTGGGTGGAGTGGG
TTGGGCATGA

MRSSCTWRGTPTSACAV
AWLVLPRDLGGVGWA*

MRSSCTWRGTPTS
ACAVAWLVLPRDLG
GVGWA*

TCGTCCCCGG TGGTCGTTTG 0 G 0 0 0 0 0

4588 2466 ao AN8502.1 52.m03748 AO070342000411 0 -233 -123 ATGGAGAGGCACCCCCACGTCGGCTTGTGCCGTTGCTTG
GCTGGTCCTACCCCGGGATTTGGGTGGAGTGGGTTGGGC
ATGATGGTCGTTTGCGACCGTGTCATCCTATAA

ATGGAGAGGCACCCCCACGTCGGCTTGTG
CCGTTGCTTGGCTGGTCCTACCCCGGGATT
TGGGTGGAGTGGGTTGGGCATGATGGTCG
TTTGCGACCGTGTCATCCTATAA

MERHPHVGLCRCLAGPT
PGFGWSGLGMMVVCDR
VIL*

MERHPHVGLCRCL
AGPTPGFGWSGLG
MMVVCDRVIL*

CATCCTGCAC TAGTCTCTCC 0 G 0 0 0 0 0

4589 2466 ao AN8502.1 52.m03748 AO070342000411 0 -155 -123 ATGATGGTCGTTTGCGACCGTGTCATCCTATAA ATGATGGTCGTTTGCGACCGTGTCATCCTAT
AA

MMVVCDRVIL* MMVVCDRVIL* TGGGTTGGGC TAGTCTCTCC 0 G 0 0 0 0 0
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4590 2466 ao AN8502.1 52.m03748 AO070342000411 0 -152 -123 ATGGTCGTTTGCGACCGTGTCATCCTATAA ATGGTCGTTTGCGACCGTGTCATCCTATAA MVVCDRVIL* MVVCDRVIL* GTTGGGCATG TAGTCTCTCC 0 G 0 0 0 0 0

4594 2468 af AN2173.1 72.m19667 AO070343000244 0 -223 -191 ATGGAGAGTTTGTGTTGGGCTTCATTTCATTAA ATGGAGAGTTTGTGTTGGGCTTCATTTCATTAA MESLCWASFH* MESLCWASFH* TGGATTTCTC CAACTGCAAT 0 F 0 0 0 YNL083W YNL083W
4591 2468 an AN2173.1 72.m19667 AO070343000244 0 -199 -173 ATGGCCATTATCAGGCCTGAACGTTAA ATGGCCATTATCAGGCCTGAACGTTAA MAIIRPER* MAIIRPER* TTGATTTCTC TCTGCGATAT 0 F 0 0 0 YNL083W YNL083W
4605 2472 af AN2016.1 58.m07624 AO070202000009 0 -270 -250 ATGATCTACTTTCCCTTCTGA ATGATCTACTTTCCCTTCTGA MIYFPF* MIYFPF* TTTTTTCTCC ACAACTTATC 0  0 0 0 0 0
4606 2472 af AN2016.1 58.m07624 AO070202000009 0 -189 -157 ATGGTTGTATTCATGGCTGAGTGCTACATGTAA ATGGTTGTATTCATGGCTGAGTGCTACATGTAA MVVFMAECYM* MVVFMAECYM* CGTGCTGGTC CTATCAGCAT 0  0 0 0 0 0
4607 2472 af AN2016.1 58.m07624 AO070202000009 0 -177 -157 ATGGCTGAGTGCTACATGTAA ATGGCTGAGTGCTACATGTAA MAECYM* MAECYM* GGTTGTATTC CTATCAGCAT 0  0 0 0 0 0
4608 2472 af AN2016.1 58.m07624 AO070202000009 0 -126 -109 ATGGCCTCAAGGCGTTGA ATGGCCTCAAGGCGTTGA MASRR* MASRR* GCGATTCACA GATTATTTTG 0  0 0 0 0 0
4602 2472 an AN2016.1 58.m07624 AO070202000009 0 -139 -98 ATGCGTACGTCTGCAAGGACTATAGCGATTTTATACTGTTG

A
ATGCGTACGTCTGCAAGGACTATAGCGATTTTAT
ACTGTTGA

MRTSARTIAILYC* MRTSARTIAILYC* ATTTTCACCC CGAGCAATCC 0  0 0 0 0 0

4603 2472 an AN2016.1 58.m07624 AO070202000009 0 -84 -58 ATGACCCGCATGCCTCTTCAAGACTAG ATGACCCGCATGCCTCTTCAAGACTAG MTRMPLQD* MTRMPLQD* GCAATCCGAC CTTCTCATCT 0  0 0 0 0 0
4604 2472 an AN2016.1 58.m07624 AO070202000009 0 -75 -58 ATGCCTCTTCAAGACTAG ATGCCTCTTCAAGACTAG MPLQD* MPLQD* CATGACCCGC CTTCTCATCT 0  0 0 0 0 0
4609 2472 ao AN2016.1 58.m07624 AO070202000009 0 -120 -37 ATGGCGACACAGCCCGCTTCGCTATCCCTCGCTTTTACGT

CGGCCATTCTTCTAGTTGCTCTCGCGGGATGCCATGATTT
CTAA

ATGGCGACACAGCCCGCTTCGCTATCCCTC
GCTTTTACGTCGGCCATTCTTCTAGTTGCTC
TCGCGGGATGCCATGATTTCTAA

MATQPASLSLAFTSAILLV
ALAGCHDF*

MATQPASLSLAFTS
AILLVALAGCHDF*

CTCAACCGTG AGGCTCCACA 0  0 0 0 0 0

4613 2474 af AN0842.1 70.m15442 AO070216000002 0 -82 -41 ATGAACGACATCCCGCAACTTCTCATATGTGGACCCGAAT
GA

ATGAACGACATCCCGCAACTTCTCATATGTGGACC
CGAATGA

MNDIPQLLICGPE* MNDIPQLLICGPE* TGAAGGAGGT GAGACGTCGT 0 R 0 0 0 0 0

4611 2474 an AN0842.1 70.m15442 AO070216000002 0 -211 -197 ATGCTGTGGCTTTAG ATGCTGTGGCTTTAG MLWL* MLWL* CGGCCAGGTG GCGCGGAGAG 0 R 0 0 0 0 0
4612 2474 an AN0842.1 70.m15442 AO070216000002 0 -70 -35 ATGAGGGTACCGCATCCTCGCGTTTACTCCTGCTAG ATGAGGGTACCGCATCCTCGCGTTTACTCCTGCT

AG
MRVPHPRVYSC* MRVPHPRVYSC* CAGACCTGCA AACCGACAGC 0 R 0 0 0 0 0

4616 2474 ao AN0842.1 70.m15442 AO070216000002 0 -84 -37 ATGAGGATCGTAGAACTCGTTTATCCTTTACAACGCGGATT
CGCATGA

ATGAGGATCGTAGAACTCGTTTATCCTTTAC
AACGCGGATTCGCATGA

MRIVELVYPLQRGFA* MRIVELVYPLQRGF
A*

GGATCCTGAG GAGCCCCTCA 0 R 0 0 0 0 0

4618 2475 an AN1073.1 70.m15165 AO070218000012 0 -195 -175 ATGTGTGGGGAGGATAAGTAA ATGTGTGGGGAGGATAAGTAA MCGEDK* MCGEDK* AAGCAGGACC CTATTTTGAG 0 E 0 0 0 0 0
4621 2478 af AN5176.1 69.m14873 AO070247000007 0 -253 -131 ATGGCTAACCCCTATAATCTTAGACAAACATCGCTCTCCTA

TCTTGAAACAGGTAAATGCGACGGACTGACGGACCGTTG
GACCGGACGTGTTGAGATGAAAATATGCAGCACTCCCAG
CTAG

ATGGCTAACCCCTATAATCTTAGACAAACATCGCTC
TCCTATCTTGAAACAGGTAAATGCGACGGACTGAC
GGACCGTTGGACCGGACGTGTTGAGATGAAAATAT
GCAGCACTCCCAGCTAG

MANPYNLRQTSLSYLET
GKCDGLTDRWTGRVEM
KICSTPS*

MANPYNLRQTSLSY
LETGKCDGLTDRW
TGRVEMKICSTPS*

CATTGCCTGC CTAGCTTCCG 0  0 0 0 0 0

4622 2478 af AN5176.1 69.m14873 AO070247000007 0 -197 -159 ATGCGACGGACTGACGGACCGTTGGACCGGACGTGTTGA ATGCGACGGACTGACGGACCGTTGGACCGGACGT
GTTGA

MRRTDGPLDRTC* MRRTDGPLDRTC* AAACAGGTAA GATGAAAATA 0  0 0 0 0 0

4623 2478 af AN5176.1 69.m14873 AO070247000007 0 -157 -131 ATGAAAATATGCAGCACTCCCAGCTAG ATGAAAATATGCAGCACTCCCAGCTAG MKICSTPS* MKICSTPS* ACGTGTTGAG CTAGCTTCCG 0  0 0 0 0 0
4619 2478 an AN5176.1 69.m14873 AO070247000007 0 -158 -126 ATGGTAGATAGATTATCCCTAGTGAGCATGTAA ATGGTAGATAGATTATCCCTAGTGAGCATGTAA MVDRLSLVSM* MVDRLSLVSM* TGGTTCAGGC GCTATGAGAG 0  0 0 0 0 0

4620 2478 an AN5176.1 69.m14873 AO070247000007 0 -122 -90 ATGAGAGAGTATCACCTTGAGATCAAGGTATAA ATGAGAGAGTATCACCTTGAGATCAAGGTATAA MREYHLEIKV* MREYHLEIKV* CATGTAAGCT AGACCTCTAG 0  0 0 0 0 0

4624 2478 ao AN5176.1 69.m14873 AO070247000007 0 -248 -147 ATGGCTTCCTCAATCTCTATGAAACGGTCATTTCAGCGGC
TTCACGGTCCGTTGCACCGGCTGGTATGGATAGGGCTTC
GTACAGGAATTTTTCCGAAATGA

ATGGCTTCCTCAATCTCTATGAAACGGTCAT
TTCAGCGGCTTCACGGTCCGTTGCACCGGC
TGGTATGGATAGGGCTTCGTACAGGAATTTT
TCCGAAATGA

MASSISMKRSFQRLHGP
LHRLVWIGLRTGIFPK*

MASSISMKRSFQRL
HGPLHRLVWIGLRT
GIFPK*

CGGTTCCTGT ACACCGGGGT 0  0 0 0 0 0

4625 2478 ao AN5176.1 69.m14873 AO070247000007 0 -230 -147 ATGAAACGGTCATTTCAGCGGCTTCACGGTCCGTTGCACC
GGCTGGTATGGATAGGGCTTCGTACAGGAATTTTTCCGAA
ATGA

ATGAAACGGTCATTTCAGCGGCTTCACGGT
CCGTTGCACCGGCTGGTATGGATAGGGCTT
CGTACAGGAATTTTTCCGAAATGA

MKRSFQRLHGPLHRLVW
IGLRTGIFPK*

MKRSFQRLHGPLH
RLVWIGLRTGIFPK*

CTCAATCTCT ACACCGGGGT 0  0 0 0 0 0

4626 2478 ao AN5176.1 69.m14873 AO070247000007 0 -183 -124 ATGGATAGGGCTTCGTACAGGAATTTTTCCGAAATGAACA
CCGGGGTGTTTCTCTCGTAA

ATGGATAGGGCTTCGTACAGGAATTTTTCCG
AAATGAACACCGGGGTGTTTCTCTCGTAA

MDRASYRNFSEMNTGVF
LS*

MDRASYRNFSEMN
TGVFLS*

ACCGGCTGGT TTCCGAAGGC 0  0 0 0 0 0

4627 2478 ao AN5176.1 69.m14873 AO070247000007 0 -150 -124 ATGAACACCGGGGTGTTTCTCTCGTAA ATGAACACCGGGGTGTTTCTCTCGTAA MNTGVFLS* MNTGVFLS* TTTTTCCGAA TTCCGAAGGC 0  0 0 0 0 0
4629 2481 af AN2440.1 69.m15218 AO070264000039 0 -155 -138 ATGCCCTGTCAGCTCTGA ATGCCCTGTCAGCTCTGA MPCQL* MPCQL* CAACGGATGC ATCTAACTTG 0 G 0 MG04113.1 0 0 0
4628 2481 an AN2440.1 69.m15218 AO070264000039 0 -199 -53 ATGGAAAAAGTCGCTTCGGAGGGGTACCTTCTTACCCCCA

CCGGGCACCTCTCCCCCGGACTTTTCGCAGAATCCACAA
GCATATTAATAGATGCGCAGTCTCCGGCTTCGGTCCAACT
CCTGTCTTTCTCTTCCGTCCTATCTTAG

ATGGAAAAAGTCGCTTCGGAGGGGTACCTTCTTA
CCCCCACCGGGCACCTCTCCCCCGGACTTTTCG
CAGAATCCACAAGCATATTAATAGATGCGCAGTC
TCCGGCTTCGGTCCAACTCCTGTCTTTCTCTTCC
GTCCTATCTTAG

MEKVASEGYLLTPTGHLS
PGLFAESTSILIDAQSPAS
VQLLSFSSVLS*

MEKVASEGYLLTPTGHL
SPGLFAESTSILIDAQSP
ASVQLLSFSSVLS*

TGAGTGGCCC TCCTCGTGCT 0 G 0 MG04113.1 0 0 0

4630 2485 ao AN0609.1 70.m15670 AO070280000031 0 -189 -172 ATGAAAAGAGGCGTTTGA ATGAAAAGAGGCGTTTGA MKRGV* MKRGV* GTGCCGAGAG TGGAACGCCC 0 IQ 0 0 0 0 0
4631 2485 ao AN0609.1 70.m15670 AO070280000031 0 -172 -119 ATGGAACGCCCGGAAGGATCCAGACAAAGACAACTAGAT

CCCGAGGTATATTGA
ATGGAACGCCCGGAAGGATCCAGACAAAGA
CAACTAGATCCCGAGGTATATTGA

MERPEGSRQRQLDPEVY
*

MERPEGSRQRQLD
PEVY*

GAGGCGTTTG CGCCTAGAAT 0 IQ 0 0 0 0 0

4632 2489 af AN5109.1 54.m06913 AO070296000005 0 -250 -218 ATGAAACTATTATCTGGAATCGCATCAATTTAG ATGAAACTATTATCTGGAATCGCATCAATTTAG MKLLSGIASI* MKLLSGIASI* TTAAACCTTG CAAGAGTTGC 0 R FG06240.1 MG03160.1 NCU01759.1 0 0

4633 2489 af AN5109.1 54.m06913 AO070296000005 0 -205 -185 ATGATTGAGTACATTTTATAA ATGATTGAGTACATTTTATAA MIEYIL* MIEYIL* AGAGTTGCGA TATAATATAT 0 R FG06240.1 MG03160.1 NCU01759.1 0 0

4634 2489 ao AN5109.1 54.m06913 AO070296000005 0 -195 -142 ATGAGGAATATTGGATCCACCTTACATCACACTTGCCGGC
TGACAAATTTATGA

ATGAGGAATATTGGATCCACCTTACATCACA
CTTGCCGGCTGACAAATTTATGA

MRNIGSTLHHTCRLTNL* MRNIGSTLHHTCRL
TNL*

GATTGGTCGT AGACGTGATT 0 R FG06240.1 MG03160.1 NCU01759.1 0 0

4635 2489 ao AN5109.1 54.m06913 AO070296000005 0 -145 -134 ATGAAGACGTGA ATGAAGACGTGA MKT* MKT* TGACAAATTT TTGTATTGAT 0 R FG06240.1 MG03160.1 NCU01759.1 0 0

4636 2492 an AN8277.1 53.m04091 AO070310000023 0 -294 -259 ATGTCCTATCGTTCAGGGTCCTATTTGGACCGCTAG ATGTCCTATCGTTCAGGGTCCTATTTGGACCGCT
AG

MSYRSGSYLDR* MSYRSGSYLDR* CCTACCATTT AAATAGACTC 0 E FG01417.1 0 0 0 0

4637 2492 ao AN8277.1 53.m04091 AO070310000023 0 -71 -54 ATGGAACATCATCCTTGA ATGGAACATCATCCTTGA MEHHP* MEHHP* GTAACTCTAC TATACAATCC 0 E FG01417.1 0 0 0 0
4640 2494 af AN8344.1 53.m04018 AO070312000017 0 -217 -47 ATGCTCCGAAGCAGAGTCATAGCTTGGTGCCAAGTAATCT

GGATCTTTCTGAATTTGGACAGCATCGCCTTCTGTTTCATT
CAGGTGCTCCGCGGGACGCCGAGATGGATGGGTCGCAT
ACTGACATTCCGGTTTAAATATTCCAGGAACCAGCGTTTCC
TACATTCCTGA

ATGCTCCGAAGCAGAGTCATAGCTTGGTGCCAAGT
AATCTGGATCTTTCTGAATTTGGACAGCATCGCCTT
CTGTTTCATTCAGGTGCTCCGCGGGACGCCGAGA
TGGATGGGTCGCATACTGACATTCCGGTTTAAATAT
TCCAGGAACCAGCGTTTCCTACATTCCTGA

MLRSRVIAWCQVIWIFLN
LDSIAFCFIQVLRGTPRW
MGRILTFRFKYSRNQRFL
HS*

MLRSRVIAWCQVIW
IFLNLDSIAFCFIQVL
RGTPRWMGRILTFR
FKYSRNQRFLHS*

GCTGCTGCCA TGCCGGAACA 0 Q 0 0 0 0 0

4641 2494 af AN8344.1 53.m04018 AO070312000017 0 -113 -81 ATGGATGGGTCGCATACTGACATTCCGGTTTAA ATGGATGGGTCGCATACTGACATTCCGGTTTAA MDGSHTDIPV* MDGSHTDIPV* GGACGCCGAG ATATTCCAGG 0 Q 0 0 0 0 0
4642 2494 af AN8344.1 53.m04018 AO070312000017 0 -109 -47 ATGGGTCGCATACTGACATTCCGGTTTAAATATTCCAGGA

ACCAGCGTTTCCTACATTCCTGA
ATGGGTCGCATACTGACATTCCGGTTTAAATATTCC
AGGAACCAGCGTTTCCTACATTCCTGA

MGRILTFRFKYSRNQRFL
HS*

MGRILTFRFKYSRN
QRFLHS*

GCCGAGATGG TGCCGGAACA 0 Q 0 0 0 0 0

4639 2494 an AN8344.1 53.m04018 AO070312000017 0 -110 -51 ATGTCGGGCCATTCGTCAACAACTCTCCGAGCTCTGGGC
GGAGCTCGTATAAAATTCTGA

ATGTCGGGCCATTCGTCAACAACTCTCCGAGCTC
TGGGCGGAGCTCGTATAAAATTCTGA

MSGHSSTTLRALGGARIK
F*

MSGHSSTTLRALGGARI
KF*

GGTGTTTGAG GCCCCTTCCC 0 Q 0 0 0 0 0

4644 2494 ao AN8344.1 53.m04018 AO070312000017 0 -255 -148 ATGGATTTCCTATGGCTCAGCTGGCCCCCCTATCTACGTA
TAAAGCAACCCTCTCGGCACATACCTGCCAGCTTTCCTCT
GCAGTTCGACATGAACGATTTTTCATGA

ATGGATTTCCTATGGCTCAGCTGGCCCCCC
TATCTACGTATAAAGCAACCCTCTCGGCACA
TACCTGCCAGCTTTCCTCTGCAGTTCGACAT
GAACGATTTTTCATGA

MDFLWLSWPPYLRIKQP
SRHIPASFPLQFDMNDFS
*

MDFLWLSWPPYLRI
KQPSRHIPASFPLQ
FDMNDFS*

TTCGAACACT GTTCAGAGGC 0 Q 0 0 0 0 0

4645 2494 ao AN8344.1 53.m04018 AO070312000017 0 -165 -148 ATGAACGATTTTTCATGA ATGAACGATTTTTCATGA MNDFS* MNDFS* GCAGTTCGAC GTTCAGAGGC 0 Q 0 0 0 0 0
4648 2495 af AN0780.1 70.m15390 AO070316000056 0 -215 -81 ATGCGTATTCCTTGGTCACAGACAGACACTCGGTCATTTC

AAATGGCGGCGGCCAACGTCACCAGACTGACGTGTCCCC
TGTCCCTCCACGCTGAAATTTTCAACGACAACGCCAAAAA
AAAGGTCATCGACTGA

ATGCGTATTCCTTGGTCACAGACAGACACTCGGTC
ATTTCAAATGGCGGCGGCCAACGTCACCAGACTGA
CGTGTCCCCTGTCCCTCCACGCTGAAATTTTCAAC
GACAACGCCAAAAAAAAGGTCATCGACTGA

MRIPWSQTDTRSFQMAA
ANVTRLTCPLSLHAEIFN
DNAKKKVID*

MRIPWSQTDTRSFQ
MAAANVTRLTCPLS
LHAEIFNDNAKKKVI
D*

AATAGAGTGC GACCGAGCCA 0 E 0 0 NCU09116.1 0 0

4649 2495 af AN0780.1 70.m15390 AO070316000056 0 -173 -81 ATGGCGGCGGCCAACGTCACCAGACTGACGTGTCCCCTG
TCCCTCCACGCTGAAATTTTCAACGACAACGCCAAAAAAA
AGGTCATCGACTGA

ATGGCGGCGGCCAACGTCACCAGACTGACGTGTC
CCCTGTCCCTCCACGCTGAAATTTTCAACGACAAC
GCCAAAAAAAAGGTCATCGACTGA

MAAANVTRLTCPLSLHAE
IFNDNAKKKVID*

MAAANVTRLTCPLS
LHAEIFNDNAKKKVI
D*

GTCATTTCAA GACCGAGCCA 0 E 0 0 NCU09116.1 0 0

4646 2495 an AN0780.1 70.m15390 AO070316000056 0 -192 -124 ATGATCAGCTCAAGGATAAGAGTCAACCTTAGCCTAAACG
GTGATGGCAGTTTGCGGCGCCGTAGATAA

ATGATCAGCTCAAGGATAAGAGTCAACCTTAGCC
TAAACGGTGATGGCAGTTTGCGGCGCCGTAGAT
AA

MISSRIRVNLSLNGDGSL
RRRR*

MISSRIRVNLSLNGDGSL
RRRR*

GCCTTATCGC GATAGAGAGA 0 E 0 0 NCU09116.1 0 0

4647 2495 an AN0780.1 70.m15390 AO070316000056 0 -114 -76 ATGCCAAAATATATCTCCCGACAGAGAATATCAGTATAG ATGCCAAAATATATCTCCCGACAGAGAATATCAG
TATAG

MPKYISRQRISV* MPKYISRQRISV* AGATAGAGAG AGTTTCTTAC 0 E 0 0 NCU09116.1 0 0

4650 2495 ao AN0780.1 70.m15390 AO070316000056 0 -221 -186 ATGAGCCGCAATCTTCAACTCCAACAAACGGAATAA ATGAGCCGCAATCTTCAACTCCAACAAACG
GAATAA

MSRNLQLQQTE* MSRNLQLQQTE* AGCGAAGTGC GGCAATGTTG 0 E 0 0 NCU09116.1 0 0

4651 2495 ao AN0780.1 70.m15390 AO070316000056 0 -181 -134 ATGTTGCTGACGTGGTTGCCCGTGATATATAATTGTATGCA
AAACTGA

ATGTTGCTGACGTGGTTGCCCGTGATATATA
ATTGTATGCAAAACTGA

MLLTWLPVIYNCMQN* MLLTWLPVIYNCMQ
N*

GAATAAGGCA GGAATCTCAC 0 E 0 0 NCU09116.1 0 0

4652 2495 ao AN0780.1 70.m15390 AO070316000056 0 -145 -134 ATGCAAAACTGA ATGCAAAACTGA MQN* MQN* ATATAATTGT GGAATCTCAC 0 E 0 0 NCU09116.1 0 0

4653 2495 ao AN0780.1 70.m15390 AO070316000056 0 -86 -69 ATGCACGATTGTCATTGA ATGCACGATTGTCATTGA MHDCH* MHDCH* CCACCGGGTC TAGGCCACAG 0 E 0 0 NCU09116.1 0 0

4657 2496 af AN3359.1 66.m04660 AO070317000081 0 -173 -108 ATGATCGCATGTCTTGTGTCTCATGGTGGCCGTTGCACGG
ACTTATCAGCCATGAGAGCCAGATAG

ATGATCGCATGTCTTGTGTCTCATGGTGGCCGTTG
CACGGACTTATCAGCCATGAGAGCCAGATAG

MIACLVSHGGRCTDLSA
MRAR*

MIACLVSHGGRCTD
LSAMRAR*

ATCTATCGGG CCGACCTCGG 0 E 0 0 0 0 0

4658 2496 af AN3359.1 66.m04660 AO070317000081 0 -165 -73 ATGTCTTGTGTCTCATGGTGGCCGTTGCACGGACTTATCA
GCCATGAGAGCCAGATAGCCGACCTCGGGCCGCCAGAAA
AAATCCCTACTTAA

ATGTCTTGTGTCTCATGGTGGCCGTTGCACGGACT
TATCAGCCATGAGAGCCAGATAGCCGACCTCGGG
CCGCCAGAAAAAATCCCTACTTAA

MSCVSWWPLHGLISHES
QIADLGPPEKIPT*

MSCVSWWPLHGLI
SHESQIADLGPPEKI
PT*

GGATGATCGC CCTCCCGTCC 0 E 0 0 0 0 0

4659 2496 af AN3359.1 66.m04660 AO070317000081 0 -151 -119 ATGGTGGCCGTTGCACGGACTTATCAGCCATGA ATGGTGGCCGTTGCACGGACTTATCAGCCATGA MVAVARTYQP* MVAVARTYQP* CTTGTGTCTC GAGCCAGATA 0 E 0 0 0 0 0
4660 2496 af AN3359.1 66.m04660 AO070317000081 0 -122 -108 ATGAGAGCCAGATAG ATGAGAGCCAGATAG MRAR* MRAR* CTTATCAGCC CCGACCTCGG 0 E 0 0 0 0 0
4654 2496 an AN3359.1 66.m04660 AO070317000081 0 -266 -201 ATGCATTCGCGACTAGAAGATAAGCCGAGCCCATCGGGC

TTCTTGGCGCTGGCTGGCGCGGGTTAG
ATGCATTCGCGACTAGAAGATAAGCCGAGCCCAT
CGGGCTTCTTGGCGCTGGCTGGCGCGGGTTAG

MHSRLEDKPSPSGFLAL
AGAG*

MHSRLEDKPSPSGFLAL
AGAG*

CGGTACCCCA ACTCGGGGCC 0 E 0 0 0 0 0

4655 2496 an AN3359.1 66.m04660 AO070317000081 0 -139 -128 ATGCTACTCTGA ATGCTACTCTGA MLL* MLL* AATACGGTCG AGGACAGCTG 0 E 0 0 0 0 0
4661 2496 ao AN3359.1 66.m04660 AO070317000081 0 -258 -244 ATGAAGCTGAACTAA ATGAAGCTGAACTAA MKLN* MKLN* CTTCCCGTTA GACGAATACG 0 E 0 0 0 0 0
4662 2496 ao AN3359.1 66.m04660 AO070317000081 0 -181 -71 ATGTTACGCCCGAGGCTAGTGGCTTGTTCTTTTTTCTGCTT

GGCCCGCAACGTCTGGCGACTTTATAACCGAGGGTGTCC
CGCGCATAGCTTCTTCATCTCTCGCTCTTGA

ATGTTACGCCCGAGGCTAGTGGCTTGTTCT
TTTTTCTGCTTGGCCCGCAACGTCTGGCGA
CTTTATAACCGAGGGTGTCCCGCGCATAGC
TTCTTCATCTCTCGCTCTTGA

MLRPRLVACSFFCLARN
VWRLYNRGCPAHSFFIS
RS*

MLRPRLVACSFFCL
ARNVWRLYNRGCP
AHSFFISRS*

AAGGCAACAC CCATTTCTAA 0 E 0 0 0 0 0

4665 2497 af AN0862.1 70.m15466 AO070320000011 0 -246 -157 ATGGCAATACTCACCGAGTACGCTGTCTTTCCTCAACCGC
TCCATGACAATAGACACCTCCGTGTACCATCTCATCTCGT
CCCATCCTAA

ATGGCAATACTCACCGAGTACGCTGTCTTTCCTCA
ACCGCTCCATGACAATAGACACCTCCGTGTACCAT
CTCATCTCGTCCCATCCTAA

MAILTEYAVFPQPLHDNR
HLRVPSHLVPS*

MAILTEYAVFPQPLH
DNRHLRVPSHLVPS
*

TATAGATCAT CAGAACAGCC 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C
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4666 2497 af AN0862.1 70.m15466 AO070320000011 0 -203 -21 ATGACAATAGACACCTCCGTGTACCATCTCATCTCGTCCC
ATCCTAACAGAACAGCCATGCTGCTGTATCCTGCCCCGCA
CGGACCACCTCCCACCACAGTCAAATCAGTCTCCAAATCC
ACCAAGAATCAGATACTCAAGCCCATTAAGCCCATCGCCA
CAAAGCTCTCAACCCTCACTTAA

ATGACAATAGACACCTCCGTGTACCATCTCATCTC
GTCCCATCCTAACAGAACAGCCATGCTGCTGTATC
CTGCCCCGCACGGACCACCTCCCACCACAGTCAA
ATCAGTCTCCAAATCCACCAAGAATCAGATACTCAA
GCCCATTAAGCCCATCGCCACAAAGCTCTCAACCC
TCACTTAA

MTIDTSVYHLISSHPNRTA
MLLYPAPHGPPPTTVKSV
SKSTKNQILKPIKPIATKLS
TLT*

MTIDTSVYHLISSHP
NRTAMLLYPAPHGP
PPTTVKSVSKSTKN
QILKPIKPIATKLSTLT
*

CAACCGCTCC ACCCTAAAGC 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C

4667 2497 af AN0862.1 70.m15466 AO070320000011 0 -146 -21 ATGCTGCTGTATCCTGCCCCGCACGGACCACCTCCCACC
ACAGTCAAATCAGTCTCCAAATCCACCAAGAATCAGATACT
CAAGCCCATTAAGCCCATCGCCACAAAGCTCTCAACCCTC
ACTTAA

ATGCTGCTGTATCCTGCCCCGCACGGACCACCTC
CCACCACAGTCAAATCAGTCTCCAAATCCACCAAG
AATCAGATACTCAAGCCCATTAAGCCCATCGCCAC
AAAGCTCTCAACCCTCACTTAA

MLLYPAPHGPPPTTVKSV
SKSTKNQILKPIKPIATKLS
TLT*

MLLYPAPHGPPPTT
VKSVSKSTKNQILKP
IKPIATKLSTLT*

CAGAACAGCC ACCCTAAAGC 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C

4663 2497 an AN0862.1 70.m15466 AO070320000011 0 -187 -170 ATGATCAGATATACATAG ATGATCAGATATACATAG MIRYT* MIRYT* CTCAGAAGAT AAATATAACT 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C
4664 2497 an AN0862.1 70.m15466 AO070320000011 0 -138 -22 ATGATAGATCAGTTTGCAGGACTTCGTAATCGAGTCCATC

AGTACATCAAAGAAGCCCCGCACAGACCACCTCCACTCAA
ATACCAAAATATCCTCATCCTTAACCCACCATCGTAG

ATGATAGATCAGTTTGCAGGACTTCGTAATCGAG
TCCATCAGTACATCAAAGAAGCCCCGCACAGACC
ACCTCCACTCAAATACCAAAATATCCTCATCCTTA
ACCCACCATCGTAG

MIDQFAGLRNRVHQYIKE
APHRPPPLKYQNILILNPP
S*

MIDQFAGLRNRVHQYIK
EAPHRPPPLKYQNILILN
PPS*

TAAGTACATT TCAATAACCG 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C

4668 2497 ao AN0862.1 70.m15466 AO070320000011 0 -162 -31 ATGAACCATCAGCCACAACATCCCCGCCAAGAACAAGCC
GTGCACAGACCACCCACCGAAACCACATCAAACCAAATTA
AACTTAAGATCTATCAAGAAACAAATCCCTCCAGCCCCTCC
ACAATACTATAA

ATGAACCATCAGCCACAACATCCCCGCCAA
GAACAAGCCGTGCACAGACCACCCACCGAA
ACCACATCAAACCAAATTAAACTTAAGATCTA
TCAAGAAACAAATCCCTCCAGCCCCTCCAC
AATACTATAA

MNHQPQHPRQEQAVHR
PPTETTSNQIKLKIYQETN
PSSPSTIL*

MNHQPQHPRQEQA
VHRPPTETTSNQIKL
KIYQETNPSSPSTIL*

TAACAAGGCC GATATAGACA 0 O FG10822.1 MG06730.1 0 YNL153C YNL153C

4669 2498 af AN0490.1 65.m07309 AO070321000178 0 -256 -245 ATGCTATCTTGA ATGCTATCTTGA MLS* MLS* GAAATTGAGG GTCATAATGC 0 F 0 0 0 0 0
4670 2498 af AN0490.1 65.m07309 AO070321000178 0 -238 -182 ATGCCTCCTGTTGCCTGCAAGATCGTCGATGGATGCCTGG

TGAGTTCCCCAGATTGA
ATGCCTCCTGTTGCCTGCAAGATCGTCGATGGATG
CCTGGTGAGTTCCCCAGATTGA

MPPVACKIVDGCLVSSPD
*

MPPVACKIVDGCLV
SSPD*

TTGAGTCATA TGATAAGATA 0 F 0 0 0 0 0

4671 2498 af AN0490.1 65.m07309 AO070321000178 0 -210 -196 ATGGATGCCTGGTGA ATGGATGCCTGGTGA MDAW* MDAW* AAGATCGTCG GTTCCCCAGA 0 F 0 0 0 0 0
4672 2498 af AN0490.1 65.m07309 AO070321000178 0 -206 -171 ATGCCTGGTGAGTTCCCCAGATTGATGATAAGATAA ATGCCTGGTGAGTTCCCCAGATTGATGATAAGATA

A
MPGEFPRLMIR* MPGEFPRLMIR* TCGTCGATGG GCTGCTGAGA 0 F 0 0 0 0 0

4673 2498 af AN0490.1 65.m07309 AO070321000178 0 -182 -171 ATGATAAGATAA ATGATAAGATAA MIR* MIR* CCCCAGATTG GCTGCTGAGA 0 F 0 0 0 0 0
4674 2498 ao AN0490.1 65.m07309 AO070321000178 0 -133 -122 ATGATTGATTAG ATGATTGATTAG MID* MID* CACCGCCCAC GTAAGTTATG 0 F 0 0 0 0 0
4675 2498 ao AN0490.1 65.m07309 AO070321000178 0 -114 -94 ATGAATTTTTTTTTTCTATAG ATGAATTTTTTTTTTCTATAG MNFFFL* MNFFFL* TAGGTAAGTT AGTCACCAAA 0 F 0 0 0 0 0
4676 2502 af AN4711.1 71.m15699 AO070329000164 0 -267 -166 ATGTACCGACGTCATTGCTACCCCACCAAAAACTGTCAGC

TCCAAACAGCTCATGTCATGCACCATTTGCTAGAATTCTCG
TACTTCACCAGATTCAACTGA

ATGTACCGACGTCATTGCTACCCCACCAAAAACTG
TCAGCTCCAAACAGCTCATGTCATGCACCATTTGCT
AGAATTCTCGTACTTCACCAGATTCAACTGA

MYRRHCYPTKNCQLQTA
HVMHHLLEFSYFTRFN*

MYRRHCYPTKNCQ
LQTAHVMHHLLEFS
YFTRFN*

CCGATGGAAG CGAGCTTCTG 0  0 0 0 0 0

4677 2502 af AN4711.1 71.m15699 AO070329000164 0 -215 -195 ATGTCATGCACCATTTGCTAG ATGTCATGCACCATTTGCTAG MSCTIC* MSCTIC* CAAACAGCTC AATTCTCGTA 0  0 0 0 0 0
4678 2502 af AN4711.1 71.m15699 AO070329000164 0 -210 -166 ATGCACCATTTGCTAGAATTCTCGTACTTCACCAGATTCAA

CTGA
ATGCACCATTTGCTAGAATTCTCGTACTTCACCAGA
TTCAACTGA

MHHLLEFSYFTRFN* MHHLLEFSYFTRFN* AGCTCATGTC CGAGCTTCTG 0  0 0 0 0 0

4679 2502 af AN4711.1 71.m15699 AO070329000164 0 -133 -92 ATGATGGTGATATCTTGCTTCGAAGTTGAGCTACTACCTTG
A

ATGATGGTGATATCTTGCTTCGAAGTTGAGCTACTA
CCTTGA

MMVISCFEVELLP* MMVISCFEVELLP* GCCGTTCTAG CCTTGTGTGC 0  0 0 0 0 0

4680 2502 af AN4711.1 71.m15699 AO070329000164 0 -130 -92 ATGGTGATATCTTGCTTCGAAGTTGAGCTACTACCTTGA ATGGTGATATCTTGCTTCGAAGTTGAGCTACTACCT
TGA

MVISCFEVELLP* MVISCFEVELLP* GTTCTAGATG CCTTGTGTGC 0  0 0 0 0 0

4681 2502 ao AN4711.1 71.m15699 AO070329000164 0 -244 -206 ATGCACAGCGTTCTAGACCGTAGGCCCGCGCTACGTTGA ATGCACAGCGTTCTAGACCGTAGGCCCGCG
CTACGTTGA

MHSVLDRRPALR* MHSVLDRRPALR* TGGCTTATAG CGTCACACTC 0  0 0 0 0 0

4682 2504 an AN3258.1 55.m03211 AO070336000226 0 -265 -191 ATGAGTTCCACTTATTGGTTCCTCGCAAAGGCCCAAGTCA
CTAGCCCAATTGATATCTGGAACGCGACCAATTAG

ATGAGTTCCACTTATTGGTTCCTCGCAAAGGCCC
AAGTCACTAGCCCAATTGATATCTGGAACGCGAC
CAATTAG

MSSTYWFLAKAQVTSPID
IWNATN*

MSSTYWFLAKAQVTSPI
DIWNATN*

GGCACAGCCA CTGGTTCTTG 0  0 0 0 0 0

4683 2504 an AN3258.1 55.m03211 AO070336000226 0 -154 -125 ATGTTGGGTGAACCCTTTATAATGTTATAA ATGTTGGGTGAACCCTTTATAATGTTATAA MLGEPFIML* MLGEPFIML* GGAGAAGTGA ATTTACCGCA 0  0 0 0 0 0
4684 2504 an AN3258.1 55.m03211 AO070336000226 0 -113 -96 ATGCACGGTGTGTGCTGA ATGCACGGTGTGTGCTGA MHGVC* MHGVC* TTTACCGCAC TCTTGATCGG 0  0 0 0 0 0
4686 2507 af AN6138.1 72.m19026 AO070340000064 0 -109 -68 ATGCTCGCCTATCGCTCGAGACTATCCCCTCACCGACTCT

GA
ATGCTCGCCTATCGCTCGAGACTATCCCCTCACCG
ACTCTGA

MLAYRSRLSPHRL* MLAYRSRLSPHRL* GGCCGACCTC CCCGCGTACC 0 D 0 0 0 0 0

4685 2507 an AN6138.1 72.m19026 AO070340000064 0 -109 -92 ATGCTCCCTCTCGACTGA ATGCTCCCTCTCGACTGA MLPLD* MLPLD* ATCCTGCCTG CGATTATTTC 0 D 0 0 0 0 0
4687 2507 ao AN6138.1 72.m19026 AO070340000064 0 -147 -127 ATGCTTGCTCTTCTTGAGTGA ATGCTTGCTCTTCTTGAGTGA MLALLE* MLALLE* TGCCTACCAA ACATCTCCCT 0 D 0 0 0 0 0
4689 2508 af AN5455.1 69.m15477 AO070341000411 0 -174 -118 ATGGTTGGAGAAAAAAGACTCCAAAAAAAAGTTGCTCCGG

CCATTAGTCGATCTTGA
ATGGTTGGAGAAAAAAGACTCCAAAAAAAAGTTGC
TCCGGCCATTAGTCGATCTTGA

MVGEKRLQKKVAPAISRS
*

MVGEKRLQKKVAPA
ISRS*

GCTGCCATTT CGGAAAGAAA 0 S FG07262.1 MG04995.1 0 0 0

4694 2510 af AN0665.1 70.m15268 AO070343000555 0 -181 -137 ATGGAGAGTTGCATCTCATTGCGCGATCAAGATAACTTGC
CATGA

ATGGAGAGTTGCATCTCATTGCGCGATCAAGATAA
CTTGCCATGA

MESCISLRDQDNLP* MESCISLRDQDNLP* AAGATAGAAT ACGGCAGACC 0 U 0 0 0 0 0

4695 2510 af AN0665.1 70.m15268 AO070343000555 0 -140 -48 ATGAACGGCAGACCTGCTCTCACCGCCTTACGATCCCAAG
AAATGGGCCGTGTTTTGAGGCCAACGTATACTTGTCTACC
TCTACAATATTAA

ATGAACGGCAGACCTGCTCTCACCGCCTTACGATC
CCAAGAAATGGGCCGTGTTTTGAGGCCAACGTATA
CTTGTCTACCTCTACAATATTAA

MNGRPALTALRSQEMGR
VLRPTYTCLPLQY*

MNGRPALTALRSQE
MGRVLRPTYTCLPL
QY*

ATAACTTGCC TCCTATTTCA 0 U 0 0 0 0 0

4696 2510 af AN0665.1 70.m15268 AO070343000555 0 -98 -48 ATGGGCCGTGTTTTGAGGCCAACGTATACTTGTCTACCTC
TACAATATTAA

ATGGGCCGTGTTTTGAGGCCAACGTATACTTGTCT
ACCTCTACAATATTAA

MGRVLRPTYTCLPLQY* MGRVLRPTYTCLPL
QY*

ATCCCAAGAA TCCTATTTCA 0 U 0 0 0 0 0

4692 2510 an AN0665.1 70.m15268 AO070343000555 0 -174 -142 ATGCCTGAAACTCGGACTCGGTGTTCTGTATAG ATGCCTGAAACTCGGACTCGGTGTTCTGTATAG MPETRTRCSV* MPETRTRCSV* TATCAAATTA ATGCTTCGGG 0 U 0 0 0 0 0

4693 2510 an AN0665.1 70.m15268 AO070343000555 0 -141 -76 ATGCTTCGGGAGACCTGCCCTTCCAGCTCGGCCCACTTG
CCACATGATCTGCGGAAGCCAACTTGA

ATGCTTCGGGAGACCTGCCCTTCCAGCTCGGCC
CACTTGCCACATGATCTGCGGAAGCCAACTTGA

MLRETCPSSSAHLPHDL
RKPT*

MLRETCPSSSAHLPHDL
RKPT*

TTCTGTATAG CTACTTTCCA 0 U 0 0 0 0 0

4697 2510 ao AN0665.1 70.m15268 AO070343000555 0 -195 -169 ATGAGGCATTTACTCCGTACTAAGTAG ATGAGGCATTTACTCCGTACTAAGTAG MRHLLRTK* MRHLLRTK* CACAGGGTAG GGCTGGACTG 0 U 0 0 0 0 0
4698 2510 ao AN0665.1 70.m15268 AO070343000555 0 -152 -132 ATGATAAAGTTGATTGACTGA ATGATAAAGTTGATTGACTGA MIKLID* MIKLID* ACTGCGGTGA TACCGTCACC 0 U 0 0 0 0 0
4699 2511 af AN6500.1 62.m03439 AO070222000014 0 -239 -186 ATGATTGGAAGCTGCCTGGCCGGTGTGGGGAGGAGGGG

GCTGGCGCACTCTTAG
ATGATTGGAAGCTGCCTGGCCGGTGTGGGGAGGA
GGGGGCTGGCGCACTCTTAG

MIGSCLAGVGRRGLAHS* MIGSCLAGVGRRGL
AHS*

GCACCAAGAT GGGCTCTTCC 0 J 0 0 0 0 0

4700 2511 af AN6500.1 62.m03439 AO070222000014 0 -146 -3 ATGCCGAAAACGGCCGCCTTAGCGAGAGTGTGGGATTCT
GTTCTTGGCACGATCGCACACAATAACGATCCCAGGCAAT
TAAAGTATACCAGCCTCGCGTCGAGTTCGATCTGTTCCCA
TTCAATCAGCTTGAAAGAGACATAA

ATGCCGAAAACGGCCGCCTTAGCGAGAGTGTGGG
ATTCTGTTCTTGGCACGATCGCACACAATAACGATC
CCAGGCAATTAAAGTATACCAGCCTCGCGTCGAGT
TCGATCTGTTCCCATTCAATCAGCTTGAAAGAGACA
TAA

MPKTAALARVWDSVLGTI
AHNNDPRQLKYTSLASS
SICSHSISLKET*

MPKTAALARVWDS
VLGTIAHNNDPRQL
KYTSLASSSICSHSI
SLKET*

AGGCCAGACT CAATGGCCGC 0 J 0 0 0 0 0

4701 2512 af AN5913.1 72.m19958 AO070248000033 0 -206 -165 ATGATACCACTATCAGATTATCCCCGCATTTATCAACGATA
G

ATGATACCACTATCAGATTATCCCCGCATTTATCAA
CGATAG

MIPLSDYPRIYQR* MIPLSDYPRIYQR* CGATCTACTG AATCATCTGA 0 Q 0 MG03880.1 NCU01754.1 0 0

4702 2512 af AN5913.1 72.m19958 AO070248000033 0 -147 -136 ATGCGATCATAA ATGCGATCATAA MRS* MRS* TGATTAGTCG TTCAGGCAAA 0 Q 0 MG03880.1 NCU01754.1 0 0

4703 2512 ao AN5913.1 72.m19958 AO070248000033 0 -239 -189 ATGTATAAACCCCGCCTGTCAATCCGTTGCAATCATGCATT
AACGCATTAA

ATGTATAAACCCCGCCTGTCAATCCGTTGCA
ATCATGCATTAACGCATTAA

MYKPRLSIRCNHALTH* MYKPRLSIRCNHAL
TH*

CGGAGGACAG CTAGCACCAT 0 Q 0 MG03880.1 NCU01754.1 0 0

4705 2513 af AN0485.1 58.m08875 AO070252000019 0 -179 -156 ATGACATTATGTCTCCCACAATAA ATGACATTATGTCTCCCACAATAA MTLCLPQ* MTLCLPQ* AGCGCTTATC TGGGCGTGTC 0 I 0 0 0 0 0
4706 2513 af AN0485.1 58.m08875 AO070252000019 0 -171 -91 ATGTCTCCCACAATAATGGGCGTGTCGAAACCGAGGTATG

CCGATCATGCGGGGGACTTTCATATGCCCTGTGCGCAATA
A

ATGTCTCCCACAATAATGGGCGTGTCGAAACCGAG
GTATGCCGATCATGCGGGGGACTTTCATATGCCCT
GTGCGCAATAA

MSPTIMGVSKPRYADHA
GDFHMPCAQ*

MSPTIMGVSKPRYA
DHAGDFHMPCAQ*

TCATGACATT GGCTGGTCTG 0 I 0 0 0 0 0

4707 2513 af AN0485.1 58.m08875 AO070252000019 0 -156 -91 ATGGGCGTGTCGAAACCGAGGTATGCCGATCATGCGGGG
GACTTTCATATGCCCTGTGCGCAATAA

ATGGGCGTGTCGAAACCGAGGTATGCCGATCATG
CGGGGGACTTTCATATGCCCTGTGCGCAATAA

MGVSKPRYADHAGDFH
MPCAQ*

MGVSKPRYADHAG
DFHMPCAQ*

TCCCACAATA GGCTGGTCTG 0 I 0 0 0 0 0

4708 2513 af AN0485.1 58.m08875 AO070252000019 0 -134 -75 ATGCCGATCATGCGGGGGACTTTCATATGCCCTGTGCGC
AATAAGGCTGGTCTGGATTAA

ATGCCGATCATGCGGGGGACTTTCATATGCCCTGT
GCGCAATAAGGCTGGTCTGGATTAA

MPIMRGTFICPVRNKAGL
D*

MPIMRGTFICPVRN
KAGLD*

AAACCGAGGT TATATAGGGC 0 I 0 0 0 0 0

4709 2513 af AN0485.1 58.m08875 AO070252000019 0 -125 -75 ATGCGGGGGACTTTCATATGCCCTGTGCGCAATAAGGCT
GGTCTGGATTAA

ATGCGGGGGACTTTCATATGCCCTGTGCGCAATAA
GGCTGGTCTGGATTAA

MRGTFICPVRNKAGLD* MRGTFICPVRNKAG
LD*

TATGCCGATC TATATAGGGC 0 I 0 0 0 0 0

4710 2513 af AN0485.1 58.m08875 AO070252000019 0 -108 -91 ATGCCCTGTGCGCAATAA ATGCCCTGTGCGCAATAA MPCAQ* MPCAQ* GGACTTTCAT GGCTGGTCTG 0 I 0 0 0 0 0
4704 2513 an AN0485.1 58.m08875 AO070252000019 0 -140 -36 ATGCTTTGGACTCTTAGGAGGGTCAGCTTTCACCAGGCGA

GGCGTGAGGTTAAATCGACCGGGTCGCCCTGGTCCTCAC
CCTCCCAACAACTCACTCCTTTCTAA

ATGCTTTGGACTCTTAGGAGGGTCAGCTTTCACC
AGGCGAGGCGTGAGGTTAAATCGACCGGGTCG
CCCTGGTCCTCACCCTCCCAACAACTCACTCCTT
TCTAA

MLWTLRRVSFHQARREV
KSTGSPWSSPSQQLTPF
*

MLWTLRRVSFHQARRE
VKSTGSPWSSPSQQLT
PF*

TTGATTTCAT CATTTTCTCT 0 I 0 0 0 0 0

4711 2513 ao AN0485.1 58.m08875 AO070252000019 0 -293 -228 ATGTACCTCTTACCCCTCACGCTTACATACCGAGGAAGAA
CCCCAGGCTCTTGGTCCCTTTATTAA

ATGTACCTCTTACCCCTCACGCTTACATACC
GAGGAAGAACCCCAGGCTCTTGGTCCCTTT
ATTAA

MYLLPLTLTYRGRTPGS
WSLY*

MYLLPLTLTYRGRT
PGSWSLY*

ATCGTCCCTG AGTAGCTGCG 0 I 0 0 0 0 0

4712 2513 ao AN0485.1 58.m08875 AO070252000019 0 -208 -125 ATGTGGATCGGTGCTCAACTGTCGGTATACACTAAGCCAA
GGGGTCTATTTAATATTTCAATTGGGACCACCCCGCGGTA
TTAA

ATGTGGATCGGTGCTCAACTGTCGGTATAC
ACTAAGCCAAGGGGTCTATTTAATATTTCAA
TTGGGACCACCCCGCGGTATTAA

MWIGAQLSVYTKPRGLF
NISIGTTPRY*

MWIGAQLSVYTKPR
GLFNISIGTTPRY*

GAGATTTCAC GGAAAGGTCG 0 I 0 0 0 0 0

4713 2516 af AN3365.1 66.m04631 AO070281000028 0 -147 -70 ATGGAAAAGGCTCCCCCGCCATCCGTACACCTCTCCTCTA
CAGTCTACCCAGTTTGGAGGTTAACTGACCTAATTTGA

ATGGAAAAGGCTCCCCCGCCATCCGTACACCTCTC
CTCTACAGTCTACCCAGTTTGGAGGTTAACTGACC
TAATTTGA

MEKAPPPSVHLSSTVYPV
WRLTDLI*

MEKAPPPSVHLSST
VYPVWRLTDLI*

AGATAAGTAG TCACGATATT 0 V 0 0 0 0 0

4714 2516 ao AN3365.1 66.m04631 AO070281000028 0 -268 -254 ATGATTAGTTACTAA ATGATTAGTTACTAA MISY* MISY* TTAGGTCCAA CTTGCTACTA 0 V 0 0 0 0 0
4715 2516 ao AN3365.1 66.m04631 AO070281000028 0 -97 -53 ATGACACCATCTGACGACATTGCCGATACGGTATGTAAAA

GTTGA
ATGACACCATCTGACGACATTGCCGATACG
GTATGTAAAAGTTGA

MTPSDDIADTVCKS* MTPSDDIADTVCKS* CCGCGATCAG TTGTCCTCTT 0 V 0 0 0 0 0

4717 2517 af AN2278.1 71.m15923 AO070295000054 0 -293 -258 ATGCTAAACATCACAAAATCTGTCGCAATCTATTAA ATGCTAAACATCACAAAATCTGTCGCAATCTATTAA MLNITKSVAIY* MLNITKSVAIY* ACCCCAATCC ACAGAGGTCG 0 BK 0 0 0 0 0

4722 2521 af AN1685.1 58.m07761 AO070305000004 0 -138 -115 ATGCGGAAGGGGAGTGCGATGTGA ATGCGGAAGGGGAGTGCGATGTGA MRKGSAM* MRKGSAM* CCCGTTTCGT GTCGGGCGGG 0 R 0 0 0 0 0
4723 2521 af AN1685.1 58.m07761 AO070305000004 0 -83 -12 ATGGCCGGCGTGTCCGGCGAGGGGAGGATGGTTTCCCG

ATCAGATTCAACGACGGAGGAATCGCAACCCTAA
ATGGCCGGCGTGTCCGGCGAGGGGAGGATGGTT
TCCCGATCAGATTCAACGACGGAGGAATCGCAACC
CTAA

MAGVSGEGRMVSRSDS
TTEESQP*

MAGVSGEGRMVSR
SDSTTEESQP*

AAGCTATATA TTGTCGGTAT 0 R 0 0 0 0 0

4719 2521 an AN1685.1 58.m07761 AO070305000004 0 -206 -123 ATGGGTCAAACCCCCCCCTTCTTCCCGTCTGCACGTCTGA
TGGCTCTTTCTGTAACCGATAGCGGACCGACTAGGCATCG
TTGA

ATGGGTCAAACCCCCCCCTTCTTCCCGTCTGCAC
GTCTGATGGCTCTTTCTGTAACCGATAGCGGACC
GACTAGGCATCGTTGA

MGQTPPFFPSARLMALS
VTDSGPTRHR*

MGQTPPFFPSARLMAL
SVTDSGPTRHR*

CTCGCACTCA TCCACAATAT 0 R 0 0 0 0 0

4720 2521 an AN1685.1 58.m07761 AO070305000004 0 -167 -123 ATGGCTCTTTCTGTAACCGATAGCGGACCGACTAGGCATC
GTTGA

ATGGCTCTTTCTGTAACCGATAGCGGACCGACTA
GGCATCGTTGA

MALSVTDSGPTRHR* MALSVTDSGPTRHR* TGCACGTCTG TCCACAATAT 0 R 0 0 0 0 0

4721 2521 an AN1685.1 58.m07761 AO070305000004 0 -104 -84 ATGCAACTCAGTCGAATATGA ATGCAACTCAGTCGAATATGA MQLSRI* MQLSRI* ATCTCAGACA AGGGGCTACA 0 R 0 0 0 0 0
4725 2521 ao AN1685.1 58.m07761 AO070305000004 0 -236 -180 ATGTCTTACACTGCAGGCTTATCCTCTTTCACCCCCACTAC

ACTACCGCTTCACTAG
ATGTCTTACACTGCAGGCTTATCCTCTTTCA
CCCCCACTACACTACCGCTTCACTAG

MSYTAGLSSFTPTTLPLH* MSYTAGLSSFTPTT
LPLH*

ATCGGACACC CACCACGGCT 0 R 0 0 0 0 0
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4726 2521 ao AN1685.1 58.m07761 AO070305000004 0 -101 -87 ATGAGACGGAAATGA ATGAGACGGAAATGA MRRK* MRRK* TGGGATCAAC AGGGCTTATA 0 R 0 0 0 0 0
4727 2521 ao AN1685.1 58.m07761 AO070305000004 0 -77 -6 ATGAGGACCGTCCCGTCCGCGTGGAGGGGTTGTTCCGTC

GTTTGTCTAACAGTAAAAGGGTTGCAATCGTGA
ATGAGGACCGTCCCGTCCGCGTGGAGGGG
TTGTTCCGTCGTTTGTCTAACAGTAAAAGGG
TTGCAATCGTGA

MRTVPSAWRGCSVVCLT
VKGLQS*

MRTVPSAWRGCSV
VCLTVKGLQS*

AAGGGCTTAT GCATCATGGC 0 R 0 0 0 0 0

4728 2522 an AN4040.1 53.m04000 AO070308000008 0 -223 -161 ATGCAGGCGCAATTGAAAAGTCCCGTCCCTAGTCCATCGT
TCCTCCCTAGTTGGCGGCATTAA

ATGCAGGCGCAATTGAAAAGTCCCGTCCCTAGTC
CATCGTTCCTCCCTAGTTGGCGGCATTAA

MQAQLKSPVPSPSFLPS
WRH*

MQAQLKSPVPSPSFLPS
WRH*

AACCACAATA TCATGAATGG 0  0 0 0 0 0

4729 2522 an AN4040.1 53.m04000 AO070308000008 0 -154 -86 ATGGATGGCTCAAGTGCTCACCTGCATTTCATCATAAAGT
CACCGAGATTCCCCAGGGTCTCATACTGA

ATGGATGGCTCAAGTGCTCACCTGCATTTCATCA
TAAAGTCACCGAGATTCCCCAGGGTCTCATACTG
A

MDGSSAHLHFIIKSPRFP
RVSY*

MDGSSAHLHFIIKSPRFP
RVSY*

TTAATCATGA TCTCTTTTGT 0  0 0 0 0 0

4730 2522 an AN4040.1 53.m04000 AO070308000008 0 -150 -118 ATGGCTCAAGTGCTCACCTGCATTTCATCATAA ATGGCTCAAGTGCTCACCTGCATTTCATCATAA MAQVLTCISS* MAQVLTCISS* TCATGAATGG AGTCACCGAG 0  0 0 0 0 0

4731 2522 ao AN4040.1 53.m04000 AO070308000008 0 -125 -108 ATGGTATCATACAAGTAG ATGGTATCATACAAGTAG MVSYK* MVSYK* ACTTGATGAG TAGTCTTGAA 0  0 0 0 0 0
4732 2522 ao AN4040.1 53.m04000 AO070308000008 0 -98 -78 ATGTTCAAGTCAAGTATATAA ATGTTCAAGTCAAGTATATAA MFKSSI* MFKSSI* GTAGTCTTGA AGAGGAGGAG 0  0 0 0 0 0
4735 2524 af AN8206.1 53.m03768 AO070310000111 0 -201 -151 ATGCTGGCTGGAGCCCTCTGTCGGACACTCCAAAGCCGA

ATCACGGTATAG
ATGCTGGCTGGAGCCCTCTGTCGGACACTCCAAA
GCCGAATCACGGTATAG

MLAGALCRTLQSRITV* MLAGALCRTLQSRI
TV*

TGTCCATAGT CGGGGCTAAC 0 Q 0 0 0 0 0

4736 2524 af AN8206.1 53.m03768 AO070310000111 0 -134 -15 ATGAGATTCGGGTGGTTTACTTTCAAGTCCTACTTAGCATT
CTGGCCACTCTCGGCTAAGGAGCTCTATAGCAGTCCATCC
AATGCACCTTGTAGCAGATCTGTCTTATACTCATCCTGA

ATGAGATTCGGGTGGTTTACTTTCAAGTCCTACTTA
GCATTCTGGCCACTCTCGGCTAAGGAGCTCTATAG
CAGTCCATCCAATGCACCTTGTAGCAGATCTGTCTT
ATACTCATCCTGA

MRFGWFTFKSYLAFWPL
SAKELYSSPSNAPCSRSV
LYSS*

MRFGWFTFKSYLAF
WPLSAKELYSSPSN
APCSRSVLYSS*

TAACTTGCCG CAAGGCCTCT 0 Q 0 0 0 0 0

4733 2524 an AN8206.1 53.m03768 AO070310000111 0 -166 -20 ATGATCCCTGGCAGTCAACTATGCATATGGCGGGGCTTGA
TATCATCAGGTCCGACATCGGGAGATACGCGGCCCATTTT
AGTGGCATCAGAGTCAGTGGAGGTCTCCAAAATGACAGAA
CACTTCTACCTCAATCATCTACGCTGA

ATGATCCCTGGCAGTCAACTATGCATATGGCGG
GGCTTGATATCATCAGGTCCGACATCGGGAGATA
CGCGGCCCATTTTAGTGGCATCAGAGTCAGTGG
AGGTCTCCAAAATGACAGAACACTTCTACCTCAA
TCATCTACGCTGA

MIPGSQLCIWRGLISSGP
TSGDTRPILVASESVEVS
KMTEHFYLNHLR*

MIPGSQLCIWRGLISSG
PTSGDTRPILVASESVEV
SKMTEHFYLNHLR*

ATTCGGTGGG GAGGCGATGC 0 Q 0 0 0 0 0

4737 2524 ao AN8206.1 53.m03768 AO070310000111 0 -253 -158 ATGAATCATTGTGAAGAAATCTTATTTCCTTCCATTCCAAAC
CCTGGTTTATACCAAAGTTTACGATGTTATCCGAGGCCCC
ATGCTGTACAGTAA

ATGAATCATTGTGAAGAAATCTTATTTCCTTC
CATTCCAAACCCTGGTTTATACCAAAGTTTA
CGATGTTATCCGAGGCCCCATGCTGTACAG
TAA

MNHCEEILFPSIPNPGLY
QSLRCYPRPHAVQ*

MNHCEEILFPSIPNP
GLYQSLRCYPRPHA
VQ*

ATAAAAGTTT CCTAAGGTGG 0 Q 0 0 0 0 0

4738 2524 ao AN8206.1 53.m03768 AO070310000111 0 -188 -153 ATGTTATCCGAGGCCCCATGCTGTACAGTAACCTAA ATGTTATCCGAGGCCCCATGCTGTACAGTA
ACCTAA

MLSEAPCCTVT* MLSEAPCCTVT* AAAGTTTACG GGTGGTAAAT 0 Q 0 0 0 0 0

4739 2524 ao AN8206.1 53.m03768 AO070310000111 0 -171 -145 ATGCTGTACAGTAACCTAAGGTGGTAA ATGCTGTACAGTAACCTAAGGTGGTAA MLYSNLRW* MLYSNLRW* CCGAGGCCCC ATGTTACTAG 0 Q 0 0 0 0 0
4740 2524 ao AN8206.1 53.m03768 AO070310000111 0 -144 -91 ATGTTACTAGTAGTAGATCACGACATTGCCCGGCGGGGTG

ATTTAACTCCATAA
ATGTTACTAGTAGTAGATCACGACATTGCCC
GGCGGGGTGATTTAACTCCATAA

MLLVVDHDIARRGDLTP* MLLVVDHDIARRGD
LTP*

AAGGTGGTAA CAGAAAACAG 0 Q 0 0 0 0 0

4741 2525 conserved AN0056.1 71.m15325 AO070314000131 0 -196 -140 -195 -145 -221 -165 ATGykbksrryTkyCwdCywCrymTCwCArCTyvhwmmAmmybrmw
yykdrTsCTGA

ATGCGTGCAACTTCCTACTACATCTCACAGCTCG
ATCAACACTGCATTGAGTGCTGA

ATGTTGTGGATTGCCATCCTCGCCTCTCAACTTCCA
ACAACTGAATCCTGA

ATGTTCTGGGTTGTCTGCCTCACATCTCAAC
TTATACAACACCGCACTGTATCCTGA

MratsyyiSQLdqhciec* MRATSYYISQLDQHCIE
C*

MLWIAILASQLPTTE
S*

MFWVVCLTSQLIQH
RTVS*

ymAwAGkrTy rrbbykwkwy 0  0 0 0 0 0

4746 2531 af AN5602.1 58.m07526 AO070328000002 0 -260 -198 ATGATGAGATATCATAGCTGGCACCAGTCAGACGGGGTG
GTTATAAACCATATCCACTGTTGA

ATGATGAGATATCATAGCTGGCACCAGTCAGACGG
GGTGGTTATAAACCATATCCACTGTTGA

MMRYHSWHQSDGVVIN
HIHC*

MMRYHSWHQSDG
VVINHIHC*

CTCGCTTCAT TTAGCTCTGG 0 S 0 0 NCU04087.1 0 0

4747 2531 af AN5602.1 58.m07526 AO070328000002 0 -130 -32 ATGACTCACATCGATTGCTTGAGATTGGTTACTAATGCCAT
TACTTTTGCAGAACCTAGTAACTCGGTTATCCACTGCGAG
CAAGCCTTTCCGATATAA

ATGACTCACATCGATTGCTTGAGATTGGTTACTAAT
GCCATTACTTTTGCAGAACCTAGTAACTCGGTTATC
CACTGCGAGCAAGCCTTTCCGATATAA

MTHIDCLRLVTNAITFAEP
SNSVIHCEQAFPI*

MTHIDCLRLVTNAIT
FAEPSNSVIHCEQA
FPI*

TTGGTTTCGC TCAAGAACCT 0 S 0 0 NCU04087.1 0 0

4748 2531 af AN5602.1 58.m07526 AO070328000002 0 -96 -13 ATGCCATTACTTTTGCAGAACCTAGTAACTCGGTTATCCAC
TGCGAGCAAGCCTTTCCGATATAATCAAGAACCTCCAGGT
TAA

ATGCCATTACTTTTGCAGAACCTAGTAACTCGGTTA
TCCACTGCGAGCAAGCCTTTCCGATATAATCAAGA
ACCTCCAGGTTAA

MPLLLQNLVTRLSTASKP
FRYNQEPPG*

MPLLLQNLVTRLST
ASKPFRYNQEPPG*

TTGGTTACTA CAAAATATCA 0 S 0 0 NCU04087.1 0 0

4743 2531 an AN5602.1 58.m07526 AO070328000002 0 -293 -228 ATGATGAGACAATTAGCTGGCACCAGTCAGAGGAAGTGG
GATATTCGTATCACCCTTCATTGCTGA

ATGATGAGACAATTAGCTGGCACCAGTCAGAGG
AAGTGGGATATTCGTATCACCCTTCATTGCTGA

MMRQLAGTSQRKWDIRI
TLHC*

MMRQLAGTSQRKWDIR
ITLHC*

GCGTACTTTC TTAGCTTCCT 0 S 0 0 NCU04087.1 0 0

4744 2531 an AN5602.1 58.m07526 AO070328000002 0 -180 -115 ATGCCTCGATTCAGCATTTTTTCTTCCATTTTTGAGAAAGC
CAATGCTAATTCGGACGCACGTTAG

ATGCCTCGATTCAGCATTTTTTCTTCCATTTTTGA
GAAAGCCAATGCTAATTCGGACGCACGTTAG

MPRFSIFSSIFEKANANS
DAR*

MPRFSIFSSIFEKANANS
DAR*

ATTCACTTGC CAGAACCCTT 0 S 0 0 NCU04087.1 0 0

4745 2531 an AN5602.1 58.m07526 AO070328000002 0 -137 -99 ATGCTAATTCGGACGCACGTTAGCAGAACCCTTATCTAG ATGCTAATTCGGACGCACGTTAGCAGAACCCTTA
TCTAG

MLIRTHVSRTLI* MLIRTHVSRTLI* GAGAAAGCCA CGTTCAAGAT 0 S 0 0 NCU04087.1 0 0

4749 2531 ao AN5602.1 58.m07526 AO070328000002 0 -413 -273 ATGCAGAGTTTTTTCTTTTCCCACCCACACAACCACATCCA
ACTACCCCACGGTTGGATAGGGTCTGCCCCCTCGATGAT
GAGATTATATAGCTGGCACCAGTCAGAGAAAAGATGGATT
TCGATTTGTCTTTTGTGTTGA

ATGCAGAGTTTTTTCTTTTCCCACCCACACA
ACCACATCCAACTACCCCACGGTTGGATAG
GGTCTGCCCCCTCGATGATGAGATTATATA
GCTGGCACCAGTCAGAGAAAAGATGGATTT
CGATTTGTCTTTTGTGTTGA

MQSFFFSHPHNHIQLPH
GWIGSAPSMMRLYSWH
QSEKRWISICLLC*

MQSFFFSHPHNHIQ
LPHGWIGSAPSMM
RLYSWHQSEKRWI
SICLLC*

CTCCCCACCA TTAGCTCCGG 0 S 0 0 NCU04087.1 0 0

4750 2531 ao AN5602.1 58.m07526 AO070328000002 0 -338 -273 ATGATGAGATTATATAGCTGGCACCAGTCAGAGAAAAGAT
GGATTTCGATTTGTCTTTTGTGTTGA

ATGATGAGATTATATAGCTGGCACCAGTCAG
AGAAAAGATGGATTTCGATTTGTCTTTTGTG
TTGA

MMRLYSWHQSEKRWISI
CLLC*

MMRLYSWHQSEKR
WISICLLC*

TGCCCCCTCG TTAGCTCCGG 0 S 0 0 NCU04087.1 0 0

4751 2531 ao AN5602.1 58.m07526 AO070328000002 0 -300 -184 ATGGATTTCGATTTGTCTTTTGTGTTGATTAGCTCCGGTCT
GGGAACGCTACCCATGATCACTGAGAAATGTCTTATACAC
GTCGTCTTGTATACCTCAATTGGTTCTTCAGACTAG

ATGGATTTCGATTTGTCTTTTGTGTTGATTAG
CTCCGGTCTGGGAACGCTACCCATGATCAC
TGAGAAATGTCTTATACACGTCGTCTTGTAT
ACCTCAATTGGTTCTTCAGACTAG

MDFDLSFVLISSGLGTLP
MITEKCLIHVVLYTSIGSS
D*

MDFDLSFVLISSGLG
TLPMITEKCLIHVVLY
TSIGSSD*

CAGAGAAAAG ATGGACTGAC 0 S 0 0 NCU04087.1 0 0

4752 2531 ao AN5602.1 58.m07526 AO070328000002 0 -246 -184 ATGATCACTGAGAAATGTCTTATACACGTCGTCTTGTATAC
CTCAATTGGTTCTTCAGACTAG

ATGATCACTGAGAAATGTCTTATACACGTCG
TCTTGTATACCTCAATTGGTTCTTCAGACTA
G

MITEKCLIHVVLYTSIGSS
D*

MITEKCLIHVVLYTSI
GSSD*

AACGCTACCC ATGGACTGAC 0 S 0 0 NCU04087.1 0 0

4753 2531 ao AN5602.1 58.m07526 AO070328000002 0 -232 -137 ATGTCTTATACACGTCGTCTTGTATACCTCAATTGGTTCTT
CAGACTAGATGGACTGACTTGGATTTTACAGAACCTAGCA
TTGGAACAGTCTTAA

ATGTCTTATACACGTCGTCTTGTATACCTCA
ATTGGTTCTTCAGACTAGATGGACTGACTTG
GATTTTACAGAACCTAGCATTGGAACAGTCT
TAA

MSYTRRLVYLNWFFRLD
GLTWILQNLALEQS*

MSYTRRLVYLNWFF
RLDGLTWILQNLAL
EQS*

TCACTGAGAA AGGAAAGACC 0 S 0 0 NCU04087.1 0 0

4742 2531 conserved AN5602.1 58.m07526 AO070328000002 0 -290 -228 -257 -198 -335 -273 ATGAGAywwywwrsykGsmmCmrkymrrrsrrrdkrkdkATwhvbmwy
wbyCwyydkTGhTGA

ATGAGACAATTAGCTGGCACCAGTCAGAGGAAG
TGGGATATTCGTATCACCCTTCATTGCTGA

ATGAGATATCATAGCTGGCACCAGTCAGACGGGGT
GGTTATAAACCATATCCACTGTTGA

ATGAGATTATATAGCTGGCACCAGTCAGAG
AAAAGATGGATTTCGATTTGTCTTTTGTGTTG
A

MRqlagtsqrkwdIritlhc* MRQLAGTSQRKWDIRIT
LHC*

MRYHSWHQSDGVV
INHIHC*

MRLYSWHQSEKRW
ISICLLC*

bmyyyhbATG TTAGCTyysk 0 S 0 0 NCU04087.1 0 0

4755 2532 af AN4007.1 54.m06583 AO070328000146 0 -222 -208 ATGGAAGCTCCATAA ATGGAAGCTCCATAA MEAP* MEAP* CTCTTCTCCA TCCTCAGGTA 0 C 0 0 0 0 0
4756 2532 af AN4007.1 54.m06583 AO070328000146 0 -187 -59 ATGCCTACTTACGGAACATACCGAGCAGCTTCCCCAGCTG

CCCCCCCAGAGCCGGCGGCGTTTCTTTTTCGTTGTCGGC
TTCTGTTCTTCCCCGTCTCTTCTCTTATTTCTCATCCCTCTC
TTCCTTAA

ATGCCTACTTACGGAACATACCGAGCAGCTTCCCC
AGCTGCCCCCCCAGAGCCGGCGGCGTTTCTTTTT
CGTTGTCGGCTTCTGTTCTTCCCCGTCTCTTCTCTT
ATTTCTCATCCCTCTCTTCCTTAA

MPTYGTYRAASPAAPPE
PAAFLFRCRLLFFPVSSLI
SHPSLP*

MPTYGTYRAASPAA
PPEPAAFLFRCRLLF
FPVSSLISHPSLP*

ATCAGTTACT AGTTCTATCC 0 C 0 0 0 0 0

4754 2532 an AN4007.1 54.m06583 AO070328000146 0 -86 -18 ATGGAGCTCTTATTATTTCCCCAGTCGCCTGATCTCCAAGT
CTTTCTCACTTCCCGTTCTCTCTCCTAG

ATGGAGCTCTTATTATTTCCCCAGTCGCCTGATC
TCCAAGTCTTTCTCACTTCCCGTTCTCTCTCCTAG

MELLLFPQSPDLQVFLTS
RSLS*

MELLLFPQSPDLQVFLT
SRSLS*

CCGATCCGAC CAGAACTGAC 0 C 0 0 0 0 0

4758 2532 ao AN4007.1 54.m06583 AO070328000146 0 -147 -28 ATGTTGGGGTCGAAGCTGAGGTCGCTACTGTGGCGCCGC
CGCCATGGATCTCTTTTTATTGCCCTCTCTTCTTCTTTCTTC
TCTTTCCCTTCCTCAGTTTCATACTCCCTGCGGTTTTGA

ATGTTGGGGTCGAAGCTGAGGTCGCTACTG
TGGCGCCGCCGCCATGGATCTCTTTTTATT
GCCCTCTCTTCTTCTTTCTTCTCTTTCCCTTC
CTCAGTTTCATACTCCCTGCGGTTTTGA

MLGSKLRSLLWRRRHGS
LFIALSSSFFSFPSSVSYS
LRF*

MLGSKLRSLLWRR
RHGSLFIALSSSFFS
FPSSVSYSLRF*

ATCGACCCTC GTCAATTGTC 0 C 0 0 0 0 0

4759 2532 ao AN4007.1 54.m06583 AO070328000146 0 -104 -9 ATGGATCTCTTTTTATTGCCCTCTCTTCTTCTTTCTTCTCTTT
CCCTTCCTCAGTTTCATACTCCCTGCGGTTTTGAGTCAATT
GTCAAAGGTTAG

ATGGATCTCTTTTTATTGCCCTCTCTTCTTCT
TTCTTCTCTTTCCCTTCCTCAGTTTCATACTC
CCTGCGGTTTTGAGTCAATTGTCAAAGGTTA
G

MDLFLLPSLLLSSLSLPQF
HTPCGFESIVKG*

MDLFLLPSLLLSSLS
LPQFHTPCGFESIVK
G*

CGCCGCCGCC TCGACACGAT 0 C 0 0 0 0 0

4763 2533 af AN8036.1 53.m03911 AO070330000011 0 -226 -161 ATGGCGTTATGCCCAAGAAGACTTTCGATAATGATGTCAC
ATCACCTATATACGTTGATTGCATGA

ATGGCGTTATGCCCAAGAAGACTTTCGATAATGAT
GTCACATCACCTATATACGTTGATTGCATGA

MALCPRRLSIMMSHHLYT
LIA*

MALCPRRLSIMMSH
HLYTLIA*

GCTCTGAACT TTGGTCCGGA 0 R 0 0 NCU01906.1 0 0

4764 2533 af AN8036.1 53.m03911 AO070330000011 0 -196 -161 ATGATGTCACATCACCTATATACGTTGATTGCATGA ATGATGTCACATCACCTATATACGTTGATTGCATGA MMSHHLYTLIA* MMSHHLYTLIA* ACTTTCGATA TTGGTCCGGA 0 R 0 0 NCU01906.1 0 0

4765 2533 af AN8036.1 53.m03911 AO070330000011 0 -193 -161 ATGTCACATCACCTATATACGTTGATTGCATGA ATGTCACATCACCTATATACGTTGATTGCATGA MSHHLYTLIA* MSHHLYTLIA* TTCGATAATG TTGGTCCGGA 0 R 0 0 NCU01906.1 0 0

4760 2533 an AN8036.1 53.m03911 AO070330000011 0 -248 -222 ATGTCTTCCTGTTTGACCCATGAATAG ATGTCTTCCTGTTTGACCCATGAATAG MSSCLTHE* MSSCLTHE* CATTGCAGCA CTGCCTATCA 0 R 0 0 NCU01906.1 0 0

4761 2533 an AN8036.1 53.m03911 AO070330000011 0 -229 -179 ATGAATAGCTGCCTATCATGGTCCCCAGTGCGATTGCTGA
ATGGGCAATAA

ATGAATAGCTGCCTATCATGGTCCCCAGTGCGAT
TGCTGAATGGGCAATAA

MNSCLSWSPVRLLNGQ* MNSCLSWSPVRLLNGQ
*

TGTTTGACCC AGACAAGGGA 0 R 0 0 NCU01906.1 0 0

4762 2533 an AN8036.1 53.m03911 AO070330000011 0 -212 -159 ATGGTCCCCAGTGCGATTGCTGAATGGGCAATAAAGACAA
GGGAATGGAGCTGA

ATGGTCCCCAGTGCGATTGCTGAATGGGCAATAA
AGACAAGGGAATGGAGCTGA

MVPSAIAEWAIKTREWS* MVPSAIAEWAIKTREWS
*

GCTGCCTATC TTGGGCCGGA 0 R 0 0 NCU01906.1 0 0

4766 2533 ao AN8036.1 53.m03911 AO070330000011 0 -168 -55 ATGTCAGAACACCGACTTCTTGCAAACATATCATTGGCCAA
CGTACCCGAGTGGGCTAGCTACAGATGTTCTCCACCTCGA
CATACATCACTACTTCCATACTTCTTGATCTAA

ATGTCAGAACACCGACTTCTTGCAAACATAT
CATTGGCCAACGTACCCGAGTGGGCTAGCT
ACAGATGTTCTCCACCTCGACATACATCACT
ACTTCCATACTTCTTGATCTAA

MSEHRLLANISLANVPEW
ASYRCSPPRHTSLLPYFLI
*

MSEHRLLANISLANV
PEWASYRCSPPRH
TSLLPYFLI*

CTCTTTTGAG CAATACGCTA 0 R 0 0 NCU01906.1 0 0

4769 2534 af AN9004.1 70.m15707 AO070330000107 0 -185 -18 ATGGACCATCAACAGGACGTGGTTGCGCATGACACTGAG
GGATCTACTCCATACATAAGTGATTGCGACTCCGATTCTC
GGCCTCTCTCTTGGGATATATCCTGTGAAAAGAAGAGAAC
GCCGCTTTCTGTATCTTCCAGCCTTTTTCCCTACCTCTTTT
CCGGTTGA

ATGGACCATCAACAGGACGTGGTTGCGCATGACA
CTGAGGGATCTACTCCATACATAAGTGATTGCGAC
TCCGATTCTCGGCCTCTCTCTTGGGATATATCCTGT
GAAAAGAAGAGAACGCCGCTTTCTGTATCTTCCAG
CCTTTTTCCCTACCTCTTTTCCGGTTGA

MDHQQDVVAHDTEGSTP
YISDCDSDSRPLSWDISC
EKKRTPLSVSSSLFPYLF
SG*

MDHQQDVVAHDTE
GSTPYISDCDSDSR
PLSWDISCEKKRTP
LSVSSSLFPYLFSG*

GAAACCAAAA TTAACACATC 0 C 0 0 0 0 0

4770 2534 af AN9004.1 70.m15707 AO070330000107 0 -157 -128 ATGACACTGAGGGATCTACTCCATACATAA ATGACACTGAGGGATCTACTCCATACATAA MTLRDLLHT* MTLRDLLHT* GTGGTTGCGC GTGATTGCGA 0 C 0 0 0 0 0
4767 2534 an AN9004.1 70.m15707 AO070330000107 0 -169 -119 ATGAGCGCATGCGATTGCGTTTCCAAGAAAGGTGGGGGA

GGGGTCCTATAA
ATGAGCGCATGCGATTGCGTTTCCAAGAAAGGT
GGGGGAGGGGTCCTATAA

MSACDCVSKKGGGGVL* MSACDCVSKKGGGGVL
*

TACGAAAGCT GTAGCAGGCG 0 C 0 0 0 0 0

4768 2534 an AN9004.1 70.m15707 AO070330000107 0 -88 -71 ATGCGGGATTGTTGTTGA ATGCGGGATTGTTGTTGA MRDCC* MRDCC* GTCGCGAGCG TACTATACAA 0 C 0 0 0 0 0
4771 2534 ao AN9004.1 70.m15707 AO070330000107 0 -297 -226 ATGGTGTCATCGCGACCCACTTTGATGCTATATAGGACAA

GGACACCACCCCTCGATCCCTGTCAAGGCTGA
ATGGTGTCATCGCGACCCACTTTGATGCTAT
ATAGGACAAGGACACCACCCCTCGATCCCT
GTCAAGGCTGA

MVSSRPTLMLYRTRTPPL
DPCQG*

MVSSRPTLMLYRTR
TPPLDPCQG*

CAGATCCCGC GAATGAGGGG 0 C 0 0 0 0 0

4772 2534 ao AN9004.1 70.m15707 AO070330000107 0 -273 -226 ATGCTATATAGGACAAGGACACCACCCCTCGATCCCTGTC
AAGGCTGA

ATGCTATATAGGACAAGGACACCACCCCTC
GATCCCTGTCAAGGCTGA

MLYRTRTPPLDPCQG* MLYRTRTPPLDPCQ
G*

ACCCACTTTG GAATGAGGGG 0 C 0 0 0 0 0
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4773 2534 ao AN9004.1 70.m15707 AO070330000107 0 -223 -122 ATGAGGGGAATTCGGGTAATGGTGCTGGCTAATATTAATA
CTGATAGAGGGGCACTTCGTCATATAGGCTTTAATTTCTCC
TTGCTCAGTTGTTTCCCGTAG

ATGAGGGGAATTCGGGTAATGGTGCTGGCT
AATATTAATACTGATAGAGGGGCACTTCGTC
ATATAGGCTTTAATTTCTCCTTGCTCAGTTGT
TTCCCGTAG

MRGIRVMVLANINTDRGA
LRHIGFNFSLLSCFP*

MRGIRVMVLANINT
DRGALRHIGFNFSL
LSCFP*

AAGGCTGAGA ACACTGGCGA 0 C 0 0 0 0 0

4774 2534 ao AN9004.1 70.m15707 AO070330000107 0 -205 -122 ATGGTGCTGGCTAATATTAATACTGATAGAGGGGCACTTC
GTCATATAGGCTTTAATTTCTCCTTGCTCAGTTGTTTCCCG
TAG

ATGGTGCTGGCTAATATTAATACTGATAGAG
GGGCACTTCGTCATATAGGCTTTAATTTCTC
CTTGCTCAGTTGTTTCCCGTAG

MVLANINTDRGALRHIGF
NFSLLSCFP*

MVLANINTDRGALR
HIGFNFSLLSCFP*

AATTCGGGTA ACACTGGCGA 0 C 0 0 0 0 0

4776 2535 af AN1129.1 70.m15106 AO070331000121 0 -119 -45 ATGCTTCTGATATTAACCAGATGGGTGCATCGGAGGGTGT
CCGGCCCCACGGGCAGATTCAGTCTATATATTTAG

ATGCTTCTGATATTAACCAGATGGGTGCATCGGAG
GGTGTCCGGCCCCACGGGCAGATTCAGTCTATATA
TTTAG

MLLILTRWVHRRVSGPT
GRFSLYI*

MLLILTRWVHRRVS
GPTGRFSLYI*

TGTTGCAGCT AATGTTGCTA 0 P 0 0 0 0 0

4777 2535 af AN1129.1 70.m15106 AO070331000121 0 -99 -34 ATGGGTGCATCGGAGGGTGTCCGGCCCCACGGGCAGAT
TCAGTCTATATATTTAGAATGTTGCTAG

ATGGGTGCATCGGAGGGTGTCCGGCCCCACGGG
CAGATTCAGTCTATATATTTAGAATGTTGCTAG

MGASEGVRPHGQIQSIYL
ECC*

MGASEGVRPHGQI
QSIYLECC*

TATTAACCAG ATCGTGGAAC 0 P 0 0 0 0 0

4775 2535 an AN1129.1 70.m15106 AO070331000121 0 -108 -85 ATGTCTGAGCAATTCTGCGAGTAG ATGTCTGAGCAATTCTGCGAGTAG MSEQFCE* MSEQFCE* ATTTATACCA AATCCTGCCT 0 P 0 0 0 0 0
4779 2535 ao AN1129.1 70.m15106 AO070331000121 0 -152 -66 ATGCTGTATAAAGAGGACCTTCTGGCCAGGCTTCTGCCAG

AGTCGCGTCGAAGAACACAATTCTATCAGACATTTATACGA
CCTTAA

ATGCTGTATAAAGAGGACCTTCTGGCCAGG
CTTCTGCCAGAGTCGCGTCGAAGAACACAA
TTCTATCAGACATTTATACGACCTTAA

MLYKEDLLARLLPESRRR
TQFYQTFIRP*

MLYKEDLLARLLPES
RRRTQFYQTFIRP*

TCCCGCAGCG CCCAAATTAT 0 P 0 0 0 0 0

4780 2537 af AN0313.1 54.m06445 AO070334000019 0 -261 -232 ATGTCTTGGCTGGCGTCTTGTCCACTCTGA ATGTCTTGGCTGGCGTCTTGTCCACTCTGA MSWLASCPL* MSWLASCPL* CACTTTCTGG ACATCGTACC 0 I 0 0 0 0 0
4781 2537 af AN0313.1 54.m06445 AO070334000019 0 -194 -126 ATGATCCCTCGGTTCACTTCATCCATATCCAATCTCCAACA

TTCACGTTCTCCTCCTGTTTATTATTAG
ATGATCCCTCGGTTCACTTCATCCATATCCAATCTC
CAACATTCACGTTCTCCTCCTGTTTATTATTAG

MIPRFTSSISNLQHSRSP
PVYY*

MIPRFTSSISNLQHS
RSPPVYY*

CCCAACCCCC GTTTCGGGTC 0 I 0 0 0 0 0

4782 2537 ao AN0313.1 54.m06445 AO070334000019 0 -83 -33 ATGGTCGTCTTTCCTTTCCCTTCCGATTCTCCAACATCCTC
CAAAACTTAA

ATGGTCGTCTTTCCTTTCCCTTCCGATTCTC
CAACATCCTCCAAAACTTAA

MVVFPFPSDSPTSSKT* MVVFPFPSDSPTSS
KT*

TCAATAATTC TTGCCCCTTC 0 I 0 0 0 0 0

4783 2539 af AN1485.1 55.m02991 AO070334000192 0 -158 -138 ATGCTCCTAGTCTTGCAGTAG ATGCTCCTAGTCTTGCAGTAG MLLVLQ* MLLVLQ* ACAGGCCTGT CTGTTGTCTG 0 TDK 0 0 NCU03124.1 0 0

4784 2541 an AN2985.1 59.m09028 AO070337000137 0 -186 -136 ATGTATACTCGATCTTTGCGATTCAAGCTAATATCCTGTTT
GCGTGACTGA

ATGTATACTCGATCTTTGCGATTCAAGCTAATATC
CTGTTTGCGTGACTGA

MYTRSLRFKLISCLRD* MYTRSLRFKLISCLRD* TCCGAGAGCG TCTAGGCTCT 0 R 0 0 0 0 0

4786 2541 ao AN2985.1 59.m09028 AO070337000137 0 -178 -161 ATGTCGATCTTTTACTAA ATGTCGATCTTTTACTAA MSIFY* MSIFY* CTCGTTCTTT CCCTGAGTCA 0 R 0 0 0 0 0
4788 2546 ao AN2875.1 59.m08724 AO070338000136 0 -199 -56 ATGACACTTTTATTAAATCCCCTGCTCCGTATTCGTCGTTC

GGTAAAGATCCTTAGTTCGGAAGCTCCTACAGAACTTATTT
CTAGCTGTTCACTTCCTCCTCCATCCTTTCCTTCTCCTCTT
CCATTTCTTCTCCCAAACTAA

ATGACACTTTTATTAAATCCCCTGCTCCGTAT
TCGTCGTTCGGTAAAGATCCTTAGTTCGGAA
GCTCCTACAGAACTTATTTCTAGCTGTTCAC
TTCCTCCTCCATCCTTTCCTTCTCCTCTTCCA
TTTCTTCTCCCAAACTAA

MTLLLNPLLRIRRSVKILS
SEAPTELISSCSLPPPSFP
SPLPFLLPN*

MTLLLNPLLRIRRSV
KILSSEAPTELISSCS
LPPPSFPSPLPFLLP
N*

CCCTTTGCCA TCCAATTCCT 0 G 0 MG00223.1 0 0 0

4790 2547 af AN6073.1 72.m19947 AO070340000117 0 -248 -216 ATGAAATTACAGATATATGGTAGGATGTTCTAG ATGAAATTACAGATATATGGTAGGATGTTCTAG MKLQIYGRMF* MKLQIYGRMF* CAAACGTAAA ATAAGTAACA 0 O FG01119.1 0 NCU03310.1 0 0

4791 2547 af AN6073.1 72.m19947 AO070340000117 0 -232 -212 ATGGTAGGATGTTCTAGATAA ATGGTAGGATGTTCTAGATAA MVGCSR* MVGCSR* TTACAGATAT GTAACAATTT 0 O FG01119.1 0 NCU03310.1 0 0

4792 2547 af AN6073.1 72.m19947 AO070340000117 0 -152 -108 ATGAAGAAAAGCCGCGAGCAGGACCGAACGCTTTGTCTT
GTTTGA

ATGAAGAAAAGCCGCGAGCAGGACCGAACGCTTT
GTCTTGTTTGA

MKKSREQDRTLCLV* MKKSREQDRTLCLV
*

CCTTGCAACA GCTGTCTGTC 0 O FG01119.1 0 NCU03310.1 0 0

4789 2547 an AN6073.1 72.m19947 AO070340000117 0 -146 -6 ATGGAGCAAACTACGTCTGATTCGGAGAGGGTCGAGAGC
TGCCAAGGCGGTGTCCAAATCTGGAGAACTGCCGCAAGT
TGCACGAACCTCAAGGGCTTTCCGACCTTGTCATCTGGAC
ACCATCTTACATTTCCACCATAA

ATGGAGCAAACTACGTCTGATTCGGAGAGGGTC
GAGAGCTGCCAAGGCGGTGTCCAAATCTGGAGA
ACTGCCGCAAGTTGCACGAACCTCAAGGGCTTT
CCGACCTTGTCATCTGGACACCATCTTACATTTC
CACCATAA

MEQTTSDSERVESCQGG
VQIWRTAASCTNLKGFPT
LSSGHHLTFPP*

MEQTTSDSERVESCQG
GVQIWRTAASCTNLKGF
PTLSSGHHLTFPP*

TCTTTTTCTG CTATCATGTC 0 O FG01119.1 0 NCU03310.1 0 0

4797 2548 af AN6079.1 72.m19071 AO070340000129 0 -203 -180 ATGTCAAAGGAGGATTTGAATTGA ATGTCAAAGGAGGATTTGAATTGA MSKEDLN* MSKEDLN* ACTCATCAGT AGTCTCCAGT 0 R 0 0 0 0 0
4793 2548 an AN6079.1 72.m19071 AO070340000129 0 -214 -131 ATGTTTACAAATAAATGTAAATATAACCAATCAATGTCCATT

ATTGAGGCCACTTCGAAGTTGCGTTGGCTACTGGCTTTCT
AG

ATGTTTACAAATAAATGTAAATATAACCAATCAAT
GTCCATTATTGAGGCCACTTCGAAGTTGCGTTGG
CTACTGGCTTTCTAG

MFTNKCKYNQSMSIIEAT
SKLRWLLAF*

MFTNKCKYNQSMSIIEA
TSKLRWLLAF*

TGCCAACACT AAGCCCTAGA 0 R 0 0 0 0 0

4794 2548 an AN6079.1 72.m19071 AO070340000129 0 -181 -131 ATGTCCATTATTGAGGCCACTTCGAAGTTGCGTTGGCTAC
TGGCTTTCTAG

ATGTCCATTATTGAGGCCACTTCGAAGTTGCGTT
GGCTACTGGCTTTCTAG

MSIIEATSKLRWLLAF* MSIIEATSKLRWLLAF* TAACCAATCA AAGCCCTAGA 0 R 0 0 0 0 0

4795 2548 an AN6079.1 72.m19071 AO070340000129 0 -120 -103 ATGATTCAGAATGAGTGA ATGATTCAGAATGAGTGA MIQNE* MIQNE* AAGCCCTAGA GAAATGCCCC 0 R 0 0 0 0 0
4796 2548 an AN6079.1 72.m19071 AO070340000129 0 -110 -75 ATGAGTGAGAAATGCCCCGCATACGTCACGTCTTAA ATGAGTGAGAAATGCCCCGCATACGTCACGTCTT

AA
MSEKCPAYVTS* MSEKCPAYVTS* ATGATTCAGA AGTCGGGCCT 0 R 0 0 0 0 0

4798 2548 ao AN6079.1 72.m19071 AO070340000129 0 -221 -15 ATGATATTCTCCACAATTTTGTGGGCTGGGCTTATGCGGTT
AAAACCACTATCGAATGGCATGGAAAAGCGATCGATAAAT
AGTGAAAAACTGCCCCGCATACGTCACGCTCTTTGCCTAC
GCTGGTCCCATTTTGGTCTTTGCAAACTTCTTGCTCACCAG
CCACTTTTCGCCGTACTGGCTCATTTTCCTGGAGTCTCAA
GCTAA

ATGATATTCTCCACAATTTTGTGGGCTGGGC
TTATGCGGTTAAAACCACTATCGAATGGCAT
GGAAAAGCGATCGATAAATAGTGAAAAACT
GCCCCGCATACGTCACGCTCTTTGCCTACG
CTGGTCCCATTTTGGTCTTTGCAAACTTCTT
GCTCACCAGCCACTTTTCGCCGTACTGGCT
CATTTTCCTGGAGTCTCAAGCTAA

MIFSTILWAGLMRLKPLS
NGMEKRSINSEKLPRIRH
ALCLRWSHFGLCKLLAH
QPLFAVLAHFPGVSS*

MIFSTILWAGLMRLK
PLSNGMEKRSINSE
KLPRIRHALCLRWS
HFGLCKLLAHQPLF
AVLAHFPGVSS*

GAATTCAATC ATTTAGAAAA 0 R 0 0 0 0 0

4799 2548 ao AN6079.1 72.m19071 AO070340000129 0 -188 -15 ATGCGGTTAAAACCACTATCGAATGGCATGGAAAAGCGAT
CGATAAATAGTGAAAAACTGCCCCGCATACGTCACGCTCT
TTGCCTACGCTGGTCCCATTTTGGTCTTTGCAAACTTCTTG
CTCACCAGCCACTTTTCGCCGTACTGGCTCATTTTCCTGG
AGTCTCAAGCTAA

ATGCGGTTAAAACCACTATCGAATGGCATG
GAAAAGCGATCGATAAATAGTGAAAAACTGC
CCCGCATACGTCACGCTCTTTGCCTACGCT
GGTCCCATTTTGGTCTTTGCAAACTTCTTGC
TCACCAGCCACTTTTCGCCGTACTGGCTCAT
TTTCCTGGAGTCTCAAGCTAA

MRLKPLSNGMEKRSINSE
KLPRIRHALCLRWSHFGL
CKLLAHQPLFAVLAHFPG
VSS*

MRLKPLSNGMEKR
SINSEKLPRIRHALC
LRWSHFGLCKLLAH
QPLFAVLAHFPGVS
S*

GGCTGGGCTT ATTTAGAAAA 0 R 0 0 0 0 0

4800 2548 ao AN6079.1 72.m19071 AO070340000129 0 -166 -143 ATGGCATGGAAAAGCGATCGATAA ATGGCATGGAAAAGCGATCGATAA MAWKSDR* MAWKSDR* CCACTATCGA ATAGTGAAAA 0 R 0 0 0 0 0
4801 2548 ao AN6079.1 72.m19071 AO070340000129 0 -161 -15 ATGGAAAAGCGATCGATAAATAGTGAAAAACTGCCCCGCA

TACGTCACGCTCTTTGCCTACGCTGGTCCCATTTTGGTCTT
TGCAAACTTCTTGCTCACCAGCCACTTTTCGCCGTACTGG
CTCATTTTCCTGGAGTCTCAAGCTAA

ATGGAAAAGCGATCGATAAATAGTGAAAAAC
TGCCCCGCATACGTCACGCTCTTTGCCTAC
GCTGGTCCCATTTTGGTCTTTGCAAACTTCT
TGCTCACCAGCCACTTTTCGCCGTACTGGC
TCATTTTCCTGGAGTCTCAAGCTAA

MEKRSINSEKLPRIRHAL
CLRWSHFGLCKLLAHQP
LFAVLAHFPGVSS*

MEKRSINSEKLPRIR
HALCLRWSHFGLCK
LLAHQPLFAVLAHFP
GVSS*

ATCGAATGGC ATTTAGAAAA 0 R 0 0 0 0 0

4808 2550 af AN5755.1 69.m14853 AO070341000014 0 -608 -594 ATGTGCCCTTTCTGA ATGTGCCCTTTCTGA MCPF* MCPF* TCCTGAATCC GATTTTCCAA 0  0 0 0 0 0
4802 2550 an AN5755.1 69.m14853 AO070341000014 0 -703 -611 ATGGCCATAATAATGAATTGGAAAGAGAAATGGCATCATTC

TTCAAATCGCTGCCAATCGACTTATCTGAGTGGGGCACCG
ACCTCGGCCTGA

ATGGCCATAATAATGAATTGGAAAGAGAAATGGC
ATCATTCTTCAAATCGCTGCCAATCGACTTATCTG
AGTGGGGCACCGACCTCGGCCTGA

MAIIMNWKEKWHHSSNR
CQSTYLSGAPTSA*

MAIIMNWKEKWHHSSN
RCQSTYLSGAPTSA*

CAAGTTGACT TAGGCGGGCG 0  0 0 0 0 0

4803 2550 an AN5755.1 69.m14853 AO070341000014 0 -691 -611 ATGAATTGGAAAGAGAAATGGCATCATTCTTCAAATCGCTG
CCAATCGACTTATCTGAGTGGGGCACCGACCTCGGCCTG
A

ATGAATTGGAAAGAGAAATGGCATCATTCTTCAA
ATCGCTGCCAATCGACTTATCTGAGTGGGGCAC
CGACCTCGGCCTGA

MNWKEKWHHSSNRCQS
TYLSGAPTSA*

MNWKEKWHHSSNRCQ
STYLSGAPTSA*

GGCCATAATA TAGGCGGGCG 0  0 0 0 0 0

4804 2550 an AN5755.1 69.m14853 AO070341000014 0 -674 -579 ATGGCATCATTCTTCAAATCGCTGCCAATCGACTTATCTGA
GTGGGGCACCGACCTCGGCCTGATAGGCGGGCGTTTGG
CAAGGTTCTGGCTCTGA

ATGGCATCATTCTTCAAATCGCTGCCAATCGACT
TATCTGAGTGGGGCACCGACCTCGGCCTGATAG
GCGGGCGTTTGGCAAGGTTCTGGCTCTGA

MASFFKSLPIDLSEWGTD
LGLIGGRLARFWL*

MASFFKSLPIDLSEWGT
DLGLIGGRLARFWL*

GGAAAGAGAA GTGGATTGCT 0  0 0 0 0 0

4805 2550 an AN5755.1 69.m14853 AO070341000014 0 -422 -390 ATGCCCGCCCGCTCTCCCTTTTCTTACTCTTGA ATGCCCGCCCGCTCTCCCTTTTCTTACTCTTGA MPARSPFSYS* MPARSPFSYS* AGTCCGTTAT CTCTCTGTTT 0  0 0 0 0 0
4806 2550 an AN5755.1 69.m14853 AO070341000014 0 -307 -287 ATGCGCTTATCCCACCAATGA ATGCGCTTATCCCACCAATGA MRLSHQ* MRLSHQ* CACTCTTGGG TTCATCTCTC 0  0 0 0 0 0
4807 2550 an AN5755.1 69.m14853 AO070341000014 0 -290 -198 ATGATTCATCTCTCTCGCGGCCTCGCTCTCTTTTCCCTCAC

TAACCGCCCTCCTTTTCCTCCAGTCCTCGTCACTTCGATCA
GAATCATCTGA

ATGATTCATCTCTCTCGCGGCCTCGCTCTCTTTT
CCCTCACTAACCGCCCTCCTTTTCCTCCAGTCCT
CGTCACTTCGATCAGAATCATCTGA

MIHLSRGLALFSLTNRPP
FPPVLVTSIRII*

MIHLSRGLALFSLTNRPP
FPPVLVTSIRII*

TATCCCACCA AAGTATCAAG 0  0 0 0 0 0

4809 2550 ao AN5755.1 69.m14853 AO070341000014 0 -571 -515 ATGTTACATCCATATCTCGGCTACGGCACACGACTAATCA
GTCCTTTTCCTCGATAG

ATGTTACATCCATATCTCGGCTACGGCACAC
GACTAATCAGTCCTTTTCCTCGATAG

MLHPYLGYGTRLISPFPR
*

MLHPYLGYGTRLISP
FPR*

AACTCCTTAC CAGATCTCAC 0  0 0 0 0 0

4810 2552 af AN4148.1 58.m07369 AO070342000182 0 -112 -86 ATGAGTCTGTCTGCTCTGGGATACTAG ATGAGTCTGTCTGCTCTGGGATACTAG MSLSALGY* MSLSALGY* TTTTCATCAC GCTTCCCTAC 0 R 0 0 0 0 0
4811 2552 ao AN4148.1 58.m07369 AO070342000182 0 -153 -121 ATGCATCTTTCTCCTCTCTTTCTTTCTCCTTAG ATGCATCTTTCTCCTCTCTTTCTTTCTCCTTA

G
MHLSPLFLSP* MHLSPLFLSP* TCTTGCGTTA GTCTCCCTTC 0 R 0 0 0 0 0

4812 2552 ao AN4148.1 58.m07369 AO070342000182 0 -102 -28 ATGAGACTGCCACTTCCTATCACCGCTCACCTGAAGCAGT
CTCGTCCCGTTTGGGAATCTAGTCCAATTAGTTAG

ATGAGACTGCCACTTCCTATCACCGCTCAC
CTGAAGCAGTCTCGTCCCGTTTGGGAATCT
AGTCCAATTAGTTAG

MRLPLPITAHLKQSRPVW
ESSPIS*

MRLPLPITAHLKQSR
PVWESSPIS*

TCACTATCGC GAGGGCACAG 0 R 0 0 0 0 0

4818 2556 af AN4323.1 58.m08000 AO070230000015 0 -225 -199 ATGTCACACATATTGCTTGATGTATGA ATGTCACACATATTGCTTGATGTATGA MSHILLDV* MSHILLDV* AGTTTGAGGT TACGCAATGT 0 E 0 MG02489.1 0 YHR208W 0
4819 2556 af AN4323.1 58.m08000 AO070230000015 0 -206 -144 ATGTATGATACGCAATGTCGAGCTTTCGGAGTTGTCTCTT

GGGTCCGGCGGGAGGAGTCATAG
ATGTATGATACGCAATGTCGAGCTTTCGGAGTTGT
CTCTTGGGTCCGGCGGGAGGAGTCATAG

MYDTQCRAFGVVSWVR
REES*

MYDTQCRAFGVVS
WVRREES*

ATATTGCTTG CCTCCGCTTT 0 E 0 MG02489.1 0 YHR208W 0

4820 2556 af AN4323.1 58.m08000 AO070230000015 0 -192 -130 ATGTCGAGCTTTCGGAGTTGTCTCTTGGGTCCGGCGGGA
GGAGTCATAGCCTCCGCTTTTTAA

ATGTCGAGCTTTCGGAGTTGTCTCTTGGGTCCGGC
GGGAGGAGTCATAGCCTCCGCTTTTTAA

MSSFRSCLLGPAGGVIAS
AF*

MSSFRSCLLGPAG
GVIASAF*

ATGATACGCA GCTCCATTAT 0 E 0 MG02489.1 0 YHR208W 0

4813 2556 an AN4323.1 58.m08000 AO070230000015 0 -178 -38 ATGTCAAATGTTGACATGGCCATCCGGAGTTGTTACTACG
GTCCGGAAAGTCATGCATTTATTCCTTTTATAACTACCGCG
GGTCACTTCTTCTGTCTCCCCTCAGCCGGCATTGATATGA
TCCCTTCGCTGTTTTGCTGA

ATGTCAAATGTTGACATGGCCATCCGGAGTTGTT
ACTACGGTCCGGAAAGTCATGCATTTATTCCTTTT
ATAACTACCGCGGGTCACTTCTTCTGTCTCCCCT
CAGCCGGCATTGATATGATCCCTTCGCTGTTTTG
CTGA

MSNVDMAIRSCYYGPES
HAFIPFITTAGHFFCLPSA
GIDMIPSLFC*

MSNVDMAIRSCYYGPES
HAFIPFITTAGHFFCLPS
AGIDMIPSLFC*

GTCTCCCTGG GAATTGACTA 0 E 0 MG02489.1 0 YHR208W 0

4814 2556 an AN4323.1 58.m08000 AO070230000015 0 -171 -106 ATGTTGACATGGCCATCCGGAGTTGTTACTACGGTCCGGA
AAGTCATGCATTTATTCCTTTTATAA

ATGTTGACATGGCCATCCGGAGTTGTTACTACGG
TCCGGAAAGTCATGCATTTATTCCTTTTATAA

MLTWPSGVVTTVRKVMH
LFLL*

MLTWPSGVVTTVRKVM
HLFLL*

TGGATGTCAA CTACCGCGGG 0 E 0 MG02489.1 0 YHR208W 0

4815 2556 an AN4323.1 58.m08000 AO070230000015 0 -163 -38 ATGGCCATCCGGAGTTGTTACTACGGTCCGGAAAGTCATG
CATTTATTCCTTTTATAACTACCGCGGGTCACTTCTTCTGT
CTCCCCTCAGCCGGCATTGATATGATCCCTTCGCTGTTTT
GCTGA

ATGGCCATCCGGAGTTGTTACTACGGTCCGGAA
AGTCATGCATTTATTCCTTTTATAACTACCGCGGG
TCACTTCTTCTGTCTCCCCTCAGCCGGCATTGAT
ATGATCCCTTCGCTGTTTTGCTGA

MAIRSCYYGPESHAFIPFI
TTAGHFFCLPSAGIDMIP
SLFC*

MAIRSCYYGPESHAFIPF
ITTAGHFFCLPSAGIDMI
PSLFC*

AAATGTTGAC GAATTGACTA 0 E 0 MG02489.1 0 YHR208W 0

4816 2556 an AN4323.1 58.m08000 AO070230000015 0 -126 -106 ATGCATTTATTCCTTTTATAA ATGCATTTATTCCTTTTATAA MHLFLL* MHLFLL* CCGGAAAGTC CTACCGCGGG 0 E 0 MG02489.1 0 YHR208W 0
4821 2556 ao AN4323.1 58.m08000 AO070230000015 0 -279 -187 ATGACAACTTTGCCATTCGAGATCGTGTGGGGCGCTTTTG

GTAGGCTTCCGTATCAGTTCGGTTATCGCTGGATCTTCCG
GAGTTGGACCTAG

ATGACAACTTTGCCATTCGAGATCGTGTGG
GGCGCTTTTGGTAGGCTTCCGTATCAGTTC
GGTTATCGCTGGATCTTCCGGAGTTGGACC
TAG

MTTLPFEIVWGAFGRLPY
QFGYRWIFRSWT*

MTTLPFEIVWGAFG
RLPYQFGYRWIFRS
WT*

CGAGACTTAT GGTCCGTGGA 0 E 0 MG02489.1 0 YHR208W 0

4823 2557 af AN1403.1 70.m14821 AO070233000018 0 -126 -106 ATGTCATTGGGCAGAATATGA ATGTCATTGGGCAGAATATGA MSLGRI* MSLGRI* GCATAACCAA TGGGTGCCAA 0 H 0 0 0 YGL040C 0
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4824 2557 af AN1403.1 70.m14821 AO070233000018 0 -109 -17 ATGATGGGTGCCAAGGGGCAGGGACTGATGGGAGGAATA
TCCGTACTCCATAGTAGCACAACCACTTCTCAAAAAGTGCT
CAACTCCCCATAA

ATGATGGGTGCCAAGGGGCAGGGACTGATGGGA
GGAATATCCGTACTCCATAGTAGCACAACCACTTCT
CAAAAAGTGCTCAACTCCCCATAA

MMGAKGQGLMGGISVLH
SSTTTSQKVLNSP*

MMGAKGQGLMGGI
SVLHSSTTTSQKVL
NSP*

TGGGCAGAAT ATCCCTCATC 0 H 0 0 0 YGL040C 0

4825 2557 af AN1403.1 70.m14821 AO070233000018 0 -106 -17 ATGGGTGCCAAGGGGCAGGGACTGATGGGAGGAATATCC
GTACTCCATAGTAGCACAACCACTTCTCAAAAAGTGCTCAA
CTCCCCATAA

ATGGGTGCCAAGGGGCAGGGACTGATGGGAGGA
ATATCCGTACTCCATAGTAGCACAACCACTTCTCAA
AAAGTGCTCAACTCCCCATAA

MGAKGQGLMGGISVLHS
STTTSQKVLNSP*

MGAKGQGLMGGIS
VLHSSTTTSQKVLN
SP*

GCAGAATATG ATCCCTCATC 0 H 0 0 0 YGL040C 0

4826 2557 af AN1403.1 70.m14821 AO070233000018 0 -82 -17 ATGGGAGGAATATCCGTACTCCATAGTAGCACAACCACTT
CTCAAAAAGTGCTCAACTCCCCATAA

ATGGGAGGAATATCCGTACTCCATAGTAGCACAAC
CACTTCTCAAAAAGTGCTCAACTCCCCATAA

MGGISVLHSSTTTSQKVL
NSP*

MGGISVLHSSTTTS
QKVLNSP*

GCAGGGACTG ATCCCTCATC 0 H 0 0 0 YGL040C 0

4822 2557 an AN1403.1 70.m14821 AO070233000018 0 -62 -39 ATGATACCTATTCGAATATACTGA ATGATACCTATTCGAATATACTGA MIPIRIY* MIPIRIY* GGAGGCTCCG GTTACCATAT 0 H 0 0 0 YGL040C 0
4827 2557 ao AN1403.1 70.m14821 AO070233000018 0 -185 -30 ATGATCCTTAAATCCTTACTTGTACCTGAAAATTGCAACAA

ATGTACTGACCTGGATCGCTGGCCATCTATATCATTGCCC
TGCGAAGTCGTATTCTGCCAGTGGCACAGGCGCTATTCTC
TTTTCTTCCCTCCACCGCGTTTCTATCTTCCATAG

ATGATCCTTAAATCCTTACTTGTACCTGAAAA
TTGCAACAAATGTACTGACCTGGATCGCTG
GCCATCTATATCATTGCCCTGCGAAGTCGTA
TTCTGCCAGTGGCACAGGCGCTATTCTCTTT
TCTTCCCTCCACCGCGTTTCTATCTTCCATA
G

MILKSLLVPENCNKCTDL
DRWPSISLPCEVVFCQW
HRRYSLFFPPPRFYLP*

MILKSLLVPENCNKC
TDLDRWPSISLPCE
VVFCQWHRRYSLF
FPPPRFYLP*

GCGTTGTTCT CACCCCACTT 0 H 0 0 0 YGL040C 0

4830 2558 af AN1428.1 55.m02927 AO070242000023 0 -270 -259 ATGTTTCTTTGA ATGTTTCTTTGA MFL* MFL* GCAACAGCGT TGTCACCATC 0 G 0 MG00620.1 0 0 0
4831 2558 af AN1428.1 55.m02927 AO070242000023 0 -259 -161 ATGTCACCATCATGTAGCCTGGCATTGTCATTGTTGTCCCT

TGCTTCGCTTGTTGCCTCCAGACTCTGTCCATATACATCC
GTGTGGATTTCATCTTGA

ATGTCACCATCATGTAGCCTGGCATTGTCATTGTTG
TCCCTTGCTTCGCTTGTTGCCTCCAGACTCTGTCC
ATATACATCCGTGTGGATTTCATCTTGA

MSPSCSLALSLLSLASLV
ASRLCPYTSVWISS*

MSPSCSLALSLLSLA
SLVASRLCPYTSVWI
SS*

TGTTTCTTTG TTTTTATTTC 0 G 0 MG00620.1 0 0 0

4828 2558 an AN1428.1 55.m02927 AO070242000023 0 -191 -45 ATGGTGTCTCTTCCGCCCGCCATCGGCGTGGCCATGGAT
CGCCGCAGCCCTTACCGGTCTTTGTGTTCCCTTGTCGGCC
TATATACTACTGACATCTCCACGGCTCTTTGCACGACTGC
CTTCGTCCATACTAAATCGCCGGCTTGA

ATGGTGTCTCTTCCGCCCGCCATCGGCGTGGCC
ATGGATCGCCGCAGCCCTTACCGGTCTTTGTGTT
CCCTTGTCGGCCTATATACTACTGACATCTCCAC
GGCTCTTTGCACGACTGCCTTCGTCCATACTAAA
TCGCCGGCTTGA

MVSLPPAIGVAMDRRSP
YRSLCSLVGLYTTDISTAL
CTTAFVHTKSPA*

MVSLPPAIGVAMDRRSP
YRSLCSLVGLYTTDISTA
LCTTAFVHTKSPA*

CAGGTACCAC CAGCACACGA 0 G 0 MG00620.1 0 0 0

4829 2558 an AN1428.1 55.m02927 AO070242000023 0 -158 -45 ATGGATCGCCGCAGCCCTTACCGGTCTTTGTGTTCCCTTG
TCGGCCTATATACTACTGACATCTCCACGGCTCTTTGCAC
GACTGCCTTCGTCCATACTAAATCGCCGGCTTGA

ATGGATCGCCGCAGCCCTTACCGGTCTTTGTGTT
CCCTTGTCGGCCTATATACTACTGACATCTCCAC
GGCTCTTTGCACGACTGCCTTCGTCCATACTAAA
TCGCCGGCTTGA

MDRRSPYRSLCSLVGLY
TTDISTALCTTAFVHTKSP
A*

MDRRSPYRSLCSLVGLY
TTDISTALCTTAFVHTKS
PA*

CGGCGTGGCC CAGCACACGA 0 G 0 MG00620.1 0 0 0

4832 2558 ao AN1428.1 55.m02927 AO070242000023 0 -215 -192 ATGGATGCTACTATCTATCCATGA ATGGATGCTACTATCTATCCATGA MDATIYP* MDATIYP* GCCCGCCGTA TGTAGCCTTT 0 G 0 MG00620.1 0 0 0
4834 2561 af AN2648.1 54.m06312 AO070263000025 0 -206 -195 ATGCCGAGGTAG ATGCCGAGGTAG MPR* MPR* CTACGGAAGA CTAGCTGGAC 0 C 0 0 0 0 0
4835 2561 af AN2648.1 54.m06312 AO070263000025 0 -105 -85 ATGATCAACCGACGATCTTGA ATGATCAACCGACGATCTTGA MINRRS* MINRRS* CAGGATCGGC GAATCTTCCC 0 C 0 0 0 0 0
4833 2561 an AN2648.1 54.m06312 AO070263000025 0 -197 -84 ATGTGCGACGGTGCCTCAATAGTACCGGGGCCTAACGCT

TCGGGGAACAACTCCGACACGTGGCCGTGTCAGTCTTCA
GCGCTGGCGCCATACCTTGGAGAACGACGAGTATAA

ATGTGCGACGGTGCCTCAATAGTACCGGGGCCT
AACGCTTCGGGGAACAACTCCGACACGTGGCCG
TGTCAGTCTTCAGCGCTGGCGCCATACCTTGGA
GAACGACGAGTATAA

MCDGASIVPGPNASGNN
SDTWPCQSSALAPYLGE
RRV*

MCDGASIVPGPNASGN
NSDTWPCQSSALAPYL
GERRV*

AGCAGATTCG GACATCAACC 0 C 0 0 0 0 0

4836 2561 ao AN2648.1 54.m06312 AO070263000025 0 -263 -234 ATGACTCTTCGGTTCCTCCGCCCAGACTAG ATGACTCTTCGGTTCCTCCGCCCAGACTAG MTLRFLRPD* MTLRFLRPD* CACCCCGTCC ACGCTCTTGG 0 C 0 0 0 0 0

4837 2561 ao AN2648.1 54.m06312 AO070263000025 0 -200 -129 ATGAGGTTCCTGTCTAGGATGCCTCCGCCACGGACGATA
GATGAAGATGCCTCCCCTGGTGCCTCGGTGTAG

ATGAGGTTCCTGTCTAGGATGCCTCCGCCA
CGGACGATAGATGAAGATGCCTCCCCTGGT
GCCTCGGTGTAG

MRFLSRMPPPRTIDEDAS
PGASV*

MRFLSRMPPPRTID
EDASPGASV*

GACGCTGCTC TGCAAAAGCG 0 C 0 0 0 0 0

4838 2561 ao AN2648.1 54.m06312 AO070263000025 0 -182 -129 ATGCCTCCGCCACGGACGATAGATGAAGATGCCTCCCCT
GGTGCCTCGGTGTAG

ATGCCTCCGCCACGGACGATAGATGAAGAT
GCCTCCCCTGGTGCCTCGGTGTAG

MPPPRTIDEDASPGASV* MPPPRTIDEDASPG
ASV*

CCTGTCTAGG TGCAAAAGCG 0 C 0 0 0 0 0

4839 2561 ao AN2648.1 54.m06312 AO070263000025 0 -160 -110 ATGAAGATGCCTCCCCTGGTGCCTCGGTGTAGTGCAAAA
GCGCCAAATTAA

ATGAAGATGCCTCCCCTGGTGCCTCGGTGT
AGTGCAAAAGCGCCAAATTAA

MKMPPLVPRCSAKAPN* MKMPPLVPRCSAKA
PN*

CGGACGATAG TATGTGATAT 0 C 0 0 0 0 0

4840 2561 ao AN2648.1 54.m06312 AO070263000025 0 -154 -110 ATGCCTCCCCTGGTGCCTCGGTGTAGTGCAAAAGCGCCA
AATTAA

ATGCCTCCCCTGGTGCCTCGGTGTAGTGCA
AAAGCGCCAAATTAA

MPPLVPRCSAKAPN* MPPLVPRCSAKAPN
*

ATAGATGAAG TATGTGATAT 0 C 0 0 0 0 0

4841 2563 ao AN4417.1 58.m07906 AO070273000038 0 -210 -67 ATGCTTTTCCCAAAAAGCTTCATTTTATCGTCGCATGCTGC
CGTCGCTGCTCGGAATTTCAGTTGCCCGTTCAGCTCATAC
GTCGAATTGCCTCTTGATTTCCTAGTTCTGGCATATAAGAA
TAGTACTGCGCAGCAGTTCTGA

ATGCTTTTCCCAAAAAGCTTCATTTTATCGTC
GCATGCTGCCGTCGCTGCTCGGAATTTCAG
TTGCCCGTTCAGCTCATACGTCGAATTGCCT
CTTGATTTCCTAGTTCTGGCATATAAGAATA
GTACTGCGCAGCAGTTCTGA

MLFPKSFILSSHAAVAAR
NFSCPFSSYVELPLDFLV
LAYKNSTAQQF*

MLFPKSFILSSHAAV
AARNFSCPFSSYVE
LPLDFLVLAYKNSTA
QQF*

GTGTGTTTTG TCATGCTGTG 0 S FG10865.1 MG03886.1 0 0 0

4842 2563 ao AN4417.1 58.m07906 AO070273000038 0 -176 -105 ATGCTGCCGTCGCTGCTCGGAATTTCAGTTGCCCGTTCAG
CTCATACGTCGAATTGCCTCTTGATTTCCTAG

ATGCTGCCGTCGCTGCTCGGAATTTCAGTT
GCCCGTTCAGCTCATACGTCGAATTGCCTC
TTGATTTCCTAG

MLPSLLGISVARSAHTSN
CLLIS*

MLPSLLGISVARSAH
TSNCLLIS*

TTATCGTCGC TTCTGGCATA 0 S FG10865.1 MG03886.1 0 0 0

4844 2564 af AN8805.1 71.m15612 AO070276000053 0 -158 -126 ATGAAAAAGGAAAAATTTTATAATGATAACTAA ATGAAAAAGGAAAAATTTTATAATGATAACTAA MKKEKFYNDN* MKKEKFYNDN* ATCGTTTCAT CCAAATCACA 0 R FG05948.1 0 0 0 0

4845 2564 af AN8805.1 71.m15612 AO070276000053 0 -136 -95 ATGATAACTAACCAAATCACAGATACCAAACCACCGCATTG
A

ATGATAACTAACCAAATCACAGATACCAAACCACCG
CATTGA

MITNQITDTKPPH* MITNQITDTKPPH* AAATTTTATA CCTGCATCTG 0 R FG05948.1 0 0 0 0

4843 2564 an AN8805.1 71.m15612 AO070276000053 0 -169 -86 ATGAGTACAAGACAGACTAACTACCCCTCAGATCAATCCA
AATCGGGATCCAAAAAAGCCATTCTACGATTGTGTCTACC
ATAG

ATGAGTACAAGACAGACTAACTACCCCTCAGATC
AATCCAAATCGGGATCCAAAAAAGCCATTCTACG
ATTGTGTCTACCATAG

MSTRQTNYPSDQSKSGS
KKAILRLCLP*

MSTRQTNYPSDQSKSG
SKKAILRLCLP*

TCTATTTATA GGCATCATCT 0 R FG05948.1 0 0 0 0

4846 2564 ao AN8805.1 71.m15612 AO070276000053 0 -208 -62 ATGACATCTGTTGGGCATCAAATACATATAAACCTCTATAA
CATCCCACCCCACCATCGCCATCAAAAACCACACCATCCA
GAAGAAACCACTAACAAACCCCCAGATACCCAAAAATCCC
AAATTCAAGAGTCACACAGACTTTGA

ATGACATCTGTTGGGCATCAAATACATATAA
ACCTCTATAACATCCCACCCCACCATCGCCA
TCAAAAACCACACCATCCAGAAGAAACCACT
AACAAACCCCCAGATACCCAAAAATCCCAAA
TTCAAGAGTCACACAGACTTTGA

MTSVGHQIHINLYNIPPHH
RHQKPHHPEETTNKPPD
TQKSQIQESHRL*

MTSVGHQIHINLYNI
PPHHRHQKPHHPE
ETTNKPPDTQKSQI
QESHRL*

AATCTTTAAT ACAAACTCGT 0 R FG05948.1 0 0 0 0

4848 2566 af AN0590.1 69.m15259 AO070280000012 0 -193 -146 ATGTTAATCTTTTGGTCGGCAATGAAGCAATCCGCCGTCG
GGCGGTGA

ATGTTAATCTTTTGGTCGGCAATGAAGCAATCCGC
CGTCGGGCGGTGA

MLIFWSAMKQSAVGR* MLIFWSAMKQSAVG
R*

GGTATAGATT AGCAACTTTT 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4849 2566 af AN0590.1 69.m15259 AO070280000012 0 -172 -146 ATGAAGCAATCCGCCGTCGGGCGGTGA ATGAAGCAATCCGCCGTCGGGCGGTGA MKQSAVGR* MKQSAVGR* TTGGTCGGCA AGCAACTTTT 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4847 2566 an AN0590.1 69.m15259 AO070280000012 0 -136 -98 ATGCGTCGCAGTTCGCAATCCCAGTTGTTGACGAGCTAA ATGCGTCGCAGTTCGCAATCCCAGTTGTTGACGA
GCTAA

MRRSSQSQLLTS* MRRSSQSQLLTS* CGATAGCCTC CGAAACATTT 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4850 2566 ao AN0590.1 69.m15259 AO070280000012 0 -227 -144 ATGCGAAAGAAATCGCGGGCGGTGTATCAGTTACTTTTTT
TTCTGCCGGACACTACTTTGCTGAGTCAGCGTGCGATAAG
ATGA

ATGCGAAAGAAATCGCGGGCGGTGTATCAG
TTACTTTTTTTTCTGCCGGACACTACTTTGCT
GAGTCAGCGTGCGATAAGATGA

MRKKSRAVYQLLFFLPDT
TLLSQRAIR*

MRKKSRAVYQLLFF
LPDTTLLSQRAIR*

GCTGTTTCGA AGGCTTATCG 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4851 2566 ao AN0590.1 69.m15259 AO070280000012 0 -147 -28 ATGAAGGCTTATCGATGGTTATGGAGACATGCGACCATCT
CTATTCTCCATGCGGAGCTTTTATCAGTAGCATCCGAATCT
GTTACTGCATCCCTCACCTCTTTTCAACATAGGGATTGA

ATGAAGGCTTATCGATGGTTATGGAGACAT
GCGACCATCTCTATTCTCCATGCGGAGCTTT
TATCAGTAGCATCCGAATCTGTTACTGCATC
CCTCACCTCTTTTCAACATAGGGATTGA

MKAYRWLWRHATISILHA
ELLSVASESVTASLTSFQ
HRD*

MKAYRWLWRHATIS
ILHAELLSVASESVT
ASLTSFQHRD*

GTGCGATAAG GATTGGTTTA 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4852 2566 ao AN0590.1 69.m15259 AO070280000012 0 -133 -35 ATGGTTATGGAGACATGCGACCATCTCTATTCTCCATGCG
GAGCTTTTATCAGTAGCATCCGAATCTGTTACTGCATCCCT
CACCTCTTTTCAACATAG

ATGGTTATGGAGACATGCGACCATCTCTATT
CTCCATGCGGAGCTTTTATCAGTAGCATCC
GAATCTGTTACTGCATCCCTCACCTCTTTTC
AACATAG

MVMETCDHLYSPCGAFIS
SIRICYCIPHLFST*

MVMETCDHLYSPC
GAFISSIRICYCIPHL
FST*

AGGCTTATCG GGATTGAGAT 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4853 2566 ao AN0590.1 69.m15259 AO070280000012 0 -127 -35 ATGGAGACATGCGACCATCTCTATTCTCCATGCGGAGCTT
TTATCAGTAGCATCCGAATCTGTTACTGCATCCCTCACCTC
TTTTCAACATAG

ATGGAGACATGCGACCATCTCTATTCTCCAT
GCGGAGCTTTTATCAGTAGCATCCGAATCT
GTTACTGCATCCCTCACCTCTTTTCAACATA
G

METCDHLYSPCGAFISSI
RICYCIPHLFST*

METCDHLYSPCGAF
ISSIRICYCIPHLFST*

ATCGATGGTT GGATTGAGAT 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4854 2566 ao AN0590.1 69.m15259 AO070280000012 0 -119 -78 ATGCGACCATCTCTATTCTCCATGCGGAGCTTTTATCAGTA
G

ATGCGACCATCTCTATTCTCCATGCGGAGCT
TTTATCAGTAG

MRPSLFSMRSFYQ* MRPSLFSMRSFYQ* TTATGGAGAC CATCCGAATC 0 O FG09767.1 MG04180.1 NCU07713.1 0 0

4862 2572 af AN8488.1 58.m08926 AO070299000105 0 -198 -157 ATGGCAAGCGATCGAGTAATGCCGAAGGGTCATCGATTGT
AG

ATGGCAAGCGATCGAGTAATGCCGAAGGGTCATC
GATTGTAG

MASDRVMPKGHRL* MASDRVMPKGHRL* TAATCTCATC CCGTGGACAG 0 U 0 0 0 0 0

4863 2572 af AN8488.1 58.m08926 AO070299000105 0 -180 -157 ATGCCGAAGGGTCATCGATTGTAG ATGCCGAAGGGTCATCGATTGTAG MPKGHRL* MPKGHRL* CGATCGAGTA CCGTGGACAG 0 U 0 0 0 0 0
4857 2572 an AN8488.1 58.m08926 AO070299000105 0 -263 -246 ATGCCACCAAAAATTTGA ATGCCACCAAAAATTTGA MPPKI* MPPKI* TTACTATATT GTGATAATAT 0 U 0 0 0 0 0
4858 2572 an AN8488.1 58.m08926 AO070299000105 0 -226 -185 ATGGTTGAATTGCTTCATGTTTGTTGTGCTGGTGGTGGTT

GA
ATGGTTGAATTGCTTCATGTTTGTTGTGCTGGTG
GTGGTTGA

MVELLHVCCAGGG* MVELLHVCCAGGG* TTAGTTGTAT AATCGATCGT 0 U 0 0 0 0 0

4859 2572 an AN8488.1 58.m08926 AO070299000105 0 -210 -151 ATGTTTGTTGTGCTGGTGGTGGTTGAAATCGATCGTCAGG
TGGGAACGATCGTCAGGTGA

ATGTTTGTTGTGCTGGTGGTGGTTGAAATCGATC
GTCAGGTGGGAACGATCGTCAGGTGA

MFVVLVVVEIDRQVGTIV
R*

MFVVLVVVEIDRQVGTIV
R*

GAATTGCTTC TCAACCACTG 0 U 0 0 0 0 0

4860 2572 an AN8488.1 58.m08926 AO070299000105 0 -138 -43 ATGGTCTCGGCTCATGAACTGCTAAGCTACCCTTACATATT
CTGCCGCATCCCACCGCCTTCACGGTCCCATTCACAAAGC
CTCCCCATTCCTTGA

ATGGTCTCGGCTCATGAACTGCTAAGCTACCCTT
ACATATTCTGCCGCATCCCACCGCCTTCACGGTC
CCATTCACAAAGCCTCCCCATTCCTTGA

MVSAHELLSYPYIFCRIPP
PSRSHSQSLPIP*

MVSAHELLSYPYIFCRIP
PPSRSHSQSLPIP*

AACCACTGTA CACCCCACAT 0 U 0 0 0 0 0

4861 2572 an AN8488.1 58.m08926 AO070299000105 0 -125 -114 ATGAACTGCTAA ATGAACTGCTAA MNC* MNC* GTCTCGGCTC GCTACCCTTA 0 U 0 0 0 0 0
4864 2572 ao AN8488.1 58.m08926 AO070299000105 0 -259 -224 ATGACTTGGATAATTTTTGTATATAGAATCCTGTAG ATGACTTGGATAATTTTTGTATATAGAATCCT

GTAG
MTWIIFVYRIL* MTWIIFVYRIL* ACTTGGATAT TAATACAATA 0 U 0 0 0 0 0

4865 2572 ao AN8488.1 58.m08926 AO070299000105 0 -211 -179 ATGAAAGGGACGAATATGAATCTGCCTAATTGA ATGAAAGGGACGAATATGAATCTGCCTAATT
GA

MKGTNMNLPN* MKGTNMNLPN* ATACAATATC TGAGGCTAAT 0 U 0 0 0 0 0

4866 2572 ao AN8488.1 58.m08926 AO070299000105 0 -196 -179 ATGAATCTGCCTAATTGA ATGAATCTGCCTAATTGA MNLPN* MNLPN* AGGGACGAAT TGAGGCTAAT 0 U 0 0 0 0 0
4867 2572 ao AN8488.1 58.m08926 AO070299000105 0 -179 -153 ATGAGGCTAATTGAACTGAGCATGTGA ATGAGGCTAATTGAACTGAGCATGTGA MRLIELSM* MRLIELSM* TGCCTAATTG GTGGTTGCCT 0 U 0 0 0 0 0
4868 2572 ao AN8488.1 58.m08926 AO070299000105 0 -92 -3 ATGCTTTTCCGCCTCCGAGATTATATCCCCGCAAACTTCA

GCCAACTGTCAACGACGTCAGTCATCCTTGAAACCCCTCG
GAGCCCGTAA

ATGCTTTTCCGCCTCCGAGATTATATCCCCG
CAAACTTCAGCCAACTGTCAACGACGTCAG
TCATCCTTGAAACCCCTCGGAGCCCGTAA

MLFRLRDYIPANFSQLST
TSVILETPRSP*

MLFRLRDYIPANFS
QLSTTSVILETPRSP
*

GTGAGGCGAG AAATGAAGAT 0 U 0 0 0 0 0

4871 2576 af AN6462.1 69.m15712 AO070306000002 0 -104 -63 ATGGCTACGTGGGGGAGTGGGCGTGGTATTGGCCGGGT
ATAA

ATGGCTACGTGGGGGAGTGGGCGTGGTATTGGCC
GGGTATAA

MATWGSGRGIGRV* MATWGSGRGIGRV* TTTGATCTAC TAAGGACGGC 0 R 0 0 0 0 0

4869 2576 an AN6462.1 69.m15712 AO070306000002 0 -192 -4 ATGATTCATTACGAGATAGTATTCGAGTACCGATTAGACTG
CCGAACTGTCTCCAACCGTCCATCAGGAGCGACGTACGC
GAGTCGGGGAATGCGGACCTATCCCGCCTCCACTCATAT
ATGGGACGACACCCTGTTCAGTCCCAGTCTCAGCTCCGC
GAGGAGATCGCATCCACTTACATTGTGTTAA

ATGATTCATTACGAGATAGTATTCGAGTACCGATT
AGACTGCCGAACTGTCTCCAACCGTCCATCAGG
AGCGACGTACGCGAGTCGGGGAATGCGGACCT
ATCCCGCCTCCACTCATATATGGGACGACACCCT
GTTCAGTCCCAGTCTCAGCTCCGCGAGGAGATC
GCATCCACTTACATTGTGTTAA

MIHYEIVFEYRLDCRTVS
NRPSGATYASRGMRTYP
ASTHIWDDTLFSPSLSSA
RRSHPLTLC*

MIHYEIVFEYRLDCRTVS
NRPSGATYASRGMRTY
PASTHIWDDTLFSPSLS
SARRSHPLTLC*

TATCTCACCC GCCATGGCGA 0 R 0 0 0 0 0
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4870 2576 an AN6462.1 69.m15712 AO070306000002 0 -102 -4 ATGCGGACCTATCCCGCCTCCACTCATATATGGGACGACA
CCCTGTTCAGTCCCAGTCTCAGCTCCGCGAGGAGATCGC
ATCCACTTACATTGTGTTAA

ATGCGGACCTATCCCGCCTCCACTCATATATGGG
ACGACACCCTGTTCAGTCCCAGTCTCAGCTCCG
CGAGGAGATCGCATCCACTTACATTGTGTTAA

MRTYPASTHIWDDTLFSP
SLSSARRSHPLTLC*

MRTYPASTHIWDDTLFS
PSLSSARRSHPLTLC*

GAGTCGGGGA GCCATGGCGA 0 R 0 0 0 0 0

4875 2578 af AN5698.1 65.m07509 AO070309000118 0 -135 -64 ATGCTGCTCCTTGAAGGTGTTTTGGAGGATATATCACACA
GCTTCGCCCACCTTGACTCTCTCGAAAGTTAG

ATGCTGCTCCTTGAAGGTGTTTTGGAGGATATATCA
CACAGCTTCGCCCACCTTGACTCTCTCGAAAGTTA
G

MLLLEGVLEDISHSFAHL
DSLES*

MLLLEGVLEDISHSF
AHLDSLES*

AAATTAACTA AAATAATCGA 0 I 0 0 0 0 0

4872 2578 an AN5698.1 65.m07509 AO070309000118 0 -267 -148 ATGGGGGGAAGGCCCTGGCCTTTTAAGAATGGACCCAAG
ATCCGGAGTCCAGACGGACGGCTCATTTTCCAATCTTTTG
TAAATTTCCTAAACGCCGTATTCCCAGTGAGGCGTTCGTG
A

ATGGGGGGAAGGCCCTGGCCTTTTAAGAATGGA
CCCAAGATCCGGAGTCCAGACGGACGGCTCATT
TTCCAATCTTTTGTAAATTTCCTAAACGCCGTATT
CCCAGTGAGGCGTTCGTGA

MGGRPWPFKNGPKIRSP
DGRLIFQSFVNFLNAVFP
VRRS*

MGGRPWPFKNGPKIRS
PDGRLIFQSFVNFLNAV
FPVRRS*

TGGCAATTAC CTTGGATTGC 0 I 0 0 0 0 0

4873 2578 an AN5698.1 65.m07509 AO070309000118 0 -239 -186 ATGGACCCAAGATCCGGAGTCCAGACGGACGGCTCATTT
TCCAATCTTTTGTAA

ATGGACCCAAGATCCGGAGTCCAGACGGACGGC
TCATTTTCCAATCTTTTGTAA

MDPRSGVQTDGSFSNLL
*

MDPRSGVQTDGSFSNL
L*

CCTTTTAAGA ATTTCCTAAA 0 I 0 0 0 0 0

4874 2578 an AN5698.1 65.m07509 AO070309000118 0 -66 -4 ATGTCTGACTATCTAGCGAAGGCAGATCATAGATTACTTGA
GTCGAAGACTGTCCCTTTATAA

ATGTCTGACTATCTAGCGAAGGCAGATCATAGAT
TACTTGAGTCGAAGACTGTCCCTTTATAA

MSDYLAKADHRLLESKTV
PL*

MSDYLAKADHRLLESKT
VPL*

TACGTGCATT ATAATGGCCT 0 I 0 0 0 0 0

4876 2578 ao AN5698.1 65.m07509 AO070309000118 0 -72 -22 ATGTTCTTCTATTTCTTGTTTCCCCGGAATTCAGCTTGTTGT
GCGCGTTGA

ATGTTCTTCTATTTCTTGTTTCCCCGGAATTC
AGCTTGTTGTGCGCGTTGA

MFFYFLFPRNSACCAR* MFFYFLFPRNSACC
AR*

ATTCATATAA AACCCACTAC 0 I 0 0 0 0 0

4880 2579 af AN8396.1 63.m00597 AO070312000154 0 -232 -182 ATGTCGGCGAGTAGCAGCCAATCACCGCTCGGGATCTTG
AGATCTGATTGA

ATGTCGGCGAGTAGCAGCCAATCACCGCTCGGGA
TCTTGAGATCTGATTGA

MSASSSQSPLGILRSD* MSASSSQSPLGILR
SD*

GCCTTATCGG GTAATGGCCA 0 EH 0 0 0 0 0

4881 2579 af AN8396.1 63.m00597 AO070312000154 0 -178 -146 ATGGCCAGCCGAGGATGCCCCAAAGAGGACTAG ATGGCCAGCCGAGGATGCCCCAAAGAGGACTAG MASRGCPKED* MASRGCPKED* TGATTGAGTA CGTATATGCC 0 EH 0 0 0 0 0

4882 2579 af AN8396.1 63.m00597 AO070312000154 0 -164 -120 ATGCCCCAAAGAGGACTAGCGTATATGCCCCCCGCATCTT
TTTGA

ATGCCCCAAAGAGGACTAGCGTATATGCCCCCCG
CATCTTTTTGA

MPQRGLAYMPPASF* MPQRGLAYMPPAS
F*

CCAGCCGAGG TGTCGCAGAT 0 EH 0 0 0 0 0

4883 2579 af AN8396.1 63.m00597 AO070312000154 0 -140 -120 ATGCCCCCCGCATCTTTTTGA ATGCCCCCCGCATCTTTTTGA MPPASF* MPPASF* ACTAGCGTAT TGTCGCAGAT 0 EH 0 0 0 0 0
4884 2579 af AN8396.1 63.m00597 AO070312000154 0 -120 -97 ATGTCGCAGATTCCCCATTGTTGA ATGTCGCAGATTCCCCATTGTTGA MSQIPHC* MSQIPHC* CATCTTTTTG TCTTCCTTCT 0 EH 0 0 0 0 0
4877 2579 an AN8396.1 63.m00597 AO070312000154 0 -229 -59 ATGAGCTCTCCAAAATCAATGGCTCACCATATATCTGTCGA

GCAGAATATTATTATTTGGAATCATGTTTCATCCTGCTTTTG
GAGACGTTTAATTACGATTAGTGTTCCACGCTCTGGGGTC
GGCTATTATCGGCGATACAGCGATAGCGGGGAAAGGCAC
CCGCGATAA

ATGAGCTCTCCAAAATCAATGGCTCACCATATAT
CTGTCGAGCAGAATATTATTATTTGGAATCATGTT
TCATCCTGCTTTTGGAGACGTTTAATTACGATTAG
TGTTCCACGCTCTGGGGTCGGCTATTATCGGCG
ATACAGCGATAGCGGGGAAAGGCACCCGCGATA
A

MSSPKSMAHHISVEQNIII
WNHVSSCFWRRLITISVP
RSGVGYYRRYSDSGERH
PR*

MSSPKSMAHHISVEQNII
IWNHVSSCFWRRLITISV
PRSGVGYYRRYSDSGE
RHPR*

TCCTCCTGAT GAGTATATAA 0 EH 0 0 0 0 0

4878 2579 an AN8396.1 63.m00597 AO070312000154 0 -211 -59 ATGGCTCACCATATATCTGTCGAGCAGAATATTATTATTTG
GAATCATGTTTCATCCTGCTTTTGGAGACGTTTAATTACGA
TTAGTGTTCCACGCTCTGGGGTCGGCTATTATCGGCGATA
CAGCGATAGCGGGGAAAGGCACCCGCGATAA

ATGGCTCACCATATATCTGTCGAGCAGAATATTAT
TATTTGGAATCATGTTTCATCCTGCTTTTGGAGAC
GTTTAATTACGATTAGTGTTCCACGCTCTGGGGT
CGGCTATTATCGGCGATACAGCGATAGCGGGGA
AAGGCACCCGCGATAA

MAHHISVEQNIIIWNHVSS
CFWRRLITISVPRSGVGY
YRRYSDSGERHPR*

MAHHISVEQNIIIWNHVS
SCFWRRLITISVPRSGV
GYYRRYSDSGERHPR*

TCCAAAATCA GAGTATATAA 0 EH 0 0 0 0 0

4879 2579 an AN8396.1 63.m00597 AO070312000154 0 -165 -136 ATGTTTCATCCTGCTTTTGGAGACGTTTAA ATGTTTCATCCTGCTTTTGGAGACGTTTAA MFHPAFGDV* MFHPAFGDV* ATTTGGAATC TTACGATTAG 0 EH 0 0 0 0 0
4885 2579 ao AN8396.1 63.m00597 AO070312000154 0 -113 -21 ATGTATAGGACCATTGAAATTCCTTCTGTCATATATAAAAG

AGAAGATGTGTACAGTACTGAAGAGAGCAACGCAAGTAAC
GTAACAGTCTAG

ATGTATAGGACCATTGAAATTCCTTCTGTCA
TATATAAAAGAGAAGATGTGTACAGTACTGA
AGAGAGCAACGCAAGTAACGTAACAGTCTA
G

MYRTIEIPSVIYKREDVYS
TEESNASNVTV*

MYRTIEIPSVIYKRED
VYSTEESNASNVTV*

ATTACGATCG TTCACTCTGA 0 EH 0 0 0 0 0

4886 2579 ao AN8396.1 63.m00597 AO070312000154 0 -67 -29 ATGTGTACAGTACTGAAGAGAGCAACGCAAGTAACGTAA ATGTGTACAGTACTGAAGAGAGCAACGCAA
GTAACGTAA

MCTVLKRATQVT* MCTVLKRATQVT* AAAAGAGAAG CAGTCTAGTT 0 EH 0 0 0 0 0

4891 2581 af AN0774.1 70.m15380 AO070316000064 0 -238 -224 ATGTTATGTTGGTAA ATGTTATGTTGGTAA MLCW* MLCW* TAAATACACC TCTAGACTGT 0 Q 0 MG01176.1 0 0 0
4892 2581 af AN0774.1 70.m15380 AO070316000064 0 -233 -219 ATGTTGGTAATCTAG ATGTTGGTAATCTAG MLVI* MLVI* ACACCATGTT ACTGTCGGCT 0 Q 0 MG01176.1 0 0 0
4893 2581 af AN0774.1 70.m15380 AO070316000064 0 -149 -114 ATGGCCGACGAGGGGAAGAGGAAATGGAATGACTGA ATGGCCGACGAGGGGAAGAGGAAATGGAATGACT

GA
MADEGKRKWND* MADEGKRKWND* ACGTTGTTCA TGAGGCTTCA 0 Q 0 MG01176.1 0 0 0

4894 2581 af AN0774.1 70.m15380 AO070316000064 0 -121 -74 ATGACTGATGAGGCTTCAGAATCATCCATAATAGTTCTTCT
ACCATGA

ATGACTGATGAGGCTTCAGAATCATCCATAATAGTT
CTTCTACCATGA

MTDEASESSIIVLLP* MTDEASESSIIVLLP* AGGAAATGGA GCAATGTGAA 0 Q 0 MG01176.1 0 0 0

4895 2581 af AN0774.1 70.m15380 AO070316000064 0 -114 -91 ATGAGGCTTCAGAATCATCCATAA ATGAGGCTTCAGAATCATCCATAA MRLQNHP* MRLQNHP* GGAATGACTG TAGTTCTTCT 0 Q 0 MG01176.1 0 0 0
4887 2581 an AN0774.1 70.m15380 AO070316000064 0 -230 -192 ATGCATGGCAGTGGGTGGCCTTCACCAGCAATTGTATGA ATGCATGGCAGTGGGTGGCCTTCACCAGCAATT

GTATGA
MHGSGWPSPAIV* MHGSGWPSPAIV* GTCTGCGTTA CCTGCAATTG 0 Q 0 MG01176.1 0 0 0

4888 2581 an AN0774.1 70.m15380 AO070316000064 0 -226 -167 ATGGCAGTGGGTGGCCTTCACCAGCAATTGTATGACCTGC
AATTGAAGGTCGGCTATTGA

ATGGCAGTGGGTGGCCTTCACCAGCAATTGTAT
GACCTGCAATTGAAGGTCGGCTATTGA

MAVGGLHQQLYDLQLKV
GY*

MAVGGLHQQLYDLQLK
VGY*

GCGTTAATGC CCTGGCTTTT 0 Q 0 MG01176.1 0 0 0

4889 2581 an AN0774.1 70.m15380 AO070316000064 0 -195 -181 ATGACCTGCAATTGA ATGACCTGCAATTGA MTCN* MTCN* CAGCAATTGT AGGTCGGCTA 0 Q 0 MG01176.1 0 0 0
4890 2581 an AN0774.1 70.m15380 AO070316000064 0 -87 -76 ATGAACAAATAA ATGAACAAATAA MNK* MNK* GGCAGCCACC ATACCCAACA 0 Q 0 MG01176.1 0 0 0
4896 2581 ao AN0774.1 70.m15380 AO070316000064 0 -101 -69 ATGGCCGACAAGCAAGTCATGCTGTGCATATAA ATGGCCGACAAGCAAGTCATGCTGTGCATA

TAA
MADKQVMLCI* MADKQVMLCI* AGCGGAGTCA TAGCATTGTC 0 Q 0 MG01176.1 0 0 0

4897 2581 ao AN0774.1 70.m15380 AO070316000064 0 -83 -69 ATGCTGTGCATATAA ATGCTGTGCATATAA MLCI* MLCI* CAAGCAAGTC TAGCATTGTC 0 Q 0 MG01176.1 0 0 0
4898 2582 af AN4577.1 57.m05504 AO070316000168 0 -274 -170 ATGCGCTCAGTCCACTTTGGAGTAACATCTGCAGTTTGGA

GTAGCATCTTATCCTACCTATCATCCCCGCCTGCGGGGTA
TGCTCGACATCGGATGAAAGGATAG

ATGCGCTCAGTCCACTTTGGAGTAACATCTGCAGT
TTGGAGTAGCATCTTATCCTACCTATCATCCCCGCC
TGCGGGGTATGCTCGACATCGGATGAAAGGATAG

MRSVHFGVTSAVWSSIL
SYLSSPPAGYARHRMKG
*

MRSVHFGVTSAVW
SSILSYLSSPPAGYA
RHRMKG*

ACATCGCGTA GTTCACAGGA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4899 2582 af AN4577.1 57.m05504 AO070316000168 0 -195 -178 ATGCTCGACATCGGATGA ATGCTCGACATCGGATGA MLDIG* MLDIG* CCTGCGGGGT AAGGATAGGT 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4900 2582 af AN4577.1 57.m05504 AO070316000168 0 -181 -170 ATGAAAGGATAG ATGAAAGGATAG MKG* MKG* TCGACATCGG GTTCACAGGA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4901 2582 af AN4577.1 57.m05504 AO070316000168 0 -117 -52 ATGCGTTGTTCCTGTGCGATCCTATCAATCTTAGGTTGGTT
GACTATGCGCGCCCTCGAACCATAA

ATGCGTTGTTCCTGTGCGATCCTATCAATCTTAGGT
TGGTTGACTATGCGCGCCCTCGAACCATAA

MRCSCAILSILGWLTMRA
LEP*

MRCSCAILSILGWLT
MRALEP*

ATTCAAAAGG CACTACCCTT 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4902 2582 af AN4577.1 57.m05504 AO070316000168 0 -72 -52 ATGCGCGCCCTCGAACCATAA ATGCGCGCCCTCGAACCATAA MRALEP* MRALEP* TTGGTTGACT CACTACCCTT 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4903 2582 ao AN4577.1 57.m05504 AO070316000168 0 -185 -36 ATGAATCAGTCAAGAGATAATCATGCAGCCATGAGGGGAA
AAGAGTTACCCTCTCCTCCTCACTTGGAGTTGCAATCCGA
ACCTTCTTATATGCGCCATTCCCTCCTTGAGAACCTCCATC
TTAGCTTCTCACCGTGGATACGTACATAA

ATGAATCAGTCAAGAGATAATCATGCAGCCA
TGAGGGGAAAAGAGTTACCCTCTCCTCCTC
ACTTGGAGTTGCAATCCGAACCTTCTTATAT
GCGCCATTCCCTCCTTGAGAACCTCCATCTT
AGCTTCTCACCGTGGATACGTACATAA

MNQSRDNHAAMRGKEL
PSPPHLELQSEPSYMRH
SLLENLHLSFSPWIRT*

MNQSRDNHAAMRG
KELPSPPHLELQSE
PSYMRHSLLENLHL
SFSPWIRT*

TGGTAAAACA CCAAACATCA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4904 2582 ao AN4577.1 57.m05504 AO070316000168 0 -163 -152 ATGCAGCCATGA ATGCAGCCATGA MQP* MQP* AGAGATAATC GGGGAAAAGA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4905 2582 ao AN4577.1 57.m05504 AO070316000168 0 -155 -36 ATGAGGGGAAAAGAGTTACCCTCTCCTCCTCACTTGGAGT
TGCAATCCGAACCTTCTTATATGCGCCATTCCCTCCTTGAG
AACCTCCATCTTAGCTTCTCACCGTGGATACGTACATAA

ATGAGGGGAAAAGAGTTACCCTCTCCTCCT
CACTTGGAGTTGCAATCCGAACCTTCTTATA
TGCGCCATTCCCTCCTTGAGAACCTCCATCT
TAGCTTCTCACCGTGGATACGTACATAA

MRGKELPSPPHLELQSE
PSYMRHSLLENLHLSFSP
WIRT*

MRGKELPSPPHLEL
QSEPSYMRHSLLEN
LHLSFSPWIRT*

TCATGCAGCC CCAAACATCA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4906 2582 ao AN4577.1 57.m05504 AO070316000168 0 -95 -36 ATGCGCCATTCCCTCCTTGAGAACCTCCATCTTAGCTTCTC
ACCGTGGATACGTACATAA

ATGCGCCATTCCCTCCTTGAGAACCTCCATC
TTAGCTTCTCACCGTGGATACGTACATAA

MRHSLLENLHLSFSPWIR
T*

MRHSLLENLHLSFS
PWIRT*

ACCTTCTTAT CCAAACATCA 0 C FG09042.1 MG03533.1 NCU02361.1 0 0

4912 2584 af AN0131.1 71.m15415 AO070321000122 0 -233 -222 ATGGCACGATGA ATGGCACGATGA MAR* MAR* GACCCCAGCG TGCGGAATTC 0  0 0 0 YLR250W 0
4913 2584 af AN0131.1 71.m15415 AO070321000122 0 -172 -29 ATGCAAACAGCCAAGCAGTCGAGGTCCAAGAAGATGCGG

ACAGGCAATTGTTCTGTTTCTCGTCCCATTCATCATATTTA
CCAATTCGGTGCTGGATACATTCTGTTCTGTAAGTATCCG
GGATTCTGTACATCTTGTGTTTAG

ATGCAAACAGCCAAGCAGTCGAGGTCCAAGAAGAT
GCGGACAGGCAATTGTTCTGTTTCTCGTCCCATTC
ATCATATTTACCAATTCGGTGCTGGATACATTCTGT
TCTGTAAGTATCCGGGATTCTGTACATCTTGTGTTT
AG

MQTAKQSRSKKMRTGN
CSVSRPIHHIYQFGAGYIL
FCKYPGFCTSCV*

MQTAKQSRSKKMR
TGNCSVSRPIHHIYQ
FGAGYILFCKYPGF
CTSCV*

GATACAAACA ATTCGTCATT 0  0 0 0 YLR250W 0

4914 2584 af AN0131.1 71.m15415 AO070321000122 0 -139 -29 ATGCGGACAGGCAATTGTTCTGTTTCTCGTCCCATTCATCA
TATTTACCAATTCGGTGCTGGATACATTCTGTTCTGTAAGT
ATCCGGGATTCTGTACATCTTGTGTTTAG

ATGCGGACAGGCAATTGTTCTGTTTCTCGTCCCATT
CATCATATTTACCAATTCGGTGCTGGATACATTCTG
TTCTGTAAGTATCCGGGATTCTGTACATCTTGTGTT
TAG

MRTGNCSVSRPIHHIYQF
GAGYILFCKYPGFCTSCV
*

MRTGNCSVSRPIHH
IYQFGAGYILFCKYP
GFCTSCV*

GTCCAAGAAG ATTCGTCATT 0  0 0 0 YLR250W 0

4907 2584 an AN0131.1 71.m15415 AO070321000122 0 -233 -3 ATGATGATAGTTATGGTTGTGCTATCGGGGAAAAAGTTGG
AGATGCCGGAAAGCAAACACTGCAAACAGCCTGTATCCCC
AAGCCGGCGGACAGCTGGTCCCCCGGAGGCTCCTCTTTC
GAAGGTCAACCCCGGGGGAGCTGCTTGTTCTATATTATGC
TCTTATTTTCAGCTATATTTTCTTGAAATAGCTTGGCTCTGG
TTAGCCAACATCTTAACTTTCTGCAATTGA

ATGATGATAGTTATGGTTGTGCTATCGGGGAAAA
AGTTGGAGATGCCGGAAAGCAAACACTGCAAAC
AGCCTGTATCCCCAAGCCGGCGGACAGCTGGTC
CCCCGGAGGCTCCTCTTTCGAAGGTCAACCCCG
GGGGAGCTGCTTGTTCTATATTATGCTCTTATTTT
CAGCTATATTTTCTTGAAATAGCTTGGCTCTGGTT
AGCCAACATCTTAACTTTCTGCAATTGA

MMIVMVVLSGKKLEMPE
SKHCKQPVSPSRRTAGP
PEAPLSKVNPGGAACSIL
CSYFQLYFLEIAWLWLAN
ILTFCN*

MMIVMVVLSGKKLEMPE
SKHCKQPVSPSRRTAG
PPEAPLSKVNPGGAACS
ILCSYFQLYFLEIAWLWL
ANILTFCN*

GCTGGGTGGT CAATGCTGAT 0  0 0 0 YLR250W 0

4908 2584 an AN0131.1 71.m15415 AO070321000122 0 -230 -3 ATGATAGTTATGGTTGTGCTATCGGGGAAAAAGTTGGAGA
TGCCGGAAAGCAAACACTGCAAACAGCCTGTATCCCCAAG
CCGGCGGACAGCTGGTCCCCCGGAGGCTCCTCTTTCGAA
GGTCAACCCCGGGGGAGCTGCTTGTTCTATATTATGCTCT
TATTTTCAGCTATATTTTCTTGAAATAGCTTGGCTCTGGTTA
GCCAACATCTTAACTTTCTGCAATTGA

ATGATAGTTATGGTTGTGCTATCGGGGAAAAAGT
TGGAGATGCCGGAAAGCAAACACTGCAAACAGC
CTGTATCCCCAAGCCGGCGGACAGCTGGTCCCC
CGGAGGCTCCTCTTTCGAAGGTCAACCCCGGGG
GAGCTGCTTGTTCTATATTATGCTCTTATTTTCAG
CTATATTTTCTTGAAATAGCTTGGCTCTGGTTAGC
CAACATCTTAACTTTCTGCAATTGA

MIVMVVLSGKKLEMPESK
HCKQPVSPSRRTAGPPE
APLSKVNPGGAACSILCS
YFQLYFLEIAWLWLANILT
FCN*

MIVMVVLSGKKLEMPES
KHCKQPVSPSRRTAGP
PEAPLSKVNPGGAACSI
LCSYFQLYFLEIAWLWL
ANILTFCN*

GGGTGGTATG CAATGCTGAT 0  0 0 0 YLR250W 0

4909 2584 an AN0131.1 71.m15415 AO070321000122 0 -221 -3 ATGGTTGTGCTATCGGGGAAAAAGTTGGAGATGCCGGAA
AGCAAACACTGCAAACAGCCTGTATCCCCAAGCCGGCGG
ACAGCTGGTCCCCCGGAGGCTCCTCTTTCGAAGGTCAAC
CCCGGGGGAGCTGCTTGTTCTATATTATGCTCTTATTTTCA
GCTATATTTTCTTGAAATAGCTTGGCTCTGGTTAGCCAACA
TCTTAACTTTCTGCAATTGA

ATGGTTGTGCTATCGGGGAAAAAGTTGGAGATG
CCGGAAAGCAAACACTGCAAACAGCCTGTATCC
CCAAGCCGGCGGACAGCTGGTCCCCCGGAGGC
TCCTCTTTCGAAGGTCAACCCCGGGGGAGCTGC
TTGTTCTATATTATGCTCTTATTTTCAGCTATATTT
TCTTGAAATAGCTTGGCTCTGGTTAGCCAACATC
TTAACTTTCTGCAATTGA

MVVLSGKKLEMPESKHC
KQPVSPSRRTAGPPEAP
LSKVNPGGAACSILCSYF
QLYFLEIAWLWLANILTFC
N*

MVVLSGKKLEMPESKH
CKQPVSPSRRTAGPPE
APLSKVNPGGAACSILC
SYFQLYFLEIAWLWLANI
LTFCN*

GATGATAGTT CAATGCTGAT 0  0 0 0 YLR250W 0
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4910 2584 an AN0131.1 71.m15415 AO070321000122 0 -191 -3 ATGCCGGAAAGCAAACACTGCAAACAGCCTGTATCCCCAA
GCCGGCGGACAGCTGGTCCCCCGGAGGCTCCTCTTTCGA
AGGTCAACCCCGGGGGAGCTGCTTGTTCTATATTATGCTC
TTATTTTCAGCTATATTTTCTTGAAATAGCTTGGCTCTGGTT
AGCCAACATCTTAACTTTCTGCAATTGA

ATGCCGGAAAGCAAACACTGCAAACAGCCTGTAT
CCCCAAGCCGGCGGACAGCTGGTCCCCCGGAG
GCTCCTCTTTCGAAGGTCAACCCCGGGGGAGCT
GCTTGTTCTATATTATGCTCTTATTTTCAGCTATAT
TTTCTTGAAATAGCTTGGCTCTGGTTAGCCAACAT
CTTAACTTTCTGCAATTGA

MPESKHCKQPVSPSRRT
AGPPEAPLSKVNPGGAA
CSILCSYFQLYFLEIAWL
WLANILTFCN*

MPESKHCKQPVSPSRR
TAGPPEAPLSKVNPGGA
ACSILCSYFQLYFLEIAW
LWLANILTFCN*

AAAGTTGGAG CAATGCTGAT 0  0 0 0 YLR250W 0

4911 2584 an AN0131.1 71.m15415 AO070321000122 0 -78 -49 ATGCTCTTATTTTCAGCTATATTTTCTTGA ATGCTCTTATTTTCAGCTATATTTTCTTGA MLLFSAIFS* MLLFSAIFS* GTTCTATATT AATAGCTTGG 0  0 0 0 YLR250W 0
4915 2584 ao AN0131.1 71.m15415 AO070321000122 0 -177 -43 ATGCAAACACTGCAAACAGTATATCTTCTGATTGGGCAGTT

CGTTCTCCGAATCCAGGTGCTAGCACTCGAAGAAAAGGC
CACATCAACAGGGTTGAAATTATTCGTTCCTGCTTGTATAC
TGGAACGATTTTGA

ATGCAAACACTGCAAACAGTATATCTTCTGA
TTGGGCAGTTCGTTCTCCGAATCCAGGTGC
TAGCACTCGAAGAAAAGGCCACATCAACAG
GGTTGAAATTATTCGTTCCTGCTTGTATACT
GGAACGATTTTGA

MQTLQTVYLLIGQFVLRIQ
VLALEEKATSTGLKLFVP
ACILERF*

MQTLQTVYLLIGQF
VLRIQVLALEEKATS
TGLKLFVPACILERF
*

GAGCGGATTT TATTTTTCTT 0  0 0 0 YLR250W 0

4916 2586 an AN2316.1 71.m15518 AO070323000038 0 -209 -75 ATGAGTCGCTGCCCGCTAGTGCACGTGATTTGTAGGTGGT
GCGATGTCCTCGAACTTCCCACGAACGTCTTTCATCGCGA
CTCACCTCCTGTCCTCGTCACTCACATCAGTACATCCTCG
GTCCCGAGGCATTGA

ATGAGTCGCTGCCCGCTAGTGCACGTGATTTGTA
GGTGGTGCGATGTCCTCGAACTTCCCACGAACG
TCTTTCATCGCGACTCACCTCCTGTCCTCGTCAC
TCACATCAGTACATCCTCGGTCCCGAGGCATTGA

MSRCPLVHVICRWCDVL
ELPTNVFHRDSPPVLVTH
ISTSSVPRH*

MSRCPLVHVICRWCDV
LELPTNVFHRDSPPVLV
THISTSSVPRH*

TCTTCTTCCA CCTTGTCGCT 0 C FG04315.1 0 0 0 0

4917 2586 an AN2316.1 71.m15518 AO070323000038 0 -166 -35 ATGTCCTCGAACTTCCCACGAACGTCTTTCATCGCGACTC
ACCTCCTGTCCTCGTCACTCACATCAGTACATCCTCGGTC
CCGAGGCATTGACCTTGTCGCTTTTACAAGAGCTAAAAAA
TTCACCATTTAA

ATGTCCTCGAACTTCCCACGAACGTCTTTCATCG
CGACTCACCTCCTGTCCTCGTCACTCACATCAGT
ACATCCTCGGTCCCGAGGCATTGACCTTGTCGCT
TTTACAAGAGCTAAAAAATTCACCATTTAA

MSSNFPRTSFIATHLLSS
SLTSVHPRSRGIDLVAFT
RAKKFTI*

MSSNFPRTSFIATHLLSS
SLTSVHPRSRGIDLVAFT
RAKKFTI*

AGGTGGTGCG TTATTTTCTA 0 C FG04315.1 0 0 0 0

4918 2586 ao AN2316.1 71.m15518 AO070323000038 0 -230 -45 ATGAGGGCGCAGGCAAAACGGACTAACCTAACCGGCCGG
ATACTCGACTTTCCACCTCAAACCACAGTCGAACGACGTC
TTCGTTTCCCATCGCGAAGTCTCGATCACCTCCTCCACTT
CCATCCCACCTTAATTCATCCTCAATCCCGAGGCATTACAT
CTCTCGTTCACGGAGAGTGTATTTGA

ATGAGGGCGCAGGCAAAACGGACTAACCTA
ACCGGCCGGATACTCGACTTTCCACCTCAA
ACCACAGTCGAACGACGTCTTCGTTTCCCAT
CGCGAAGTCTCGATCACCTCCTCCACTTCC
ATCCCACCTTAATTCATCCTCAATCCCGAGG
CATTACATCTCTCGTTCACGGAGAGTGTATT
TGA

MRAQAKRTNLTGRILDFP
PQTTVERRLRFPSRSLD
HLLHFHPTLIHPQSRGITS
LVHGECI*

MRAQAKRTNLTGRI
LDFPPQTTVERRLR
FPSRSLDHLLHFHP
TLIHPQSRGITSLVH
GECI*

ACGTGGACCA TTTCTAATTG 0 C FG04315.1 0 0 0 0

4920 2587 af AN3894.1 54.m07025 AO070324000132 0 -231 -220 ATGCCTGCCTGA ATGCCTGCCTGA MPA* MPA* ACTACTTAGA CCTCAAAATG 0 CE FG10198.1 0 0 0 0
4921 2587 af AN3894.1 54.m07025 AO070324000132 0 -212 -171 ATGCCCTGGATGATACCTTATCCACAAGTATTTCTGTCATA

A
ATGCCCTGGATGATACCTTATCCACAAGTATTTCTG
TCATAA

MPWMIPYPQVFLS* MPWMIPYPQVFLS* TGACCTCAAA CGTAACGTAT 0 CE FG10198.1 0 0 0 0

4922 2587 af AN3894.1 54.m07025 AO070324000132 0 -203 -171 ATGATACCTTATCCACAAGTATTTCTGTCATAA ATGATACCTTATCCACAAGTATTTCTGTCATAA MIPYPQVFLS* MIPYPQVFLS* AATGCCCTGG CGTAACGTAT 0 CE FG10198.1 0 0 0 0
4923 2587 af AN3894.1 54.m07025 AO070324000132 0 -154 -122 ATGACACCGACCCCGGCATCGGCGTCGTCATAA ATGACACCGACCCCGGCATCGGCGTCGTCATAA MTPTPASASS* MTPTPASASS* GTATTGTAAG CCAATCAGAT 0 CE FG10198.1 0 0 0 0
4919 2587 an AN3894.1 54.m07025 AO070324000132 0 -161 -144 ATGTCTGAGAACGGCTAG ATGTCTGAGAACGGCTAG MSENG* MSENG* CCTGAGGTGG CGCCACTCAG 0 CE FG10198.1 0 0 0 0
4924 2587 ao AN3894.1 54.m07025 AO070324000132 0 -186 -97 ATGGGGCCCCGAGTAAAGTACGGTAAGATGGGTCCTTTG

GAATGTCGGCCCGGCATCGGCGAAGGGACCGTCCAATCA
GCATGGAGGTAA

ATGGGGCCCCGAGTAAAGTACGGTAAGATG
GGTCCTTTGGAATGTCGGCCCGGCATCGG
CGAAGGGACCGTCCAATCAGCATGGAGGTA
A

MGPRVKYGKMGPLECR
PGIGEGTVQSAWR*

MGPRVKYGKMGPL
ECRPGIGEGTVQSA
WR*

CAGTAGAGAT AAGGCAGCCG 0 CE FG10198.1 0 0 0 0

4925 2587 ao AN3894.1 54.m07025 AO070324000132 0 -159 -97 ATGGGTCCTTTGGAATGTCGGCCCGGCATCGGCGAAGGG
ACCGTCCAATCAGCATGGAGGTAA

ATGGGTCCTTTGGAATGTCGGCCCGGCATC
GGCGAAGGGACCGTCCAATCAGCATGGAG
GTAA

MGPLECRPGIGEGTVQS
AWR*

MGPLECRPGIGEGT
VQSAWR*

GTACGGTAAG AAGGCAGCCG 0 CE FG10198.1 0 0 0 0

4926 2587 ao AN3894.1 54.m07025 AO070324000132 0 -145 -74 ATGTCGGCCCGGCATCGGCGAAGGGACCGTCCAATCAGC
ATGGAGGTAAAAGGCAGCCGAAGGCCAAAATAA

ATGTCGGCCCGGCATCGGCGAAGGGACCG
TCCAATCAGCATGGAGGTAAAAGGCAGCCG
AAGGCCAAAATAA

MSARHRRRDRPISMEVK
GSRRPK*

MSARHRRRDRPISM
EVKGSRRPK*

GTCCTTTGGA AAGAATATCG 0 CE FG10198.1 0 0 0 0

4927 2587 ao AN3894.1 54.m07025 AO070324000132 0 -106 -74 ATGGAGGTAAAAGGCAGCCGAAGGCCAAAATAA ATGGAGGTAAAAGGCAGCCGAAGGCCAAAA
TAA

MEVKGSRRPK* MEVKGSRRPK* TCCAATCAGC AAGAATATCG 0 CE FG10198.1 0 0 0 0

4928 2591 af AN8040.1 53.m03906 AO070330000006 0 -244 -218 ATGAGGCCAATTGACAAACTACTGTAA ATGAGGCCAATTGACAAACTACTGTAA MRPIDKLL* MRPIDKLL* CTGCCTGAGG TGCAATAGTT 0 P 0 0 0 0 0
4929 2591 af AN8040.1 53.m03906 AO070330000006 0 -145 -2 ATGGACAGCTGTTCGACTTTCTGGGGCTCCAGGTCTGCG

CTTTGTCCGAAAGTTCTGCCTGCACGCGCCTCCTTCCTCG
ACCCTTCAGTTTCAATTCCAGTCCTGCCCATATTTGATCTT
CTTGTCAAAGGACCTTGTTGCTAA

ATGGACAGCTGTTCGACTTTCTGGGGCTCCAGGTC
TGCGCTTTGTCCGAAAGTTCTGCCTGCACGCGCCT
CCTTCCTCGACCCTTCAGTTTCAATTCCAGTCCTGC
CCATATTTGATCTTCTTGTCAAAGGACCTTGTTGCT
AA

MDSCSTFWGSRSALCPK
VLPARASFLDPSVSIPVLP
IFDLLVKGPCC*

MDSCSTFWGSRSA
LCPKVLPARASFLD
PSVSIPVLPIFDLLVK
GPCC*

CTCACACCTT AATGAATCCT 0 P 0 0 0 0 0

4931 2592 ao AN9086.1 66.m04759 AO070332000191 0 -170 -42 ATGCGCTCCGTCGATCCACCGACTCGGGCGGGGAGGAAT
ATCCATCAACAACATTTTGATAGCTGCCGGACCTTCAACTC
ATGCCGTTGCCATATCACGCCGGAACGCCTTATTTCAAGC
TGTGTATAA

ATGCGCTCCGTCGATCCACCGACTCGGGC
GGGGAGGAATATCCATCAACAACATTTTGAT
AGCTGCCGGACCTTCAACTCATGCCGTTGC
CATATCACGCCGGAACGCCTTATTTCAAGCT
GTGTATAA

MRSVDPPTRAGRNIHQQ
HFDSCRTFNSCRCHITPE
RLISSCV*

MRSVDPPTRAGRNI
HQQHFDSCRTFNS
CRCHITPERLISSCV
*

CCGGTCCACT GTTCTTTGGC 0 U FG02649.1 MG04694.1 0 YKR068C 0

4932 2592 ao AN9086.1 66.m04759 AO070332000191 0 -90 -25 ATGCCGTTGCCATATCACGCCGGAACGCCTTATTTCAAGC
TGTGTATAAGTTCTTTGGCAATCTAA

ATGCCGTTGCCATATCACGCCGGAACGCCT
TATTTCAAGCTGTGTATAAGTTCTTTGGCAAT
CTAA

MPLPYHAGTPYFKLCISS
LAI*

MPLPYHAGTPYFKL
CISSLAI*

CCTTCAACTC GTAATAGAAG 0 U FG02649.1 MG04694.1 0 YKR068C 0

4934 2595 af AN0261.1 54.m06965 AO070334000097 0 -231 -163 ATGCTGCAACCTGGCCTCATGCCAACAGGACCAGCTTCAC
ACAACATACAACCCCAGATCCACATCTAA

ATGCTGCAACCTGGCCTCATGCCAACAGGACCAG
CTTCACACAACATACAACCCCAGATCCACATCTAA

MLQPGLMPTGPASHNIQ
PQIHI*

MLQPGLMPTGPAS
HNIQPQIHI*

GCAACCAAGG ATCCCGGACA 0 U FG01917.1 0 NCU01318.1 0 0

4935 2595 af AN0261.1 54.m06965 AO070334000097 0 -213 -163 ATGCCAACAGGACCAGCTTCACACAACATACAACCCCAGA
TCCACATCTAA

ATGCCAACAGGACCAGCTTCACACAACATACAACC
CCAGATCCACATCTAA

MPTGPASHNIQPQIHI* MPTGPASHNIQPQI
HI*

ACCTGGCCTC ATCCCGGACA 0 U FG01917.1 0 NCU01318.1 0 0

4936 2595 af AN0261.1 54.m06965 AO070334000097 0 -117 -88 ATGCTACAGAAATTTGTTCTCACTATATAG ATGCTACAGAAATTTGTTCTCACTATATAG MLQKFVLTI* MLQKFVLTI* ACATAAGATT TTAAAGTGAT 0 U FG01917.1 0 NCU01318.1 0 0

4933 2595 an AN0261.1 54.m06965 AO070334000097 0 -236 -81 ATGCCGCTGTGCTGCAACCTGGCCTTAAACAACACTCCGG
CTCACACAACCTGGAACTCCCCGCATTGCCTAGCTTCCGG
ACAACTTCAATTGTCGGCGTGCTTTATTCTAAACAGTGCTG
GAGTAGAATCCCTGAGCTTGAAATATACGAGTTAA

ATGCCGCTGTGCTGCAACCTGGCCTTAAACAACA
CTCCGGCTCACACAACCTGGAACTCCCCGCATT
GCCTAGCTTCCGGACAACTTCAATTGTCGGCGTG
CTTTATTCTAAACAGTGCTGGAGTAGAATCCCTG
AGCTTGAAATATACGAGTTAA

MPLCCNLALNNTPAHTT
WNSPHCLASGQLQLSAC
FILNSAGVESLSLKYTS*

MPLCCNLALNNTPAHTT
WNSPHCLASGQLQLSA
CFILNSAGVESLSLKYTS
*

TAGCGGACCC GGGATAATCG 0 U FG01917.1 0 NCU01318.1 0 0

4937 2595 ao AN0261.1 54.m06965 AO070334000097 0 -224 -171 ATGCTGCAACCTGGCCTTATGGCAACAACACAGGTTCACA
CAACATACGCCTAG

ATGCTGCAACCTGGCCTTATGGCAACAACA
CAGGTTCACACAACATACGCCTAG

MLQPGLMATTQVHTTYA* MLQPGLMATTQVHT
TYA*

GCCGCCTAAC TCCCCGCATA 0 U FG01917.1 0 NCU01318.1 0 0

4938 2595 ao AN0261.1 54.m06965 AO070334000097 0 -206 -171 ATGGCAACAACACAGGTTCACACAACATACGCCTAG ATGGCAACAACACAGGTTCACACAACATAC
GCCTAG

MATTQVHTTYA* MATTQVHTTYA* ACCTGGCCTT TCCCCGCATA 0 U FG01917.1 0 NCU01318.1 0 0

4939 2595 ao AN0261.1 54.m06965 AO070334000097 0 -113 -75 ATGGTACAGGATACTCTTTCACAGTTTGAAATTTCTTAA ATGGTACAGGATACTCTTTCACAGTTTGAAA
TTTCTTAA

MVQDTLSQFEIS* MVQDTLSQFEIS* AGACCGGGTT TCATCCGGGT 0 U FG01917.1 0 NCU01318.1 0 0

4948 2598 an AN1602.1 55.m03185 AO070339000250 0 -253 -140 ATGCCCTTGGCAGGGGTCTCTCGTTACAGACTGCATCGGT
ACCAGGACAGAGGCGGAGGACCGAGGAGTAGCCCTAGT
ATAAAGGCCCTCCAAGCTGCTGGCTCTAGTCTTTGA

ATGCCCTTGGCAGGGGTCTCTCGTTACAGACTG
CATCGGTACCAGGACAGAGGCGGAGGACCGAG
GAGTAGCCCTAGTATAAAGGCCCTCCAAGCTGCT
GGCTCTAGTCTTTGA

MPLAGVSRYRLHRYQDR
GGGPRSSPSIKALQAAG
SSL*

MPLAGVSRYRLHRYQD
RGGGPRSSPSIKALQAA
GSSL*

TAGATGAAGC TTCTGTTCTG 0 GO 0 0 0 0 0

4949 2598 ao AN1602.1 55.m03185 AO070339000250 0 -205 -95 ATGAGAACCATGAAGGGGTGCTGGAAGCTGGAAGCTTTC
GTCGATGTGTATAAAAGGCCCTCATCCGGACCCTCGATAG
GTCTCTCTCATTCCTCAAGCCTGGATAGCTAA

ATGAGAACCATGAAGGGGTGCTGGAAGCTG
GAAGCTTTCGTCGATGTGTATAAAAGGCCCT
CATCCGGACCCTCGATAGGTCTCTCTCATTC
CTCAAGCCTGGATAGCTAA

MRTMKGCWKLEAFVDVY
KRPSSGPSIGLSHSSSLD
S*

MRTMKGCWKLEAF
VDVYKRPSSGPSIG
LSHSSSLDS*

CGTCTAATCT CCATTCATTC 0 GO 0 0 0 0 0

4950 2598 ao AN1602.1 55.m03185 AO070339000250 0 -196 -95 ATGAAGGGGTGCTGGAAGCTGGAAGCTTTCGTCGATGTG
TATAAAAGGCCCTCATCCGGACCCTCGATAGGTCTCTCTC
ATTCCTCAAGCCTGGATAGCTAA

ATGAAGGGGTGCTGGAAGCTGGAAGCTTTC
GTCGATGTGTATAAAAGGCCCTCATCCGGA
CCCTCGATAGGTCTCTCTCATTCCTCAAGCC
TGGATAGCTAA

MKGCWKLEAFVDVYKRP
SSGPSIGLSHSSSLDS*

MKGCWKLEAFVDV
YKRPSSGPSIGLSH
SSSLDS*

TATGAGAACC CCATTCATTC 0 GO 0 0 0 0 0

4951 2598 ao AN1602.1 55.m03185 AO070339000250 0 -162 -127 ATGTGTATAAAAGGCCCTCATCCGGACCCTCGATAG ATGTGTATAAAAGGCCCTCATCCGGACCCT
CGATAG

MCIKGPHPDPR* MCIKGPHPDPR* GCTTTCGTCG GTCTCTCTCA 0 GO 0 0 0 0 0

4953 2599 af AN5932.1 72.m19197 AO070340000348 0 -207 -85 ATGGGGATTGGCGGAGGCGCGTCCAAACCGCGTCCCCA
ACGCGTTGTCATTTCCTTGCGCGATAGCCCGCATGGCCC
GCCATCCCTTCCCCAGTCCACACCATTCAAGATATCAAGA
AAATAA

ATGGGGATTGGCGGAGGCGCGTCCAAACCGCGTC
CCCAACGCGTTGTCATTTCCTTGCGCGATAGCCCG
CATGGCCCGCCATCCCTTCCCCAGTCCACACCATT
CAAGATATCAAGAAAATAA

MGIGGGASKPRPQRVVI
SLRDSPHGPPSLPQSTP
FKISRK*

MGIGGGASKPRPQ
RVVISLRDSPHGPP
SLPQSTPFKISRK*

CTTTAACCGA TTACTGGATA 0 L FG05421.1 MG06397.1 0 0 0

4954 2599 af AN5932.1 72.m19197 AO070340000348 0 -137 -48 ATGGCCCGCCATCCCTTCCCCAGTCCACACCATTCAAGAT
ATCAAGAAAATAATTACTGGATAATTGCAAAACCCAGTCAC
TACTGGTGA

ATGGCCCGCCATCCCTTCCCCAGTCCACACCATTC
AAGATATCAAGAAAATAATTACTGGATAATTGCAAA
ACCCAGTCACTACTGGTGA

MARHPFPSPHHSRYQEN
NYWIIAKPSHYW*

MARHPFPSPHHSR
YQENNYWIIAKPSH
YW*

GATAGCCCGC GGTCATTGAT 0 L FG05421.1 MG06397.1 0 0 0

4956 2599 ao AN5932.1 72.m19197 AO070340000348 0 -226 -188 ATGGAACTAACCACTAACGGTAATGGAAAAACCACTTAA ATGGAACTAACCACTAACGGTAATGGAAAAA
CCACTTAA

MELTTNGNGKTT* MELTTNGNGKTT* GGTAAAGCAG CGGCGATTGG 0 L FG05421.1 MG06397.1 0 0 0

4957 2599 ao AN5932.1 72.m19197 AO070340000348 0 -204 -109 ATGGAAAAACCACTTAACGGCGATTGGGCGGTGAGCGCG
TACATCTCGCGTTCCGCTCACGCGTTGTCTCCGCGACGC
CCGCCTTTGAACCACTAG

ATGGAAAAACCACTTAACGGCGATTGGGCG
GTGAGCGCGTACATCTCGCGTTCCGCTCAC
GCGTTGTCTCCGCGACGCCCGCCTTTGAAC
CACTAG

MEKPLNGDWAVSAYISR
SAHALSPRRPPLNH*

MEKPLNGDWAVSA
YISRSAHALSPRRPP
LNH*

ACTAACGGTA ACCCTTTCTC 0 L FG05421.1 MG06397.1 0 0 0

4965 2600 af AN1913.1 69.m14928 AO070341000134 0 -198 -163 ATGACCGTTATCGGTGGTAGAGGCTCCAAGCAATAG ATGACCGTTATCGGTGGTAGAGGCTCCAAGCAATA
G

MTVIGGRGSKQ* MTVIGGRGSKQ* TAGTATCCAT CCAATGACAG 0 J FG08761.1 0 0 0 0

4966 2600 af AN1913.1 69.m14928 AO070341000134 0 -159 -139 ATGACAGTCGCCGATCCATGA ATGACAGTCGCCGATCCATGA MTVADP* MTVADP* GCAATAGCCA GTCAGGCCCG 0 J FG08761.1 0 0 0 0
4959 2600 an AN1913.1 69.m14928 AO070341000134 0 -271 -197 ATGAGAACTGTAACAATGGAAGTTAAATGCAGGAGATGCT

GGGATTGTACAATGAGTCATCTGCTCACAGTGTAG
ATGAGAACTGTAACAATGGAAGTTAAATGCAGGA
GATGCTGGGATTGTACAATGAGTCATCTGCTCAC
AGTGTAG

MRTVTMEVKCRRCWDC
TMSHLLTV*

MRTVTMEVKCRRCWD
CTMSHLLTV*

TATTATCAAG TAGGACTGAT 0 J FG08761.1 0 0 0 0

4960 2600 an AN1913.1 69.m14928 AO070341000134 0 -256 -197 ATGGAAGTTAAATGCAGGAGATGCTGGGATTGTACAATGA
GTCATCTGCTCACAGTGTAG

ATGGAAGTTAAATGCAGGAGATGCTGGGATTGTA
CAATGAGTCATCTGCTCACAGTGTAG

MEVKCRRCWDCTMSHL
LTV*

MEVKCRRCWDCTMSHL
LTV*

AACTGTAACA TAGGACTGAT 0 J FG08761.1 0 0 0 0

4961 2600 an AN1913.1 69.m14928 AO070341000134 0 -245 -30 ATGCAGGAGATGCTGGGATTGTACAATGAGTCATCTGCTC
ACAGTGTAGTAGGACTGATAATACCCAATGATAGCCACCC
CGCCAGTGACTCCCGCCCAAAAATCTTTGGCACGTTTTCT
CCATCTCGGATCTCCCCTCCCACTTTGCCTTTAGAGAACA
ATCATCCACGCCCGCAATTTTTCTCTTCTATTACTCGCACC
GCTCGGAGTGAGTAG

ATGCAGGAGATGCTGGGATTGTACAATGAGTCAT
CTGCTCACAGTGTAGTAGGACTGATAATACCCAA
TGATAGCCACCCCGCCAGTGACTCCCGCCCAAA
AATCTTTGGCACGTTTTCTCCATCTCGGATCTCC
CCTCCCACTTTGCCTTTAGAGAACAATCATCCAC
GCCCGCAATTTTTCTCTTCTATTACTCGCACCGCT
CGGAGTGAGTAG

MQEMLGLYNESSAHSVV
GLIIPNDSHPASDSRPKIF
GTFSPSRISPPTLPLENN
HPRPQFFSSITRTARSE*

MQEMLGLYNESSAHSV
VGLIIPNDSHPASDSRPK
IFGTFSPSRISPPTLPLE
NNHPRPQFFSSITRTAR
SE*

TGGAAGTTAA ATAGAGCGTG 0 J FG08761.1 0 0 0 0
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4962 2600 an AN1913.1 69.m14928 AO070341000134 0 -236 -30 ATGCTGGGATTGTACAATGAGTCATCTGCTCACAGTGTAG
TAGGACTGATAATACCCAATGATAGCCACCCCGCCAGTGA
CTCCCGCCCAAAAATCTTTGGCACGTTTTCTCCATCTCGG
ATCTCCCCTCCCACTTTGCCTTTAGAGAACAATCATCCACG
CCCGCAATTTTTCTCTTCTATTACTCGCACCGCTCGGAGT
GAGTAG

ATGCTGGGATTGTACAATGAGTCATCTGCTCACA
GTGTAGTAGGACTGATAATACCCAATGATAGCCA
CCCCGCCAGTGACTCCCGCCCAAAAATCTTTGG
CACGTTTTCTCCATCTCGGATCTCCCCTCCCACT
TTGCCTTTAGAGAACAATCATCCACGCCCGCAAT
TTTTCTCTTCTATTACTCGCACCGCTCGGAGTGA
GTAG

MLGLYNESSAHSVVGLIIP
NDSHPASDSRPKIFGTFS
PSRISPPTLPLENNHPRP
QFFSSITRTARSE*

MLGLYNESSAHSVVGLII
PNDSHPASDSRPKIFGT
FSPSRISPPTLPLENNHP
RPQFFSSITRTARSE*

AATGCAGGAG ATAGAGCGTG 0 J FG08761.1 0 0 0 0

4963 2600 an AN1913.1 69.m14928 AO070341000134 0 -220 -197 ATGAGTCATCTGCTCACAGTGTAG ATGAGTCATCTGCTCACAGTGTAG MSHLLTV* MSHLLTV* GGATTGTACA TAGGACTGAT 0 J FG08761.1 0 0 0 0
4964 2600 an AN1913.1 69.m14928 AO070341000134 0 -178 -92 ATGATAGCCACCCCGCCAGTGACTCCCGCCCAAAAATCTT

TGGCACGTTTTCTCCATCTCGGATCTCCCCTCCCACTTTG
CCTTTAG

ATGATAGCCACCCCGCCAGTGACTCCCGCCCAA
AAATCTTTGGCACGTTTTCTCCATCTCGGATCTCC
CCTCCCACTTTGCCTTTAG

MIATPPVTPAQKSLARFL
HLGSPLPLCL*

MIATPPVTPAQKSLARFL
HLGSPLPLCL*

ATAATACCCA AGAACAATCA 0 J FG08761.1 0 0 0 0

4967 2600 ao AN1913.1 69.m14928 AO070341000134 0 -191 -132 ATGAAGAATATCATGACTCATAGGAATTGTAGGATGTCATT
GATTCTTAACGTGGGGTAA

ATGAAGAATATCATGACTCATAGGAATTGTA
GGATGTCATTGATTCTTAACGTGGGGTAA

MKNIMTHRNCRMSLILNV
G*

MKNIMTHRNCRMSL
ILNVG*

AAGCTTAAGC TTAATGACCC 0 J FG08761.1 0 0 0 0

4968 2600 ao AN1913.1 69.m14928 AO070341000134 0 -179 -132 ATGACTCATAGGAATTGTAGGATGTCATTGATTCTTAACGT
GGGGTAA

ATGACTCATAGGAATTGTAGGATGTCATTGA
TTCTTAACGTGGGGTAA

MTHRNCRMSLILNVG* MTHRNCRMSLILNV
G*

GAAGAATATC TTAATGACCC 0 J FG08761.1 0 0 0 0

4969 2600 ao AN1913.1 69.m14928 AO070341000134 0 -158 -132 ATGTCATTGATTCTTAACGTGGGGTAA ATGTCATTGATTCTTAACGTGGGGTAA MSLILNVG* MSLILNVG* GAATTGTAGG TTAATGACCC 0 J FG08761.1 0 0 0 0
4970 2600 ao AN1913.1 69.m14928 AO070341000134 0 -128 -117 ATGACCCAATGA ATGACCCAATGA MTQ* MTQ* GGGGTAATTA AAAAAAAGTT 0 J FG08761.1 0 0 0 0
4971 2600 ao AN1913.1 69.m14928 AO070341000134 0 -120 -103 ATGAAAAAAAAGTTGTGA ATGAAAAAAAAGTTGTGA MKKKL* MKKKL* TAATGACCCA CTCCCGCCCA 0 J FG08761.1 0 0 0 0
4974 2603 af AN0673.1 70.m15275 AO070343000547 0 -265 -239 ATGCAAAGGACTCAATGTGATACTTAA ATGCAAAGGACTCAATGTGATACTTAA MQRTQCDT* MQRTQCDT* CGAGACTGAA GACTCCATTT 0 Z 0 0 NCU07171.1 0 0

4975 2603 af AN0673.1 70.m15275 AO070343000547 0 -226 -158 ATGCGTTCCGTTGCTGATGGAATGAGGCTCGGCGCGCTA
ATGACGACTATGGGGAAGCCCATCGACTGA

ATGCGTTCCGTTGCTGATGGAATGAGGCTCGGCG
CGCTAATGACGACTATGGGGAAGCCCATCGACTG
A

MRSVADGMRLGALMTT
MGKPID*

MRSVADGMRLGAL
MTTMGKPID*

CTCCATTTAC AGACACACCT 0 Z 0 0 NCU07171.1 0 0

4976 2603 af AN0673.1 70.m15275 AO070343000547 0 -205 -158 ATGAGGCTCGGCGCGCTAATGACGACTATGGGGAAGCCC
ATCGACTGA

ATGAGGCTCGGCGCGCTAATGACGACTATGGGGA
AGCCCATCGACTGA

MRLGALMTTMGKPID* MRLGALMTTMGKPI
D*

TGCTGATGGA AGACACACCT 0 Z 0 0 NCU07171.1 0 0

4977 2603 af AN0673.1 70.m15275 AO070343000547 0 -187 -158 ATGACGACTATGGGGAAGCCCATCGACTGA ATGACGACTATGGGGAAGCCCATCGACTGA MTTMGKPID* MTTMGKPID* CGGCGCGCTA AGACACACCT 0 Z 0 0 NCU07171.1 0 0

4978 2603 af AN0673.1 70.m15275 AO070343000547 0 -178 -158 ATGGGGAAGCCCATCGACTGA ATGGGGAAGCCCATCGACTGA MGKPID* MGKPID* AATGACGACT AGACACACCT 0 Z 0 0 NCU07171.1 0 0

4972 2603 an AN0673.1 70.m15275 AO070343000547 0 -220 -197 ATGAGGTTGGGGCTGCCTGGTTAA ATGAGGTTGGGGCTGCCTGGTTAA MRLGLPG* MRLGLPG* ACGTAAACTA TAGTGCCTGA 0 Z 0 0 NCU07171.1 0 0

4981 2604 af AN0654.1 70.m15258 AO070343000572 0 -246 -220 ATGGCCACTGATGCGGGGTGCATGTGA ATGGCCACTGATGCGGGGTGCATGTGA MATDAGCM* MATDAGCM* AAGGCTCTTC TAAATTCATT 0 H FG10097.1 0 0 0 0
4982 2604 af AN0654.1 70.m15258 AO070343000572 0 -236 -27 ATGCGGGGTGCATGTGATAAATTCATTCACAAAGTTATTCT

TCCACCATGCATATGGAATGTGCTGGCATACCCATGCGCT
CTGTCACCGACACCTCAGTATTTAAACAGAGTTTTGAGGAT
CGTTGATGGATGCAACCGTTCTCAAATTCTTTGTTCGCCAA
CCATTTCACGTGCATGTTTGACACCTCGTGGGCAGAGCAC
GTTCTAA

ATGCGGGGTGCATGTGATAAATTCATTCACAAAGTT
ATTCTTCCACCATGCATATGGAATGTGCTGGCATAC
CCATGCGCTCTGTCACCGACACCTCAGTATTTAAA
CAGAGTTTTGAGGATCGTTGATGGATGCAACCGTT
CTCAAATTCTTTGTTCGCCAACCATTTCACGTGCAT
GTTTGACACCTCGTGGGCAGAGCACGTTCTAA

MRGACDKFIHKVILPPCI
WNVLAYPCALSPTPQYL
NRVLRIVDGCNRSQILCS
PTISRACLTPRGQSTF*

MRGACDKFIHKVILP
PCIWNVLAYPCALS
PTPQYLNRVLRIVD
GCNRSQILCSPTISR
ACLTPRGQSTF*

ATGGCCACTG AGTGAGAGCC 0 H FG10097.1 0 0 0 0

4983 2604 af AN0654.1 70.m15258 AO070343000572 0 -189 -109 ATGCATATGGAATGTGCTGGCATACCCATGCGCTCTGTCA
CCGACACCTCAGTATTTAAACAGAGTTTTGAGGATCGTTG
A

ATGCATATGGAATGTGCTGGCATACCCATGCGCTC
TGTCACCGACACCTCAGTATTTAAACAGAGTTTTGA
GGATCGTTGA

MHMECAGIPMRSVTDTS
VFKQSFEDR*

MHMECAGIPMRSVT
DTSVFKQSFEDR*

TTCTTCCACC TGGATGCAAC 0 H FG10097.1 0 0 0 0

4984 2604 af AN0654.1 70.m15258 AO070343000572 0 -183 -109 ATGGAATGTGCTGGCATACCCATGCGCTCTGTCACCGACA
CCTCAGTATTTAAACAGAGTTTTGAGGATCGTTGA

ATGGAATGTGCTGGCATACCCATGCGCTCTGTCAC
CGACACCTCAGTATTTAAACAGAGTTTTGAGGATC
GTTGA

MECAGIPMRSVTDTSVFK
QSFEDR*

MECAGIPMRSVTDT
SVFKQSFEDR*

CACCATGCAT TGGATGCAAC 0 H FG10097.1 0 0 0 0

4985 2604 af AN0654.1 70.m15258 AO070343000572 0 -178 -131 ATGTGCTGGCATACCCATGCGCTCTGTCACCGACACCTCA
GTATTTAA

ATGTGCTGGCATACCCATGCGCTCTGTCACCGACA
CCTCAGTATTTAA

MCWHTHALCHRHLSI* MCWHTHALCHRHL
SI*

TGCATATGGA ACAGAGTTTT 0 H FG10097.1 0 0 0 0

4986 2604 af AN0654.1 70.m15258 AO070343000572 0 -162 -109 ATGCGCTCTGTCACCGACACCTCAGTATTTAAACAGAGTTT
TGAGGATCGTTGA

ATGCGCTCTGTCACCGACACCTCAGTATTTAAACA
GAGTTTTGAGGATCGTTGA

MRSVTDTSVFKQSFEDR* MRSVTDTSVFKQSF
EDR*

TGGCATACCC TGGATGCAAC 0 H FG10097.1 0 0 0 0

4987 2604 af AN0654.1 70.m15258 AO070343000572 0 -109 -53 ATGGATGCAACCGTTCTCAAATTCTTTGTTCGCCAACCATT
TCACGTGCATGTTTGA

ATGGATGCAACCGTTCTCAAATTCTTTGTTCGCCAA
CCATTTCACGTGCATGTTTGA

MDATVLKFFVRQPFHVH
V*

MDATVLKFFVRQPF
HVHV*

AGGATCGTTG CACCTCGTGG 0 H FG10097.1 0 0 0 0

4988 2604 af AN0654.1 70.m15258 AO070343000572 0 -105 -22 ATGCAACCGTTCTCAAATTCTTTGTTCGCCAACCATTTCAC
GTGCATGTTTGACACCTCGTGGGCAGAGCACGTTCTAAAG
TGA

ATGCAACCGTTCTCAAATTCTTTGTTCGCCAACCAT
TTCACGTGCATGTTTGACACCTCGTGGGCAGAGCA
CGTTCTAAAGTGA

MQPFSNSLFANHFTCMF
DTSWAEHVLK*

MQPFSNSLFANHFT
CMFDTSWAEHVLK*

TCGTTGATGG GAGCCGTTGA 0 H FG10097.1 0 0 0 0

4980 2604 an AN0654.1 70.m15258 AO070343000572 0 -113 -78 ATGCCGTCCACCTACAGGGCTTCACTTATAAATTAG ATGCCGTCCACCTACAGGGCTTCACTTATAAATT
AG

MPSTYRASLIN* MPSTYRASLIN* TTTCTAGTAC GCAACCACGA 0 H FG10097.1 0 0 0 0

4991 2606 af AN4211.1 54.m06770 AO070231000013 0 -209 -123 ATGTTTCTACCACTTATGGTCCGGGCTTTCTCTTCTATCAT
CTTTTCGGTCTTTTCCAGACAGTCCTACAGGCCCTCCGCT
CGATAG

ATGTTTCTACCACTTATGGTCCGGGCTTTCTCTTCT
ATCATCTTTTCGGTCTTTTCCAGACAGTCCTACAGG
CCCTCCGCTCGATAG

MFLPLMVRAFSSIIFSVFS
RQSYRPSAR*

MFLPLMVRAFSSIIF
SVFSRQSYRPSAR*

TCCTCATTTT TCTCTCCTTT 0 R 0 0 0 0 0

4992 2606 af AN4211.1 54.m06770 AO070231000013 0 -194 -123 ATGGTCCGGGCTTTCTCTTCTATCATCTTTTCGGTCTTTTC
CAGACAGTCCTACAGGCCCTCCGCTCGATAG

ATGGTCCGGGCTTTCTCTTCTATCATCTTTTCGGTC
TTTTCCAGACAGTCCTACAGGCCCTCCGCTCGATA
G

MVRAFSSIIFSVFSRQSY
RPSAR*

MVRAFSSIIFSVFSR
QSYRPSAR*

TCTACCACTT TCTCTCCTTT 0 R 0 0 0 0 0

4993 2606 af AN4211.1 54.m06770 AO070231000013 0 -82 -71 ATGATCATCTAA ATGATCATCTAA MII* MII* TTTCCCCGTC TTTGGGACAC 0 R 0 0 0 0 0
4990 2606 an AN4211.1 54.m06770 AO070231000013 0 -84 -67 ATGGTCAATTATTGTTGA ATGGTCAATTATTGTTGA MVNYC* MVNYC* TGACCGCGAC TCGATCAAAT 0 R 0 0 0 0 0
4994 2606 ao AN4211.1 54.m06770 AO070231000013 0 -179 -126 ATGTGTCCTTCTTTTAACAGAATCCGGCCCTTTTCTGTCTG

CGATTTTAGCTAG
ATGTGTCCTTCTTTTAACAGAATCCGGCCCT
TTTCTGTCTGCGATTTTAGCTAG

MCPSFNRIRPFSVCDFS* MCPSFNRIRPFSVC
DFS*

TTGCACTTCC GTTGATAGTC 0 R 0 0 0 0 0

4995 2606 ao AN4211.1 54.m06770 AO070231000013 0 -86 -69 ATGAACAATTACTCTTGA ATGAACAATTACTCTTGA MNNYS* MNNYS* TTCCCTCGTC TTGTCCAAGA 0 R 0 0 0 0 0
4996 2607 ao AN5450.1 69.m15482 AO070239000029 0 -166 -152 ATGGGGACGGTCTAG ATGGGGACGGTCTAG MGTV* MGTV* GGCTTGTTAA GGTAGCTTCA 0 U 0 0 0 0 0
4997 2607 ao AN5450.1 69.m15482 AO070239000029 0 -68 -57 ATGCTTCCTTGA ATGCTTCCTTGA MLP* MLP* CTGTCGGTGC TAGCATCCGT 0 U 0 0 0 0 0
5003 2608 af AN5908.1 72.m19223 AO070245000002 0 -405 -316 ATGACATGTTTTAGGGATAGGGATATTCAGATTAGATCTTC

TATTTTTCCTCGTCGGCCCATCAAACACAATTTCTGGGATG
AAGTGTAA

ATGACATGTTTTAGGGATAGGGATATTCAGATTAGA
TCTTCTATTTTTCCTCGTCGGCCCATCAAACACAAT
TTCTGGGATGAAGTGTAA

MTCFRDRDIQIRSSIFPRR
PIKHNFWDEV*

MTCFRDRDIQIRSSI
FPRRPIKHNFWDEV
*

TCTAGACTCA GGCGTGAAAC 0 G FG06702.1 0 NCU07550.1 0 0

5004 2608 af AN5908.1 72.m19223 AO070245000002 0 -326 -309 ATGAAGTGTAAGGCGTGA ATGAAGTGTAAGGCGTGA MKCKA* MKCKA* AATTTCTGGG AACACATACC 0 G FG06702.1 0 NCU07550.1 0 0

5005 2608 af AN5908.1 72.m19223 AO070245000002 0 -294 -277 ATGCCAATCAATCAGTGA ATGCCAATCAATCAGTGA MPINQ* MPINQ* CATACCGTGG CATCACCCCG 0 G FG06702.1 0 NCU07550.1 0 0

5006 2608 af AN5908.1 72.m19223 AO070245000002 0 -266 -237 ATGAGACACTGGATAATTGCTCCTCATTGA ATGAGACACTGGATAATTGCTCCTCATTGA MRHWIIAPH* MRHWIIAPH* CATCACCCCG CAATCTATCC 0 G FG06702.1 0 NCU07550.1 0 0

4998 2608 an AN5908.1 72.m19223 AO070245000002 0 -366 -217 ATGGGTACATGCGTTGCGTGGGACGATCTTTGTGTGTCTC
TCCTCTCACTAGGTAAGTCCACCGAGTGCAGCTCCATTCT
CTCGCTTTTCAGAGTGGTTTTGCTAGTCGCCAATGAGATT
GTTAACCGTCGAGAATGGATCATTCACTAA

ATGGGTACATGCGTTGCGTGGGACGATCTTTGT
GTGTCTCTCCTCTCACTAGGTAAGTCCACCGAGT
GCAGCTCCATTCTCTCGCTTTTCAGAGTGGTTTT
GCTAGTCGCCAATGAGATTGTTAACCGTCGAGAA
TGGATCATTCACTAA

MGTCVAWDDLCVSLLSL
GKSTECSSILSLFRVVLLV
ANEIVNRREWIIH*

MGTCVAWDDLCVSLLS
LGKSTECSSILSLFRVVL
LVANEIVNRREWIIH*

GCCTCATTGG TAGACACTCT 0 G FG06702.1 0 NCU07550.1 0 0

4999 2608 an AN5908.1 72.m19223 AO070245000002 0 -358 -311 ATGCGTTGCGTGGGACGATCTTTGTGTGTCTCTCCTCTCA
CTAGGTAA

ATGCGTTGCGTGGGACGATCTTTGTGTGTCTCTC
CTCTCACTAGGTAA

MRCVGRSLCVSPLTR* MRCVGRSLCVSPLTR* GGATGGGTAC GTCCACCGAG 0 G FG06702.1 0 NCU07550.1 0 0

5000 2608 an AN5908.1 72.m19223 AO070245000002 0 -254 -114 ATGAGATTGTTAACCGTCGAGAATGGATCATTCACTAATAG
ACACTCTGCAGTGATTGGCAAGCTCTGTTCTGGTCTGGGT
ACAATAACATTCGATTCATTTCGCCATCATTCTTCTGGTGT
CGCCACTTCTCGAGCATAA

ATGAGATTGTTAACCGTCGAGAATGGATCATTCA
CTAATAGACACTCTGCAGTGATTGGCAAGCTCTG
TTCTGGTCTGGGTACAATAACATTCGATTCATTTC
GCCATCATTCTTCTGGTGTCGCCACTTCTCGAGC
ATAA

MRLLTVENGSFTNRHSA
VIGKLCSGLGTITFDSFRH
HSSGVATSRA*

MRLLTVENGSFTNRHSA
VIGKLCSGLGTITFDSFR
HHSSGVATSRA*

CTAGTCGCCA TCCGCGACCC 0 G FG06702.1 0 NCU07550.1 0 0

5001 2608 an AN5908.1 72.m19223 AO070245000002 0 -232 -200 ATGGATCATTCACTAATAGACACTCTGCAGTGA ATGGATCATTCACTAATAGACACTCTGCAGTGA MDHSLIDTLQ* MDHSLIDTLQ* ACCGTCGAGA TTGGCAAGCT 0 G FG06702.1 0 NCU07550.1 0 0

5015 2609 af AN0827.1 70.m15428 AO070255000018 0 -84 -34 ATGCAGTCTGTAGTTGAGATTGACTCTTCTGGAGGAGTGA
TCTCCAAATAA

ATGCAGTCTGTAGTTGAGATTGACTCTTCTGGAGG
AGTGATCTCCAAATAA

MQSVVEIDSSGGVISK* MQSVVEIDSSGGVI
SK*

TCCTCCCTTC AGAAAGGTGC 0 S 0 0 NCU00913.1 YJL091C 0

5010 2609 an AN0827.1 70.m15428 AO070255000018 0 -177 -139 ATGGCAGTTGCAGTATTTATGCGTAACAGACTTACATAA ATGGCAGTTGCAGTATTTATGCGTAACAGACTTA
CATAA

MAVAVFMRNRLT* MAVAVFMRNRLT* CAGCTTCTTT TGCGGGAAGG 0 S 0 0 NCU00913.1 YJL091C 0

5011 2609 an AN0827.1 70.m15428 AO070255000018 0 -159 -139 ATGCGTAACAGACTTACATAA ATGCGTAACAGACTTACATAA MRNRLT* MRNRLT* TGCAGTATTT TGCGGGAAGG 0 S 0 0 NCU00913.1 YJL091C 0

5012 2609 an AN0827.1 70.m15428 AO070255000018 0 -139 -53 ATGCGGGAAGGCCAGATGGTCAGCGTCACTGGCCGAGTT
GAACAACAACTGTCAATATCCTCAATTCTGCAGCTCGATCA
ACAATGA

ATGCGGGAAGGCCAGATGGTCAGCGTCACTGGC
CGAGTTGAACAACAACTGTCAATATCCTCAATTCT
GCAGCTCGATCAACAATGA

MREGQMVSVTGRVEQQ
LSISSILQLDQQ*

MREGQMVSVTGRVEQ
QLSISSILQLDQQ*

GACTTACATA CCCCTTAACG 0 S 0 0 NCU00913.1 YJL091C 0

5013 2609 an AN0827.1 70.m15428 AO070255000018 0 -124 -53 ATGGTCAGCGTCACTGGCCGAGTTGAACAACAACTGTCAA
TATCCTCAATTCTGCAGCTCGATCAACAATGA

ATGGTCAGCGTCACTGGCCGAGTTGAACAACAA
CTGTCAATATCCTCAATTCTGCAGCTCGATCAAC
AATGA

MVSVTGRVEQQLSISSIL
QLDQQ*

MVSVTGRVEQQLSISSIL
QLDQQ*

GGAAGGCCAG CCCCTTAACG 0 S 0 0 NCU00913.1 YJL091C 0

5016 2609 ao AN0827.1 70.m15428 AO070255000018 0 -172 -53 ATGCACTCCGATTGCAAGTTGTCATCATCTTATCCGATAGC
TTTTCCCCCTCGAATGTGCAGCTTCTCGTTTGGTATGGGC
CGACTGATGACGAGATTAAATCCAAATCTCCAGAACTGA

ATGCACTCCGATTGCAAGTTGTCATCATCTT
ATCCGATAGCTTTTCCCCCTCGAATGTGCAG
CTTCTCGTTTGGTATGGGCCGACTGATGAC
GAGATTAAATCCAAATCTCCAGAACTGA

MHSDCKLSSSYPIAFPPR
MCSFSFGMGRLMTRLNP
NLQN*

MHSDCKLSSSYPIA
FPPRMCSFSFGMG
RLMTRLNPNLQN*

ATATGCTTTG ATCGAATCGA 0 S 0 0 NCU00913.1 YJL091C 0

5017 2609 ao AN0827.1 70.m15428 AO070255000018 0 -118 -53 ATGTGCAGCTTCTCGTTTGGTATGGGCCGACTGATGACGA
GATTAAATCCAAATCTCCAGAACTGA

ATGTGCAGCTTCTCGTTTGGTATGGGCCGA
CTGATGACGAGATTAAATCCAAATCTCCAGA
ACTGA

MCSFSFGMGRLMTRLNP
NLQN*

MCSFSFGMGRLMT
RLNPNLQN*

TCCCCCTCGA ATCGAATCGA 0 S 0 0 NCU00913.1 YJL091C 0

5018 2609 ao AN0827.1 70.m15428 AO070255000018 0 -97 -53 ATGGGCCGACTGATGACGAGATTAAATCCAAATCTCCAGA
ACTGA

ATGGGCCGACTGATGACGAGATTAAATCCA
AATCTCCAGAACTGA

MGRLMTRLNPNLQN* MGRLMTRLNPNLQ
N*

CTCGTTTGGT ATCGAATCGA 0 S 0 0 NCU00913.1 YJL091C 0

5019 2609 ao AN0827.1 70.m15428 AO070255000018 0 -85 -53 ATGACGAGATTAAATCCAAATCTCCAGAACTGA ATGACGAGATTAAATCCAAATCTCCAGAACT
GA

MTRLNPNLQN* MTRLNPNLQN* GGGCCGACTG ATCGAATCGA 0 S 0 0 NCU00913.1 YJL091C 0

5023 2610 af AN3973.1 55.m03215 AO070263000041 0 -217 -194 ATGGTCAACCAAGGACATAGGTAG ATGGTCAACCAAGGACATAGGTAG MVNQGHR* MVNQGHR* ACATACATCC ATGGAAGAAA 0 O 0 0 0 0 0
5024 2610 af AN3973.1 55.m03215 AO070263000041 0 -193 -131 ATGGAAGAAATGTTCTGCCTCAGGCATGCACGGCATTCCG

AGTGGGTTTCCCAATATGGTTAG
ATGGAAGAAATGTTCTGCCTCAGGCATGCACGGCA
TTCCGAGTGGGTTTCCCAATATGGTTAG

MEEMFCLRHARHSEWV
SQYG*

MEEMFCLRHARHS
EWVSQYG*

ACATAGGTAG CACCTGGTAC 0 O 0 0 0 0 0
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5025 2610 af AN3973.1 55.m03215 AO070263000041 0 -184 -131 ATGTTCTGCCTCAGGCATGCACGGCATTCCGAGTGGGTTT
CCCAATATGGTTAG

ATGTTCTGCCTCAGGCATGCACGGCATTCCGAGTG
GGTTTCCCAATATGGTTAG

MFCLRHARHSEWVSQY
G*

MFCLRHARHSEWV
SQYG*

GATGGAAGAA CACCTGGTAC 0 O 0 0 0 0 0

5026 2610 af AN3973.1 55.m03215 AO070263000041 0 -168 -37 ATGCACGGCATTCCGAGTGGGTTTCCCAATATGGTTAGCA
CCTGGTACTGCCGTGCCCCTCCGATGTTGTTGCGTCAGTC
GAGCACCGACAAAAGCCATCGAAGGTACACTCTCGTTTCC
GCCCTCAATTGA

ATGCACGGCATTCCGAGTGGGTTTCCCAATATGGT
TAGCACCTGGTACTGCCGTGCCCCTCCGATGTTGT
TGCGTCAGTCGAGCACCGACAAAAGCCATCGAAG
GTACACTCTCGTTTCCGCCCTCAATTGA

MHGIPSGFPNMVSTWYC
RAPPMLLRQSSTDKSHR
RYTLVSALN*

MHGIPSGFPNMVST
WYCRAPPMLLRQS
STDKSHRRYTLVSA
LN*

TGCCTCAGGC CTGCCCAGAA 0 O 0 0 0 0 0

5027 2610 af AN3973.1 55.m03215 AO070263000041 0 -138 -37 ATGGTTAGCACCTGGTACTGCCGTGCCCCTCCGATGTTGT
TGCGTCAGTCGAGCACCGACAAAAGCCATCGAAGGTACA
CTCTCGTTTCCGCCCTCAATTGA

ATGGTTAGCACCTGGTACTGCCGTGCCCCTCCGAT
GTTGTTGCGTCAGTCGAGCACCGACAAAAGCCATC
GAAGGTACACTCTCGTTTCCGCCCTCAATTGA

MVSTWYCRAPPMLLRQS
STDKSHRRYTLVSALN*

MVSTWYCRAPPML
LRQSSTDKSHRRYT
LVSALN*

GTTTCCCAAT CTGCCCAGAA 0 O 0 0 0 0 0

5028 2610 af AN3973.1 55.m03215 AO070263000041 0 -105 -37 ATGTTGTTGCGTCAGTCGAGCACCGACAAAAGCCATCGAA
GGTACACTCTCGTTTCCGCCCTCAATTGA

ATGTTGTTGCGTCAGTCGAGCACCGACAAAAGCCA
TCGAAGGTACACTCTCGTTTCCGCCCTCAATTGA

MLLRQSSTDKSHRRYTL
VSALN*

MLLRQSSTDKSHRR
YTLVSALN*

TGCCCCTCCG CTGCCCAGAA 0 O 0 0 0 0 0

5020 2610 an AN3973.1 55.m03215 AO070263000041 0 -202 -122 ATGGCATCTTCTAGTATGATAAGCAGCGACAATCGTAAAC
ACAGCCAAGCTATTCAGAATATTGTCGAGGACAAATATTGA

ATGGCATCTTCTAGTATGATAAGCAGCGACAATC
GTAAACACAGCCAAGCTATTCAGAATATTGTCGA
GGACAAATATTGA

MASSSMISSDNRKHSQAI
QNIVEDKY*

MASSSMISSDNRKHSQ
AIQNIVEDKY*

AGTTTTGACA ATAAAGGCGG 0 O 0 0 0 0 0

5021 2610 an AN3973.1 55.m03215 AO070263000041 0 -187 -122 ATGATAAGCAGCGACAATCGTAAACACAGCCAAGCTATTC
AGAATATTGTCGAGGACAAATATTGA

ATGATAAGCAGCGACAATCGTAAACACAGCCAAG
CTATTCAGAATATTGTCGAGGACAAATATTGA

MISSDNRKHSQAIQNIVE
DKY*

MISSDNRKHSQAIQNIVE
DKY*

ATCTTCTAGT ATAAAGGCGG 0 O 0 0 0 0 0

5022 2610 an AN3973.1 55.m03215 AO070263000041 0 -79 -11 ATGGCGTCACCTCCACCAACTTTCTGCTTCCAGTGTTTCC
ATTGCCATTGGAATCCCTCATTGCTGTGA

ATGGCGTCACCTCCACCAACTTTCTGCTTCCAGT
GTTTCCATTGCCATTGGAATCCCTCATTGCTGTG
A

MASPPPTFCFQCFHCHW
NPSLL*

MASPPPTFCFQCFHCH
WNPSLL*

TGTTCAAATC AAATATCAAA 0 O 0 0 0 0 0

5029 2610 ao AN3973.1 55.m03215 AO070263000041 0 -223 -182 ATGATTGCCTTTTCTGGACAGGTGAATATACATCATGCCTG
A

ATGATTGCCTTTTCTGGACAGGTGAATATAC
ATCATGCCTGA

MIAFSGQVNIHHA* MIAFSGQVNIHHA* CACGTCTACA GGCCAACTAC 0 O 0 0 0 0 0

5030 2610 ao AN3973.1 55.m03215 AO070263000041 0 -189 -16 ATGCCTGAGGCCAACTACCCACGTGCCAAGGTCGACCGA
AAAGGGGATAGTCTGGGGATCTGCGACCTGACGCAATCA
CGCAATCGGCAATTAGCTCAAGACACCATAGTGATTGATA
TAATTCTTGGGACATTCTTTCCAGCTTCAACCTCAATTGAC
CCTCTCAACTCTTAA

ATGCCTGAGGCCAACTACCCACGTGCCAAG
GTCGACCGAAAAGGGGATAGTCTGGGGAT
CTGCGACCTGACGCAATCACGCAATCGGCA
ATTAGCTCAAGACACCATAGTGATTGATATA
ATTCTTGGGACATTCTTTCCAGCTTCAACCT
CAATTGACCCTCTCAACTCTTAA

MPEANYPRAKVDRKGDS
LGICDLTQSRNRQLAQDT
IVIDIILGTFFPASTSIDPLN
S*

MPEANYPRAKVDRK
GDSLGICDLTQSRN
RQLAQDTIVIDIILGT
FFPASTSIDPLNS*

AATATACATC TTACCATCCT 0 O 0 0 0 0 0

5031 2615 an AN6360.1 72.m19498 AO070279000048 0 -207 -154 ATGAATGTATTCCGAGTAATTGCGTATGTATCATCACGACG
TAAGTATTCCTGA

ATGAATGTATTCCGAGTAATTGCGTATGTATCATC
ACGACGTAAGTATTCCTGA

MNVFRVIAYVSSRRKYS* MNVFRVIAYVSSRRKYS
*

AAGCCGTAGG GAATCTCGAC 0  0 MG07667.1 0 0 0

5032 2615 an AN6360.1 72.m19498 AO070279000048 0 -203 -189 ATGTATTCCGAGTAA ATGTATTCCGAGTAA MYSE* MYSE* CGTAGGATGA TTGCGTATGT 0  0 MG07667.1 0 0 0
5033 2615 an AN6360.1 72.m19498 AO070279000048 0 -133 -122 ATGCGGCTGTGA ATGCGGCTGTGA MRL* MRL* AGGTCCCGTG ACCTGGGCTT 0  0 MG07667.1 0 0 0
5034 2615 ao AN6360.1 72.m19498 AO070279000048 0 -208 -197 ATGATGGCCTAA ATGATGGCCTAA MMA* MMA* CAATGGAGTG GTCTACGCAG 0  0 MG07667.1 0 0 0
5035 2615 ao AN6360.1 72.m19498 AO070279000048 0 -69 -19 ATGCAAATCAGTTGCGGCATTTTCCAATCATTTGTTTGCTC

GACGGATTGA
ATGCAAATCAGTTGCGGCATTTTCCAATCAT
TTGTTTGCTCGACGGATTGA

MQISCGIFQSFVCSTD* MQISCGIFQSFVCST
D*

AAATTATCTT TCTGGAACGT 0  0 MG07667.1 0 0 0

5041 2617 af AN7505.1 57.m05948 AO070287000005 0 -134 -24 ATGAGGAGAACTGAGAATGATGACCTGACATATAATATCC
GGTCTTTCCTACATTGCAGCGTTCTTCTTTCAACCGTGCAG
TGTCTATCACATTGTTCAACCCAAGCTTGA

ATGAGGAGAACTGAGAATGATGACCTGACATATAA
TATCCGGTCTTTCCTACATTGCAGCGTTCTTCTTTC
AACCGTGCAGTGTCTATCACATTGTTCAACCCAAG
CTTGA

MRRTENDDLTYNIRSFLH
CSVLLSTVQCLSHCSTQA
*

MRRTENDDLTYNIR
SFLHCSVLLSTVQC
LSHCSTQA*

AAGGAGGAGA GTGATTCATT 0 G 0 0 0 0 0

5042 2617 af AN7505.1 57.m05948 AO070287000005 0 -118 -107 ATGATGACCTGA ATGATGACCTGA MMT* MMT* AGAACTGAGA CATATAATAT 0 G 0 0 0 0 0
5037 2617 an AN7505.1 57.m05948 AO070287000005 0 -180 -70 ATGTGGACCAGGAGAGCTCTAATGCAAGACGGAGTCTTG

CCCTTTGCGGATGAGGGAATGCTTGGGGTAGATATACCC
CCCGCGGTCCCTCCGCTGCTGTTCTGGCTCTAA

ATGTGGACCAGGAGAGCTCTAATGCAAGACGGA
GTCTTGCCCTTTGCGGATGAGGGAATGCTTGGG
GTAGATATACCCCCCGCGGTCCCTCCGCTGCTG
TTCTGGCTCTAA

MWTRRALMQDGVLPFA
DEGMLGVDIPPAVPPLLF
WL*

MWTRRALMQDGVLPFA
DEGMLGVDIPPAVPPLL
FWL*

ACAACCTGGC TACTTTTCTC 0 G 0 0 0 0 0

5038 2617 an AN7505.1 57.m05948 AO070287000005 0 -159 -70 ATGCAAGACGGAGTCTTGCCCTTTGCGGATGAGGGAATG
CTTGGGGTAGATATACCCCCCGCGGTCCCTCCGCTGCTG
TTCTGGCTCTAA

ATGCAAGACGGAGTCTTGCCCTTTGCGGATGAG
GGAATGCTTGGGGTAGATATACCCCCCGCGGTC
CCTCCGCTGCTGTTCTGGCTCTAA

MQDGVLPFADEGMLGV
DIPPAVPPLLFWL*

MQDGVLPFADEGMLGV
DIPPAVPPLLFWL*

GAGAGCTCTA TACTTTTCTC 0 G 0 0 0 0 0

5039 2617 an AN7505.1 57.m05948 AO070287000005 0 -131 -111 ATGAGGGAATGCTTGGGGTAG ATGAGGGAATGCTTGGGGTAG MRECLG* MRECLG* CCCTTTGCGG ATATACCCCC 0 G 0 0 0 0 0
5040 2617 an AN7505.1 57.m05948 AO070287000005 0 -123 -70 ATGCTTGGGGTAGATATACCCCCCGCGGTCCCTCCGCTG

CTGTTCTGGCTCTAA
ATGCTTGGGGTAGATATACCCCCCGCGGTCCCT
CCGCTGCTGTTCTGGCTCTAA

MLGVDIPPAVPPLLFWL* MLGVDIPPAVPPLLFWL* GGATGAGGGA TACTTTTCTC 0 G 0 0 0 0 0

5043 2617 ao AN7505.1 57.m05948 AO070287000005 0 -206 -120 ATGTCCCCTTGCTCTCATGTGAGGGGCTTGAAAGTCCTAC
GAACAAATGCGCTAGACCGAGATACCGCTACTGGGTCTAA
TACATAG

ATGTCCCCTTGCTCTCATGTGAGGGGCTTG
AAAGTCCTACGAACAAATGCGCTAGACCGA
GATACCGCTACTGGGTCTAATACATAG

MSPCSHVRGLKVLRTNA
LDRDTATGSNT*

MSPCSHVRGLKVLR
TNALDRDTATGSNT
*

TTAAAGCTAG AGGTGATTCT 0 G 0 0 0 0 0

5044 2619 ao AN5184.1 54.m07057 AO070291000019 0 -210 -196 ATGGGGACGCTATAA ATGGGGACGCTATAA MGTL* MGTL* AGGCACCTTT GGACGATGAA 0 IT 0 0 0 0 0
5045 2619 ao AN5184.1 54.m07057 AO070291000019 0 -190 -158 ATGAATGGCCGAAAATCTTACCCGACAAGGTAA ATGAATGGCCGAAAATCTTACCCGACAAGG

TAA
MNGRKSYPTR* MNGRKSYPTR* TATAAGGACG TTAAACTAAG 0 IT 0 0 0 0 0

5046 2619 ao AN5184.1 54.m07057 AO070291000019 0 -186 -154 ATGGCCGAAAATCTTACCCGACAAGGTAATTAA ATGGCCGAAAATCTTACCCGACAAGGTAATT
AA

MAENLTRQGN* MAENLTRQGN* AGGACGATGA ACTAAGGTAC 0 IT 0 0 0 0 0

5047 2619 ao AN5184.1 54.m07057 AO070291000019 0 -137 -102 ATGAATTGTTGTTCAAAACATTCTCCTTCTCCCTGA ATGAATTGTTGTTCAAAACATTCTCCTTCTCC
CTGA

MNCCSKHSPSP* MNCCSKHSPSP* GTACGGAGTA CTCTGGCTTT 0 IT 0 0 0 0 0

5048 2620 af AN7388.1 56.m02393 AO070293000057 0 -159 -136 ATGTTGAACTGGGCGTGTTATTAA ATGTTGAACTGGGCGTGTTATTAA MLNWACY* MLNWACY* TCGGATTAAC TGAGACCTGG 0 P 0 0 0 0 0
5049 2620 af AN7388.1 56.m02393 AO070293000057 0 -136 -98 ATGAGACCTGGCCTAGACGAGGACATCCCAGCTTTATAA ATGAGACCTGGCCTAGACGAGGACATCCCAGCTTT

ATAA
MRPGLDEDIPAL* MRPGLDEDIPAL* CGTGTTATTA GGTTTCATCT 0 P 0 0 0 0 0

5050 2620 ao AN7388.1 56.m02393 AO070293000057 0 -186 -175 ATGAATACCTAG ATGAATACCTAG MNT* MNT* CGCTTAGGTG AGCGCCTTAC 0 P 0 0 0 0 0
5051 2620 ao AN7388.1 56.m02393 AO070293000057 0 -162 -85 ATGAAGCCATACTCATGGGTGTTGAAGAAACAATATAAAG

ACCATGGTTGTTCACTACCAGCTGCTGAAGTGTCATGA
ATGAAGCCATACTCATGGGTGTTGAAGAAA
CAATATAAAGACCATGGTTGTTCACTACCAG
CTGCTGAAGTGTCATGA

MKPYSWVLKKQYKDHG
CSLPAAEVS*

MKPYSWVLKKQYK
DHGCSLPAAEVS*

CGCCTTACTA CACAATCAAA 0 P 0 0 0 0 0

5052 2620 ao AN7388.1 56.m02393 AO070293000057 0 -148 -125 ATGGGTGTTGAAGAAACAATATAA ATGGGTGTTGAAGAAACAATATAA MGVEETI* MGVEETI* AGCCATACTC AGACCATGGT 0 P 0 0 0 0 0
5054 2622 af AN2406.1 72.m19527 AO070298000039 0 -198 -169 ATGCGTCGAGACGTGCAGTACCTGAACTAG ATGCGTCGAGACGTGCAGTACCTGAACTAG MRRDVQYLN* MRRDVQYLN* TAGACCTGTT CTGTCATCGG 0 0 0 0 0 0
5053 2622 an AN2406.1 72.m19527 AO070298000039 0 -142 -122 ATGTCATCACCAGTTCCCTGA ATGTCATCACCAGTTCCCTGA MSSPVP* MSSPVP* CACCGGTCCA CTCCCAGCCT 0 0 0 0 0 0
5055 2622 ao AN2406.1 72.m19527 AO070298000039 0 -206 -189 ATGGTGGTCGGCAATTGA ATGGTGGTCGGCAATTGA MVVGN* MVVGN* GAAGAGTGAG AAGGGTTCGC 0 0 0 0 0 0
5056 2622 ao AN2406.1 72.m19527 AO070298000039 0 -151 -107 ATGGATTCGAATGCGTTTCTCTGCAGTCTTGGCGGCCGGA

GGTGA
ATGGATTCGAATGCGTTTCTCTGCAGTCTTG
GCGGCCGGAGGTGA

MDSNAFLCSLGGRR* MDSNAFLCSLGGR
R*

TGTTGTTTAC TTCGTCCGCC 0 0 0 0 0 0

5057 2623 an AN8095.1 70.m15204 AO070298000078 0 -228 -175 ATGATGGCCCCGAACCACGAAATCGGGCTGAGACCTGAG
TCACTCTCCGTCTAG

ATGATGGCCCCGAACCACGAAATCGGGCTGAGA
CCTGAGTCACTCTCCGTCTAG

MMAPNHEIGLRPESLSV* MMAPNHEIGLRPESLSV
*

TTCGGCGAGA GGAAATATCG 0 GEPR 0 0 0 0 0

5058 2623 an AN8095.1 70.m15204 AO070298000078 0 -225 -175 ATGGCCCCGAACCACGAAATCGGGCTGAGACCTGAGTCA
CTCTCCGTCTAG

ATGGCCCCGAACCACGAAATCGGGCTGAGACCT
GAGTCACTCTCCGTCTAG

MAPNHEIGLRPESLSV* MAPNHEIGLRPESLSV* GGCGAGAATG GGAAATATCG 0 GEPR 0 0 0 0 0

5059 2623 an AN8095.1 70.m15204 AO070298000078 0 -117 -82 ATGGGGAATTCAACTGACGAAGATGATGTTTTATAA ATGGGGAATTCAACTGACGAAGATGATGTTTTAT
AA

MGNSTDEDDVL* MGNSTDEDDVL* TAGGCTACCT AGAGGCACCT 0 GEPR 0 0 0 0 0

5060 2623 an AN8095.1 70.m15204 AO070298000078 0 -95 -54 ATGATGTTTTATAAAGAGGCACCTGGAAGAGTCCCAATCT
GA

ATGATGTTTTATAAAGAGGCACCTGGAAGAGTCC
CAATCTGA

MMFYKEAPGRVPI* MMFYKEAPGRVPI* ACTGACGAAG TATCCCCCAG 0 GEPR 0 0 0 0 0

5061 2623 an AN8095.1 70.m15204 AO070298000078 0 -92 -54 ATGTTTTATAAAGAGGCACCTGGAAGAGTCCCAATCTGA ATGTTTTATAAAGAGGCACCTGGAAGAGTCCCAA
TCTGA

MFYKEAPGRVPI* MFYKEAPGRVPI* GACGAAGATG TATCCCCCAG 0 GEPR 0 0 0 0 0

5062 2623 ao AN8095.1 70.m15204 AO070298000078 0 -163 -74 ATGTCTTGCTGTTTTTGTACCAGAGCACCGGTTTATAAATC
CCCTATCACGCAAACCTTCAGTGCAATGCTGCGATATTTAT
TCATATGA

ATGTCTTGCTGTTTTTGTACCAGAGCACCGG
TTTATAAATCCCCTATCACGCAAACCTTCAG
TGCAATGCTGCGATATTTATTCATATGA

MSCCFCTRAPVYKSPITQ
TFSAMLRYLFI*

MSCCFCTRAPVYKS
PITQTFSAMLRYLFI*

AGGTACGCTC GGAATCTCAA 0 GEPR 0 0 0 0 0

5063 2623 ao AN8095.1 70.m15204 AO070298000078 0 -97 -74 ATGCTGCGATATTTATTCATATGA ATGCTGCGATATTTATTCATATGA MLRYLFI* MLRYLFI* CTTCAGTGCA GGAATCTCAA 0 GEPR 0 0 0 0 0
5066 2624 af AN1629.1 58.m08929 AO070299000059 0 -247 -227 ATGATTTGTCTTTCTATTTGA ATGATTTGTCTTTCTATTTGA MICLSI* MICLSI* TCGTGTAAAT GATCCCACTA 0 U 0 0 0 0 0
5064 2624 an AN1629.1 58.m08929 AO070299000059 0 -151 -104 ATGACAGCACATTCTTTGGTAAATATGTGCTGCTTATCCGC

TCGTTAA
ATGACAGCACATTCTTTGGTAAATATGTGCTGCTT
ATCCGCTCGTTAA

MTAHSLVNMCCLSAR* MTAHSLVNMCCLSAR* CAATAGACTT TTCTGTACAT 0 U 0 0 0 0 0

5065 2624 an AN1629.1 58.m08929 AO070299000059 0 -127 -104 ATGTGCTGCTTATCCGCTCGTTAA ATGTGCTGCTTATCCGCTCGTTAA MCCLSAR* MCCLSAR* TTTGGTAAAT TTCTGTACAT 0 U 0 0 0 0 0
5067 2624 ao AN1629.1 58.m08929 AO070299000059 0 -207 -187 ATGATTTGCCTCTTCGCCTAA ATGATTTGCCTCTTCGCCTAA MICLFA* MICLFA* CGAAGAAAAT AACAATTCCG 0 U 0 0 0 0 0
5068 2625 af AN9518.1 69.m15586 AO070300000007 0 -141 -106 ATGTGCGTTTCCCTTTCTGGACCCCGCTATCGATAA ATGTGCGTTTCCCTTTCTGGACCCCGCTATCGATA

A
MCVSLSGPRYR* MCVSLSGPRYR* CGGCAGGCGC GCCTGCACTA 0 R 0 0 0 0 0

5069 2625 ao AN9518.1 69.m15586 AO070300000007 0 -140 -75 ATGTCCAAAACCCCGCAGTTAAGGACAAAGACAGAGATAA
ATAGCAGGGATGACACCTTGTTGTAG

ATGTCCAAAACCCCGCAGTTAAGGACAAAG
ACAGAGATAAATAGCAGGGATGACACCTTG
TTGTAG

MSKTPQLRTKTEINSRDD
TLL*

MSKTPQLRTKTEINS
RDDTLL*

AAGTCCGATA TCACTGTACT 0 R 0 0 0 0 0

5079 2628 af AN3744.1 65.m07391 AO070309000079 0 -138 -127 ATGTTGCTCTGA ATGTTGCTCTGA MLL* MLL* AAGTTCGAAA GACCCCAGCC 0 J FG07106.1 0 0 0 0
5078 2628 an AN3744.1 65.m07391 AO070309000079 0 -122 -33 ATGTGCTCTGACCTTCAGTTCTCTCCCGGTCTTGCGGCGT

ACCCCCGGTCCAGCGTCCACAATCGCCGTTTCGTCAACAT
TATCAAATAA

ATGTGCTCTGACCTTCAGTTCTCTCCCGGTCTTG
CGGCGTACCCCCGGTCCAGCGTCCACAATCGCC
GTTTCGTCAACATTATCAAATAA

MCSDLQFSPGLAAYPRS
SVHNRRFVNIIK*

MCSDLQFSPGLAAYPR
SSVHNRRFVNIIK*

ACGACCAAAA CACTGGCCGT 0 J FG07106.1 0 0 0 0

5080 2628 ao AN3744.1 65.m07391 AO070309000079 0 -227 -162 ATGAGCACAATATTGACAGACCGCCTTCGGAGTTGGGCTT
GCGGCAACTACACTAAACTCGAATAG

ATGAGCACAATATTGACAGACCGCCTTCGG
AGTTGGGCTTGCGGCAACTACACTAAACTC
GAATAG

MSTILTDRLRSWACGNYT
KLE*

MSTILTDRLRSWAC
GNYTKLE*

CCGCTTTAAG GTAATCTGAG 0 J FG07106.1 0 0 0 0

5083 2630 af AN6902.1 71.m15234 AO070314000013 0 -252 -169 ATGACAATGGTGATCTTGGAGTCCAAGGTTGAAGCCCCAA
CTTCATCAGCTCATTTCCTTATACGACTTAGTGTAATCGGA
TAA

ATGACAATGGTGATCTTGGAGTCCAAGGTTGAAGC
CCCAACTTCATCAGCTCATTTCCTTATACGACTTAG
TGTAATCGGATAA

MTMVILESKVEAPTSSAH
FLIRLSVIG*

MTMVILESKVEAPTS
SAHFLIRLSVIG*

TGGATAATTA GCCCCGCATC 0 A FG06705.1 MG08908.1 0 0 0

5084 2630 af AN6902.1 71.m15234 AO070314000013 0 -246 -169 ATGGTGATCTTGGAGTCCAAGGTTGAAGCCCCAACTTCAT
CAGCTCATTTCCTTATACGACTTAGTGTAATCGGATAA

ATGGTGATCTTGGAGTCCAAGGTTGAAGCCCCAAC
TTCATCAGCTCATTTCCTTATACGACTTAGTGTAAT
CGGATAA

MVILESKVEAPTSSAHFLI
RLSVIG*

MVILESKVEAPTSSA
HFLIRLSVIG*

ATTAATGACA GCCCCGCATC 0 A FG06705.1 MG08908.1 0 0 0

5081 2630 an AN6902.1 71.m15234 AO070314000013 0 -248 -168 ATGGAAGTAGACCATGACAAGAATCCCAGCCGCGGGCCA
GGAACCGTATCAGCTCATTCCCCCTTTGGGCGAGTCGGAT
AA

ATGGAAGTAGACCATGACAAGAATCCCAGCCGC
GGGCCAGGAACCGTATCAGCTCATTCCCCCTTT
GGGCGAGTCGGATAA

MEVDHDKNPSRGPGTVS
AHSPFGRVG*

MEVDHDKNPSRGPGTV
SAHSPFGRVG*

AATTGCTGAA GCCTCGCATC 0 A FG06705.1 MG08908.1 0 0 0
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5082 2630 an AN6902.1 71.m15234 AO070314000013 0 -235 -122 ATGACAAGAATCCCAGCCGCGGGCCAGGAACCGTATCAG
CTCATTCCCCCTTTGGGCGAGTCGGATAAGCCTCGCATCA
TCATTGATCCGTCGTTATCAGCGAAGAAAAAATAA

ATGACAAGAATCCCAGCCGCGGGCCAGGAACCG
TATCAGCTCATTCCCCCTTTGGGCGAGTCGGATA
AGCCTCGCATCATCATTGATCCGTCGTTATCAGC
GAAGAAAAAATAA

MTRIPAAGQEPYQLIPPL
GESDKPRIIIDPSLSAKKK*

MTRIPAAGQEPYQLIPPL
GESDKPRIIIDPSLSAKK
K*

GAAGTAGACC TTCCACTTCA 0 A FG06705.1 MG08908.1 0 0 0

5085 2630 ao AN6902.1 71.m15234 AO070314000013 0 -252 -223 ATGTCAGTCGGCGGAGGCATTTACAGCTGA ATGTCAGTCGGCGGAGGCATTTACAGCTGA MSVGGGIYS* MSVGGGIYS* GAGAGTTGAT TTTCCCCATG 0 A FG06705.1 MG08908.1 0 0 0

5086 2631 af AN0061.1 71.m15337 AO070314000148 0 -202 -155 ATGTCAAATTCTGTAAAGCTTAATTCATTTAGGACATTATAT
CATTGA

ATGTCAAATTCTGTAAAGCTTAATTCATTTAGGACAT
TATATCATTGA

MSNSVKLNSFRTLYH* MSNSVKLNSFRTLY
H*

GTGCCCTGCT TCTCTGTCAG 0  0 0 0 0 0

5087 2633 an AN8683.1 62.m03388 AO070315000103 0 -195 -166 ATGGTTACCAACGAACTCTCTGCTCAATGA ATGGTTACCAACGAACTCTCTGCTCAATGA MVTNELSAQ* MVTNELSAQ* TCAAAGTGCT TTTGACTGAG 0 PQ 0 0 0 0 0
5088 2633 ao AN8683.1 62.m03388 AO070315000103 0 -196 -185 ATGCGGCGTTGA ATGCGGCGTTGA MRR* MRR* AAGCTAACAG ATGCTTTCCA 0 PQ 0 0 0 0 0
5089 2633 ao AN8683.1 62.m03388 AO070315000103 0 -184 -161 ATGCTTTCCAGTGCTCTGTCATAG ATGCTTTCCAGTGCTCTGTCATAG MLSSALS* MLSSALS* GCGGCGTTGA TTGATACATC 0 PQ 0 0 0 0 0
5090 2635 af AN2311.1 71.m15506 AO070323000049 0 -182 -114 ATGTGCGTCCGATTTGATAGTGTCTCGTACATGTGTGCGG

AGCAATTGGCTTGCTTGCAGAAATGCTGA
ATGTGCGTCCGATTTGATAGTGTCTCGTACATGTGT
GCGGAGCAATTGGCTTGCTTGCAGAAATGCTGA

MCVRFDSVSYMCAEQLA
CLQKC*

MCVRFDSVSYMCA
EQLACLQKC*

TCTGTCAGAC CGCCATGTTA 0 I FG09764.1 0 NCU08671.1 YMR220W YMR220W

5091 2635 af AN2311.1 71.m15506 AO070323000049 0 -152 -114 ATGTGTGCGGAGCAATTGGCTTGCTTGCAGAAATGCTGA ATGTGTGCGGAGCAATTGGCTTGCTTGCAGAAATG
CTGA

MCAEQLACLQKC* MCAEQLACLQKC* TGTCTCGTAC CGCCATGTTA 0 I FG09764.1 0 NCU08671.1 YMR220W YMR220W

5092 2635 af AN2311.1 71.m15506 AO070323000049 0 -120 -61 ATGCTGACGCCATGTTACTCTAGCTCCCATCAAACCCCTG
ATACCGGACCACCACATTAA

ATGCTGACGCCATGTTACTCTAGCTCCCATCAAAC
CCCTGATACCGGACCACCACATTAA

MLTPCYSSSHQTPDTGP
PH*

MLTPCYSSSHQTPD
TGPPH*

GCTTGCAGAA CATCTCGGTC 0 I FG09764.1 0 NCU08671.1 YMR220W YMR220W

5093 2635 af AN2311.1 71.m15506 AO070323000049 0 -109 -98 ATGTTACTCTAG ATGTTACTCTAG MLL* MLL* TGCTGACGCC CTCCCATCAA 0 I FG09764.1 0 NCU08671.1 YMR220W YMR220W

5094 2638 af AN5530.1 58.m07476 AO070328000063 0 -99 -16 ATGGCGATCTCCGAATTTCCAGTCGAAGCTTATCGATGCG
TATCACCCGTTTTTGTCCACTCGCTCAGTTTTTCTGATTCTT
AG

ATGGCGATCTCCGAATTTCCAGTCGAAGCTTATCG
ATGCGTATCACCCGTTTTTGTCCACTCGCTCAGTTT
TTCTGATTCTTAG

MAISEFPVEAYRCVSPVF
VHSLSFSDS*

MAISEFPVEAYRCV
SPVFVHSLSFSDS*

ACTCAAATAT TGGACGTGAT 0 A FG01187.1 MG05375.1 0 0 0

5095 2638 af AN5530.1 58.m07476 AO070328000063 0 -64 -23 ATGCGTATCACCCGTTTTTGTCCACTCGCTCAGTTTTTCTG
A

ATGCGTATCACCCGTTTTTGTCCACTCGCTCAGTTT
TTCTGA

MRITRFCPLAQFF* MRITRFCPLAQFF* AAGCTTATCG TTCTTAGTGG 0 A FG01187.1 MG05375.1 0 0 0

5096 2638 ao AN5530.1 58.m07476 AO070328000063 0 -154 -113 ATGGGCTGTCAATTAGGACAAAGAGTTCCTCTCATCCAAT
GA

ATGGGCTGTCAATTAGGACAAAGAGTTCCT
CTCATCCAATGA

MGCQLGQRVPLIQ* MGCQLGQRVPLIQ* CTTGAAGCCC CAGTCGACGA 0 A FG01187.1 MG05375.1 0 0 0

5097 2638 ao AN5530.1 58.m07476 AO070328000063 0 -116 -78 ATGACAGTCGACGAGATTGCTGACATAATATTTCCATAG ATGACAGTCGACGAGATTGCTGACATAATAT
TTCCATAG

MTVDEIADIIFP* MTVDEIADIIFP* CTCTCATCCA AATTTCCCTT 0 A FG01187.1 MG05375.1 0 0 0

5098 2640 an AN8063.1 53.m03914 AO070330000019 0 -210 -124 ATGGCGTTCCGCGGACACCCATTGCTTGATAAAGATAAGA
AATCCGAGGAGAATGATGGCGGACCCCGCCTATGTAAAG
CTAGTTAG

ATGGCGTTCCGCGGACACCCATTGCTTGATAAAG
ATAAGAAATCCGAGGAGAATGATGGCGGACCCC
GCCTATGTAAAGCTAGTTAG

MAFRGHPLLDKDKKSEE
NDGGPRLCKAS*

MAFRGHPLLDKDKKSE
ENDGGPRLCKAS*

GGAACCTTCA CTGATGATAA 0  0 0 0 0 0

5099 2640 an AN8063.1 53.m03914 AO070330000019 0 -158 -120 ATGATGGCGGACCCCGCCTATGTAAAGCTAGTTAGCTGA ATGATGGCGGACCCCGCCTATGTAAAGCTAGTTA
GCTGA

MMADPAYVKLVS* MMADPAYVKLVS* TCCGAGGAGA TGATAAGGCA 0  0 0 0 0 0

5100 2640 an AN8063.1 53.m03914 AO070330000019 0 -155 -120 ATGGCGGACCCCGCCTATGTAAAGCTAGTTAGCTGA ATGGCGGACCCCGCCTATGTAAAGCTAGTTAGCT
GA

MADPAYVKLVS* MADPAYVKLVS* GAGGAGAATG TGATAAGGCA 0  0 0 0 0 0

5101 2640 an AN8063.1 53.m03914 AO070330000019 0 -120 -85 ATGATAAGGCAACGGGCGGGACTGTTTCCTGCGTAG ATGATAAGGCAACGGGCGGGACTGTTTCCTGCG
TAG

MIRQRAGLFPA* MIRQRAGLFPA* TAGTTAGCTG CTACTTAAAG 0  0 0 0 0 0

5102 2640 ao AN8063.1 53.m03914 AO070330000019 0 -174 -142 ATGATCACAGAACCTTCTCTATGGTGGATGTGA ATGATCACAGAACCTTCTCTATGGTGGATGT
GA

MITEPSLWWM* MITEPSLWWM* AGGGGTCATA AGACCCTAAC 0  0 0 0 0 0

5105 2642 af AN1138.1 70.m15099 AO070331000129 0 -88 -47 ATGCCTCCATCAGCTTTCTTCTCACCTTCCAGTCATCCTTA
G

ATGCCTCCATCAGCTTTCTTCTCACCTTCCAGTCAT
CCTTAG

MPPSAFFSPSSHP* MPPSAFFSPSSHP* GATACAGTTG TACCATTGCG 0 R 0 0 0 0 0

5103 2642 an AN1138.1 70.m15099 AO070331000129 0 -175 -11 ATGCTTTCCCCACAATCTCTGCTCGAGTCATGCCCAGTGA
AATCCTTTCATCCCCGGGTTTCCTTTACCCAGGCCGCCCT
CCCCCCGGCCGCATATAAGGTTCCCTTGAGTCTCCGCTAT
TTTCCTCCCCTTCTCCATCACCACGTCCTATTCTTCTACCT
TTAA

ATGCTTTCCCCACAATCTCTGCTCGAGTCATGCC
CAGTGAAATCCTTTCATCCCCGGGTTTCCTTTAC
CCAGGCCGCCCTCCCCCCGGCCGCATATAAGGT
TCCCTTGAGTCTCCGCTATTTTCCTCCCCTTCTCC
ATCACCACGTCCTATTCTTCTACCTTTAA

MLSPQSLLESCPVKSFHP
RVSFTQAALPPAAYKVPL
SLRYFPPLLHHHVLFFYL*

MLSPQSLLESCPVKSFH
PRVSFTQAALPPAAYKV
PLSLRYFPPLLHHHVLFF
YL*

AGGGTGGTAA TCAGGGCAAA 0 R 0 0 0 0 0

5104 2642 an AN1138.1 70.m15099 AO070331000129 0 -146 -78 ATGCCCAGTGAAATCCTTTCATCCCCGGGTTTCCTTTACC
CAGGCCGCCCTCCCCCCGGCCGCATATAA

ATGCCCAGTGAAATCCTTTCATCCCCGGGTTTCC
TTTACCCAGGCCGCCCTCCCCCCGGCCGCATAT
AA

MPSEILSSPGFLYPGRPP
PGRI*

MPSEILSSPGFLYPGRP
PPGRI*

TGCTCGAGTC GGTTCCCTTG 0 R 0 0 0 0 0

5106 2643 af AN9108.1 66.m04760 AO070332000164 0 -257 -231 ATGGCCGGAAATAATACCGGCCTCTGA ATGGCCGGAAATAATACCGGCCTCTGA MAGNNTGL* MAGNNTGL* TGGCATGCCC TATTATAAGA 0  0 MG00755.1 NCU01402.1 0 0

5108 2644 af AN1478.1 55.m02985 AO070334000161 0 -271 -185 ATGCCATCTCCCTTCAACCATCCAAATCACTACAGGCAGC
TTGCAACCCTGCAACAACGAGTAAGCGTGCCTGCTGCAA
GAGGATGA

ATGCCATCTCCCTTCAACCATCCAAATCACTACAGG
CAGCTTGCAACCCTGCAACAACGAGTAAGCGTGC
CTGCTGCAAGAGGATGA

MPSPFNHPNHYRQLATL
QQRVSVPAARG*

MPSPFNHPNHYRQ
LATLQQRVSVPAAR
G*

CAACTTTCAG TCCAGGTTTG 0 A 0 0 0 0 0

5109 2644 af AN1478.1 55.m02985 AO070334000161 0 -188 -153 ATGATCCAGGTTTGTGAAACCTTCACGGACACTTAA ATGATCCAGGTTTGTGAAACCTTCACGGACACTTAA MIQVCETFTDT* MIQVCETFTDT* CTGCAAGAGG TTATTTCCAC 0 A 0 0 0 0 0

5107 2644 an AN1478.1 55.m02985 AO070334000161 0 -169 -47 ATGGTCCAGGTTTGTGCAGACTCACGAATCTCAACTTTGC
CACAGAATTCATCTCCATTCGCAGGTGTCTCGACGCGCCG
CCGATTCCTGAGCCTGAGCTCCATTGAGCCAGTGACGATT
TAA

ATGGTCCAGGTTTGTGCAGACTCACGAATCTCAA
CTTTGCCACAGAATTCATCTCCATTCGCAGGTGT
CTCGACGCGCCGCCGATTCCTGAGCCTGAGCTC
CATTGAGCCAGTGACGATTTAA

MVQVCADSRISTLPQNSS
PFAGVSTRRRFLSLSSIE
PVTI*

MVQVCADSRISTLPQNS
SPFAGVSTRRRFLSLSSI
EPVTI*

CTGCAGGACG ACGGTCACCT 0 A 0 0 0 0 0

5110 2644 ao AN1478.1 55.m02985 AO070334000161 0 -198 -160 ATGCTCCAGGTTTGTGAAACCTTCTGGAATCTCATATAA ATGCTCCAGGTTTGTGAAACCTTCTGGAATC
TCATATAA

MLQVCETFWNLI* MLQVCETFWNLI* CTGCAGGAGG TTGCAGGATT 0 A 0 0 0 0 0

5112 2650 an AN8144.1 69.m15536 AO070340000167 0 -191 -180 ATGGGTTCTTAG ATGGGTTCTTAG MGS* MGS* GAGCGTTACA ACAAATGCAG 0  0 MG08671.1 NCU09400.1 0 0

5113 2650 an AN8144.1 69.m15536 AO070340000167 0 -175 -158 ATGCAGGGTCTAATTTAG ATGCAGGGTCTAATTTAG MQGLI* MQGLI* TCTTAGACAA CCGTAATAAG 0  0 MG08671.1 NCU09400.1 0 0

5114 2650 an AN8144.1 69.m15536 AO070340000167 0 -137 -33 ATGCTAAAACCGAGAAGTAAGCAATTGTGTCTATGGAGTG
GAACATCTGAGCACCCAACTGTCCTCAGGGCTCGATCGAA
TTTCTCCCCAGATTGTTGGAGTTAG

ATGCTAAAACCGAGAAGTAAGCAATTGTGTCTAT
GGAGTGGAACATCTGAGCACCCAACTGTCCTCA
GGGCTCGATCGAATTTCTCCCCAGATTGTTGGAG
TTAG

MLKPRSKQLCLWSGTSE
HPTVLRARSNFSPDCWS
*

MLKPRSKQLCLWSGTS
EHPTVLRARSNFSPDC
WS*

TCTGTCCTTT ATCTTATACT 0  0 MG08671.1 NCU09400.1 0 0

5115 2650 an AN8144.1 69.m15536 AO070340000167 0 -105 -88 ATGGAGTGGAACATCTGA ATGGAGTGGAACATCTGA MEWNI* MEWNI* AATTGTGTCT GCACCCAACT 0  0 MG08671.1 NCU09400.1 0 0

5116 2650 ao AN8144.1 69.m15536 AO070340000167 0 -224 -201 ATGCCGCGCTTTGCACCTGAATAA ATGCCGCGCTTTGCACCTGAATAA MPRFAPE* MPRFAPE* AAGGGCGTTC TATCTCGCTG 0  0 MG08671.1 NCU09400.1 0 0

5117 2650 ao AN8144.1 69.m15536 AO070340000167 0 -179 -15 ATGATTGGCTATCTTTACGCGTGGCAACGGATTAGTGATA
TCGTTAGAAGTATTAAACTGGTTCCTGTGCCATTGGACTGT
CTGAATAAACTCTCTCTGATTCTTTATTACATTTTTATAAGA
GTAGAGTCTAGGACAAACAACACCCACGCGACCATACTTT
GA

ATGATTGGCTATCTTTACGCGTGGCAACGG
ATTAGTGATATCGTTAGAAGTATTAAACTGG
TTCCTGTGCCATTGGACTGTCTGAATAAACT
CTCTCTGATTCTTTATTACATTTTTATAAGAG
TAGAGTCTAGGACAAACAACACCCACGCGA
CCATACTTTGA

MIGYLYAWQRISDIVRSIK
LVPVPLDCLNKLSLILYYIF
IRVESRTNNTHATIL*

MIGYLYAWQRISDIV
RSIKLVPVPLDCLNK
LSLILYYIFIRVESRT
NNTHATIL*

AGCACATAGG ATCCCACATC 0  0 MG08671.1 NCU09400.1 0 0

5119 2652 af AN6032.1 72.m19949 AO070340000256 0 -266 -252 ATGTACGTATCTTAG ATGTACGTATCTTAG MYVS* MYVS* CTTCCAGTTC AGACATAAGC 0 H FG09710.1 MG01474.1 NCU09930.1 0 0

5120 2652 af AN6032.1 72.m19949 AO070340000256 0 -80 -60 ATGTCAAAAATGTGTCTTTAA ATGTCAAAAATGTGTCTTTAA MSKMCL* MSKMCL* AAACTCGGGA AGCACGTGTC 0 H FG09710.1 MG01474.1 NCU09930.1 0 0

5118 2652 conserved AN6032.1 72.m19949 AO070340000256 0 -71 -60 -71 -60 -71 -60 ATGdryCkbTrA ATGAACCGGTGA ATGTGTCTTTAA ATGGATCTCTAA Mnr* MNR* MCL* MDL* rvTdysmrmm rvhmskysbm 0 H FG09710.1 MG01474.1 NCU09930.1 0 0

5122 2653 af AN5988.1 72.m19152 AO070340000290 0 -223 -131 ATGTCATTGCTCACCCATCGTTTATCAATTTCGCGCTCTTT
TTCCATCTGTGCAGTGTTGTCAACAGTCGATGGCTTCATTT
CTGACTGGTAA

ATGTCATTGCTCACCCATCGTTTATCAATTTCGCGC
TCTTTTTCCATCTGTGCAGTGTTGTCAACAGTCGAT
GGCTTCATTTCTGACTGGTAA

MSLLTHRLSISRSFSICAV
LSTVDGFISDW*

MSLLTHRLSISRSFS
ICAVLSTVDGFISDW
*

ATTATCCTGT TCGTTGACGG 0 A 0 0 0 0 0

5123 2653 af AN5988.1 72.m19152 AO070340000290 0 -153 -124 ATGGCTTCATTTCTGACTGGTAATCGTTGA ATGGCTTCATTTCTGACTGGTAATCGTTGA MASFLTGNR* MASFLTGNR* TCAACAGTCG CGGCGTAGCG 0 A 0 0 0 0 0
5121 2653 an AN5988.1 72.m19152 AO070340000290 0 -117 -55 ATGTTCCCGCCAACCCACTGTATCACCTGCGCGCTTGATT

CTGACTTCGAAAGACTGGATTGA
ATGTTCCCGCCAACCCACTGTATCACCTGCGCG
CTTGATTCTGACTTCGAAAGACTGGATTGA

MFPPTHCITCALDSDFER
LD*

MFPPTHCITCALDSDFE
RLD*

GGTCATTCTT GCGGCACTCG 0 A 0 0 0 0 0

5124 2653 ao AN5988.1 72.m19152 AO070340000290 0 -231 -202 ATGCAGCCCTCTTGTGGCGACGGCCCATAG ATGCAGCCCTCTTGTGGCGACGGCCCATAG MQPSCGDGP* MQPSCGDGP* TGATCGATTC TTGCCAGTGA 0 A 0 0 0 0 0

5125 2653 ao AN5988.1 72.m19152 AO070340000290 0 -188 -126 ATGATTCTGACTCGTAAGATTGACCTAGTATCAGCGGAATA
CATGCGTCCATCTGATCTGTAA

ATGATTCTGACTCGTAAGATTGACCTAGTAT
CAGCGGAATACATGCGTCCATCTGATCTGT
AA

MILTRKIDLVSAEYMRPS
DL*

MILTRKIDLVSAEYM
RPSDL*

CCAGTGACAT CCCCTTTACG 0 A 0 0 0 0 0

5126 2653 ao AN5988.1 72.m19152 AO070340000290 0 -146 -126 ATGCGTCCATCTGATCTGTAA ATGCGTCCATCTGATCTGTAA MRPSDL* MRPSDL* AGCGGAATAC CCCCTTTACG 0 A 0 0 0 0 0
5132 2655 af AN5528.1 69.m15427 AO070341000360 0 -100 -59 ATGGCCTGTGAGCTATTTACACCCAAGAACACACGCCTAT

GA
ATGGCCTGTGAGCTATTTACACCCAAGAACACACG
CCTATGA

MACELFTPKNTRL* MACELFTPKNTRL* GGCGGTTTGC TGGTCTCTTG 0 U 0 0 NCU05029.1 0 0

5134 2657 af AN3593.1 58.m08903 AO070342000145 0 -63 -49 ATGCCATTATCCTAG ATGCCATTATCCTAG MPLS* MPLS* TTGGCAATTT CAATCGACTG 0 G 0 0 0 0 0
5135 2657 ao AN3593.1 58.m08903 AO070342000145 0 -222 -100 ATGGAGTTCTTCACGTTGCCCCTCTCCCCGCCGACGTTCT

TTTCCCCTCCTCACTCACTTTGCAAAACTTCAGACCACACT
GGTTTAGGTGTCAACGGCAATTATCTTACCACTCTTACCTG
A

ATGGAGTTCTTCACGTTGCCCCTCTCCCCG
CCGACGTTCTTTTCCCCTCCTCACTCACTTT
GCAAAACTTCAGACCACACTGGTTTAGGTGT
CAACGGCAATTATCTTACCACTCTTACCTGA

MEFFTLPLSPPTFFSPPH
SLCKTSDHTGLGVNGNY
LTTLT*

MEFFTLPLSPPTFFS
PPHSLCKTSDHTGL
GVNGNYLTTLT*

AAAAAAAAAA GGAAAGGGCC 0 G 0 0 0 0 0

5136 2659 an AN5644.1 58.m07332 AO070342000235 0 -225 -211 ATGCTTGCGAGCTAG ATGCTTGCGAGCTAG MLAS* MLAS* TGTCCTGGCA AGACAGCCAA 0 C 0 0 0 0 0
5137 2659 an AN5644.1 58.m07332 AO070342000235 0 -123 -28 ATGTGCCTCCCCAATAAAAGATGCAGCCACCTCCCTGTCC

CTTTCATTCTTGTGCAACGCTCGCCTTTGGGGAATAAAATC
AGTTTATATCGTTGA

ATGTGCCTCCCCAATAAAAGATGCAGCCACCTCC
CTGTCCCTTTCATTCTTGTGCAACGCTCGCCTTT
GGGGAATAAAATCAGTTTATATCGTTGA

MCLPNKRCSHLPVPFILV
QRSPLGNKISLYR*

MCLPNKRCSHLPVPFIL
VQRSPLGNKISLYR*

CTGGAGCTGC ATAATCGCTC 0 C 0 0 0 0 0

5138 2659 an AN5644.1 58.m07332 AO070342000235 0 -103 -47 ATGCAGCCACCTCCCTGTCCCTTTCATTCTTGTGCAACGC
TCGCCTTTGGGGAATAA

ATGCAGCCACCTCCCTGTCCCTTTCATTCTTGTG
CAACGCTCGCCTTTGGGGAATAA

MQPPPCPFHSCATLAFG
E*

MQPPPCPFHSCATLAF
GE*

CCAATAAAAG AATCAGTTTA 0 C 0 0 0 0 0

5143 2664 af AN2163.1 72.m19677 AO070343000222 0 -647 -507 ATGAAATACCTAATTCGTACTCTGTACTCCGTACCTTGTTC
AGGTTCCGGACTATTCCCGCCCCTCCCCTCCATGTCATCC
ATATCTTTCTGCCCACTAAATTACAGACTAAAAAAGACCTC
TTCTTTTCATTACAATTAG

ATGAAATACCTAATTCGTACTCTGTACTCCGTACCT
TGTTCAGGTTCCGGACTATTCCCGCCCCTCCCCTC
CATGTCATCCATATCTTTCTGCCCACTAAATTACAG
ACTAAAAAAGACCTCTTCTTTTCATTACAATTAG

MKYLIRTLYSVPCSGSGL
FPPLPSMSSISFCPLNYR
LKKTSSFHYN*

MKYLIRTLYSVPCSG
SGLFPPLPSMSSISF
CPLNYRLKKTSSFH
YN*

TCACCCACCG TTACTACTGA 0 D 0 0 0 0 0

5144 2664 af AN2163.1 72.m19677 AO070343000222 0 -575 -507 ATGTCATCCATATCTTTCTGCCCACTAAATTACAGACTAAA
AAAGACCTCTTCTTTTCATTACAATTAG

ATGTCATCCATATCTTTCTGCCCACTAAATTACAGA
CTAAAAAAGACCTCTTCTTTTCATTACAATTAG

MSSISFCPLNYRLKKTSS
FHYN*

MSSISFCPLNYRLKK
TSSFHYN*

CCTCCCCTCC TTACTACTGA 0 D 0 0 0 0 0
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5145 2664 af AN2163.1 72.m19677 AO070343000222 0 -497 -483 ATGTTCATTCCTTAA ATGTTCATTCCTTAA MFIP* MFIP* GTTACTACTG CTCCTCACCT 0 D 0 0 0 0 0
5146 2664 af AN2163.1 72.m19677 AO070343000222 0 -454 -320 ATGTTCTCTGCTTCCCAATCTTACCCTCAGACTCTCAGACT

TAACCTAGCCACCAACCACCACCACCAAACCCCCCTCCTC
CCCCTCCCCGCCTCCATCCCTACTCAGCACTTTCAATATC
ATACAACACGTTGA

ATGTTCTCTGCTTCCCAATCTTACCCTCAGACTCTC
AGACTTAACCTAGCCACCAACCACCACCACCAAAC
CCCCCTCCTCCCCCTCCCCGCCTCCATCCCTACTC
AGCACTTTCAATATCATACAACACGTTGA

MFSASQSYPQTLRLNLAT
NHHHQTPLLPLPASIPTQ
HFQYHTTR*

MFSASQSYPQTLRL
NLATNHHHQTPLLP
LPASIPTQHFQYHTT
R*

TCAGTCATCC TTCTCTTCTC 0 D 0 0 0 0 0

5147 2664 af AN2163.1 72.m19677 AO070343000222 0 -149 -138 ATGGTTTGGTGA ATGGTTTGGTGA MVW* MVW* GTCATCTCCC GAGAAATAGT 0 D 0 0 0 0 0
5140 2664 an AN2163.1 72.m19677 AO070343000222 0 -318 -280 ATGGCCAGCACCATGATCCTGCCTAATCTTGAGCCTTGA ATGGCCAGCACCATGATCCTGCCTAATCTTGAGC

CTTGA
MASTMILPNLEP* MASTMILPNLEP* TTGACCTAGC CCTTGTTTCT 0 D 0 0 0 0 0

5141 2664 an AN2163.1 72.m19677 AO070343000222 0 -306 -280 ATGATCCTGCCTAATCTTGAGCCTTGA ATGATCCTGCCTAATCTTGAGCCTTGA MILPNLEP* MILPNLEP* GGCCAGCACC CCTTGTTTCT 0 D 0 0 0 0 0
5148 2664 ao AN2163.1 72.m19677 AO070343000222 0 -740 -564 ATGTTTAATCCGAACAGTTGCTTCCTTACTTTAACTTACAAA

CCACAATCCACCGTCACCCCTCCTCCCTCCCTCTTTCCCT
CCCTCTCTCTTCCTTTCCCTTTTCTCACCTTCGGACAAACA
CCCATTTCATCATCCACTTTATTCCCGTTGGACTTCCCACA
ATTTTCACCCTAA

ATGTTTAATCCGAACAGTTGCTTCCTTACTTT
AACTTACAAACCACAATCCACCGTCACCCCT
CCTCCCTCCCTCTTTCCCTCCCTCTCTCTTC
CTTTCCCTTTTCTCACCTTCGGACAAACACC
CATTTCATCATCCACTTTATTCCCGTTGGACT
TCCCACAATTTTCACCCTAA

MFNPNSCFLTLTYKPQST
VTPPPSLFPSLSLPFPFLT
FGQTPISSSTLFPLDFPQ
FSP*

MFNPNSCFLTLTYK
PQSTVTPPPSLFPSL
SLPFPFLTFGQTPIS
SSTLFPLDFPQFSP*

CACCCAACGT TTTGGTGTAC 0 D 0 0 0 0 0

5149 2664 ao AN2163.1 72.m19677 AO070343000222 0 -241 -215 ATGCGTGGCAGAAAAGACAGTTGTTGA ATGCGTGGCAGAAAAGACAGTTGTTGA MRGRKDSC* MRGRKDSC* GTTCCATTTC CCCATCGTCT 0 D 0 0 0 0 0
5153 2666 af AN5207.1 69.m14904 AO070199000007 0 -217 -62 ATGACGTCGGTAGGCGTTCATCAAGAGCCACCAGCTGGG

ATAGAACCAAGAATATCAAGGACGATCATGCACCTGGGTT
TTGTAGAGCCGTATAAAGCGCTTCGAGCTCTAACACTAGT
GTATCTGTTCTTTTACGTATACTTATGCAGCGATTGA

ATGACGTCGGTAGGCGTTCATCAAGAGCCACCAG
CTGGGATAGAACCAAGAATATCAAGGACGATCATG
CACCTGGGTTTTGTAGAGCCGTATAAAGCGCTTCG
AGCTCTAACACTAGTGTATCTGTTCTTTTACGTATA
CTTATGCAGCGATTGA

MTSVGVHQEPPAGIEPRI
SRTIMHLGFVEPYKALRA
LTLVYLFFYVYLCSD*

MTSVGVHQEPPAGI
EPRISRTIMHLGFVE
PYKALRALTLVYLFF
YVYLCSD*

CGTTCAGCAG TATATGTGTA 0  0 0 0 0 0

5154 2666 af AN5207.1 69.m14904 AO070199000007 0 -151 -62 ATGCACCTGGGTTTTGTAGAGCCGTATAAAGCGCTTCGAG
CTCTAACACTAGTGTATCTGTTCTTTTACGTATACTTATGCA
GCGATTGA

ATGCACCTGGGTTTTGTAGAGCCGTATAAAGCGCT
TCGAGCTCTAACACTAGTGTATCTGTTCTTTTACGT
ATACTTATGCAGCGATTGA

MHLGFVEPYKALRALTLV
YLFFYVYLCSD*

MHLGFVEPYKALRA
LTLVYLFFYVYLCSD
*

AAGGACGATC TATATGTGTA 0  0 0 0 0 0

5155 2666 af AN5207.1 69.m14904 AO070199000007 0 -74 -51 ATGCAGCGATTGATATATGTGTAA ATGCAGCGATTGATATATGTGTAA MQRLIYV* MQRLIYV* ACGTATACTT TACCAGGATT 0  0 0 0 0 0
5150 2666 an AN5207.1 69.m14904 AO070199000007 0 -200 -90 ATGCAACGTTCATTATCTTATCGCATCTATGACGTCTTTTCT

ACGAAGGCCCCAGGGTTCAGGTCGAACCTTGAAAATGTA
CTGTACTCCATAGGTGGTGGTTGTATTTAA

ATGCAACGTTCATTATCTTATCGCATCTATGACGT
CTTTTCTACGAAGGCCCCAGGGTTCAGGTCGAA
CCTTGAAAATGTACTGTACTCCATAGGTGGTGGT
TGTATTTAA

MQRSLSYRIYDVFSTKAP
GFRSNLENVLYSIGGGCI*

MQRSLSYRIYDVFSTKA
PGFRSNLENVLYSIGGG
CI*

CTAGTGGTCA CTTTGTGACT 0  0 0 0 0 0

5151 2666 an AN5207.1 69.m14904 AO070199000007 0 -172 -107 ATGACGTCTTTTCTACGAAGGCCCCAGGGTTCAGGTCGAA
CCTTGAAAATGTACTGTACTCCATAG

ATGACGTCTTTTCTACGAAGGCCCCAGGGTTCAG
GTCGAACCTTGAAAATGTACTGTACTCCATAG

MTSFLRRPQGSGRTLKM
YCTP*

MTSFLRRPQGSGRTLK
MYCTP*

TATCGCATCT GTGGTGGTTG 0  0 0 0 0 0

5152 2666 an AN5207.1 69.m14904 AO070199000007 0 -124 -107 ATGTACTGTACTCCATAG ATGTACTGTACTCCATAG MYCTP* MYCTP* AACCTTGAAA GTGGTGGTTG 0  0 0 0 0 0
5156 2666 ao AN5207.1 69.m14904 AO070199000007 0 -228 -175 ATGACGTCGATGGGCGTCAATCCTTCGATTAACCTTCGAT

ATGCATTCTTTTAA
ATGACGTCGATGGGCGTCAATCCTTCGATT
AACCTTCGATATGCATTCTTTTAA

MTSMGVNPSINLRYAFF* MTSMGVNPSINLRY
AFF*

TATCGGAGCG ATACTTCTCT 0  0 0 0 0 0

5157 2666 ao AN5207.1 69.m14904 AO070199000007 0 -219 -175 ATGGGCGTCAATCCTTCGATTAACCTTCGATATGCATTCTT
TTAA

ATGGGCGTCAATCCTTCGATTAACCTTCGAT
ATGCATTCTTTTAA

MGVNPSINLRYAFF* MGVNPSINLRYAFF* GATGACGTCG ATACTTCTCT 0  0 0 0 0 0

5158 2666 ao AN5207.1 69.m14904 AO070199000007 0 -188 -144 ATGCATTCTTTTAAATACTTCTCTGCCATTGCGATTTCAATT
TAA

ATGCATTCTTTTAAATACTTCTCTGCCATTGC
GATTTCAATTTAA

MHSFKYFSAIAISI* MHSFKYFSAIAISI* AACCTTCGAT AGATACTGTG 0  0 0 0 0 0

5161 2669 af AN4333.1 58.m09007 AO070240000012 0 -173 -96 ATGATTCTTGCTCCTCCAGAAGGTATACAATGGACCTCTG
ATTGGCCAACATTAAGCGCCTCTTGGCATCAGCGATAA

ATGATTCTTGCTCCTCCAGAAGGTATACAATGGAC
CTCTGATTGGCCAACATTAAGCGCCTCTTGGCATC
AGCGATAA

MILAPPEGIQWTSDWPTL
SASWHQR*

MILAPPEGIQWTSD
WPTLSASWHQR*

ACTGGCCAAA GATCAGGAAT 0  0 0 NCU10035.1 0 0

5162 2669 af AN4333.1 58.m09007 AO070240000012 0 -144 -133 ATGGACCTCTGA ATGGACCTCTGA MDL* MDL* AAGGTATACA TTGGCCAACA 0  0 0 NCU10035.1 0 0

5163 2669 af AN4333.1 58.m09007 AO070240000012 0 -85 -14 ATGGCCATCAGCCTCATCCACTTAGCTGTCATCCATCTCA
AAGGACATGTGGCAGCCAGGTTGTTGAAATAA

ATGGCCATCAGCCTCATCCACTTAGCTGTCATCCA
TCTCAAAGGACATGTGGCAGCCAGGTTGTTGAAAT
AA

MAISLIHLAVIHLKGHVAA
RLLK*

MAISLIHLAVIHLKGH
VAARLLK*

GATCAGGAAT ATTGATGGGC 0  0 0 NCU10035.1 0 0

5159 2669 an AN4333.1 58.m09007 AO070240000012 0 -161 -54 ATGTGCCTGGCAACCATACTACAGTTGCCTGAGGACCCTG
GCCGAACAAAGCCCGCCAAACGGGTCTTGGCGCTTAAAG
TCCCAAGACAGCTCATGCCAACTAACTAA

ATGTGCCTGGCAACCATACTACAGTTGCCTGAGG
ACCCTGGCCGAACAAAGCCCGCCAAACGGGTCT
TGGCGCTTAAAGTCCCAAGACAGCTCATGCCAAC
TAACTAA

MCLATILQLPEDPGRTKP
AKRVLALKVPRQLMPTN*

MCLATILQLPEDPGRTK
PAKRVLALKVPRQLMPT
N*

ACTACAGCGA CCTTCCCCAA 0  0 0 NCU10035.1 0 0

5160 2669 an AN4333.1 58.m09007 AO070240000012 0 -68 -54 ATGCCAACTAACTAA ATGCCAACTAACTAA MPTN* MPTN* AAGACAGCTC CCTTCCCCAA 0  0 0 NCU10035.1 0 0

5168 2671 af AN3144.1 59.m08521 AO070256000047 0 -201 -163 ATGGCCCGGATATTTCTGCCTCTATGCCTAAGGCATTAA ATGGCCCGGATATTTCTGCCTCTATGCCTAAGGCA
TTAA

MARIFLPLCLRH* MARIFLPLCLRH* TGATGATTTG ATATCTGCCT 0 R FG04221.1 MG09837.1 0 YDR323C 0

5169 2671 af AN3144.1 59.m08521 AO070256000047 0 -178 -104 ATGCCTAAGGCATTAAATATCTGCCTCAGGCTAGTGCATT
CCCCCTCAAATAAGCTCCGCAGCCTGATTGCCTGA

ATGCCTAAGGCATTAAATATCTGCCTCAGGCTAGT
GCATTCCCCCTCAAATAAGCTCCGCAGCCTGATTG
CCTGA

MPKALNICLRLVHSPSNK
LRSLIA*

MPKALNICLRLVHSP
SNKLRSLIA*

TTCTGCCTCT GCTAGGCAGG 0 R FG04221.1 MG09837.1 0 YDR323C 0

5166 2671 an AN3144.1 59.m08521 AO070256000047 0 -171 -154 ATGGGCGGATCACCATGA ATGGGCGGATCACCATGA MGGSP* MGGSP* CGCCCCCTCA CCGATTAGCA 0 R FG04221.1 MG09837.1 0 YDR323C 0
5167 2671 an AN3144.1 59.m08521 AO070256000047 0 -157 -146 ATGACCGATTAG ATGACCGATTAG MTD* MTD* GCGGATCACC CAGGCGCTCC 0 R FG04221.1 MG09837.1 0 YDR323C 0
5170 2671 ao AN3144.1 59.m08521 AO070256000047 0 -257 -12 ATGGATGTTTCTGCCTCAGGCATCATAGGGGATCCGCGC

CCCTCATCAGCCAGGATCAGCTGCCTTACGTGCTACTTTA
CTCGCATCCCCAAAGCTCCGCCTCGATCCAGAACTGAAAC
ATCACAGCTGCGCTGCATGCACGGCTGGTTGTCCCACTAT
TCCCTTTACTCTTCCCTTCTTCTACCTTCCCGCCCGGATCG
CCTTATCTGCCGCTTTCCGCGGAATTTTCCTCCCATGCTCT
ACTAA

ATGGATGTTTCTGCCTCAGGCATCATAGGG
GATCCGCGCCCCTCATCAGCCAGGATCAGC
TGCCTTACGTGCTACTTTACTCGCATCCCCA
AAGCTCCGCCTCGATCCAGAACTGAAACAT
CACAGCTGCGCTGCATGCACGGCTGGTTGT
CCCACTATTCCCTTTACTCTTCCCTTCTTCTA
CCTTCCCGCCCGGATCGCCTTATCTGCCGC
TTTCCGCGGAATTTTCCTCCCATGCTCTACT
AA

MDVSASGIIGDPRPSSAR
ISCLTCYFTRIPKAPPRSR
TETSQLRCMHGWLSHYS
LYSSLLLPSRPDRLICRFP
RNFPPMLY*

MDVSASGIIGDPRP
SSARISCLTCYFTRI
PKAPPRSRTETSQL
RCMHGWLSHYSLY
SSLLLPSRPDRLICR
FPRNFPPMLY*

TTCAAGTGCC TCTGAGCCAA 0 R FG04221.1 MG09837.1 0 YDR323C 0

5171 2671 ao AN3144.1 59.m08521 AO070256000047 0 -253 -230 ATGTTTCTGCCTCAGGCATCATAG ATGTTTCTGCCTCAGGCATCATAG MFLPQAS* MFLPQAS* AGTGCCATGG GGGATCCGCG 0 R FG04221.1 MG09837.1 0 YDR323C 0
5172 2671 ao AN3144.1 59.m08521 AO070256000047 0 -122 -12 ATGCACGGCTGGTTGTCCCACTATTCCCTTTACTCTTCCCT

TCTTCTACCTTCCCGCCCGGATCGCCTTATCTGCCGCTTT
CCGCGGAATTTTCCTCCCATGCTCTACTAA

ATGCACGGCTGGTTGTCCCACTATTCCCTTT
ACTCTTCCCTTCTTCTACCTTCCCGCCCGGA
TCGCCTTATCTGCCGCTTTCCGCGGAATTTT
CCTCCCATGCTCTACTAA

MHGWLSHYSLYSSLLLP
SRPDRLICRFPRNFPPML
Y*

MHGWLSHYSLYSSL
LLPSRPDRLICRFPR
NFPPMLY*

GCTGCGCTGC TCTGAGCCAA 0 R FG04221.1 MG09837.1 0 YDR323C 0

5179 2672 af AN5808.1 72.m18938 AO070260000039 0 -108 -28 ATGCAAAGAGTACAGTTTCATGCCAATTTTACTTCCTTCCA
TATCTCCAAAGTCTGGGCAAAGGACCTTCCCTCATTGTGA

ATGCAAAGAGTACAGTTTCATGCCAATTTTACTTCC
TTCCATATCTCCAAAGTCTGGGCAAAGGACCTTCC
CTCATTGTGA

MQRVQFHANFTSFHISKV
WAKDLPSL*

MQRVQFHANFTSF
HISKVWAKDLPSL*

TACTCAGCCC TATGAAAGAA 0  0 0 0 0 0

5174 2672 an AN5808.1 72.m18938 AO070260000039 0 -287 -120 ATGTTGACCTGGGCTACAGTGGCGTTCGCTGGTGCCTTG
CCTACACATACAGCAATAATTACCGCAATTGTTCGAATATC
TTACATCTTGCCCTTTCTACCGGGAAAATGCCTTAAATCTT
GGAGCGTAAGTCCAAGACTGTGGAGCATTGCCGTGCGAA
AACGCTGA

ATGTTGACCTGGGCTACAGTGGCGTTCGCTGGT
GCCTTGCCTACACATACAGCAATAATTACCGCAA
TTGTTCGAATATCTTACATCTTGCCCTTTCTACCG
GGAAAATGCCTTAAATCTTGGAGCGTAAGTCCAA
GACTGTGGAGCATTGCCGTGCGAAAACGCTGA

MLTWATVAFAGALPTHT
AIITAIVRISYILPFLPGKCL
KSWSVSPRLWSIAVRKR*

MLTWATVAFAGALPTHT
AIITAIVRISYILPFLPGKC
LKSWSVSPRLWSIAVRK
R*

GCAGTTACCC TTTCGATGAT 0  0 0 0 0 0

5175 2672 an AN5808.1 72.m18938 AO070260000039 0 -114 -70 ATGATATGCAAAGTTTACTTGATAAGACCAGAAGTCGCTTC
TTGA

ATGATATGCAAAGTTTACTTGATAAGACCAGAAGT
CGCTTCTTGA

MICKVYLIRPEVAS* MICKVYLIRPEVAS* GCTGATTTCG ACTTTCGTAT 0  0 0 0 0 0

5176 2672 an AN5808.1 72.m18938 AO070260000039 0 -109 -47 ATGCAAAGTTTACTTGATAAGACCAGAAGTCGCTTCTTGAA
CTTTCGTATCAACTCATCCTAA

ATGCAAAGTTTACTTGATAAGACCAGAAGTCGCT
TCTTGAACTTTCGTATCAACTCATCCTAA

MQSLLDKTRSRFLNFRIN
SS*

MQSLLDKTRSRFLNFRI
NSS*

TTTCGATGAT TCACACTTGG 0  0 0 0 0 0

5181 2672 ao AN5808.1 72.m18938 AO070260000039 0 -258 -76 ATGATAATTAAGTGCTCAAATGAACTTCTGTCCTTATTTTCG
TCCAATGCAGCTATGAGACACTCCACTGTTTATTTTGCATC
AAATACCGTCGGTTATGGTAATCCAACTGCTGCTTACTTCA
CTCGTCCCCCACACATACTGATGAACAACAGACAACGGAC
GTTGAAGGCTGTCATGTAG

ATGATAATTAAGTGCTCAAATGAACTTCTGT
CCTTATTTTCGTCCAATGCAGCTATGAGACA
CTCCACTGTTTATTTTGCATCAAATACCGTC
GGTTATGGTAATCCAACTGCTGCTTACTTCA
CTCGTCCCCCACACATACTGATGAACAACA
GACAACGGACGTTGAAGGCTGTCATGTAG

MIIKCSNELLSLFSSNAAM
RHSTVYFASNTVGYGNP
TAAYFTRPPHILMNNRQR
TLKAVM*

MIIKCSNELLSLFSS
NAAMRHSTVYFASN
TVGYGNPTAAYFTR
PPHILMNNRQRTLK
AVM*

CCCCAGTATT AATGTACCTG 0  0 0 0 0 0

5184 2672 ao AN5808.1 72.m18938 AO070260000039 0 -204 -76 ATGAGACACTCCACTGTTTATTTTGCATCAAATACCGTCGG
TTATGGTAATCCAACTGCTGCTTACTTCACTCGTCCCCCAC
ACATACTGATGAACAACAGACAACGGACGTTGAAGGCTGT
CATGTAG

ATGAGACACTCCACTGTTTATTTTGCATCAA
ATACCGTCGGTTATGGTAATCCAACTGCTGC
TTACTTCACTCGTCCCCCACACATACTGATG
AACAACAGACAACGGACGTTGAAGGCTGTC
ATGTAG

MRHSTVYFASNTVGYGN
PTAAYFTRPPHILMNNRQ
RTLKAVM*

MRHSTVYFASNTVG
YGNPTAAYFTRPPHI
LMNNRQRTLKAVM*

CAATGCAGCT AATGTACCTG 0  0 0 0 0 0

5186 2672 ao AN5808.1 72.m18938 AO070260000039 0 -114 -76 ATGAACAACAGACAACGGACGTTGAAGGCTGTCATGTAG ATGAACAACAGACAACGGACGTTGAAGGCT
GTCATGTAG

MNNRQRTLKAVM* MNNRQRTLKAVM* ACACATACTG AATGTACCTG 0  0 0 0 0 0

5187 2672 ao AN5808.1 72.m18938 AO070260000039 0 -74 -18 ATGTACCTGCTTTCAGAAGACCGACTGTTTCTGCTTCGCAT
CCAATTTATGTTGTAG

ATGTACCTGCTTTCAGAAGACCGACTGTTTC
TGCTTCGCATCCAATTTATGTTGTAG

MYLLSEDRLFLLRIQFML* MYLLSEDRLFLLRIQ
FML*

GTCATGTAGA TATCTCGGTT 0  0 0 0 0 0

5190 2673 ao AN3439.1 59.m09299 AO070265000013 0 -66 -13 ATGCTACCCTGCCCTTCCTCAGTCCATTTATTCCGTGTCCC
AGCGCTTTTTTAA

ATGCTACCCTGCCCTTCCTCAGTCCATTTAT
TCCGTGTCCCAGCGCTTTTTTAA

MLPCPSSVHLFRVPALF* MLPCPSSVHLFRVP
ALF*

ATAAAGATAC AACTGCGCAA 0 S 0 0 0 0 0

5191 2677 af AN8369.1 58.m07277 AO070281000009 0 -159 -148 ATGTATCATTGA ATGTATCATTGA MYH* MYH* TATCATAGAG GTTCCATCAG 0 M 0 0 0 0 0
5192 2677 af AN8369.1 58.m07277 AO070281000009 0 -63 -52 ATGCACCTGTAG ATGCACCTGTAG MHL* MHL* CCGCACGCCC TCTTCTGCAT 0 M 0 0 0 0 0
5193 2677 ao AN8369.1 58.m07277 AO070281000009 0 -109 -98 ATGTTAACATAG ATGTTAACATAG MLT* MLT* GCACTGTATC TAGTAGAAAA 0 M 0 0 0 0 0
5200 2681 af AN1570.1 66.m04699 AO070290000058 0 -120 -67 ATGTCACTCCACTATCAGACTTCCCGGCACATTCCACCTA

CAAAAGGACTGTAG
ATGTCACTCCACTATCAGACTTCCCGGCACATTCC
ACCTACAAAAGGACTGTAG

MSLHYQTSRHIPPTKGL* MSLHYQTSRHIPPT
KGL*

GCAGTGACTG TGTATTGTAC 0 C 0 0 0 0 0

5197 2681 an AN1570.1 66.m04699 AO070290000058 0 -212 -162 ATGCCTACCGGACTTGGCAAACGGGAATTGGCCTTCCCT
GCCCGGAGATGA

ATGCCTACCGGACTTGGCAAACGGGAATTGGCC
TTCCCTGCCCGGAGATGA

MPTGLGKRELAFPARR* MPTGLGKRELAFPARR* TATAAAGGTT TTTCATCGTG 0 C 0 0 0 0 0

5198 2681 an AN1570.1 66.m04699 AO070290000058 0 -165 -106 ATGATTTCATCGTGCGGGGACTCCGAGGAAGCAGCGGAA
CAACCGATAAAGTCCGGCTAA

ATGATTTCATCGTGCGGGGACTCCGAGGAAGCA
GCGGAACAACCGATAAAGTCCGGCTAA

MISSCGDSEEAAEQPIKS
G*

MISSCGDSEEAAEQPIK
SG*

CTGCCCGGAG GTCCGCATAC 0 C 0 0 0 0 0

5199 2681 an AN1570.1 66.m04699 AO070290000058 0 -70 -20 ATGATAGTCCTTCGTCGTCTTATCTTCCCACAGTATTCTCA
GCTCAGTTGA

ATGATAGTCCTTCGTCGTCTTATCTTCCCACAGTA
TTCTCAGCTCAGTTGA

MIVLRRLIFPQYSQLS* MIVLRRLIFPQYSQLS* AAAGAACCGA TTCCTCGTAT 0 C 0 0 0 0 0

5201 2681 ao AN1570.1 66.m04699 AO070290000058 0 -214 -137 ATGCTGGACTCAATCAATGTCTGGCGGTCCGTCGGATGC
CCGGATAAACGGTGTAGATCGACGGAGTTATGCGGGTAA

ATGCTGGACTCAATCAATGTCTGGCGGTCC
GTCGGATGCCCGGATAAACGGTGTAGATCG
ACGGAGTTATGCGGGTAA

MLDSINVWRSVGCPDKR
CRSTELCG*

MLDSINVWRSVGCP
DKRCRSTELCG*

CTGCTCCGGA AGTCCTATGT 0 C 0 0 0 0 0
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5202 2681 ao AN1570.1 66.m04699 AO070290000058 0 -198 -91 ATGTCTGGCGGTCCGTCGGATGCCCGGATAAACGGTGTA
GATCGACGGAGTTATGCGGGTAAAGTCCTATGTCCGCCAA
TACTATCATCGACCGCAAAGTATAAATAA

ATGTCTGGCGGTCCGTCGGATGCCCGGATA
AACGGTGTAGATCGACGGAGTTATGCGGGT
AAAGTCCTATGTCCGCCAATACTATCATCGA
CCGCAAAGTATAAATAA

MSGGPSDARINGVDRRS
YAGKVLCPPILSSTAKYK*

MSGGPSDARINGVD
RRSYAGKVLCPPILS
STAKYK*

GACTCAATCA GAGGAGTAAG 0 C 0 0 0 0 0

5203 2681 ao AN1570.1 66.m04699 AO070290000058 0 -179 -168 ATGCCCGGATAA ATGCCCGGATAA MPG* MPG* GGTCCGTCGG ACGGTGTAGA 0 C 0 0 0 0 0
5204 2681 ao AN1570.1 66.m04699 AO070290000058 0 -130 -95 ATGTCCGCCAATACTATCATCGACCGCAAAGTATAA ATGTCCGCCAATACTATCATCGACCGCAAA

GTATAA
MSANTIIDRKV* MSANTIIDRKV* GTAAAGTCCT ATAAGAGGAG 0 C 0 0 0 0 0

5208 2682 af AN7636.1 57.m05400 AO070294000081 0 -193 -50 ATGGGACAAAGTTTACTGCAGAGAATGGAAAAAACTGTCG
GATATCTCCAAGACTCCAAGACTCCAACTGCGGGGCGACT
CCACAATGACGCACTTTTCCAGCATATTCTTTCTCACCGTC
AACTGAACCTCGAAAGATTTTGA

ATGGGACAAAGTTTACTGCAGAGAATGGAAAAAAC
TGTCGGATATCTCCAAGACTCCAAGACTCCAACTG
CGGGGCGACTCCACAATGACGCACTTTTCCAGCAT
ATTCTTTCTCACCGTCAACTGAACCTCGAAAGATTT
TGA

MGQSLLQRMEKTVGYLQ
DSKTPTAGRLHNDALFQ
HILSHRQLNLERF*

MGQSLLQRMEKTV
GYLQDSKTPTAGRL
HNDALFQHILSHRQ
LNLERF*

GTCAACGGCA GGTTCTGGGG 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5209 2682 af AN7636.1 57.m05400 AO070294000081 0 -169 -50 ATGGAAAAAACTGTCGGATATCTCCAAGACTCCAAGACTC
CAACTGCGGGGCGACTCCACAATGACGCACTTTTCCAGC
ATATTCTTTCTCACCGTCAACTGAACCTCGAAAGATTTTGA

ATGGAAAAAACTGTCGGATATCTCCAAGACTCCAA
GACTCCAACTGCGGGGCGACTCCACAATGACGCA
CTTTTCCAGCATATTCTTTCTCACCGTCAACTGAAC
CTCGAAAGATTTTGA

MEKTVGYLQDSKTPTAG
RLHNDALFQHILSHRQLN
LERF*

MEKTVGYLQDSKTP
TAGRLHNDALFQHIL
SHRQLNLERF*

ACTGCAGAGA GGTTCTGGGG 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5210 2682 af AN7636.1 57.m05400 AO070294000081 0 -108 -67 ATGACGCACTTTTCCAGCATATTCTTTCTCACCGTCAACTG
A

ATGACGCACTTTTCCAGCATATTCTTTCTCACCGTC
AACTGA

MTHFSSIFFLTVN* MTHFSSIFFLTVN* CGACTCCACA ACCTCGAAAG 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5205 2682 an AN7636.1 57.m05400 AO070294000081 0 -232 -203 ATGAGTACATGCTCAGTCAGGTACAACTGA ATGAGTACATGCTCAGTCAGGTACAACTGA MSTCSVRYN* MSTCSVRYN* CTATATGCTC ACCTGCGCCG 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5206 2682 an AN7636.1 57.m05400 AO070294000081 0 -224 -45 ATGCTCAGTCAGGTACAACTGAACCTGCGCCGACGGTTC
CGAGACCTTCTTGGGTCGTTGTTGATTCTGGTTCTGTGGG
GCGTGCAGCTCCGGCGACGATTATTAATGGAGTGCTCTA
GTGGACCATTTAAATGTGAGGTCATTCCTTATCTTGAACTG
TTTTCTGCCGTTGAGGGGTAG

ATGCTCAGTCAGGTACAACTGAACCTGCGCCGA
CGGTTCCGAGACCTTCTTGGGTCGTTGTTGATTC
TGGTTCTGTGGGGCGTGCAGCTCCGGCGACGAT
TATTAATGGAGTGCTCTAGTGGACCATTTAAATGT
GAGGTCATTCCTTATCTTGAACTGTTTTCTGCCGT
TGAGGGGTAG

MLSQVQLNLRRRFRDLL
GSLLILVLWGVQLRRRLL
MECSSGPFKCEVIPYLEL
FSAVEG*

MLSQVQLNLRRRFRDLL
GSLLILVLWGVQLRRRL
LMECSSGPFKCEVIPYL
ELFSAVEG*

TCATGAGTAC GTAGCTCGTC 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5207 2682 an AN7636.1 57.m05400 AO070294000081 0 -119 -45 ATGGAGTGCTCTAGTGGACCATTTAAATGTGAGGTCATTC
CTTATCTTGAACTGTTTTCTGCCGTTGAGGGGTAG

ATGGAGTGCTCTAGTGGACCATTTAAATGTGAGG
TCATTCCTTATCTTGAACTGTTTTCTGCCGTTGAG
GGGTAG

MECSSGPFKCEVIPYLEL
FSAVEG*

MECSSGPFKCEVIPYLE
LFSAVEG*

ACGATTATTA GTAGCTCGTC 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5211 2682 ao AN7636.1 57.m05400 AO070294000081 0 -215 -144 ATGCCATGCCATACGCTGGGAAGGTCGCGATGGGTCTCG
GCATTCTTCGCAGTGGGGCACTCCCCACCGTGA

ATGCCATGCCATACGCTGGGAAGGTCGCGA
TGGGTCTCGGCATTCTTCGCAGTGGGGCAC
TCCCCACCGTGA

MPCHTLGRSRWVSAFFA
VGHSPP*

MPCHTLGRSRWVS
AFFAVGHSPP*

CTTCTCCAAA CGTCGAGACA 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5212 2682 ao AN7636.1 57.m05400 AO070294000081 0 -210 -127 ATGCCATACGCTGGGAAGGTCGCGATGGGTCTCGGCATT
CTTCGCAGTGGGGCACTCCCCACCGTGACGTCGAGACAT
TATTAA

ATGCCATACGCTGGGAAGGTCGCGATGGG
TCTCGGCATTCTTCGCAGTGGGGCACTCCC
CACCGTGACGTCGAGACATTATTAA

MPYAGKVAMGLGILRSG
ALPTVTSRHY*

MPYAGKVAMGLGIL
RSGALPTVTSRHY*

CCAAAATGCC TCGTCTCCAA 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5213 2682 ao AN7636.1 57.m05400 AO070294000081 0 -186 -127 ATGGGTCTCGGCATTCTTCGCAGTGGGGCACTCCCCACC
GTGACGTCGAGACATTATTAA

ATGGGTCTCGGCATTCTTCGCAGTGGGGCA
CTCCCCACCGTGACGTCGAGACATTATTAA

MGLGILRSGALPTVTSRH
Y*

MGLGILRSGALPTV
TSRHY*

GAAGGTCGCG TCGTCTCCAA 0 CR FG01630.1 MG07773.1 NCU06303.1 0 0

5214 2683 ao AN5625.1 58.m07547 AO070301000023 0 -187 -119 ATGTGGCCGAAAGACCAACAACATCATACGCAACAGGTCG
TTATCTATAAGGCTGTGCCAACTCACTAG

ATGTGGCCGAAAGACCAACAACATCATACG
CAACAGGTCGTTATCTATAAGGCTGTGCCAA
CTCACTAG

MWPKDQQHHTQQVVIYK
AVPTH*

MWPKDQQHHTQQ
VVIYKAVPTH*

AATCACTTTC CTGGTATAGC 0 B 0 0 0 0 0

5215 2684 an AN1969.1 58.m07574 AO070301000053 0 -151 -110 ATGATCCCAGCGGGACTGAGCCTTGTTATCCGCATCCGGT
AG

ATGATCCCAGCGGGACTGAGCCTTGTTATCCGC
ATCCGGTAG

MIPAGLSLVIRIR* MIPAGLSLVIRIR* CGGTCCAAGG TAGTATCATG 0 GM FG04412.1 0 0 0 0

5216 2684 an AN1969.1 58.m07574 AO070301000053 0 -102 -73 ATGTCGGCTGAAGCTTTGCTTCACTTCTGA ATGTCGGCTGAAGCTTTGCTTCACTTCTGA MSAEALLHF* MSAEALLHF* TAGTAGTATC CTCCCACTTC 0 GM FG04412.1 0 0 0 0
5217 2684 ao AN1969.1 58.m07574 AO070301000053 0 -234 -205 ATGAAATTACCTCAGGAATGTCTTGGATAA ATGAAATTACCTCAGGAATGTCTTGGATAA MKLPQECLG* MKLPQECLG* ACAACCAACT TATGTCGGGC 0 GM FG04412.1 0 0 0 0

5218 2684 ao AN1969.1 58.m07574 AO070301000053 0 -217 -152 ATGTCTTGGATAATATGTCGGGCCGTTTATGATCCGCATTT
AATTTCCGGATGCGGCAGATACTAG

ATGTCTTGGATAATATGTCGGGCCGTTTATG
ATCCGCATTTAATTTCCGGATGCGGCAGATA
CTAG

MSWIICRAVYDPHLISGC
GRY*

MSWIICRAVYDPHLI
SGCGRY*

TACCTCAGGA ATAAGACCGT 0 GM FG04412.1 0 0 0 0

5219 2684 ao AN1969.1 58.m07574 AO070301000053 0 -203 -186 ATGTCGGGCCGTTTATGA ATGTCGGGCCGTTTATGA MSGRL* MSGRL* CTTGGATAAT TCCGCATTTA 0 GM FG04412.1 0 0 0 0
5220 2684 ao AN1969.1 58.m07574 AO070301000053 0 -189 -175 ATGATCCGCATTTAA ATGATCCGCATTTAA MIRI* MIRI* CGGGCCGTTT TTTCCGGATG 0 GM FG04412.1 0 0 0 0
5221 2684 ao AN1969.1 58.m07574 AO070301000053 0 -167 -69 ATGCGGCAGATACTAGATAAGACCGTTCCAGAAGTACTGC

AACGCTGCAAACTACATTTCCACTCAGCCCAGGGTGTACT
TCCTACTAGAATGCACTGA

ATGCGGCAGATACTAGATAAGACCGTTCCA
GAAGTACTGCAACGCTGCAAACTACATTTCC
ACTCAGCCCAGGGTGTACTTCCTACTAGAAT
GCACTGA

MRQILDKTVPEVLQRCKL
HFHSAQGVLPTRMH*

MRQILDKTVPEVLQ
RCKLHFHSAQGVLP
TRMH*

TAATTTCCGG TCGATAGTTT 0 GM FG04412.1 0 0 0 0

5224 2685 af AN3971.1 70.m15745 AO070303000052 0 -213 -145 ATGTTAGCTGGTCACCAAGGCAGAGATTTTGTACGTCGAA
CTGACGTTACTTTAAGATCACGGCTTTGA

ATGTTAGCTGGTCACCAAGGCAGAGATTTTGTACG
TCGAACTGACGTTACTTTAAGATCACGGCTTTGA

MLAGHQGRDFVRRTDVT
LRSRL*

MLAGHQGRDFVRR
TDVTLRSRL*

CTCTGGCCTG TTTCCTGCCT 0 R 0 0 0 0 0

5222 2685 an AN3971.1 70.m15745 AO070303000052 0 -156 -130 ATGTTCATGCTGTATACATCAGTTTGA ATGTTCATGCTGTATACATCAGTTTGA MFMLYTSV* MFMLYTSV* ACACAACGTC CGTCAACACC 0 R 0 0 0 0 0
5223 2685 an AN3971.1 70.m15745 AO070303000052 0 -150 -130 ATGCTGTATACATCAGTTTGA ATGCTGTATACATCAGTTTGA MLYTSV* MLYTSV* CGTCATGTTC CGTCAACACC 0 R 0 0 0 0 0
5225 2685 ao AN3971.1 70.m15745 AO070303000052 0 -131 -114 ATGGACATTCTTGACTAG ATGGACATTCTTGACTAG MDILD* MDILD* TCCTATTAAA ACCTGCTCCA 0 R 0 0 0 0 0
5226 2685 ao AN3971.1 70.m15745 AO070303000052 0 -101 -87 ATGAAATATATATAG ATGAAATATATATAG MKYI* MKYI* CTGCTCCAGT AGGACATTGT 0 R 0 0 0 0 0
5227 2686 af AN2812.1 52.m03911 AO070303000084 0 -214 -92 ATGTGGACTGCTTTGGATCTGGTTCGTACGCCTCTCGCAC

GTTTTTTTCCTTTTTCTTTTTCTTTTTTTCTTGGAAAGGCCTG
CCTCTACGAAGCCGATGGCAGCTGTGTGCTAAGTATATAA

ATGTGGACTGCTTTGGATCTGGTTCGTACGCCTCT
CGCACGTTTTTTTCCTTTTTCTTTTTCTTTTTTTCTTG
GAAAGGCCTGCCTCTACGAAGCCGATGGCAGCTG
TGTGCTAAGTATATAA

MWTALDLVRTPLARFFPF
SFSFFLGKACLYEADGSC
VLSI*

MWTALDLVRTPLAR
FFPFSFSFFLGKACL
YEADGSCVLSI*

TAGCGAAGGG GCACTATGCA 0 P 0 0 0 0 0

5228 2686 af AN2812.1 52.m03911 AO070303000084 0 -117 -100 ATGGCAGCTGTGTGCTAA ATGGCAGCTGTGTGCTAA MAAVC* MAAVC* TACGAAGCCG GTATATAAGC 0 P 0 0 0 0 0
5229 2686 af AN2812.1 52.m03911 AO070303000084 0 -86 -24 ATGCACGCTGCAATACTAGCATGGGGAACGATCTTCTCTG

CAAGTTGTAAGGACACGATATAG
ATGCACGCTGCAATACTAGCATGGGGAACGATCTT
CTCTGCAAGTTGTAAGGACACGATATAG

MHAAILAWGTIFSASCKD
TI*

MHAAILAWGTIFSAS
CKDTI*

TATAAGCACT GATATCCAAC 0 P 0 0 0 0 0

5230 2686 af AN2812.1 52.m03911 AO070303000084 0 -66 -37 ATGGGGAACGATCTTCTCTGCAAGTTGTAA ATGGGGAACGATCTTCTCTGCAAGTTGTAA MGNDLLCKL* MGNDLLCKL* CAATACTAGC GGACACGATA 0 P 0 0 0 0 0
5231 2686 ao AN2812.1 52.m03911 AO070303000084 0 -253 -41 ATGAATGGACTGACCTCGCCTAATGTTACATGGAGGGTGG

GCGGATGCTGTCAAAGAGTATGGAAACGCTGGGCAATCG
TATTAGGGTTTGGCCTAGGTTTCTTATCCTACTTCTCGCCC
GTAAGAAATCGCCAATGGTATATAAAAGAGCCTTGCACAC
CCCTCTGCTTGTGGGGAAAAACGGACTACGGTGCTGGAA
TATCTGTAGCTTGA

ATGAATGGACTGACCTCGCCTAATGTTACAT
GGAGGGTGGGCGGATGCTGTCAAAGAGTA
TGGAAACGCTGGGCAATCGTATTAGGGTTT
GGCCTAGGTTTCTTATCCTACTTCTCGCCCG
TAAGAAATCGCCAATGGTATATAAAAGAGCC
TTGCACACCCCTCTGCTTGTGGGGAAAAAC
GGACTACGGTGCTGGAATATCTGTAGCTTG
A

MNGLTSPNVTWRVGGC
CQRVWKRWAIVLGFGLG
FLSYFSPVRNRQWYIKEP
CTPLCLWGKTDYGAGIS
VA*

MNGLTSPNVTWRV
GGCCQRVWKRWAI
VLGFGLGFLSYFSP
VRNRQWYIKEPCTP
LCLWGKTDYGAGIS
VA*

CAATTCGCGA CTCAAGACCA 0 P 0 0 0 0 0

5232 2686 ao AN2812.1 52.m03911 AO070303000084 0 -231 -169 ATGTTACATGGAGGGTGGGCGGATGCTGTCAAAGAGTAT
GGAAACGCTGGGCAATCGTATTAG

ATGTTACATGGAGGGTGGGCGGATGCTGTC
AAAGAGTATGGAAACGCTGGGCAATCGTAT
TAG

MLHGGWADAVKEYGNA
GQSY*

MLHGGWADAVKEY
GNAGQSY*

ACCTCGCCTA GGTTTGGCCT 0 P 0 0 0 0 0

5235 2687 af AN6229.1 72.m19424 AO070304000080 0 -103 -29 ATGGGCGTTGGGGTAGAATTTCCAAACCTCAAATTTCCATT
TCTCTCGTCTATCGCTGCTGATTATACGTACTGA

ATGGGCGTTGGGGTAGAATTTCCAAACCTCAAATT
TCCATTTCTCTCGTCTATCGCTGCTGATTATACGTA
CTGA

MGVGVEFPNLKFPFLSSI
AADYTY*

MGVGVEFPNLKFPF
LSSIAADYTY*

CTGATCATCG ACTGATAGAC 0 CR 0 0 0 0 0

5233 2687 an AN6229.1 72.m19424 AO070304000080 0 -215 -201 ATGCTGTTCATATAA ATGCTGTTCATATAA MLFI* MLFI* TATTTGCAGC AGTGTGACTG 0 CR 0 0 0 0 0
5234 2687 an AN6229.1 72.m19424 AO070304000080 0 -178 -155 ATGTCCTCTTGTGATCAGTATTGA ATGTCCTCTTGTGATCAGTATTGA MSSCDQY* MSSCDQY* AACGGGGAAC GGCCGGACAG 0 CR 0 0 0 0 0
5239 2688 af AN6182.1 72.m19274 AO070308000124 0 -204 -109 ATGAATGGAACCAAAATGGACCGGGGGGAGACCCCGCGA

CAACTTTTCCGGAGCCCCGCCGCATTGACCGGTCTCCTG
GTTGGGCAGTGCCATTGA

ATGAATGGAACCAAAATGGACCGGGGGGAGACCC
CGCGACAACTTTTCCGGAGCCCCGCCGCATTGAC
CGGTCTCCTGGTTGGGCAGTGCCATTGA

MNGTKMDRGETPRQLFR
SPAALTGLLVGQCH*

MNGTKMDRGETPR
QLFRSPAALTGLLV
GQCH*

GCGCGCTCAA ACCATCTCTC 0 C FG05668.1 MG05098.1 0 0 0

5240 2688 af AN6182.1 72.m19274 AO070308000124 0 -200 -138 ATGGAACCAAAATGGACCGGGGGGAGACCCCGCGACAA
CTTTTCCGGAGCCCCGCCGCATTGA

ATGGAACCAAAATGGACCGGGGGGAGACCCCGC
GACAACTTTTCCGGAGCCCCGCCGCATTGA

MEPKWTGGRPRDNFSG
APPH*

MEPKWTGGRPRDN
FSGAPPH*

GCTCAAATGA CCGGTCTCCT 0 C FG05668.1 MG05098.1 0 0 0

5241 2688 af AN6182.1 72.m19274 AO070308000124 0 -189 -109 ATGGACCGGGGGGAGACCCCGCGACAACTTTTCCGGAG
CCCCGCCGCATTGACCGGTCTCCTGGTTGGGCAGTGCCA
TTGA

ATGGACCGGGGGGAGACCCCGCGACAACTTTTCC
GGAGCCCCGCCGCATTGACCGGTCTCCTGGTTGG
GCAGTGCCATTGA

MDRGETPRQLFRSPAAL
TGLLVGQCH*

MDRGETPRQLFRS
PAALTGLLVGQCH*

TGGAACCAAA ACCATCTCTC 0 C FG05668.1 MG05098.1 0 0 0

5236 2688 an AN6182.1 72.m19274 AO070308000124 0 -169 -32 ATGCCCCTCCGCGCCCGGAAGAATTCACCTCTCGGTTCC
CCGCGGTCTTCACCTCCACATGTCCTTAAACCCAAGGGCT
CGCCCTTAATAAATTCTCTCCTCTCAATTAGTCACTCCTCTT
CCCCTACTGTATCTTGA

ATGCCCCTCCGCGCCCGGAAGAATTCACCTCTC
GGTTCCCCGCGGTCTTCACCTCCACATGTCCTTA
AACCCAAGGGCTCGCCCTTAATAAATTCTCTCCT
CTCAATTAGTCACTCCTCTTCCCCTACTGTATCTT
GA

MPLRARKNSPLGSPRSS
PPHVLKPKGSPLINSLLSI
SHSSSPTVS*

MPLRARKNSPLGSPRS
SPPHVLKPKGSPLINSLL
SISHSSSPTVS*

ATGACAGGAA TGTTAATTCA 0 C FG05668.1 MG05098.1 0 0 0

5237 2688 an AN6182.1 72.m19274 AO070308000124 0 -111 -82 ATGTCCTTAAACCCAAGGGCTCGCCCTTAA ATGTCCTTAAACCCAAGGGCTCGCCCTTAA MSLNPRARP* MSLNPRARP* TCACCTCCAC TAAATTCTCT 0 C FG05668.1 MG05098.1 0 0 0
5242 2688 ao AN6182.1 72.m19274 AO070308000124 0 -138 -55 ATGTGCCCCGCCGCCGTCGCTTCATCTTCGCTGACTTTCT

CTCCTACCTTTTTCTTCCCCTCTTTTCTTCTCTTCTTCCTGT
AG

ATGTGCCCCGCCGCCGTCGCTTCATCTTCG
CTGACTTTCTCTCCTACCTTTTTCTTCCCCTC
TTTTCTTCTCTTCTTCCTGTAG

MCPAAVASSSLTFSPTFF
FPSFLLFFL*

MCPAAVASSSLTFS
PTFFFPSFLLFFL*

GAAACAGACC CTTGCCCTTC 0 C FG05668.1 MG05098.1 0 0 0

5244 2691 af AN9522.1 53.m04094 AO070310000070 0 -114 -37 ATGCACATCGCGCCGCAGGCCAGCGGGTTGGCTACATCT
GTTATTCCCTATCGAGGTTTCTCGGGATTGGACGTCTAG

ATGCACATCGCGCCGCAGGCCAGCGGGTTGGCTA
CATCTGTTATTCCCTATCGAGGTTTCTCGGGATTGG
ACGTCTAG

MHIAPQASGLATSVIPYR
GFSGLDV*

MHIAPQASGLATSVI
PYRGFSGLDV*

AACCATCATC TGACAGATCA 0 I FG07173.1 MG09516.1 0 0 0

5243 2691 an AN9522.1 53.m04094 AO070310000070 0 -200 -135 ATGATCAGCCTCGCTAGAGCGGTACTCCTTAGAAGAGGGT
TTTGTCCCACGGTCCGGGGTAGATAG

ATGATCAGCCTCGCTAGAGCGGTACTCCTTAGAA
GAGGGTTTTGTCCCACGGTCCGGGGTAGATAG

MISLARAVLLRRGFCPTV
RGR*

MISLARAVLLRRGFCPT
VRGR*

ACCGATATCG ATATTCCCCG 0 I FG07173.1 MG09516.1 0 0 0

5248 2696 af AN2359.1 70.m15643 AO070318000132 0 -213 -193 ATGTGGGGGAAGTCGGGGTAA ATGTGGGGGAAGTCGGGGTAA MWGKSG* MWGKSG* GGGCATCCGC CAAGTCCAGA 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5249 2696 af AN2359.1 70.m15643 AO070318000132 0 -153 -79 ATGGGGTACAAGATGCCGACTATCGAGGAGGACAGACAG
AACCCATTCTGCCGGTGTTGCCGAAGCATACTATAA

ATGGGGTACAAGATGCCGACTATCGAGGAGGACA
GACAGAACCCATTCTGCCGGTGTTGCCGAAGCATA
CTATAA

MGYKMPTIEEDRQNPFC
RCCRSIL*

MGYKMPTIEEDRQN
PFCRCCRSIL*

CGCGGCATTG CTATAAATTC 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5250 2696 af AN2359.1 70.m15643 AO070318000132 0 -141 -79 ATGCCGACTATCGAGGAGGACAGACAGAACCCATTCTGC
CGGTGTTGCCGAAGCATACTATAA

ATGCCGACTATCGAGGAGGACAGACAGAACCCATT
CTGCCGGTGTTGCCGAAGCATACTATAA

MPTIEEDRQNPFCRCCR
SIL*

MPTIEEDRQNPFCR
CCRSIL*

GGGGTACAAG CTATAAATTC 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5245 2696 an AN2359.1 70.m15643 AO070318000132 0 -187 -41 ATGCCGGTATCCTTGGATCACCGGCGGGCGAGATGGCGA
TCGTCACTGCGTGAGCTGGAGCTCCCTTTATCCATCGGCA
ATAGTCCGGGACATTATGACAATAAGCAAGGTATAAGAAA
CGCTCGACGCTCGCGGCAGTCACAGTAG

ATGCCGGTATCCTTGGATCACCGGCGGGCGAGA
TGGCGATCGTCACTGCGTGAGCTGGAGCTCCCT
TTATCCATCGGCAATAGTCCGGGACATTATGACA
ATAAGCAAGGTATAAGAAACGCTCGACGCTCGC
GGCAGTCACAGTAG

MPVSLDHRRARWRSSLR
ELELPLSIGNSPGHYDNK
QGIRNARRSRQSQ*

MPVSLDHRRARWRSSL
RELELPLSIGNSPGHYD
NKQGIRNARRSRQSQ*

GCATCTCCAA CGGACCAGAG 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

129



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

5246 2696 an AN2359.1 70.m15643 AO070318000132 0 -155 -135 ATGGCGATCGTCACTGCGTGA ATGGCGATCGTCACTGCGTGA MAIVTA* MAIVTA* GGCGGGCGAG GCTGGAGCTC 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5247 2696 an AN2359.1 70.m15643 AO070318000132 0 -93 -73 ATGACAATAAGCAAGGTATAA ATGACAATAAGCAAGGTATAA MTISKV* MTISKV* CCGGGACATT GAAACGCTCG 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5251 2696 ao AN2359.1 70.m15643 AO070318000132 0 -184 -140 ATGTTGGAGATGCTGCGGCAATGCCGACTTTTTATCCAGA
GATAG

ATGTTGGAGATGCTGCGGCAATGCCGACTT
TTTATCCAGAGATAG

MLEMLRQCRLFIQR* MLEMLRQCRLFIQR
*

TGAAGTCAAA ATGACGTACA 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5252 2696 ao AN2359.1 70.m15643 AO070318000132 0 -175 -140 ATGCTGCGGCAATGCCGACTTTTTATCCAGAGATAG ATGCTGCGGCAATGCCGACTTTTTATCCAGA
GATAG

MLRQCRLFIQR* MLRQCRLFIQR* AATGTTGGAG ATGACGTACA 0 G FG07993.1 MG08985.1 NCU09923.1 0 0

5254 2698 af AN0942.1 70.m15574 AO070320000137 0 -244 -230 ATGGATCTTCGATAA ATGGATCTTCGATAA MDLR* MDLR* CTGGCCACCT CCATAGTAAT 0 Q 0 MG01231.1 NCU00643.1 0 0

5255 2698 af AN0942.1 70.m15574 AO070320000137 0 -218 -186 ATGGAGGATTATCATTCGGCCAGCGGTATCTGA ATGGAGGATTATCATTCGGCCAGCGGTATCTGA MEDYHSASGI* MEDYHSASGI* CATAGTAATC ATATCCATCA 0 Q 0 MG01231.1 NCU00643.1 0 0

5256 2698 af AN0942.1 70.m15574 AO070320000137 0 -176 -150 ATGAACTTTGTGTACTCTTTTCCTTAG ATGAACTTTGTGTACTCTTTTCCTTAG MNFVYSFP* MNFVYSFP* AATATCCATC AGGGGCAACC 0 Q 0 MG01231.1 NCU00643.1 0 0

5253 2698 an AN0942.1 70.m15574 AO070320000137 0 -136 -8 ATGGAGGGGCAGGTATTTAATCTGGTTGTACCCCAACTTA
GATCTCCCAACCTTTACTCTCTTCACCTCTCCTCGCTCTCG
TTCTTCGGTCTGCGTGTTTTCAACTCCTCCAACCGCGGAC
TCTCCTGA

ATGGAGGGGCAGGTATTTAATCTGGTTGTACCCC
AACTTAGATCTCCCAACCTTTACTCTCTTCACCTC
TCCTCGCTCTCGTTCTTCGGTCTGCGTGTTTTCA
ACTCCTCCAACCGCGGACTCTCCTGA

MEGQVFNLVVPQLRSPN
LYSLHLSSLSFFGLRVFN
SSNRGLS*

MEGQVFNLVVPQLRSP
NLYSLHLSSLSFFGLRV
FNSSNRGLS*

CCCGTACAAC TTGAAACATG 0 Q 0 MG01231.1 NCU00643.1 0 0

5257 2698 ao AN0942.1 70.m15574 AO070320000137 0 -249 -220 ATGGAAAATGGAGCAGTGGTATCGGTTTGA ATGGAAAATGGAGCAGTGGTATCGGTTTGA MENGAVVSV* MENGAVVSV* AAGATGGAGC CGGTTGACCG 0 Q 0 MG01231.1 NCU00643.1 0 0

5258 2698 ao AN0942.1 70.m15574 AO070320000137 0 -242 -213 ATGGAGCAGTGGTATCGGTTTGACGGTTGA ATGGAGCAGTGGTATCGGTTTGACGGTTGA MEQWYRFDG* MEQWYRFDG* AGCATGGAAA CCGTCTTTCG 0 Q 0 MG01231.1 NCU00643.1 0 0

5259 2698 ao AN0942.1 70.m15574 AO070320000137 0 -181 -161 ATGCAAGCTGGGTCTGATTAA ATGCAAGCTGGGTCTGATTAA MQAGSD* MQAGSD* CTCAGTGACA AAAAAAAAAT 0 Q 0 MG01231.1 NCU00643.1 0 0

5260 2698 ao AN0942.1 70.m15574 AO070320000137 0 -143 -102 ATGCTCCGTCTTGGAGGGGTAGCTCCGTCGGGCAGCTAT
TAA

ATGCTCCGTCTTGGAGGGGTAGCTCCGTCG
GGCAGCTATTAA

MLRLGGVAPSGSY* MLRLGGVAPSGSY* AATATTCTCA AGCTTGTTGG 0 Q 0 MG01231.1 NCU00643.1 0 0

5262 2703 af AN7707.1 71.m16102 AO070325000113 0 -248 -183 ATGCCGAATCCAGCCACCTTCAAATTGGTCTGTGGTGAAG
ATCTTGCCCTTTCCATCCCAGGCTAG

ATGCCGAATCCAGCCACCTTCAAATTGGTCTGTGG
TGAAGATCTTGCCCTTTCCATCCCAGGCTAG

MPNPATFKLVCGEDLALS
IPG*

MPNPATFKLVCGED
LALSIPG*

ATCTCCATCG TTTATCGGGG 0 Z FG07284.1 0 0 0 0

5263 2703 af AN7707.1 71.m16102 AO070325000113 0 -110 -93 ATGAACGTTCGTTCTTAA ATGAACGTTCGTTCTTAA MNVRS* MNVRS* TTTTCAATTC CACTGACAAG 0 Z FG07284.1 0 0 0 0
5261 2703 an AN7707.1 71.m16102 AO070325000113 0 -151 -107 ATGAAGATCTTGCCCATTTTATCCCGGCGATCCCTCTATCA

ATAG
ATGAAGATCTTGCCCATTTTATCCCGGCGATCCC
TCTATCAATAG

MKILPILSRRSLYQ* MKILPILSRRSLYQ* TCTCATTTCT AAATCTAGCA 0 Z FG07284.1 0 0 0 0

5272 2712 af AN5440.1 69.m15495 AO070333000102 0 -207 -193 ATGTGCGACAACTGA ATGTGCGACAACTGA MCDN* MCDN* TTTGTCCTTC CAAGAAAAAG 0 P 0 0 0 0 0
5273 2712 af AN5440.1 69.m15495 AO070333000102 0 -177 -52 ATGCCTCCCAGGCTCGGTGACCTTGACCTTCTTTTCTCTC

CTTCATTGTCCATTCTTTACCTTTTGACGATCGATACCCGT
CGTGTTCTGTCTCTCTTTTTGGATTGGATTTTGCATTCGAC
TTGA

ATGCCTCCCAGGCTCGGTGACCTTGACCTTCTTTT
CTCTCCTTCATTGTCCATTCTTTACCTTTTGACGATC
GATACCCGTCGTGTTCTGTCTCTCTTTTTGGATTGG
ATTTTGCATTCGACTTGA

MPPRLGDLDLLFSPSLSIL
YLLTIDTRRVLSLFLDWIL
HST*

MPPRLGDLDLLFSP
SLSILYLLTIDTRRVL
SLFLDWILHST*

AAAAGAGTCG AAAGGCTGTT 0 P 0 0 0 0 0

5271 2712 an AN5440.1 69.m15495 AO070333000102 0 -103 -83 ATGTGTTGGTCGCCATCCTGA ATGTGTTGGTCGCCATCCTGA MCWSPS* MCWSPS* GTCGGAGTGC ATATACCTTC 0 P 0 0 0 0 0
5274 2712 ao AN5440.1 69.m15495 AO070333000102 0 -224 -132 ATGTGCGACCAGCAAGACATCGCCTCCTGGACCGACAGA

CTTCTCTCATATTTCTTCCTTAACAACATCTTCAATCTCTTT
CTCTTTCTGTAA

ATGTGCGACCAGCAAGACATCGCCTCCTGG
ACCGACAGACTTCTCTCATATTTCTTCCTTAA
CAACATCTTCAATCTCTTTCTCTTTCTGTAA

MCDQQDIASWTDRLLSY
FFLNNIFNLFLFL*

MCDQQDIASWTDR
LLSYFFLNNIFNLFLF
L*

GCCTCTCTTC TCAAATTTGT 0 P 0 0 0 0 0

5278 2713 af AN3972.1 69.m15765 AO070333000216 0 -196 -104 ATGTCGTTATCAGTGATGGCCCTCTTTCGGCCCTTTAAAGT
CGGAGAGCGAACGAGCTTAGTGTTTGCCAGACTTTGGAG
TGGCATATTATAA

ATGTCGTTATCAGTGATGGCCCTCTTTCGGCCCTTT
AAAGTCGGAGAGCGAACGAGCTTAGTGTTTGCCA
GACTTTGGAGTGGCATATTATAA

MSLSVMALFRPFKVGER
TSLVFARLWSGIL*

MSLSVMALFRPFKV
GERTSLVFARLWSG
IL*

CAGTGATGTG ATTGGTGATA 0 E FG10203.1 MG00771.1 0 YKL215C 0

5279 2713 af AN3972.1 69.m15765 AO070333000216 0 -181 -104 ATGGCCCTCTTTCGGCCCTTTAAAGTCGGAGAGCGAACGA
GCTTAGTGTTTGCCAGACTTTGGAGTGGCATATTATAA

ATGGCCCTCTTTCGGCCCTTTAAAGTCGGAGAGCG
AACGAGCTTAGTGTTTGCCAGACTTTGGAGTGGCA
TATTATAA

MALFRPFKVGERTSLVFA
RLWSGIL*

MALFRPFKVGERTS
LVFARLWSGIL*

GTTATCAGTG ATTGGTGATA 0 E FG10203.1 MG00771.1 0 YKL215C 0

5275 2713 an AN3972.1 69.m15765 AO070333000216 0 -214 -203 ATGTACTATTAG ATGTACTATTAG MYY* MYY* TCTGAATAGA AACTGCTTGC 0 E FG10203.1 MG00771.1 0 YKL215C 0
5276 2713 an AN3972.1 69.m15765 AO070333000216 0 -112 -98 ATGTCGTCATTTTGA ATGTCGTCATTTTGA MSSF* MSSF* AAGGCGGCAG TTCATCGATG 0 E FG10203.1 MG00771.1 0 YKL215C 0
5277 2713 an AN3972.1 69.m15765 AO070333000216 0 -90 -22 ATGACTAAGCCTGACTGGGGAACCCCTCATGTTCTCCAAA

TCCTGTCAAGATCCAGATTCCATCTTTGA
ATGACTAAGCCTGACTGGGGAACCCCTCATGTTC
TCCAAATCCTGTCAAGATCCAGATTCCATCTTTGA

MTKPDWGTPHVLQILSR
SRFHL*

MTKPDWGTPHVLQILSR
SRFHL*

TGATTCATCG GACAGCGGAG 0 E FG10203.1 MG00771.1 0 YKL215C 0

5280 2713 ao AN3972.1 69.m15765 AO070333000216 0 -191 -126 ATGAGGGAGGGTTCCATGGTGTGTCCCGCTGTCGTTATCA
TCGTCCCGCACCAGGACTGCGGATAA

ATGAGGGAGGGTTCCATGGTGTGTCCCGCT
GTCGTTATCATCGTCCCGCACCAGGACTGC
GGATAA

MREGSMVCPAVVIIVPHQ
DCG*

MREGSMVCPAVVII
VPHQDCG*

AGCGACCAAA ATCATAAAGG 0 E FG10203.1 MG00771.1 0 YKL215C 0

5281 2713 ao AN3972.1 69.m15765 AO070333000216 0 -176 -126 ATGGTGTGTCCCGCTGTCGTTATCATCGTCCCGCACCAGG
ACTGCGGATAA

ATGGTGTGTCCCGCTGTCGTTATCATCGTC
CCGCACCAGGACTGCGGATAA

MVCPAVVIIVPHQDCG* MVCPAVVIIVPHQDC
G*

GGAGGGTTCC ATCATAAAGG 0 E FG10203.1 MG00771.1 0 YKL215C 0

5283 2715 af AN5228.1 57.m05703 AO070337000249 0 -126 -7 ATGCTCTCCAGAGCTTGTAGGATAAAAAGCCAACGGCCTC
CCTCCCCGTACTGCCTCGCCCCAATCAGTACCATACAGAG
TATAAGTTGCGCTATCATCACGCCTCGGAGTGATCCCTAG

ATGCTCTCCAGAGCTTGTAGGATAAAAAGCCAACG
GCCTCCCTCCCCGTACTGCCTCGCCCCAATCAGTA
CCATACAGAGTATAAGTTGCGCTATCATCACGCCT
CGGAGTGATCCCTAG

MLSRACRIKSQRPPSPYC
LAPISTIQSISCAIITPRSDP
*

MLSRACRIKSQRPP
SPYCLAPISTIQSISC
AIITPRSDP*

TCAAGGCACA ATCCAAATGC 0 CR 0 0 0 0 0

5284 2715 ao AN5228.1 57.m05703 AO070337000249 0 -166 -119 ATGGCGAAAAACAAATGGAAAAAAAAAAGTCTCCGAAGTA
TAGTATAA

ATGGCGAAAAACAAATGGAAAAAAAAAAGTC
TCCGAAGTATAGTATAA

MAKNKWKKKSLRSIV* MAKNKWKKKSLRSI
V*

TTGGAAATCA AAGGAAGTCG 0 CR 0 0 0 0 0

5285 2715 ao AN5228.1 57.m05703 AO070337000249 0 -96 -73 ATGGACCTCCAGTATACAATATAA ATGGACCTCCAGTATACAATATAA MDLQYTI* MDLQYTI* CATTTGCTCC AACACCAATT 0 CR 0 0 0 0 0
5286 2716 af AN2882.1 59.m08729 AO070338000132 0 -247 -203 ATGTTTGGACTCTACGGAGAAGGCAACTCTGCCGATGCTG

ATTAG
ATGTTTGGACTCTACGGAGAAGGCAACTCTGCCGA
TGCTGATTAG

MFGLYGEGNSADAD* MFGLYGEGNSADA
D*

AGAGCAGTAA ATAACCGTGT 0 E 0 0 0 0 0

5287 2716 af AN2882.1 59.m08729 AO070338000132 0 -213 -199 ATGCTGATTAGATAA ATGCTGATTAGATAA MLIR* MLIR* AACTCTGCCG CCGTGTATGC 0 E 0 0 0 0 0
5288 2716 af AN2882.1 59.m08729 AO070338000132 0 -192 -169 ATGCCTCAGGCACCACTCAGATAA ATGCCTCAGGCACCACTCAGATAA MPQAPLR* MPQAPLR* ATAACCGTGT TCGCTGCCCC 0 E 0 0 0 0 0
5289 2716 ao AN2882.1 59.m08729 AO070338000132 0 -238 -215 ATGGCCGTAATCGATAAGACGTGA ATGGCCGTAATCGATAAGACGTGA MAVIDKT* MAVIDKT* AGGTACAGGA TTGACCTAAA 0 E 0 0 0 0 0
5290 2716 ao AN2882.1 59.m08729 AO070338000132 0 -179 -30 ATGACTAAGGTCCATAGATGGCCCCGCGGAAACCCCTCC

AGACTTGTCCTTCTATTTCCCATCGACATATTCTCTGTTTGT
ACCTTGTCTTTCTGGAGGAGCTTGTTCTCTTGTTGGATATT
TGGTATACTTCTTCCGGTTACCATTTAA

ATGACTAAGGTCCATAGATGGCCCCGCGGA
AACCCCTCCAGACTTGTCCTTCTATTTCCCA
TCGACATATTCTCTGTTTGTACCTTGTCTTTC
TGGAGGAGCTTGTTCTCTTGTTGGATATTTG
GTATACTTCTTCCGGTTACCATTTAA

MTKVHRWPRGNPSRLVL
LFPIDIFSVCTLSFWRSLF
SCWIFGILLPVTI*

MTKVHRWPRGNPS
RLVLLFPIDIFSVCTL
SFWRSLFSCWIFGIL
LPVTI*

ATAGGCAGGT GCCCAGTGCC 0 E 0 0 0 0 0

5291 2718 an AN6078.1 72.m19069 AO070340000126 0 -143 -132 ATGTTGGAGTAG ATGTTGGAGTAG MLE* MLE* CATTACCCGG AACTCTACTC 0 F 0 0 0 YNL141W 0
5292 2718 ao AN6078.1 72.m19069 AO070340000126 0 -212 -189 ATGATCCATATAATGAGTAGTTGA ATGATCCATATAATGAGTAGTTGA MIHIMSS* MIHIMSS* ATTTGTATAC CTCAAACTTC 0 F 0 0 0 YNL141W 0
5293 2718 ao AN6078.1 72.m19069 AO070340000126 0 -200 -189 ATGAGTAGTTGA ATGAGTAGTTGA MSS* MSS* GATCCATATA CTCAAACTTC 0 F 0 0 0 YNL141W 0
5295 2719 an AN5925.1 72.m19206 AO070340000359 0 -262 -245 ATGATACCTTCTGAATGA ATGATACCTTCTGAATGA MIPSE* MIPSE* CACACGTGCG GATGGGAGGC 0 A 0 0 NCU06365.1 YDR291W 0

5296 2719 an AN5925.1 72.m19206 AO070340000359 0 -248 -210 ATGAGATGGGAGGCCTGCGCTGGATTCAGACGGCGGTAG ATGAGATGGGAGGCCTGCGCTGGATTCAGACGG
CGGTAG

MRWEACAGFRRR* MRWEACAGFRRR* TACCTTCTGA TTGGCTTTTC 0 A 0 0 NCU06365.1 YDR291W 0

5297 2719 an AN5925.1 72.m19206 AO070340000359 0 -243 -196 ATGGGAGGCCTGCGCTGGATTCAGACGGCGGTAGTTGGC
TTTTCTTGA

ATGGGAGGCCTGCGCTGGATTCAGACGGCGGTA
GTTGGCTTTTCTTGA

MGGLRWIQTAVVGFS* MGGLRWIQTAVVGFS* TCTGAATGAG AGCCTTTTCT 0 A 0 0 NCU06365.1 YDR291W 0

5298 2719 an AN5925.1 72.m19206 AO070340000359 0 -184 -110 ATGTTGAACAACTCGTTTGATCGAACTCCGATATTGAATGG
TGCGTTAATCATAGGCATTGCAGGTTCCGTTTAG

ATGTTGAACAACTCGTTTGATCGAACTCCGATATT
GAATGGTGCGTTAATCATAGGCATTGCAGGTTCC
GTTTAG

MLNNSFDRTPILNGALIIGI
AGSV*

MLNNSFDRTPILNGALII
GIAGSV*

GCCTTTTCTT CCTCGTCGCT 0 A 0 0 NCU06365.1 YDR291W 0

5299 2719 an AN5925.1 72.m19206 AO070340000359 0 -147 -136 ATGGTGCGTTAA ATGGTGCGTTAA MVR* MVR* CCGATATTGA TCATAGGCAT 0 A 0 0 NCU06365.1 YDR291W 0

5301 2722 an AN5231.1 65.m07188 AO070343000100 0 -224 -174 ATGCCGCCACGGAATGCAGGCACAACTGTAACGGTTAATC
GTCTAGCCTGA

ATGCCGCCACGGAATGCAGGCACAACTGTAACG
GTTAATCGTCTAGCCTGA

MPPRNAGTTVTVNRLA* MPPRNAGTTVTVNRLA* CCACATTGCC TGACGACGCG 0  0 0 0 0 0

5302 2722 an AN5231.1 65.m07188 AO070343000100 0 -211 -194 ATGCAGGCACAACTGTAA ATGCAGGCACAACTGTAA MQAQL* MQAQL* CCGCCACGGA CGGTTAATCG 0  0 0 0 0 0
5303 2722 an AN5231.1 65.m07188 AO070343000100 0 -174 -97 ATGACGACGCGTCGAATAATATCCCCGTGTAAACCACTGT

TTCAGTCAAATTTCCTCCCCAACGGCAATTTTCAATGA
ATGACGACGCGTCGAATAATATCCCCGTGTAAAC
CACTGTTTCAGTCAAATTTCCTCCCCAACGGCAA
TTTTCAATGA

MTTRRIISPCKPLFQSNFL
PNGNFQ*

MTTRRIISPCKPLFQSNF
LPNGNFQ*

GTCTAGCCTG TGTCATAATG 0  0 0 0 0 0

5304 2722 an AN5231.1 65.m07188 AO070343000100 0 -100 -89 ATGATGTCATAA ATGATGTCATAA MMS* MMS* GCAATTTTCA TGGCGCTGGA 0  0 0 0 0 0
5305 2722 an AN5231.1 65.m07188 AO070343000100 0 -89 -33 ATGGCGCTGGAATGTCAGCAGAAGGCAGCAACAATCTCG

TCCTATTATTCCCCCTGA
ATGGCGCTGGAATGTCAGCAGAAGGCAGCAACA
ATCTCGTCCTATTATTCCCCCTGA

MALECQQKAATISSYYSP
*

MALECQQKAATISSYYS
P*

TGATGTCATA ACCTTGCAAC 0  0 0 0 0 0

5306 2722 an AN5231.1 65.m07188 AO070343000100 0 -78 -10 ATGTCAGCAGAAGGCAGCAACAATCTCGTCCTATTATTCC
CCCTGAACCTTGCAACATCTTTCAATTGA

ATGTCAGCAGAAGGCAGCAACAATCTCGTCCTAT
TATTCCCCCTGAACCTTGCAACATCTTTCAATTGA

MSAEGSNNLVLLFPLNLA
TSFN*

MSAEGSNNLVLLFPLNL
ATSFN*

TGGCGCTGGA AGCAACACCA 0  0 0 0 0 0

5307 2722 ao AN5231.1 65.m07188 AO070343000100 0 -203 -162 ATGAGGCAACCAGGCAGCCGTGTTTCAACGGGGCTTGGA
TGA

ATGAGGCAACCAGGCAGCCGTGTTTCAACG
GGGCTTGGATGA

MRQPGSRVSTGLG* MRQPGSRVSTGLG* GAGATCAACA CGTCATCCAT 0  0 0 0 0 0

5308 2722 ao AN5231.1 65.m07188 AO070343000100 0 -165 -127 ATGACGTCATCCATGTCAATCACTTCGATAAACAGATGA ATGACGTCATCCATGTCAATCACTTCGATAA
ACAGATGA

MTSSMSITSINR* MTSSMSITSINR* CGGGGCTTGG ACTATCGGTG 0  0 0 0 0 0

5309 2722 ao AN5231.1 65.m07188 AO070343000100 0 -153 -127 ATGTCAATCACTTCGATAAACAGATGA ATGTCAATCACTTCGATAAACAGATGA MSITSINR* MSITSINR* GACGTCATCC ACTATCGGTG 0  0 0 0 0 0
5310 2722 ao AN5231.1 65.m07188 AO070343000100 0 -130 -116 ATGAACTATCGGTGA ATGAACTATCGGTGA MNYR* MNYR* CGATAAACAG ACAAGTGGCT 0  0 0 0 0 0
5311 2723 af AN0746.1 70.m15362 AO070343000434 0 -263 -213 ATGGCCACAGCTAATGACAGTAATGCCGATGGCGTCGAG

ACGGAGAAATAA
ATGGCCACAGCTAATGACAGTAATGCCGATGGCGT
CGAGACGGAGAAATAA

MATANDSNADGVETEK* MATANDSNADGVE
TEK*

TAATCCCGCG TGGTGGACGT 0 MG 0 0 0 0 0

5312 2723 af AN0746.1 70.m15362 AO070343000434 0 -250 -89 ATGACAGTAATGCCGATGGCGTCGAGACGGAGAAATAAT
GGTGGACGTGGGGGAGCATTCACAAGTTCTCTCCACCGA
CCCCGCATACATAGACAGCATGGAGACTATATAAACCATC
AGCAATGGGATAAAACTGCCGGGGGAAACATGGTATCTG
AATGA

ATGACAGTAATGCCGATGGCGTCGAGACGGAGAA
ATAATGGTGGACGTGGGGGAGCATTCACAAGTTCT
CTCCACCGACCCCGCATACATAGACAGCATGGAG
ACTATATAAACCATCAGCAATGGGATAAAACTGCC
GGGGGAAACATGGTATCTGAATGA

MTVMPMASRRRNNGGR
GGAFTSSLHRPRIHRQH
GDYINHQQWDKTAGGN
MVSE*

MTVMPMASRRRNN
GGRGGAFTSSLHR
PRIHRQHGDYINHQ
QWDKTAGGNMVSE
*

GCCACAGCTA GTTTGAGTGT 0 MG 0 0 0 0 0

5313 2723 af AN0746.1 70.m15362 AO070343000434 0 -241 -89 ATGCCGATGGCGTCGAGACGGAGAAATAATGGTGGACGT
GGGGGAGCATTCACAAGTTCTCTCCACCGACCCCGCATA
CATAGACAGCATGGAGACTATATAAACCATCAGCAATGGG
ATAAAACTGCCGGGGGAAACATGGTATCTGAATGA

ATGCCGATGGCGTCGAGACGGAGAAATAATGGTG
GACGTGGGGGAGCATTCACAAGTTCTCTCCACCG
ACCCCGCATACATAGACAGCATGGAGACTATATAA
ACCATCAGCAATGGGATAAAACTGCCGGGGGAAA
CATGGTATCTGAATGA

MPMASRRRNNGGRGGA
FTSSLHRPRIHRQHGDYI
NHQQWDKTAGGNMVSE
*

MPMASRRRNNGGR
GGAFTSSLHRPRIH
RQHGDYINHQQWD
KTAGGNMVSE*

AATGACAGTA GTTTGAGTGT 0 MG 0 0 0 0 0
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5314 2723 af AN0746.1 70.m15362 AO070343000434 0 -235 -89 ATGGCGTCGAGACGGAGAAATAATGGTGGACGTGGGGGA
GCATTCACAAGTTCTCTCCACCGACCCCGCATACATAGAC
AGCATGGAGACTATATAAACCATCAGCAATGGGATAAAAC
TGCCGGGGGAAACATGGTATCTGAATGA

ATGGCGTCGAGACGGAGAAATAATGGTGGACGTG
GGGGAGCATTCACAAGTTCTCTCCACCGACCCCG
CATACATAGACAGCATGGAGACTATATAAACCATCA
GCAATGGGATAAAACTGCCGGGGGAAACATGGTA
TCTGAATGA

MASRRRNNGGRGGAFT
SSLHRPRIHRQHGDYINH
QQWDKTAGGNMVSE*

MASRRRNNGGRGG
AFTSSLHRPRIHRQ
HGDYINHQQWDKT
AGGNMVSE*

AGTAATGCCG GTTTGAGTGT 0 MG 0 0 0 0 0

5315 2723 af AN0746.1 70.m15362 AO070343000434 0 -213 -139 ATGGTGGACGTGGGGGAGCATTCACAAGTTCTCTCCACC
GACCCCGCATACATAGACAGCATGGAGACTATATAA

ATGGTGGACGTGGGGGAGCATTCACAAGTTCTCTC
CACCGACCCCGCATACATAGACAGCATGGAGACTA
TATAA

MVDVGEHSQVLSTDPAYI
DSMETI*

MVDVGEHSQVLST
DPAYIDSMETI*

CGGAGAAATA ACCATCAGCA 0 MG 0 0 0 0 0

5316 2723 af AN0746.1 70.m15362 AO070343000434 0 -153 -139 ATGGAGACTATATAA ATGGAGACTATATAA METI* METI* CATAGACAGC ACCATCAGCA 0 MG 0 0 0 0 0
5317 2723 af AN0746.1 70.m15362 AO070343000434 0 -103 -89 ATGGTATCTGAATGA ATGGTATCTGAATGA MVSE* MVSE* CGGGGGAAAC GTTTGAGTGT 0 MG 0 0 0 0 0
5318 2723 af AN0746.1 70.m15362 AO070343000434 0 -92 -45 ATGAGTTTGAGTGTCCGTGCGATATTCAGTTTCTCTTCTAT

TTTCTAG
ATGAGTTTGAGTGTCCGTGCGATATTCAGTTTCTCT
TCTATTTTCTAG

MSLSVRAIFSFSSIF* MSLSVRAIFSFSSIF* TGGTATCTGA TCAAATCACT 0 MG 0 0 0 0 0

5319 2723 ao AN0746.1 70.m15362 AO070343000434 0 -261 -112 ATGATTATGGGGGCTTGCAGAGACCGAGAGCGGGGATCA
TCCCACGCTGAGAATTACTTTCTCCCTCTGACCCCGCAGT
ATCTTGACAACTGGGATAATTGCTATTTAAGTCACGGTAAT
ATTCTCATCGGATTTCAGGCAGTCTCGTGA

ATGATTATGGGGGCTTGCAGAGACCGAGAG
CGGGGATCATCCCACGCTGAGAATTACTTT
CTCCCTCTGACCCCGCAGTATCTTGACAACT
GGGATAATTGCTATTTAAGTCACGGTAATAT
TCTCATCGGATTTCAGGCAGTCTCGTGA

MIMGACRDRERGSSHAE
NYFLPLTPQYLDNWDNC
YLSHGNILIGFQAVS*

MIMGACRDRERGS
SHAENYFLPLTPQY
LDNWDNCYLSHGNI
LIGFQAVS*

TGACACCATC GAAACTATAT 0 MG 0 0 0 0 0

5320 2723 ao AN0746.1 70.m15362 AO070343000434 0 -255 -112 ATGGGGGCTTGCAGAGACCGAGAGCGGGGATCATCCCA
CGCTGAGAATTACTTTCTCCCTCTGACCCCGCAGTATCTT
GACAACTGGGATAATTGCTATTTAAGTCACGGTAATATTCT
CATCGGATTTCAGGCAGTCTCGTGA

ATGGGGGCTTGCAGAGACCGAGAGCGGGG
ATCATCCCACGCTGAGAATTACTTTCTCCCT
CTGACCCCGCAGTATCTTGACAACTGGGAT
AATTGCTATTTAAGTCACGGTAATATTCTCAT
CGGATTTCAGGCAGTCTCGTGA

MGACRDRERGSSHAEN
YFLPLTPQYLDNWDNCY
LSHGNILIGFQAVS*

MGACRDRERGSSH
AENYFLPLTPQYLD
NWDNCYLSHGNILI
GFQAVS*

CATCATGATT GAAACTATAT 0 MG 0 0 0 0 0

5321 2725 an AN4303.1 58.m08021 AO070207000007 0 -149 -9 ATGATGTTCTCCGCAATTCATACCCCTCTTAGCCCCTCTTA
TATATCCAACCCTAGATCATCCTCCACCGAGCGTCGTGTG
TTGAAGACGAATCACCCGTTGATAGACCTTTGCGCCATCA
ATCACAAACCGCTTTCTTGA

ATGATGTTCTCCGCAATTCATACCCCTCTTAGCC
CCTCTTATATATCCAACCCTAGATCATCCTCCACC
GAGCGTCGTGTGTTGAAGACGAATCACCCGTTG
ATAGACCTTTGCGCCATCAATCACAAACCGCTTT
CTTGA

MMFSAIHTPLSPSYISNP
RSSSTERRVLKTNHPLID
LCAINHKPLS*

MMFSAIHTPLSPSYISNP
RSSSTERRVLKTNHPLI
DLCAINHKPLS*

GGCGGTCAGG CACGCACAAT 0 I FG04571.1 0 0 YGR007W 0

5322 2725 an AN4303.1 58.m08021 AO070207000007 0 -146 -9 ATGTTCTCCGCAATTCATACCCCTCTTAGCCCCTCTTATAT
ATCCAACCCTAGATCATCCTCCACCGAGCGTCGTGTGTTG
AAGACGAATCACCCGTTGATAGACCTTTGCGCCATCAATC
ACAAACCGCTTTCTTGA

ATGTTCTCCGCAATTCATACCCCTCTTAGCCCCT
CTTATATATCCAACCCTAGATCATCCTCCACCGA
GCGTCGTGTGTTGAAGACGAATCACCCGTTGATA
GACCTTTGCGCCATCAATCACAAACCGCTTTCTT
GA

MFSAIHTPLSPSYISNPRS
SSTERRVLKTNHPLIDLC
AINHKPLS*

MFSAIHTPLSPSYISNPR
SSSTERRVLKTNHPLIDL
CAINHKPLS*

GGTCAGGATG CACGCACAAT 0 I FG04571.1 0 0 YGR007W 0

5323 2725 ao AN4303.1 58.m08021 AO070207000007 0 -110 -90 ATGGAAGGAGGACAATTATAA ATGGAAGGAGGACAATTATAA MEGGQL* MEGGQL* TTCTCAAGAA TAAAATTATA 0 I FG04571.1 0 0 YGR007W 0
5324 2725 ao AN4303.1 58.m08021 AO070207000007 0 -73 -53 ATGCTAATCATCAATTGCTGA ATGCTAATCATCAATTGCTGA MLIINC* MLIINC* TATAATCATC CAGCAAGTGT 0 I FG04571.1 0 0 YGR007W 0
5327 2728 af AN7430.1 57.m05914 AO070229000001 0 -275 -237 ATGTGGGCGGAAAGAGGAAAAAAGAGCAAAAAAAAGTAG ATGTGGGCGGAAAGAGGAAAAAAGAGCAAAAAAAA

GTAG
MWAERGKKSKKK* MWAERGKKSKKK* GAGAATATTA GTTATCATTT 0 E FG09984.1 0 NCU07156.1 0 0

5328 2728 af AN7430.1 57.m05914 AO070229000001 0 -221 -171 ATGACTCAGCTAAATGTCCCCGCCGTGGTGGGGAGTGAT
GGTCGACAATAA

ATGACTCAGCTAAATGTCCCCGCCGTGGTGGGGA
GTGATGGTCGACAATAA

MTQLNVPAVVGSDGRQ* MTQLNVPAVVGSD
GRQ*

CATTTGAACA ATGAGGGTGA 0 E FG09984.1 0 NCU07156.1 0 0

5329 2728 af AN7430.1 57.m05914 AO070229000001 0 -208 -167 ATGTCCCCGCCGTGGTGGGGAGTGATGGTCGACAATAAA
TGA

ATGTCCCCGCCGTGGTGGGGAGTGATGGTCGACA
ATAAATGA

MSPPWWGVMVDNK* MSPPWWGVMVDN
K*

ACTCAGCTAA GGGTGATTAT 0 E FG09984.1 0 NCU07156.1 0 0

5330 2728 af AN7430.1 57.m05914 AO070229000001 0 -184 -167 ATGGTCGACAATAAATGA ATGGTCGACAATAAATGA MVDNK* MVDNK* GTGGGGAGTG GGGTGATTAT 0 E FG09984.1 0 NCU07156.1 0 0

5331 2728 af AN7430.1 57.m05914 AO070229000001 0 -170 -18 ATGAGGGTGATTATTCTTCTTACCAAGTCACTTTCATTCATT
CTCTCTGTCCCCGAATGTTTGTGGCCTTCCCGAAGCCAGA
CAAAGCGTGTGATTCAGTCTCTACTCGACATTAGTATTGAA
GTACAGTCAGTACCTTGTCTTACGGCTTGA

ATGAGGGTGATTATTCTTCTTACCAAGTCACTTTCA
TTCATTCTCTCTGTCCCCGAATGTTTGTGGCCTTCC
CGAAGCCAGACAAAGCGTGTGATTCAGTCTCTACT
CGACATTAGTATTGAAGTACAGTCAGTACCTTGTCT
TACGGCTTGA

MRVIILLTKSLSFILSVPEC
LWPSRSQTKRVIQSLLDI
SIEVQSVPCLTA*

MRVIILLTKSLSFILS
VPECLWPSRSQTK
RVIQSLLDISIEVQSV
PCLTA*

TCGACAATAA GGTACCGGAC 0 E FG09984.1 0 NCU07156.1 0 0

5332 2728 af AN7430.1 57.m05914 AO070229000001 0 -114 -55 ATGTTTGTGGCCTTCCCGAAGCCAGACAAAGCGTGTGATT
CAGTCTCTACTCGACATTAG

ATGTTTGTGGCCTTCCCGAAGCCAGACAAAGCGTG
TGATTCAGTCTCTACTCGACATTAG

MFVAFPKPDKACDSVST
RH*

MFVAFPKPDKACDS
VSTRH*

CTGTCCCCGA TATTGAAGTA 0 E FG09984.1 0 NCU07156.1 0 0

5325 2728 an AN7430.1 57.m05914 AO070229000001 0 -158 -69 ATGAGTCAGCCCCTCCGTTCCTCTGGTGGGGTGGCGTGG
AAAGATACGATGGTATTGAGTAGTCAAAACTTGGGTCTAC
GAAGCCATTGA

ATGAGTCAGCCCCTCCGTTCCTCTGGTGGGGTG
GCGTGGAAAGATACGATGGTATTGAGTAGTCAAA
ACTTGGGTCTACGAAGCCATTGA

MSQPLRSSGGVAWKDT
MVLSSQNLGLRSH*

MSQPLRSSGGVAWKDT
MVLSSQNLGLRSH*

AAAAACTTGT GCTTTTCTAT 0 E FG09984.1 0 NCU07156.1 0 0

5326 2728 an AN7430.1 57.m05914 AO070229000001 0 -110 -69 ATGGTATTGAGTAGTCAAAACTTGGGTCTACGAAGCCATT
GA

ATGGTATTGAGTAGTCAAAACTTGGGTCTACGAA
GCCATTGA

MVLSSQNLGLRSH* MVLSSQNLGLRSH* GAAAGATACG GCTTTTCTAT 0 E FG09984.1 0 NCU07156.1 0 0

5333 2728 ao AN7430.1 57.m05914 AO070229000001 0 -219 -85 ATGAGTCAGCTAGCTCTTGGTGGGGTATTGAAGACAGGAT
CCCATTCTTTCAAAGCTCCAATTCAACCCCCCAGTAAAATC
TTGTCTACCCTAAAAAGATACTGGAAAGATAATAGAACAAA
TCAAGGAGCGTAG

ATGAGTCAGCTAGCTCTTGGTGGGGTATTG
AAGACAGGATCCCATTCTTTCAAAGCTCCAA
TTCAACCCCCCAGTAAAATCTTGTCTACCCT
AAAAAGATACTGGAAAGATAATAGAACAAAT
CAAGGAGCGTAG

MSQLALGGVLKTGSHSF
KAPIQPPSKILSTLKRYWK
DNRTNQGA*

MSQLALGGVLKTGS
HSFKAPIQPPSKILS
TLKRYWKDNRTNQ
GA*

ATTGTAGATT ATTTTCTATT 0 E FG09984.1 0 NCU07156.1 0 0

5335 2729 af AN1437.1 55.m03263 AO070232000002 0 -96 -70 ATGCTTTCCGGAGAGCGTCGTCTCTGA ATGCTTTCCGGAGAGCGTCGTCTCTGA MLSGERRL* MLSGERRL* ACACAGAAAT TTTCGTTGGC 0  0 0 0 0 0
5334 2729 an AN1437.1 55.m03263 AO070232000002 0 -141 -109 ATGCCACTTTGTACCCTTCTCATCAGGTACTAG ATGCCACTTTGTACCCTTCTCATCAGGTACTAG MPLCTLLIRY* MPLCTLLIRY* CGTGCTAGAC TGCTACGTAC 0  0 0 0 0 0
5336 2729 ao AN1437.1 55.m03263 AO070232000002 0 -195 -184 ATGGCTTTCTAG ATGGCTTTCTAG MAF* MAF* CTGCTCATCG ACATGCGTCC 0  0 0 0 0 0
5337 2729 ao AN1437.1 55.m03263 AO070232000002 0 -181 -149 ATGCGTCCTCAACTCTGCTTTCCATCTCAGTGA ATGCGTCCTCAACTCTGCTTTCCATCTCAGT

GA
MRPQLCFPSQ* MRPQLCFPSQ* CTTTCTAGAC GGTTCTACCG 0  0 0 0 0 0

5338 2730 af AN5175.1 69.m14872 AO070247000006 0 -282 -253 ATGCCTTATCAGTTGGCTCTTTCCCATTAA ATGCCTTATCAGTTGGCTCTTTCCCATTAA MPYQLALSH* MPYQLALSH* TGATGATTTG CTGATAAGAT 0 R 0 0 0 0 0
5340 2730 ao AN5175.1 69.m14872 AO070247000006 0 -177 -82 ATGCAGCCGAGACGGACCGTCGGCACTTCTCTTCATTCTT

CCTTCACTTCCACCTACAGTCTTTCTTACTGCATTCATTTGT
TGAGCACAGATTGA

ATGCAGCCGAGACGGACCGTCGGCACTTCT
CTTCATTCTTCCTTCACTTCCACCTACAGTCT
TTCTTACTGCATTCATTTGTTGAGCACAGATT
GA

MQPRRTVGTSLHSSFTS
TYSLSYCIHLLSTD*

MQPRRTVGTSLHSS
FTSTYSLSYCIHLLS
TD*

AAAAGGAAAG TTTCTCTATT 0 R 0 0 0 0 0

5343 2731 af AN0824.1 70.m15426 AO070255000021 0 -250 -230 ATGGCCAAATTCGGGTTATAG ATGGCCAAATTCGGGTTATAG MAKFGL* MAKFGL* TTTTTCTAAG CGAATGATCA 0 I FG09661.1 0 0 0 0
5344 2731 af AN0824.1 70.m15426 AO070255000021 0 -226 -173 ATGATCACGCTGCCATTGATCCAGTCAGCGTTCCCTTTGG

ACAGCCGCGGTTAA
ATGATCACGCTGCCATTGATCCAGTCAGCGTTCCC
TTTGGACAGCCGCGGTTAA

MITLPLIQSAFPLDSRG* MITLPLIQSAFPLDS
RG*

GTTATAGCGA CCGAGGCATA 0 I FG09661.1 0 0 0 0

5341 2731 an AN0824.1 70.m15426 AO070255000021 0 -176 -147 ATGCCAAGACCCGCTTTTAACCGAGGCTGA ATGCCAAGACCCGCTTTTAACCGAGGCTGA MPRPAFNRG* MPRPAFNRG* CGGACGTACA CATTCCCTCC 0 I FG09661.1 0 0 0 0
5342 2731 an AN0824.1 70.m15426 AO070255000021 0 -87 -40 ATGATTTTCTCCTTCTCCCTTTCTTTTCTTCCGCATTTTCTA

GCGTGA
ATGATTTTCTCCTTCTCCCTTTCTTTTCTTCCGCAT
TTTCTAGCGTGA

MIFSFSLSFLPHFLA* MIFSFSLSFLPHFLA* CCTTTTTCCC CCCTTTGCAA 0 I FG09661.1 0 0 0 0

5345 2731 ao AN0824.1 70.m15426 AO070255000021 0 -200 -132 ATGGGGAAGCAAGCTTACATGCTGGGGGCAGCCGCGGTT
AACCGAGGTTCATCAGCAGCGCCCTCGTGA

ATGGGGAAGCAAGCTTACATGCTGGGGGC
AGCCGCGGTTAACCGAGGTTCATCAGCAGC
GCCCTCGTGA

MGKQAYMLGAAAVNRG
SSAAPS*

MGKQAYMLGAAAV
NRGSSAAPS*

CGGACAACCC TTTCGCTCCA 0 I FG09661.1 0 0 0 0

5346 2731 ao AN0824.1 70.m15426 AO070255000021 0 -182 -132 ATGCTGGGGGCAGCCGCGGTTAACCGAGGTTCATCAGCA
GCGCCCTCGTGA

ATGCTGGGGGCAGCCGCGGTTAACCGAGG
TTCATCAGCAGCGCCCTCGTGA

MLGAAAVNRGSSAAPS* MLGAAAVNRGSSA
APS*

GCAAGCTTAC TTTCGCTCCA 0 I FG09661.1 0 0 0 0

5351 2735 af AN1858.1 58.m07652 AO070292000035 0 -191 -99 ATGCCACCATGTTATCGTTCCGGGTTGGATCCGGCACTCT
TCCGCCCAAGCAGTTCGTCCCCTTATATTCTGGCTTCGAC
ATGGACAGAGTGA

ATGCCACCATGTTATCGTTCCGGGTTGGATCCGGC
ACTCTTCCGCCCAAGCAGTTCGTCCCCTTATATTCT
GGCTTCGACATGGACAGAGTGA

MPPCYRSGLDPALFRPS
SSSPYILASTWTE*

MPPCYRSGLDPALF
RPSSSSPYILASTWT
E*

TCCTGTGCTC ATATTTCTAT 0  0 MG00755.1 0 0 0

5352 2735 af AN1858.1 58.m07652 AO070292000035 0 -183 -61 ATGTTATCGTTCCGGGTTGGATCCGGCACTCTTCCGCCCA
AGCAGTTCGTCCCCTTATATTCTGGCTTCGACATGGACAG
AGTGAATATTTCTATTTCTAAAGTTCACTCCAAGAATCTTTG
A

ATGTTATCGTTCCGGGTTGGATCCGGCACTCTTCC
GCCCAAGCAGTTCGTCCCCTTATATTCTGGCTTCG
ACATGGACAGAGTGAATATTTCTATTTCTAAAGTTC
ACTCCAAGAATCTTTGA

MLSFRVGSGTLPPKQFV
PLYSGFDMDRVNISISKV
HSKNL*

MLSFRVGSGTLPPK
QFVPLYSGFDMDRV
NISISKVHSKNL*

TCATGCCACC CTATAAAGAC 0  0 MG00755.1 0 0 0

5353 2735 af AN1858.1 58.m07652 AO070292000035 0 -111 -61 ATGGACAGAGTGAATATTTCTATTTCTAAAGTTCACTCCAA
GAATCTTTGA

ATGGACAGAGTGAATATTTCTATTTCTAAAGTTCAC
TCCAAGAATCTTTGA

MDRVNISISKVHSKNL* MDRVNISISKVHSKN
L*

TGGCTTCGAC CTATAAAGAC 0  0 MG00755.1 0 0 0

5347 2735 an AN1858.1 58.m07652 AO070292000035 0 -260 -225 ATGGCTAGTGCTAACTCACTGGCATTGTCACAGTGA ATGGCTAGTGCTAACTCACTGGCATTGTCACAGT
GA

MASANSLALSQ* MASANSLALSQ* TAACGAGCCT GCAAGGGCGT 0  0 MG00755.1 0 0 0

5348 2735 an AN1858.1 58.m07652 AO070292000035 0 -190 -119 ATGTCAACGTCTTCCGGGCCCGCTTCCATCATACCATTTA
GAGACACTATTATATTGGATAACCATATTTAA

ATGTCAACGTCTTCCGGGCCCGCTTCCATCATAC
CATTTAGAGACACTATTATATTGGATAACCATATT
TAA

MSTSSGPASIIPFRDTIILD
NHI*

MSTSSGPASIIPFRDTIIL
DNHI*

GATAAGATCC GGGGGGCCGT 0  0 MG00755.1 0 0 0

5349 2735 an AN1858.1 58.m07652 AO070292000035 0 -85 -32 ATGCTCATGCATTTAAAGACCATTCTATCTATTTCTCCAATA
GCATCCTCCTAG

ATGCTCATGCATTTAAAGACCATTCTATCTATTTC
TCCAATAGCATCCTCCTAG

MLMHLKTILSISPIASS* MLMHLKTILSISPIASS* TCAGCGCCTC CTTTAGAGTC 0  0 MG00755.1 0 0 0

5350 2735 an AN1858.1 58.m07652 AO070292000035 0 -79 -32 ATGCATTTAAAGACCATTCTATCTATTTCTCCAATAGCATCC
TCCTAG

ATGCATTTAAAGACCATTCTATCTATTTCTCCAATA
GCATCCTCCTAG

MHLKTILSISPIASS* MHLKTILSISPIASS* CCTCATGCTC CTTTAGAGTC 0  0 MG00755.1 0 0 0

5354 2735 ao AN1858.1 58.m07652 AO070292000035 0 -103 -89 ATGTATAAGAGTTGA ATGTATAAGAGTTGA MYKS* MYKS* ATTGATAGAC AGTTTCTAAC 0  0 MG00755.1 0 0 0
5358 2737 af AN3341.1 56.m02301 AO070294000055 0 -113 -102 ATGAGAAATTGA ATGAGAAATTGA MRN* MRN* ATAAGGGAAG GAATGTTTAA 0 P 0 0 0 0 0
5355 2737 an AN3341.1 56.m02301 AO070294000055 0 -207 -163 ATGCCAAGATTTGAGCTGAAAGCCCAGCCCTTGGCAACCA

TGTGA
ATGCCAAGATTTGAGCTGAAAGCCCAGCCCTTG
GCAACCATGTGA

MPRFELKAQPLATM* MPRFELKAQPLATM* GACATCTACA ACATTGACTG 0 P 0 0 0 0 0

5356 2737 an AN3341.1 56.m02301 AO070294000055 0 -140 -12 ATGAACTTTAAAGTCGATTCTAACCTTAAAGGTCCGCCATA
TCCCCAGCTTATGATTTCAAGCCATCGTGAGGAGTTGTTC
ACTCCTTTCTTTCTCCAAGATCTGGAAGTCTTACCGGTTTA
TCAATAG

ATGAACTTTAAAGTCGATTCTAACCTTAAAGGTCC
GCCATATCCCCAGCTTATGATTTCAAGCCATCGT
GAGGAGTTGTTCACTCCTTTCTTTCTCCAAGATCT
GGAAGTCTTACCGGTTTATCAATAG

MNFKVDSNLKGPPYPQL
MISSHREELFTPFFLQDL
EVLPVYQ*

MNFKVDSNLKGPPYPQ
LMISSHREELFTPFFLQD
LEVLPVYQ*

CTCGTATTGG ACGAAGCAAG 0 P 0 0 0 0 0

5357 2737 an AN3341.1 56.m02301 AO070294000055 0 -89 -12 ATGATTTCAAGCCATCGTGAGGAGTTGTTCACTCCTTTCTT
TCTCCAAGATCTGGAAGTCTTACCGGTTTATCAATAG

ATGATTTCAAGCCATCGTGAGGAGTTGTTCACTC
CTTTCTTTCTCCAAGATCTGGAAGTCTTACCGGTT
TATCAATAG

MISSHREELFTPFFLQDL
EVLPVYQ*

MISSHREELFTPFFLQDL
EVLPVYQ*

TCCCCAGCTT ACGAAGCAAG 0 P 0 0 0 0 0

5359 2737 ao AN3341.1 56.m02301 AO070294000055 0 -70 -23 ATGCCTTTTCGCCTTCAGTCTGGAATTAGAAGAGATTTCAC
CCCTTGA

ATGCCTTTTCGCCTTCAGTCTGGAATTAGAA
GAGATTTCACCCCTTGA

MPFRLQSGIRRDFTP* MPFRLQSGIRRDFT
P*

ATGTCATGAA ACATTGTGGT 0 P 0 0 0 0 0

5360 2738 an AN2294.1 71.m15943 AO070295000074 0 -143 -90 ATGGTCGATGCGAGTCAAACGCTTCAAAAACAGTGTTACT
ACTCCACGCGTTAA

ATGGTCGATGCGAGTCAAACGCTTCAAAAACAGT
GTTACTACTCCACGCGTTAA

MVDASQTLQKQCYYSTR
*

MVDASQTLQKQCYYST
R*

TCCGCTATCG TCCTTTTTCT 0 BK FG02040.1 MG05481.1 NCU01229.1 0 0

5363 2743 af AN1701.1 58.m07777 AO070305000027 0 -264 -250 ATGGAGAACAGGTGA ATGGAGAACAGGTGA MENR* MENR* TTACGATAGA ACAGTTGGCG 0 S 0 0 0 0 0
5364 2743 af AN1701.1 58.m07777 AO070305000027 0 -223 -212 ATGTCAACATGA ATGTCAACATGA MST* MST* CCAAGGCAAA CCACCTTCGC 0 S 0 0 0 0 0
5365 2743 af AN1701.1 58.m07777 AO070305000027 0 -215 -156 ATGACCACCTTCGCAGATGATCATTCTTTCCTTGCGTTGTT

TGGCGTTCTGTGGCGTTAA
ATGACCACCTTCGCAGATGATCATTCTTTCCTTGCG
TTGTTTGGCGTTCTGTGGCGTTAA

MTTFADDHSFLALFGVL
WR*

MTTFADDHSFLALF
GVLWR*

AAATGTCAAC CGTTCCTTTT 0 S 0 0 0 0 0
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5366 2743 af AN1701.1 58.m07777 AO070305000027 0 -199 -119 ATGATCATTCTTTCCTTGCGTTGTTTGGCGTTCTGTGGCGT
TAACGTTCCTTTTCTTTGTTTCCCTTTTCTTCTGGTTTGA

ATGATCATTCTTTCCTTGCGTTGTTTGGCGTTCTGT
GGCGTTAACGTTCCTTTTCTTTGTTTCCCTTTTCTTC
TGGTTTGA

MIILSLRCLAFCGVNVPFL
CFPFLLV*

MIILSLRCLAFCGVN
VPFLCFPFLLV*

ACCTTCGCAG CATCCACCGA 0 S 0 0 0 0 0

5361 2743 an AN1701.1 58.m07777 AO070305000027 0 -206 -75 ATGTCACGTGCCAACAGGCACTCGATGGGAAGCCGCGTG
AGCTCAGCTCTAACTTGTGCACGAGGACAAAAGGCCGGT
GGTTCAATCTTCAATAAGCGATCGCTTCCTAATGCTGATAT
CCCTACTAGATAA

ATGTCACGTGCCAACAGGCACTCGATGGGAAGC
CGCGTGAGCTCAGCTCTAACTTGTGCACGAGGA
CAAAAGGCCGGTGGTTCAATCTTCAATAAGCGAT
CGCTTCCTAATGCTGATATCCCTACTAGATAA

MSRANRHSMGSRVSSAL
TCARGQKAGGSIFNKRS
LPNADIPTR*

MSRANRHSMGSRVSSA
LTCARGQKAGGSIFNKR
SLPNADIPTR*

CCCTACCGAA TATACTCTGC 0 S 0 0 0 0 0

5362 2743 an AN1701.1 58.m07777 AO070305000027 0 -182 -75 ATGGGAAGCCGCGTGAGCTCAGCTCTAACTTGTGCACGA
GGACAAAAGGCCGGTGGTTCAATCTTCAATAAGCGATCGC
TTCCTAATGCTGATATCCCTACTAGATAA

ATGGGAAGCCGCGTGAGCTCAGCTCTAACTTGT
GCACGAGGACAAAAGGCCGGTGGTTCAATCTTC
AATAAGCGATCGCTTCCTAATGCTGATATCCCTA
CTAGATAA

MGSRVSSALTCARGQKA
GGSIFNKRSLPNADIPTR*

MGSRVSSALTCARGQK
AGGSIFNKRSLPNADIPT
R*

CAGGCACTCG TATACTCTGC 0 S 0 0 0 0 0

5367 2743 ao AN1701.1 58.m07777 AO070305000027 0 -237 -172 ATGATGGCATGGGTTTCAAGCTCCCCGAAAGGGTCACGA
GCCCACCGAGAAGACAACAACATTTGA

ATGATGGCATGGGTTTCAAGCTCCCCGAAA
GGGTCACGAGCCCACCGAGAAGACAACAA
CATTTGA

MMAWVSSSPKGSRAHR
EDNNI*

MMAWVSSSPKGSR
AHREDNNI*

CACGTGATCT GCTACCACGG 0 S 0 0 0 0 0

5368 2743 ao AN1701.1 58.m07777 AO070305000027 0 -234 -172 ATGGCATGGGTTTCAAGCTCCCCGAAAGGGTCACGAGCC
CACCGAGAAGACAACAACATTTGA

ATGGCATGGGTTTCAAGCTCCCCGAAAGGG
TCACGAGCCCACCGAGAAGACAACAACATT
TGA

MAWVSSSPKGSRAHRE
DNNI*

MAWVSSSPKGSRA
HREDNNI*

GTGATCTATG GCTACCACGG 0 S 0 0 0 0 0

5369 2743 ao AN1701.1 58.m07777 AO070305000027 0 -229 -128 ATGGGTTTCAAGCTCCCCGAAAGGGTCACGAGCCCACCG
AGAAGACAACAACATTTGAGCTACCACGGAGGTCACACAT
CCAAGTCAGGCTCAATGCCTTGA

ATGGGTTTCAAGCTCCCCGAAAGGGTCACG
AGCCCACCGAGAAGACAACAACATTTGAGC
TACCACGGAGGTCACACATCCAAGTCAGGC
TCAATGCCTTGA

MGFKLPERVTSPPRRQQ
HLSYHGGHTSKSGSMP*

MGFKLPERVTSPPR
RQQHLSYHGGHTS
KSGSMP*

CTATGATGGC CTTGCTTTTA 0 S 0 0 0 0 0

5370 2743 ao AN1701.1 58.m07777 AO070305000027 0 -83 -36 ATGGTATTTTTGTCTTATAGTTTTAATGTCCGAGTAGCTTCT
ATCTAG

ATGGTATTTTTGTCTTATAGTTTTAATGTCCG
AGTAGCTTCTATCTAG

MVFLSYSFNVRVASI* MVFLSYSFNVRVASI
*

TGAATTCGAT CCCATAAACC 0 S 0 0 0 0 0

5372 2745 af AN3830.1 58.m07808 AO070305000068 0 -195 -151 ATGAGTCAACAATTCCGCTCCGATCACGGCATTCCAGAAG
GGTAG

ATGAGTCAACAATTCCGCTCCGATCACGGCATTCC
AGAAGGGTAG

MSQQFRSDHGIPEG* MSQQFRSDHGIPE
G*

GTGAGGGCTG GTAGCCCCCC 0 E 0 MG07224.1 0 0 0

5373 2745 af AN3830.1 58.m07808 AO070305000068 0 -129 -85 ATGTTTGTCGAAGGCGTGATTGTGCCACTGCCGGCGAATT
TTTGA

ATGTTTGTCGAAGGCGTGATTGTGCCACTGCCGGC
GAATTTTTGA

MFVEGVIVPLPANF* MFVEGVIVPLPANF* GGAAGGATTA AATCTCGCCG 0 E 0 MG07224.1 0 0 0

5374 2745 ao AN3830.1 58.m07808 AO070305000068 0 -247 -173 ATGCCTATCAAAGTATGGATATACTACTCTGCGGCGGGGA
CGCAAGGATTTAGGGCTGAGGATGAGGGTTGCTGA

ATGCCTATCAAAGTATGGATATACTACTCTG
CGGCGGGGACGCAAGGATTTAGGGCTGAG
GATGAGGGTTGCTGA

MPIKVWIYYSAAGTQGFR
AEDEGC*

MPIKVWIYYSAAGT
QGFRAEDEGC*

TGTTCTCTAC CATAACCTCA 0 E 0 MG07224.1 0 0 0

5375 2745 ao AN3830.1 58.m07808 AO070305000068 0 -233 -195 ATGGATATACTACTCTGCGGCGGGGACGCAAGGATTTAG ATGGATATACTACTCTGCGGCGGGGACGCA
AGGATTTAG

MDILLCGGDARI* MDILLCGGDARI* CTATCAAAGT GGCTGAGGAT 0 E 0 MG07224.1 0 0 0

5379 2746 af AN8558.1 52.m03760 AO070306000055 0 -180 -94 ATGAGGGGCCCGAGTACAGAGTACGAGTGGGATAAAAGT
CCTCGAGTACTCCAGCTCTTGACCCCTTCCCGCGGGTTCA
ACTCGTAG

ATGAGGGGCCCGAGTACAGAGTACGAGTGGGATA
AAAGTCCTCGAGTACTCCAGCTCTTGACCCCTTCC
CGCGGGTTCAACTCGTAG

MRGPSTEYEWDKSPRVL
QLLTPSRGFNS*

MRGPSTEYEWDKS
PRVLQLLTPSRGFN
S*

CCTCCTGATT AGTCAACGTT 0  0 0 0 0 0

5376 2746 an AN8558.1 52.m03760 AO070306000055 0 -208 -182 ATGAGAATCAAGTATCACGTCCATTAG ATGAGAATCAAGTATCACGTCCATTAG MRIKYHVH* MRIKYHVH* TGAAGAACGA ACTACCAACC 0  0 0 0 0 0
5377 2746 an AN8558.1 52.m03760 AO070306000055 0 -156 -49 ATGCCGGTACCCCTGGCAGAGTGCTCTTCCGCGTGGAAG

AGATGGGCCATTGGGGGGCATGCGTCAGCGCCTGCATCA
CGGCATCTTGGCGTCCAAACGGCCATTTAA

ATGCCGGTACCCCTGGCAGAGTGCTCTTCCGCG
TGGAAGAGATGGGCCATTGGGGGGCATGCGTCA
GCGCCTGCATCACGGCATCTTGGCGTCCAAACG
GCCATTTAA

MPVPLAECSSAWKRWAI
GGHASAPASRHLGVQTA
I*

MPVPLAECSSAWKRWA
IGGHASAPASRHLGVQT
AI*

TGCCGCGTGG CAGCAGGTGT 0  0 0 0 0 0

5378 2746 an AN8558.1 52.m03760 AO070306000055 0 -98 -21 ATGCGTCAGCGCCTGCATCACGGCATCTTGGCGTCCAAA
CGGCCATTTAACAGCAGGTGTTCGCAGCTTCGGCTGTAG

ATGCGTCAGCGCCTGCATCACGGCATCTTGGCG
TCCAAACGGCCATTTAACAGCAGGTGTTCGCAGC
TTCGGCTGTAG

MRQRLHHGILASKRPFN
SRCSQLRL*

MRQRLHHGILASKRPFN
SRCSQLRL*

ATTGGGGGGC ACAAGGTGTC 0  0 0 0 0 0

5382 2747 af AN8232.1 53.m03737 AO070310000076 0 -179 -141 ATGCGGCTTGTTGCTCAGAAATCATCCCGCATGTTTTAA ATGCGGCTTGTTGCTCAGAAATCATCCCGCATGTT
TTAA

MRLVAQKSSRMF* MRLVAQKSSRMF* AACTGTCAGA TAGATCAGGG 0 K 0 MG04877.1 NCU07757.1 YGL112C 0

5380 2747 an AN8232.1 53.m03737 AO070310000076 0 -142 -101 ATGCCTCTTACCCTCCGCGATTCGATGTCCTCCCCAATCT
GA

ATGCCTCTTACCCTCCGCGATTCGATGTCCTCCC
CAATCTGA

MPLTLRDSMSSPI* MPLTLRDSMSSPI* AGAGACCAGA TTGATTGATT 0 K 0 MG04877.1 NCU07757.1 YGL112C 0

5381 2747 an AN8232.1 53.m03737 AO070310000076 0 -118 -101 ATGTCCTCCCCAATCTGA ATGTCCTCCCCAATCTGA MSSPI* MSSPI* CCGCGATTCG TTGATTGATT 0 K 0 MG04877.1 NCU07757.1 YGL112C 0

5383 2747 ao AN8232.1 53.m03737 AO070310000076 0 -137 -90 ATGCCCCTCACCCTCCTCGAATCCTCTCTTTTTTTTGCGAT
AATCTGA

ATGCCCCTCACCCTCCTCGAATCCTCTCTTT
TTTTTGCGATAATCTGA

MPLTLLESSLFFAII* MPLTLLESSLFFAII* TGCAACCAGA TTACTCTCTA 0 K 0 MG04877.1 NCU07757.1 YGL112C 0

5385 2749 af AN4504.1 57.m05627 AO070311000057 0 -192 -118 ATGACAATATCTCTTATTGTCCTCGATTGGTCGCAGGTCG
CCTTTTGTGGTCTCCATCGTCTCCTCTGTCTATAG

ATGACAATATCTCTTATTGTCCTCGATTGGTCGCAG
GTCGCCTTTTGTGGTCTCCATCGTCTCCTCTGTCTA
TAG

MTISLIVLDWSQVAFCGL
HRLLCL*

MTISLIVLDWSQVAF
CGLHRLLCL*

ACGTCATGGC ACTCCGCATA 0 O 0 0 0 0 0

5384 2749 an AN4504.1 57.m05627 AO070311000057 0 -215 -177 ATGCACGACGGTCCCAGGGGAATACACTCAGTTATGTGA ATGCACGACGGTCCCAGGGGAATACACTCAGTT
ATGTGA

MHDGPRGIHSVM* MHDGPRGIHSVM* AGACACTTGA GATTCCCCTG 0 O 0 0 0 0 0

5386 2749 ao AN4504.1 57.m05627 AO070311000057 0 -294 -265 ATGGTGAGTGCGACATCGTCGTACAACTGA ATGGTGAGTGCGACATCGTCGTACAACTGA MVSATSSYN* MVSATSSYN* TTCCTTGACT GAGAGCATGA 0 O 0 0 0 0 0

5388 2750 af AN2493.1 59.m08496 AO070312000127 0 -143 -99 ATGCACTCCTTATGCATCATGGAGGGACGGTCCTTGGCAC
CCTGA

ATGCACTCCTTATGCATCATGGAGGGACGGTCCTT
GGCACCCTGA

MHSLCIMEGRSLAP* MHSLCIMEGRSLAP
*

CGGAAATGCA CTAAGTTTGT 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5389 2750 af AN2493.1 59.m08496 AO070312000127 0 -132 -82 ATGCATCATGGAGGGACGGTCCTTGGCACCCTGACTAAG
TTTGTATTATGA

ATGCATCATGGAGGGACGGTCCTTGGCACCCTGA
CTAAGTTTGTATTATGA

MHHGGTVLGTLTKFVL* MHHGGTVLGTLTKF
VL*

TGCACTCCTT CTTATAAAGG 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5390 2750 af AN2493.1 59.m08496 AO070312000127 0 -125 -99 ATGGAGGGACGGTCCTTGGCACCCTGA ATGGAGGGACGGTCCTTGGCACCCTGA MEGRSLAP* MEGRSLAP* CTTATGCATC CTAAGTTTGT 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5391 2750 af AN2493.1 59.m08496 AO070312000127 0 -85 -50 ATGACTTATAAAGGGAGTGGTACCCTCGACGGTTGA ATGACTTATAAAGGGAGTGGTACCCTCGACGGTTG
A

MTYKGSGTLDG* MTYKGSGTLDG* AGTTTGTATT ATCTGCTGTC 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5387 2750 an AN2493.1 59.m08496 AO070312000127 0 -134 -54 ATGCGAGCACAATCTGTCGGACTCGCCCGCCTCTTGGTTC
GCTCGGTCATAATAAATAGAGGAGACCGTCCCCCTGATTG
A

ATGCGAGCACAATCTGTCGGACTCGCCCGCCTC
TTGGTTCGCTCGGTCATAATAAATAGAGGAGACC
GTCCCCCTGATTGA

MRAQSVGLARLLVRSVII
NRGDRPPD*

MRAQSVGLARLLVRSVII
NRGDRPPD*

CGCAGCTGCC GATCTGTACC 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5392 2750 ao AN2493.1 59.m08496 AO070312000127 0 -175 -101 ATGTACACAGGAGATGAGATAGCCATGCGAGGGTGGTAT
CTGGCCGTCGCATTCCCTTGGCATTCCACCTTTTAA

ATGTACACAGGAGATGAGATAGCCATGCGA
GGGTGGTATCTGGCCGTCGCATTCCCTTGG
CATTCCACCTTTTAA

MYTGDEIAMRGWYLAVA
FPWHSTF*

MYTGDEIAMRGWY
LAVAFPWHSTF*

GATGCATGAA AAAGGCGCGT 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5393 2750 ao AN2493.1 59.m08496 AO070312000127 0 -151 -101 ATGCGAGGGTGGTATCTGGCCGTCGCATTCCCTTGGCATT
CCACCTTTTAA

ATGCGAGGGTGGTATCTGGCCGTCGCATTC
CCTTGGCATTCCACCTTTTAA

MRGWYLAVAFPWHSTF* MRGWYLAVAFPWH
STF*

TGAGATAGCC AAAGGCGCGT 0 P FG07375.1 MG04900.1 NCU01376.1 0 0

5405 2756 af AN4576.1 57.m05496 AO070316000158 0 -203 -111 ATGTGGGACTGTGGGAGTTCCCTCCGGAAAAGTATTCAAC
CGGCCCATCATCATCATTCATCAATGCCAAAGTCAAGCCA
TGGATGGGCCTGA

ATGTGGGACTGTGGGAGTTCCCTCCGGAAAAGTAT
TCAACCGGCCCATCATCATCATTCATCAATGCCAAA
GTCAAGCCATGGATGGGCCTGA

MWDCGSSLRKSIQPAHH
HHSSMPKSSHGWA*

MWDCGSSLRKSIQ
PAHHHHSSMPKSS
HGWA*

CGTCTGTGGG ACACGAGGCC 0 HC 0 0 NCU08315.1 0 0

5406 2756 af AN4576.1 57.m05496 AO070316000158 0 -140 -111 ATGCCAAAGTCAAGCCATGGATGGGCCTGA ATGCCAAAGTCAAGCCATGGATGGGCCTGA MPKSSHGWA* MPKSSHGWA* TCATTCATCA ACACGAGGCC 0 HC 0 0 NCU08315.1 0 0

5407 2756 af AN4576.1 57.m05496 AO070316000158 0 -124 -92 ATGGATGGGCCTGAACACGAGGCCTTTATTTAA ATGGATGGGCCTGAACACGAGGCCTTTATTTAA MDGPEHEAFI* MDGPEHEAFI* AAGTCAAGCC GATATCAAAC 0 HC 0 0 NCU08315.1 0 0

5403 2756 an AN4576.1 57.m05496 AO070316000158 0 -173 -156 ATGACACTGATAAAATGA ATGACACTGATAAAATGA MTLIK* MTLIK* GCACTGTAGA CCCCATAAAT 0 HC 0 0 NCU08315.1 0 0

5404 2756 an AN4576.1 57.m05496 AO070316000158 0 -159 -148 ATGACCCCATAA ATGACCCCATAA MTP* MTP* CACTGATAAA ATGTGATTGT 0 HC 0 0 NCU08315.1 0 0

5408 2756 ao AN4576.1 57.m05496 AO070316000158 0 -104 -60 ATGGCCGAGGACCGTGCCCAGCATTTAAATAAATCTACAT
CTTAA

ATGGCCGAGGACCGTGCCCAGCATTTAAAT
AAATCTACATCTTAA

MAEDRAQHLNKSTS* MAEDRAQHLNKSTS
*

TTCCCGCCTT CGACATCTCG 0 HC 0 0 NCU08315.1 0 0

5411 2757 af AN0885.1 70.m15498 AO070320000053 0 -243 -148 ATGCTTCTGATACCCCAGACGAAGACACCTAATATCGGAC
CTTGCCTACTGGACTGTCTGTCCACTTCCCTCCATCAGCT
CCTCCATCCACTCTGA

ATGCTTCTGATACCCCAGACGAAGACACCTAATAT
CGGACCTTGCCTACTGGACTGTCTGTCCACTTCCC
TCCATCAGCTCCTCCATCCACTCTGA

MLLIPQTKTPNIGPCLLDC
LSTSLHQLLHPL*

MLLIPQTKTPNIGPC
LLDCLSTSLHQLLHP
L*

GTACTTCGGC ACTTTCAATC 0 K 0 0 0 0 0

5409 2757 an AN0885.1 70.m15498 AO070320000053 0 -229 -191 ATGCTTTTCATACCCCAGACGAAAAACATGGGCTTTTGA ATGCTTTTCATACCCCAGACGAAAAACATGGGCT
TTTGA

MLFIPQTKNMGF* MLFIPQTKNMGF* GGGGTCCGGC TATCTCCACC 0 K 0 0 0 0 0

5410 2757 an AN0885.1 70.m15498 AO070320000053 0 -202 -191 ATGGGCTTTTGA ATGGGCTTTTGA MGF* MGF* GACGAAAAAC TATCTCCACC 0 K 0 0 0 0 0
5412 2757 ao AN0885.1 70.m15498 AO070320000053 0 -231 -58 ATGCTTTTGATACCCCAGACGAAAAAAACCGTATCCTACTT

CTCAGACCCCTCGTCCATCTTCCCCCCACTACCCATCTTC
TCTCAGTATCACCTGTTATCTTTATTCTCCGGCGATTTGTTT
CCCACTGAGACTGCATTGATTATTACCACTTCCCCTGACT
GGTGTCATTGA

ATGCTTTTGATACCCCAGACGAAAAAAACCG
TATCCTACTTCTCAGACCCCTCGTCCATCTT
CCCCCCACTACCCATCTTCTCTCAGTATCAC
CTGTTATCTTTATTCTCCGGCGATTTGTTTCC
CACTGAGACTGCATTGATTATTACCACTTCC
CCTGACTGGTGTCATTGA

MLLIPQTKKTVSYFSDPS
SIFPPLPIFSQYHLLSLFS
GDLFPTETALIITTSPDWC
H*

MLLIPQTKKTVSYFS
DPSSIFPPLPIFSQY
HLLSLFSGDLFPTET
ALIITTSPDWCH*

TGGTTTCGGC AGCACCACAG 0 K 0 0 0 0 0

5415 2758 af AN8757.1 62.m03452 AO070321000005 0 -247 -104 ATGTTAGGAAAGGCAGGTCTCGCCGATCTCTGGTCTGATA
CGAGTGTTCTCATATTGGTCGTTTATCGTGGTTTGTTTGTT
ATATACGAAGTAGTCCGCATGGTTATAACTCTACCCTGGA
AGCCAAGCAGGCTATTTGGGTAA

ATGTTAGGAAAGGCAGGTCTCGCCGATCTCTGGTC
TGATACGAGTGTTCTCATATTGGTCGTTTATCGTGG
TTTGTTTGTTATATACGAAGTAGTCCGCATGGTTAT
AACTCTACCCTGGAAGCCAAGCAGGCTATTTGGGT
AA

MLGKAGLADLWSDTSVLI
LVVYRGLFVIYEVVRMVIT
LPWKPSRLFG*

MLGKAGLADLWSD
TSVLILVVYRGLFVIY
EVVRMVITLPWKPS
RLFG*

ATGGGGTAAG CATGCTCTCA 0 P 0 0 0 0 0

5416 2758 af AN8757.1 62.m03452 AO070321000005 0 -148 -104 ATGGTTATAACTCTACCCTGGAAGCCAAGCAGGCTATTTG
GGTAA

ATGGTTATAACTCTACCCTGGAAGCCAAGCAGGCT
ATTTGGGTAA

MVITLPWKPSRLFG* MVITLPWKPSRLFG* AGTAGTCCGC CATGCTCTCA 0 P 0 0 0 0 0

5417 2758 af AN8757.1 62.m03452 AO070321000005 0 -102 -88 ATGCTCTCAGCATAG ATGCTCTCAGCATAG MLSA* MLSA* TTTGGGTAAC TGCATCTTGA 0 P 0 0 0 0 0
5413 2758 an AN8757.1 62.m03452 AO070321000005 0 -245 -165 ATGTACGGATGGAGACTCCGCACTTTTGCCTGGTCGAGA

GAGGCGCTAGTCTGGTTAACTTTTTCGGCTCTGAGGAGTT
GA

ATGTACGGATGGAGACTCCGCACTTTTGCCTGGT
CGAGAGAGGCGCTAGTCTGGTTAACTTTTTCGGC
TCTGAGGAGTTGA

MYGWRLRTFAWSREAL
VWLTFSALRS*

MYGWRLRTFAWSREAL
VWLTFSALRS*

TGGGAGTGTG GGAGTTGGCG 0 P 0 0 0 0 0

5414 2758 an AN8757.1 62.m03452 AO070321000005 0 -237 -61 ATGGAGACTCCGCACTTTTGCCTGGTCGAGAGAGGCGCT
AGTCTGGTTAACTTTTTCGGCTCTGAGGAGTTGAGGAGTT
GGCGTGTATCCTCCGGGGGGGAGCCATTCAGCGTTTCCA
CCGCAGAACGGGCCCCTGACCCTTGTCTCCTGTTGATTTA
TATACCTCGCTCGCTGTGA

ATGGAGACTCCGCACTTTTGCCTGGTCGAGAGA
GGCGCTAGTCTGGTTAACTTTTTCGGCTCTGAGG
AGTTGAGGAGTTGGCGTGTATCCTCCGGGGGGG
AGCCATTCAGCGTTTCCACCGCAGAACGGGCCC
CTGACCCTTGTCTCCTGTTGATTTATATACCTCGC
TCGCTGTGA

METPHFCLVERGASLVN
FFGSEELRSWRVSSGGE
PFSVSTAERAPDPCLLLIY
IPRSL*

METPHFCLVERGASLVN
FFGSEELRSWRVSSGG
EPFSVSTAERAPDPCLL
LIYIPRSL*

TGATGTACGG TACCCGACTT 0 P 0 0 0 0 0

5418 2758 ao AN8757.1 62.m03452 AO070321000005 0 -250 -209 ATGGGTGTAGGAGAGGCATTTGGGTTCTCTGAGTGGTTGT
AA

ATGGGTGTAGGAGAGGCATTTGGGTTCTCT
GAGTGGTTGTAA

MGVGEAFGFSEWL* MGVGEAFGFSEWL* CAGGCAGTTT GTAAGGCAGT 0 P 0 0 0 0 0
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5419 2758 ao AN8757.1 62.m03452 AO070321000005 0 -196 -125 ATGCTGACCCGAATCGTCTATAAAAACCGGTCAAAAGGCA
CATGCGGCATTCCTGACCTGCATTCTAAATAA

ATGCTGACCCGAATCGTCTATAAAAACCGGT
CAAAAGGCACATGCGGCATTCCTGACCTGC
ATTCTAAATAA

MLTRIVYKNRSKGTCGIP
DLHSK*

MLTRIVYKNRSKGT
CGIPDLHSK*

AAGGCAGTGG GTGTTCGCAA 0 P 0 0 0 0 0

5420 2758 ao AN8757.1 62.m03452 AO070321000005 0 -155 -141 ATGCGGCATTCCTGA ATGCGGCATTCCTGA MRHS* MRHS* CAAAAGGCAC CCTGCATTCT 0 P 0 0 0 0 0
5425 2759 af AN0142.1 71.m15425 AO070321000107 0 -209 -174 ATGGAGAGGTACCACAAAAAATGGTGGAGGAAATGA ATGGAGAGGTACCACAAAAAATGGTGGAGGAAATG

A
MERYHKKWWRK* MERYHKKWWRK* GTACACTGGG AGTGTTGCGG 0 J 0 0 0 0 0

5426 2759 af AN0142.1 71.m15425 AO070321000107 0 -189 -55 ATGGTGGAGGAAATGAAGTGTTGCGGAAAGGGCGGACGC
GGATTGGCTGGAGGCTCTCCGCTGAGAATTTCACCATCCC
GTCGATTGTTCCCTTCTGCCATCTCTCACTTACTCCATCAC
GCGGCCCATCTATAG

ATGGTGGAGGAAATGAAGTGTTGCGGAAAGGGCG
GACGCGGATTGGCTGGAGGCTCTCCGCTGAGAAT
TTCACCATCCCGTCGATTGTTCCCTTCTGCCATCTC
TCACTTACTCCATCACGCGGCCCATCTATAG

MVEEMKCCGKGGRGLA
GGSPLRISPSRRLFPSAIS
HLLHHAAHL*

MVEEMKCCGKGGR
GLAGGSPLRISPSR
RLFPSAISHLLHHAA
HL*

ACCACAAAAA CGCCAATTCC 0 J 0 0 0 0 0

5427 2759 af AN0142.1 71.m15425 AO070321000107 0 -177 -55 ATGAAGTGTTGCGGAAAGGGCGGACGCGGATTGGCTGGA
GGCTCTCCGCTGAGAATTTCACCATCCCGTCGATTGTTCC
CTTCTGCCATCTCTCACTTACTCCATCACGCGGCCCATCT
ATAG

ATGAAGTGTTGCGGAAAGGGCGGACGCGGATTGG
CTGGAGGCTCTCCGCTGAGAATTTCACCATCCCGT
CGATTGTTCCCTTCTGCCATCTCTCACTTACTCCAT
CACGCGGCCCATCTATAG

MKCCGKGGRGLAGGSP
LRISPSRRLFPSAISHLLH
HAAHL*

MKCCGKGGRGLAG
GSPLRISPSRRLFPS
AISHLLHHAAHL*

GGTGGAGGAA CGCCAATTCC 0 J 0 0 0 0 0

5421 2759 an AN0142.1 71.m15425 AO070321000107 0 -249 -142 ATGGAGAAGAAAAGCAGCATCAAAAATGAAGAAGAGGAAG
TCGAGAATGGGCGGAAATCCATCCCAAGCAAAAAAGGAC
GAGCTTTGATTGGCCAGCTTGGATGCTGA

ATGGAGAAGAAAAGCAGCATCAAAAATGAAGAAG
AGGAAGTCGAGAATGGGCGGAAATCCATCCCAA
GCAAAAAAGGACGAGCTTTGATTGGCCAGCTTG
GATGCTGA

MEKKSSIKNEEEEVENGR
KSIPSKKGRALIGQLGC*

MEKKSSIKNEEEEVENG
RKSIPSKKGRALIGQLG
C*

TTCCTAAATT GCTGAGATTT 0 J 0 0 0 0 0

5422 2759 an AN0142.1 71.m15425 AO070321000107 0 -224 -162 ATGAAGAAGAGGAAGTCGAGAATGGGCGGAAATCCATCC
CAAGCAAAAAAGGACGAGCTTTGA

ATGAAGAAGAGGAAGTCGAGAATGGGCGGAAAT
CCATCCCAAGCAAAAAAGGACGAGCTTTGA

MKKRKSRMGGNPSQAK
KDEL*

MKKRKSRMGGNPSQAK
KDEL*

AGCATCAAAA TTGGCCAGCT 0 J 0 0 0 0 0

5423 2759 an AN0142.1 71.m15425 AO070321000107 0 -203 -162 ATGGGCGGAAATCCATCCCAAGCAAAAAAGGACGAGCTTT
GA

ATGGGCGGAAATCCATCCCAAGCAAAAAAGGAC
GAGCTTTGA

MGGNPSQAKKDEL* MGGNPSQAKKDEL* GAAGTCGAGA TTGGCCAGCT 0 J 0 0 0 0 0

5424 2759 an AN0142.1 71.m15425 AO070321000107 0 -148 -137 ATGCTGAGCTGA ATGCTGAGCTGA MLS* MLS* GCCAGCTTGG GATTTTCTCT 0 J 0 0 0 0 0
5428 2759 ao AN0142.1 71.m15425 AO070321000107 0 -206 -138 ATGAGTGACCAAAAAAAGGTGGGCGGCAATTGGTCGAAC

CGCTCCGCTGAGAATTTCGCCGGCTTTTAG
ATGAGTGACCAAAAAAAGGTGGGCGGCAAT
TGGTCGAACCGCTCCGCTGAGAATTTCGCC
GGCTTTTAG

MSDQKKVGGNWSNRSA
ENFAGF*

MSDQKKVGGNWSN
RSAENFAGF*

GAGGGACAAG TCCTTCAGTT 0 J 0 0 0 0 0

5431 2760 af AN8004.1 53.m04146 AO070322000036 0 -194 -150 ATGCAGGGTGAGCTCAGCTGGAGATGTGTTACACAAATCA
GGTAG

ATGCAGGGTGAGCTCAGCTGGAGATGTGTTACACA
AATCAGGTAG

MQGELSWRCVTQIR* MQGELSWRCVTQI
R*

TGATACAGCT CAGGTGCAAA 0 Q 0 0 0 0 0

5432 2760 af AN8004.1 53.m04146 AO070322000036 0 -171 -28 ATGTGTTACACAAATCAGGTAGCAGGTGCAAAGGAACCTG
CCGTCATGAACCTTCTGGGGAAGTCCATTGGATTTAAGTC
GCAGTATTCCCCTCCCGCGCGGTCAGTATGTATCCTTTCA
GCTTTGTTTGGGAATTGTTTCTGA

ATGTGTTACACAAATCAGGTAGCAGGTGCAAAGGA
ACCTGCCGTCATGAACCTTCTGGGGAAGTCCATTG
GATTTAAGTCGCAGTATTCCCCTCCCGCGCGGTCA
GTATGTATCCTTTCAGCTTTGTTTGGGAATTGTTTC
TGA

MCYTNQVAGAKEPAVMN
LLGKSIGFKSQYSPPARS
VCILSALFGNCF*

MCYTNQVAGAKEP
AVMNLLGKSIGFKS
QYSPPARSVCILSAL
FGNCF*

TCAGCTGGAG TTGAGTGGTG 0 Q 0 0 0 0 0

5433 2760 af AN8004.1 53.m04146 AO070322000036 0 -126 -28 ATGAACCTTCTGGGGAAGTCCATTGGATTTAAGTCGCAGT
ATTCCCCTCCCGCGCGGTCAGTATGTATCCTTTCAGCTTT
GTTTGGGAATTGTTTCTGA

ATGAACCTTCTGGGGAAGTCCATTGGATTTAAGTC
GCAGTATTCCCCTCCCGCGCGGTCAGTATGTATCC
TTTCAGCTTTGTTTGGGAATTGTTTCTGA

MNLLGKSIGFKSQYSPPA
RSVCILSALFGNCF*

MNLLGKSIGFKSQY
SPPARSVCILSALFG
NCF*

ACCTGCCGTC TTGAGTGGTG 0 Q 0 0 0 0 0

5429 2760 an AN8004.1 53.m04146 AO070322000036 0 -177 -112 ATGGCTGATTATTCCAGCTCTGCAGATTCATCGTCGTGGC
ACGGCTGGCTGGTTAAAAGCTGCTGA

ATGGCTGATTATTCCAGCTCTGCAGATTCATCGT
CGTGGCACGGCTGGCTGGTTAAAAGCTGCTGA

MADYSSSADSSSWHGW
LVKSC*

MADYSSSADSSSWHG
WLVKSC*

GGGCGAATCA GCTTCCCCGT 0 Q 0 0 0 0 0

5430 2760 an AN8004.1 53.m04146 AO070322000036 0 -99 -37 ATGGTACCGAGATCTGGAGTCTACTTTTCCACGGTTCACT
TATCTATTCATCCATACGCTTAA

ATGGTACCGAGATCTGGAGTCTACTTTTCCACGG
TTCACTTATCTATTCATCCATACGCTTAA

MVPRSGVYFSTVHLSIHP
YA*

MVPRSGVYFSTVHLSIH
PYA*

TTCCCCGTTG TATCTAATTA 0 Q 0 0 0 0 0

5434 2760 ao AN8004.1 53.m04146 AO070322000036 0 -162 -85 ATGGCTGGCGCCAGTGGTTGCACGGGCAAGAACGGGGA
CGAATGTGTAGGATGGGGCAGGAGAGCACCTGGCGGATA
G

ATGGCTGGCGCCAGTGGTTGCACGGGCAA
GAACGGGGACGAATGTGTAGGATGGGGCA
GGAGAGCACCTGGCGGATAG

MAGASGCTGKNGDECV
GWGRRAPGG*

MAGASGCTGKNGD
ECVGWGRRAPGG*

TTCACAAATC GAAATTTAAA 0 Q 0 0 0 0 0

5435 2760 ao AN8004.1 53.m04146 AO070322000036 0 -121 -53 ATGTGTAGGATGGGGCAGGAGAGCACCTGGCGGATAGG
AAATTTAAATTGCCTGCCCACTGGCACCTGA

ATGTGTAGGATGGGGCAGGAGAGCACCTG
GCGGATAGGAAATTTAAATTGCCTGCCCACT
GGCACCTGA

MCRMGQESTWRIGNLN
CLPTGT*

MCRMGQESTWRIG
NLNCLPTGT*

ACGGGGACGA ACCTCCTCCC 0 Q 0 0 0 0 0

5436 2760 ao AN8004.1 53.m04146 AO070322000036 0 -112 -53 ATGGGGCAGGAGAGCACCTGGCGGATAGGAAATTTAAAT
TGCCTGCCCACTGGCACCTGA

ATGGGGCAGGAGAGCACCTGGCGGATAGG
AAATTTAAATTGCCTGCCCACTGGCACCTGA

MGQESTWRIGNLNCLPT
GT*

MGQESTWRIGNLN
CLPTGT*

AATGTGTAGG ACCTCCTCCC 0 Q 0 0 0 0 0

5437 2761 an AN8056.1 53.m03887 AO070322000144 0 -208 -167 ATGCTCCGCCCCGTGACTCTCAGCAACGGTTATAACGAGT
AG

ATGCTCCGCCCCGTGACTCTCAGCAACGGTTATA
ACGAGTAG

MLRPVTLSNGYNE* MLRPVTLSNGYNE* GTGTTTGTTT TGGCAGCAGC 0 BD 0 MG08841.1 0 0 0

5446 2762 af AN1735.1 69.m15034 AO070324000065 0 -223 -203 ATGACGTCTCCTCCGCCGTGA ATGACGTCTCCTCCGCCGTGA MTSPPP* MTSPPP* AAAGGCACCG TGTAATTCCA 0 F 0 0 0 0 0
5447 2762 af AN1735.1 69.m15034 AO070324000065 0 -171 -115 ATGCGCTGTCCGATTGCCACTGGATGTTCGTTCAATAAGA

GATCCTGGTCCATGTAA
ATGCGCTGTCCGATTGCCACTGGATGTTCGTTCAA
TAAGAGATCCTGGTCCATGTAA

MRCPIATGCSFNKRSWS
M*

MRCPIATGCSFNKR
SWSM*

TTCAAGCCGG AGTAGTCAAT 0 F 0 0 0 0 0

5448 2762 af AN1735.1 69.m15034 AO070324000065 0 -148 -134 ATGTTCGTTCAATAA ATGTTCGTTCAATAA MFVQ* MFVQ* TTGCCACTGG GAGATCCTGG 0 F 0 0 0 0 0
5444 2762 an AN1735.1 69.m15034 AO070324000065 0 -105 -28 ATGCTTGTGATGCTATTTATCTTCCAACCATCTGCGTACAC

CTTCATTCCAAGCTATATCCTCTCCAAACAAAAATAG
ATGCTTGTGATGCTATTTATCTTCCAACCATCTGC
GTACACCTTCATTCCAAGCTATATCCTCTCCAAAC
AAAAATAG

MLVMLFIFQPSAYTFIPSY
ILSKQK*

MLVMLFIFQPSAYTFIPS
YILSKQK*

ATGTAAGATA CGATTCACAA 0 F 0 0 0 0 0

5445 2762 an AN1735.1 69.m15034 AO070324000065 0 -96 -28 ATGCTATTTATCTTCCAACCATCTGCGTACACCTTCATTCC
AAGCTATATCCTCTCCAAACAAAAATAG

ATGCTATTTATCTTCCAACCATCTGCGTACACCTT
CATTCCAAGCTATATCCTCTCCAAACAAAAATAG

MLFIFQPSAYTFIPSYILSK
QK*

MLFIFQPSAYTFIPSYILS
KQK*

AATGCTTGTG CGATTCACAA 0 F 0 0 0 0 0

5449 2762 ao AN1735.1 69.m15034 AO070324000065 0 -81 -61 ATGCGCGGAATTCAGCGATGA ATGCGCGGAATTCAGCGATGA MRGIQR* MRGIQR* CTATTCAAGT TCTTCAACAC 0 F 0 0 0 0 0
5452 2764 af AN7751.1 71.m15782 AO070325000182 0 -210 -157 ATGCAAACTTTCCGCTGGAGCTCAGCAAAAAGTCCACCGA

AATTGCCCTGTTGA
ATGCAAACTTTCCGCTGGAGCTCAGCAAAAAGTCC
ACCGAAATTGCCCTGTTGA

MQTFRWSSAKSPPKLPC
*

MQTFRWSSAKSPP
KLPC*

GTGCACCGCC ATATTCCAAC 0 I 0 0 0 0 0

5451 2764 an AN7751.1 71.m15782 AO070325000182 0 -63 -49 ATGAGCAATTGGTGA ATGAGCAATTGGTGA MSNW* MSNW* TTTATCCTGC TATTCCAACA 0 I 0 0 0 0 0
5454 2764 ao AN7751.1 71.m15782 AO070325000182 0 -232 -83 ATGGGACCACAAGCAGTACGGCGGCCGGAAGAAACCAAT

GTTACTCCGTACTTGCAAACTTTCCGCCGAAAATCATCTAT
CTCAAAACTCCGACCGTCAATTGCGATAGTTCCCCAGCTT
GCTCTCTTGGCTTGCACTACTCAGAATTAA

ATGGGACCACAAGCAGTACGGCGGCCGGA
AGAAACCAATGTTACTCCGTACTTGCAAACT
TTCCGCCGAAAATCATCTATCTCAAAACTCC
GACCGTCAATTGCGATAGTTCCCCAGCTTG
CTCTCTTGGCTTGCACTACTCAGAATTAA

MGPQAVRRPEETNVTPY
LQTFRRKSSISKLRPSIAIV
PQLALLACTTQN*

MGPQAVRRPEETN
VTPYLQTFRRKSSIS
KLRPSIAIVPQLALLA
CTTQN*

AAAGGAACGA ACGTCAATCT 0 I 0 0 0 0 0

5455 2764 ao AN7751.1 71.m15782 AO070325000182 0 -195 -124 ATGTTACTCCGTACTTGCAAACTTTCCGCCGAAAATCATCT
ATCTCAAAACTCCGACCGTCAATTGCGATAG

ATGTTACTCCGTACTTGCAAACTTTCCGCCG
AAAATCATCTATCTCAAAACTCCGACCGTCA
ATTGCGATAG

MLLRTCKLSAENHLSQN
SDRQLR*

MLLRTCKLSAENHL
SQNSDRQLR*

GAAGAAACCA TTCCCCAGCT 0 I 0 0 0 0 0

5459 2765 af AN6570.1 62.m03157 AO070326000013 0 -93 -79 ATGCTGGCATCCTAA ATGCTGGCATCCTAA MLAS* MLAS* TGGCGCGCTG CATACAGTAG 0 G 0 0 0 0 0
5457 2765 an AN6570.1 62.m03157 AO070326000013 0 -266 -132 ATGTGTACCCTGCTTATACATGATAGACTATTTATTTCCTTC

TCTCCCCGCATTCCCTCCCTTGACTCACCGAGCAACCTCC
GTCCGCTCACGTTGATCCTTTGGCCTTGTGCCCCTCCGAG
GTCGACGGCTTAA

ATGTGTACCCTGCTTATACATGATAGACTATTTAT
TTCCTTCTCTCCCCGCATTCCCTCCCTTGACTCA
CCGAGCAACCTCCGTCCGCTCACGTTGATCCTTT
GGCCTTGTGCCCCTCCGAGGTCGACGGCTTAA

MCTLLIHDRLFISFSPRIP
SLDSPSNLRPLTLILWPC
APPRSTA*

MCTLLIHDRLFISFSPRIP
SLDSPSNLRPLTLILWPC
APPRSTA*

CTCTTACCCT TACGGATGTC 0 G 0 0 0 0 0

5458 2765 an AN6570.1 62.m03157 AO070326000013 0 -247 -170 ATGATAGACTATTTATTTCCTTCTCTCCCCGCATTCCCTCC
CTTGACTCACCGAGCAACCTCCGTCCGCTCACGTTGA

ATGATAGACTATTTATTTCCTTCTCTCCCCGCATT
CCCTCCCTTGACTCACCGAGCAACCTCCGTCCG
CTCACGTTGA

MIDYLFPSLPAFPPLTHR
ATSVRSR*

MIDYLFPSLPAFPPLTHR
ATSVRSR*

CTGCTTATAC TCCTTTGGCC 0 G 0 0 0 0 0

5465 2767 an AN4834.1 59.m09144 AO070327000147 0 -184 -47 ATGAGCGTTGCGCGATCGGTGTCTTCCTCGTCGACCCTCT
CCCCGTCGCTGGACCTGTCGCTCGACCTGTCGCATATAG
CGGGTTCCTTCTTCATTGCCGGTCGATTCCAACCCCGCCT
AATAACACCTTGCGGATAA

ATGAGCGTTGCGCGATCGGTGTCTTCCTCGTCG
ACCCTCTCCCCGTCGCTGGACCTGTCGCTCGAC
CTGTCGCATATAGCGGGTTCCTTCTTCATTGCCG
GTCGATTCCAACCCCGCCTAATAACACCTTGCGG
ATAA

MSVARSVSSSSTLSPSLD
LSLDLSHIAGSFFIAGRFQ
PRLITPCG*

MSVARSVSSSSTLSPSL
DLSLDLSHIAGSFFIAGR
FQPRLITPCG*

GGACGAGCCG GTGCGCTGCA 0  0 0 0 0 0

5467 2768 an AN3634.1 58.m07467 AO070328000078 0 -194 -183 ATGGCGGTGTGA ATGGCGGTGTGA MAV* MAV* CGTATTTGCT TTTTGCCGTG 0 E FG00598.1 MG05168.1 NCU04411.1 0 0

5468 2768 an AN3634.1 58.m07467 AO070328000078 0 -135 -49 ATGTGTCACAGGGCGATCGTCAATTATTGGAACAAAGCAC
TTATAAAGCCGCGCAGCCGGCAGTTGAAGGCTCACTGTTT
CGAATAA

ATGTGTCACAGGGCGATCGTCAATTATTGGAACA
AAGCACTTATAAAGCCGCGCAGCCGGCAGTTGA
AGGCTCACTGTTTCGAATAA

MCHRAIVNYWNKALIKPR
SRQLKAHCFE*

MCHRAIVNYWNKALIKP
RSRQLKAHCFE*

CGAGAGTAGT CTGTTCGCCA 0 E FG00598.1 MG05168.1 NCU04411.1 0 0

5473 2770 af AN3224.1 67.m02932 AO070330000074 0 -166 -149 ATGAGCATACAACCATAG ATGAGCATACAACCATAG MSIQP* MSIQP* TATCATCAGC TCGACTGACT 0  0 0 0 0 0
5474 2770 af AN3224.1 67.m02932 AO070330000074 0 -119 -27 ATGTCTGAGCTCTGGCTGTCACGTGCCTCGGCGTCACTTC

CATCTTCATTTCCAGCCTTGAGAAATCTTTCAGCGCTGCTC
ACAAGTCGTTGA

ATGTCTGAGCTCTGGCTGTCACGTGCCTCGGCGT
CACTTCCATCTTCATTTCCAGCCTTGAGAAATCTTT
CAGCGCTGCTCACAAGTCGTTGA

MSELWLSRASASLPSSF
PALRNLSALLTSR*

MSELWLSRASASLP
SSFPALRNLSALLTS
R*

GAATTTGGCG CGCAGGGCGC 0  0 0 0 0 0

5472 2770 an AN3224.1 67.m02932 AO070330000074 0 -184 -173 ATGAGGTCGTAA ATGAGGTCGTAA MRS* MRS* TAATGGAATA CCACCCTTTA 0  0 0 0 0 0
5475 2770 ao AN3224.1 67.m02932 AO070330000074 0 -208 -191 ATGTTCCGATTGTTTTAA ATGTTCCGATTGTTTTAA MFRLF* MFRLF* GTTAAACAAG AAAAGTATAC 0  0 0 0 0 0
5476 2770 ao AN3224.1 67.m02932 AO070330000074 0 -175 -158 ATGAAATTGCTGTTTTAA ATGAAATTGCTGTTTTAA MKLLF* MKLLF* TATACCACCA GGGCTACACA 0  0 0 0 0 0
5478 2774 af AN3498.1 58.m07225 AO070333000036 0 -241 -131 ATGGAGTACGTTGGGACACGGTGTCGCCCGAAACTGCTC

CAAAACGCCCAATTTGGTTTTCTGGATCGGTTTGGGATGG
AGTGCAGGATTAGGGCTGAGACTATTATTTAA

ATGGAGTACGTTGGGACACGGTGTCGCCCGAAAC
TGCTCCAAAACGCCCAATTTGGTTTTCTGGATCGG
TTTGGGATGGAGTGCAGGATTAGGGCTGAGACTAT
TATTTAA

MEYVGTRCRPKLLQNAQ
FGFLDRFGMECRIRAETII
*

MEYVGTRCRPKLLQ
NAQFGFLDRFGME
CRIRAETII*

GCGCGGACAG ATCGATCTCT 0 R 0 0 0 0 0

5479 2774 af AN3498.1 58.m07225 AO070333000036 0 -166 -131 ATGGAGTGCAGGATTAGGGCTGAGACTATTATTTAA ATGGAGTGCAGGATTAGGGCTGAGACTATTATTTA
A

MECRIRAETII* MECRIRAETII* TCGGTTTGGG ATCGATCTCT 0 R 0 0 0 0 0

5477 2774 an AN3498.1 58.m07225 AO070333000036 0 -182 -102 ATGCGGAACAGAATCCTCAGTTTCTGCACCACACTTCTGG
AGTTCGGGCGTTTCTGTGGAGGCGGAGCACTTATGGGCT
AG

ATGCGGAACAGAATCCTCAGTTTCTGCACCACAC
TTCTGGAGTTCGGGCGTTTCTGTGGAGGCGGAG
CACTTATGGGCTAG

MRNRILSFCTTLLEFGRF
CGGGALMG*

MRNRILSFCTTLLEFGR
FCGGGALMG*

TGCTCCACCA TAATTGCCTC 0 R 0 0 0 0 0

5481 2774 ao AN3498.1 58.m07225 AO070333000036 0 -146 -117 ATGCAATCTCAAAATTCATTCATATTATAG ATGCAATCTCAAAATTCATTCATATTATAG MQSQNSFIL* MQSQNSFIL* TAATTCAGGA GCCACGGTAT 0 R 0 0 0 0 0

5485 2775 af AN0295.1 54.m06466 AO070334000046 0 -245 -210 ATGTGGCTGCAGTGTAACACACTGGTAACACCGTGA ATGTGGCTGCAGTGTAACACACTGGTAACACCGTG
A

MWLQCNTLVTP* MWLQCNTLVTP* CTGGCTTGCA CGGGCGATGA 0 YU FG01216.1 0 0 0 0

5486 2775 af AN0295.1 54.m06466 AO070334000046 0 -203 -162 ATGACGATAGAGCTCCGTTGCCTTTTGCCCGCCTTTGGAT
AA

ATGACGATAGAGCTCCGTTGCCTTTTGCCCGCCTT
TGGATAA

MTIELRCLLPAFG* MTIELRCLLPAFG* GTGACGGGCG GCACCTCCAC 0 YU FG01216.1 0 0 0 0

5482 2775 an AN0295.1 54.m06466 AO070334000046 0 -173 -150 ATGAACTGTGCTGACTTGACTTAG ATGAACTGTGCTGACTTGACTTAG MNCADLT* MNCADLT* CCATTACGAC TTTCCACCAT 0 YU FG01216.1 0 0 0 0
5483 2775 an AN0295.1 54.m06466 AO070334000046 0 -118 -68 ATGTCCTCTACTTCTCAGAAATTACTCAATCTATGGAATGA

GCATAAGTGA
ATGTCCTCTACTTCTCAGAAATTACTCAATCTATG
GAATGAGCATAAGTGA

MSSTSQKLLNLWNEHK* MSSTSQKLLNLWNEHK* TTTCCTGCAT GATAGACATA 0 YU FG01216.1 0 0 0 0
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5484 2775 an AN0295.1 54.m06466 AO070334000046 0 -81 -43 ATGAGCATAAGTGAGATAGACATAATTCTCATCCTCTAA ATGAGCATAAGTGAGATAGACATAATTCTCATCCT
CTAA

MSISEIDIILIL* MSISEIDIILIL* AATCTATGGA ACACCTCTAC 0 YU FG01216.1 0 0 0 0

5487 2775 ao AN0295.1 54.m06466 AO070334000046 0 -213 -100 ATGACGATAGAGCTCTTCCGCCTTCTCGTCTTCTCCAGCT
TGAGCTCTCACTCTCACTCGTGTCTCCAAACCCGCCACTG
CCTCACTATACCTTATGCTTTCCCACCGTCATGA

ATGACGATAGAGCTCTTCCGCCTTCTCGTCT
TCTCCAGCTTGAGCTCTCACTCTCACTCGTG
TCTCCAAACCCGCCACTGCCTCACTATACCT
TATGCTTTCCCACCGTCATGA

MTIELFRLLVFSSLSSHSH
SCLQTRHCLTIPYAFPPS*

MTIELFRLLVFSSLS
SHSHSCLQTRHCLT
IPYAFPPS*

ACCGGCGGCG TTCCATGAAC 0 YU FG01216.1 0 0 0 0

5488 2775 ao AN0295.1 54.m06466 AO070334000046 0 -119 -81 ATGCTTTCCCACCGTCATGATTCCATGAACGCAATCTAG ATGCTTTCCCACCGTCATGATTCCATGAACG
CAATCTAG

MLSHRHDSMNAI* MLSHRHDSMNAI* ACTATACCTT TTTTCCGTAT 0 YU FG01216.1 0 0 0 0

5489 2775 ao AN0295.1 54.m06466 AO070334000046 0 -103 -92 ATGATTCCATGA ATGATTCCATGA MIP* MIP* TCCCACCGTC ACGCAATCTA 0 YU FG01216.1 0 0 0 0
5490 2775 ao AN0295.1 54.m06466 AO070334000046 0 -95 -81 ATGAACGCAATCTAG ATGAACGCAATCTAG MNAI* MNAI* TCATGATTCC TTTTCCGTAT 0 YU FG01216.1 0 0 0 0
5494 2776 af AN0294.1 54.m06492 AO070334000047 0 -227 -198 ATGAACCACTGTCTGCTGCGTTCGCCATGA ATGAACCACTGTCTGCTGCGTTCGCCATGA MNHCLLRSP* MNHCLLRSP* GCTCGACCTA CGTCAATTTC 0 R 0 0 0 0 0
5495 2776 af AN0294.1 54.m06492 AO070334000047 0 -201 -148 ATGACGTCAATTTCACCTGGCTTAGTATCAGTAGCAGGTA

CCCCTCTATTGTAA
ATGACGTCAATTTCACCTGGCTTAGTATCAGTAGCA
GGTACCCCTCTATTGTAA

MTSISPGLVSVAGTPLL* MTSISPGLVSVAGT
PLL*

TGCGTTCGCC TTATATATTG 0 R 0 0 0 0 0

5491 2776 an AN0294.1 54.m06492 AO070334000047 0 -202 -143 ATGAATTCAATGCAGGCCTGTCCAACAGCAACAATCAGCT
TAGTCAAGCACAGCAACTAG

ATGAATTCAATGCAGGCCTGTCCAACAGCAACAA
TCAGCTTAGTCAAGCACAGCAACTAG

MNSMQACPTATISLVKHS
N*

MNSMQACPTATISLVKH
SN*

GTCACAAACA TTATCAACAT 0 R 0 0 0 0 0

5492 2776 an AN0294.1 54.m06492 AO070334000047 0 -193 -143 ATGCAGGCCTGTCCAACAGCAACAATCAGCTTAGTCAAGC
ACAGCAACTAG

ATGCAGGCCTGTCCAACAGCAACAATCAGCTTAG
TCAAGCACAGCAACTAG

MQACPTATISLVKHSN* MQACPTATISLVKHSN* AATGAATTCA TTATCAACAT 0 R 0 0 0 0 0

5493 2776 an AN0294.1 54.m06492 AO070334000047 0 -134 -69 ATGGTGGGTGGTGCATGCAATGACGTCAGCACCGTCATAT
CAATATCCGCCACGGGCAGTTTATAA

ATGGTGGGTGGTGCATGCAATGACGTCAGCACC
GTCATATCAATATCCGCCACGGGCAGTTTATAA

MVGGACNDVSTVISISAT
GSL*

MVGGACNDVSTVISISA
TGSL*

AGTTATCAAC CGTGTCTTTC 0 R 0 0 0 0 0

5496 2776 ao AN0294.1 54.m06492 AO070334000047 0 -180 -166 ATGTCCTACCCATGA ATGTCCTACCCATGA MSYP* MSYP* CTGGAGGCGC CGTCACCTCA 0 R 0 0 0 0 0
5497 2776 ao AN0294.1 54.m06492 AO070334000047 0 -169 -149 ATGACGTCACCTCAGCTCTGA ATGACGTCACCTCAGCTCTGA MTSPQL* MTSPQL* TGTCCTACCC GGAATCTCGG 0 R 0 0 0 0 0
5502 2777 af AN8412.1 56.m02506 AO070336000018 0 -226 -152 ATGCCACCAATCGTATCGGGTGTCGGAAGGCCGAAGATT

GGGGAGAACGCTGAGAGTAAGGCTCCTGAGGTCTAG
ATGCCACCAATCGTATCGGGTGTCGGAAGGCCGA
AGATTGGGGAGAACGCTGAGAGTAAGGCTCCTGA
GGTCTAG

MPPIVSGVGRPKIGENAE
SKAPEV*

MPPIVSGVGRPKIG
ENAESKAPEV*

GGTGGTTGTG GGGATTTGAC 0 Q 0 0 0 0 0

5503 2777 af AN8412.1 56.m02506 AO070336000018 0 -124 -50 ATGCAGCCTATTCCAATCTCTGTGTGTAGCTCAAGGTCTA
GAACAATAACAAAACACGTTCCATGCCCGACCTGA

ATGCAGCCTATTCCAATCTCTGTGTGTAGCTCAAG
GTCTAGAACAATAACAAAACACGTTCCATGCCCGA
CCTGA

MQPIPISVCSSRSRTITKH
VPCPT*

MQPIPISVCSSRSRT
ITKHVPCPT*

AAGGGTGAAT CACACATCTC 0 Q 0 0 0 0 0

5504 2777 af AN8412.1 56.m02506 AO070336000018 0 -62 -27 ATGCCCGACCTGACACACATCTCCCCTGTTCAGTGA ATGCCCGACCTGACACACATCTCCCCTGTTCAGTG
A

MPDLTHISPVQ* MPDLTHISPVQ* AACACGTTCC TACGATTCCA 0 Q 0 0 0 0 0

5498 2777 an AN8412.1 56.m02506 AO070336000018 0 -184 -152 ATGACCTATGTATACCTTGGTGATGCAGTATAG ATGACCTATGTATACCTTGGTGATGCAGTATAG MTYVYLGDAV* MTYVYLGDAV* TGCGTTGCGG GTACCAGCTG 0 Q 0 0 0 0 0

5499 2777 an AN8412.1 56.m02506 AO070336000018 0 -177 -133 ATGTATACCTTGGTGATGCAGTATAGGTACCAGCTGGATG
TATAA

ATGTATACCTTGGTGATGCAGTATAGGTACCAGC
TGGATGTATAA

MYTLVMQYRYQLDV* MYTLVMQYRYQLDV* CGGATGACCT CCTTTCAAGA 0 Q 0 0 0 0 0

5500 2777 an AN8412.1 56.m02506 AO070336000018 0 -162 -133 ATGCAGTATAGGTACCAGCTGGATGTATAA ATGCAGTATAGGTACCAGCTGGATGTATAA MQYRYQLDV* MQYRYQLDV* TACCTTGGTG CCTTTCAAGA 0 Q 0 0 0 0 0
5501 2777 an AN8412.1 56.m02506 AO070336000018 0 -140 -21 ATGTATAACCTTTCAAGAAACATTCTACCACCAGGCGGCTA

CGAGGCAGTCGAAGCGACTGCCATCGAAACCCCAGTTTT
ACTTGATACTTGCCGCCCTCTTCTTCGTTACTGTGCATAA

ATGTATAACCTTTCAAGAAACATTCTACCACCAGG
CGGCTACGAGGCAGTCGAAGCGACTGCCATCGA
AACCCCAGTTTTACTTGATACTTGCCGCCCTCTT
CTTCGTTACTGTGCATAA

MYNLSRNILPPGGYEAVE
ATAIETPVLLDTCRPLLRY
CA*

MYNLSRNILPPGGYEAV
EATAIETPVLLDTCRPLL
RYCA*

TACCAGCTGG ACATACATTA 0 Q 0 0 0 0 0

5505 2777 ao AN8412.1 56.m02506 AO070336000018 0 -168 -154 ATGTATTTGTGGTGA ATGTATTTGTGGTGA MYLW* MYLW* TCAGGCCTCT CACTTTCCTG 0 Q 0 0 0 0 0
5507 2780 an AN5216.1 69.m14914 AO070337000263 0 -165 -145 ATGGTGCCGAATCAGGTATAA ATGGTGCCGAATCAGGTATAA MVPNQV* MVPNQV* GCTTATCGCT TTTTCACGTG 0 L 0 0 0 0 0
5508 2780 an AN5216.1 69.m14914 AO070337000263 0 -126 -70 ATGCTCGTGCCTAGTGGCGACGCGGAGAGTCGTGCCTCA

ATAGATGATCTCATCTGA
ATGCTCGTGCCTAGTGGCGACGCGGAGAGTCGT
GCCTCAATAGATGATCTCATCTGA

MLVPSGDAESRASIDDLI* MLVPSGDAESRASIDDLI
*

TGATCTCGTG GCAGCCGTGT 0 L 0 0 0 0 0

5511 2780 ao AN5216.1 69.m14914 AO070337000263 0 -249 -235 ATGAGGCATAATTGA ATGAGGCATAATTGA MRHN* MRHN* AAATATCCAG GCACGTGATA 0 L 0 0 0 0 0
5512 2780 ao AN5216.1 69.m14914 AO070337000263 0 -87 -22 ATGGTCTGGCCTATAAGTCTGTCACAAGGTCATGTCGTCG

AGAGTACTACTATGACGCAACCTTAG
ATGGTCTGGCCTATAAGTCTGTCACAAGGT
CATGTCGTCGAGAGTACTACTATGACGCAA
CCTTAG

MVWPISLSQGHVVESTT
MTQP*

MVWPISLSQGHVVE
STTMTQP*

TATACTGCTC ATCCGCCATT 0 L 0 0 0 0 0

5517 2782 af AN2872.1 59.m08720 AO070338000142 0 -127 -113 ATGTGTGTTGCCTGA ATGTGTGTTGCCTGA MCVA* MCVA* CGCTCAGGTG GGCTTGGGTT 0  0 0 0 0 0
5515 2782 an AN2872.1 59.m08720 AO070338000142 0 -102 -25 ATGTCGAGATCACAACGGTCATCGTACGATCACAGCATTG

GCTTGAAAATCCCCAATGCCAATCACCGACACCTCTGA
ATGTCGAGATCACAACGGTCATCGTACGATCACA
GCATTGGCTTGAAAATCCCCAATGCCAATCACCG
ACACCTCTGA

MSRSQRSSYDHSIGLKIP
NANHRHL*

MSRSQRSSYDHSIGLKI
PNANHRHL*

TCAGTGTCCG AATTTGACAG 0  0 0 0 0 0

5518 2784 an AN1543.1 55.m03061 AO070339000311 0 -208 -161 ATGCCGGTCGGACTCAGCAGGCCGTACCGTGTGGCAGAC
CGTCAGTGA

ATGCCGGTCGGACTCAGCAGGCCGTACCGTGTG
GCAGACCGTCAGTGA

MPVGLSRPYRVADRQ* MPVGLSRPYRVADRQ* AACTCTGTAC GCCTCGGCCG 0 C 0 0 0 YJR051W 0

5519 2784 an AN1543.1 55.m03061 AO070339000311 0 -123 -76 ATGAACGAGTCCTGCCTTTTAAGACCGTCTACTTTCCCTCC
GCCCTGA

ATGAACGAGTCCTGCCTTTTAAGACCGTCTACTT
TCCCTCCGCCCTGA

MNESCLLRPSTFPPP* MNESCLLRPSTFPPP* CCGTCGGCTT ATTCTTCCTC 0 C 0 0 0 YJR051W 0

5520 2784 ao AN1543.1 55.m03061 AO070339000311 0 -246 -163 ATGGATAGCGAAACGGTACCAGTACGGTACAGGGACATT
CTCTCGAGCGATGAGCCTCGGCCGAAAAGCATTGTCGGC
TTCTGA

ATGGATAGCGAAACGGTACCAGTACGGTAC
AGGGACATTCTCTCGAGCGATGAGCCTCGG
CCGAAAAGCATTGTCGGCTTCTGA

MDSETVPVRYRDILSSDE
PRPKSIVGF*

MDSETVPVRYRDIL
SSDEPRPKSIVGF*

GAAGTGGTCC ACCTTACCCA 0 C 0 0 0 YJR051W 0

5523 2787 af AN5757.1 69.m14854 AO070341000016 0 -257 -237 ATGAATGGTCCGGCTTGGTGA ATGAATGGTCCGGCTTGGTGA MNGPAW* MNGPAW* GAACTCGTTC AGGAACAAAA 0 T 0 0 NCU04005.1 0 0

5524 2787 af AN5757.1 69.m14854 AO070341000016 0 -253 -188 ATGGTCCGGCTTGGTGAAGGAACAAAACCTGTTCTTATTC
CTACGTGGCTCGACGAACATCTGTAA

ATGGTCCGGCTTGGTGAAGGAACAAAACCTGTTCT
TATTCCTACGTGGCTCGACGAACATCTGTAA

MVRLGEGTKPVLIPTWLD
EHL*

MVRLGEGTKPVLIPT
WLDEHL*

TCGTTCATGA GTAGACTGCA 0 T 0 0 NCU04005.1 0 0

5525 2787 af AN5757.1 69.m14854 AO070341000016 0 -129 -76 ATGGTCATCTCAGTTGCTGACAGCTCAATTGAGTGCAGTC
CGTCTTCCACGTGA

ATGGTCATCTCAGTTGCTGACAGCTCAATTGAGTG
CAGTCCGTCTTCCACGTGA

MVISVADSSIECSPSST* MVISVADSSIECSPS
ST*

TCGCCATTTC TAATATATCG 0 T 0 0 NCU04005.1 0 0

5521 2787 an AN5757.1 69.m14854 AO070341000016 0 -191 -174 ATGAATGGTATAGCATAG ATGAATGGTATAGCATAG MNGIA* MNGIA* CCGTTGTTGC AATCTCGGGC 0 T 0 0 NCU04005.1 0 0

5522 2787 an AN5757.1 69.m14854 AO070341000016 0 -141 -91 ATGTACCTTTCCTTTGTATCGCTGTGGAGTTCCTGTTTTGT
CTTCCGCTAA

ATGTACCTTTCCTTTGTATCGCTGTGGAGTTCCT
GTTTTGTCTTCCGCTAA

MYLSFVSLWSSCFVFR* MYLSFVSLWSSCFVFR* CACCAATCTC CGACTGCTAG 0 T 0 0 NCU04005.1 0 0

5526 2787 ao AN5757.1 69.m14854 AO070341000016 0 -250 -179 ATGAATGGTCTAGATTGCAAACAGGCTTTCTGTGAGCCTC
TCCTCCCTTTCTTTTGCTTCCAATGCAAATAA

ATGAATGGTCTAGATTGCAAACAGGCTTTCT
GTGAGCCTCTCCTCCCTTTCTTTTGCTTCCA
ATGCAAATAA

MNGLDCKQAFCEPLLPF
FCFQCK*

MNGLDCKQAFCEP
LLPFFCFQCK*

AAACTCGTGA TCATCCCATT 0 T 0 0 NCU04005.1 0 0

5527 2787 ao AN5757.1 69.m14854 AO070341000016 0 -188 -99 ATGCAAATAATCATCCCATTCCGGTCGATCGGTGTTAATC
GACGTTCCCCTTGTTACCTTGCTGACTGTTTCGATCTATTC
GCAGACTAG

ATGCAAATAATCATCCCATTCCGGTCGATCG
GTGTTAATCGACGTTCCCCTTGTTACCTTGC
TGACTGTTTCGATCTATTCGCAGACTAG

MQIIIPFRSIGVNRRSPCY
LADCFDLFAD*

MQIIIPFRSIGVNRRS
PCYLADCFDLFAD*

TTTGCTTCCA TCTTTCACGT 0 T 0 0 NCU04005.1 0 0

5529 2789 ao AN2090.1 57.m05792 AO070341000248 0 -187 -122 ATGGTATTCGTTTTACACGTAACCAAACGAGGGGAATTAAT
TTTTTTTCTGAACCCCGCGCTGTAG

ATGGTATTCGTTTTACACGTAACCAAACGAG
GGGAATTAATTTTTTTTCTGAACCCCGCGCT
GTAG

MVFVLHVTKRGELIFFLN
PAL*

MVFVLHVTKRGELIF
FLNPAL*

GGGACTTGAT AATGTTATCA 0 R 0 0 0 YPL263C 0

5530 2789 ao AN2090.1 57.m05792 AO070341000248 0 -120 -10 ATGTTATCAACCCCACGCATTAAAAACGCCATTGAATTGGC
AGTCTATATACATATAGAGTGTCGCTATCCGATAAACATAT
CGGGCCATTATAAACAGACAACTAAGTGA

ATGTTATCAACCCCACGCATTAAAAACGCCA
TTGAATTGGCAGTCTATATACATATAGAGTG
TCGCTATCCGATAAACATATCGGGCCATTAT
AAACAGACAACTAAGTGA

MLSTPRIKNAIELAVYIHIE
CRYPINISGHYKQTTK*

MLSTPRIKNAIELAV
YIHIECRYPINISGHY
KQTTK*

GCGCTGTAGA TTTCACAACA 0 R 0 0 0 YPL263C 0

5533 2799 an AN8785.1 65.m07308 AO070289000010 0 -248 -225 ATGAAAACGCTTGTCAGTTGCTGA ATGAAAACGCTTGTCAGTTGCTGA MKTLVSC* MKTLVSC* AGATTCGGAG TCCATCTCTC 0 C 0 0 0 0 0
5536 2801 af AN1660.1 58.m08995 AO070299000020 0 -104 -87 ATGTTCAGCTTGGCCTGA ATGTTCAGCTTGGCCTGA MFSLA* MFSLA* AGGCATTCGC GCCTTGTAGC 0 RP 0 0 0 0 0
5537 2801 af AN1660.1 58.m08995 AO070299000020 0 -62 -21 ATGCTTTTTGTTCTCTTGCCGCCCCTGTCCTCATTTCCTTG

A
ATGCTTTTTGTTCTCTTGCCGCCCCTGTCCTCATTT
CCTTGA

MLFVLLPPLSSFP* MLFVLLPPLSSFP* CCATATCGCC TCATTCGATC 0 RP 0 0 0 0 0

5534 2801 an AN1660.1 58.m08995 AO070299000020 0 -141 -4 ATGGTCTCCGTCAATCTTCAATCTGCCATCTTCAGTGCTAC
GGCGTGGTTAGGAACAGGCCTGAGTTCGCTCCTGGAGCT
TGGCCGTCTCGCAATGTTCCGTTTTCTCTCCTCCTTCTACC
ACTGCTTCTTGTCTTGA

ATGGTCTCCGTCAATCTTCAATCTGCCATCTTCA
GTGCTACGGCGTGGTTAGGAACAGGCCTGAGTT
CGCTCCTGGAGCTTGGCCGTCTCGCAATGTTCC
GTTTTCTCTCCTCCTTCTACCACTGCTTCTTGTCT
TGA

MVSVNLQSAIFSATAWLG
TGLSSLLELGRLAMFRFL
SSFYHCFLS*

MVSVNLQSAIFSATAWL
GTGLSSLLELGRLAMFR
FLSSFYHCFLS*

TCAATTCTTC ACTATGGTTG 0 RP 0 0 0 0 0

5538 2801 ao AN1660.1 58.m08995 AO070299000020 0 -99 -82 ATGGATATTGCGGTCTGA ATGGATATTGCGGTCTGA MDIAV* MDIAV* AACCCGAGCA GTTTACTGCT 0 RP 0 0 0 0 0
5544 2802 af AN1665.1 58.m07733 AO070299000047 0 -232 -218 ATGGGCAGTACCTAA ATGGGCAGTACCTAA MGST* MGST* TAGAAGCCAA GCACGTAGAG 0 T FG07520.1 MG00700.1 0 YJL057C 0
5545 2802 af AN1665.1 58.m07733 AO070299000047 0 -92 -27 ATGGTGTTTTCGGTGGAACTAGCGTCCATGACTACAACTA

TAATTCTTCATGTCTCTATTCTCTAG
ATGGTGTTTTCGGTGGAACTAGCGTCCATGACTAC
AACTATAATTCTTCATGTCTCTATTCTCTAG

MVFSVELASMTTTIILHVSI
L*

MVFSVELASMTTTIIL
HVSIL*

AGTCACCTGC AGAGATGTGC 0 T FG07520.1 MG00700.1 0 YJL057C 0

5546 2802 af AN1665.1 58.m07733 AO070299000047 0 -65 -27 ATGACTACAACTATAATTCTTCATGTCTCTATTCTCTAG ATGACTACAACTATAATTCTTCATGTCTCTATTCTCT
AG

MTTTIILHVSIL* MTTTIILHVSIL* ACTAGCGTCC AGAGATGTGC 0 T FG07520.1 MG00700.1 0 YJL057C 0

5539 2802 an AN1665.1 58.m07733 AO070299000047 0 -258 -244 ATGATAGGTAAATAA ATGATAGGTAAATAA MIGK* MIGK* CTGGATTCTT AATGTATAGG 0 T FG07520.1 MG00700.1 0 YJL057C 0
5540 2802 an AN1665.1 58.m07733 AO070299000047 0 -242 -165 ATGTATAGGAGGCAAGCAGTAAGACGAATTGGCTGGACA

CTAGCTCACCGCCGTCACGTGGGGCAGTCATTTTCATAA
ATGTATAGGAGGCAAGCAGTAAGACGAATTGGCT
GGACACTAGCTCACCGCCGTCACGTGGGGCAGT
CATTTTCATAA

MYRRQAVRRIGWTLAHR
RHVGQSFS*

MYRRQAVRRIGWTLAH
RRHVGQSFS*

GGTAAATAAA ATCCCCACCG 0 T FG07520.1 MG00700.1 0 YJL057C 0

5541 2802 an AN1665.1 58.m07733 AO070299000047 0 -125 -75 ATGGGCAACTGCCTCACTTTGTGGAGGACGGATCACCTC
CCTTCACTTTAA

ATGGGCAACTGCCTCACTTTGTGGAGGACGGAT
CACCTCCCTTCACTTTAA

MGNCLTLWRTDHLPSL* MGNCLTLWRTDHLPSL* CGTTCATATC ACGACCATAA 0 T FG07520.1 MG00700.1 0 YJL057C 0

5547 2802 ao AN1665.1 58.m07733 AO070299000047 0 -215 -141 ATGGTTATTGTTTATGCGCTAGTGCTTCACCGCCGTAGCT
CACGTGGGGCCACCCCAGCCTCGCTTTCATCATAG

ATGGTTATTGTTTATGCGCTAGTGCTTCACC
GCCGTAGCTCACGTGGGGCCACCCCAGCC
TCGCTTTCATCATAG

MVIVYALVLHRRSSRGAT
PASLSS*

MVIVYALVLHRRSS
RGATPASLSS*

TACTTGAATT CTCTTCTGGG 0 T FG07520.1 MG00700.1 0 YJL057C 0

5551 2804 af AN4460.1 58.m07864 AO070305000133 0 -232 -170 ATGGCGGCTACTGCGCTTGTTGCACGGACCAACGTTTATC
GTTCTTTTTTTCTGTCCGTTTGA

ATGGCGGCTACTGCGCTTGTTGCACGGACCAACG
TTTATCGTTCTTTTTTTCTGTCCGTTTGA

MAATALVARTNVYRSFFL
SV*

MAATALVARTNVYR
SFFLSV*

GTGTGAACTG CAAACAGAAC 0 A FG06788.1 0 NCU03628.1 0 0

5550 2804 an AN4460.1 58.m07864 AO070305000133 0 -203 -180 ATGCCTGCTGGGCGGTTTGTTTGA ATGCCTGCTGGGCGGTTTGTTTGA MPAGRFV* MPAGRFV* AGTGGATACC CAGCTTCACA 0 A FG06788.1 0 NCU03628.1 0 0

5554 2805 af AN8215.1 53.m03758 AO070310000097 0 -249 -190 ATGATCCCAAGACGTAGCGAGTGTCATGGTATAGCCCCTA
TTATCCTGGAAAATGAATGA

ATGATCCCAAGACGTAGCGAGTGTCATGGTATAGC
CCCTATTATCCTGGAAAATGAATGA

MIPRRSECHGIAPIILENE* MIPRRSECHGIAPIIL
ENE*

GAACGATTTG GCTGTAAATG 0 E 0 0 0 0 0

5555 2805 af AN8215.1 53.m03758 AO070310000097 0 -197 -183 ATGAATGAGCTGTAA ATGAATGAGCTGTAA MNEL* MNEL* ATCCTGGAAA ATGGACGTCA 0 E 0 0 0 0 0
5556 2805 af AN8215.1 53.m03758 AO070310000097 0 -182 -153 ATGGACGTCATCAACCTCTCGTTGGGCTGA ATGGACGTCATCAACCTCTCGTTGGGCTGA MDVINLSLG* MDVINLSLG* TGAGCTGTAA CCATCTATGG 0 E 0 0 0 0 0
5557 2805 af AN8215.1 53.m03758 AO070310000097 0 -146 -111 ATGGTCGGCATTCGGGCGTCTTTCCGTCTCCGTTAA ATGGTCGGCATTCGGGCGTCTTTCCGTCTCCGTTA

A
MVGIRASFRLR* MVGIRASFRLR* CTGACCATCT TAGGAGGGGG 0 E 0 0 0 0 0

5553 2805 an AN8215.1 53.m03758 AO070310000097 0 -159 -31 ATGGCCGGACTGAGGTACGGGGCCTCGAGGGGGCGAGG
ATACTCCGAACAAAAACCCACCAGCAGTCCCCCCCGAATT
CGTCATATTCTTCCCCCCCCTTTCTTCTTCCTCTCTCTTCA
CACCACCTAA

ATGGCCGGACTGAGGTACGGGGCCTCGAGGGG
GCGAGGATACTCCGAACAAAAACCCACCAGCAG
TCCCCCCCGAATTCGTCATATTCTTCCCCCCCCT
TTCTTCTTCCTCTCTCTTCACACCACCTAA

MAGLRYGASRGRGYSE
QKPTSSPPRIRHILPPPFF
FLSLHTT*

MAGLRYGASRGRGYSE
QKPTSSPPRIRHILPPPF
FFLSLHTT*

CGGCAGGCCA ACATTCAGAC 0 E 0 0 0 0 0

5558 2805 ao AN8215.1 53.m03758 AO070310000097 0 -214 -188 ATGAGATCACAAAAGTACCGATCTTAG ATGAGATCACAAAAGTACCGATCTTAG MRSQKYRS* MRSQKYRS* TCAGAGCCAA TCGCTCTCGA 0 E 0 0 0 0 0
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5559 2805 ao AN8215.1 53.m03758 AO070310000097 0 -175 -104 ATGTCATGTAATCCTACTTTATGGAGATGTCATGGGCATGT
TTCCCTTTCCGTTAATCGGAGGGCCCGTTAA

ATGTCATGTAATCCTACTTTATGGAGATGTC
ATGGGCATGTTTCCCTTTCCGTTAATCGGAG
GGCCCGTTAA

MSCNPTLWRCHGHVSLS
VNRRAR*

MSCNPTLWRCHGH
VSLSVNRRAR*

GCTCTCGACC ACTCCGGCCC 0 E 0 0 0 0 0

5560 2805 ao AN8215.1 53.m03758 AO070310000097 0 -155 -120 ATGGAGATGTCATGGGCATGTTTCCCTTTCCGTTAA ATGGAGATGTCATGGGCATGTTTCCCTTTCC
GTTAA

MEMSWACFPFR* MEMSWACFPFR* ATCCTACTTT TCGGAGGGCC 0 E 0 0 0 0 0

5561 2805 ao AN8215.1 53.m03758 AO070310000097 0 -149 -120 ATGTCATGGGCATGTTTCCCTTTCCGTTAA ATGTCATGGGCATGTTTCCCTTTCCGTTAA MSWACFPFR* MSWACFPFR* CTTTATGGAG TCGGAGGGCC 0 E 0 0 0 0 0
5562 2805 ao AN8215.1 53.m03758 AO070310000097 0 -76 -29 ATGGATATCGCCCCAGTCATCCCTCTTCAACTACCACCTTT

CCCGTAA
ATGGATATCGCCCCAGTCATCCCTCTTCAAC
TACCACCTTTCCCGTAA

MDIAPVIPLQLPPFP* MDIAPVIPLQLPPFP* TCCCTCCCCG CTTCGCCGGA 0 E 0 0 0 0 0

5564 2813 af AN5839.1 72.m18975 AO070340000003 0 -175 -65 ATGGAGACCTTTTCATCATTCAACACTCGCATTCACACTCT
AAAAACCCTACGGGCCCAAGGATCTCCGTCGATATTTCAA
CGCCAATTTTTGTGCGGCTCGTGGGGGTGA

ATGGAGACCTTTTCATCATTCAACACTCGCATTCAC
ACTCTAAAAACCCTACGGGCCCAAGGATCTCCGTC
GATATTTCAACGCCAATTTTTGTGCGGCTCGTGGG
GGTGA

METFSSFNTRIHTLKTLR
AQGSPSIFQRQFLCGSW
G*

METFSSFNTRIHTLK
TLRAQGSPSIFQRQ
FLCGSWG*

TCTCGCACCC ATCGGTCTTA 0 A FG09875.1 MG04709.1 NCU05802.1 0 0

5565 2813 ao AN5839.1 72.m18975 AO070340000003 0 -281 -267 ATGGAATTGAGTTGA ATGGAATTGAGTTGA MELS* MELS* CGGGGAGGGA ATTGCCTTTC 0 A FG09875.1 MG04709.1 NCU05802.1 0 0

5566 2813 ao AN5839.1 72.m18975 AO070340000003 0 -184 -170 ATGACCACCATTTAA ATGACCACCATTTAA MTTI* MTTI* GCTCCAGTTG TTCCCACACT 0 A FG09875.1 MG04709.1 NCU05802.1 0 0

5567 2813 ao AN5839.1 72.m18975 AO070340000003 0 -154 -119 ATGTTGCATTCCACTAACACTCCCTTACTCACTTAA ATGTTGCATTCCACTAACACTCCCTTACTCA
CTTAA

MLHSTNTPLLT* MLHSTNTPLLT* ACACTTCTTA TAGACTAATA 0 A FG09875.1 MG04709.1 NCU05802.1 0 0

5563 2813 conserved AN5839.1 72.m18975 AO070340000003 0 -175 -164 -256 -245 -246 -235 ATGyTGTCATAA ATGTTGTCATAA ATGCTGTCATAA ATGTTGTCATAA MLS* MLS* MLS* MLS* ssTbsyssyr rAGTTTTCGr 0 A FG09875.1 MG04709.1 NCU05802.1 0 0

5570 2819 af AN3657.1 58.m07443 AO070342000031 0 -266 -252 ATGAGTGCGTTTTAA ATGAGTGCGTTTTAA MSAF* MSAF* AGGCTAGTCT TAGAAAAGTG 0 J 0 MG00193.1 0 0 0
5571 2819 af AN3657.1 58.m07443 AO070342000031 0 -213 -166 ATGGGTTGTAGGATGGTGACTGCTGATAGAGTACCGATAA

CAGTCTGA
ATGGGTTGTAGGATGGTGACTGCTGATAGAGTACC
GATAACAGTCTGA

MGCRMVTADRVPITV* MGCRMVTADRVPIT
V*

ACAACGAATA TAGTGATAGA 0 J 0 MG00193.1 0 0 0

5572 2819 af AN3657.1 58.m07443 AO070342000031 0 -201 -166 ATGGTGACTGCTGATAGAGTACCGATAACAGTCTGA ATGGTGACTGCTGATAGAGTACCGATAACAGTCTG
A

MVTADRVPITV* MVTADRVPITV* GGGTTGTAGG TAGTGATAGA 0 J 0 MG00193.1 0 0 0

5573 2819 af AN3657.1 58.m07443 AO070342000031 0 -95 -3 ATGCACAAAACGTTAATCACTGCGCTGCGGCTGGAAGTAC
ACAGTGTTTATTCAAAACCAGATCTGACAGGAGTTAGATCA
CTTTTTAAATAA

ATGCACAAAACGTTAATCACTGCGCTGCGGCTGGA
AGTACACAGTGTTTATTCAAAACCAGATCTGACAGG
AGTTAGATCACTTTTTAAATAA

MHKTLITALRLEVHSVYS
KPDLTGVRSLFK*

MHKTLITALRLEVHS
VYSKPDLTGVRSLF
K*

GGAGCAGATC ATATGAGGAG 0 J 0 MG00193.1 0 0 0

5568 2819 an AN3657.1 58.m07443 AO070342000031 0 -233 -192 ATGAGCAACCTACCAGGTTTTACAAGATACAACACAATATA
A

ATGAGCAACCTACCAGGTTTTACAAGATACAACA
CAATATAA

MSNLPGFTRYNTI* MSNLPGFTRYNTI* TGAGCCAAGG AATCACGTCT 0 J 0 MG00193.1 0 0 0

5569 2819 an AN3657.1 58.m07443 AO070342000031 0 -179 -12 ATGGTTGGGGTGACTAACGGCGAAGGGAGCTATTGCGGG
ACACTTGCCGGATTCGGACAGGCCATCAAGACTGCGGAA
TTAGCAGATAATCGCCGCCCACACCACATCGAAATAACTA
CAACAACCAGCTTTGCTCCAGACAATCTGATCCGCAAAGT
CGGGTCTTGA

ATGGTTGGGGTGACTAACGGCGAAGGGAGCTAT
TGCGGGACACTTGCCGGATTCGGACAGGCCATC
AAGACTGCGGAATTAGCAGATAATCGCCGCCCA
CACCACATCGAAATAACTACAACAACCAGCTTTG
CTCCAGACAATCTGATCCGCAAAGTCGGGTCTTG
A

MVGVTNGEGSYCGTLAG
FGQAIKTAELADNRRPHH
IEITTTTSFAPDNLIRKVGS
*

MVGVTNGEGSYCGTLA
GFGQAIKTAELADNRRP
HHIEITTTTSFAPDNLIRK
VGS*

TCACGTCTTC ATCGGGGCAC 0 J 0 MG00193.1 0 0 0

5574 2819 ao AN3657.1 58.m07443 AO070342000031 0 -236 -177 ATGCCATCTATTGGAAAGGTAGTTGTACTAACTGGTGAAG
CACGTTATCTGATACTATGA

ATGCCATCTATTGGAAAGGTAGTTGTACTAA
CTGGTGAAGCACGTTATCTGATACTATGA

MPSIGKVVVLTGEARYLIL
*

MPSIGKVVVLTGEA
RYLIL*

ATTAGAGTGT TTAGTGAGGT 0 J 0 MG00193.1 0 0 0

5575 2819 ao AN3657.1 58.m07443 AO070342000031 0 -180 -94 ATGATTAGTGAGGTAATCGGCAGACTTTCCCTTTTTGGGA
CAACATTTATCTCTGGAGCTGCGCTCCAGCAGCGAAACCG
ATTCTGA

ATGATTAGTGAGGTAATCGGCAGACTTTCCC
TTTTTGGGACAACATTTATCTCTGGAGCTGC
GCTCCAGCAGCGAAACCGATTCTGA

MISEVIGRLSLFGTTFISG
AALQQRNRF*

MISEVIGRLSLFGTT
FISGAALQQRNRF*

ATCTGATACT ACGAACGTCA 0 J 0 MG00193.1 0 0 0

5579 2820 af AN0756.1 70.m15358 AO070343000444 0 -221 -81 ATGGACCATGACGATAGGCACGGTGCAATCCTGGCAGAC
TTGTGGATGGCTAGGATCGAACTTTCTCTCATTTTACATCT
CGGAGGATCATGCGGAGTGGCAAGTCCGTCATATATTAAG
CCGAAGCTCCTGCCCCTGTAG

ATGGACCATGACGATAGGCACGGTGCAATCCTGG
CAGACTTGTGGATGGCTAGGATCGAACTTTCTCTC
ATTTTACATCTCGGAGGATCATGCGGAGTGGCAAG
TCCGTCATATATTAAGCCGAAGCTCCTGCCCCTGT
AG

MDHDDRHGAILADLWMA
RIELSLILHLGGSCGVASP
SYIKPKLLPL*

MDHDDRHGAILADL
WMARIELSLILHLGG
SCGVASPSYIKPKLL
PL*

GTCGTGCTTG TCAAGCTCCC 0 G 0 0 0 0 0

5580 2820 af AN0756.1 70.m15358 AO070343000444 0 -176 -81 ATGGCTAGGATCGAACTTTCTCTCATTTTACATCTCGGAGG
ATCATGCGGAGTGGCAAGTCCGTCATATATTAAGCCGAAG
CTCCTGCCCCTGTAG

ATGGCTAGGATCGAACTTTCTCTCATTTTACATCTC
GGAGGATCATGCGGAGTGGCAAGTCCGTCATATAT
TAAGCCGAAGCTCCTGCCCCTGTAG

MARIELSLILHLGGSCGV
ASPSYIKPKLLPL*

MARIELSLILHLGGS
CGVASPSYIKPKLLP
L*

AGACTTGTGG TCAAGCTCCC 0 G 0 0 0 0 0

5581 2820 af AN0756.1 70.m15358 AO070343000444 0 -132 -103 ATGCGGAGTGGCAAGTCCGTCATATATTAA ATGCGGAGTGGCAAGTCCGTCATATATTAA MRSGKSVIY* MRSGKSVIY* TCGGAGGATC GCCGAAGCTC 0 G 0 0 0 0 0
5576 2820 an AN0756.1 70.m15358 AO070343000444 0 -152 -102 ATGCAGGTGTTTACCGACGTAGTCGGACGAAATCAGCCAA

CCCAGTCCTGA
ATGCAGGTGTTTACCGACGTAGTCGGACGAAATC
AGCCAACCCAGTCCTGA

MQVFTDVVGRNQPTQS* MQVFTDVVGRNQPTQS
*

GACCAGCTCA AAGGCGGGGT 0 G 0 0 0 0 0

5577 2820 an AN0756.1 70.m15358 AO070343000444 0 -69 -52 ATGATGGACTCCCTCTGA ATGATGGACTCCCTCTGA MMDSL* MMDSL* AGAGATAAAT GATCGACCAT 0 G 0 0 0 0 0
5578 2820 an AN0756.1 70.m15358 AO070343000444 0 -66 -52 ATGGACTCCCTCTGA ATGGACTCCCTCTGA MDSL* MDSL* GATAAATATG GATCGACCAT 0 G 0 0 0 0 0
5582 2820 ao AN0756.1 70.m15358 AO070343000444 0 -227 -213 ATGATGTTAAGATGA ATGATGTTAAGATGA MMLR* MMLR* CGACCTCTAC AATCGTACGG 0 G 0 0 0 0 0
5583 2820 ao AN0756.1 70.m15358 AO070343000444 0 -224 -213 ATGTTAAGATGA ATGTTAAGATGA MLR* MLR* CCTCTACATG AATCGTACGG 0 G 0 0 0 0 0
5584 2820 ao AN0756.1 70.m15358 AO070343000444 0 -216 -124 ATGAAATCGTACGGGACTCCACTTTCGGCTAAGGACTCTA

TTGGACCATTCCCTCCTCTATACATCATCAACGCAAGGTGT
CGGACATTTTAA

ATGAAATCGTACGGGACTCCACTTTCGGCT
AAGGACTCTATTGGACCATTCCCTCCTCTAT
ACATCATCAACGCAAGGTGTCGGACATTTTA
A

MKSYGTPLSAKDSIGPFP
PLYIINARCRTF*

MKSYGTPLSAKDSI
GPFPPLYIINARCRT
F*

TGATGTTAAG TTAACGAAGT 0 G 0 0 0 0 0

5586 2825 an AN4297.1 58.m08027 AO070189000005 0 -248 -234 ATGTGTAATAGTTAA ATGTGTAATAGTTAA MCNS* MCNS* TATGCATGTA CCCAATGAGG 0 C 0 0 0 0 0
5587 2825 an AN4297.1 58.m08027 AO070189000005 0 -229 -218 ATGAGGTCTTAG ATGAGGTCTTAG MRS* MRS* AGTTAACCCA GTTTTGTAAT 0 C 0 0 0 0 0
5588 2825 an AN4297.1 58.m08027 AO070189000005 0 -82 -62 ATGAGTGGCCAAACTCCATAA ATGAGTGGCCAAACTCCATAA MSGQTP* MSGQTP* AATTTCACTG CTTCGACAAC 0 C 0 0 0 0 0
5589 2825 ao AN4297.1 58.m08027 AO070189000005 0 -183 -169 ATGACAGTAAAGTAA ATGACAGTAAAGTAA MTVK* MTVK* TCCTTGTATT AGGCTAGTGT 0 C 0 0 0 0 0
5593 2826 af AN3679.1 58.m08026 AO070189000006 0 -256 -176 ATGGCTATATCTCGAAGATGCTTCGTGGCTCTCAATTCCT

GGATTCTTATGTTGCTTGAAAACGTCATCCTGACGCTGTG
A

ATGGCTATATCTCGAAGATGCTTCGTGGCTCTCAAT
TCCTGGATTCTTATGTTGCTTGAAAACGTCATCCTG
ACGCTGTGA

MAISRRCFVALNSWILML
LENVILTL*

MAISRRCFVALNSW
ILMLLENVILTL*

TTGTACGTGC CATTGCAGCA 0 R 0 0 0 0 0

5594 2826 af AN3679.1 58.m08026 AO070189000006 0 -239 -198 ATGCTTCGTGGCTCTCAATTCCTGGATTCTTATGTTGCTTG
A

ATGCTTCGTGGCTCTCAATTCCTGGATTCTTATGTT
GCTTGA

MLRGSQFLDSYVA* MLRGSQFLDSYVA* TATCTCGAAG AAACGTCATC 0 R 0 0 0 0 0

5595 2826 af AN3679.1 58.m08026 AO070189000006 0 -208 -176 ATGTTGCTTGAAAACGTCATCCTGACGCTGTGA ATGTTGCTTGAAAACGTCATCCTGACGCTGTGA MLLENVILTL* MLLENVILTL* CTGGATTCTT CATTGCAGCA 0 R 0 0 0 0 0
5596 2826 af AN3679.1 58.m08026 AO070189000006 0 -162 -124 ATGGCCGTATGCGCCGGATTTTGTGATGCTATAATTTGA ATGGCCGTATGCGCCGGATTTTGTGATGCTATAAT

TTGA
MAVCAGFCDAII* MAVCAGFCDAII* TGCAGCAGAC CCCGATTATC 0 R 0 0 0 0 0

5597 2826 af AN3679.1 58.m08026 AO070189000006 0 -154 -137 ATGCGCCGGATTTTGTGA ATGCGCCGGATTTTGTGA MRRIL* MRRIL* ACATGGCCGT TGCTATAATT 0 R 0 0 0 0 0
5590 2826 an AN3679.1 58.m08026 AO070189000006 0 -165 -13 ATGTCTAGTGTCATGATCAGACGTCATACTGACGCCCTAG

AGGGCCTCGGTGTTACTATAACTGCTTTAACCGTCGATGA
TCTTAGGTTTTCCCTTAAGCCACGATTTCCAGTTACTGTAT
TTCCTTGCAGTAATCCCTCTGTACTTGATTAA

ATGTCTAGTGTCATGATCAGACGTCATACTGACG
CCCTAGAGGGCCTCGGTGTTACTATAACTGCTTT
AACCGTCGATGATCTTAGGTTTTCCCTTAAGCCA
CGATTTCCAGTTACTGTATTTCCTTGCAGTAATCC
CTCTGTACTTGATTAA

MSSVMIRRHTDALEGLG
VTITALTVDDLRFSLKPRF
PVTVFPCSNPSVLD*

MSSVMIRRHTDALEGLG
VTITALTVDDLRFSLKPR
FPVTVFPCSNPSVLD*

AGTGTTGAGT TTAAGTGCCA 0 R 0 0 0 0 0

5591 2826 an AN3679.1 58.m08026 AO070189000006 0 -153 -13 ATGATCAGACGTCATACTGACGCCCTAGAGGGCCTCGGT
GTTACTATAACTGCTTTAACCGTCGATGATCTTAGGTTTTC
CCTTAAGCCACGATTTCCAGTTACTGTATTTCCTTGCAGTA
ATCCCTCTGTACTTGATTAA

ATGATCAGACGTCATACTGACGCCCTAGAGGGC
CTCGGTGTTACTATAACTGCTTTAACCGTCGATG
ATCTTAGGTTTTCCCTTAAGCCACGATTTCCAGTT
ACTGTATTTCCTTGCAGTAATCCCTCTGTACTTGA
TTAA

MIRRHTDALEGLGVTITAL
TVDDLRFSLKPRFPVTVF
PCSNPSVLD*

MIRRHTDALEGLGVTITA
LTVDDLRFSLKPRFPVT
VFPCSNPSVLD*

GTCTAGTGTC TTAAGTGCCA 0 R 0 0 0 0 0

5592 2826 an AN3679.1 58.m08026 AO070189000006 0 -89 -9 ATGATCTTAGGTTTTCCCTTAAGCCACGATTTCCAGTTACT
GTATTTCCTTGCAGTAATCCCTCTGTACTTGATTAATTAA

ATGATCTTAGGTTTTCCCTTAAGCCACGATTTCCA
GTTACTGTATTTCCTTGCAGTAATCCCTCTGTACT
TGATTAATTAA

MILGFPLSHDFQLLYFLA
VIPLYLIN*

MILGFPLSHDFQLLYFLA
VIPLYLIN*

TTAACCGTCG GTGCCAACAT 0 R 0 0 0 0 0

5598 2826 ao AN3679.1 58.m08026 AO070189000006 0 -130 -95 ATGCTGCATAGTAGCCACAGATATACTCAATTATAG ATGCTGCATAGTAGCCACAGATATACTCAAT
TATAG

MLHSSHRYTQL* MLHSSHRYTQL* GGGGATATTT ACTTGGGTCA 0 R 0 0 0 0 0

5607 2829 af AN4307.1 58.m09013 AO070207000012 0 -68 -3 ATGACGGTTGTCTACTCGTTACTCGTCTTTTCTCGGCGCC
TTTTAGTCCTTTCACAACTAATCTGA

ATGACGGTTGTCTACTCGTTACTCGTCTTTTCTCGG
CGCCTTTTAGTCCTTTCACAACTAATCTGA

MTVVYSLLVFSRRLLVLS
QLI*

MTVVYSLLVFSRRLL
VLSQLI*

CGCTCACTGC CAATGGCACT 0  0 MG02512.1 0 0 0

5606 2829 an AN4307.1 58.m09013 AO070207000012 0 -158 -135 ATGCCCCAAGTTTGTCTTGTTTGA ATGCCCCAAGTTTGTCTTGTTTGA MPQVCLV* MPQVCLV* GCCACATCAT TTTCACCTCC 0  0 MG02512.1 0 0 0
5608 2829 ao AN4307.1 58.m09013 AO070207000012 0 -216 -100 ATGACGTTGCATCCATATATTGCTGGGTCATCTCTACCTCC

GCAGTTTGTCTTGTTTGGTTGTTCCTCTCCGCCACACAAG
CTACATCTGCCTGGGAAGGAACTGCCAAGTTGCTAA

ATGACGTTGCATCCATATATTGCTGGGTCAT
CTCTACCTCCGCAGTTTGTCTTGTTTGGTTG
TTCCTCTCCGCCACACAAGCTACATCTGCCT
GGGAAGGAACTGCCAAGTTGCTAA

MTLHPYIAGSSLPPQFVL
FGCSSPPHKLHLPGKELP
SC*

MTLHPYIAGSSLPP
QFVLFGCSSPPHKL
HLPGKELPSC*

ACAGCGGAAG CATATCTACT 0  0 MG02512.1 0 0 0

5609 2829 ao AN4307.1 58.m09013 AO070207000012 0 -77 -57 ATGCTATCGACATATGACTAA ATGCTATCGACATATGACTAA MLSTYD* MLSTYD* TGTCGTGCCC GCTCGCCTCT 0  0 MG02512.1 0 0 0
5610 2829 ao AN4307.1 58.m09013 AO070207000012 0 -64 -2 ATGACTAAGCTCGCCTCTGTACCATATCATTTAGCTAGCCA

TCTAGACTTGCATTTACCCTAA
ATGACTAAGCTCGCCTCTGTACCATATCATT
TAGCTAGCCATCTAGACTTGCATTTACCCTA
A

MTKLASVPYHLASHLDLH
LP*

MTKLASVPYHLASH
LDLHLP*

CTATCGACAT AATGGCTCTG 0  0 MG02512.1 0 0 0

5611 2831 af AN9465.1 70.m14852 AO070215000004 0 -196 -143 ATGTCCGCCGCTGGCAGAGCCCTAGAAAACGCGCTAAGC
CGGAATGGTCGTTAA

ATGTCCGCCGCTGGCAGAGCCCTAGAAAACGCGC
TAAGCCGGAATGGTCGTTAA

MSAAGRALENALSRNGR
*

MSAAGRALENALSR
NGR*

GGAGTAAAGG GCGACGCACA 0 J FG01154.1 0 0 0 0

5612 2831 af AN9465.1 70.m14852 AO070215000004 0 -153 -82 ATGGTCGTTAAGCGACGCACAACCCGCCCACCCTCGATTT
TCGCTCCACCAAGACCAGGCCGTCTCCGTTGA

ATGGTCGTTAAGCGACGCACAACCCGCCCACCCT
CGATTTTCGCTCCACCAAGACCAGGCCGTCTCCGT
TGA

MVVKRRTTRPPSIFAPPR
PGRLR*

MVVKRRTTRPPSIF
APPRPGRLR*

CTAAGCCGGA ATTTCGATCC 0 J FG01154.1 0 0 0 0

5613 2831 ao AN9465.1 70.m14852 AO070215000004 0 -253 -230 ATGCCAGGTTCGGGCCTTGGGTAG ATGCCAGGTTCGGGCCTTGGGTAG MPGSGLG* MPGSGLG* TAAATAGGAA GTGAATGGAG 0 J FG01154.1 0 0 0 0
5614 2831 ao AN9465.1 70.m14852 AO070215000004 0 -225 -211 ATGGAGAGGTCATAG ATGGAGAGGTCATAG MERS* MERS* GGGTAGGTGA AACTAGTACT 0 J FG01154.1 0 0 0 0
5615 2833 af AN6911.1 71.m15221 AO070219000015 0 -78 -55 ATGCCCACTACTGCATTGGACTGA ATGCCCACTACTGCATTGGACTGA MPTTALD* MPTTALD* CAATCAGTCC TACGTGTCTC 0 U 0 0 0 0 0
5617 2834 af AN6506.1 62.m03093 AO070222000022 0 -142 -116 ATGTTTTATCTTCTTTCTTGTCTCTAG ATGTTTTATCTTCTTTCTTGTCTCTAG MFYLLSCL* MFYLLSCL* CCCTCCGCCA ATTCATACCG 0 I 0 MG08832.1 0 0 0
5618 2834 ao AN6506.1 62.m03093 AO070222000022 0 -259 -170 ATGCCGAGCTTGTTTCTCATAGGCTATTTTCCTTTTATTCAT

TCCCGTCCATACTTCACATCAATTTCCTCTTCTCTCCACTTT
ACTTAA

ATGCCGAGCTTGTTTCTCATAGGCTATTTTC
CTTTTATTCATTCCCGTCCATACTTCACATCA
ATTTCCTCTTCTCTCCACTTTACTTAA

MPSLFLIGYFPFIHSRPYF
TSISSSLHFT*

MPSLFLIGYFPFIHS
RPYFTSISSSLHFT*

GCCTGGTGTG TTTCCAAACT 0 I 0 MG08832.1 0 0 0

5622 2835 af AN1246.1 70.m14974 AO070223000009 0 -272 -261 ATGGAACACTGA ATGGAACACTGA MEH* MEH* GTCATCGATC CATCAGTCCC 0 G 0 MG05063.1 0 0 0
5619 2835 an AN1246.1 70.m14974 AO070223000009 0 -228 -151 ATGACATCAGTGGTCCGACTCCCGCCGAACCCTCCTCCTT

CACCGGCAGCCCCACCATGTCGCCAAAGCAAATGGTAG
ATGACATCAGTGGTCCGACTCCCGCCGAACCCT
CCTCCTTCACCGGCAGCCCCACCATGTCGCCAA
AGCAAATGGTAG

MTSVVRLPPNPPPSPAA
PPCRQSKW*

MTSVVRLPPNPPPSPAA
PPCRQSKW*

CGTCGTGGAC CTCTGCGATT 0 G 0 MG05063.1 0 0 0

5620 2835 an AN1246.1 70.m14974 AO070223000009 0 -172 -116 ATGTCGCCAAAGCAAATGGTAGCTCTGCGATTCTGGATAC
CCCGCCACTCACCGTGA

ATGTCGCCAAAGCAAATGGTAGCTCTGCGATTCT
GGATACCCCGCCACTCACCGTGA

MSPKQMVALRFWIPRHS
P*

MSPKQMVALRFWIPRH
SP*

CAGCCCCACC TACAATTTCA 0 G 0 MG05063.1 0 0 0

5621 2835 an AN1246.1 70.m14974 AO070223000009 0 -157 -116 ATGGTAGCTCTGCGATTCTGGATACCCCGCCACTCACCGT
GA

ATGGTAGCTCTGCGATTCTGGATACCCCGCCACT
CACCGTGA

MVALRFWIPRHSP* MVALRFWIPRHSP* GCCAAAGCAA TACAATTTCA 0 G 0 MG05063.1 0 0 0

135
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5623 2835 ao AN1246.1 70.m14974 AO070223000009 0 -235 -164 ATGCGTCAGCGAATCTCTCACCGGTGGCCCCACCAAACG
AGACAAAACAATGTTCCTCTACCCCGCCGCTGA

ATGCGTCAGCGAATCTCTCACCGGTGGCCC
CACCAAACGAGACAAAACAATGTTCCTCTAC
CCCGCCGCTGA

MRQRISHRWPHQTRQN
NVPLPRR*

MRQRISHRWPHQT
RQNNVPLPRR*

CAACAGTCCG ACCGATCGCT 0 G 0 MG05063.1 0 0 0

5624 2835 ao AN1246.1 70.m14974 AO070223000009 0 -186 -106 ATGTTCCTCTACCCCGCCGCTGAACCGATCGCTTCTATCA
GGAGACTGGCGTTCACCGTGAAACGTATTGAGTATTTCTA
A

ATGTTCCTCTACCCCGCCGCTGAACCGATC
GCTTCTATCAGGAGACTGGCGTTCACCGTG
AAACGTATTGAGTATTTCTAA

MFLYPAAEPIASIRRLAFT
VKRIEYF*

MFLYPAAEPIASIRR
LAFTVKRIEYF*

AGACAAAACA ACATCCCACT 0 G 0 MG05063.1 0 0 0

5625 2838 af AN4316.1 58.m08008 AO070230000004 0 -79 -65 ATGCGACAGCAGTAG ATGCGACAGCAGTAG MRQQ* MRQQ* CAACAACCTC ACCACTGTCT 0 R 0 0 0 0 0
5627 2838 ao AN4316.1 58.m08008 AO070230000004 0 -280 -134 ATGAATGGCAGTAGAACTGGGCAAGTTTTTTCAAAGCCAC

GAGATGGTAAGCCGAACGGATTTGATCAGTTTTATCAAGC
TTTGATGAATGTATGCCCGAGGTACTACAACATGAAGATG
TGTTTGCCTCAGGAATTAAGCCATTAG

ATGAATGGCAGTAGAACTGGGCAAGTTTTTT
CAAAGCCACGAGATGGTAAGCCGAACGGAT
TTGATCAGTTTTATCAAGCTTTGATGAATGTA
TGCCCGAGGTACTACAACATGAAGATGTGT
TTGCCTCAGGAATTAAGCCATTAG

MNGSRTGQVFSKPRDG
KPNGFDQFYQALMNVCP
RYYNMKMCLPQELSH*

MNGSRTGQVFSKP
RDGKPNGFDQFYQ
ALMNVCPRYYNMK
MCLPQELSH*

TATCACTTGA TGGGTCCCGT 0 R 0 0 0 0 0

5628 2838 ao AN4316.1 58.m08008 AO070230000004 0 -276 -196 ATGGCAGTAGAACTGGGCAAGTTTTTTCAAAGCCACGAGA
TGGTAAGCCGAACGGATTTGATCAGTTTTATCAAGCTTTGA

ATGGCAGTAGAACTGGGCAAGTTTTTTCAAA
GCCACGAGATGGTAAGCCGAACGGATTTGA
TCAGTTTTATCAAGCTTTGA

MAVELGKFFQSHEMVSR
TDLISFIKL*

MAVELGKFFQSHE
MVSRTDLISFIKL*

ACTTGAATGA TGAATGTATG 0 R 0 0 0 0 0

5629 2838 ao AN4316.1 58.m08008 AO070230000004 0 -237 -196 ATGGTAAGCCGAACGGATTTGATCAGTTTTATCAAGCTTTG
A

ATGGTAAGCCGAACGGATTTGATCAGTTTTA
TCAAGCTTTGA

MVSRTDLISFIKL* MVSRTDLISFIKL* AAGCCACGAG TGAATGTATG 0 R 0 0 0 0 0

5630 2838 ao AN4316.1 58.m08008 AO070230000004 0 -196 -134 ATGAATGTATGCCCGAGGTACTACAACATGAAGATGTGTT
TGCCTCAGGAATTAAGCCATTAG

ATGAATGTATGCCCGAGGTACTACAACATGA
AGATGTGTTTGCCTCAGGAATTAAGCCATTA
G

MNVCPRYYNMKMCLPQ
ELSH*

MNVCPRYYNMKMC
LPQELSH*

TCAAGCTTTG TGGGTCCCGT 0 R 0 0 0 0 0

5631 2838 ao AN4316.1 58.m08008 AO070230000004 0 -192 -166 ATGTATGCCCGAGGTACTACAACATGA ATGTATGCCCGAGGTACTACAACATGA MYARGTTT* MYARGTTT* GCTTTGATGA AGATGTGTTT 0 R 0 0 0 0 0
5632 2838 ao AN4316.1 58.m08008 AO070230000004 0 -188 -108 ATGCCCGAGGTACTACAACATGAAGATGTGTTTGCCTCAG

GAATTAAGCCATTAGTGGGTCCCGTGAGATGCCAAAGCTA
A

ATGCCCGAGGTACTACAACATGAAGATGTG
TTTGCCTCAGGAATTAAGCCATTAGTGGGTC
CCGTGAGATGCCAAAGCTAA

MPEVLQHEDVFASGIKPL
VGPVRCQS*

MPEVLQHEDVFASG
IKPLVGPVRCQS*

TGATGAATGT ACCTCTTCCG 0 R 0 0 0 0 0

5633 2838 ao AN4316.1 58.m08008 AO070230000004 0 -169 -134 ATGAAGATGTGTTTGCCTCAGGAATTAAGCCATTAG ATGAAGATGTGTTTGCCTCAGGAATTAAGCC
ATTAG

MKMCLPQELSH* MKMCLPQELSH* GTACTACAAC TGGGTCCCGT 0 R 0 0 0 0 0

5634 2838 ao AN4316.1 58.m08008 AO070230000004 0 -163 -134 ATGTGTTTGCCTCAGGAATTAAGCCATTAG ATGTGTTTGCCTCAGGAATTAAGCCATTAG MCLPQELSH* MCLPQELSH* CAACATGAAG TGGGTCCCGT 0 R 0 0 0 0 0

5635 2838 ao AN4316.1 58.m08008 AO070230000004 0 -89 -18 ATGCTTCCCTTGGCATCCAGTTCCTACCGCTCAGTCAACG
TCTCTGCGTGGGTTGGCACTGTTTATTATTAG

ATGCTTCCCTTGGCATCCAGTTCCTACCGCT
CAGTCAACGTCTCTGCGTGGGTTGGCACTG
TTTATTATTAG

MLPLASSSYRSVNVSAW
VGTVYY*

MLPLASSSYRSVNV
SAWVGTVYY*

CGTAGCTCCC GAATATCCTT 0 R 0 0 0 0 0

5636 2840 an AN4215.1 54.m06772 AO070231000009 0 -177 -145 ATGATGACCAAACCCCTCTTTCGTCATTCCTGA ATGATGACCAAACCCCTCTTTCGTCATTCCTGA MMTKPLFRHS* MMTKPLFRHS* TCCCCCATCT TTCCTCCAAC 0 O FG02097.1 0 0 0 0
5637 2840 an AN4215.1 54.m06772 AO070231000009 0 -174 -145 ATGACCAAACCCCTCTTTCGTCATTCCTGA ATGACCAAACCCCTCTTTCGTCATTCCTGA MTKPLFRHS* MTKPLFRHS* CCCATCTATG TTCCTCCAAC 0 O FG02097.1 0 0 0 0
5638 2842 af AN4233.1 54.m06783 AO070234000013 0 -236 -144 ATGATATTATTGGGAATAAAAGCAAGTCCCAATAGCTTCCT

CCGCTGTCTGGACAAGAGTGTGACTTCTCTCTCAGGTCCA
GAAAAAAAGTAG

ATGATATTATTGGGAATAAAAGCAAGTCCCAATAGC
TTCCTCCGCTGTCTGGACAAGAGTGTGACTTCTCT
CTCAGGTCCAGAAAAAAAGTAG

MILLGIKASPNSFLRCLDK
SVTSLSGPEKK*

MILLGIKASPNSFLR
CLDKSVTSLSGPEK
K*

AAGTCCAGAT ATTTGTCGGA 0 A 0 0 0 YHR065C 0

5639 2842 ao AN4233.1 54.m06783 AO070234000013 0 -227 -78 ATGGTAGGTATGTGGTTCGAGGGAAATGTTATTCAACGTC
TAATGAAAGACGGACTTTTTTTTCTTGGCCGAAAAAGTAGA
TCGGCGGAAACCAGGCCGCGGAGCAACTCCGGACCAAC
TGTTTTACCGGGACCCACACTGATTTTTTGA

ATGGTAGGTATGTGGTTCGAGGGAAATGTT
ATTCAACGTCTAATGAAAGACGGACTTTTTTT
TCTTGGCCGAAAAAGTAGATCGGCGGAAAC
CAGGCCGCGGAGCAACTCCGGACCAACTG
TTTTACCGGGACCCACACTGATTTTTTGA

MVGMWFEGNVIQRLMK
DGLFFLGRKSRSAETRP
RSNSGPTVLPGPTLIF*

MVGMWFEGNVIQR
LMKDGLFFLGRKSR
SAETRPRSNSGPTV
LPGPTLIF*

CAGGAAATAT TATCGAACTA 0 A 0 0 0 YHR065C 0

5640 2842 ao AN4233.1 54.m06783 AO070234000013 0 -218 -78 ATGTGGTTCGAGGGAAATGTTATTCAACGTCTAATGAAAG
ACGGACTTTTTTTTCTTGGCCGAAAAAGTAGATCGGCGGA
AACCAGGCCGCGGAGCAACTCCGGACCAACTGTTTTACC
GGGACCCACACTGATTTTTTGA

ATGTGGTTCGAGGGAAATGTTATTCAACGTC
TAATGAAAGACGGACTTTTTTTTCTTGGCCG
AAAAAGTAGATCGGCGGAAACCAGGCCGC
GGAGCAACTCCGGACCAACTGTTTTACCGG
GACCCACACTGATTTTTTGA

MWFEGNVIQRLMKDGLF
FLGRKSRSAETRPRSNS
GPTVLPGPTLIF*

MWFEGNVIQRLMK
DGLFFLGRKSRSAE
TRPRSNSGPTVLPG
PTLIF*

TATGGTAGGT TATCGAACTA 0 A 0 0 0 YHR065C 0

5641 2842 ao AN4233.1 54.m06783 AO070234000013 0 -202 -185 ATGTTATTCAACGTCTAA ATGTTATTCAACGTCTAA MLFNV* MLFNV* TTCGAGGGAA TGAAAGACGG 0 A 0 0 0 YHR065C 0
5642 2842 ao AN4233.1 54.m06783 AO070234000013 0 -185 -78 ATGAAAGACGGACTTTTTTTTCTTGGCCGAAAAAGTAGATC

GGCGGAAACCAGGCCGCGGAGCAACTCCGGACCAACTG
TTTTACCGGGACCCACACTGATTTTTTGA

ATGAAAGACGGACTTTTTTTTCTTGGCCGAA
AAAGTAGATCGGCGGAAACCAGGCCGCGG
AGCAACTCCGGACCAACTGTTTTACCGGGA
CCCACACTGATTTTTTGA

MKDGLFFLGRKSRSAET
RPRSNSGPTVLPGPTLIF*

MKDGLFFLGRKSRS
AETRPRSNSGPTVL
PGPTLIF*

TCAACGTCTA TATCGAACTA 0 A 0 0 0 YHR065C 0

5643 2843 an AN4231.1 54.m06785 AO070234000015 0 -142 -119 ATGCTCCTGATATGGCACGTGTAA ATGCTCCTGATATGGCACGTGTAA MLLIWHV* MLLIWHV* GTAACTCGCG GCGCTGACAA 0 H 0 0 0 0 0
5644 2843 an AN4231.1 54.m06785 AO070234000015 0 -131 -105 ATGGCACGTGTAAGCGCTGACAAATAG ATGGCACGTGTAAGCGCTGACAAATAG MARVSADK* MARVSADK* TGCTCCTGAT ACGCCGGATC 0 H 0 0 0 0 0
5645 2843 ao AN4231.1 54.m06785 AO070234000015 0 -220 -209 ATGAAAATGTAA ATGAAAATGTAA MKM* MKM* TCTATATTAG GTATATCGCT 0 H 0 0 0 0 0
5646 2845 af AN1357.1 70.m14873 AO070237000003 0 -78 -61 ATGGTTTTTCTCAACTAA ATGGTTTTTCTCAACTAA MVFLN* MVFLN* GGAATCTCTC ATACCTTATA 0 I 0 MG01003.1 0 0 0
5650 2849 af AN5196.1 69.m14895 AO070237000026 0 -229 -194 ATGGATGTGGTTTTTTGTCTATGGTTGCGTGGTTGA ATGGATGTGGTTTTTTGTCTATGGTTGCGTGGTTGA MDVVFCLWLRG* MDVVFCLWLRG* AATACGAAGA TTTCATCCTG 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5651 2849 af AN5196.1 69.m14895 AO070237000026 0 -225 -103 ATGTGGTTTTTTGTCTATGGTTGCGTGGTTGATTTCATCCT
GCGTTCTCCATCGATCTTCACTCTTCGCTGGTGGGTGTCA
CCGTCGCCCGTAAAATCCCAGAAACTCGCCGACTTCCTGT
AG

ATGTGGTTTTTTGTCTATGGTTGCGTGGTTGATTTC
ATCCTGCGTTCTCCATCGATCTTCACTCTTCGCTGG
TGGGTGTCACCGTCGCCCGTAAAATCCCAGAAACT
CGCCGACTTCCTGTAG

MWFFVYGCVVDFILRSP
SIFTLRWWVSPSPVKSQ
KLADFL*

MWFFVYGCVVDFIL
RSPSIFTLRWWVSP
SPVKSQKLADFL*

CGAAGAATGG CGGCTCACTT 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5652 2849 af AN5196.1 69.m14895 AO070237000026 0 -209 -132 ATGGTTGCGTGGTTGATTTCATCCTGCGTTCTCCATCGAT
CTTCACTCTTCGCTGGTGGGTGTCACCGTCGCCCGTAA

ATGGTTGCGTGGTTGATTTCATCCTGCGTTCTCCAT
CGATCTTCACTCTTCGCTGGTGGGTGTCACCGTCG
CCCGTAA

MVAWLISSCVLHRSSLFA
GGCHRRP*

MVAWLISSCVLHRS
SLFAGGCHRRP*

TTTTTTGTCT AATCCCAGAA 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5647 2849 an AN5196.1 69.m14895 AO070237000026 0 -163 -122 ATGGCAGTATGTCTCCAATCAGCTGTGAACATTCAACCTTA
A

ATGGCAGTATGTCTCCAATCAGCTGTGAACATTC
AACCTTAA

MAVCLQSAVNIQP* MAVCLQSAVNIQP* AAACTCTTGT AAAAGGCCGA 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5648 2849 an AN5196.1 69.m14895 AO070237000026 0 -155 -66 ATGTCTCCAATCAGCTGTGAACATTCAACCTTAAAAAAGGC
CGAGTGGCTGATGGCGGGTTTGCGTTCTTGGCGCTACCG
GCACCCGTAA

ATGTCTCCAATCAGCTGTGAACATTCAACCTTAAA
AAAGGCCGAGTGGCTGATGGCGGGTTTGCGTTC
TTGGCGCTACCGGCACCCGTAA

MSPISCEHSTLKKAEWLM
AGLRSWRYRHP*

MSPISCEHSTLKKAEWL
MAGLRSWRYRHP*

GTATGGCAGT AACGTCAAAC 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5649 2849 an AN5196.1 69.m14895 AO070237000026 0 -104 -66 ATGGCGGGTTTGCGTTCTTGGCGCTACCGGCACCCGTAA ATGGCGGGTTTGCGTTCTTGGCGCTACCGGCAC
CCGTAA

MAGLRSWRYRHP* MAGLRSWRYRHP* CGAGTGGCTG AACGTCAAAC 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5653 2849 ao AN5196.1 69.m14895 AO070237000026 0 -247 -137 ATGATCGTTGTAAAAGTGGTGTGGAATGGGCAGAGCGCC
GGTGGTGTAGAAACGGCAGTGTTCGCAGTGGGACACTCG
CCGCCCGAAAAATTAGACTCGCCGCCTTTGTAA

ATGATCGTTGTAAAAGTGGTGTGGAATGGG
CAGAGCGCCGGTGGTGTAGAAACGGCAGT
GTTCGCAGTGGGACACTCGCCGCCCGAAA
AATTAGACTCGCCGCCTTTGTAA

MIVVKVVWNGQSAGGVE
TAVFAVGHSPPEKLDSPP
L*

MIVVKVVWNGQSA
GGVETAVFAVGHSP
PEKLDSPPL*

TCCATACCAA CTTAGCTTAT 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5654 2849 ao AN5196.1 69.m14895 AO070237000026 0 -222 -199 ATGGGCAGAGCGCCGGTGGTGTAG ATGGGCAGAGCGCCGGTGGTGTAG MGRAPVV* MGRAPVV* GTGGTGTGGA AAACGGCAGT 0 S FG01399.1 MG08133.1 NCU06921.1 0 0

5656 2850 af AN4353.1 58.m07978 AO070240000022 0 -190 -152 ATGGGGATGCTTTCAAACAACTACTGGTCTAACCACTAA ATGGGGATGCTTTCAAACAACTACTGGTCTAACCA
CTAA

MGMLSNNYWSNH* MGMLSNNYWSNH* AAACCCAAGA TCACAACAGT 0 I FG10853.1 MG02409.1 0 0 0

5657 2850 af AN4353.1 58.m07978 AO070240000022 0 -184 -152 ATGCTTTCAAACAACTACTGGTCTAACCACTAA ATGCTTTCAAACAACTACTGGTCTAACCACTAA MLSNNYWSNH* MLSNNYWSNH* AAGAATGGGG TCACAACAGT 0 I FG10853.1 MG02409.1 0 0 0
5658 2850 af AN4353.1 58.m07978 AO070240000022 0 -111 -97 ATGTTATATCTATGA ATGTTATATCTATGA MLYL* MLYL* CAGACGGCAA CAATCATCTC 0 I FG10853.1 MG02409.1 0 0 0
5655 2850 an AN4353.1 58.m07978 AO070240000022 0 -95 -84 ATGTCCTGTTGA ATGTCCTGTTGA MSC* MSC* TATCATCCAC ACTATACATA 0 I FG10853.1 MG02409.1 0 0 0
5659 2850 ao AN4353.1 58.m07978 AO070240000022 0 -162 -91 ATGCTTGCTCCTGGACCGATCGTTATATATACTTTAAACCA

GAACAATAGTTTCATAGTTCTCCATTTCTAG
ATGCTTGCTCCTGGACCGATCGTTATATATA
CTTTAAACCAGAACAATAGTTTCATAGTTCTC
CATTTCTAG

MLAPGPIVIYTLNQNNSFI
VLHF*

MLAPGPIVIYTLNQN
NSFIVLHF*

AGAGATTCAT ACAACCTACA 0 I FG10853.1 MG02409.1 0 0 0

5660 2852 an AN1430.1 55.m02925 AO070242000021 0 -146 -108 ATGCAGTGGGTGCGAGTGGGACCCAGATCTTGGAGATGA ATGCAGTGGGTGCGAGTGGGACCCAGATCTTGG
AGATGA

MQWVRVGPRSWR* MQWVRVGPRSWR* TGCAGCGCGC CCAACTTTTT 0 C 0 0 0 0 0

5661 2854 ao AN1379.1 70.m14844 AO070243000010 0 -218 -174 ATGTGTCGCGGCTGCAGAACGCGCGCCTTCCCAAATCTA
CGCTGA

ATGTGTCGCGGCTGCAGAACGCGCGCCTT
CCCAAATCTACGCTGA

MCRGCRTRAFPNLR* MCRGCRTRAFPNL
R*

TAAGGCATTA GCTCTTTCTC 0 A FG10280.1 0 0 0 0

5662 2855 af AN1382.1 70.m14839 AO070243000014 0 -133 -119 ATGTCTGCTTGTTAA ATGTCTGCTTGTTAA MSAC* MSAC* GCCAAGCTCG AAGGTCAGAT 0  0 0 0 0 0
5667 2857 af AN1385.1 70.m14836 AO070243000019 0 -146 -132 ATGATCCGCTATTAG ATGATCCGCTATTAG MIRY* MIRY* AGTTCTATCA AAGAACCCCA 0 R 0 MG03150.1 0 0 0
5663 2857 an AN1385.1 70.m14836 AO070243000019 0 -243 -223 ATGCCGATTGGATGTGCGTAA ATGCCGATTGGATGTGCGTAA MPIGCA* MPIGCA* AGTACCTTAT TAACCATTTG 0 R 0 MG03150.1 0 0 0
5664 2857 an AN1385.1 70.m14836 AO070243000019 0 -232 -170 ATGTGCGTAATAACCATTTGTGTACCTTTGTTTTGGGATCA

AATTCATGCGCTTGTGTCTTGA
ATGTGCGTAATAACCATTTGTGTACCTTTGTTTTG
GGATCAAATTCATGCGCTTGTGTCTTGA

MCVITICVPLFWDQIHALV
S*

MCVITICVPLFWDQIHAL
VS*

TGCCGATTGG TCTGTACTTC 0 R 0 MG03150.1 0 0 0

5665 2857 an AN1385.1 70.m14836 AO070243000019 0 -186 -22 ATGCGCTTGTGTCTTGATCTGTACTTCGTACTCCGTATCTG
TATCTATATTGTTGGAGACTTCCGCGGACATGTCTGGAAC
CCCACCAAACCTGAGTTTCTCTCTCCGCCCTCAGTCTTCA
GCAACGACACCAAGATTCCTTTAAAGAACGACTCATTGCA
TTGA

ATGCGCTTGTGTCTTGATCTGTACTTCGTACTCC
GTATCTGTATCTATATTGTTGGAGACTTCCGCGG
ACATGTCTGGAACCCCACCAAACCTGAGTTTCTC
TCTCCGCCCTCAGTCTTCAGCAACGACACCAAGA
TTCCTTTAAAGAACGACTCATTGCATTGA

MRLCLDLYFVLRICIYIVG
DFRGHVWNPTKPEFLSP
PSVFSNDTKIPLKNDSLH*

MRLCLDLYFVLRICIYIVG
DFRGHVWNPTKPEFLS
PPSVFSNDTKIPLKNDSL
H*

GATCAAATTC TACCAAATCG 0 R 0 MG03150.1 0 0 0

5666 2857 an AN1385.1 70.m14836 AO070243000019 0 -116 -42 ATGTCTGGAACCCCACCAAACCTGAGTTTCTCTCTCCGCC
CTCAGTCTTCAGCAACGACACCAAGATTCCTTTAA

ATGTCTGGAACCCCACCAAACCTGAGTTTCTCTC
TCCGCCCTCAGTCTTCAGCAACGACACCAAGATT
CCTTTAA

MSGTPPNLSFSLRPQSS
ATTPRFL*

MSGTPPNLSFSLRPQSS
ATTPRFL*

TTCCGCGGAC AGAACGACTC 0 R 0 MG03150.1 0 0 0

5668 2857 ao AN1385.1 70.m14836 AO070243000019 0 -183 -43 ATGCTACTCAACGCTCCGAGGTCGCTTCTGTGGCCAGTC
GGTACCTTTGGATTAATCTACCATCTAACCCCACCCTCCC
CCCACTACAGCAAATATTCTGTCCGCCCCCAGACCGCAAT
TCCGGCAAGCCTTCTAAACTAG

ATGCTACTCAACGCTCCGAGGTCGCTTCTG
TGGCCAGTCGGTACCTTTGGATTAATCTACC
ATCTAACCCCACCCTCCCCCCACTACAGCA
AATATTCTGTCCGCCCCCAGACCGCAATTC
CGGCAAGCCTTCTAAACTAG

MLLNAPRSLLWPVGTFG
LIYHLTPPSPHYSKYSVRP
QTAIPASLLN*

MLLNAPRSLLWPVG
TFGLIYHLTPPSPHY
SKYSVRPQTAIPASL
LN*

CAATAAGTAA GACGATACAA 0 R 0 MG03150.1 0 0 0

5673 2858 af AN5178.1 69.m14875 AO070247000009 0 -253 -173 ATGACGTTGAATGGGATTCGTACCCCCTCTTACTGGTGGG
GTGTGGGGAGAAGAGGTTATTCACTTATTATTCATGGCTG
A

ATGACGTTGAATGGGATTCGTACCCCCTCTTACTG
GTGGGGTGTGGGGAGAAGAGGTTATTCACTTATTA
TTCATGGCTGA

MTLNGIRTPSYWWGVGR
RGYSLIIHG*

MTLNGIRTPSYWW
GVGRRGYSLIIHG*

CAATCGCTCC TCAAGCCCCA 0 C 0 0 0 0 0

5674 2858 af AN5178.1 69.m14875 AO070247000009 0 -243 -148 ATGGGATTCGTACCCCCTCTTACTGGTGGGGTGTGGGGA
GAAGAGGTTATTCACTTATTATTCATGGCTGATCAAGCCCC
ATTACCGAACGGCTGA

ATGGGATTCGTACCCCCTCTTACTGGTGGGGTGTG
GGGAGAAGAGGTTATTCACTTATTATTCATGGCTGA
TCAAGCCCCATTACCGAACGGCTGA

MGFVPPLTGGVWGEEVI
HLLFMADQAPLPNG*

MGFVPPLTGGVWG
EEVIHLLFMADQAPL
PNG*

ATGACGTTGA TGGACTAGAG 0 C 0 0 0 0 0

5675 2858 af AN5178.1 69.m14875 AO070247000009 0 -180 -148 ATGGCTGATCAAGCCCCATTACCGAACGGCTGA ATGGCTGATCAAGCCCCATTACCGAACGGCTGA MADQAPLPNG* MADQAPLPNG* CTTATTATTC TGGACTAGAG 0 C 0 0 0 0 0
5676 2858 af AN5178.1 69.m14875 AO070247000009 0 -120 -88 ATGTTGCCCTGGTCTCATCCAATGTTTCATTGA ATGTTGCCCTGGTCTCATCCAATGTTTCATTGA MLPWSHPMFH* MLPWSHPMFH* ACTTATAGCC TCTAAGAGTC 0 C 0 0 0 0 0
5677 2858 af AN5178.1 69.m14875 AO070247000009 0 -99 -88 ATGTTTCATTGA ATGTTTCATTGA MFH* MFH* GTCTCATCCA TCTAAGAGTC 0 C 0 0 0 0 0
5669 2858 an AN5178.1 69.m14875 AO070247000009 0 -146 -93 ATGACGTTCCAAACGCTGCCGGTGGGGTGTGGGGAGAAT

GCCGATTATTCATGA
ATGACGTTCCAAACGCTGCCGGTGGGGTGTGGG
GAGAATGCCGATTATTCATGA

MTFQTLPVGCGENADYS
*

MTFQTLPVGCGENADY
S*

TACAAGCTTC TGATCAAGCG 0 C 0 0 0 0 0
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5670 2858 an AN5178.1 69.m14875 AO070247000009 0 -109 -14 ATGCCGATTATTCATGATGATCAAGCGCTCAAAGTTCTATA
TCAAACCGTGGACTTCCTCCTCCCGTTTTCTTCTTTCCCCA
TCTGCACTTTCTGA

ATGCCGATTATTCATGATGATCAAGCGCTCAAAG
TTCTATATCAAACCGTGGACTTCCTCCTCCCGTTT
TCTTCTTTCCCCATCTGCACTTTCTGA

MPIIHDDQALKVLYQTVD
FLLPFSSFPICTF*

MPIIHDDQALKVLYQTVD
FLLPFSSFPICTF*

TGTGGGGAGA CCAATAATCC 0 C 0 0 0 0 0

5671 2858 an AN5178.1 69.m14875 AO070247000009 0 -96 -7 ATGATGATCAAGCGCTCAAAGTTCTATATCAAACCGTGGA
CTTCCTCCTCCCGTTTTCTTCTTTCCCCATCTGCACTTTCT
GACCAATAA

ATGATGATCAAGCGCTCAAAGTTCTATATCAAAC
CGTGGACTTCCTCCTCCCGTTTTCTTCTTTCCCC
ATCTGCACTTTCTGACCAATAA

MMIKRSKFYIKPWTSSSR
FLLSPSALSDQ*

MMIKRSKFYIKPWTSSS
RFLLSPSALSDQ*

CCGATTATTC TCCACAATGG 0 C 0 0 0 0 0

5672 2858 an AN5178.1 69.m14875 AO070247000009 0 -93 -7 ATGATCAAGCGCTCAAAGTTCTATATCAAACCGTGGACTTC
CTCCTCCCGTTTTCTTCTTTCCCCATCTGCACTTTCTGACC
AATAA

ATGATCAAGCGCTCAAAGTTCTATATCAAACCGT
GGACTTCCTCCTCCCGTTTTCTTCTTTCCCCATCT
GCACTTTCTGACCAATAA

MIKRSKFYIKPWTSSSRF
LLSPSALSDQ*

MIKRSKFYIKPWTSSSR
FLLSPSALSDQ*

ATTATTCATG TCCACAATGG 0 C 0 0 0 0 0

5678 2858 ao AN5178.1 69.m14875 AO070247000009 0 -173 -144 ATGATGATCAAAGCTTCGTCTAAAACATAA ATGATGATCAAAGCTTCGTCTAAAACATAA MMIKASSKT* MMIKASSKT* GAGATTATTC GGTCTCGGTA 0 C 0 0 0 0 0

5679 2858 ao AN5178.1 69.m14875 AO070247000009 0 -170 -144 ATGATCAAAGCTTCGTCTAAAACATAA ATGATCAAAGCTTCGTCTAAAACATAA MIKASSKT* MIKASSKT* ATTATTCATG GGTCTCGGTA 0 C 0 0 0 0 0
5683 2859 af AN5181.1 69.m14878 AO070247000011 0 -114 -85 ATGGAGTACCCCGGCGCAAACAACGGCTAA ATGGAGTACCCCGGCGCAAACAACGGCTAA MEYPGANNG* MEYPGANNG* AAATGCGACT CCCCACACCT 0 T FG09165.1 MG03604.1 0 0 0
5680 2859 an AN5181.1 69.m14878 AO070247000011 0 -227 -165 ATGCCAAGTTCTAGTATTTATAATAAGGTCTACATGAGCAA

GGGTTTTTGTTGTAGTGTGTAG
ATGCCAAGTTCTAGTATTTATAATAAGGTCTACAT
GAGCAAGGGTTTTTGTTGTAGTGTGTAG

MPSSSIYNKVYMSKGFC
CSV*

MPSSSIYNKVYMSKGFC
CSV*

TTGCAGCGAT GTGGACGGAC 0 T FG09165.1 MG03604.1 0 0 0

5681 2859 an AN5181.1 69.m14878 AO070247000011 0 -194 -165 ATGAGCAAGGGTTTTTGTTGTAGTGTGTAG ATGAGCAAGGGTTTTTGTTGTAGTGTGTAG MSKGFCCSV* MSKGFCCSV* TAAGGTCTAC GTGGACGGAC 0 T FG09165.1 MG03604.1 0 0 0
5682 2859 an AN5181.1 69.m14878 AO070247000011 0 -153 -70 ATGGAAGCACCCAGAACAACAAACGGAGCCTCAACATGC

CCCACCTCCGCTCCGCGCCGCAGCTCCTCGAAATATCGC
AGCTAA

ATGGAAGCACCCAGAACAACAAACGGAGCCTCA
ACATGCCCCACCTCCGCTCCGCGCCGCAGCTCC
TCGAAATATCGCAGCTAA

MEAPRTTNGASTCPTSA
PRRSSSKYRS*

MEAPRTTNGASTCPTSA
PRRSSSKYRS*

TGGACGGACT TTCCAACTTT 0 T FG09165.1 MG03604.1 0 0 0

5684 2861 ao AN1345.1 70.m14888 AO070247000019 0 -221 -195 ATGTATATTGTTGCTGCTATTTTTTGA ATGTATATTGTTGCTGCTATTTTTTGA MYIVAAIF* MYIVAAIF* ATCAGTCGGT TGAAATATAT 0 J 0 0 0 0 0
5685 2861 ao AN1345.1 70.m14888 AO070247000019 0 -195 -175 ATGAAATATATTCGTGTCTAG ATGAAATATATTCGTGTCTAG MKYIRV* MKYIRV* CTATTTTTTG GGACTCCCGT 0 J 0 0 0 0 0
5686 2861 ao AN1345.1 70.m14888 AO070247000019 0 -120 -109 ATGTACTTCTGA ATGTACTTCTGA MYF* MYF* CGCCCCGGCC AATCCACGTC 0 J 0 0 0 0 0
5688 2862 an AN1341.1 70.m15733 AO070247000023 0 -216 -160 ATGGATAGGGCTCAGGGTTTGCCAAACCCGTGGCAGACC

CAGTTTTCCCCGCGGTAG
ATGGATAGGGCTCAGGGTTTGCCAAACCCGTGG
CAGACCCAGTTTTCCCCGCGGTAG

MDRAQGLPNPWQTQFS
PR*

MDRAQGLPNPWQTQF
SPR*

AGTTCAGCAC CTTCACCGTT 0 U FG01552.1 0 0 0 0

5689 2864 af AN5769.1 69.m14829 AO070249000006 0 -239 -225 ATGGGGCTAGGCTGA ATGGGGCTAGGCTGA MGLG* MGLG* TACGACCCAA AGGTTCCAAT 0 U 0 0 0 0 0
5696 2867 af AN5784.1 69.m14813 AO070249000029 0 -257 -198 ATGGTGTGCCTGTTCAACCAACTCAAGCAAGCCAGCCACA

TCAAGCCACCTGTGGCGTAA
ATGGTGTGCCTGTTCAACCAACTCAAGCAAGCCAG
CCACATCAAGCCACCTGTGGCGTAA

MVCLFNQLKQASHIKPPV
A*

MVCLFNQLKQASHI
KPPVA*

TCCGGTATTC GCTATTAAAT 0 O FG01160.1 0 0 0 0

5695 2867 an AN5784.1 69.m14813 AO070249000029 0 -197 -135 ATGGGACGGCTGCTAGCACATTACATAATCCAAAGGAAGC
TCCAGCACCGCTTCAGTAGGTGA

ATGGGACGGCTGCTAGCACATTACATAATCCAAA
GGAAGCTCCAGCACCGCTTCAGTAGGTGA

MGRLLAHYIIQRKLQHRF
SR*

MGRLLAHYIIQRKLQHR
FSR*

AAGCTGTACA GAGCTCCATT 0 O FG01160.1 0 0 0 0

5697 2867 ao AN5784.1 69.m14813 AO070249000029 0 -252 -214 ATGTTCCAGTGGAGAAGTGAAAGCTATCGGCTTATATAA ATGTTCCAGTGGAGAAGTGAAAGCTATCGG
CTTATATAA

MFQWRSESYRLI* MFQWRSESYRLI* AAGACAGTTC GCCGAAGGCA 0 O FG01160.1 0 0 0 0

5699 2868 af AN8745.1 62.m03335 AO070250000030 0 -177 -163 ATGTCAATTATGTAA ATGTCAATTATGTAA MSIM* MSIM* GGAACCTTCC ACCATAGCCT 0 G 0 0 0 0 0
5700 2868 af AN8745.1 62.m03335 AO070250000030 0 -101 -90 ATGAGTCAATAA ATGAGTCAATAA MSQ* MSQ* TGATCACCTG CAGACAAACA 0 G 0 0 0 0 0
5698 2868 an AN8745.1 62.m03335 AO070250000030 0 -166 -128 ATGGGCGCTGCCAGAACGAGTGCCGGTAAATCCCGTTAA ATGGGCGCTGCCAGAACGAGTGCCGGTAAATCC

CGTTAA
MGAARTSAGKSR* MGAARTSAGKSR* ATAAGCGAGC ATTCGCCTCC 0 G 0 0 0 0 0

5702 2868 ao AN8745.1 62.m03335 AO070250000030 0 -155 -135 ATGCAAGGACTGTCGGTGTGA ATGCAAGGACTGTCGGTGTGA MQGLSV* MQGLSV* CTTCTGCGCA TTGTGTGTTC 0 G 0 0 0 0 0
5707 2870 af AN7201.1 69.m15184 AO070252000010 0 -251 -222 ATGATAGCAGGGGCTGATCCTCCATCTTAG ATGATAGCAGGGGCTGATCCTCCATCTTAG MIAGADPPS* MIAGADPPS* GTCGATCGAC CATGTGCACG 0 O 0 0 0 0 0
5708 2870 af AN7201.1 69.m15184 AO070252000010 0 -220 -155 ATGTGCACGATTCTAATAGCTCCGCTCTGTACTAGTGCTAA

GCCCCACTGCAACGTTCCATCATAA
ATGTGCACGATTCTAATAGCTCCGCTCTGTACTAGT
GCTAAGCCCCACTGCAACGTTCCATCATAA

MCTILIAPLCTSAKPHCNV
PS*

MCTILIAPLCTSAKP
HCNVPS*

CCATCTTAGC TAGTCAACAT 0 O 0 0 0 0 0

5709 2870 af AN7201.1 69.m15184 AO070252000010 0 -135 -4 ATGCATGATGGGTATGATATGCGAGTCGTGCGGGGGTCG
TTGATGTCGATCAGGAGAGATGGGTCCAAACATTTATATG
AAGCGGTTCCCCAGGCCGTCTTGCTAGGTACACACAAGC
TATTCTTGCGCTGA

ATGCATGATGGGTATGATATGCGAGTCGTGCGGG
GGTCGTTGATGTCGATCAGGAGAGATGGGTCCAA
ACATTTATATGAAGCGGTTCCCCAGGCCGTCTTGC
TAGGTACACACAAGCTATTCTTGCGCTGA

MHDGYDMRVVRGSLMSI
RRDGSKHLYEAVPQAVL
LGTHKLFLR*

MHDGYDMRVVRGS
LMSIRRDGSKHLYE
AVPQAVLLGTHKLF
LR*

TCAGGGTCTA ATAATGCGAC 0 O 0 0 0 0 0

5710 2870 af AN7201.1 69.m15184 AO070252000010 0 -131 -93 ATGATGGGTATGATATGCGAGTCGTGCGGGGGTCGTTGA ATGATGGGTATGATATGCGAGTCGTGCGGGGGTC
GTTGA

MMGMICESCGGR* MMGMICESCGGR* GGTCTAATGC TGTCGATCAG 0 O 0 0 0 0 0

5711 2870 af AN7201.1 69.m15184 AO070252000010 0 -128 -93 ATGGGTATGATATGCGAGTCGTGCGGGGGTCGTTGA ATGGGTATGATATGCGAGTCGTGCGGGGGTCGTT
GA

MGMICESCGGR* MGMICESCGGR* CTAATGCATG TGTCGATCAG 0 O 0 0 0 0 0

5712 2870 af AN7201.1 69.m15184 AO070252000010 0 -122 -93 ATGATATGCGAGTCGTGCGGGGGTCGTTGA ATGATATGCGAGTCGTGCGGGGGTCGTTGA MICESCGGR* MICESCGGR* CATGATGGGT TGTCGATCAG 0 O 0 0 0 0 0
5713 2870 af AN7201.1 69.m15184 AO070252000010 0 -117 -4 ATGCGAGTCGTGCGGGGGTCGTTGATGTCGATCAGGAGA

GATGGGTCCAAACATTTATATGAAGCGGTTCCCCAGGCCG
TCTTGCTAGGTACACACAAGCTATTCTTGCGCTGA

ATGCGAGTCGTGCGGGGGTCGTTGATGTCGATCA
GGAGAGATGGGTCCAAACATTTATATGAAGCGGTT
CCCCAGGCCGTCTTGCTAGGTACACACAAGCTATT
CTTGCGCTGA

MRVVRGSLMSIRRDGSK
HLYEAVPQAVLLGTHKLF
LR*

MRVVRGSLMSIRRD
GSKHLYEAVPQAVL
LGTHKLFLR*

TGGGTATGAT ATAATGCGAC 0 O 0 0 0 0 0

5714 2870 af AN7201.1 69.m15184 AO070252000010 0 -93 -4 ATGTCGATCAGGAGAGATGGGTCCAAACATTTATATGAAG
CGGTTCCCCAGGCCGTCTTGCTAGGTACACACAAGCTATT
CTTGCGCTGA

ATGTCGATCAGGAGAGATGGGTCCAAACATTTATA
TGAAGCGGTTCCCCAGGCCGTCTTGCTAGGTACA
CACAAGCTATTCTTGCGCTGA

MSIRRDGSKHLYEAVPQ
AVLLGTHKLFLR*

MSIRRDGSKHLYEA
VPQAVLLGTHKLFL
R*

GGGGTCGTTG ATAATGCGAC 0 O 0 0 0 0 0

5715 2870 af AN7201.1 69.m15184 AO070252000010 0 -77 -30 ATGGGTCCAAACATTTATATGAAGCGGTTCCCCAGGCCGT
CTTGCTAG

ATGGGTCCAAACATTTATATGAAGCGGTTCCCCAG
GCCGTCTTGCTAG

MGPNIYMKRFPRPSC* MGPNIYMKRFPRPS
C*

ATCAGGAGAG GTACACACAA 0 O 0 0 0 0 0

5703 2870 an AN7201.1 69.m15184 AO070252000010 0 -281 -156 ATGGGACAAGGCAAGCAAATGCTATGCCGCCAGAAGGCG
GCGAGTATTTTACTCCTTTTTTTTTATCTGTTTTCTATGGTC
GAACCCATTAGCTTTCGCCCTAATATTGATCGTATCTGGGA
GTAA

ATGGGACAAGGCAAGCAAATGCTATGCCGCCAG
AAGGCGGCGAGTATTTTACTCCTTTTTTTTTATCT
GTTTTCTATGGTCGAACCCATTAGCTTTCGCCCT
AATATTGATCGTATCTGGGAGTAA

MGQGKQMLCRQKAASIL
LLFFYLFSMVEPISFRPNI
DRIWE*

MGQGKQMLCRQKAASI
LLLFFYLFSMVEPISFRP
NIDRIWE*

TGACTCGATT CCACATACCC 0 O 0 0 0 0 0

5704 2870 an AN7201.1 69.m15184 AO070252000010 0 -263 -156 ATGCTATGCCGCCAGAAGGCGGCGAGTATTTTACTCCTTT
TTTTTTATCTGTTTTCTATGGTCGAACCCATTAGCTTTCGCC
CTAATATTGATCGTATCTGGGAGTAA

ATGCTATGCCGCCAGAAGGCGGCGAGTATTTTA
CTCCTTTTTTTTTATCTGTTTTCTATGGTCGAACCC
ATTAGCTTTCGCCCTAATATTGATCGTATCTGGGA
GTAA

MLCRQKAASILLLFFYLFS
MVEPISFRPNIDRIWE*

MLCRQKAASILLLFFYLF
SMVEPISFRPNIDRIWE*

AGGCAAGCAA CCACATACCC 0 O 0 0 0 0 0

5705 2870 an AN7201.1 69.m15184 AO070252000010 0 -258 -190 ATGCCGCCAGAAGGCGGCGAGTATTTTACTCCTTTTTTTTT
ATCTGTTTTCTATGGTCGAACCCATTAG

ATGCCGCCAGAAGGCGGCGAGTATTTTACTCCTT
TTTTTTTATCTGTTTTCTATGGTCGAACCCATTAG

MPPEGGEYFTPFFLSVFY
GRTH*

MPPEGGEYFTPFFLSVF
YGRTH*

AGCAAATGCT CTTTCGCCCT 0 O 0 0 0 0 0

5706 2870 an AN7201.1 69.m15184 AO070252000010 0 -206 -156 ATGGTCGAACCCATTAGCTTTCGCCCTAATATTGATCGTAT
CTGGGAGTAA

ATGGTCGAACCCATTAGCTTTCGCCCTAATATTG
ATCGTATCTGGGAGTAA

MVEPISFRPNIDRIWE* MVEPISFRPNIDRIWE* TCTGTTTTCT CCACATACCC 0 O 0 0 0 0 0

5717 2870 ao AN7201.1 69.m15184 AO070252000010 0 -206 -168 ATGCTCCTTCAGGAGAACAATGCGATTCTAAACTGCTAA ATGCTCCTTCAGGAGAACAATGCGATTCTAA
ACTGCTAA

MLLQENNAILNC* MLLQENNAILNC* GCGCACACTA CCCCGAGAGC 0 O 0 0 0 0 0

5718 2870 ao AN7201.1 69.m15184 AO070252000010 0 -187 -176 ATGCGATTCTAA ATGCGATTCTAA MRF* MRF* CAGGAGAACA ACTGCTAACC 0 O 0 0 0 0 0
5719 2870 ao AN7201.1 69.m15184 AO070252000010 0 -139 -86 ATGAGCTTGGGCCCTCTGCGAGCGGGGAATGGGGCTTTC

CAGACAGGTATATGA
ATGAGCTTGGGCCCTCTGCGAGCGGGGAA
TGGGGCTTTCCAGACAGGTATATGA

MSLGPLRAGNGAFQTGI* MSLGPLRAGNGAF
QTGI*

TGCTTGTTGA AAGGGCAGAG 0 O 0 0 0 0 0

5720 2870 ao AN7201.1 69.m15184 AO070252000010 0 -111 -25 ATGGGGCTTTCCAGACAGGTATATGAAAGGGCAGAGTCC
GTCTATACTAGTCCTTGCTTCACCTCTGTTCTCTGTGTTCA
GGGTTGA

ATGGGGCTTTCCAGACAGGTATATGAAAGG
GCAGAGTCCGTCTATACTAGTCCTTGCTTCA
CCTCTGTTCTCTGTGTTCAGGGTTGA

MGLSRQVYERAESVYTS
PCFTSVLCVQG*

MGLSRQVYERAES
VYTSPCFTSVLCVQ
G*

CGAGCGGGGA AGAACCCCAA 0 O 0 0 0 0 0

5722 2872 af AN5006.1 59.m08904 AO070255000034 0 -223 -191 ATGGAAAACATCAATTCAGGGCAAAACTGTTGA ATGGAAAACATCAATTCAGGGCAAAACTGTTGA MENINSGQNC* MENINSGQNC* CACTACGATA TTGTGCTTCG 0 L 0 0 0 0 0

5721 2872 an AN5006.1 59.m08904 AO070255000034 0 -256 -203 ATGATAGTTTATACCAATAATTATCCAAAGAATTCTGCCAAC
TGCACACCATAA

ATGATAGTTTATACCAATAATTATCCAAAGAATTCT
GCCAACTGCACACCATAA

MIVYTNNYPKNSANCTP* MIVYTNNYPKNSANCTP
*

GTTATCCTAT TTAGTTACTC 0 L 0 0 0 0 0

5723 2872 ao AN5006.1 59.m08904 AO070255000034 0 -232 -197 ATGATGAACATGAAGTACTTCAGTTCCTATGTGTAG ATGATGAACATGAAGTACTTCAGTTCCTATG
TGTAG

MMNMKYFSSYV* MMNMKYFSSYV* CATATCAATC GCGTTTTTTG 0 L 0 0 0 0 0

5724 2872 ao AN5006.1 59.m08904 AO070255000034 0 -229 -197 ATGAACATGAAGTACTTCAGTTCCTATGTGTAG ATGAACATGAAGTACTTCAGTTCCTATGTGT
AG

MNMKYFSSYV* MNMKYFSSYV* ATCAATCATG GCGTTTTTTG 0 L 0 0 0 0 0

5725 2872 ao AN5006.1 59.m08904 AO070255000034 0 -223 -197 ATGAAGTACTTCAGTTCCTATGTGTAG ATGAAGTACTTCAGTTCCTATGTGTAG MKYFSSYV* MKYFSSYV* CATGATGAAC GCGTTTTTTG 0 L 0 0 0 0 0
5726 2872 ao AN5006.1 59.m08904 AO070255000034 0 -204 -139 ATGTGTAGGCGTTTTTTGGACCTATCACTTTGTAGAGTTCT

AACGGGTGCTATTATTGGCCAATGA
ATGTGTAGGCGTTTTTTGGACCTATCACTTT
GTAGAGTTCTAACGGGTGCTATTATTGGCCA
ATGA

MCRRFLDLSLCRVLTGAII
GQ*

MCRRFLDLSLCRVL
TGAIIGQ*

TTCAGTTCCT TACTTCAATA 0 L 0 0 0 0 0

5728 2874 af AN3173.1 59.m08563 AO070256000017 0 -203 -159 ATGTGTACCGCCCGCGTAATTTCTCTGTATTGCTGTAATCT
TTGA

ATGTGTACCGCCCGCGTAATTTCTCTGTATTGCTGT
AATCTTTGA

MCTARVISLYCCNL* MCTARVISLYCCNL* CAATTACCAG GGCTCCAATC 0 J 0 MG07006.1 0 0 0

5729 2874 af AN3173.1 59.m08563 AO070256000017 0 -102 -70 ATGTCGGGCGGTCTCAAGATTTCGTTTCAGTAG ATGTCGGGCGGTCTCAAGATTTCGTTTCAGTAG MSGGLKISFQ* MSGGLKISFQ* GGACTAGTGC CATCAAAGTC 0 J 0 MG07006.1 0 0 0
5727 2874 an AN3173.1 59.m08563 AO070256000017 0 -194 -177 ATGTTAGGGCTAGCCTAG ATGTTAGGGCTAGCCTAG MLGLA* MLGLA* GGGTTTGTGA GGTTGACAAA 0 J 0 MG07006.1 0 0 0
5735 2875 af AN3172.1 59.m08562 AO070256000018 0 -282 -187 ATGGGGGAAAATATTTCACGTGATACAATGGGCGGATTGG

AGCCTCAAAGATTACAGCAATACAGAGAAATTACGCGGGC
GGTACACATCTGGTAA

ATGGGGGAAAATATTTCACGTGATACAATGGGCGG
ATTGGAGCCTCAAAGATTACAGCAATACAGAGAAA
TTACGCGGGCGGTACACATCTGGTAA

MGENISRDTMGGLEPQR
LQQYREITRAVHIW*

MGENISRDTMGGLE
PQRLQQYREITRAV
HIW*

ACTAGTCCAG TTGACCTTAC 0 J 0 0 0 0 0

5736 2875 af AN3172.1 59.m08562 AO070256000018 0 -255 -187 ATGGGCGGATTGGAGCCTCAAAGATTACAGCAATACAGAG
AAATTACGCGGGCGGTACACATCTGGTAA

ATGGGCGGATTGGAGCCTCAAAGATTACAGCAATA
CAGAGAAATTACGCGGGCGGTACACATCTGGTAA

MGGLEPQRLQQYREITR
AVHIW*

MGGLEPQRLQQYR
EITRAVHIW*

ACGTGATACA TTGACCTTAC 0 J 0 0 0 0 0

5730 2875 an AN3172.1 59.m08562 AO070256000018 0 -209 -162 ATGATGAGTAATCGAGAAGATGATGATGATTTGTCAACCCT
AGGCTAG

ATGATGAGTAATCGAGAAGATGATGATGATTTGT
CAACCCTAGGCTAG

MMSNREDDDDLSTLG* MMSNREDDDDLSTLG* TGGAGAAGGC CCCTAACATT 0 J 0 0 0 0 0

5731 2875 an AN3172.1 59.m08562 AO070256000018 0 -206 -162 ATGAGTAATCGAGAAGATGATGATGATTTGTCAACCCTAG
GCTAG

ATGAGTAATCGAGAAGATGATGATGATTTGTCAA
CCCTAGGCTAG

MSNREDDDDLSTLG* MSNREDDDDLSTLG* AGAAGGCATG CCCTAACATT 0 J 0 0 0 0 0

5732 2875 an AN3172.1 59.m08562 AO070256000018 0 -190 -167 ATGATGATGATTTGTCAACCCTAG ATGATGATGATTTGTCAACCCTAG MMMICQP* MMMICQP* AATCGAGAAG GCTAGCCCTA 0 J 0 0 0 0 0
5733 2875 an AN3172.1 59.m08562 AO070256000018 0 -187 -167 ATGATGATTTGTCAACCCTAG ATGATGATTTGTCAACCCTAG MMICQP* MMICQP* CGAGAAGATG GCTAGCCCTA 0 J 0 0 0 0 0
5734 2875 an AN3172.1 59.m08562 AO070256000018 0 -184 -167 ATGATTTGTCAACCCTAG ATGATTTGTCAACCCTAG MICQP* MICQP* GAAGATGATG GCTAGCCCTA 0 J 0 0 0 0 0
5737 2875 ao AN3172.1 59.m08562 AO070256000018 0 -190 -104 ATGGCAAAGTGGAGGCCTGAGGCTCCGAATATTCGTACC

CTAGCCCTAAAATTCACAAACGAAAATCATCCAAACGCGG
AGGGCTAA

ATGGCAAAGTGGAGGCCTGAGGCTCCGAAT
ATTCGTACCCTAGCCCTAAAATTCACAAACG
AAAATCATCCAAACGCGGAGGGCTAA

MAKWRPEAPNIRTLALKF
TNENHPNAEG*

MAKWRPEAPNIRTL
ALKFTNENHPNAEG
*

ACGTGATTTG AGTTCACCTT 0 J 0 0 0 0 0

5740 2876 af AN3153.1 59.m08513 AO070256000033 0 -240 -205 ATGAGTTCTATTTCTTCCACCGAGGACAATTGCTAA ATGAGTTCTATTTCTTCCACCGAGGACAATTGCTAA MSSISSTEDNC* MSSISSTEDNC* GTGCATCTCC AGGTCCTCTT 0 BK 0 0 0 0 0

5738 2876 an AN3153.1 59.m08513 AO070256000033 0 -140 -111 ATGGATGACCTAGGCTTTCTTTCATGTTAA ATGGATGACCTAGGCTTTCTTTCATGTTAA MDDLGFLSC* MDDLGFLSC* ATAGCCAGCG CGGTCAAAAA 0 BK 0 0 0 0 0
5739 2876 an AN3153.1 59.m08513 AO070256000033 0 -117 -82 ATGTTAACGGTCAAAAACCAAAAGGTGATTTACTAG ATGTTAACGGTCAAAAACCAAAAGGTGATTTACTA

G
MLTVKNQKVIY* MLTVKNQKVIY* GCTTTCTTTC ATTTCTTGAA 0 BK 0 0 0 0 0

5742 2876 ao AN3153.1 59.m08513 AO070256000033 0 -208 -188 ATGACAGCTCCCAAAGATTAG ATGACAGCTCCCAAAGATTAG MTAPKD* MTAPKD* ACCACGAGCG CATTACCGTT 0 BK 0 0 0 0 0
5743 2877 af AN3156.1 59.m08547 AO070256000036 0 -235 -200 ATGCGGGCTGCAACAAAGCCCAAAAGTGGGTTTTGA ATGCGGGCTGCAACAAAGCCCAAAAGTGGGTTTTG

A
MRAATKPKSGF* MRAATKPKSGF* CCCGAATTCG ACCGCCACAA 0 J 0 0 0 0 0
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5744 2877 ao AN3156.1 59.m08547 AO070256000036 0 -235 -131 ATGACTCACCACCAGCCCAAAGTGGGTTTTGAGCCGCCA
CAAAGTGATTTGAAGTGTGCTCTGATTCTCATCAGTGGTCT
GCCGTTAATCTCTTTTTCCAGTTGA

ATGACTCACCACCAGCCCAAAGTGGGTTTT
GAGCCGCCACAAAGTGATTTGAAGTGTGCT
CTGATTCTCATCAGTGGTCTGCCGTTAATCT
CTTTTTCCAGTTGA

MTHHQPKVGFEPPQSDL
KCALILISGLPLISFSS*

MTHHQPKVGFEPP
QSDLKCALILISGLPL
ISFSS*

GATGCACGTG ACCAACCTCC 0 J 0 0 0 0 0

5750 2878 af AN2378.1 69.m15152 AO070258000021 0 -190 -104 ATGAAAAATCGAGAAAATGGAGCCCTCAGTCGTTGCCTGT
CTATAAAGCTGCTCGAATTCCTTGATGAACCGACTCCCAT
GAGATGA

ATGAAAAATCGAGAAAATGGAGCCCTCAGTCGTTG
CCTGTCTATAAAGCTGCTCGAATTCCTTGATGAACC
GACTCCCATGAGATGA

MKNRENGALSRCLSIKLL
EFLDEPTPMR*

MKNRENGALSRCLS
IKLLEFLDEPTPMR*

CCTCTCCGCG GCAAAGCTCT 0 R 0 0 0 0 0

5751 2878 af AN2378.1 69.m15152 AO070258000021 0 -174 -145 ATGGAGCCCTCAGTCGTTGCCTGTCTATAA ATGGAGCCCTCAGTCGTTGCCTGTCTATAA MEPSVVACL* MEPSVVACL* AATCGAGAAA AGCTGCTCGA 0 R 0 0 0 0 0
5752 2878 af AN2378.1 69.m15152 AO070258000021 0 -126 -109 ATGAACCGACTCCCATGA ATGAACCGACTCCCATGA MNRLP* MNRLP* GAATTCCTTG GATGAGCAAA 0 R 0 0 0 0 0
5753 2878 af AN2378.1 69.m15152 AO070258000021 0 -107 -60 ATGAGCAAAGCTCTGAAGGTTCCTCTTTGTCAACTTTATAG

CGAATAG
ATGAGCAAAGCTCTGAAGGTTCCTCTTTGTCAACTT
TATAGCGAATAG

MSKALKVPLCQLYSE* MSKALKVPLCQLYS
E*

CTCCCATGAG CTAGCGAATC 0 R 0 0 0 0 0

5745 2878 an AN2378.1 69.m15152 AO070258000021 0 -154 -122 ATGACCATAACGGGGATGCATGAGGATGCATGA ATGACCATAACGGGGATGCATGAGGATGCATGA MTITGMHEDA* MTITGMHEDA* CAAAACGTAC AGAGGTGAAG 0 R 0 0 0 0 0

5746 2878 an AN2378.1 69.m15152 AO070258000021 0 -139 -122 ATGCATGAGGATGCATGA ATGCATGAGGATGCATGA MHEDA* MHEDA* CATAACGGGG AGAGGTGAAG 0 R 0 0 0 0 0
5747 2878 an AN2378.1 69.m15152 AO070258000021 0 -135 -49 ATGAGGATGCATGAAGAGGTGAAGAGGAGACCTGGCCAG

GGAATCCAAAGCTATAAAGCCCTTCATGGCCCCGTCCCTG
CTGTCTAA

ATGAGGATGCATGAAGAGGTGAAGAGGAGACCT
GGCCAGGGAATCCAAAGCTATAAAGCCCTTCATG
GCCCCGTCCCTGCTGTCTAA

MRMHEEVKRRPGQGIQS
YKALHGPVPAV*

MRMHEEVKRRPGQGIQ
SYKALHGPVPAV*

ACGGGGATGC ATCAAGAGAG 0 R 0 0 0 0 0

5748 2878 an AN2378.1 69.m15152 AO070258000021 0 -129 -49 ATGCATGAAGAGGTGAAGAGGAGACCTGGCCAGGGAATC
CAAAGCTATAAAGCCCTTCATGGCCCCGTCCCTGCTGTCT
AA

ATGCATGAAGAGGTGAAGAGGAGACCTGGCCAG
GGAATCCAAAGCTATAAAGCCCTTCATGGCCCCG
TCCCTGCTGTCTAA

MHEEVKRRPGQGIQSYK
ALHGPVPAV*

MHEEVKRRPGQGIQSY
KALHGPVPAV*

ATGCATGAGG ATCAAGAGAG 0 R 0 0 0 0 0

5749 2878 an AN2378.1 69.m15152 AO070258000021 0 -125 -114 ATGAAGAGGTGA ATGAAGAGGTGA MKR* MKR* ATGAGGATGC AGAGGAGACC 0 R 0 0 0 0 0
5754 2878 ao AN2378.1 69.m15152 AO070258000021 0 -225 -166 ATGCACAGCAGGCGGGTATTCTTGCCTCACACCATAATGG

TCCAGTTTTCCATTTTGTGA
ATGCACAGCAGGCGGGTATTCTTGCCTCAC
ACCATAATGGTCCAGTTTTCCATTTTGTGA

MHSRRVFLPHTIMVQFSI
L*

MHSRRVFLPHTIMV
QFSIL*

TATATCCAAG GCCCCATGTA 0 R 0 0 0 0 0

5755 2878 ao AN2378.1 69.m15152 AO070258000021 0 -189 -166 ATGGTCCAGTTTTCCATTTTGTGA ATGGTCCAGTTTTCCATTTTGTGA MVQFSIL* MVQFSIL* TCACACCATA GCCCCATGTA 0 R 0 0 0 0 0
5756 2878 ao AN2378.1 69.m15152 AO070258000021 0 -160 -17 ATGTATTCCAGTTATATAAGGAGCGCAAAGGTGCTCCTCG

AGTCACAACAACCAGCTCAGGAATTCCTTTTGCAACATCTC
TCTCTTCCATTTTATCGCATAACGTCTATTTTCTGCTTGTAT
ACCGATTGCGATTACATCTGA

ATGTATTCCAGTTATATAAGGAGCGCAAAGG
TGCTCCTCGAGTCACAACAACCAGCTCAGG
AATTCCTTTTGCAACATCTCTCTCTTCCATTT
TATCGCATAACGTCTATTTTCTGCTTGTATAC
CGATTGCGATTACATCTGA

MYSSYIRSAKVLLESQQP
AQEFLLQHLSLPFYRITSI
FCLYTDCDYI*

MYSSYIRSAKVLLES
QQPAQEFLLQHLSL
PFYRITSIFCLYTDC
DYI*

TGTGAGCCCC AACGCCGTCT 0 R 0 0 0 0 0

5757 2882 an AN4382.1 58.m07943 AO070261000027 0 -104 -51 ATGCCTCGAATATCGCGAGCTGCCCGTCCGACTGAGACTT
TGGATCCTCGCTGA

ATGCCTCGAATATCGCGAGCTGCCCGTCCGACT
GAGACTTTGGATCCTCGCTGA

MPRISRAARPTETLDPR* MPRISRAARPTETLDPR* TTGCTCCTGC GCTTATACGT 0 FH 0 0 0 0 0

5758 2882 ao AN4382.1 58.m07943 AO070261000027 0 -98 -69 ATGAGCTACGACTCGGGGTATTTGGATTGA ATGAGCTACGACTCGGGGTATTTGGATTGA MSYDSGYLD* MSYDSGYLD* GTTTATCCGC TTTTCTATAC 0 FH 0 0 0 0 0

5762 2885 af AN2441.1 69.m15217 AO070264000038 0 -245 -108 ATGTTCCAAAGTGCCTCAGGCGTCTCAGGCCACAACATCA
CATGGGCGCGCCTGGCTCTTGGTCATGTGATCACATCACA
GTTATGCCCGACAATCATCAACACAAGCAGATGCATTGCT
ATGATCTTTGGTGGATAG

ATGTTCCAAAGTGCCTCAGGCGTCTCAGGCCACAA
CATCACATGGGCGCGCCTGGCTCTTGGTCATGTG
ATCACATCACAGTTATGCCCGACAATCATCAACACA
AGCAGATGCATTGCTATGATCTTTGGTGGATAG

MFQSASGVSGHNITWAR
LALGHVITSQLCPTIINTSR
CIAMIFGG*

MFQSASGVSGHNIT
WARLALGHVITSQL
CPTIINTSRCIAMIFG
G*

GTCATACCTT GGCCCGTCGA 0 O 0 0 NCU08040.1 YPL003W 0

5763 2885 af AN2441.1 69.m15217 AO070264000038 0 -204 -61 ATGGGCGCGCCTGGCTCTTGGTCATGTGATCACATCACA
GTTATGCCCGACAATCATCAACACAAGCAGATGCATTGCT
ATGATCTTTGGTGGATAGGGCCCGTCGAATCTGCCCTTGT
ATTGGTTATCGCTTTTTTCCTTTGA

ATGGGCGCGCCTGGCTCTTGGTCATGTGATCACAT
CACAGTTATGCCCGACAATCATCAACACAAGCAGA
TGCATTGCTATGATCTTTGGTGGATAGGGCCCGTC
GAATCTGCCCTTGTATTGGTTATCGCTTTTTTCCTTT
GA

MGAPGSWSCDHITVMPD
NHQHKQMHCYDLWWIG
PVESALVLVIAFFL*

MGAPGSWSCDHIT
VMPDNHQHKQMHC
YDLWWIGPVESALV
LVIAFFL*

ACAACATCAC ATTTGAAGAG 0 O 0 0 NCU08040.1 YPL003W 0

5764 2885 af AN2441.1 69.m15217 AO070264000038 0 -162 -61 ATGCCCGACAATCATCAACACAAGCAGATGCATTGCTATG
ATCTTTGGTGGATAGGGCCCGTCGAATCTGCCCTTGTATT
GGTTATCGCTTTTTTCCTTTGA

ATGCCCGACAATCATCAACACAAGCAGATGCATTG
CTATGATCTTTGGTGGATAGGGCCCGTCGAATCTG
CCCTTGTATTGGTTATCGCTTTTTTCCTTTGA

MPDNHQHKQMHCYDLW
WIGPVESALVLVIAFFL*

MPDNHQHKQMHCY
DLWWIGPVESALVL
VIAFFL*

CATCACAGTT ATTTGAAGAG 0 O 0 0 NCU08040.1 YPL003W 0

5765 2885 af AN2441.1 69.m15217 AO070264000038 0 -135 -61 ATGCATTGCTATGATCTTTGGTGGATAGGGCCCGTCGAAT
CTGCCCTTGTATTGGTTATCGCTTTTTTCCTTTGA

ATGCATTGCTATGATCTTTGGTGGATAGGGCCCGT
CGAATCTGCCCTTGTATTGGTTATCGCTTTTTTCCT
TTGA

MHCYDLWWIGPVESALV
LVIAFFL*

MHCYDLWWIGPVE
SALVLVIAFFL*

ACACAAGCAG ATTTGAAGAG 0 O 0 0 NCU08040.1 YPL003W 0

5766 2885 af AN2441.1 69.m15217 AO070264000038 0 -125 -108 ATGATCTTTGGTGGATAG ATGATCTTTGGTGGATAG MIFGG* MIFGG* ATGCATTGCT GGCCCGTCGA 0 O 0 0 NCU08040.1 YPL003W 0

5759 2885 an AN2441.1 69.m15217 AO070264000038 0 -106 -2 ATGATGCTTGTCCGAGGAGAGTGCATTTACGTCTACATGA
CCAAGATCGCTGCTGATTTTACTGCCCGTTTCTTTCATTCT
GTCTTACATTACACCCTGGGTTGA

ATGATGCTTGTCCGAGGAGAGTGCATTTACGTCT
ACATGACCAAGATCGCTGCTGATTTTACTGCCCG
TTTCTTTCATTCTGTCTTACATTACACCCTGGGTT
GA

MMLVRGECIYVYMTKIAA
DFTARFFHSVLHYTLG*

MMLVRGECIYVYMTKIA
ADFTARFFHSVLHYTLG*

CGGATCATCA AATGACATCG 0 O 0 0 NCU08040.1 YPL003W 0

5760 2885 an AN2441.1 69.m15217 AO070264000038 0 -103 -2 ATGCTTGTCCGAGGAGAGTGCATTTACGTCTACATGACCA
AGATCGCTGCTGATTTTACTGCCCGTTTCTTTCATTCTGTC
TTACATTACACCCTGGGTTGA

ATGCTTGTCCGAGGAGAGTGCATTTACGTCTACA
TGACCAAGATCGCTGCTGATTTTACTGCCCGTTT
CTTTCATTCTGTCTTACATTACACCCTGGGTTGA

MLVRGECIYVYMTKIAAD
FTARFFHSVLHYTLG*

MLVRGECIYVYMTKIAA
DFTARFFHSVLHYTLG*

ATCATCAATG AATGACATCG 0 O 0 0 NCU08040.1 YPL003W 0

5761 2885 an AN2441.1 69.m15217 AO070264000038 0 -70 -2 ATGACCAAGATCGCTGCTGATTTTACTGCCCGTTTCTTTCA
TTCTGTCTTACATTACACCCTGGGTTGA

ATGACCAAGATCGCTGCTGATTTTACTGCCCGTT
TCTTTCATTCTGTCTTACATTACACCCTGGGTTGA

MTKIAADFTARFFHSVLH
YTLG*

MTKIAADFTARFFHSVL
HYTLG*

TTACGTCTAC AATGACATCG 0 O 0 0 NCU08040.1 YPL003W 0

5767 2885 ao AN2441.1 69.m15217 AO070264000038 0 -192 -130 ATGCAGCGTCTACTACGGATTACTGCAGAACCATTGTCAA
CAACTACAAGCTTTCAACGATAG

ATGCAGCGTCTACTACGGATTACTGCAGAA
CCATTGTCAACAACTACAAGCTTTCAACGAT
AG

MQRLLRITAEPLSTTTSF
QR*

MQRLLRITAEPLSTT
TSFQR*

TCACGTGGGC TCAGATGCTT 0 O 0 0 NCU08040.1 YPL003W 0

5768 2885 ao AN2441.1 69.m15217 AO070264000038 0 -125 -87 ATGCTTGCCATTCTATTCTCTGTCCGAGGCAGGTACTAG ATGCTTGCCATTCTATTCTCTGTCCGAGGCA
GGTACTAG

MLAILFSVRGRY* MLAILFSVRGRY* CGATAGTCAG TATCCCGGCT 0 O 0 0 NCU08040.1 YPL003W 0

5770 2888 af AN4594.1 57.m05517 AO070267000010 0 -215 -132 ATGGAATTCATTCGTCTGTTGCATTTCACGATAGCTCTTCA
ACGGCCATCATCACCTTACCGAACCTCGAAGTTCAGGTCT
TGA

ATGGAATTCATTCGTCTGTTGCATTTCACGATAGCT
CTTCAACGGCCATCATCACCTTACCGAACCTCGAA
GTTCAGGTCTTGA

MEFIRLLHFTIALQRPSSP
YRTSKFRS*

MEFIRLLHFTIALQR
PSSPYRTSKFRS*

GATAAAAAAA TTGGCAACTA 0 J 0 0 0 0 YHL015W

5771 2888 af AN4594.1 57.m05517 AO070267000010 0 -108 -73 ATGATTCTTCTGTCATTTCTGTCTAGTTTTTCTTGA ATGATTCTTCTGTCATTTCTGTCTAGTTTTTCTTGA MILLSFLSSFS* MILLSFLSSFS* TCATACAGGT GCAGCGACTA 0 J 0 0 0 0 YHL015W
5769 2888 an AN4594.1 57.m05517 AO070267000010 0 -92 -51 ATGTCCATTCCTCAATCCAATTCACCCGCTACCACAAGCTA

A
ATGTCCATTCCTCAATCCAATTCACCCGCTACCA
CAAGCTAA

MSIPQSNSPATTS* MSIPQSNSPATTS* CATCTGCAGT CTGGTCCTCA 0 J 0 0 0 0 YHL015W

5773 2891 af AN7657.1 57.m05419 AO070268000020 0 -249 -142 ATGGTTGACTACTCTCCCTGCCTCTTTGTTTCCGTTTCCTG
CATCATCCCTTCGGTCGTTCATCTCCATTCTTCCTTTCTTTA
CTCCTGTCCTTCATACCTCTTTTAA

ATGGTTGACTACTCTCCCTGCCTCTTTGTTTCCGTT
TCCTGCATCATCCCTTCGGTCGTTCATCTCCATTCT
TCCTTTCTTTACTCCTGTCCTTCATACCTCTTTTAA

MVDYSPCLFVSVSCIIPSV
VHLHSSFLYSCPSYLF*

MVDYSPCLFVSVSC
IIPSVVHLHSSFLYS
CPSYLF*

TGGGTATTCC TCCTCGATAT 0  0 0 0 0 0

5772 2891 an AN7657.1 57.m05419 AO070268000020 0 -231 -97 ATGATCCCTCTTTCTCCTCTCCTTGCCTCCTCTTCTTCCCT
TCTTTCCCTCCATCCCTTCCATCGCTTGACTTCTTCTTTCTT
GTTTATCCTACATCAAATCGTCCCAGTCACTCGTTTGGACT
TGCCTTTTTAA

ATGATCCCTCTTTCTCCTCTCCTTGCCTCCTCTTC
TTCCCTTCTTTCCCTCCATCCCTTCCATCGCTTGA
CTTCTTCTTTCTTGTTTATCCTACATCAAATCGTCC
CAGTCACTCGTTTGGACTTGCCTTTTTAA

MIPLSPLLASSSSLLSLHP
FHRLTSSFLFILHQIVPVT
RLDLPF*

MIPLSPLLASSSSLLSLH
PFHRLTSSFLFILHQIVP
VTRLDLPF*

CCAGCAGTCC TTCTCACACT 0  0 0 0 0 0

5776 2892 af AN7663.1 57.m05430 AO070268000034 0 -154 -92 ATGGGCGGGTTGGATGTCGGAGATCTGCTGTGTCGGCTA
TCGGTTTTTGATCTCGGCAATTGA

ATGGGCGGGTTGGATGTCGGAGATCTGCTGTGTC
GGCTATCGGTTTTTGATCTCGGCAATTGA

MGGLDVGDLLCRLSVFD
LGN*

MGGLDVGDLLCRLS
VFDLGN*

ACGGCTATAG TCGGGGCGGG 0 C 0 0 0 0 0

5777 2892 af AN7663.1 57.m05430 AO070268000034 0 -141 -40 ATGTCGGAGATCTGCTGTGTCGGCTATCGGTTTTTGATCT
CGGCAATTGATCGGGGCGGGATACTTTTGTATAAGACAAC
TCCCATGGAGGACAAGCCGTAG

ATGTCGGAGATCTGCTGTGTCGGCTATCGGTTTTT
GATCTCGGCAATTGATCGGGGCGGGATACTTTTGT
ATAAGACAACTCCCATGGAGGACAAGCCGTAG

MSEICCVGYRFLISAIDRG
GILLYKTTPMEDKP*

MSEICCVGYRFLISA
IDRGGILLYKTTPME
DKP*

GGCGGGTTGG CCCTAGTATA 0 C 0 0 0 0 0

5774 2892 an AN7663.1 57.m05430 AO070268000034 0 -185 -78 ATGATACGGCAATCTCAAAACCCGCTTGCACCCATCGGCA
ATCGGCCTTTGAAGCAACCCCCGGCTATTGACCGCACCG
CCGTATCCGTATCCGAAGTATACTTATAA

ATGATACGGCAATCTCAAAACCCGCTTGCACCCA
TCGGCAATCGGCCTTTGAAGCAACCCCCGGCTA
TTGACCGCACCGCCGTATCCGTATCCGAAGTATA
CTTATAA

MIRQSQNPLAPIGNRPLK
QPPAIDRTAVSVSEVYL*

MIRQSQNPLAPIGNRPL
KQPPAIDRTAVSVSEVY
L*

TCACTGGGAG CCCTAACTAT 0 C 0 0 0 0 0

5779 2892 ao AN7663.1 57.m05430 AO070268000034 0 -249 -217 ATGGGGAAAAGCAGCTCCCAGCAGCAGCGGTGA ATGGGGAAAAGCAGCTCCCAGCAGCAGCG
GTGA

MGKSSSQQQR* MGKSSSQQQR* ATCGCCCCAT CGGCAATACG 0 C 0 0 0 0 0

5781 2893 af AN2561.1 59.m08407 AO070268000055 0 -150 -127 ATGATGCTTGACTCGCAGCCATGA ATGATGCTTGACTCGCAGCCATGA MMLDSQP* MMLDSQP* GCTTGCTAAG CGTGCTGGTC 0  FG00828.1 0 0 0 0
5782 2893 af AN2561.1 59.m08407 AO070268000055 0 -147 -127 ATGCTTGACTCGCAGCCATGA ATGCTTGACTCGCAGCCATGA MLDSQP* MLDSQP* TGCTAAGATG CGTGCTGGTC 0  FG00828.1 0 0 0 0
5783 2893 af AN2561.1 59.m08407 AO070268000055 0 -130 -65 ATGACGTGCTGGTCTGACAAATGCTACCCCGCAAGAGAAC

TCGGTGATATAAGACCAGTTCAATGA
ATGACGTGCTGGTCTGACAAATGCTACCCCGCAAG
AGAACTCGGTGATATAAGACCAGTTCAATGA

MTCWSDKCYPARELGDI
RPVQ*

MTCWSDKCYPARE
LGDIRPVQ*

ACTCGCAGCC ATGGCCGATT 0  FG00828.1 0 0 0 0

5784 2893 af AN2561.1 59.m08407 AO070268000055 0 -110 -84 ATGCTACCCCGCAAGAGAACTCGGTGA ATGCTACCCCGCAAGAGAACTCGGTGA MLPRKRTR* MLPRKRTR* GGTCTGACAA TATAAGACCA 0  FG00828.1 0 0 0 0
5780 2893 an AN2561.1 59.m08407 AO070268000055 0 -216 -172 ATGATTGCGTGCTGGTCTGACAAATTGGCATTGCGCATTG

TCTGA
ATGATTGCGTGCTGGTCTGACAAATTGGCATTGC
GCATTGTCTGA

MIACWSDKLALRIV* MIACWSDKLALRIV* TGTCACATTG CCCCTCATCT 0  FG00828.1 0 0 0 0

5785 2893 ao AN2561.1 59.m08407 AO070268000055 0 -203 -180 ATGACACATGCATCTGAAACCTAG ATGACACATGCATCTGAAACCTAG MTHASET* MTHASET* CCCGAATCGA GTGATGGCGT 0  FG00828.1 0 0 0 0
5786 2893 ao AN2561.1 59.m08407 AO070268000055 0 -196 -176 ATGCATCTGAAACCTAGGTGA ATGCATCTGAAACCTAGGTGA MHLKPR* MHLKPR* CGAATGACAC TGGCGTGCGA 0  FG00828.1 0 0 0 0
5787 2893 ao AN2561.1 59.m08407 AO070268000055 0 -176 -96 ATGGCGTGCGAATCTGACAAATGCCAATTCTTCTCCACGT

TTCACCAACGGCCGTGTATAAAAAGTAGCTATTCACCTTAA
ATGGCGTGCGAATCTGACAAATGCCAATTCT
TCTCCACGTTTCACCAACGGCCGTGTATAAA
AAGTAGCTATTCACCTTAA

MACESDKCQFFSTFHQR
PCIKSSYSP*

MACESDKCQFFSTF
HQRPCIKSSYSP*

AACCTAGGTG ATCCATAGTG 0  FG00828.1 0 0 0 0

5788 2893 ao AN2561.1 59.m08407 AO070268000055 0 -156 -109 ATGCCAATTCTTCTCCACGTTTCACCAACGGCCGTGTATAA
AAAGTAG

ATGCCAATTCTTCTCCACGTTTCACCAACGG
CCGTGTATAAAAAGTAG

MPILLHVSPTAVYKK* MPILLHVSPTAVYKK
*

AATCTGACAA CTATTCACCT 0  FG00828.1 0 0 0 0

5789 2894 af AN6650.1 62.m03250 AO070269000001 0 -108 -16 ATGCTTGCTCTTTTCCTCCTTGTTTCGCTGAGCTTTTTCTTT
CGCTCTCTTCTCTCGTTTCCCCCGCCATCTTTTTCTCAGAC
CATCCCTTGA

ATGCTTGCTCTTTTCCTCCTTGTTTCGCTGAGCTTT
TTCTTTCGCTCTCTTCTCTCGTTTCCCCCGCCATCT
TTTTCTCAGACCATCCCTTGA

MLALFLLVSLSFFFRSLLS
FPPPSFSQTIP*

MLALFLLVSLSFFFR
SLLSFPPPSFSQTIP*

TGCCGAGCTC TAGCATCCCA 0 C FG00175.1 0 0 0 0

5792 2895 af AN6653.1 62.m03255 AO070269000013 0 -273 -181 ATGGAAATGGATATGGGTGACCTCCCAAGGTTTCCGTGTT
TCGCCCATGGTTGGTCCAAACTTCCAATGGGCCGCGGTT
GTTCATCGTTCTGA

ATGGAAATGGATATGGGTGACCTCCCAAGGTTTCC
GTGTTTCGCCCATGGTTGGTCCAAACTTCCAATGG
GCCGCGGTTGTTCATCGTTCTGA

MEMDMGDLPRFPCFAH
GWSKLPMGRGCSSF*

MEMDMGDLPRFPC
FAHGWSKLPMGRG
CSSF*

GATGACTGGA CGTATGTCTT 0 C 0 0 0 YIR031C YIR031C

5793 2895 af AN6653.1 62.m03255 AO070269000013 0 -267 -181 ATGGATATGGGTGACCTCCCAAGGTTTCCGTGTTTCGCCC
ATGGTTGGTCCAAACTTCCAATGGGCCGCGGTTGTTCATC
GTTCTGA

ATGGATATGGGTGACCTCCCAAGGTTTCCGTGTTT
CGCCCATGGTTGGTCCAAACTTCCAATGGGCCGC
GGTTGTTCATCGTTCTGA

MDMGDLPRFPCFAHGW
SKLPMGRGCSSF*

MDMGDLPRFPCFA
HGWSKLPMGRGCS
SF*

TGGAATGGAA CGTATGTCTT 0 C 0 0 0 YIR031C YIR031C
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5794 2895 af AN6653.1 62.m03255 AO070269000013 0 -261 -181 ATGGGTGACCTCCCAAGGTTTCCGTGTTTCGCCCATGGTT
GGTCCAAACTTCCAATGGGCCGCGGTTGTTCATCGTTCTG
A

ATGGGTGACCTCCCAAGGTTTCCGTGTTTCGCCCA
TGGTTGGTCCAAACTTCCAATGGGCCGCGGTTGTT
CATCGTTCTGA

MGDLPRFPCFAHGWSKL
PMGRGCSSF*

MGDLPRFPCFAHG
WSKLPMGRGCSSF
*

GGAAATGGAT CGTATGTCTT 0 C 0 0 0 YIR031C YIR031C

5795 2895 af AN6653.1 62.m03255 AO070269000013 0 -227 -75 ATGGTTGGTCCAAACTTCCAATGGGCCGCGGTTGTTCATC
GTTCTGACGTATGTCTTTCTTCGTACTCCCGAAGGACCTAT
GCATGCGATCCTTCTATATATTGTCGTCTAGGTGCTGCGC
CGGGCTTTGATTTCTTTCCTTCTTCTTCTTGA

ATGGTTGGTCCAAACTTCCAATGGGCCGCGGTTGT
TCATCGTTCTGACGTATGTCTTTCTTCGTACTCCCG
AAGGACCTATGCATGCGATCCTTCTATATATTGTCG
TCTAGGTGCTGCGCCGGGCTTTGATTTCTTTCCTT
CTTCTTCTTGA

MVGPNFQWAAVVHRSD
VCLSSYSRRTYACDPSIY
CRLGAAPGFDFFPSSS*

MVGPNFQWAAVVH
RSDVCLSSYSRRTY
ACDPSIYCRLGAAP
GFDFFPSSS*

TGTTTCGCCC ACTTTATTTG 0 C 0 0 0 YIR031C YIR031C

5796 2895 af AN6653.1 62.m03255 AO070269000013 0 -207 -181 ATGGGCCGCGGTTGTTCATCGTTCTGA ATGGGCCGCGGTTGTTCATCGTTCTGA MGRGCSSF* MGRGCSSF* CAAACTTCCA CGTATGTCTT 0 C 0 0 0 YIR031C YIR031C
5797 2895 af AN6653.1 62.m03255 AO070269000013 0 -177 -97 ATGTCTTTCTTCGTACTCCCGAAGGACCTATGCATGCGAT

CCTTCTATATATTGTCGTCTAGGTGCTGCGCCGGGCTTTG
A

ATGTCTTTCTTCGTACTCCCGAAGGACCTATGCATG
CGATCCTTCTATATATTGTCGTCTAGGTGCTGCGC
CGGGCTTTGA

MSFFVLPKDLCMRSFYIL
SSRCCAGL*

MSFFVLPKDLCMRS
FYILSSRCCAGL*

GTTCTGACGT TTTCTTTCCT 0 C 0 0 0 YIR031C YIR031C

5798 2895 af AN6653.1 62.m03255 AO070269000013 0 -148 -116 ATGCATGCGATCCTTCTATATATTGTCGTCTAG ATGCATGCGATCCTTCTATATATTGTCGTCTAG MHAILLYIVV* MHAILLYIVV* CGAAGGACCT GTGCTGCGCC 0 C 0 0 0 YIR031C YIR031C
5799 2895 af AN6653.1 62.m03255 AO070269000013 0 -144 -97 ATGCGATCCTTCTATATATTGTCGTCTAGGTGCTGCGCCG

GGCTTTGA
ATGCGATCCTTCTATATATTGTCGTCTAGGTGCTGC
GCCGGGCTTTGA

MRSFYILSSRCCAGL* MRSFYILSSRCCAG
L*

GGACCTATGC TTTCTTTCCT 0 C 0 0 0 YIR031C YIR031C

5790 2895 an AN6653.1 62.m03255 AO070269000013 0 -153 -106 ATGTGCTCCTGCCGAACTGACTGTTATCGGCATGCTTCAT
ATATATAA

ATGTGCTCCTGCCGAACTGACTGTTATCGGCATG
CTTCATATATATAA

MCSCRTDCYRHASYI* MCSCRTDCYRHASYI* CGTAGTCACA GTCTGGTCTA 0 C 0 0 0 YIR031C YIR031C

5791 2895 an AN6653.1 62.m03255 AO070269000013 0 -122 -75 ATGCTTCATATATATAAGTCTGGTCTAGGCTCGCCCCCGG
ATTCTTGA

ATGCTTCATATATATAAGTCTGGTCTAGGCTCGC
CCCCGGATTCTTGA

MLHIYKSGLGSPPDS* MLHIYKSGLGSPPDS* TGTTATCGGC TTGACTTTTC 0 C 0 0 0 YIR031C YIR031C

5800 2897 ao AN6515.1 62.m03102 AO070270000010 0 -284 -225 ATGCGGAATATTACATATAGTACTTTGGTTCTATTCGTCCC
TCCGGGGTTCTGGATTTGA

ATGCGGAATATTACATATAGTACTTTGGTTCT
ATTCGTCCCTCCGGGGTTCTGGATTTGA

MRNITYSTLVLFVPPGFW
I*

MRNITYSTLVLFVPP
GFWI*

AAACACGAGC GAGCCGAAAG 0 S FG07320.1 MG08069.1 0 YOR164C 0

5801 2898 an AN6549.1 62.m03124 AO070270000036 0 -210 -172 ATGCCTGAACCTTTACCTAACCTATTTTCTTTCGATTGA ATGCCTGAACCTTTACCTAACCTATTTTCTTTCGA
TTGA

MPEPLPNLFSFD* MPEPLPNLFSFD* GAATCGCGCG TTATACTTAT 0 K 0 0 0 0 0

5802 2898 an AN6549.1 62.m03124 AO070270000036 0 -145 -41 ATGCAAACTGTGCAAACAGGGCCTCATAGTCGCGGAGAG
CAAGGTATCGAACCGAGCTTCTCTTCTGCAGAACTACGTC
TTCCATTAGAGATTGTATTATTTTGA

ATGCAAACTGTGCAAACAGGGCCTCATAGTCGC
GGAGAGCAAGGTATCGAACCGAGCTTCTCTTCT
GCAGAACTACGTCTTCCATTAGAGATTGTATTATT
TTGA

MQTVQTGPHSRGEQGIE
PSFSSAELRLPLEIVLF*

MQTVQTGPHSRGEQGI
EPSFSSAELRLPLEIVLF*

CAGACTGGAG CTCCTCATTC 0 K 0 0 0 0 0

5803 2898 ao AN6549.1 62.m03124 AO070270000036 0 -227 -186 ATGAACCTACCAACTGGCGCGGATAGAACTTCAATTAAAT
AA

ATGAACCTACCAACTGGCGCGGATAGAACT
TCAATTAAATAA

MNLPTGADRTSIK* MNLPTGADRTSIK* AGGGTTAGAC ACAATGCAAA 0 K 0 0 0 0 0

5804 2898 ao AN6549.1 62.m03124 AO070270000036 0 -182 -141 ATGCAAACAAGTCAAACATCGCTTTTCTTTCTGTGGGGATA
A

ATGCAAACAAGTCAAACATCGCTTTTCTTTCT
GTGGGGATAA

MQTSQTSLFFLWG* MQTSQTSLFFLWG* TAAATAAACA TACATCATAG 0 K 0 0 0 0 0

5805 2898 ao AN6549.1 62.m03124 AO070270000036 0 -102 -52 ATGGTCTTGAGGTGTAGACTAGCATTTGCACTCCTGGCTG
TTGTTTTGTAA

ATGGTCTTGAGGTGTAGACTAGCATTTGCAC
TCCTGGCTGTTGTTTTGTAA

MVLRCRLAFALLAVVL* MVLRCRLAFALLAV
VL*

TATACACTTC GTCGGGATCT 0 K 0 0 0 0 0

5810 2901 af AN6536.1 62.m03136 AO070270000048 0 -176 -165 ATGTTCCGCTAA ATGTTCCGCTAA MFR* MFR* AACGCGGGAC AAAGAAGTGA 0 E 0 MG07528.1 0 YOR202W 0
5813 2903 af AN8868.1 71.m16007 AO070271000003 0 -259 -215 ATGCACCTTATTAACTTGGTAGTCCCCGGGAAAACAGCAA

ACTAA
ATGCACCTTATTAACTTGGTAGTCCCCGGGAAAAC
AGCAAACTAA

MHLINLVVPGKTAN* MHLINLVVPGKTAN* ACTTGGGAAC TGGGTGTTTC 0 R 0 0 NCU01444.1 0 0

5814 2903 af AN8868.1 71.m16007 AO070271000003 0 -215 -189 ATGGGTGTTTCGATTATTGTAATTTAA ATGGGTGTTTCGATTATTGTAATTTAA MGVSIIVI* MGVSIIVI* CAGCAAACTA CCACTTCACT 0 R 0 0 NCU01444.1 0 0

5815 2903 af AN8868.1 71.m16007 AO070271000003 0 -164 -123 ATGTCATTGGGACACAGTGCTTATTTCCCCCAGTCTGGCT
AA

ATGTCATTGGGACACAGTGCTTATTTCCCCCAGTCT
GGCTAA

MSLGHSAYFPQSG* MSLGHSAYFPQSG* CTGACAGTTC TCGGCGTGAT 0 R 0 0 NCU01444.1 0 0

5811 2903 an AN8868.1 71.m16007 AO070271000003 0 -175 -155 ATGGGGTTTACTATTTCCTGA ATGGGGTTTACTATTTCCTGA MGFTIS* MGFTIS* CGAGAGTTAA CGTCGTTCCC 0 R 0 0 NCU01444.1 0 0

5812 2903 an AN8868.1 71.m16007 AO070271000003 0 -125 -105 ATGATCTTTAGCGGTCAGTAA ATGATCTTTAGCGGTCAGTAA MIFSGQ* MIFSGQ* TTGGTTATTC CCATCCGCCG 0 R 0 0 NCU01444.1 0 0

5818 2904 af AN8867.1 71.m16006 AO070271000004 0 -249 -235 ATGTCCCTACGGTAG ATGTCCCTACGGTAG MSLR* MSLR* AGTTACATAA TACGTTACCT 0 J 0 0 0 0 0
5819 2904 af AN8867.1 71.m16006 AO070271000004 0 -202 -191 ATGCACATATGA ATGCACATATGA MHI* MHI* ACTTTTCCTT CTACTCAATA 0 J 0 0 0 0 0
5820 2904 af AN8867.1 71.m16006 AO070271000004 0 -194 -180 ATGACTACTCAATAA ATGACTACTCAATAA MTTQ* MTTQ* TTATGCACAT CCCCAAGCGA 0 J 0 0 0 0 0
5821 2904 af AN8867.1 71.m16006 AO070271000004 0 -126 -67 ATGACACAGGGTTCGATTGTGTCAAAGCCTTCCCACAGTT

TTCCTCCATCTGTCTTTTGA
ATGACACAGGGTTCGATTGTGTCAAAGCCTTCCCA
CAGTTTTCCTCCATCTGTCTTTTGA

MTQGSIVSKPSHSFPPSV
F*

MTQGSIVSKPSHSF
PPSVF*

GCCTAATTAG ATATCTTCAT 0 J 0 0 0 0 0

5816 2904 an AN8867.1 71.m16006 AO070271000004 0 -144 -58 ATGTCGACCAAAATTCGTGCCCCTCACCCCGCCCAGGCC
GAAGTCAATGCACATTTGATCAAACAGCCAGCAACAGCGA
CATTTTGA

ATGTCGACCAAAATTCGTGCCCCTCACCCCGCC
CAGGCCGAAGTCAATGCACATTTGATCAAACAGC
CAGCAACAGCGACATTTTGA

MSTKIRAPHPAQAEVNAH
LIKQPATATF*

MSTKIRAPHPAQAEVNA
HLIKQPATATF*

TATCGGAGAA CTGACCCGAC 0 J 0 0 0 0 0

5817 2904 an AN8867.1 71.m16006 AO070271000004 0 -98 -87 ATGCACATTTGA ATGCACATTTGA MHI* MHI* GCCGAAGTCA TCAAACAGCC 0 J 0 0 0 0 0
5822 2904 ao AN8867.1 71.m16006 AO070271000004 0 -164 -108 ATGCATAGTTTATGCCCTAATGTCTCGAGGCACCCAAGTTT

TTACCCCTCACATTGA
ATGCATAGTTTATGCCCTAATGTCTCGAGGC
ACCCAAGTTTTTACCCCTCACATTGA

MHSLCPNVSRHPSFYPS
H*

MHSLCPNVSRHPSF
YPSH*

AACTACTTTC CCGTGAAGAA 0 J 0 0 0 0 0

5823 2904 ao AN8867.1 71.m16006 AO070271000004 0 -145 -59 ATGTCTCGAGGCACCCAAGTTTTTACCCCTCACATTGACC
GTGAAGAACCTCTGGGGCTCCTGTTCAACTTCACTCCACA
TTGTTAG

ATGTCTCGAGGCACCCAAGTTTTTACCCCTC
ACATTGACCGTGAAGAACCTCTGGGGCTCC
TGTTCAACTTCACTCCACATTGTTAG

MSRGTQVFTPHIDREEPL
GLLFNFTPHC*

MSRGTQVFTPHIDR
EEPLGLLFNFTPHC*

TTATGCCCTA AATCTGAGAG 0 J 0 0 0 0 0

5824 2906 af AN8844.1 71.m15978 AO070271000032 0 -210 -91 ATGACCTCTTATCAGTTCTATACTCCTACTAGAAAGGTATA
TCGCCAGAAAACTTACGTCAGTACCCCAGCCTACACCGCA
ACATCCGATAATACCCTGCCATCACTCCCAACTACGTAG

ATGACCTCTTATCAGTTCTATACTCCTACTAGAAAG
GTATATCGCCAGAAAACTTACGTCAGTACCCCAGC
CTACACCGCAACATCCGATAATACCCTGCCATCAC
TCCCAACTACGTAG

MTSYQFYTPTRKVYRQK
TYVSTPAYTATSDNTLPS
LPTT*

MTSYQFYTPTRKVY
RQKTYVSTPAYTAT
SDNTLPSLPTT*

AACTCCTCAG TTCGAGACTA 0 O 0 0 NCU06224.1 YOL133W YOL133W

5826 2907 af AN8834.1 71.m15964 AO070271000043 0 -245 -231 ATGAAACGAACGTGA ATGAAACGAACGTGA MKRT* MKRT* TAGGTAAGAG GTTAGAAAAA 0 A FG05466.1 MG06322.1 0 0 0
5825 2907 an AN8834.1 71.m15964 AO070271000043 0 -90 -7 ATGTTTCTCCACAAAAAATTATCTCCGCTCCAAAAGTCTGG

ACGGATTGAAGCTTCAGTAACACCACCAAGTATACGTCTA
TAA

ATGTTTCTCCACAAAAAATTATCTCCGCTCCAAAA
GTCTGGACGGATTGAAGCTTCAGTAACACCACCA
AGTATACGTCTATAA

MFLHKKLSPLQKSGRIEA
SVTPPSIRL*

MFLHKKLSPLQKSGRIE
ASVTPPSIRL*

CGCCGGTCAA CCCAACATGG 0 A FG05466.1 MG06322.1 0 0 0

5827 2907 ao AN8834.1 71.m15964 AO070271000043 0 -63 -40 ATGGCTTCTCATGTCCATTTCTAA ATGGCTTCTCATGTCCATTTCTAA MASHVHF* MASHVHF* AACTACATCC AGAGCGCCTC 0 A FG05466.1 MG06322.1 0 0 0
5833 2910 af AN0993.1 69.m15282 AO070272000042 0 -158 -15 ATGGTGTGCGGTGTCCTGTGTGCCATACGGCGCTTGATG

ACCTCTCAGAACCTTAATAGTCACCTATTGTCCGTCCTGG
CGATACCGTTCTACCTAAAAGTTCCCTTAACTGTCCCCTTG
TCGCGCAAAACCTCCACCAGGTAG

ATGGTGTGCGGTGTCCTGTGTGCCATACGGCGCT
TGATGACCTCTCAGAACCTTAATAGTCACCTATTGT
CCGTCCTGGCGATACCGTTCTACCTAAAAGTTCCC
TTAACTGTCCCCTTGTCGCGCAAAACCTCCACCAG
GTAG

MVCGVLCAIRRLMTSQN
LNSHLLSVLAIPFYLKVPL
TVPLSRKTSTR*

MVCGVLCAIRRLMT
SQNLNSHLLSVLAIP
FYLKVPLTVPLSRKT
STR*

TACGGCAACG AGTTGCTCGA 0 G FG04668.1 0 0 0 0

5834 2910 af AN0993.1 69.m15282 AO070272000042 0 -122 -15 ATGACCTCTCAGAACCTTAATAGTCACCTATTGTCCGTCCT
GGCGATACCGTTCTACCTAAAAGTTCCCTTAACTGTCCCC
TTGTCGCGCAAAACCTCCACCAGGTAG

ATGACCTCTCAGAACCTTAATAGTCACCTATTGTCC
GTCCTGGCGATACCGTTCTACCTAAAAGTTCCCTTA
ACTGTCCCCTTGTCGCGCAAAACCTCCACCAGGTA
G

MTSQNLNSHLLSVLAIPF
YLKVPLTVPLSRKTSTR*

MTSQNLNSHLLSVL
AIPFYLKVPLTVPLS
RKTSTR*

ACGGCGCTTG AGTTGCTCGA 0 G FG04668.1 0 0 0 0

5828 2910 an AN0993.1 69.m15282 AO070272000042 0 -253 -137 ATGGGCCCCCTTGCGATTCGCAGCTGCCATCACCATCATC
GCGTGAATTGCATCTATGATGATGTGCTTTCCGCCATGCG
CGGTGCGCCGTGCGGGAGACACCGTTGGCAGCTTTAA

ATGGGCCCCCTTGCGATTCGCAGCTGCCATCAC
CATCATCGCGTGAATTGCATCTATGATGATGTGC
TTTCCGCCATGCGCGGTGCGCCGTGCGGGAGA
CACCGTTGGCAGCTTTAA

MGPLAIRSCHHHHRVNCI
YDDVLSAMRGAPCGRHR
WQL*

MGPLAIRSCHHHHRVN
CIYDDVLSAMRGAPCGR
HRWQL*

CCCCCACGAC AATATCCTAA 0 G FG04668.1 0 0 0 0

5829 2910 an AN0993.1 69.m15282 AO070272000042 0 -198 -127 ATGATGATGTGCTTTCCGCCATGCGCGGTGCGCCGTGCG
GGAGACACCGTTGGCAGCTTTAAAATATCCTAA

ATGATGATGTGCTTTCCGCCATGCGCGGTGCGC
CGTGCGGGAGACACCGTTGGCAGCTTTAAAATAT
CCTAA

MMMCFPPCAVRRAGDT
VGSFKIS*

MMMCFPPCAVRRAGDT
VGSFKIS*

AATTGCATCT CGGGCCCTCA 0 G FG04668.1 0 0 0 0

5830 2910 an AN0993.1 69.m15282 AO070272000042 0 -195 -127 ATGATGTGCTTTCCGCCATGCGCGGTGCGCCGTGCGGGA
GACACCGTTGGCAGCTTTAAAATATCCTAA

ATGATGTGCTTTCCGCCATGCGCGGTGCGCCGT
GCGGGAGACACCGTTGGCAGCTTTAAAATATCCT
AA

MMCFPPCAVRRAGDTV
GSFKIS*

MMCFPPCAVRRAGDTV
GSFKIS*

TGCATCTATG CGGGCCCTCA 0 G FG04668.1 0 0 0 0

5831 2910 an AN0993.1 69.m15282 AO070272000042 0 -192 -127 ATGTGCTTTCCGCCATGCGCGGTGCGCCGTGCGGGAGAC
ACCGTTGGCAGCTTTAAAATATCCTAA

ATGTGCTTTCCGCCATGCGCGGTGCGCCGTGCG
GGAGACACCGTTGGCAGCTTTAAAATATCCTAA

MCFPPCAVRRAGDTVGS
FKIS*

MCFPPCAVRRAGDTVG
SFKIS*

ATCTATGATG CGGGCCCTCA 0 G FG04668.1 0 0 0 0

5832 2910 an AN0993.1 69.m15282 AO070272000042 0 -178 -137 ATGCGCGGTGCGCCGTGCGGGAGACACCGTTGGCAGCT
TTAA

ATGCGCGGTGCGCCGTGCGGGAGACACCGTTG
GCAGCTTTAA

MRGAPCGRHRWQL* MRGAPCGRHRWQL* GCTTTCCGCC AATATCCTAA 0 G FG04668.1 0 0 0 0

5835 2910 ao AN0993.1 69.m15282 AO070272000042 0 -184 -158 ATGTCATTCGCTGCCTTTATCGCGTGA ATGTCATTCGCTGCCTTTATCGCGTGA MSFAAFIA* MSFAAFIA* CTGCGACTAT AATGCTGGGG 0 G FG04668.1 0 0 0 0
5836 2910 ao AN0993.1 69.m15282 AO070272000042 0 -156 -142 ATGCTGGGGCGATGA ATGCTGGGGCGATGA MLGR* MLGR* ATCGCGTGAA TGTGCTGTCT 0 G FG04668.1 0 0 0 0
5837 2910 ao AN0993.1 69.m15282 AO070272000042 0 -128 -93 ATGTGGTACCCCAAATCTTCTGCTTATATTTTATAA ATGTGGTACCCCAAATCTTCTGCTTATATTTT

ATAA
MWYPKSSAYIL* MWYPKSSAYIL* GCTGTCTGCC CCAGCCTTTG 0 G FG04668.1 0 0 0 0

5839 2913 af AN4437.1 58.m07889 AO070273000018 0 -203 -45 ATGGAAGGGATAGCTGATCGACCTAGCAAAAGTGTCCAG
GGCTATTATGGTGTCTTGATTACATCGGAGGGATTGGACT
ACTCAGTGGTCGTGAATCATACAATTAAATCCGCGACGCC
CAGACAGATCTATACCGCTCTCCAGAGGATTGATCATTGA

ATGGAAGGGATAGCTGATCGACCTAGCAAAAGTGT
CCAGGGCTATTATGGTGTCTTGATTACATCGGAGG
GATTGGACTACTCAGTGGTCGTGAATCATACAATTA
AATCCGCGACGCCCAGACAGATCTATACCGCTCTC
CAGAGGATTGATCATTGA

MEGIADRPSKSVQGYYG
VLITSEGLDYSVVVNHTIK
SATPRQIYTALQRIDH*

MEGIADRPSKSVQG
YYGVLITSEGLDYSV
VVNHTIKSATPRQIY
TALQRIDH*

CAAAGGGCTA TCATTGTTCA 0 T 0 0 0 0 0

5840 2913 af AN4437.1 58.m07889 AO070273000018 0 -157 -146 ATGGTGTCTTGA ATGGTGTCTTGA MVS* MVS* CAGGGCTATT TTACATCGGA 0 T 0 0 0 0 0
5838 2913 an AN4437.1 58.m07889 AO070273000018 0 -139 -113 ATGCTCGTGACCCTGGCAACTACTTAG ATGCTCGTGACCCTGGCAACTACTTAG MLVTLATT* MLVTLATT* TAAAGAGGAC CGCGCTGCCA 0 T 0 0 0 0 0
5841 2913 ao AN4437.1 58.m07889 AO070273000018 0 -144 -121 ATGCCCGTGACCCCCACGAGATAA ATGCCCGTGACCCCCACGAGATAA MPVTPTR* MPVTPTR* CAGAAGAGAA CGCTCTCCAC 0 T 0 0 0 0 0
5842 2914 af AN4414.1 58.m07903 AO070273000035 0 -103 -92 ATGGTCAAATAA ATGGTCAAATAA MVK* MVK* AACGCCCGAG TCCACAGCCC 0 I 0 0 0 0 0
5843 2915 ao AN4415.1 58.m07904 AO070273000036 0 -252 -241 ATGGATCAATGA ATGGATCAATGA MDQ* MDQ* AGAAGCCTAA GTCTCAGAAG 0 CO 0 0 0 0 0
5844 2915 ao AN4415.1 58.m07904 AO070273000036 0 -244 -200 ATGAGTCTCAGAAGGGTGCCGTATCCTAGTTACTACTCGA

TATGA
ATGAGTCTCAGAAGGGTGCCGTATCCTAGT
TACTACTCGATATGA

MSLRRVPYPSYYSI* MSLRRVPYPSYYSI* AAATGGATCA TGAATCGAGA 0 CO 0 0 0 0 0

5845 2915 ao AN4415.1 58.m07904 AO070273000036 0 -203 -93 ATGATGAATCGAGAGACCGCCTTTCCAACAGAGAAGAAAT
GCGGAGCAAATTCAATTCCACTAGAAGGCGGTGAAACTGT
CAGGACTTCTCTCTCCGCCTTCCGCAAGTAA

ATGATGAATCGAGAGACCGCCTTTCCAACA
GAGAAGAAATGCGGAGCAAATTCAATTCCA
CTAGAAGGCGGTGAAACTGTCAGGACTTCT
CTCTCCGCCTTCCGCAAGTAA

MMNRETAFPTEKKCGAN
SIPLEGGETVRTSLSAFR
K*

MMNRETAFPTEKKC
GANSIPLEGGETVR
TSLSAFRK*

ACTACTCGAT ATCTTCTTCC 0 CO 0 0 0 0 0

5846 2915 ao AN4415.1 58.m07904 AO070273000036 0 -200 -93 ATGAATCGAGAGACCGCCTTTCCAACAGAGAAGAAATGCG
GAGCAAATTCAATTCCACTAGAAGGCGGTGAAACTGTCAG
GACTTCTCTCTCCGCCTTCCGCAAGTAA

ATGAATCGAGAGACCGCCTTTCCAACAGAG
AAGAAATGCGGAGCAAATTCAATTCCACTAG
AAGGCGGTGAAACTGTCAGGACTTCTCTCT
CCGCCTTCCGCAAGTAA

MNRETAFPTEKKCGANSI
PLEGGETVRTSLSAFRK*

MNRETAFPTEKKCG
ANSIPLEGGETVRTS
LSAFRK*

ACTCGATATG ATCTTCTTCC 0 CO 0 0 0 0 0

5847 2915 ao AN4415.1 58.m07904 AO070273000036 0 -165 -130 ATGCGGAGCAAATTCAATTCCACTAGAAGGCGGTGA ATGCGGAGCAAATTCAATTCCACTAGAAGG
CGGTGA

MRSKFNSTRRR* MRSKFNSTRRR* CAGAGAAGAA AACTGTCAGG 0 CO 0 0 0 0 0

5848 2918 af AN9408.1 52.m04035 AO070274000009 0 -136 -83 ATGAGCGAAAGAAGAGACATACCCATTTATTTGACTTGCCT
TTCTGATATCTGA

ATGAGCGAAAGAAGAGACATACCCATTTATTTGACT
TGCCTTTCTGATATCTGA

MSERRDIPIYLTCLSDI* MSERRDIPIYLTCLS
DI*

GACTGCAGGA TCAATCGCAG 0 I 0 MG04118.1 0 0 0

139
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5849 2919 an AN9407.1 52.m04034 AO070274000010 0 -158 -105 ATGTTATATCTGCTTGCGCCGACGACAAGCGTACAGGGTG
CTGAATCGACTTGA

ATGTTATATCTGCTTGCGCCGACGACAAGCGTAC
AGGGTGCTGAATCGACTTGA

MLYLLAPTTSVQGAEST* MLYLLAPTTSVQGAEST* TTTTGTGCCA TGCTGACATC 0 I 0 0 0 0 0

5850 2919 ao AN9407.1 52.m04034 AO070274000010 0 -294 -262 ATGCCCGGCAAGCAAAGGCACTGCAAAACATGA ATGCCCGGCAAGCAAAGGCACTGCAAAACA
TGA

MPGKQRHCKT* MPGKQRHCKT* TAAAGTGGTT CTTTTTAATA 0 I 0 0 0 0 0

5851 2919 ao AN9407.1 52.m04034 AO070274000010 0 -265 -254 ATGACTTTTTAA ATGACTTTTTAA MTF* MTF* ACTGCAAAAC TAAACCTCTA 0 I 0 0 0 0 0
5855 2922 af AN1133.1 71.m15635 AO070276000007 0 -210 -70 ATGTTCGACGACTTCTCGACTTTTCGTTCTATTCTGCGGCG

GCACCACGTGATAGAAGACGTCACATGGCCTGGAAGCTC
TCCCCGGCCTTTCATCATCATATCGAGCCTATCTGTCGCC
TCCCCATCCTCGTCCATTTGA

ATGTTCGACGACTTCTCGACTTTTCGTTCTATTCTG
CGGCGGCACCACGTGATAGAAGACGTCACATGGC
CTGGAAGCTCTCCCCGGCCTTTCATCATCATATCG
AGCCTATCTGTCGCCTCCCCATCCTCGTCCATTTG
A

MFDDFSTFRSILRRHHVI
EDVTWPGSSPRPFIIISSL
SVASPSSSI*

MFDDFSTFRSILRR
HHVIEDVTWPGSSP
RPFIIISSLSVASPSS
SI*

TGTTTCTTTC GGCCTCATCG 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5852 2922 an AN1133.1 71.m15635 AO070276000007 0 -193 -149 ATGAGAGTGGTTGCTGGACTGATTATGTCAGAACGAAATC
GATGA

ATGAGAGTGGTTGCTGGACTGATTATGTCAGAAC
GAAATCGATGA

MRVVAGLIMSERNR* MRVVAGLIMSERNR* AGAAGCAAGT CAGGACCCAC 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5853 2922 an AN1133.1 71.m15635 AO070276000007 0 -169 -149 ATGTCAGAACGAAATCGATGA ATGTCAGAACGAAATCGATGA MSERNR* MSERNR* TGGACTGATT CAGGACCCAC 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5854 2922 an AN1133.1 71.m15635 AO070276000007 0 -152 -84 ATGACAGGACCCACTTGGGCGGTGAGCTGTCGCGGATGT
CATAGAGCCGTGCCATTCCCCCCATCCTAG

ATGACAGGACCCACTTGGGCGGTGAGCTGTCGC
GGATGTCATAGAGCCGTGCCATTCCCCCCATCCT
AG

MTGPTWAVSCRGCHRA
VPFPPS*

MTGPTWAVSCRGCHRA
VPFPPS*

AACGAAATCG AGCTTCGATT 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5856 2922 ao AN1133.1 71.m15635 AO070276000007 0 -260 -129 ATGAGGGTTTGTCTAATATATTGTTTTAGGGCGAAATCCAA
ATATTGGTGGAAGAAAGATACAAGCCGATGTATGTCTCCG
CCTGAGGCAGTGGCCATGCATCATGTGACTCCCTCCGAC
GTCACGTTCTAG

ATGAGGGTTTGTCTAATATATTGTTTTAGGG
CGAAATCCAAATATTGGTGGAAGAAAGATAC
AAGCCGATGTATGTCTCCGCCTGAGGCAGT
GGCCATGCATCATGTGACTCCCTCCGACGT
CACGTTCTAG

MRVCLIYCFRAKSKYWW
KKDTSRCMSPPEAVAMH
HVTPSDVTF*

MRVCLIYCFRAKSK
YWWKKDTSRCMSP
PEAVAMHHVTPSDV
TF*

ACGTGTAAGA AAGCTCCCGT 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5857 2922 ao AN1133.1 71.m15635 AO070276000007 0 -192 -175 ATGTATGTCTCCGCCTGA ATGTATGTCTCCGCCTGA MYVSA* MYVSA* ATACAAGCCG GGCAGTGGCC 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5858 2922 ao AN1133.1 71.m15635 AO070276000007 0 -188 -129 ATGTCTCCGCCTGAGGCAGTGGCCATGCATCATGTGACTC
CCTCCGACGTCACGTTCTAG

ATGTCTCCGCCTGAGGCAGTGGCCATGCAT
CATGTGACTCCCTCCGACGTCACGTTCTAG

MSPPEAVAMHHVTPSDV
TF*

MSPPEAVAMHHVTP
SDVTF*

AAGCCGATGT AAGCTCCCGT 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5859 2922 ao AN1133.1 71.m15635 AO070276000007 0 -164 -129 ATGCATCATGTGACTCCCTCCGACGTCACGTTCTAG ATGCATCATGTGACTCCCTCCGACGTCACG
TTCTAG

MHHVTPSDVTF* MHHVTPSDVTF* GGCAGTGGCC AAGCTCCCGT 0 T FG09422.1 MG03089.1 NCU02463.1 0 0

5865 2924 af AN8810.1 71.m15616 AO070276000047 0 -89 -57 ATGGTACTACGACGTCTCGACATCAATCTCTAA ATGGTACTACGACGTCTCGACATCAATCTCTAA MVLRRLDINL* MVLRRLDINL* CCATCTCCGA GTGACTTGTA 0  FG06805.1 0 0 YHR045W 0
5862 2924 an AN8810.1 71.m15616 AO070276000047 0 -166 -131 ATGCTGGACACCTTAAGCGCTAGTAACCCCACATGA ATGCTGGACACCTTAAGCGCTAGTAACCCCACAT

GA
MLDTLSASNPT* MLDTLSASNPT* ATCAGGAGAT CAGTTGCTCA 0  FG06805.1 0 0 YHR045W 0

5863 2924 an AN8810.1 71.m15616 AO070276000047 0 -134 -72 ATGACAGTTGCTCAACCATTCCAGCTCGTCATCCAAACAC
CTCAGCTATATCGTGTCAATTAG

ATGACAGTTGCTCAACCATTCCAGCTCGTCATCC
AAACACCTCAGCTATATCGTGTCAATTAG

MTVAQPFQLVIQTPQLYR
VN*

MTVAQPFQLVIQTPQLY
RVN*

GTAACCCCAC ACTGTTGTGT 0  FG06805.1 0 0 YHR045W 0

5866 2924 ao AN8810.1 71.m15616 AO070276000047 0 -159 -88 ATGTCTCCACATCTACCCTCAGCTGTGGTCACGTCACCAT
CTAACTGCAGCCTAGAACCCGGCCCTTACTAG

ATGTCTCCACATCTACCCTCAGCTGTGGTCA
CGTCACCATCTAACTGCAGCCTAGAACCCG
GCCCTTACTAG

MSPHLPSAVVTSPSNCSL
EPGPY*

MSPHLPSAVVTSPS
NCSLEPGPY*

GACCCGCGAA GGAAATAAGG 0  FG06805.1 0 0 YHR045W 0

5868 2925 af AN8797.1 71.m15604 AO070276000063 0 -210 -181 ATGTGCACTGTCTCCTTTCGCCTTCAGTGA ATGTGCACTGTCTCCTTTCGCCTTCAGTGA MCTVSFRLQ* MCTVSFRLQ* TCATTATTCG AATTTGGCCG 0  0 0 0 0 0
5869 2925 ao AN8797.1 71.m15604 AO070276000063 0 -225 -145 ATGCGTTTTCCCCTTCTGGGTGGCCTTCTTTGTCCGGTAT

CTCTCCCGGTTCCAGTAGTTGTGAATTACCTACTGGTGTA
A

ATGCGTTTTCCCCTTCTGGGTGGCCTTCTTT
GTCCGGTATCTCTCCCGGTTCCAGTAGTTG
TGAATTACCTACTGGTGTAA

MRFPLLGGLLCPVSLPVP
VVVNYLLV*

MRFPLLGGLLCPVS
LPVPVVVNYLLV*

TCCTCTGTTT CTCCTGTTCG 0  0 0 0 0 0

5874 2926 af AN8283.1 65.m07459 AO070277000005 0 -212 -150 ATGCCTATCCTTTTTCTTCCCATCCTCATTTCATCCTCCCCA
ATTCCTGTACTCTCTGTTTGA

ATGCCTATCCTTTTTCTTCCCATCCTCATTTCATCCT
CCCCAATTCCTGTACTCTCTGTTTGA

MPILFLPILISSSPIPVLSV* MPILFLPILISSSPIPV
LSV*

CAACGAGTAG TCGCGGATTC 0 Q 0 MG04432.1 0 0 0

5870 2926 an AN8283.1 65.m07459 AO070277000005 0 -214 -68 ATGAATTTATGCCTGAAAAAACCTCAGCATCACATGACCGA
TTTGCCCCTGGCCCTGCCATGGGCGCCACGGATCGGACC
CAATCCATTCAAGGTTAGTGCCAACTTTTCCTTCGACTCCT
GTAAGTGCCTCTCCGTTGACACTTAA

ATGAATTTATGCCTGAAAAAACCTCAGCATCACAT
GACCGATTTGCCCCTGGCCCTGCCATGGGCGCC
ACGGATCGGACCCAATCCATTCAAGGTTAGTGCC
AACTTTTCCTTCGACTCCTGTAAGTGCCTCTCCG
TTGACACTTAA

MNLCLKKPQHHMTDLPL
ALPWAPRIGPNPFKVSAN
FSFDSCKCLSVDT*

MNLCLKKPQHHMTDLP
LALPWAPRIGPNPFKVS
ANFSFDSCKCLSVDT*

CCCCGAAGCC CCACCCTCGT 0 Q 0 MG04432.1 0 0 0

5871 2926 an AN8283.1 65.m07459 AO070277000005 0 -206 -117 ATGCCTGAAAAAACCTCAGCATCACATGACCGATTTGCCC
CTGGCCCTGCCATGGGCGCCACGGATCGGACCCAATCCA
TTCAAGGTTAG

ATGCCTGAAAAAACCTCAGCATCACATGACCGAT
TTGCCCCTGGCCCTGCCATGGGCGCCACGGATC
GGACCCAATCCATTCAAGGTTAG

MPEKTSASHDRFAPGPA
MGATDRTQSIQG*

MPEKTSASHDRFAPGP
AMGATDRTQSIQG*

CCATGAATTT TGCCAACTTT 0 Q 0 MG04432.1 0 0 0

5872 2926 an AN8283.1 65.m07459 AO070277000005 0 -181 -68 ATGACCGATTTGCCCCTGGCCCTGCCATGGGCGCCACGG
ATCGGACCCAATCCATTCAAGGTTAGTGCCAACTTTTCCTT
CGACTCCTGTAAGTGCCTCTCCGTTGACACTTAA

ATGACCGATTTGCCCCTGGCCCTGCCATGGGCG
CCACGGATCGGACCCAATCCATTCAAGGTTAGTG
CCAACTTTTCCTTCGACTCCTGTAAGTGCCTCTC
CGTTGACACTTAA

MTDLPLALPWAPRIGPNP
FKVSANFSFDSCKCLSVD
T*

MTDLPLALPWAPRIGPN
PFKVSANFSFDSCKCLS
VDT*

TCAGCATCAC CCACCCTCGT 0 Q 0 MG04432.1 0 0 0

5873 2926 an AN8283.1 65.m07459 AO070277000005 0 -155 -117 ATGGGCGCCACGGATCGGACCCAATCCATTCAAGGTTAG ATGGGCGCCACGGATCGGACCCAATCCATTCAA
GGTTAG

MGATDRTQSIQG* MGATDRTQSIQG* TGGCCCTGCC TGCCAACTTT 0 Q 0 MG04432.1 0 0 0

5878 2928 af AN2133.1 72.m19708 AO070278000026 0 -193 -176 ATGGAGAGGAGCGGATGA ATGGAGAGGAGCGGATGA MERSG* MERSG* TAAAGGACAG GGGGGGCTAA 0 TZ 0 0 0 0 0
5879 2928 af AN2133.1 72.m19708 AO070278000026 0 -144 -16 ATGCTTTACTGCAGCTCATTCAAACTCCGACAGCGATACA

ACTCATCAGCCCCTCTCTATCCCCCTCTTCATCCCTTCCTC
GAATCCCTCCTCGTTATCTGCTTCACTTCTGCATCTCACAG
TAACTAG

ATGCTTTACTGCAGCTCATTCAAACTCCGACAGCG
ATACAACTCATCAGCCCCTCTCTATCCCCCTCTTCA
TCCCTTCCTCGAATCCCTCCTCGTTATCTGCTTCAC
TTCTGCATCTCACAGTAACTAG

MLYCSSFKLRQRYNSSA
PLYPPLHPFLESLLVICFT
SASHSN*

MLYCSSFKLRQRYN
SSAPLYPPLHPFLES
LLVICFTSASHSN*

TTCCTGCGGC TCACTTGAAT 0 TZ 0 0 0 0 0

5876 2928 an AN2133.1 72.m19708 AO070278000026 0 -221 -165 ATGGAGGAGATAGGATCGTCGATGAGGCCGGAGGAGGC
CGCAAGGGCGCATTTTTAA

ATGGAGGAGATAGGATCGTCGATGAGGCCGGAG
GAGGCCGCAAGGGCGCATTTTTAA

MEEIGSSMRPEEAARAH
F*

MEEIGSSMRPEEAARAH
F*

CCGGGGGAGT AAGAGCAGCC 0 TZ 0 0 0 0 0

5877 2928 an AN2133.1 72.m19708 AO070278000026 0 -200 -165 ATGAGGCCGGAGGAGGCCGCAAGGGCGCATTTTTAA ATGAGGCCGGAGGAGGCCGCAAGGGCGCATTT
TTAA

MRPEEAARAHF* MRPEEAARAHF* AGGATCGTCG AAGAGCAGCC 0 TZ 0 0 0 0 0

5880 2928 ao AN2133.1 72.m19708 AO070278000026 0 -239 -183 ATGACAAGAGAGAGATTGACTTGGAAATCTGAGCGGAGAA
GAAGAAAGGGACGCTGA

ATGACAAGAGAGAGATTGACTTGGAAATCT
GAGCGGAGAAGAAGAAAGGGACGCTGA

MTRERLTWKSERRRRKG
R*

MTRERLTWKSERR
RRKGR*

GAGAGAAGGA CATCAAGGTA 0 TZ 0 0 0 0 0

5881 2928 ao AN2133.1 72.m19708 AO070278000026 0 -171 -142 ATGCATACCGTACAGTACCTGAGCAGGTGA ATGCATACCGTACAGTACCTGAGCAGGTGA MHTVQYLSR* MHTVQYLSR* ATCAAGGTAC CACGACACAC 0 TZ 0 0 0 0 0

5882 2928 ao AN2133.1 72.m19708 AO070278000026 0 -111 -34 ATGTGTATATATTTCTTGCTTCTCTCCCCCCTCACAAGCTTT
CATTTTCTTATCTCTCTATTTTCCTACGACCTCTAG

ATGTGTATATATTTCTTGCTTCTCTCCCCCCT
CACAAGCTTTCATTTTCTTATCTCTCTATTTT
CCTACGACCTCTAG

MCIYFLLLSPLTSFHFLISL
FSYDL*

MCIYFLLLSPLTSFH
FLISLFSYDL*

CACTTCTCTG AACCATACGA 0 TZ 0 0 0 0 0

5885 2930 ao AN7354.1 72.m19725 AO070278000046 0 -62 -18 ATGTTCTATGCCGGGATGATGGCTTTATATTGTCGTTATTC
TTGA

ATGTTCTATGCCGGGATGATGGCTTTATATT
GTCGTTATTCTTGA

MFYAGMMALYCRYS* MFYAGMMALYCRY
S*

CCGACAAGGT TACTAATTGG 0 J 0 MG05248.1 0 0 0

5889 2931 af AN6364.1 72.m19496 AO070279000050 0 -201 -70 ATGGTTGATCGGCCTCGCGTTTCGATGGTTCTTACCGTCG
CATACGGAAGATCACCTTCACAGACTATTGCTTGCCTTTCA
TCGAAGGTAATTCTGACGGCCACAGGCAGGGGCTCAGAG
CGTCTTCTTTGA

ATGGTTGATCGGCCTCGCGTTTCGATGGTTCTTAC
CGTCGCATACGGAAGATCACCTTCACAGACTATTG
CTTGCCTTTCATCGAAGGTAATTCTGACGGCCACA
GGCAGGGGCTCAGAGCGTCTTCTTTGA

MVDRPRVSMVLTVAYGR
SPSQTIACLSSKVILTATG
RGSERLL*

MVDRPRVSMVLTVA
YGRSPSQTIACLSS
KVILTATGRGSERLL
*

GCTTCAGTGG AATCGCTGGC 0 D 0 MG04988.1 NCU07554.1 YJL074C YJL074C

5890 2931 af AN6364.1 72.m19496 AO070279000050 0 -177 -70 ATGGTTCTTACCGTCGCATACGGAAGATCACCTTCACAGA
CTATTGCTTGCCTTTCATCGAAGGTAATTCTGACGGCCAC
AGGCAGGGGCTCAGAGCGTCTTCTTTGA

ATGGTTCTTACCGTCGCATACGGAAGATCACCTTC
ACAGACTATTGCTTGCCTTTCATCGAAGGTAATTCT
GACGGCCACAGGCAGGGGCTCAGAGCGTCTTCTT
TGA

MVLTVAYGRSPSQTIACL
SSKVILTATGRGSERLL*

MVLTVAYGRSPSQT
IACLSSKVILTATGR
GSERLL*

TCGCGTTTCG AATCGCTGGC 0 D 0 MG04988.1 NCU07554.1 YJL074C YJL074C

5893 2934 af AN0595.1 69.m15252 AO070280000021 0 -190 -146 ATGAGGATCGCCACAGTTGCCCGATCCTTCATTTCTCATT
CTTAA

ATGAGGATCGCCACAGTTGCCCGATCCTTCATTTC
TCATTCTTAA

MRIATVARSFISHS* MRIATVARSFISHS* CTCCCCGTTG TTTTTTCTTT 0 C FG09786.1 0 0 0 0

5895 2937 af AN1104.1 70.m15128 AO070285000034 0 -250 -149 ATGTTTCCAGAAACCATCAAGCCACACAGAGAACTATTTAC
TGATTTGAGATACTGGTCATTTTTATCATCATTGTCCTTGTC
TACCAGAGTGATTGATTAG

ATGTTTCCAGAAACCATCAAGCCACACAGAGAACT
ATTTACTGATTTGAGATACTGGTCATTTTTATCATCA
TTGTCCTTGTCTACCAGAGTGATTGATTAG

MFPETIKPHRELFTDLRY
WSFLSSLSLSTRVID*

MFPETIKPHRELFTD
LRYWSFLSSLSLST
RVID*

CTAATCCTAA ATAAGCCATC 0 O FG02563.1 MG05258.1 0 0 0

5894 2937 an AN1104.1 70.m15128 AO070285000034 0 -135 -103 ATGACGTTGGAAAGGCCGGAAACGCTTAGATAA ATGACGTTGGAAAGGCCGGAAACGCTTAGATAA MTLERPETLR* MTLERPETLR* GTAGAAGTTC GCCGGTTTTC 0 O FG02563.1 MG05258.1 0 0 0

5896 2937 ao AN1104.1 70.m15128 AO070285000034 0 -203 -144 ATGAAAAGGAGGAAAATATTTCCAGTCGACGTCATTTTCGT
TGGTTTGATTAAGGAATGA

ATGAAAAGGAGGAAAATATTTCCAGTCGAC
GTCATTTTCGTTGGTTTGATTAAGGAATGA

MKRRKIFPVDVIFVGLIKE
*

MKRRKIFPVDVIFVG
LIKE*

TTGAAATGAA AAACAGACCG 0 O FG02563.1 MG05258.1 0 0 0

5897 2937 ao AN1104.1 70.m15128 AO070285000034 0 -147 -124 ATGAAAACAGACCGGATTAGATAA ATGAAAACAGACCGGATTAGATAA MKTDRIR* MKTDRIR* TGATTAAGGA GCCATGGGAT 0 O FG02563.1 MG05258.1 0 0 0
5899 2939 af AN1069.1 70.m15145 AO070285000067 0 -220 -179 ATGATCCGGACTGGGGCTCGCCGTCGTTTGTTGGACGCT

TGA
ATGATCCGGACTGGGGCTCGCCGTCGTTTGTTGG
ACGCTTGA

MIRTGARRRLLDA* MIRTGARRRLLDA* CTAACTCCTG AATCGCCTTG 0  0 0 0 0 0

5901 2942 af AN7498.1 57.m05843 AO070287000016 0 -101 -75 ATGCTTATGCTCTCTGAGTACGTTTGA ATGCTTATGCTCTCTGAGTACGTTTGA MLMLSEYV* MLMLSEYV* GAAAATTTAG TGCTCTAATC 0 R 0 0 0 0 0
5902 2942 af AN7498.1 57.m05843 AO070287000016 0 -95 -75 ATGCTCTCTGAGTACGTTTGA ATGCTCTCTGAGTACGTTTGA MLSEYV* MLSEYV* TTAGATGCTT TGCTCTAATC 0 R 0 0 0 0 0
5900 2942 an AN7498.1 57.m05843 AO070287000016 0 -206 -3 ATGTATCTGCCAAGAACGGGAAGCCAAAAACCTAGGTATC

GTTCGACACGGATCATTATAAGAAAAAGCAGGCCTAGCCG
TAGGTTTGGGCCCCGCCACCCCGCCAAAAAATTATTATCT
ACGCAGATAAGATCGAAAAATAATACTTCACCTCACGATCC
AGTCCATTTGTTTCTTATCTATAATAAATACGGCCATTATTG
A

ATGTATCTGCCAAGAACGGGAAGCCAAAAACCTA
GGTATCGTTCGACACGGATCATTATAAGAAAAAG
CAGGCCTAGCCGTAGGTTTGGGCCCCGCCACCC
CGCCAAAAAATTATTATCTACGCAGATAAGATCG
AAAAATAATACTTCACCTCACGATCCAGTCCATTT
GTTTCTTATCTATAATAAATACGGCCATTATTGA

MYLPRTGSQKPRYRSTRI
IIRKSRPSRRFGPRHPAK
KLLSTQIRSKNNTSPHDP
VHLFLIYNKYGHY*

MYLPRTGSQKPRYRST
RIIIRKSRPSRRFGPRHP
AKKLLSTQIRSKNNTSP
HDPVHLFLIYNKYGHY*

TCAATCCCCA AAATGACAAC 0 R 0 0 0 0 0

5903 2944 af AN7493.1 57.m05851 AO070287000024 0 -206 -108 ATGGCGCATTTCCATTTTCCTATCCACTTAACACGGGCAAC
GCGTTGTGTCGCGTTGTTCCGAAGAGCAACCACACCATTG
CAGCAAAACACCCCTTAA

ATGGCGCATTTCCATTTTCCTATCCACTTAACACGG
GCAACGCGTTGTGTCGCGTTGTTCCGAAGAGCAA
CCACACCATTGCAGCAAAACACCCCTTAA

MAHFHFPIHLTRATRCVA
LFRRATTPLQQNTP*

MAHFHFPIHLTRAT
RCVALFRRATTPLQ
QNTP*

CGTTTTTGGG GGAAGTGCAG 0  0 0 0 0 0

5904 2944 ao AN7493.1 57.m05851 AO070287000024 0 -197 -102 ATGCTCTGGGTTCGGAAATTTCCGCTCTTAACGGCACTTA
AATCACTTTACGCGACGCGTGCGCCAGTTTACTCCCATCC
ATCATCCAGCTCATAG

ATGCTCTGGGTTCGGAAATTTCCGCTCTTAA
CGGCACTTAAATCACTTTACGCGACGCGTG
CGCCAGTTTACTCCCATCCATCATCCAGCTC
ATAG

MLWVRKFPLLTALKSLYA
TRAPVYSHPSSSS*

MLWVRKFPLLTALK
SLYATRAPVYSHPS
SSS*

CGATCCGGTG AACAACACCC 0  0 0 0 0 0

5905 2946 af AN7459.1 57.m05882 AO070287000066 0 -242 -168 ATGATCAACGGCCACTGCGATTTCATCGTTCTGTGCGGGG
CCTTTCTTCGGTGGCTGCCCCACGGTGTCCCCTAG

ATGATCAACGGCCACTGCGATTTCATCGTTCTGTG
CGGGGCCTTTCTTCGGTGGCTGCCCCACGGTGTC
CCCTAG

MINGHCDFIVLCGAFLRW
LPHGVP*

MINGHCDFIVLCGAF
LRWLPHGVP*

AGGGAATCGG ATACACCTCA 0 G 0 0 NCU02542.1 0 0

5906 2946 ao AN7459.1 57.m05882 AO070287000066 0 -192 -130 ATGCGTATTTTAGGGTCAACTTGCTGCCTGCCCCACGCCC
AAGCGCTGATATCATACAACTAA

ATGCGTATTTTAGGGTCAACTTGCTGCCTGC
CCCACGCCCAAGCGCTGATATCATACAACT
AA

MRILGSTCCLPHAQALIS
YN*

MRILGSTCCLPHAQ
ALISYN*

TTCTTGGGTG CTCTCTGACC 0 G 0 0 NCU02542.1 0 0

140
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5910 2947 af AN1319.1 57.m05886 AO070287000068 0 -271 -233 ATGGGGTCATTGCCTCACTGCCTTATAATTAAGGTATGA ATGGGGTCATTGCCTCACTGCCTTATAATTAAGGTA
TGA

MGSLPHCLIIKV* MGSLPHCLIIKV* GTGTACTGGC AATAGATTCC 0 AJ 0 MG02467.1 0 0 0

5911 2947 af AN1319.1 57.m05886 AO070287000068 0 -120 -49 ATGAAGTCTGCTCTCAAGCATCTCTTTCCACCTGTTCTTTT
GATACCCTGCAATACGGCAGTGATCCTTTGA

ATGAAGTCTGCTCTCAAGCATCTCTTTCCACCTGTT
CTTTTGATACCCTGCAATACGGCAGTGATCCTTTGA

MKSALKHLFPPVLLIPCNT
AVIL*

MKSALKHLFPPVLLI
PCNTAVIL*

TGCTCTTATC GTGAGCCATT 0 AJ 0 MG02467.1 0 0 0

5907 2947 an AN1319.1 57.m05886 AO070287000068 0 -218 -156 ATGGTACGTCAAGTTCTCAAGTTGGGGCTACCGGTCGACC
GCCTTCTAGTTACATTCACGTGA

ATGGTACGTCAAGTTCTCAAGTTGGGGCTACCG
GTCGACCGCCTTCTAGTTACATTCACGTGA

MVRQVLKLGLPVDRLLVT
FT*

MVRQVLKLGLPVDRLLV
TFT*

TGTCCGTACC TACCATGCCA 0 AJ 0 MG02467.1 0 0 0

5908 2947 an AN1319.1 57.m05886 AO070287000068 0 -151 -140 ATGCCAGATTAG ATGCCAGATTAG MPD* MPD* ACGTGATACC GACTAGCTCC 0 AJ 0 MG02467.1 0 0 0
5909 2947 an AN1319.1 57.m05886 AO070287000068 0 -128 -27 ATGCTTGATCGGAAGAAAAAAAAAGATCTTGAGCTCCGCA

AGAATTCTCAAGCCAAACCTCAACCTATCTCTCACATCAAC
GGCCGTGATCCGCAGTCGTGA

ATGCTTGATCGGAAGAAAAAAAAAGATCTTGAGC
TCCGCAAGAATTCTCAAGCCAAACCTCAACCTAT
CTCTCACATCAACGGCCGTGATCCGCAGTCGTG
A

MLDRKKKKDLELRKNSQ
AKPQPISHINGRDPQS*

MLDRKKKKDLELRKNS
QAKPQPISHINGRDPQS
*

ACTAGCTCCC GCCACTAAAT 0 AJ 0 MG02467.1 0 0 0

5913 2950 af AN8782.1 71.m15582 AO070289000007 0 -196 -164 ATGAATCTGGCTTTGCGCCTAGTGGTACGATAA ATGAATCTGGCTTTGCGCCTAGTGGTACGATAA MNLALRLVVR* MNLALRLVVR* CTTGAGCAAT TTCAAAATCT 0 R 0 0 0 0 0
5912 2950 an AN8782.1 71.m15582 AO070289000007 0 -121 -65 ATGCCAAGCCTGCCCCTCATTCCCCTCATCACTTCTCTTCA

ACTTCCAGGGACTTGA
ATGCCAAGCCTGCCCCTCATTCCCCTCATCACTT
CTCTTCAACTTCCAGGGACTTGA

MPSLPLIPLITSLQLPGT* MPSLPLIPLITSLQLPGT* AGAGGCTGCC CCAACTTCAC 0 R 0 0 0 0 0

5914 2950 ao AN8782.1 71.m15582 AO070289000007 0 -178 -146 ATGTGGGGGGTTGTTTTTCTGCCCCTCATTTAA ATGTGGGGGGTTGTTTTTCTGCCCCTCATTT
AA

MWGVVFLPLI* MWGVVFLPLI* GTAGATTTAA ATCAATTCTT 0 R 0 0 0 0 0

5916 2951 af AN7087.1 55.m03219 AO070289000031 0 -212 -180 ATGTCTGCCAAGACAGTGTTATTTCCTCTTTAA ATGTCTGCCAAGACAGTGTTATTTCCTCTTTAA MSAKTVLFPL* MSAKTVLFPL* GATTACGGAT GCTACATTCT 0  0 0 0 0 0
5917 2951 af AN7087.1 55.m03219 AO070289000031 0 -155 -87 ATGCCCAAAGCTTCGATACTTCCAATGTTCTTTACTCCGTA

TTGGGAGAGCAATGATCGTTGTATATAA
ATGCCCAAAGCTTCGATACTTCCAATGTTCTTTACT
CCGTATTGGGAGAGCAATGATCGTTGTATATAA

MPKASILPMFFTPYWESN
DRCI*

MPKASILPMFFTPY
WESNDRCI*

CTCTATCGTG GCTTCCTCCG 0  0 0 0 0 0

5918 2951 af AN7087.1 55.m03219 AO070289000031 0 -131 -87 ATGTTCTTTACTCCGTATTGGGAGAGCAATGATCGTTGTAT
ATAA

ATGTTCTTTACTCCGTATTGGGAGAGCAATGATCGT
TGTATATAA

MFFTPYWESNDRCI* MFFTPYWESNDRCI
*

GATACTTCCA GCTTCCTCCG 0  0 0 0 0 0

5915 2951 an AN7087.1 55.m03219 AO070289000031 0 -177 -73 ATGCTTTTATACAGCGAATTGGAAGACGCCCTCGTTGCTA
TTCGGCTGCTGAGCCACCATTCATACCCATCATTCTCGTAT
AAATATCACGCACAGCCTAGGTGA

ATGCTTTTATACAGCGAATTGGAAGACGCCCTCG
TTGCTATTCGGCTGCTGAGCCACCATTCATACCC
ATCATTCTCGTATAAATATCACGCACAGCCTAGG
TGA

MLLYSELEDALVAIRLLSH
HSYPSFSYKYHAQPR*

MLLYSELEDALVAIRLLS
HHSYPSFSYKYHAQPR*

CGAGATTGCG ACGGTCTATA 0  0 0 0 0 0

5919 2951 ao AN7087.1 55.m03219 AO070289000031 0 -270 -208 ATGTTGATCGTCATTTCCACTGTTCCACTCAGAGAAGGAC
CTTCATATATCCTGACCCGTTAG

ATGTTGATCGTCATTTCCACTGTTCCACTCA
GAGAAGGACCTTCATATATCCTGACCCGTTA
G

MLIVISTVPLREGPSYILTR
*

MLIVISTVPLREGPS
YILTR*

GTACGATCTG ACCGTATGGC 0  0 0 0 0 0

5920 2951 ao AN7087.1 55.m03219 AO070289000031 0 -202 -125 ATGGCCAAGCTTGCAATGCTCGCATCATGGGCACATAATA
GGTTAGTCGCGAGAAGGGTACGGCGCAGAGACATATAA

ATGGCCAAGCTTGCAATGCTCGCATCATGG
GCACATAATAGGTTAGTCGCGAGAAGGGTA
CGGCGCAGAGACATATAA

MAKLAMLASWAHNRLVA
RRVRRRDI*

MAKLAMLASWAHN
RLVARRVRRRDI*

GTTAGACCGT GAAAGTTATA 0  0 0 0 0 0

5921 2951 ao AN7087.1 55.m03219 AO070289000031 0 -187 -125 ATGCTCGCATCATGGGCACATAATAGGTTAGTCGCGAGAA
GGGTACGGCGCAGAGACATATAA

ATGCTCGCATCATGGGCACATAATAGGTTA
GTCGCGAGAAGGGTACGGCGCAGAGACAT
ATAA

MLASWAHNRLVARRVRR
RDI*

MLASWAHNRLVAR
RVRRRDI*

CAAGCTTGCA GAAAGTTATA 0  0 0 0 0 0

5922 2951 ao AN7087.1 55.m03219 AO070289000031 0 -176 -165 ATGGGCACATAA ATGGGCACATAA MGT* MGT* TGCTCGCATC TAGGTTAGTC 0  0 0 0 0 0
5925 2953 af AN2201.1 56.m02346 AO070290000004 0 -222 -19 ATGGGGCCTCTTCCCCAGTTTTGTGCGCCCCTTATCGCCC

TTGTGATCGGATTGGATCTGGCTCTCCGATGGCGGACGAT
GCCAATAACTTTATTCGCGGGGTGCGGAGGACTCGAGGA
GTATAACTGCAACCGTCGCCCAGCCGGCCGTGGTGCTGT
CGCATCGTGGCCACTGCCCTCATCGTTCCTTCATTATTGT
CCATAG

ATGGGGCCTCTTCCCCAGTTTTGTGCGCCCCTTAT
CGCCCTTGTGATCGGATTGGATCTGGCTCTCCGAT
GGCGGACGATGCCAATAACTTTATTCGCGGGGTG
CGGAGGACTCGAGGAGTATAACTGCAACCGTCGC
CCAGCCGGCCGTGGTGCTGTCGCATCGTGGCCAC
TGCCCTCATCGTTCCTTCATTATTGTCCATAG

MGPLPQFCAPLIALVIGLD
LALRWRTMPITLFAGCG
GLEEYNCNRRPAGRGAV
ASWPLPSSFLHYCP*

MGPLPQFCAPLIALV
IGLDLALRWRTMPIT
LFAGCGGLEEYNCN
RRPAGRGAVASWP
LPSSFLHYCP*

TGGCCATATC TCTATTGTCC 0 E 0 0 0 0 0

5926 2953 af AN2201.1 56.m02346 AO070290000004 0 -154 -98 ATGGCGGACGATGCCAATAACTTTATTCGCGGGGTGCGG
AGGACTCGAGGAGTATAA

ATGGCGGACGATGCCAATAACTTTATTCGCGGGGT
GCGGAGGACTCGAGGAGTATAA

MADDANNFIRGVRRTRG
V*

MADDANNFIRGVRR
TRGV*

TGGCTCTCCG CTGCAACCGT 0 E 0 0 0 0 0

5927 2953 af AN2201.1 56.m02346 AO070290000004 0 -144 -19 ATGCCAATAACTTTATTCGCGGGGTGCGGAGGACTCGAG
GAGTATAACTGCAACCGTCGCCCAGCCGGCCGTGGTGCT
GTCGCATCGTGGCCACTGCCCTCATCGTTCCTTCATTATT
GTCCATAG

ATGCCAATAACTTTATTCGCGGGGTGCGGAGGACT
CGAGGAGTATAACTGCAACCGTCGCCCAGCCGGC
CGTGGTGCTGTCGCATCGTGGCCACTGCCCTCAT
CGTTCCTTCATTATTGTCCATAG

MPITLFAGCGGLEEYNCN
RRPAGRGAVASWPLPSS
FLHYCP*

MPITLFAGCGGLEE
YNCNRRPAGRGAV
ASWPLPSSFLHYCP
*

ATGGCGGACG TCTATTGTCC 0 E 0 0 0 0 0

5923 2953 an AN2201.1 56.m02346 AO070290000004 0 -146 -135 ATGGTTCGCTGA ATGGTTCGCTGA MVR* MVR* CGGCAGGGGT TGGCGGACGG 0 E 0 0 0 0 0
5924 2953 an AN2201.1 56.m02346 AO070290000004 0 -135 -28 ATGGCGGACGGTAACTTTGTATCGCGAGGAGCGGCGGAG

TATAACTGCAGCCGTCGCCCGGCCGGTGCGGCGCTTTCG
CATCGTGGCGTTCTCATTCATTGTCCATAG

ATGGCGGACGGTAACTTTGTATCGCGAGGAGCG
GCGGAGTATAACTGCAGCCGTCGCCCGGCCGG
TGCGGCGCTTTCGCATCGTGGCGTTCTCATTCAT
TGTCCATAG

MADGNFVSRGAAEYNCS
RRPAGAALSHRGVLIHCP
*

MADGNFVSRGAAEYNC
SRRPAGAALSHRGVLIH
CP*

TGGTTCGCTG TTCTCTGTTC 0 E 0 0 0 0 0

5928 2956 af AN5129.1 54.m06894 AO070291000048 0 -207 -25 ATGTTTTCTCTCGCACAATTTCCTGACTCTCCCAGACTCAA
TTTTCTCACACACAATCTTCTCACTGAAATTATCTCCATCTT
TCCTGTTGTCTCCCTCTCCCCCCGCGCTAGAGACTGTACA
GTAATTACCTCTCTCCTAACTCTACCTTCACGATCCACCTC
TATCCTCTTTCTATTTTAA

ATGTTTTCTCTCGCACAATTTCCTGACTCTCCCAGA
CTCAATTTTCTCACACACAATCTTCTCACTGAAATTA
TCTCCATCTTTCCTGTTGTCTCCCTCTCCCCCCGC
GCTAGAGACTGTACAGTAATTACCTCTCTCCTAACT
CTACCTTCACGATCCACCTCTATCCTCTTTCTATTTT
AA

MFSLAQFPDSPRLNFLTH
NLLTEIISIFPVVSLSPRAR
DCTVITSLLTLPSRSTSILF
LF*

MFSLAQFPDSPRLN
FLTHNLLTEIISIFPVV
SLSPRARDCTVITSL
LTLPSRSTSILFLF*

CACTATATCA CGAAACCCTC 0 O 0 0 0 0 0

5930 2957 af AN5102.1 54.m06919 AO070291000077 0 -171 -100 ATGGCCCTGTGCATCGTCACATCCTCAAAATCTTGTGTTTA
CCATAGTCGCGTTACCGAATCCAGAGCTTAA

ATGGCCCTGTGCATCGTCACATCCTCAAAATCTTGT
GTTTACCATAGTCGCGTTACCGAATCCAGAGCTTA
A

MALCIVTSSKSCVYHSRV
TESRA*

MALCIVTSSKSCVY
HSRVTESRA*

CTGTCCTTAC GGCAACCAGA 0 E 0 MG07316.1 0 0 0

5929 2957 an AN5102.1 54.m06919 AO070291000077 0 -220 -149 ATGCCTAAAAAATCCACAAGGATAACAGGCTTTTATCATCT
GAACCTGCCACAACCATTACATATCATTTAA

ATGCCTAAAAAATCCACAAGGATAACAGGCTTTT
ATCATCTGAACCTGCCACAACCATTACATATCATT
TAA

MPKKSTRITGFYHLNLPQ
PLHII*

MPKKSTRITGFYHLNLP
QPLHII*

ATTCATTTAT GCAACTTAAA 0 E 0 MG07316.1 0 0 0

5931 2957 ao AN5102.1 54.m06919 AO070291000077 0 -192 -118 ATGTCGCTTGCTTCCACAACCACATACCAACCTAAAGTAG
CCGTGCCATTACTGGCTACTTGGGTGACTGTCTGA

ATGTCGCTTGCTTCCACAACCACATACCAAC
CTAAAGTAGCCGTGCCATTACTGGCTACTTG
GGTGACTGTCTGA

MSLASTTTYQPKVAVPLL
ATWVTV*

MSLASTTTYQPKVA
VPLLATWVTV*

GCTTCTACCT TACATGCCCA 0 E 0 MG07316.1 0 0 0

5932 2957 ao AN5102.1 54.m06919 AO070291000077 0 -114 -49 ATGCCCAGTGATATATTGCTTCCCTTTTACTTCATACTACC
GTCCCCCTACCCAGACTTTGGTTGA

ATGCCCAGTGATATATTGCTTCCCTTTTACTT
CATACTACCGTCCCCCTACCCAGACTTTGGT
TGA

MPSDILLPFYFILPSPYPD
FG*

MPSDILLPFYFILPSP
YPDFG*

TGTCTGATAC ATACCAGGAG 0 E 0 MG07316.1 0 0 0

5934 2958 af AN2051.1 58.m07639 AO070292000018 0 -260 -180 ATGCATGTGACTTATTATAACGAGGTCTACCTTTGTTTTGA
AGCTACTAATACTCCTGCTGGTCTTGGTCGAATAGCTTGA

ATGCATGTGACTTATTATAACGAGGTCTACCTTTGT
TTTGAAGCTACTAATACTCCTGCTGGTCTTGGTCGA
ATAGCTTGA

MHVTYYNEVYLCFEATNT
PAGLGRIA*

MHVTYYNEVYLCFE
ATNTPAGLGRIA*

AGAGCTTTCG GTCATTCAAA 0 D 0 0 0 0 0

5935 2958 af AN2051.1 58.m07639 AO070292000018 0 -165 -82 ATGATCTCCAACAGCTTTTCTTTGATTCGCACATCTTGTGA
ACATAATTGTCTCTTTACCATTCATCGTCTATTACTGTTATA
G

ATGATCTCCAACAGCTTTTCTTTGATTCGCACATCT
TGTGAACATAATTGTCTCTTTACCATTCATCGTCTAT
TACTGTTATAG

MISNSFSLIRTSCEHNCLF
TIHRLLLL*

MISNSFSLIRTSCEH
NCLFTIHRLLLL*

TTCAAACTTT TACTTTGTTT 0 D 0 0 0 0 0

5933 2958 an AN2051.1 58.m07639 AO070292000018 0 -179 -66 ATGTCGAGCTGCTTGTTGGCATATCTGGTACGTTCTCGCG
GCGTTGATAAAGCTGAAGGGACACTGACAACAACGGTTCC
TAGTTTTTATCGCCCCGAGCTCTATTTCCTATAA

ATGTCGAGCTGCTTGTTGGCATATCTGGTACGTT
CTCGCGGCGTTGATAAAGCTGAAGGGACACTGA
CAACAACGGTTCCTAGTTTTTATCGCCCCGAGCT
CTATTTCCTATAA

MSSCLLAYLVRSRGVDK
AEGTLTTTVPSFYRPELY
FL*

MSSCLLAYLVRSRGVDK
AEGTLTTTVPSFYRPEL
YFL*

AGCCTTTTCG GATACTGATC 0 D 0 0 0 0 0

5936 2958 ao AN2051.1 58.m07639 AO070292000018 0 -216 -148 ATGAGCTCCATTTGGGACGATACGTTGATTTGGAGCCTAT
TTTGTGAGGTCCTATATAGTCACTGGTAG

ATGAGCTCCATTTGGGACGATACGTTGATTT
GGAGCCTATTTTGTGAGGTCCTATATAGTCA
CTGGTAG

MSSIWDDTLIWSLFCEVL
YSHW*

MSSIWDDTLIWSLF
CEVLYSHW*

AGAGCTTTCG GGTTCTCCAT 0 D 0 0 0 0 0

5937 2958 ao AN2051.1 58.m07639 AO070292000018 0 -134 -45 ATGCGACAAGTTACAAGTGTCCCTGACCAATTTCTCACATA
TAATTTGAACCCAATTTTTTCTCCATTTACTATTTCATCTATC
ATTTAG

ATGCGACAAGTTACAAGTGTCCCTGACCAAT
TTCTCACATATAATTTGAACCCAATTTTTTCT
CCATTTACTATTTCATCTATCATTTAG

MRQVTSVPDQFLTYNLN
PIFSPFTISSII*

MRQVTSVPDQFLTY
NLNPIFSPFTISSII*

TCTCCATTGA TATTTACCCC 0 D 0 0 0 0 0

5940 2959 af AN1851.1 58.m07660 AO070292000043 0 -261 -250 ATGAAACCATGA ATGAAACCATGA MKP* MKP* ACGTATAAAT GTCATGCAAA 0 O FG06761.1 0 NCU07567.1 0 0

5941 2959 af AN1851.1 58.m07660 AO070292000043 0 -253 -230 ATGAGTCATGCAAATGAAACATAA ATGAGTCATGCAAATGAAACATAA MSHANET* MSHANET* ATATGAAACC TTGCCAGGAT 0 O FG06761.1 0 NCU07567.1 0 0

5942 2959 af AN1851.1 58.m07660 AO070292000043 0 -246 -205 ATGCAAATGAAACATAATTGCCAGGATAAGTCCTCTGTATG
A

ATGCAAATGAAACATAATTGCCAGGATAAGTCCTCT
GTATGA

MQMKHNCQDKSSV* MQMKHNCQDKSSV
*

ACCATGAGTC GTGCAAAGTA 0 O FG06761.1 0 NCU07567.1 0 0

5943 2959 af AN1851.1 58.m07660 AO070292000043 0 -240 -205 ATGAAACATAATTGCCAGGATAAGTCCTCTGTATGA ATGAAACATAATTGCCAGGATAAGTCCTCTGTATGA MKHNCQDKSSV* MKHNCQDKSSV* AGTCATGCAA GTGCAAAGTA 0 O FG06761.1 0 NCU07567.1 0 0

5944 2959 af AN1851.1 58.m07660 AO070292000043 0 -208 -77 ATGAGTGCAAAGTATTATTATATGTCCCGTAAAAGGAAGTG
CCCTAGCCCCTCCGGATGCAAACCATCCAAACACCTGCC
GCCGCCTGACCATCTCGAAAGCTCCATCAAAAATTCCCGG
AGCAGCACTTAG

ATGAGTGCAAAGTATTATTATATGTCCCGTAAAAGG
AAGTGCCCTAGCCCCTCCGGATGCAAACCATCCAA
ACACCTGCCGCCGCCTGACCATCTCGAAAGCTCC
ATCAAAAATTCCCGGAGCAGCACTTAG

MSAKYYYMSRKRKCPSP
SGCKPSKHLPPPDHLES
SIKNSRSST*

MSAKYYYMSRKRK
CPSPSGCKPSKHLP
PPDHLESSIKNSRSS
T*

AGTCCTCTGT CTTGTGTGAT 0 O FG06761.1 0 NCU07567.1 0 0

5945 2959 af AN1851.1 58.m07660 AO070292000043 0 -187 -77 ATGTCCCGTAAAAGGAAGTGCCCTAGCCCCTCCGGATGC
AAACCATCCAAACACCTGCCGCCGCCTGACCATCTCGAAA
GCTCCATCAAAAATTCCCGGAGCAGCACTTAG

ATGTCCCGTAAAAGGAAGTGCCCTAGCCCCTCCG
GATGCAAACCATCCAAACACCTGCCGCCGCCTGA
CCATCTCGAAAGCTCCATCAAAAATTCCCGGAGCA
GCACTTAG

MSRKRKCPSPSGCKPSK
HLPPPDHLESSIKNSRSS
T*

MSRKRKCPSPSGC
KPSKHLPPPDHLES
SIKNSRSST*

GTATTATTAT CTTGTGTGAT 0 O FG06761.1 0 NCU07567.1 0 0

5946 2959 af AN1851.1 58.m07660 AO070292000043 0 -152 -120 ATGCAAACCATCCAAACACCTGCCGCCGCCTGA ATGCAAACCATCCAAACACCTGCCGCCGCCTGA MQTIQTPAAA* MQTIQTPAAA* GCCCCTCCGG CCATCTCGAA 0 O FG06761.1 0 NCU07567.1 0 0

5938 2959 an AN1851.1 58.m07660 AO070292000043 0 -241 -188 ATGAATAATCTCCTATCAATTGTCTTTGCCAATACGGAGTG
TAACAGGCGATAA

ATGAATAATCTCCTATCAATTGTCTTTGCCAATAC
GGAGTGTAACAGGCGATAA

MNNLLSIVFANTECNRR* MNNLLSIVFANTECNRR* TTATGATATA TCGACAGGGC 0 O FG06761.1 0 NCU07567.1 0 0

5939 2959 an AN1851.1 58.m07660 AO070292000043 0 -177 -139 ATGCCAAGAGCCCCTCGTGGTGCAAACCAAGCAAACTAG ATGCCAAGAGCCCCTCGTGGTGCAAACCAAGCA
AACTAG

MPRAPRGANQAN* MPRAPRGANQAN* TCGACAGGGC TAACCGCAGA 0 O FG06761.1 0 NCU07567.1 0 0

5947 2959 ao AN1851.1 58.m07660 AO070292000043 0 -248 -237 ATGATAATATAA ATGATAATATAA MII* MII* ACCCTGTACA CGAGCAATTC 0 O FG06761.1 0 NCU07567.1 0 0

5948 2959 ao AN1851.1 58.m07660 AO070292000043 0 -213 -187 ATGCGATGTATAAACATTAGTCAGTGA ATGCGATGTATAAACATTAGTCAGTGA MRCINISQ* MRCINISQ* TCTCACTTTT CCCAAAAGGG 0 O FG06761.1 0 NCU07567.1 0 0

5949 2959 ao AN1851.1 58.m07660 AO070292000043 0 -208 -194 ATGTATAAACATTAG ATGTATAAACATTAG MYKH* MYKH* CTTTTATGCG TCAGTGACCC 0 O FG06761.1 0 NCU07567.1 0 0

5950 2960 ao AN8049.1 53.m03895 AO070292000101 0 -250 -227 ATGTATCGTGCTATAACCATGTAG ATGTATCGTGCTATAACCATGTAG MYRAITM* MYRAITM* ACTTTTCTTG GTACAACCAT 0 C 0 0 0 0 0
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5951 2960 ao AN8049.1 53.m03895 AO070292000101 0 -218 -18 ATGAAGAAAGCGCGACAAGAAAAACATGAGCCAAAAGCG
GAACAAATTCGCAAGCGGCAGAATTGGGTCAGCAGCCGC
AGGAGAGACGCCGATTGGCTCTTCAAGCGGCGGCGCGA
GCTCCCGCAAACCTCACCCTTTGAAGCCGACTTCTCACCT
CCGCTTCACCCGCCATCCACAATTGCCCTCTACACCAAGT
CCTAG

ATGAAGAAAGCGCGACAAGAAAAACATGAG
CCAAAAGCGGAACAAATTCGCAAGCGGCAG
AATTGGGTCAGCAGCCGCAGGAGAGACGC
CGATTGGCTCTTCAAGCGGCGGCGCGAGC
TCCCGCAAACCTCACCCTTTGAAGCCGACT
TCTCACCTCCGCTTCACCCGCCATCCACAAT
TGCCCTCTACACCAAGTCCTAG

MKKARQEKHEPKAEQIR
KRQNWVSSRRRDADWL
FKRRRELPQTSPFEADFS
PPLHPPSTIALYTKS*

MKKARQEKHEPKA
EQIRKRQNWVSSR
RRDADWLFKRRRE
LPQTSPFEADFSPP
LHPPSTIALYTKS*

AGGTACAACC GGACTCAATT 0 C 0 0 0 0 0

5954 2961 af AN8877.1 56.m03107 AO070293000006 0 -91 -2 ATGGTGACTGCTACCTACTTGGATTCTTGGATTCCTGGAT
GTCCGATGGCATACTACGACGCTCGGTCACACACGGAGC
AACTCGTCTGA

ATGGTGACTGCTACCTACTTGGATTCTTGGATTCCT
GGATGTCCGATGGCATACTACGACGCTCGGTCAC
ACACGGAGCAACTCGTCTGA

MVTATYLDSWIPGCPMA
YYDARSHTEQLV*

MVTATYLDSWIPGC
PMAYYDARSHTEQL
V*

CAAATATTGG AATGGAGGGC 0 T 0 0 NCU03264.1 0 0

5952 2961 an AN8877.1 56.m03107 AO070293000006 0 -92 -54 ATGGGGCGTCATCGCACGGTTCGGCACATGTGGGTATAA ATGGGGCGTCATCGCACGGTTCGGCACATGTGG
GTATAA

MGRHRTVRHMWV* MGRHRTVRHMWV* TTTGTCTGGC ATTAACCACT 0 T 0 0 NCU03264.1 0 0

5953 2961 an AN8877.1 56.m03107 AO070293000006 0 -65 -54 ATGTGGGTATAA ATGTGGGTATAA MWV* MWV* GGTTCGGCAC ATTAACCACT 0 T 0 0 NCU03264.1 0 0

5956 2961 ao AN8877.1 56.m03107 AO070293000006 0 -170 -99 ATGCCGTTGATATTACCGAGCATATGGCTGTCGCCTTCCA
CGATCAATGTCACTTGCCTTCTTAAGAAATAA

ATGCCGTTGATATTACCGAGCATATGGCTGT
CGCCTTCCACGATCAATGTCACTTGCCTTCT
TAAGAAATAA

MPLILPSIWLSPSTINVTC
LLKK*

MPLILPSIWLSPSTIN
VTCLLKK*

AGGAGTGTGT CTCTCGTGAC 0 T 0 0 NCU03264.1 0 0

5957 2961 ao AN8877.1 56.m03107 AO070293000006 0 -147 -106 ATGGCTGTCGCCTTCCACGATCAATGTCACTTGCCTTCTTA
A

ATGGCTGTCGCCTTCCACGATCAATGTCACT
TGCCTTCTTAA

MAVAFHDQCHLPS* MAVAFHDQCHLPS* TACCGAGCAT GAAATAACTC 0 T 0 0 NCU03264.1 0 0

5958 2961 ao AN8877.1 56.m03107 AO070293000006 0 -124 -71 ATGTCACTTGCCTTCTTAAGAAATAACTCTCGTGACGCAGA
AGCGGCTTTTTGA

ATGTCACTTGCCTTCTTAAGAAATAACTCTC
GTGACGCAGAAGCGGCTTTTTGA

MSLAFLRNNSRDAEAAF* MSLAFLRNNSRDAE
AAF*

TCCACGATCA CTCGCCTTGT 0 T 0 0 NCU03264.1 0 0

5964 2962 af AN8896.1 56.m02307 AO070293000029 0 -163 -107 ATGTTACGCCTGTGCCTCGGTACTATGCAGGAACACTTGT
ATATGAGCTTGACATGA

ATGTTACGCCTGTGCCTCGGTACTATGCAGGAACA
CTTGTATATGAGCTTGACATGA

MLRLCLGTMQEHLYMSL
T*

MLRLCLGTMQEHLY
MSLT*

GATCTGCATT TCCATAAAGA 0 Q 0 0 0 0 0

5965 2962 af AN8896.1 56.m02307 AO070293000029 0 -139 -107 ATGCAGGAACACTTGTATATGAGCTTGACATGA ATGCAGGAACACTTGTATATGAGCTTGACATGA MQEHLYMSLT* MQEHLYMSLT* CCTCGGTACT TCCATAAAGA 0 Q 0 0 0 0 0
5966 2962 af AN8896.1 56.m02307 AO070293000029 0 -121 -107 ATGAGCTTGACATGA ATGAGCTTGACATGA MSLT* MSLT* ACACTTGTAT TCCATAAAGA 0 Q 0 0 0 0 0
5967 2962 af AN8896.1 56.m02307 AO070293000029 0 -87 -67 ATGCGTATACATATGGCATAG ATGCGTATACATATGGCATAG MRIHMA* MRIHMA* ACGCTGCAGC GCCATCCATT 0 Q 0 0 0 0 0
5959 2962 an AN8896.1 56.m02307 AO070293000029 0 -137 -72 ATGCGAATGCCTCGGTTCGGTCGTCCGATGGCGATCAAG

GTCCAAGCTGGATATTTAATATTGTGA
ATGCGAATGCCTCGGTTCGGTCGTCCGATGGCG
ATCAAGGTCCAAGCTGGATATTTAATATTGTGA

MRMPRFGRPMAIKVQAG
YLIL*

MRMPRFGRPMAIKVQA
GYLIL*

TGGGAACCCC TCATGCAATC 0 Q 0 0 0 0 0

5960 2962 an AN8896.1 56.m02307 AO070293000029 0 -131 -72 ATGCCTCGGTTCGGTCGTCCGATGGCGATCAAGGTCCAA
GCTGGATATTTAATATTGTGA

ATGCCTCGGTTCGGTCGTCCGATGGCGATCAAG
GTCCAAGCTGGATATTTAATATTGTGA

MPRFGRPMAIKVQAGYLI
L*

MPRFGRPMAIKVQAGYL
IL*

CCCCATGCGA TCATGCAATC 0 Q 0 0 0 0 0

5961 2962 an AN8896.1 56.m02307 AO070293000029 0 -110 -72 ATGGCGATCAAGGTCCAAGCTGGATATTTAATATTGTGA ATGGCGATCAAGGTCCAAGCTGGATATTTAATAT
TGTGA

MAIKVQAGYLIL* MAIKVQAGYLIL* CGGTCGTCCG TCATGCAATC 0 Q 0 0 0 0 0

5962 2962 an AN8896.1 56.m02307 AO070293000029 0 -69 -46 ATGCAATCTAGTCATGCCACCTGA ATGCAATCTAGTCATGCCACCTGA MQSSHAT* MQSSHAT* TATTGTGATC TTACTCTTCC 0 Q 0 0 0 0 0
5968 2962 ao AN8896.1 56.m02307 AO070293000029 0 -181 -146 ATGGGGCAAAAATCGTCGCACCGAAGGCCCTTGTGA ATGGGGCAAAAATCGTCGCACCGAAGGCC

CTTGTGA
MGQKSSHRRPL* MGQKSSHRRPL* CCCTTGCCGG GTACCTCGGT 0 Q 0 0 0 0 0

5969 2962 ao AN8896.1 56.m02307 AO070293000029 0 -80 -69 ATGTACATATAA ATGTACATATAA MYI* MYI* ATATATAAAC GTTATAATGA 0 Q 0 0 0 0 0
5971 2964 af AN3337.1 55.m03098 AO070293000073 0 -251 -171 ATGGCGGAAATGGGGTCTATCACCGCTGTTTCGTGTTTGA

ATATATGCCTCATTAAGTGTAGAGCACAGGTATCGCAGTG
A

ATGGCGGAAATGGGGTCTATCACCGCTGTTTCGTG
TTTGAATATATGCCTCATTAAGTGTAGAGCACAGGT
ATCGCAGTGA

MAEMGSITAVSCLNICLIK
CRAQVSQ*

MAEMGSITAVSCLNI
CLIKCRAQVSQ*

GCTGGTGTCA GACAGACCAA 0  0 0 0 0 0

5972 2964 af AN3337.1 55.m03098 AO070293000073 0 -242 -171 ATGGGGTCTATCACCGCTGTTTCGTGTTTGAATATATGCCT
CATTAAGTGTAGAGCACAGGTATCGCAGTGA

ATGGGGTCTATCACCGCTGTTTCGTGTTTGAATATA
TGCCTCATTAAGTGTAGAGCACAGGTATCGCAGTG
A

MGSITAVSCLNICLIKCRA
QVSQ*

MGSITAVSCLNICLIK
CRAQVSQ*

AATGGCGGAA GACAGACCAA 0  0 0 0 0 0

5973 2964 af AN3337.1 55.m03098 AO070293000073 0 -207 -196 ATGCCTCATTAA ATGCCTCATTAA MPH* MPH* GTTTGAATAT GTGTAGAGCA 0  0 0 0 0 0
5970 2964 an AN3337.1 55.m03098 AO070293000073 0 -208 -167 ATGTATTCTTCATTAAACGCAGAGGACCAAGTGTTGCAGT

GA
ATGTATTCTTCATTAAACGCAGAGGACCAAGTGT
TGCAGTGA

MYSSLNAEDQVLQ* MYSSLNAEDQVLQ* TTTCATTTTG GATATACCAA 0  0 0 0 0 0

5974 2964 ao AN3337.1 55.m03098 AO070293000073 0 -199 -179 ATGCCGTGTGTGGTAAACTGA ATGCCGTGTGTGGTAAACTGA MPCVVN* MPCVVN* TTTTTCAACC AACAAGACAT 0  0 0 0 0 0
5976 2965 af AN2208.1 71.m15856 AO070294000014 0 -235 -203 ATGGAGCCCCGCCCGATCCAGAGGTTGCGGTAG ATGGAGCCCCGCCCGATCCAGAGGTTGCGGTAG MEPRPIQRLR* MEPRPIQRLR* CGGCTTCTGG TTGCCCCTCG 0 R 0 0 0 0 0

5977 2965 af AN2208.1 71.m15856 AO070294000014 0 -160 -92 ATGACGACTCTGGAAGAGAATCTCGACAGCTTGCCAAAGT
GGCACGGAGCATCCATTTTGTGTATATAA

ATGACGACTCTGGAAGAGAATCTCGACAGCTTGCC
AAAGTGGCACGGAGCATCCATTTTGTGTATATAA

MTTLEENLDSLPKWHGA
SILCI*

MTTLEENLDSLPKW
HGASILCI*

CTCCTTTTCT GACATTAAGA 0 R 0 0 0 0 0

5975 2965 an AN2208.1 71.m15856 AO070294000014 0 -105 -76 ATGTCCTTATATAAACTGTCAATATCTTAA ATGTCCTTATATAAACTGTCAATATCTTAA MSLYKLSIS* MSLYKLSIS* AAGCGATCGC CTTCAACCCT 0 R 0 0 0 0 0
5978 2965 ao AN2208.1 71.m15856 AO070294000014 0 -211 -161 ATGTCCGCCGGACCCAAAGGTTCCTATCGCGAGGACCTT

CCCCCGCACTAG
ATGTCCGCCGGACCCAAAGGTTCCTATCGC
GAGGACCTTCCCCCGCACTAG

MSAGPKGSYREDLPPH* MSAGPKGSYREDL
PPH*

TTGCCCCGCC CTGTGTTTCT 0 R 0 0 0 0 0

5979 2965 ao AN2208.1 71.m15856 AO070294000014 0 -136 -125 ATGACTTCTTGA ATGACTTCTTGA MTS* MTS* CATCACTAAT GTAATTTTCC 0 R 0 0 0 0 0
5981 2966 af AN7641.1 71.m15823 AO070294000037 0 -189 -58 ATGAGGTGTTGCTGCAATCATGCAGTCATGGCTCCAGTTT

ATAATTTGCGTTGGCCCCTACTAGGGAGGATATTTCTTTTA
AGTGTTTCAGTCAGACACCTGGCACAGTCGTATCTTATAA
GAGGACATTGA

ATGAGGTGTTGCTGCAATCATGCAGTCATGGCTCC
AGTTTATAATTTGCGTTGGCCCCTACTAGGGAGGA
TATTTCTTTTAAGTGTTTCAGTCAGACACCTGGCAC
AGTCGTATCTTATAAGAGGACATTGA

MRCCCNHAVMAPVYNLR
WPLLGRIFLLSVSVRHLA
QSYLIRGH*

MRCCCNHAVMAPV
YNLRWPLLGRIFLLS
VSVRHLAQSYLIRG
H*

GTGGTCGAGG TAATTACCCT 0 Q 0 0 0 0 0

5982 2966 af AN7641.1 71.m15823 AO070294000037 0 -170 -126 ATGCAGTCATGGCTCCAGTTTATAATTTGCGTTGGCCCCT
ACTAG

ATGCAGTCATGGCTCCAGTTTATAATTTGCGTTGGC
CCCTACTAG

MQSWLQFIICVGPY* MQSWLQFIICVGPY* TGCTGCAATC GGAGGATATT 0 Q 0 0 0 0 0

5983 2966 af AN7641.1 71.m15823 AO070294000037 0 -162 -58 ATGGCTCCAGTTTATAATTTGCGTTGGCCCCTACTAGGGA
GGATATTTCTTTTAAGTGTTTCAGTCAGACACCTGGCACAG
TCGTATCTTATAAGAGGACATTGA

ATGGCTCCAGTTTATAATTTGCGTTGGCCCCTACTA
GGGAGGATATTTCTTTTAAGTGTTTCAGTCAGACAC
CTGGCACAGTCGTATCTTATAAGAGGACATTGA

MAPVYNLRWPLLGRIFLL
SVSVRHLAQSYLIRGH*

MAPVYNLRWPLLG
RIFLLSVSVRHLAQS
YLIRGH*

TCATGCAGTC TAATTACCCT 0 Q 0 0 0 0 0

5980 2966 an AN7641.1 71.m15823 AO070294000037 0 -185 -69 ATGCTACAGTTGGGGGTTTATAAGCGCATCTCATCCCCTC
ACGGGATATTCTTGTCTGTCTCTAGATCATCTAATCATATT
CTTTTCGCGCTCTCTGGAGTTGCGGTGTCTACTTAA

ATGCTACAGTTGGGGGTTTATAAGCGCATCTCAT
CCCCTCACGGGATATTCTTGTCTGTCTCTAGATC
ATCTAATCATATTCTTTTCGCGCTCTCTGGAGTTG
CGGTGTCTACTTAA

MLQLGVYKRISSPHGIFL
SVSRSSNHILFALSGVAV
ST*

MLQLGVYKRISSPHGIFL
SVSRSSNHILFALSGVA
VST*

CGAAAGCAAG GCTCTCCGCT 0 Q 0 0 0 0 0

5984 2966 ao AN7641.1 71.m15823 AO070294000037 0 -219 -49 ATGCTGCAACTTAAAAAGCAAGGGCCCCCTTCCTGGTCAT
GGACTCTTTTTTTGCTGCGTTGTGTCACTTTCCTGCATTCT
ATCTGGTTGTTGGTTACACCGACATTGATACCCGGGGACT
TTACCAAACTATATAACCCGGTTGACAACCTCCTACTTGAA
CATTCCTAA

ATGCTGCAACTTAAAAAGCAAGGGCCCCCT
TCCTGGTCATGGACTCTTTTTTTGCTGCGTT
GTGTCACTTTCCTGCATTCTATCTGGTTGTT
GGTTACACCGACATTGATACCCGGGGACTT
TACCAAACTATATAACCCGGTTGACAACCTC
CTACTTGAACATTCCTAA

MLQLKKQGPPSWSWTLF
LLRCVTFLHSIWLLVTPTL
IPGDFTKLYNPVDNLLLE
HS*

MLQLKKQGPPSWS
WTLFLLRCVTFLHSI
WLLVTPTLIPGDFTK
LYNPVDNLLLEHS*

AAACCCAACC GAATCTCTAT 0 Q 0 0 0 0 0

5985 2966 ao AN7641.1 71.m15823 AO070294000037 0 -181 -83 ATGGACTCTTTTTTTGCTGCGTTGTGTCACTTTCCTGCATT
CTATCTGGTTGTTGGTTACACCGACATTGATACCCGGGGA
CTTTACCAAACTATATAA

ATGGACTCTTTTTTTGCTGCGTTGTGTCACT
TTCCTGCATTCTATCTGGTTGTTGGTTACAC
CGACATTGATACCCGGGGACTTTACCAAAC
TATATAA

MDSFFAALCHFPAFYLVV
GYTDIDTRGLYQTI*

MDSFFAALCHFPAF
YLVVGYTDIDTRGLY
QTI*

CTTCCTGGTC CCCGGTTGAC 0 Q 0 0 0 0 0

5987 2967 af AN7646.1 57.m05380 AO070294000051 0 -226 -143 ATGCACTGCCCCATTGGGAAATATATGGGGGCCATTCCCC
AAATAAGCAGTACAGGGGCTCCCGGGGTATGTAAAGCTC
ACTGA

ATGCACTGCCCCATTGGGAAATATATGGGGGCCAT
TCCCCAAATAAGCAGTACAGGGGCTCCCGGGGTA
TGTAAAGCTCACTGA

MHCPIGKYMGAIPQISST
GAPGVCKAH*

MHCPIGKYMGAIPQI
SSTGAPGVCKAH*

AGATATACGT TGCCGCCTGC 0 G 0 0 0 0 0

5988 2967 af AN7646.1 57.m05380 AO070294000051 0 -202 -143 ATGGGGGCCATTCCCCAAATAAGCAGTACAGGGGCTCCC
GGGGTATGTAAAGCTCACTGA

ATGGGGGCCATTCCCCAAATAAGCAGTACAGGGG
CTCCCGGGGTATGTAAAGCTCACTGA

MGAIPQISSTGAPGVCKA
H*

MGAIPQISSTGAPG
VCKAH*

TGGGAAATAT TGCCGCCTGC 0 G 0 0 0 0 0

5989 2967 af AN7646.1 57.m05380 AO070294000051 0 -143 -111 ATGCCGCCTGCGACGAGGTTTTCGTTTCAGTAG ATGCCGCCTGCGACGAGGTTTTCGTTTCAGTAG MPPATRFSFQ* MPPATRFSFQ* AAGCTCACTG GCTCAACAGG 0 G 0 0 0 0 0
5986 2967 an AN7646.1 57.m05380 AO070294000051 0 -222 -193 ATGGCCATATTCAGGAGTCAGAAGGGGTGA ATGGCCATATTCAGGAGTCAGAAGGGGTGA MAIFRSQKG* MAIFRSQKG* ACTAGCTTCT TCGTTTCAGT 0 G 0 0 0 0 0
5990 2967 ao AN7646.1 57.m05380 AO070294000051 0 -261 -247 ATGACGATCTCTTGA ATGACGATCTCTTGA MTIS* MTIS* GGGGTAAACG TTCTGTTCCA 0 G 0 0 0 0 0
5991 2967 ao AN7646.1 57.m05380 AO070294000051 0 -233 -159 ATGGCAATTATGTTGGTCCTAGCTCGAGTTTCCATAGCTC

GGATATGCGGTACCGAGCTCTATAGAGATGAATAA
ATGGCAATTATGTTGGTCCTAGCTCGAGTTT
CCATAGCTCGGATATGCGGTACCGAGCTCT
ATAGAGATGAATAA

MAIMLVLARVSIARICGTE
LYRDE*

MAIMLVLARVSIARI
CGTELYRDE*

TGTTCCACCT TATAGAAAAT 0 G 0 0 0 0 0

5992 2967 ao AN7646.1 57.m05380 AO070294000051 0 -224 -159 ATGTTGGTCCTAGCTCGAGTTTCCATAGCTCGGATATGCG
GTACCGAGCTCTATAGAGATGAATAA

ATGTTGGTCCTAGCTCGAGTTTCCATAGCTC
GGATATGCGGTACCGAGCTCTATAGAGATG
AATAA

MLVLARVSIARICGTELYR
DE*

MLVLARVSIARICGT
ELYRDE*

TATGGCAATT TATAGAAAAT 0 G 0 0 0 0 0

5993 2967 ao AN7646.1 57.m05380 AO070294000051 0 -189 -169 ATGCGGTACCGAGCTCTATAG ATGCGGTACCGAGCTCTATAG MRYRAL* MRYRAL* TAGCTCGGAT AGATGAATAA 0 G 0 0 0 0 0
5994 2967 ao AN7646.1 57.m05380 AO070294000051 0 -166 -143 ATGAATAATATAGAAAATCCTTAA ATGAATAATATAGAAAATCCTTAA MNNIENP* MNNIENP* CTCTATAGAG GCGCCAGACG 0 G 0 0 0 0 0
5996 2969 af AN7648.1 57.m05388 AO070294000077 0 -221 -96 ATGGCTATCTGCTTATCTTCACATCGAACAGTTGATGATAC

TCTGCCTTTGGATCAGCAGAATGATAAGCGCGATGATTCA
ATGGTGCAGATATATGTCGACTGCCCTTGCATGCCATTTC
CTTGA

ATGGCTATCTGCTTATCTTCACATCGAACAGTTGAT
GATACTCTGCCTTTGGATCAGCAGAATGATAAGCG
CGATGATTCAATGGTGCAGATATATGTCGACTGCC
CTTGCATGCCATTTCCTTGA

MAICLSSHRTVDDTLPLD
QQNDKRDDSMVQIYVDC
PCMPFP*

MAICLSSHRTVDDTL
PLDQQNDKRDDSM
VQIYVDCPCMPFP*

CCGTGTCACC TTGACATCCC 0 G 0 0 0 0 0

5997 2969 af AN7648.1 57.m05388 AO070294000077 0 -187 -92 ATGATACTCTGCCTTTGGATCAGCAGAATGATAAGCGCGA
TGATTCAATGGTGCAGATATATGTCGACTGCCCTTGCATG
CCATTTCCTTGATTGA

ATGATACTCTGCCTTTGGATCAGCAGAATGATAAG
CGCGATGATTCAATGGTGCAGATATATGTCGACTG
CCCTTGCATGCCATTTCCTTGATTGA

MILCLWISRMISAMIQWC
RYMSTALACHFLD*

MILCLWISRMISAMI
QWCRYMSTALACH
FLD*

CGAACAGTTG CATCCCCCTC 0 G 0 0 0 0 0

5998 2969 af AN7648.1 57.m05388 AO070294000077 0 -160 -92 ATGATAAGCGCGATGATTCAATGGTGCAGATATATGTCGA
CTGCCCTTGCATGCCATTTCCTTGATTGA

ATGATAAGCGCGATGATTCAATGGTGCAGATATAT
GTCGACTGCCCTTGCATGCCATTTCCTTGATTGA

MISAMIQWCRYMSTALA
CHFLD*

MISAMIQWCRYMST
ALACHFLD*

GATCAGCAGA CATCCCCCTC 0 G 0 0 0 0 0

5999 2969 af AN7648.1 57.m05388 AO070294000077 0 -148 -92 ATGATTCAATGGTGCAGATATATGTCGACTGCCCTTGCAT
GCCATTTCCTTGATTGA

ATGATTCAATGGTGCAGATATATGTCGACTGCCCTT
GCATGCCATTTCCTTGATTGA

MIQWCRYMSTALACHFL
D*

MIQWCRYMSTALAC
HFLD*

GATAAGCGCG CATCCCCCTC 0 G 0 0 0 0 0

6000 2969 af AN7648.1 57.m05388 AO070294000077 0 -140 -96 ATGGTGCAGATATATGTCGACTGCCCTTGCATGCCATTTC
CTTGA

ATGGTGCAGATATATGTCGACTGCCCTTGCATGCC
ATTTCCTTGA

MVQIYVDCPCMPFP* MVQIYVDCPCMPFP
*

CGATGATTCA TTGACATCCC 0 G 0 0 0 0 0

6001 2969 af AN7648.1 57.m05388 AO070294000077 0 -127 -92 ATGTCGACTGCCCTTGCATGCCATTTCCTTGATTGA ATGTCGACTGCCCTTGCATGCCATTTCCTTGATTGA MSTALACHFLD* MSTALACHFLD* GTGCAGATAT CATCCCCCTC 0 G 0 0 0 0 0

6002 2969 af AN7648.1 57.m05388 AO070294000077 0 -110 -96 ATGCCATTTCCTTGA ATGCCATTTCCTTGA MPFP* MPFP* CTGCCCTTGC TTGACATCCC 0 G 0 0 0 0 0
5995 2969 an AN7648.1 57.m05388 AO070294000077 0 -135 -79 ATGACGAACAGTTATCTATCCCTTGCTTCATCATCTCCTGC

CCTGCAAAACTCGTGA
ATGACGAACAGTTATCTATCCCTTGCTTCATCATC
TCCTGCCCTGCAAAACTCGTGA

MTNSYLSLASSSPALQNS
*

MTNSYLSLASSSPALQN
S*

ATCCATCGCC AATCGCTTCA 0 G 0 0 0 0 0

6003 2969 ao AN7648.1 57.m05388 AO070294000077 0 -188 -147 ATGACGATGATACTCTGCCTTCCGACCTGCATGACGATGT
GA

ATGACGATGATACTCTGCCTTCCGACCTGC
ATGACGATGTGA

MTMILCLPTCMTM* MTMILCLPTCMTM* CTTATCACCC GGAGAAGCTT 0 G 0 0 0 0 0

6004 2969 ao AN7648.1 57.m05388 AO070294000077 0 -182 -147 ATGATACTCTGCCTTCCGACCTGCATGACGATGTGA ATGATACTCTGCCTTCCGACCTGCATGACG
ATGTGA

MILCLPTCMTM* MILCLPTCMTM* ACCCATGACG GGAGAAGCTT 0 G 0 0 0 0 0

6005 2969 ao AN7648.1 57.m05388 AO070294000077 0 -158 -147 ATGACGATGTGA ATGACGATGTGA MTM* MTM* TCCGACCTGC GGAGAAGCTT 0 G 0 0 0 0 0
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6010 2970 af AN4336.1 70.m15045 AO070295000006 0 -133 -35 ATGTTTCCATTGCGCCAAATCATGCTGCGCTCGGTCGTCG
CTCAGGGTGTCTCTGTTGAGATATGTCTATATATCCTCCGA
TTCCAGAATGGAGCCTGA

ATGTTTCCATTGCGCCAAATCATGCTGCGCTCGGT
CGTCGCTCAGGGTGTCTCTGTTGAGATATGTCTAT
ATATCCTCCGATTCCAGAATGGAGCCTGA

MFPLRQIMLRSVVAQGV
SVEICLYILRFQNGA*

MFPLRQIMLRSVVA
QGVSVEICLYILRFQ
NGA*

GGAGCCGGAG TTGATCACCA 0 Q 0 MG01231.1 NCU00643.1 0 0

6011 2970 af AN4336.1 70.m15045 AO070295000006 0 -112 -35 ATGCTGCGCTCGGTCGTCGCTCAGGGTGTCTCTGTTGAG
ATATGTCTATATATCCTCCGATTCCAGAATGGAGCCTGA

ATGCTGCGCTCGGTCGTCGCTCAGGGTGTCTCTG
TTGAGATATGTCTATATATCCTCCGATTCCAGAATG
GAGCCTGA

MLRSVVAQGVSVEICLYIL
RFQNGA*

MLRSVVAQGVSVEI
CLYILRFQNGA*

GCGCCAAATC TTGATCACCA 0 Q 0 MG01231.1 NCU00643.1 0 0

6006 2970 an AN4336.1 70.m15045 AO070295000006 0 -184 -134 ATGCGTCGAAGCACTCTAATTGTATCCGTCACTCTCATGTA
CTCCAAGTAG

ATGCGTCGAAGCACTCTAATTGTATCCGTCACTC
TCATGTACTCCAAGTAG

MRRSTLIVSVTLMYSK* MRRSTLIVSVTLMYSK* ACTGGATTAG AGTCTAGATG 0 Q 0 MG01231.1 NCU00643.1 0 0

6007 2970 an AN4336.1 70.m15045 AO070295000006 0 -148 -134 ATGTACTCCAAGTAG ATGTACTCCAAGTAG MYSK* MYSK* CGTCACTCTC AGTCTAGATG 0 Q 0 MG01231.1 NCU00643.1 0 0

6008 2970 an AN4336.1 70.m15045 AO070295000006 0 -126 -100 ATGTGCTGGCTCGGGGATGCCCCGTAG ATGTGCTGGCTCGGGGATGCCCCGTAG MCWLGDAP* MCWLGDAP* TAGAGTCTAG GAACCGACCC 0 Q 0 MG01231.1 NCU00643.1 0 0

6009 2970 an AN4336.1 70.m15045 AO070295000006 0 -110 -78 ATGCCCCGTAGGAACCGACCCTCGACCACGTAA ATGCCCCGTAGGAACCGACCCTCGACCACGTAA MPRRNRPSTT* MPRRNRPSTT* TGGCTCGGGG CCGAGACCGG 0 Q 0 MG01231.1 NCU00643.1 0 0

6013 2970 ao AN4336.1 70.m15045 AO070295000006 0 -270 -250 ATGCCGAAGTGCCTTTCCTAA ATGCCGAAGTGCCTTTCCTAA MPKCLS* MPKCLS* TTCGGAGGTG GTGACGATAA 0 Q 0 MG01231.1 NCU00643.1 0 0

6014 2970 ao AN4336.1 70.m15045 AO070295000006 0 -197 -171 ATGATCTTCTGCAGGAGGATGGCATGA ATGATCTTCTGCAGGAGGATGGCATGA MIFCRRMA* MIFCRRMA* GGATCGACAC ACATTGGCCA 0 Q 0 MG01231.1 NCU00643.1 0 0

6015 2970 ao AN4336.1 70.m15045 AO070295000006 0 -174 -67 ATGAACATTGGCCAGCAACCCACCAATTCGGCGGTATGTC
CGAAGAGCTATCCCACCGGATACGATTCCCCAATATGGGA
GCCTTTCGGCCTCCGAAGCAAGATATAA

ATGAACATTGGCCAGCAACCCACCAATTCG
GCGGTATGTCCGAAGAGCTATCCCACCGGA
TACGATTCCCCAATATGGGAGCCTTTCGGC
CTCCGAAGCAAGATATAA

MNIGQQPTNSAVCPKSY
PTGYDSPIWEPFGLRSKI*

MNIGQQPTNSAVCP
KSYPTGYDSPIWEP
FGLRSKI*

GGAGGATGGC GTAGCTCCTC 0 Q 0 MG01231.1 NCU00643.1 0 0

6016 2971 af AN6645.1 62.m03456 AO070295000020 0 -193 -107 ATGATTCCTAAATGTACCTACTATCCAGTCCACAGATGGG
CTCCACTCCGGTGTGTTGCATTTGGACGGTCCGTCTTTAT
TTCTTAG

ATGATTCCTAAATGTACCTACTATCCAGTCCACAGA
TGGGCTCCACTCCGGTGTGTTGCATTTGGACGGTC
CGTCTTTATTTCTTAG

MIPKCTYYPVHRWAPLR
CVAFGRSVFIS*

MIPKCTYYPVHRWA
PLRCVAFGRSVFIS*

GTCATATCGC TCTATCTATC 0 H 0 0 0 0 0

6017 2971 af AN6645.1 62.m03456 AO070295000020 0 -182 -39 ATGTACCTACTATCCAGTCCACAGATGGGCTCCACTCCGG
TGTGTTGCATTTGGACGGTCCGTCTTTATTTCTTAGTCTAT
CTATCTATCTACCCCAGATCAGCTGTCTCTTGTGTCACTGT
GTCAGAGTGTCGACGTTTTTGA

ATGTACCTACTATCCAGTCCACAGATGGGCTCCAC
TCCGGTGTGTTGCATTTGGACGGTCCGTCTTTATTT
CTTAGTCTATCTATCTATCTACCCCAGATCAGCTGT
CTCTTGTGTCACTGTGTCAGAGTGTCGACGTTTTTG
A

MYLLSSPQMGSTPVCCI
WTVRLYFLVYLSIYPRSA
VSCVTVSECRRF*

MYLLSSPQMGSTPV
CCIWTVRLYFLVYLS
IYPRSAVSCVTVSEC
RRF*

TGATTCCTAA ATAATCTGTT 0 H 0 0 0 0 0

6018 2971 af AN6645.1 62.m03456 AO070295000020 0 -158 -39 ATGGGCTCCACTCCGGTGTGTTGCATTTGGACGGTCCGT
CTTTATTTCTTAGTCTATCTATCTATCTACCCCAGATCAGCT
GTCTCTTGTGTCACTGTGTCAGAGTGTCGACGTTTTTGA

ATGGGCTCCACTCCGGTGTGTTGCATTTGGACGGT
CCGTCTTTATTTCTTAGTCTATCTATCTATCTACCCC
AGATCAGCTGTCTCTTGTGTCACTGTGTCAGAGTG
TCGACGTTTTTGA

MGSTPVCCIWTVRLYFLV
YLSIYPRSAVSCVTVSEC
RRF*

MGSTPVCCIWTVRL
YFLVYLSIYPRSAVS
CVTVSECRRF*

CAGTCCACAG ATAATCTGTT 0 H 0 0 0 0 0

6019 2971 ao AN6645.1 62.m03456 AO070295000020 0 -228 -199 ATGACGGGAAAGAGTAGCTCCACTCTTTAG ATGACGGGAAAGAGTAGCTCCACTCTTTAG MTGKSSSTL* MTGKSSSTL* AAGCCACCAA GCGCAGTTCA 0 H 0 0 0 0 0

6023 2972 af AN2268.1 71.m15913 AO070295000040 0 -253 -233 ATGATTCCGGAACAGAAGTAG ATGATTCCGGAACAGAAGTAG MIPEQK* MIPEQK* AGCCATAAGA TGGATACCTC 0 J FG07333.1 0 0 0 0
6024 2972 af AN2268.1 71.m15913 AO070295000040 0 -217 -206 ATGTATATCTAG ATGTATATCTAG MYI* MYI* ACCTCTTGAA CTTGCTATCT 0 J FG07333.1 0 0 0 0
6025 2972 af AN2268.1 71.m15913 AO070295000040 0 -183 -142 ATGAAGCTGATCACATGTGGAACCTCTTGTTATGCGGAGT

GA
ATGAAGCTGATCACATGTGGAACCTCTTGTTATGC
GGAGTGA

MKLITCGTSCYAE* MKLITCGTSCYAE* TGGTGGGGTG GCTCTGTTGC 0 J FG07333.1 0 0 0 0

6026 2972 af AN2268.1 71.m15913 AO070295000040 0 -169 -107 ATGTGGAACCTCTTGTTATGCGGAGTGAGCTCTGTTGCCT
TGCGTGGATGCCAGATCGTTTAG

ATGTGGAACCTCTTGTTATGCGGAGTGAGCTCTGT
TGCCTTGCGTGGATGCCAGATCGTTTAG

MWNLLLCGVSSVALRGC
QIV*

MWNLLLCGVSSVAL
RGCQIV*

AGCTGATCAC GCAAAAACCC 0 J FG07333.1 0 0 0 0

6027 2972 af AN2268.1 71.m15913 AO070295000040 0 -152 -81 ATGCGGAGTGAGCTCTGTTGCCTTGCGTGGATGCCAGAT
CGTTTAGGCAAAAACCCCTGCCCCTGCACGTGA

ATGCGGAGTGAGCTCTGTTGCCTTGCGTGGATGC
CAGATCGTTTAGGCAAAAACCCCTGCCCCTGCACG
TGA

MRSELCCLAWMPDRLG
KNPCPCT*

MRSELCCLAWMPD
RLGKNPCPCT*

ACCTCTTGTT CCATCTGAGA 0 J FG07333.1 0 0 0 0

6028 2972 af AN2268.1 71.m15913 AO070295000040 0 -122 -81 ATGCCAGATCGTTTAGGCAAAAACCCCTGCCCCTGCACGT
GA

ATGCCAGATCGTTTAGGCAAAAACCCCTGCCCCTG
CACGTGA

MPDRLGKNPCPCT* MPDRLGKNPCPCT* CCTTGCGTGG CCATCTGAGA 0 J FG07333.1 0 0 0 0

6020 2972 an AN2268.1 71.m15913 AO070295000040 0 -186 -142 ATGGCGGGGAATCGGGATGCGGGCCGATTGTGCCTGGC
CCTTTAG

ATGGCGGGGAATCGGGATGCGGGCCGATTGTG
CCTGGCCCTTTAG

MAGNRDAGRLCLAL* MAGNRDAGRLCLAL* AACCAAATAA GCATTAGCAA 0 J FG07333.1 0 0 0 0

6021 2972 an AN2268.1 71.m15913 AO070295000040 0 -170 -135 ATGCGGGCCGATTGTGCCTGGCCCTTTAGGCATTAG ATGCGGGCCGATTGTGCCTGGCCCTTTAGGCAT
TAG

MRADCAWPFRH* MRADCAWPFRH* GGGAATCGGG CAAAATAACA 0 J FG07333.1 0 0 0 0

6022 2972 an AN2268.1 71.m15913 AO070295000040 0 -123 -103 ATGCCAGATTTGTCAGGCTAG ATGCCAGATTTGTCAGGCTAG MPDLSG* MPDLSG* AAAATAACAT TAATTTCACG 0 J FG07333.1 0 0 0 0
6029 2972 ao AN2268.1 71.m15913 AO070295000040 0 -281 -234 ATGACTCTGGCACCGGATCGGCAGCGATCTAAAGTTATGG

ATGCCTAG
ATGACTCTGGCACCGGATCGGCAGCGATCT
AAAGTTATGGATGCCTAG

MTLAPDRQRSKVMDA* MTLAPDRQRSKVM
DA*

TCAATAACCC CTTGCTGGAT 0 J FG07333.1 0 0 0 0

6030 2972 ao AN2268.1 71.m15913 AO070295000040 0 -245 -234 ATGGATGCCTAG ATGGATGCCTAG MDA* MDA* ATCTAAAGTT CTTGCTGGAT 0 J FG07333.1 0 0 0 0
6031 2972 ao AN2268.1 71.m15913 AO070295000040 0 -241 -209 ATGCCTAGCTTGCTGGATGTGGTGCGGGGATGA ATGCCTAGCTTGCTGGATGTGGTGCGGGGA

TGA
MPSLLDVVRG* MPSLLDVVRG* AAAGTTATGG TTGAAGCTGA 0 J FG07333.1 0 0 0 0

6032 2972 ao AN2268.1 71.m15913 AO070295000040 0 -225 -205 ATGTGGTGCGGGGATGATTGA ATGTGGTGCGGGGATGATTGA MWCGDD* MWCGDD* AGCTTGCTGG AGCTGATCAC 0 J FG07333.1 0 0 0 0
6033 2972 ao AN2268.1 71.m15913 AO070295000040 0 -212 -141 ATGATTGAAGCTGATCACATGTGGATCCTCCCGCTGCCTT

TTCTCTCTGCGGAGCTTTTGTTCGTTGCCTGA
ATGATTGAAGCTGATCACATGTGGATCCTCC
CGCTGCCTTTTCTCTCTGCGGAGCTTTTGTT
CGTTGCCTGA

MIEADHMWILPLPFLSAE
LLFVA*

MIEADHMWILPLPFL
SAELLFVA*

TGGTGCGGGG GATTGCCGCC 0 J FG07333.1 0 0 0 0

6034 2972 ao AN2268.1 71.m15913 AO070295000040 0 -194 -141 ATGTGGATCCTCCCGCTGCCTTTTCTCTCTGCGGAGCTTT
TGTTCGTTGCCTGA

ATGTGGATCCTCCCGCTGCCTTTTCTCTCTG
CGGAGCTTTTGTTCGTTGCCTGA

MWILPLPFLSAELLFVA* MWILPLPFLSAELLF
VA*

AGCTGATCAC GATTGCCGCC 0 J FG07333.1 0 0 0 0

6035 2972 ao AN2268.1 71.m15913 AO070295000040 0 -94 -32 ATGTCCCGAACTCGATGTCTCCGATCCGGAAAACAATTTTT
GGGATGCCCAATCTTGAACTAG

ATGTCCCGAACTCGATGTCTCCGATCCGGA
AAACAATTTTTGGGATGCCCAATCTTGAACT
AG

MSRTRCLRSGKQFLGCP
ILN*

MSRTRCLRSGKQFL
GCPILN*

CCACGTGATC TCTACAGCGA 0 J FG07333.1 0 0 0 0

6036 2974 ao AN2293.1 71.m15941 AO070295000072 0 -136 -104 ATGGCGGCCAACTTGAACCTATCTTTTTCATAG ATGGCGGCCAACTTGAACCTATCTTTTTCAT
AG

MAANLNLSFS* MAANLNLSFS* GAAGCATTTC TCACGTGTGA 0 E 0 0 0 0 0

6037 2976 an AN1677.1 58.m07754 AO070299000001 0 -203 -78 ATGACCTCCCACCGAGTCTGCCATCGTGAGTATAAAGTCT
GGCTTCAAATCGCTCGAGGAATTTCCCATCATCAATTCCAT
TCCTCAATCTCTCTTCCACCTCGAGCTTCTCAGCGTTCGA
CCTAG

ATGACCTCCCACCGAGTCTGCCATCGTGAGTATA
AAGTCTGGCTTCAAATCGCTCGAGGAATTTCCCA
TCATCAATTCCATTCCTCAATCTCTCTTCCACCTC
GAGCTTCTCAGCGTTCGACCTAG

MTSHRVCHREYKVWLQI
ARGISHHQFHSSISLPPR
ASQRST*

MTSHRVCHREYKVWLQ
IARGISHHQFHSSISLPP
RASQRST*

ATGAGCTCCC CGCAACACCT 0 IQR 0 0 0 0 0

6038 2976 ao AN1677.1 58.m07754 AO070299000001 0 -287 -183 ATGACTCTCCCGGACCCAGAGTCATTCTTTCCCCTAGCAG
TCTCCAATGCCCATCGTGAAGTATATAAGTGTGATATTCCT
CGCCGTGTTGGAGTGACTGACTAG

ATGACTCTCCCGGACCCAGAGTCATTCTTTC
CCCTAGCAGTCTCCAATGCCCATCGTGAAG
TATATAAGTGTGATATTCCTCGCCGTGTTGG
AGTGACTGACTAG

MTLPDPESFFPLAVSNAH
REVYKCDIPRRVGVTD*

MTLPDPESFFPLAV
SNAHREVYKCDIPR
RVGVTD*

ATGAGGCCTC ACATCATCAA 0 IQR 0 0 0 0 0

6039 2976 ao AN1677.1 58.m07754 AO070299000001 0 -241 -191 ATGCCCATCGTGAAGTATATAAGTGTGATATTCCTCGCCG
TGTTGGAGTGA

ATGCCCATCGTGAAGTATATAAGTGTGATAT
TCCTCGCCGTGTTGGAGTGA

MPIVKYISVIFLAVLE* MPIVKYISVIFLAVLE* GCAGTCTCCA CTGACTAGAC 0 IQR 0 0 0 0 0

6040 2978 af AN1667.1 58.m07731 AO070299000049 0 -203 -21 ATGTGCAAGAAAATCCGCTTCATCTTTTCTAACTCCTATGA
TATTGAGACCGCCGTCTTCGGTCGTTCATTGCTTGCTACC
TTCTTATCTGGCCACTTGCCAAGGCTGGAGATCGCTTGCT
CCTCAATCTCCGCTGGCCCCTTTTCTATTCAAAAGAGACTT
GCCGCTTTCTCGGGACCCTGA

ATGTGCAAGAAAATCCGCTTCATCTTTTCTAACTCC
TATGATATTGAGACCGCCGTCTTCGGTCGTTCATT
GCTTGCTACCTTCTTATCTGGCCACTTGCCAAGGC
TGGAGATCGCTTGCTCCTCAATCTCCGCTGGCCCC
TTTTCTATTCAAAAGAGACTTGCCGCTTTCTCGGGA
CCCTGA

MCKKIRFIFSNSYDIETAV
FGRSLLATFLSGHLPRLEI
ACSSISAGPFSIQKRLAAF
SGP*

MCKKIRFIFSNSYDI
ETAVFGRSLLATFLS
GHLPRLEIACSSISA
GPFSIQKRLAAFSG
P*

TGCACGGACC GAAAACTGCG 0  0 0 0 0 0

6041 2978 ao AN1667.1 58.m07731 AO070299000049 0 -111 -100 ATGGAGAGTTGA ATGGAGAGTTGA MES* MES* CGAATTGCGG TTTGTTTGAT 0  0 0 0 0 0
6042 2979 an AN1636.1 58.m07726 AO070299000057 0 -213 -121 ATGAAACAAACACCTCGGATCCCCAGCCACGGAGTCGAA

CCTGAGCCCGCGCTTCGCCGCCCTTTTTTTCTGCCGATAC
CAATTTCGGTTTAG

ATGAAACAAACACCTCGGATCCCCAGCCACGGA
GTCGAACCTGAGCCCGCGCTTCGCCGCCCTTTT
TTTCTGCCGATACCAATTTCGGTTTAG

MKQTPRIPSHGVEPEPAL
RRPFFLPIPISV*

MKQTPRIPSHGVEPEPA
LRRPFFLPIPISV*

AGACGGAGAA TGCCGATTTC 0  0 0 0 0 0

6043 2979 ao AN1636.1 58.m07726 AO070299000057 0 -149 -57 ATGTGGCTTAGCGCCCATTTCAATTTCAACTTGGACGAGC
ATCTGGAAGCGCTCCCCGTGATCAATCAACAAGATCCCAT
TCTCACCCACTGA

ATGTGGCTTAGCGCCCATTTCAATTTCAACT
TGGACGAGCATCTGGAAGCGCTCCCCGTG
ATCAATCAACAAGATCCCATTCTCACCCACT
GA

MWLSAHFNFNLDEHLEA
LPVINQQDPILTH*

MWLSAHFNFNLDE
HLEALPVINQQDPIL
TH*

CCTCACCCAA CCTGATCGGA 0  0 0 0 0 0

6044 2980 af AN2351.1 65.m07205 AO070299000101 0 -199 -116 ATGACCGCCACTTCTACTTGGATTGGCCATGCGAATCGTC
ATTTCAGGTTCTCCCCCCCCCCGACCGTAAAGAAACCCGT
TTAG

ATGACCGCCACTTCTACTTGGATTGGCCATGCGAA
TCGTCATTTCAGGTTCTCCCCCCCCCCGACCGTAA
AGAAACCCGTTTAG

MTATSTWIGHANRHFRF
SPPPTVKKPV*

MTATSTWIGHANRH
FRFSPPPTVKKPV*

GAACGGCCGA AATCTCCAAC 0 CR 0 MG09007.1 0 0 0

6045 2980 af AN2351.1 65.m07205 AO070299000101 0 -171 -130 ATGCGAATCGTCATTTCAGGTTCTCCCCCCCCCCGACCGT
AA

ATGCGAATCGTCATTTCAGGTTCTCCCCCCCCCCG
ACCGTAA

MRIVISGSPPPRP* MRIVISGSPPPRP* TGGATTGGCC AGAAACCCGT 0 CR 0 MG09007.1 0 0 0

6046 2980 ao AN2351.1 65.m07205 AO070299000101 0 -167 -114 ATGCCTCTGCGCTCAGCGGGTATCCGTGAAGACTCTCTAA
ACGCAGATGTATAA

ATGCCTCTGCGCTCAGCGGGTATCCGTGAA
GACTCTCTAAACGCAGATGTATAA

MPLRSAGIREDSLNADV* MPLRSAGIREDSLN
ADV*

CCATTTTTGC AGCATGGTCT 0 CR 0 MG09007.1 0 0 0

6047 2980 ao AN2351.1 65.m07205 AO070299000101 0 -121 -14 ATGTATAAAGCATGGTCTCTCTCGAGTATGCTCTATTTCCA
AAAAGCACTGCACTTCATCGCACCTACACTTCGTCCATTCT
CTGTCAGCCGAACAGGACACACATAA

ATGTATAAAGCATGGTCTCTCTCGAGTATGC
TCTATTTCCAAAAAGCACTGCACTTCATCGC
ACCTACACTTCGTCCATTCTCTGTCAGCCGA
ACAGGACACACATAA

MYKAWSLSSMLYFQKAL
HFIAPTLRPFSVSRTGHT*

MYKAWSLSSMLYF
QKALHFIAPTLRPFS
VSRTGHT*

CTAAACGCAG CCTTTCTCCC 0 CR 0 MG09007.1 0 0 0

6048 2980 ao AN2351.1 65.m07205 AO070299000101 0 -94 -14 ATGCTCTATTTCCAAAAAGCACTGCACTTCATCGCACCTAC
ACTTCGTCCATTCTCTGTCAGCCGAACAGGACACACATAA

ATGCTCTATTTCCAAAAAGCACTGCACTTCA
TCGCACCTACACTTCGTCCATTCTCTGTCAG
CCGAACAGGACACACATAA

MLYFQKALHFIAPTLRPF
SVSRTGHT*

MLYFQKALHFIAPTL
RPFSVSRTGHT*

TCTCTCGAGT CCTTTCTCCC 0 CR 0 MG09007.1 0 0 0

6052 2982 af AN2532.1 59.m08443 AO070300000057 0 -280 -101 ATGAACCCGATCGCGTGTCATATCCCAGAAATGGTTAGGC
GCTCCCAGAGTGGGGCAGCCCACTCCGGCACTGTCGAC
CAACCACAACGTAAGGCACGGAAAGCTTCCGTTGTGAAAC
CGATTCCGAAATTCCGAGGCTCCGATATCCTTGGGCCTCC
CCCTCACATCCCAATCAGGTAA

ATGAACCCGATCGCGTGTCATATCCCAGAAATGGT
TAGGCGCTCCCAGAGTGGGGCAGCCCACTCCGG
CACTGTCGACCAACCACAACGTAAGGCACGGAAA
GCTTCCGTTGTGAAACCGATTCCGAAATTCCGAGG
CTCCGATATCCTTGGGCCTCCCCCTCACATCCCAA
TCAGGTAA

MNPIACHIPEMVRRSQSG
AAHSGTVDQPQRKARKA
SVVKPIPKFRGSDILGPPP
HIPIR*

MNPIACHIPEMVRR
SQSGAAHSGTVDQ
PQRKARKASVVKPI
PKFRGSDILGPPPHI
PIR*

GCTAGGTGCA GAAATACGCC 0 Q 0 0 0 0 0

6053 2982 af AN2532.1 59.m08443 AO070300000057 0 -250 -101 ATGGTTAGGCGCTCCCAGAGTGGGGCAGCCCACTCCGG
CACTGTCGACCAACCACAACGTAAGGCACGGAAAGCTTC
CGTTGTGAAACCGATTCCGAAATTCCGAGGCTCCGATATC
CTTGGGCCTCCCCCTCACATCCCAATCAGGTAA

ATGGTTAGGCGCTCCCAGAGTGGGGCAGCCCACT
CCGGCACTGTCGACCAACCACAACGTAAGGCACG
GAAAGCTTCCGTTGTGAAACCGATTCCGAAATTCC
GAGGCTCCGATATCCTTGGGCCTCCCCCTCACATC
CCAATCAGGTAA

MVRRSQSGAAHSGTVD
QPQRKARKASVVKPIPKF
RGSDILGPPPHIPIR*

MVRRSQSGAAHSG
TVDQPQRKARKASV
VKPIPKFRGSDILGP
PPHIPIR*

TATCCCAGAA GAAATACGCC 0 Q 0 0 0 0 0

6049 2982 an AN2532.1 59.m08443 AO070300000057 0 -207 -166 ATGAGCTTTAAACTGTATCCAGCAAGTCCAGCCGACTTCT
GA

ATGAGCTTTAAACTGTATCCAGCAAGTCCAGCCG
ACTTCTGA

MSFKLYPASPADF* MSFKLYPASPADF* TGATATAGCC AGCTCCCCTC 0 Q 0 0 0 0 0

6050 2982 an AN2532.1 59.m08443 AO070300000057 0 -94 -71 ATGGGCCGTTGCCAAAGTACCTGA ATGGGCCGTTGCCAAAGTACCTGA MGRCQST* MGRCQST* GAGGGGTCGG ATGATTTACT 0 Q 0 0 0 0 0
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6051 2982 an AN2532.1 59.m08443 AO070300000057 0 -70 -5 ATGATTTACTACAAAGCGACTGCTTCCCTCGTTGTAGATTC
TTTCAATAATTCTTTTCACAACTGA

ATGATTTACTACAAAGCGACTGCTTCCCTCGTTG
TAGATTCTTTCAATAATTCTTTTCACAACTGA

MIYYKATASLVVDSFNNS
FHN*

MIYYKATASLVVDSFNN
SFHN*

AAGTACCTGA AACTATGGCC 0 Q 0 0 0 0 0

6054 2982 ao AN2532.1 59.m08443 AO070300000057 0 -74 -3 ATGCATAATAAGCGCGCCTCTTCCTACCTTTCGTCCTCTTT
TTTCCTCAGACTATCAACAGATCCAAATTAA

ATGCATAATAAGCGCGCCTCTTCCTACCTTT
CGTCCTCTTTTTTCCTCAGACTATCAACAGA
TCCAAATTAA

MHNKRASSYLSSSFFLRL
STDPN*

MHNKRASSYLSSSF
FLRLSTDPN*

CGCTGGCTTC CCATGGCGCC 0 Q 0 0 0 0 0

6055 2985 af AN5613.1 58.m07536 AO070301000012 0 -227 -204 ATGGATTCATCTGGTGCTACTTGA ATGGATTCATCTGGTGCTACTTGA MDSSGAT* MDSSGAT* ACTTCAGGTG TTCATCATCA 0 F 0 0 0 0 0
6056 2985 af AN5613.1 58.m07536 AO070301000012 0 -119 -69 ATGCGAACCAGCTTCTCCATTCGACTATACACAAAGGAAG

CTACTGCCTGA
ATGCGAACCAGCTTCTCCATTCGACTATACACAAA
GGAAGCTACTGCCTGA

MRTSFSIRLYTKEATA* MRTSFSIRLYTKEAT
A*

CGCTAGACTC GCTGGGAGAG 0 F 0 0 0 0 0

6057 2985 ao AN5613.1 58.m07536 AO070301000012 0 -181 -110 ATGAATACTACCCTATGCCTCCTCGATTCTCTCCCCACTTA
TAAATATATGTCCTTCGTCAGACCCTCGTGA

ATGAATACTACCCTATGCCTCCTCGATTCTC
TCCCCACTTATAAATATATGTCCTTCGTCAG
ACCCTCGTGA

MNTTLCLLDSLPTYKYMS
FVRPS*

MNTTLCLLDSLPTYK
YMSFVRPS*

GCTGTACGGC ACGTCTTACA 0 F 0 0 0 0 0

6058 2985 ao AN5613.1 58.m07536 AO070301000012 0 -167 -138 ATGCCTCCTCGATTCTCTCCCCACTTATAA ATGCCTCCTCGATTCTCTCCCCACTTATAA MPPRFSPHL* MPPRFSPHL* ATACTACCCT ATATATGTCC 0 F 0 0 0 0 0
6059 2985 ao AN5613.1 58.m07536 AO070301000012 0 -133 -110 ATGTCCTTCGTCAGACCCTCGTGA ATGTCCTTCGTCAGACCCTCGTGA MSFVRPS* MSFVRPS* TTATAAATAT ACGTCTTACA 0 F 0 0 0 0 0
6060 2986 af AN5626.1 58.m07549 AO070301000025 0 -139 -59 ATGTGCATGCTTCCGGTGCTCACAAAAGCTGACCCCCGCA

TCTTTAGCAGCTTGTCCCAACCTTTCCTACTTTTCTCCTGA
ATGTGCATGCTTCCGGTGCTCACAAAAGCTGACCC
CCGCATCTTTAGCAGCTTGTCCCAACCTTTCCTACT
TTTCTCCTGA

MCMLPVLTKADPRIFSSL
SQPFLLFS*

MCMLPVLTKADPRI
FSSLSQPFLLFS*

GCTCACGGGC AACTTTGCAA 0 I 0 0 0 0 0

6061 2986 af AN5626.1 58.m07549 AO070301000025 0 -133 -59 ATGCTTCCGGTGCTCACAAAAGCTGACCCCCGCATCTTTA
GCAGCTTGTCCCAACCTTTCCTACTTTTCTCCTGA

ATGCTTCCGGTGCTCACAAAAGCTGACCCCCGCAT
CTTTAGCAGCTTGTCCCAACCTTTCCTACTTTTCTC
CTGA

MLPVLTKADPRIFSSLSQ
PFLLFS*

MLPVLTKADPRIFSS
LSQPFLLFS*

GGGCATGTGC AACTTTGCAA 0 I 0 0 0 0 0

6062 2987 af AN5632.1 58.m07556 AO070301000031 0 -254 -201 ATGCCGGATTCAGGGAACCATACTCATGAAATCCAGTTCT
GGAAGTTTAATTAG

ATGCCGGATTCAGGGAACCATACTCATGAAATCCA
GTTCTGGAAGTTTAATTAG

MPDSGNHTHEIQFWKFN
*

MPDSGNHTHEIQF
WKFN*

CTGATCAGCG TATGCGAAGT 0 U 0 0 NCU04541.1 0 0

6063 2987 af AN5632.1 58.m07556 AO070301000031 0 -229 -119 ATGAAATCCAGTTCTGGAAGTTTAATTAGTATGCGAAGTAA
TGTGAAGCTGCTGTCGAGGTCTACTAAGGTTTTGACAGCT
CCAAGACCTTTGTTCGATCTTCGTTGCTAG

ATGAAATCCAGTTCTGGAAGTTTAATTAGTATGCGA
AGTAATGTGAAGCTGCTGTCGAGGTCTACTAAGGT
TTTGACAGCTCCAAGACCTTTGTTCGATCTTCGTTG
CTAG

MKSSSGSLISMRSNVKLL
SRSTKVLTAPRPLFDLRC
*

MKSSSGSLISMRSN
VKLLSRSTKVLTAPR
PLFDLRC*

AACCATACTC CCTGGGGCAT 0 U 0 0 NCU04541.1 0 0

6064 2987 af AN5632.1 58.m07556 AO070301000031 0 -199 -119 ATGCGAAGTAATGTGAAGCTGCTGTCGAGGTCTACTAAGG
TTTTGACAGCTCCAAGACCTTTGTTCGATCTTCGTTGCTAG

ATGCGAAGTAATGTGAAGCTGCTGTCGAGGTCTAC
TAAGGTTTTGACAGCTCCAAGACCTTTGTTCGATCT
TCGTTGCTAG

MRSNVKLLSRSTKVLTAP
RPLFDLRC*

MRSNVKLLSRSTKV
LTAPRPLFDLRC*

TTTAATTAGT CCTGGGGCAT 0 U 0 0 NCU04541.1 0 0

6065 2987 ao AN5632.1 58.m07556 AO070301000031 0 -263 -228 ATGCGAATCCTTGAAACCTATGGAGTTGCCAGTTAA ATGCGAATCCTTGAAACCTATGGAGTTGCCA
GTTAA

MRILETYGVAS* MRILETYGVAS* CTGTCAGGTG TCATATGAAA 0 U 0 0 NCU04541.1 0 0

6066 2987 ao AN5632.1 58.m07556 AO070301000031 0 -244 -170 ATGGAGTTGCCAGTTAATCATATGAAACAGGCTACTCCAG
TGCTAATACTCCGTAGACTACAGAGTACCACTTAG

ATGGAGTTGCCAGTTAATCATATGAAACAGG
CTACTCCAGTGCTAATACTCCGTAGACTACA
GAGTACCACTTAG

MELPVNHMKQATPVLILR
RLQSTT*

MELPVNHMKQATP
VLILRRLQSTT*

CTTGAAACCT TATTCGAAGC 0 U 0 0 NCU04541.1 0 0

6067 2987 ao AN5632.1 58.m07556 AO070301000031 0 -223 -170 ATGAAACAGGCTACTCCAGTGCTAATACTCCGTAGACTAC
AGAGTACCACTTAG

ATGAAACAGGCTACTCCAGTGCTAATACTCC
GTAGACTACAGAGTACCACTTAG

MKQATPVLILRRLQSTT* MKQATPVLILRRLQ
STT*

AGTTAATCAT TATTCGAAGC 0 U 0 0 NCU04541.1 0 0

6069 2988 af AN5646.1 58.m07559 AO070301000034 0 -236 -171 ATGTTGATGCGGCTGAACCTCGGTACTTTCACAGGTTCCT
GGATACACGAACACTGCAAAGGGTAA

ATGTTGATGCGGCTGAACCTCGGTACTTTCACAGG
TTCCTGGATACACGAACACTGCAAAGGGTAA

MLMRLNLGTFTGSWIHE
HCKG*

MLMRLNLGTFTGS
WIHEHCKG*

AGCCGGAACA CAGGACCGAG 0 I 0 0 0 0 0

6070 2988 af AN5646.1 58.m07559 AO070301000034 0 -230 -171 ATGCGGCTGAACCTCGGTACTTTCACAGGTTCCTGGATAC
ACGAACACTGCAAAGGGTAA

ATGCGGCTGAACCTCGGTACTTTCACAGGTTCCTG
GATACACGAACACTGCAAAGGGTAA

MRLNLGTFTGSWIHEHC
KG*

MRLNLGTFTGSWIH
EHCKG*

AACAATGTTG CAGGACCGAG 0 I 0 0 0 0 0

6068 2988 an AN5646.1 58.m07559 AO070301000034 0 -179 -168 ATGGCTACATAA ATGGCTACATAA MAT* MAT* TTTTCACAGG TCAATAAGGA 0 I 0 0 0 0 0
6071 2988 ao AN5646.1 58.m07559 AO070301000034 0 -227 ATGACGCGGGTGAGCCTCGGTACTTTCACAGGACCGGCG

ATGAGCATACAAAAAGGCAACAGAACCGACCAAGTGGATT
CTACTCCACGTTGTCTCCCCCGGGTTCACGATATAAAGAG
GAATCCTGTCGCTTCTCTTTTCTCTCTCTATCCCCCTACTA
TCTATTTGATTGTTGATACCCATTTCATTCCTCTTCTGTATT
TTCTCAAAATTTCACTGACGTCATAA

ATGACGCGGGTGAGCCTCGGTACTTTCACA
GGACCGGCGATGAGCATACAAAAAGGCAAC
AGAACCGACCAAGTGGATTCTACTCCACGT
TGTCTCCCCCGGGTTCACGATATAAAGAGG
AATCCTGTCGCTTCTCTTTTCTCTCTCTATCC
CCCTACTATCTATTTGATTGTTGATACCCATT
TCATTCCTCTTCTGTATTTTCTCAAAATTTCA
CTGACGTCATAA

MTRVSLGTFTGPAMSIQK
GNRTDQVDSTPRCLPRV
HDIKRNPVASLFSLYPPTI
YLIVDTHFIPLLYFLKISLTS
*

MTRVSLGTFTGPAM
SIQKGNRTDQVDST
PRCLPRVHDIKRNP
VASLFSLYPPTIYLIV
DTHFIPLLYFLKISLT
S*

CGGAATAACG TGTCTTCTGG 0 I 0 0 0 0 0

6072 2988 ao AN5646.1 58.m07559 AO070301000034 0 -188 ATGAGCATACAAAAAGGCAACAGAACCGACCAAGTGGATT
CTACTCCACGTTGTCTCCCCCGGGTTCACGATATAAAGAG
GAATCCTGTCGCTTCTCTTTTCTCTCTCTATCCCCCTACTA
TCTATTTGATTGTTGATACCCATTTCATTCCTCTTCTGTATT
TTCTCAAAATTTCACTGACGTCATAA

ATGAGCATACAAAAAGGCAACAGAACCGAC
CAAGTGGATTCTACTCCACGTTGTCTCCCCC
GGGTTCACGATATAAAGAGGAATCCTGTCG
CTTCTCTTTTCTCTCTCTATCCCCCTACTATC
TATTTGATTGTTGATACCCATTTCATTCCTCT
TCTGTATTTTCTCAAAATTTCACTGACGTCAT
AA

MSIQKGNRTDQVDSTPR
CLPRVHDIKRNPVASLFS
LYPPTIYLIVDTHFIPLLYFL
KISLTS*

MSIQKGNRTDQVDS
TPRCLPRVHDIKRN
PVASLFSLYPPTIYLI
VDTHFIPLLYFLKISL
TS*

AGGACCGGCG TGTCTTCTGG 0 I 0 0 0 0 0

6074 2989 af AN1964.1 58.m07569 AO070301000045 0 -242 -144 ATGGATCGCTTCACCAAAGATGAAGATTGGTTAGAAATCC
GGGTAGGAGGGGCTGACATAAGAAGCCCTACCGACAGG
CGCTGTACCCGACTCGGCTAG

ATGGATCGCTTCACCAAAGATGAAGATTGGTTAGA
AATCCGGGTAGGAGGGGCTGACATAAGAAGCCCT
ACCGACAGGCGCTGTACCCGACTCGGCTAG

MDRFTKDEDWLEIRVGG
ADIRSPTDRRCTRLG*

MDRFTKDEDWLEIR
VGGADIRSPTDRRC
TRLG*

AATTAATAAG TACACCTTAG 0 J 0 0 NCU08502.1 0 0

6075 2989 af AN1964.1 58.m07569 AO070301000045 0 -223 -209 ATGAAGATTGGTTAG ATGAAGATTGGTTAG MKIG* MKIG* TTCACCAAAG AAATCCGGGT 0 J 0 0 NCU08502.1 0 0

6073 2989 an AN1964.1 58.m07569 AO070301000045 0 -242 -231 ATGCCTGAATAA ATGCCTGAATAA MPE* MPE* ATCAGAATCG AGGATTACCT 0 J 0 0 NCU08502.1 0 0

6076 2989 ao AN1964.1 58.m07569 AO070301000045 0 -249 -190 ATGATCATCTCGAATGGGCATCCTTACAGTCTGGAAATTC
CCAAAAGGGAAAGCGGCTGA

ATGATCATCTCGAATGGGCATCCTTACAGTC
TGGAAATTCCCAAAAGGGAAAGCGGCTGA

MIISNGHPYSLEIPKRESG
*

MIISNGHPYSLEIPK
RESG*

AAGAAGTTTG CATAAGAAGC 0 J 0 0 NCU08502.1 0 0

6077 2989 ao AN1964.1 58.m07569 AO070301000045 0 -236 -171 ATGGGCATCCTTACAGTCTGGAAATTCCCAAAAGGGAAAG
CGGCTGACATAAGAAGCCCTATTTAG

ATGGGCATCCTTACAGTCTGGAAATTCCCAA
AAGGGAAAGCGGCTGACATAAGAAGCCCTA
TTTAG

MGILTVWKFPKGKAADIR
SPI*

MGILTVWKFPKGKA
ADIRSPI*

ATCATCTCGA CGGCACTAAC 0 J 0 0 NCU08502.1 0 0

6078 2989 ao AN1964.1 58.m07569 AO070301000045 0 -149 -60 ATGGTGGATGTTAGTCAGCCGCCCACAGAGGGAAATCTC
GCTACACCACAGCGGCCAAAAATCCCAAGTACTGAATCTC
CGACGACCTAA

ATGGTGGATGTTAGTCAGCCGCCCACAGAG
GGAAATCTCGCTACACCACAGCGGCCAAAA
ATCCCAAGTACTGAATCTCCGACGACCTAA

MVDVSQPPTEGNLATPQ
RPKIPSTESPTT*

MVDVSQPPTEGNLA
TPQRPKIPSTESPTT
*

CCGAACGGGG CCTCCTCGAC 0 J 0 0 NCU08502.1 0 0

6080 2990 af AN1965.1 58.m07570 AO070301000046 0 -244 -158 ATGGTTTCATTGGGGAAAAAAAGTTCGATCAAAGTTGCCC
GCGGGGCTTCATTTTGGATCTTCATCCTTGAATTCACCGA
GATTTAG

ATGGTTTCATTGGGGAAAAAAAGTTCGATCAAAGTT
GCCCGCGGGGCTTCATTTTGGATCTTCATCCTTGA
ATTCACCGAGATTTAG

MVSLGKKSSIKVARGASF
WIFILEFTEI*

MVSLGKKSSIKVAR
GASFWIFILEFTEI*

CGGGACGGCA ATCGTTCCCT 0 FE 0 MG07148.1 0 0 0

6085 2991 af AN1967.1 58.m07572 AO070301000051 0 -151 -59 ATGATGTCCCACAAGCTCAGCACATGGTGGATGTATTGGA
TGCTGCAGGCCTCATGCATTTTCTTCTCGCAAAGGTGCCC
AGTGCTGATGTGA

ATGATGTCCCACAAGCTCAGCACATGGTGGATGTA
TTGGATGCTGCAGGCCTCATGCATTTTCTTCTCGC
AAAGGTGCCCAGTGCTGATGTGA

MMSHKLSTWWMYWML
QASCIFFSQRCPVLM*

MMSHKLSTWWMY
WMLQASCIFFSQRC
PVLM*

GTGAGTCGCA CTTGGTAGTT 0 R 0 0 0 0 0

6086 2991 af AN1967.1 58.m07572 AO070301000051 0 -148 -59 ATGTCCCACAAGCTCAGCACATGGTGGATGTATTGGATGC
TGCAGGCCTCATGCATTTTCTTCTCGCAAAGGTGCCCAGT
GCTGATGTGA

ATGTCCCACAAGCTCAGCACATGGTGGATGTATTG
GATGCTGCAGGCCTCATGCATTTTCTTCTCGCAAA
GGTGCCCAGTGCTGATGTGA

MSHKLSTWWMYWMLQA
SCIFFSQRCPVLM*

MSHKLSTWWMYW
MLQASCIFFSQRCP
VLM*

AGTCGCAATG CTTGGTAGTT 0 R 0 0 0 0 0

6087 2991 af AN1967.1 58.m07572 AO070301000051 0 -128 -51 ATGGTGGATGTATTGGATGCTGCAGGCCTCATGCATTTTC
TTCTCGCAAAGGTGCCCAGTGCTGATGTGACTTGGTAG

ATGGTGGATGTATTGGATGCTGCAGGCCTCATGCA
TTTTCTTCTCGCAAAGGTGCCCAGTGCTGATGTGA
CTTGGTAG

MVDVLDAAGLMHFLLAK
VPSADVTW*

MVDVLDAAGLMHFL
LAKVPSADVTW*

AGCTCAGCAC TTTATTTGTA 0 R 0 0 0 0 0

6088 2991 af AN1967.1 58.m07572 AO070301000051 0 -121 -59 ATGTATTGGATGCTGCAGGCCTCATGCATTTTCTTCTCGCA
AAGGTGCCCAGTGCTGATGTGA

ATGTATTGGATGCTGCAGGCCTCATGCATTTTCTTC
TCGCAAAGGTGCCCAGTGCTGATGTGA

MYWMLQASCIFFSQRCP
VLM*

MYWMLQASCIFFSQ
RCPVLM*

CACATGGTGG CTTGGTAGTT 0 R 0 0 0 0 0

6089 2991 af AN1967.1 58.m07572 AO070301000051 0 -112 -59 ATGCTGCAGGCCTCATGCATTTTCTTCTCGCAAAGGTGCC
CAGTGCTGATGTGA

ATGCTGCAGGCCTCATGCATTTTCTTCTCGCAAAG
GTGCCCAGTGCTGATGTGA

MLQASCIFFSQRCPVLM* MLQASCIFFSQRCP
VLM*

GATGTATTGG CTTGGTAGTT 0 R 0 0 0 0 0

6090 2991 af AN1967.1 58.m07572 AO070301000051 0 -98 -51 ATGCATTTTCTTCTCGCAAAGGTGCCCAGTGCTGATGTGA
CTTGGTAG

ATGCATTTTCTTCTCGCAAAGGTGCCCAGTGCTGA
TGTGACTTGGTAG

MHFLLAKVPSADVTW* MHFLLAKVPSADVT
W*

TGCAGGCCTC TTTATTTGTA 0 R 0 0 0 0 0

6083 2991 an AN1967.1 58.m07572 AO070301000051 0 -141 -121 ATGCCTCTTTCCTTCACGTGA ATGCCTCTTTCCTTCACGTGA MPLSFT* MPLSFT* TTAATAAGGT GCTTAGCCAG 0 R 0 0 0 0 0
6084 2991 an AN1967.1 58.m07572 AO070301000051 0 -82 -65 ATGGCTGACATTGCATAG ATGGCTGACATTGCATAG MADIA* MADIA* TACTAAAAGC GCAGGCTTTA 0 R 0 0 0 0 0
6091 2991 ao AN1967.1 58.m07572 AO070301000051 0 -244 -80 ATGTGCCCCTCGTGCCATGGAAATCTTTCTCTATTGCTCTC

CTGGCTTTGCTCAATCTCTACGACGACCTTATGGTTATCTC
TTCTTCCTTTGCTTATGAAAGAAGATATTGGAGGGAAAGGA
GCCACCGTTGTTTCTAAGATCATCAGCACTGATATTCGATA
G

ATGTGCCCCTCGTGCCATGGAAATCTTTCTC
TATTGCTCTCCTGGCTTTGCTCAATCTCTAC
GACGACCTTATGGTTATCTCTTCTTCCTTTG
CTTATGAAAGAAGATATTGGAGGGAAAGGA
GCCACCGTTGTTTCTAAGATCATCAGCACTG
ATATTCGATAG

MCPSCHGNLSLLLSWLC
SISTTTLWLSLLPLLMKED
IGGKGATVVSKIISTDIR*

MCPSCHGNLSLLLS
WLCSISTTTLWLSLL
PLLMKEDIGGKGAT
VVSKIISTDIR*

GTGGGTGACT CAGTTAATAT 0 R 0 0 0 0 0

6092 2991 ao AN1967.1 58.m07572 AO070301000051 0 -228 -145 ATGGAAATCTTTCTCTATTGCTCTCCTGGCTTTGCTCAATC
TCTACGACGACCTTATGGTTATCTCTTCTTCCTTTGCTTAT
GA

ATGGAAATCTTTCTCTATTGCTCTCCTGGCT
TTGCTCAATCTCTACGACGACCTTATGGTTA
TCTCTTCTTCCTTTGCTTATGA

MEIFLYCSPGFAQSLRRP
YGYLFFLCL*

MEIFLYCSPGFAQS
LRRPYGYLFFLCL*

CCCTCGTGCC AAGAAGATAT 0 R 0 0 0 0 0

6093 2991 ao AN1967.1 58.m07572 AO070301000051 0 -173 -105 ATGGTTATCTCTTCTTCCTTTGCTTATGAAAGAAGATATTG
GAGGGAAAGGAGCCACCGTTGTTTCTAA

ATGGTTATCTCTTCTTCCTTTGCTTATGAAAG
AAGATATTGGAGGGAAAGGAGCCACCGTTG
TTTCTAA

MVISSSFAYERRYWRER
SHRCF*

MVISSSFAYERRYW
RERSHRCF*

CGACGACCTT GATCATCAGC 0 R 0 0 0 0 0

6094 2991 ao AN1967.1 58.m07572 AO070301000051 0 -148 -80 ATGAAAGAAGATATTGGAGGGAAAGGAGCCACCGTTGTTT
CTAAGATCATCAGCACTGATATTCGATAG

ATGAAAGAAGATATTGGAGGGAAAGGAGCC
ACCGTTGTTTCTAAGATCATCAGCACTGATA
TTCGATAG

MKEDIGGKGATVVSKIIST
DIR*

MKEDIGGKGATVVS
KIISTDIR*

TCCTTTGCTT CAGTTAATAT 0 R 0 0 0 0 0

6099 2992 af AN1970.1 58.m07575 AO070301000054 0 -277 -254 ATGCTTTATTATCCAGCGAGGTGA ATGCTTTATTATCCAGCGAGGTGA MLYYPAR* MLYYPAR* AAGGAAATAA TGCTGCTGGC 0 J 0 0 0 0 0
6100 2992 af AN1970.1 58.m07575 AO070301000054 0 -254 -9 ATGCTGCTGGCCGAATTTCAACCGCGCAGCTCAAAGGGTT

CAAGCAATGATAGCGGTGCGTTGCCAAGGCGGTCAGCAC
CCCAAAGAATCCGCCCAAATTCTTTCCATCTAGCACACTTT
CCGATCATTTTACTAGCGGACGGTGCTCTATCGGGCTACG
ATTTCCCTCATCAGCAGTCTTTTGTCGGCTGTCTACACTTG
ATTTCCTACTGTCATGCCATTGCTCATGCAGTTTCTATAAC
TTGA

ATGCTGCTGGCCGAATTTCAACCGCGCAGCTCAAA
GGGTTCAAGCAATGATAGCGGTGCGTTGCCAAGG
CGGTCAGCACCCCAAAGAATCCGCCCAAATTCTTT
CCATCTAGCACACTTTCCGATCATTTTACTAGCGGA
CGGTGCTCTATCGGGCTACGATTTCCCTCATCAGC
AGTCTTTTGTCGGCTGTCTACACTTGATTTCCTACT
GTCATGCCATTGCTCATGCAGTTTCTATAACTTGA

MLLAEFQPRSSKGSSND
SGALPRRSAPQRIRPNSF
HLAHFPIILLADGALSGYD
FPHQQSFVGCLHLISYCH
AIAHAVSIT*

MLLAEFQPRSSKGS
SNDSGALPRRSAPQ
RIRPNSFHLAHFPIIL
LADGALSGYDFPHQ
QSFVGCLHLISYCH
AIAHAVSIT*

CAGCGAGGTG TTATCAAAAT 0 J 0 0 0 0 0

6101 2992 af AN1970.1 58.m07575 AO070301000054 0 -208 -143 ATGATAGCGGTGCGTTGCCAAGGCGGTCAGCACCCCAAA
GAATCCGCCCAAATTCTTTCCATCTAG

ATGATAGCGGTGCGTTGCCAAGGCGGTCAGCACC
CCAAAGAATCCGCCCAAATTCTTTCCATCTAG

MIAVRCQGGQHPKESAQ
ILSI*

MIAVRCQGGQHPK
ESAQILSI*

GGTTCAAGCA CACACTTTCC 0 J 0 0 0 0 0

6095 2992 an AN1970.1 58.m07575 AO070301000054 0 -195 -166 ATGAGGAGTCTAGAATGCAGCTGTTGCTGA ATGAGGAGTCTAGAATGCAGCTGTTGCTGA MRSLECSCC* MRSLECSCC* ATTATTGATA AATCCGTTCG 0 J 0 0 0 0 0
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6096 2992 an AN1970.1 58.m07575 AO070301000054 0 -181 -101 ATGCAGCTGTTGCTGAAATCCGTTCGCTATTATGCCAAGG
CGGTCAGCAACTCCAAATTCTTCCAACCAAATTGTCTCTAG

ATGCAGCTGTTGCTGAAATCCGTTCGCTATTATG
CCAAGGCGGTCAGCAACTCCAAATTCTTCCAACC
AAATTGTCTCTAG

MQLLLKSVRYYAKAVSNS
KFFQPNCL*

MQLLLKSVRYYAKAVSN
SKFFQPNCL*

GGAGTCTAGA CCTCATCAAC 0 J 0 0 0 0 0

6097 2992 an AN1970.1 58.m07575 AO070301000054 0 -150 -67 ATGCCAAGGCGGTCAGCAACTCCAAATTCTTCCAACCAAA
TTGTCTCTAGCCTCATCAACAGCACTACTCGTCCTGCCTC
CTGA

ATGCCAAGGCGGTCAGCAACTCCAAATTCTTCCA
ACCAAATTGTCTCTAGCCTCATCAACAGCACTAC
TCGTCCTGCCTCCTGA

MPRRSATPNSSNQIVSSL
INSTTRPAS*

MPRRSATPNSSNQIVSS
LINSTTRPAS*

GTTCGCTATT CCTTGCCATG 0 J 0 0 0 0 0

6104 2992 ao AN1970.1 58.m07575 AO070301000054 0 -237 -169 ATGGATGCTTCTGGCCGAAATTCAAAGCGCAGCTTAAGGG
ACCGCTCAATGATAGCCGTCCGTTGCTAA

ATGGATGCTTCTGGCCGAAATTCAAAGCGC
AGCTTAAGGGACCGCTCAATGATAGCCGTC
CGTTGCTAA

MDASGRNSKRSLRDRS
MIAVRC*

MDASGRNSKRSLR
DRSMIAVRC*

GACGATAGCG GGCGGTGAAG 0 J 0 0 0 0 0

6105 2992 ao AN1970.1 58.m07575 AO070301000054 0 -233 -201 ATGCTTCTGGCCGAAATTCAAAGCGCAGCTTAA ATGCTTCTGGCCGAAATTCAAAGCGCAGCT
TAA

MLLAEIQSAA* MLLAEIQSAA* ATAGCGATGG GGGACCGCTC 0 J 0 0 0 0 0

6106 2992 ao AN1970.1 58.m07575 AO070301000054 0 -189 -169 ATGATAGCCGTCCGTTGCTAA ATGATAGCCGTCCGTTGCTAA MIAVRC* MIAVRC* GGACCGCTCA GGCGGTGAAG 0 J 0 0 0 0 0
6108 2993 af AN1971.1 58.m07576 AO070301000055 0 -267 -232 ATGGAAAGAATTTGGGCGGATTCTTTGGGGTGCTGA ATGGAAAGAATTTGGGCGGATTCTTTGGGGTGCTG

A
MERIWADSLGC* MERIWADSLGC* AGTGTGCTAG CCGCCTTGGC 0 L 0 0 0 YDR190C YDR190C

6110 2996 ao AN1976.1 58.m07581 AO070301000061 0 -182 -165 ATGGCACGTGGTCTTTAA ATGGCACGTGGTCTTTAA MARGL* MARGL* GATTGATTGC GAGGAACAGC 0 BK 0 0 0 0 0
6111 2997 ao AN1988.1 58.m07595 AO070301000075 0 -82 -71 ATGATCCTGTAG ATGATCCTGTAG MIL* MIL* ACCGAGTTGA CAGGCAAAGC 0 U FG05181.1 0 0 YIL068C 0
6112 2998 af AN1989.1 58.m07597 AO070301000077 0 -180 -148 ATGTGGAAGAAGAACCGAGGCAGGTTCGACTAA ATGTGGAAGAAGAACCGAGGCAGGTTCGACTAA MWKKNRGRFD* MWKKNRGRFD* CAGGATTAAC CTCTCTTTTA 0 E 0 MG07162.1 NCU06761.1 0 0

6113 3001 af AN6234.1 52.m04099 AO070302000121 0 -261 -250 ATGGCGCCTTAA ATGGCGCCTTAA MAP* MAP* GACTGGATTT GCAGTCTGTT 0 J 0 0 0 0 0
6114 3001 af AN6234.1 52.m04099 AO070302000121 0 -228 -184 ATGAGGAATAGTGTTCTTATACTCTTGTCCATAGGGATCAA

GTAA
ATGAGGAATAGTGTTCTTATACTCTTGTCCATAGGG
ATCAAGTAA

MRNSVLILLSIGIK* MRNSVLILLSIGIK* ACGATTCTCA TTTAAGTCAT 0 J 0 0 0 0 0

6115 3001 ao AN6234.1 52.m04099 AO070302000121 0 -223 -158 ATGGACCAATGCACAATTCTAGCCAAAGTTCCGGCTTTCTT
GTGCTCGGCTTTCCGTATAGTGTAA

ATGGACCAATGCACAATTCTAGCCAAAGTTC
CGGCTTTCTTGTGCTCGGCTTTCCGTATAGT
GTAA

MDQCTILAKVPAFLCSAF
RIV*

MDQCTILAKVPAFL
CSAFRIV*

CCAGCTTCAC ACTTTCTCCA 0 J 0 0 0 0 0

6116 3001 ao AN6234.1 52.m04099 AO070302000121 0 -111 -73 ATGTCTTATATATACCAGGCCCAGATCCTTGCGCTTTGA ATGTCTTATATATACCAGGCCCAGATCCTTG
CGCTTTGA

MSYIYQAQILAL* MSYIYQAQILAL* ATCTCTCTCC GAGCCACTGT 0 J 0 0 0 0 0

6117 3005 ao AN3113.1 59.m09373 AO070303000036 0 -269 -246 ATGCTTCCCATCTCTCCTTCGTGA ATGCTTCCCATCTCTCCTTCGTGA MLPISPS* MLPISPS* TTCTTCTCTC GCGCCAAGTT 0 GE 0 0 0 0 0
6118 3006 af AN6265.1 72.m19392 AO070304000023 0 -243 -178 ATGATAGACAAGACAAGATCTCGGAGAGCGGGTCTTTTCT

GCCAGGGAAAAAAAATTATCTATTAG
ATGATAGACAAGACAAGATCTCGGAGAGCGGGTCT
TTTCTGCCAGGGAAAAAAAATTATCTATTAG

MIDKTRSRRAGLFCQGK
KIIY*

MIDKTRSRRAGLFC
QGKKIIY*

AAGCTGCTGT TTTAAGGTGT 0 A 0 MG01100.1 NCU01502.1 0 0

6119 3006 af AN6265.1 72.m19392 AO070304000023 0 -142 -65 ATGAATTTTCCTTCAAGACCCGCAGATAACCTTACCTCCGA
TCATCTTTTCAGACAGCAACACTTCTGGCTCAGCTGA

ATGAATTTTCCTTCAAGACCCGCAGATAACCTTACC
TCCGATCATCTTTTCAGACAGCAACACTTCTGGCTC
AGCTGA

MNFPSRPADNLTSDHLF
RQQHFWLS*

MNFPSRPADNLTSD
HLFRQQHFWLS*

AAATCTTGGC ATTTTTTTGC 0 A 0 MG01100.1 NCU01502.1 0 0

6120 3006 ao AN6265.1 72.m19392 AO070304000023 0 -239 -84 ATGAGATCGCCTGGCGGTCAGTTTGCAGAAAAAAAATCCG
CTGTGGTGGACAAGCGAAAGGGAAAAAAAAGTCTTGGCAT
GAATTTTCCTGCGAAAGACCCGCAAAACCTCCGGATCGTT
GCTCCAACACTTTTCTTCTTACCTTTACGCTTTTGA

ATGAGATCGCCTGGCGGTCAGTTTGCAGAA
AAAAAATCCGCTGTGGTGGACAAGCGAAAG
GGAAAAAAAAGTCTTGGCATGAATTTTCCTG
CGAAAGACCCGCAAAACCTCCGGATCGTTG
CTCCAACACTTTTCTTCTTACCTTTACGCTTT
TGA

MRSPGGQFAEKKSAVVD
KRKGKKSLGMNFPAKDP
QNLRIVAPTLFFLPLRF*

MRSPGGQFAEKKS
AVVDKRKGKKSLG
MNFPAKDPQNLRIV
APTLFFLPLRF*

CCAGTGGGCA TTGTTTTGCT 0 A 0 MG01100.1 NCU01502.1 0 0

6121 3006 ao AN6265.1 72.m19392 AO070304000023 0 -161 -84 ATGAATTTTCCTGCGAAAGACCCGCAAAACCTCCGGATCG
TTGCTCCAACACTTTTCTTCTTACCTTTACGCTTTTGA

ATGAATTTTCCTGCGAAAGACCCGCAAAACC
TCCGGATCGTTGCTCCAACACTTTTCTTCTT
ACCTTTACGCTTTTGA

MNFPAKDPQNLRIVAPTL
FFLPLRF*

MNFPAKDPQNLRIV
APTLFFLPLRF*

AAGTCTTGGC TTGTTTTGCT 0 A 0 MG01100.1 NCU01502.1 0 0

6122 3008 af AN6256.1 72.m19400 AO070304000032 0 -265 -212 ATGCCTTGGGCTCAAGCAACCAAGTGTCCTTCTGGAGGG
GGACCGGGGGAGTGA

ATGCCTTGGGCTCAAGCAACCAAGTGTCCTTCTGG
AGGGGGACCGGGGGAGTGA

MPWAQATKCPSGGGPG
E*

MPWAQATKCPSGG
GPGE*

GAACGATCCG CGCTAAGCTC 0 O 0 MG01109.1 NCU06739.1 0 0

6123 3008 af AN6256.1 72.m19400 AO070304000032 0 -173 -12 ATGCACGTGACATCATTCATGCCACTGAAGGGCCCAGGC
AAAGAAATCTACCTGGGGGAGGGAGGAACAGATATCAAC
CAGGCGATCGTGACGCAAGGCCTGTTCGCTCATTCTCTGA
CGGTTCTCATATGGCTCAATAATCAGTCTCATCAAAGTTTT
TGA

ATGCACGTGACATCATTCATGCCACTGAAGGGCCC
AGGCAAAGAAATCTACCTGGGGGAGGGAGGAACA
GATATCAACCAGGCGATCGTGACGCAAGGCCTGTT
CGCTCATTCTCTGACGGTTCTCATATGGCTCAATAA
TCAGTCTCATCAAAGTTTTTGA

MHVTSFMPLKGPGKEIYL
GEGGTDINQAIVTQGLFA
HSLTVLIWLNNQSHQSF*

MHVTSFMPLKGPG
KEIYLGEGGTDINQA
IVTQGLFAHSLTVLI
WLNNQSHQSF*

ACATCTGCGG TCGGCTACAC 0 O 0 MG01109.1 NCU06739.1 0 0

6124 3008 af AN6256.1 72.m19400 AO070304000032 0 -155 -12 ATGCCACTGAAGGGCCCAGGCAAAGAAATCTACCTGGGG
GAGGGAGGAACAGATATCAACCAGGCGATCGTGACGCAA
GGCCTGTTCGCTCATTCTCTGACGGTTCTCATATGGCTCA
ATAATCAGTCTCATCAAAGTTTTTGA

ATGCCACTGAAGGGCCCAGGCAAAGAAATCTACCT
GGGGGAGGGAGGAACAGATATCAACCAGGCGATC
GTGACGCAAGGCCTGTTCGCTCATTCTCTGACGGT
TCTCATATGGCTCAATAATCAGTCTCATCAAAGTTT
TTGA

MPLKGPGKEIYLGEGGT
DINQAIVTQGLFAHSLTVL
IWLNNQSHQSF*

MPLKGPGKEIYLGE
GGTDINQAIVTQGLF
AHSLTVLIWLNNQS
HQSF*

GACATCATTC TCGGCTACAC 0 O 0 MG01109.1 NCU06739.1 0 0

6129 3009 af AN6232.1 72.m19422 AO070304000085 0 -277 -206 ATGATAATAATTTATGACAAAACATCATTCTCTCCTGGAATC
TTGACAGGCCTGTATACTAGACAGCCTTGA

ATGATAATAATTTATGACAAAACATCATTCTCTCCTG
GAATCTTGACAGGCCTGTATACTAGACAGCCTTGA

MIIIYDKTSFSPGILTGLYT
RQP*

MIIIYDKTSFSPGILT
GLYTRQP*

AGAAAAAAAA AGGAGATCAC 0 C FG00637.1 MG03244.1 0 0 0

6130 3009 af AN6232.1 72.m19422 AO070304000085 0 -264 -232 ATGACAAAACATCATTCTCTCCTGGAATCTTGA ATGACAAAACATCATTCTCTCCTGGAATCTTGA MTKHHSLLES* MTKHHSLLES* ATAATAATTT CAGGCCTGTA 0 C FG00637.1 MG03244.1 0 0 0
6131 3009 af AN6232.1 72.m19422 AO070304000085 0 -167 -45 ATGCGTCACCGCCAAGCTAGAGCTGCGGGCGTGGATCCC

TCCCTCATCGATCACATACGGACGACCACTTGGCCCCCTC
GTCAGGAGCAGCTCTTCCTGACCTTTCATCGCCCTCTCCT
ATAG

ATGCGTCACCGCCAAGCTAGAGCTGCGGGCGTGG
ATCCCTCCCTCATCGATCACATACGGACGACCACT
TGGCCCCCTCGTCAGGAGCAGCTCTTCCTGACCTT
TCATCGCCCTCTCCTATAG

MRHRQARAAGVDPSLID
HIRTTTWPPRQEQLFLTF
HRPLL*

MRHRQARAAGVDP
SLIDHIRTTTWPPRQ
EQLFLTFHRPLL*

CATCACGTGC CTTCCTTCAG 0 C FG00637.1 MG03244.1 0 0 0

6127 3009 an AN6232.1 72.m19422 AO070304000085 0 -243 -232 ATGAGACGATGA ATGAGACGATGA MRR* MRR* GAAGAAGATA GTTTACTGTA 0 C FG00637.1 MG03244.1 0 0 0
6128 3009 an AN6232.1 72.m19422 AO070304000085 0 -235 -191 ATGAGTTTACTGTACCTCCCACTACTACGGAATACTGGAC

ATTGA
ATGAGTTTACTGTACCTCCCACTACTACGGAATA
CTGGACATTGA

MSLLYLPLLRNTGH* MSLLYLPLLRNTGH* TAATGAGACG GTTGTGCTAT 0 C FG00637.1 MG03244.1 0 0 0

6132 3009 ao AN6232.1 72.m19422 AO070304000085 0 -267 -196 ATGAGTTGGGACAAATTCCCTAGACAACCAAAATTGTGCC
TCACAAGTTATGTATGTGTACTCCGTATGTAG

ATGAGTTGGGACAAATTCCCTAGACAACCAA
AATTGTGCCTCACAAGTTATGTATGTGTACT
CCGTATGTAG

MSWDKFPRQPKLCLTSY
VCVLRM*

MSWDKFPRQPKLC
LTSYVCVLRM*

ATAAAACATA ACGATGTCAT 0 C FG00637.1 MG03244.1 0 0 0

6133 3012 an AN3839.1 58.m07815 AO070305000074 0 -179 -75 ATGTTTACTTTGATTAGAAAGAAATATCCAAGTCCAGTCTC
TCAGTTACTGTCACGGGAGCATAGTGTGTCAGACTTCGCA
AAAACAGAGGCCACCTTTCTGTGA

ATGTTTACTTTGATTAGAAAGAAATATCCAAGTCC
AGTCTCTCAGTTACTGTCACGGGAGCATAGTGTG
TCAGACTTCGCAAAAACAGAGGCCACCTTTCTGT
GA

MFTLIRKKYPSPVSQLLS
REHSVSDFAKTEATFL*

MFTLIRKKYPSPVSQLLS
REHSVSDFAKTEATFL*

TCCGCGCTTT CGTGGGGCCT 0 I 0 0 0 0 0

6134 3012 ao AN3839.1 58.m07815 AO070305000074 0 -205 -149 ATGCTAGAGAATGCGCCAAGTGGATTTTGGCTCCATCGTT
GTGGTTTAAGTGAGTGA

ATGCTAGAGAATGCGCCAAGTGGATTTTGG
CTCCATCGTTGTGGTTTAAGTGAGTGA

MLENAPSGFWLHRCGLS
E*

MLENAPSGFWLHR
CGLSE*

GGAGAAAAAT ATTGTTTACT 0 I 0 0 0 0 0

6135 3012 ao AN3839.1 58.m07815 AO070305000074 0 -195 -157 ATGCGCCAAGTGGATTTTGGCTCCATCGTTGTGGTTTAA ATGCGCCAAGTGGATTTTGGCTCCATCGTT
GTGGTTTAA

MRQVDFGSIVVV* MRQVDFGSIVVV* ATGCTAGAGA GTGAGTGAAT 0 I 0 0 0 0 0

6136 3012 ao AN3839.1 58.m07815 AO070305000074 0 -133 -122 ATGAATTTATGA ATGAATTTATGA MNL* MNL* TTACTTATCA TTACTACTAT 0 I 0 0 0 0 0
6137 3012 ao AN3839.1 58.m07815 AO070305000074 0 -125 -105 ATGATTACTACTATTTATTAA ATGATTACTACTATTTATTAA MITTIY* MITTIY* CAATGAATTT GCTTGACCCC 0 I 0 0 0 0 0
6138 3016 an AN4462.1 58.m07847 AO070305000113 0 -157 -140 ATGGTCCATATTTATTGA ATGGTCCATATTTATTGA MVHIY* MVHIY* TCTTCAACTA AGACCTCTAG 0 C 0 0 0 0 0
6139 3017 an AN4464.1 58.m07849 AO070305000118 0 -228 -190 ATGCAATCGACTCATCTTCTTCTATCACAGTGGCTCTAA ATGCAATCGACTCATCTTCTTCTATCACAGTGGCT

CTAA
MQSTHLLLSQWL* MQSTHLLLSQWL* TTTAAAAAAA GCATATACTC 0 F 0 MG04435.1 NCU02629.1 0 0

6141 3020 an AN6219.1 72.m19318 AO070308000071 0 -238 -215 ATGCATTACTGCTTCGGGTTCTGA ATGCATTACTGCTTCGGGTTCTGA MHYCFGF* MHYCFGF* CACATACTGC CGACATAGCC 0 C 0 0 0 0 0
6142 3020 ao AN6219.1 72.m19318 AO070308000071 0 -208 -134 ATGTCTACACATTCTTGGGGAATTTGGGACGATTCCTCCC

TTCACCATAGTCAATTAATTCTTTTATCAGCTTAG
ATGTCTACACATTCTTGGGGAATTTGGGACG
ATTCCTCCCTTCACCATAGTCAATTAATTCTT
TTATCAGCTTAG

MSTHSWGIWDDSSLHHS
QLILLSA*

MSTHSWGIWDDSS
LHHSQLILLSA*

ACCCTGCTTT AATACTTCTT 0 C 0 0 0 0 0

6145 3021 af AN6193.1 72.m19291 AO070308000106 0 -207 -79 ATGCGCCGGGTGCTGTTGATGATGAAAGCACCTGTTCAG
CTACCGAAAGTGTCGCTCGGCTTCTGTTCGAGTAATCCTT
TCTCTGGTCTTTATCTATTATCTTGTACTACAACTCCTTTTT
CTATCTAA

ATGCGCCGGGTGCTGTTGATGATGAAAGCACCTGT
TCAGCTACCGAAAGTGTCGCTCGGCTTCTGTTCGA
GTAATCCTTTCTCTGGTCTTTATCTATTATCTTGTAC
TACAACTCCTTTTTCTATCTAA

MRRVLLMMKAPVQLPKV
SLGFCSSNPFSGLYLLSC
TTTPFSI*

MRRVLLMMKAPVQ
LPKVSLGFCSSNPF
SGLYLLSCTTTPFSI*

AGAAACGATG CTCTCTTCGC 0 O 0 0 0 0 0

6146 3021 af AN6193.1 72.m19291 AO070308000106 0 -189 -79 ATGATGAAAGCACCTGTTCAGCTACCGAAAGTGTCGCTCG
GCTTCTGTTCGAGTAATCCTTTCTCTGGTCTTTATCTATTAT
CTTGTACTACAACTCCTTTTTCTATCTAA

ATGATGAAAGCACCTGTTCAGCTACCGAAAGTGTC
GCTCGGCTTCTGTTCGAGTAATCCTTTCTCTGGTCT
TTATCTATTATCTTGTACTACAACTCCTTTTTCTATCT
AA

MMKAPVQLPKVSLGFCS
SNPFSGLYLLSCTTTPFSI
*

MMKAPVQLPKVSLG
FCSSNPFSGLYLLS
CTTTPFSI*

GGTGCTGTTG CTCTCTTCGC 0 O 0 0 0 0 0

6147 3021 af AN6193.1 72.m19291 AO070308000106 0 -186 -79 ATGAAAGCACCTGTTCAGCTACCGAAAGTGTCGCTCGGCT
TCTGTTCGAGTAATCCTTTCTCTGGTCTTTATCTATTATCTT
GTACTACAACTCCTTTTTCTATCTAA

ATGAAAGCACCTGTTCAGCTACCGAAAGTGTCGCT
CGGCTTCTGTTCGAGTAATCCTTTCTCTGGTCTTTA
TCTATTATCTTGTACTACAACTCCTTTTTCTATCTAA

MKAPVQLPKVSLGFCSS
NPFSGLYLLSCTTTPFSI*

MKAPVQLPKVSLGF
CSSNPFSGLYLLSC
TTTPFSI*

GCTGTTGATG CTCTCTTCGC 0 O 0 0 0 0 0

6143 3021 an AN6193.1 72.m19291 AO070308000106 0 -199 -110 ATGATGGAACTGCTTGCTTCGGTAATCAATCGCCTGAGCT
CGCCATCGCCTCCTCTTTGTCATTGCCTGGCCGGACAGG
GACTATTGTGA

ATGATGGAACTGCTTGCTTCGGTAATCAATCGCC
TGAGCTCGCCATCGCCTCCTCTTTGTCATTGCCT
GGCCGGACAGGGACTATTGTGA

MMELLASVINRLSSPSPP
LCHCLAGQGLL*

MMELLASVINRLSSPSP
PLCHCLAGQGLL*

CACCGAGGGA TATTCTCTTG 0 O 0 0 0 0 0

6144 3021 an AN6193.1 72.m19291 AO070308000106 0 -196 -110 ATGGAACTGCTTGCTTCGGTAATCAATCGCCTGAGCTCGC
CATCGCCTCCTCTTTGTCATTGCCTGGCCGGACAGGGACT
ATTGTGA

ATGGAACTGCTTGCTTCGGTAATCAATCGCCTGA
GCTCGCCATCGCCTCCTCTTTGTCATTGCCTGGC
CGGACAGGGACTATTGTGA

MELLASVINRLSSPSPPL
CHCLAGQGLL*

MELLASVINRLSSPSPPL
CHCLAGQGLL*

CGAGGGAATG TATTCTCTTG 0 O 0 0 0 0 0

6148 3021 ao AN6193.1 72.m19291 AO070308000106 0 -212 -186 ATGATGAAAGGCTTCTTGCTTCGGTAA ATGATGAAAGGCTTCTTGCTTCGGTAA MMKGFLLR* MMKGFLLR* CGAGACGACG TCAAGCACTC 0 O 0 0 0 0 0
6149 3021 ao AN6193.1 72.m19291 AO070308000106 0 -209 -186 ATGAAAGGCTTCTTGCTTCGGTAA ATGAAAGGCTTCTTGCTTCGGTAA MKGFLLR* MKGFLLR* GACGACGATG TCAAGCACTC 0 O 0 0 0 0 0
6150 3022 af AN5862.1 72.m19273 AO070308000125 0 -254 -123 ATGCGACATATTACTCTCAAACTTAATATCGAGGATTCAAT

ATCCATAAGGGAGTCTATGACGATTCAGCGGTATTCAAATT
TGTCTAAAGTTCCCTATGCGGGGTGGCTTAAGTTTTATCTG
TCCCAATAG

ATGCGACATATTACTCTCAAACTTAATATCGAGGAT
TCAATATCCATAAGGGAGTCTATGACGATTCAGCG
GTATTCAAATTTGTCTAAAGTTCCCTATGCGGGGTG
GCTTAAGTTTTATCTGTCCCAATAG

MRHITLKLNIEDSISIRESM
TIQRYSNLSKVPYAGWLK
FYLSQ*

MRHITLKLNIEDSISI
RESMTIQRYSNLSK
VPYAGWLKFYLSQ*

GGACACTGGA TCAGCCGCAC 0 S 0 0 0 0 0

6151 3022 af AN5862.1 72.m19273 AO070308000125 0 -197 -123 ATGACGATTCAGCGGTATTCAAATTTGTCTAAAGTTCCCTA
TGCGGGGTGGCTTAAGTTTTATCTGTCCCAATAG

ATGACGATTCAGCGGTATTCAAATTTGTCTAAAGTT
CCCTATGCGGGGTGGCTTAAGTTTTATCTGTCCCA
ATAG

MTIQRYSNLSKVPYAGW
LKFYLSQ*

MTIQRYSNLSKVPY
AGWLKFYLSQ*

AAGGGAGTCT TCAGCCGCAC 0 S 0 0 0 0 0

6152 3022 af AN5862.1 72.m19273 AO070308000125 0 -157 -68 ATGCGGGGTGGCTTAAGTTTTATCTGTCCCAATAGTCAGC
CGCACCTCGGGCCCTTAGTCTGGTGTTCATCTTCATCGTC
CACAAGGTAG

ATGCGGGGTGGCTTAAGTTTTATCTGTCCCAATAG
TCAGCCGCACCTCGGGCCCTTAGTCTGGTGTTCAT
CTTCATCGTCCACAAGGTAG

MRGGLSFICPNSQPHLG
PLVWCSSSSSTR*

MRGGLSFICPNSQP
HLGPLVWCSSSSST
R*

AAAGTTCCCT ATGCATATGA 0 S 0 0 0 0 0

6153 3022 af AN5862.1 72.m19273 AO070308000125 0 -67 -23 ATGCATATGACAAGCAAACTCGCTGTAACCTCATCCATTCA
ATAG

ATGCATATGACAAGCAAACTCGCTGTAACCTCATC
CATTCAATAG

MHMTSKLAVTSSIQ* MHMTSKLAVTSSIQ* CACAAGGTAG CAATTGCATT 0 S 0 0 0 0 0

6154 3022 af AN5862.1 72.m19273 AO070308000125 0 -61 -23 ATGACAAGCAAACTCGCTGTAACCTCATCCATTCAATAG ATGACAAGCAAACTCGCTGTAACCTCATCCATTCAA
TAG

MTSKLAVTSSIQ* MTSKLAVTSSIQ* GTAGATGCAT CAATTGCATT 0 S 0 0 0 0 0

6155 3023 an AN3756.1 65.m07368 AO070309000050 0 -231 -145 ATGAGAGTCCCAGTTGCCCTGACCGCCTGGCGGAATCAG
CTCCAGCTTGCTTGCCCACGTAAGGCTCGCCTGCCTGAG
CTCTGCTGA

ATGAGAGTCCCAGTTGCCCTGACCGCCTGGCGG
AATCAGCTCCAGCTTGCTTGCCCACGTAAGGCTC
GCCTGCCTGAGCTCTGCTGA

MRVPVALTAWRNQLQLA
CPRKARLPELC*

MRVPVALTAWRNQLQL
ACPRKARLPELC*

GGCTTGACCA AGCTGTTTCT 0 O 0 0 0 0 0

145



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

6156 3023 ao AN3756.1 65.m07368 AO070309000050 0 -269 -213 ATGGAATTGTTGTTCCTACTCACCGCCCGGCGGAACCAGC
TTCAGCTGCCAACGTAA

ATGGAATTGTTGTTCCTACTCACCGCCCGG
CGGAACCAGCTTCAGCTGCCAACGTAA

MELLFLLTARRNQLQLPT
*

MELLFLLTARRNQL
QLPT*

CATCTGGCCA CGCGTTCGCC 0 O 0 0 0 0 0

6160 3026 af AN3741.1 65.m07395 AO070309000082 0 -174 -16 ATGAAGATCAAAATAGATAAAGAGGGGTCCGAAGACCGTG
GGACTGTAGGAGGGTTTGAACCATTCGGATTGCCACCTAC
ACAGTACACTTCTTCGCGACTCGTCTCTTTCGCTTTTCCGT
CAACGCTGCACGTATACCACCAGAACAGCACCACATAA

ATGAAGATCAAAATAGATAAAGAGGGGTCCGAAGA
CCGTGGGACTGTAGGAGGGTTTGAACCATTCGGA
TTGCCACCTACACAGTACACTTCTTCGCGACTCGT
CTCTTTCGCTTTTCCGTCAACGCTGCACGTATACCA
CCAGAACAGCACCACATAA

MKIKIDKEGSEDRGTVGG
FEPFGLPPTQYTSSRLVS
FAFPSTLHVYHQNSTT*

MKIKIDKEGSEDRGT
VGGFEPFGLPPTQY
TSSRLVSFAFPSTLH
VYHQNSTT*

AGACTTGACA GCTCATATTG 0 Q 0 MG03880.1 NCU01754.1 0 0

6157 3026 an AN3741.1 65.m07395 AO070309000082 0 -210 -157 ATGCCCTTTCCCCTCATTTTCATATCAGCAATCAGACTACC
TGACTGCTTCTAA

ATGCCCTTTCCCCTCATTTTCATATCAGCAATCAG
ACTACCTGACTGCTTCTAA

MPFPLIFISAIRLPDCF* MPFPLIFISAIRLPDCF* CCCTGCGGAG GGTTATGGTC 0 Q 0 MG03880.1 NCU01754.1 0 0

6158 3026 an AN3741.1 65.m07395 AO070309000082 0 -152 -96 ATGGTCAGGCTAGAGATGATAGTCGACTTGGCGTTACGTT
GCTCTGGTCTGGGATAG

ATGGTCAGGCTAGAGATGATAGTCGACTTGGCG
TTACGTTGCTCTGGTCTGGGATAG

MVRLEMIVDLALRCSGLG
*

MVRLEMIVDLALRCSGL
G*

TTCTAAGGTT CCATATAAAG 0 Q 0 MG03880.1 NCU01754.1 0 0

6159 3026 an AN3741.1 65.m07395 AO070309000082 0 -137 -96 ATGATAGTCGACTTGGCGTTACGTTGCTCTGGTCTGGGAT
AG

ATGATAGTCGACTTGGCGTTACGTTGCTCTGGTC
TGGGATAG

MIVDLALRCSGLG* MIVDLALRCSGLG* CAGGCTAGAG CCATATAAAG 0 Q 0 MG03880.1 NCU01754.1 0 0

6161 3030 an AN1797.1 72.m19549 AO070309000134 0 -166 -83 ATGGTCAACTCCTGGCTGTTTCCTCCGCATCTCTGGTCGG
GATATAAAAGACTACCCCGTGCCCACTGGTGGAGAGAATG
TTGA

ATGGTCAACTCCTGGCTGTTTCCTCCGCATCTCT
GGTCGGGATATAAAAGACTACCCCGTGCCCACT
GGTGGAGAGAATGTTGA

MVNSWLFPPHLWSGYK
RLPRAHWWREC*

MVNSWLFPPHLWSGYK
RLPRAHWWREC*

CCGGCCGGGC TCGTCTTGTT 0 R 0 0 0 0 0

6162 3030 an AN1797.1 72.m19549 AO070309000134 0 -89 -15 ATGTTGATCGTCTTGTTTTGCTTCCCCTCCATTATTCTTCCC
CGCCGCCGGCCTATATCATTGTTTATCTGTTAG

ATGTTGATCGTCTTGTTTTGCTTCCCCTCCATTAT
TCTTCCCCGCCGCCGGCCTATATCATTGTTTATC
TGTTAG

MLIVLFCFPSIILPRRRPIS
LFIC*

MLIVLFCFPSIILPRRRPI
SLFIC*

GGTGGAGAGA CGTCTTCGTT 0 R 0 0 0 0 0

6163 3030 ao AN1797.1 72.m19549 AO070309000134 0 -141 -61 ATGGCCCCTTCCCCATGGAGATTGTGTATCTCATTTTTCTC
TCCACTTGTCATTCCTACGTTCTCCCCATCTGCGTGTTGA

ATGGCCCCTTCCCCATGGAGATTGTGTATCT
CATTTTTCTCTCCACTTGTCATTCCTACGTTC
TCCCCATCTGCGTGTTGA

MAPSPWRLCISFFSPLVI
PTFSPSAC*

MAPSPWRLCISFFS
PLVIPTFSPSAC*

AAACTCTGTC TCTACAGCCG 0 R 0 0 0 0 0

6164 3030 ao AN1797.1 72.m19549 AO070309000134 0 -127 -35 ATGGAGATTGTGTATCTCATTTTTCTCTCCACTTGTCATTCC
TACGTTCTCCCCATCTGCGTGTTGATCTACAGCCGAAGAA
TCTTTTCATAG

ATGGAGATTGTGTATCTCATTTTTCTCTCCAC
TTGTCATTCCTACGTTCTCCCCATCTGCGTG
TTGATCTACAGCCGAAGAATCTTTTCATAG

MEIVYLIFLSTCHSYVLPIC
VLIYSRRIFS*

MEIVYLIFLSTCHSY
VLPICVLIYSRRIFS*

CCCCTTCCCC ATTGAGCCAG 0 R 0 0 0 0 0

6165 3033 af AN8280.1 53.m03681 AO070310000020 0 -64 -35 ATGTCTTCTGAATGCTTTTGTACCTTCTAA ATGTCTTCTGAATGCTTTTGTACCTTCTAA MSSECFCTF* MSSECFCTF* GAAACAACTT CTCAAATGGA 0 I 0 0 NCU01654.1 0 0

6166 3033 ao AN8280.1 53.m03681 AO070310000020 0 -110 -84 ATGATAAGATTTCGCCCTCGACGTTGA ATGATAAGATTTCGCCCTCGACGTTGA MIRFRPRR* MIRFRPRR* GAGTATTGGT GACATTTATA 0 I 0 0 NCU01654.1 0 0

6168 3034 af AN8275.1 53.m03685 AO070310000026 0 -282 -247 ATGCTCCATGTTCCCTTGGGTTGGGGGTTACCGTAA ATGCTCCATGTTCCCTTGGGTTGGGGGTTACCGTA
A

MLHVPLGWGLP* MLHVPLGWGLP* GTCCGGCTCC TGTACGGAAT 0 C 0 0 0 0 0

6169 3034 af AN8275.1 53.m03685 AO070310000026 0 -247 -107 ATGTACGGAATGCACACCATTGCCCATCATTGCCTGGCTT
CCCTGCCGGGAGTTACGGTCACAATCATGTACCGGCTGT
ATCAATACGGTCAGATGGAAAAAAGGGCCGCAAAAGAGC
AGCTCCCTCAACTCAACTTTTGA

ATGTACGGAATGCACACCATTGCCCATCATTGCCT
GGCTTCCCTGCCGGGAGTTACGGTCACAATCATGT
ACCGGCTGTATCAATACGGTCAGATGGAAAAAAGG
GCCGCAAAAGAGCAGCTCCCTCAACTCAACTTTTG
A

MYGMHTIAHHCLASLPG
VTVTIMYRLYQYGQMEK
RAAKEQLPQLNF*

MYGMHTIAHHCLAS
LPGVTVTIMYRLYQY
GQMEKRAAKEQLP
QLNF*

GGTTACCGTA ACACCTCCCT 0 C 0 0 0 0 0

6170 3034 af AN8275.1 53.m03685 AO070310000026 0 -238 -107 ATGCACACCATTGCCCATCATTGCCTGGCTTCCCTGCCGG
GAGTTACGGTCACAATCATGTACCGGCTGTATCAATACGG
TCAGATGGAAAAAAGGGCCGCAAAAGAGCAGCTCCCTCA
ACTCAACTTTTGA

ATGCACACCATTGCCCATCATTGCCTGGCTTCCCT
GCCGGGAGTTACGGTCACAATCATGTACCGGCTG
TATCAATACGGTCAGATGGAAAAAAGGGCCGCAAA
AGAGCAGCTCCCTCAACTCAACTTTTGA

MHTIAHHCLASLPGVTVTI
MYRLYQYGQMEKRAAKE
QLPQLNF*

MHTIAHHCLASLPG
VTVTIMYRLYQYGQ
MEKRAAKEQLPQLN
F*

AATGTACGGA ACACCTCCCT 0 C 0 0 0 0 0

6171 3034 af AN8275.1 53.m03685 AO070310000026 0 -181 -107 ATGTACCGGCTGTATCAATACGGTCAGATGGAAAAAAGGG
CCGCAAAAGAGCAGCTCCCTCAACTCAACTTTTGA

ATGTACCGGCTGTATCAATACGGTCAGATGGAAAA
AAGGGCCGCAAAAGAGCAGCTCCCTCAACTCAACT
TTTGA

MYRLYQYGQMEKRAAKE
QLPQLNF*

MYRLYQYGQMEKR
AAKEQLPQLNF*

GGTCACAATC ACACCTCCCT 0 C 0 0 0 0 0

6172 3034 af AN8275.1 53.m03685 AO070310000026 0 -154 -107 ATGGAAAAAAGGGCCGCAAAAGAGCAGCTCCCTCAACTC
AACTTTTGA

ATGGAAAAAAGGGCCGCAAAAGAGCAGCTCCCTC
AACTCAACTTTTGA

MEKRAAKEQLPQLNF* MEKRAAKEQLPQLN
F*

ATACGGTCAG ACACCTCCCT 0 C 0 0 0 0 0

6167 3034 an AN8275.1 53.m03685 AO070310000026 0 -157 -107 ATGGAAAAAAGATGGGACCGAAAACAGCTTTCACGTTCTC
CCGAAACCTGA

ATGGAAAAAAGATGGGACCGAAAACAGCTTTCAC
GTTCTCCCGAAACCTGA

MEKRWDRKQLSRSPET* MEKRWDRKQLSRSPET
*

TTACGGCCAG ACTTCTTCTC 0 C 0 0 0 0 0

6173 3034 ao AN8275.1 53.m03685 AO070310000026 0 -164 -18 ATGTACCGGCTGTACCGTTACGGTCATATGGAAAAAAAAA
AAAGAGCTTCTCCCGAGACCTCAGCATCTTTTCTTCTTTTC
TCTCTGTCACTATCTCGATATACCCAGACCCTCTCCATTCT
TCAATTATACTCAGCCGCTCAATAA

ATGTACCGGCTGTACCGTTACGGTCATATG
GAAAAAAAAAAAAGAGCTTCTCCCGAGACCT
CAGCATCTTTTCTTCTTTTCTCTCTGTCACTA
TCTCGATATACCCAGACCCTCTCCATTCTTC
AATTATACTCAGCCGCTCAATAA

MYRLYRYGHMEKKKRAS
PETSASFLLFSLSLSRYT
QTLSILQLYSAAQ*

MYRLYRYGHMEKK
KRASPETSASFLLFS
LSLSRYTQTLSILQL
YSAAQ*

TGTACCGCCC AGGTTGTTTG 0 C 0 0 0 0 0

6174 3034 ao AN8275.1 53.m03685 AO070310000026 0 -137 -18 ATGGAAAAAAAAAAAAGAGCTTCTCCCGAGACCTCAGCAT
CTTTTCTTCTTTTCTCTCTGTCACTATCTCGATATACCCAGA
CCCTCTCCATTCTTCAATTATACTCAGCCGCTCAATAA

ATGGAAAAAAAAAAAAGAGCTTCTCCCGAGA
CCTCAGCATCTTTTCTTCTTTTCTCTCTGTCA
CTATCTCGATATACCCAGACCCTCTCCATTC
TTCAATTATACTCAGCCGCTCAATAA

MEKKKRASPETSASFLLF
SLSLSRYTQTLSILQLYSA
AQ*

MEKKKRASPETSAS
FLLFSLSLSRYTQTL
SILQLYSAAQ*

TTACGGTCAT AGGTTGTTTG 0 C 0 0 0 0 0

6176 3035 af AN8273.1 53.m03687 AO070310000028 0 -223 -149 ATGGAAAAGCCGGTTCCGCCCGCACTCGTCATTTCGACCA
ATCAGCAAACGAGTAATCAAGACGCCGGCATCTGA

ATGGAAAAGCCGGTTCCGCCCGCACTCGTCATTTC
GACCAATCAGCAAACGAGTAATCAAGACGCCGGC
ATCTGA

MEKPVPPALVISTNQQTS
NQDAGI*

MEKPVPPALVISTN
QQTSNQDAGI*

ACAGAGGGCG AGCTTTTCAG 0 C 0 MG03226.1 0 0 0

6175 3035 an AN8273.1 53.m03687 AO070310000028 0 -183 -148 ATGAAGCGAGTAATCACAACGCCGGCATCAACTTGA ATGAAGCGAGTAATCACAACGCCGGCATCAACTT
GA

MKRVITTPAST* MKRVITTPAST* TTGACCAATC AGCTTTTCAG 0 C 0 MG03226.1 0 0 0

6177 3035 ao AN8273.1 53.m03687 AO070310000028 0 -283 -233 ATGCTTTTGCCGGGGCTCACGTGCAGCCATGCATCATGTG
ACATCAGCTGA

ATGCTTTTGCCGGGGCTCACGTGCAGCCAT
GCATCATGTGACATCAGCTGA

MLLPGLTCSHASCDIS* MLLPGLTCSHASCD
IS*

TCTTATCGCA CACGGAGGAG 0 C 0 MG03226.1 0 0 0

6178 3038 af AN8204.1 53.m03770 AO070310000113 0 -214 -119 ATGCACATCCTCGGCCAGAATCGGATGACTAATCCTCTCT
TAACAATCTGTGAGGGACAGCTTAGAAAGCGTGGTGCTAG
TGTGATGATACCTTAA

ATGCACATCCTCGGCCAGAATCGGATGACTAATCC
TCTCTTAACAATCTGTGAGGGACAGCTTAGAAAGC
GTGGTGCTAGTGTGATGATACCTTAA

MHILGQNRMTNPLLTICE
GQLRKRGASVMIP*

MHILGQNRMTNPLL
TICEGQLRKRGASV
MIP*

CGGCAGGGCC TTGGGTTGCC 0 L FG05580.1 MG04697.1 0 0 0

6179 3038 af AN8204.1 53.m03770 AO070310000113 0 -190 -119 ATGACTAATCCTCTCTTAACAATCTGTGAGGGACAGCTTAG
AAAGCGTGGTGCTAGTGTGATGATACCTTAA

ATGACTAATCCTCTCTTAACAATCTGTGAGGGACAG
CTTAGAAAGCGTGGTGCTAGTGTGATGATACCTTA
A

MTNPLLTICEGQLRKRGA
SVMIP*

MTNPLLTICEGQLR
KRGASVMIP*

CCAGAATCGG TTGGGTTGCC 0 L FG05580.1 MG04697.1 0 0 0

6180 3038 af AN8204.1 53.m03770 AO070310000113 0 -130 -119 ATGATACCTTAA ATGATACCTTAA MIP* MIP* TGCTAGTGTG TTGGGTTGCC 0 L FG05580.1 MG04697.1 0 0 0
6181 3038 ao AN8204.1 53.m03770 AO070310000113 0 -220 -173 ATGCATGCGGTGATAGTATCCGGAATACGTCATTTGCCGG

CGTGTTGA
ATGCATGCGGTGATAGTATCCGGAATACGT
CATTTGCCGGCGTGTTGA

MHAVIVSGIRHLPAC* MHAVIVSGIRHLPAC
*

GATCTCTGAA TCCTCGGATA 0 L FG05580.1 MG04697.1 0 0 0

6182 3038 ao AN8204.1 53.m03770 AO070310000113 0 -158 -144 ATGAGAAGCAGCTGA ATGAGAAGCAGCTGA MRSS* MRSS* CGGATAAGTT TTAATCACTG 0 L FG05580.1 MG04697.1 0 0 0
6184 3039 af AN8180.1 53.m03800 AO070310000147 0 -179 -45 ATGCAGGGCTCTACTCCATACCCAGTAGGAAATTCTTATG

CAGGACAGCTATTACGGCAATCCACACGAGCCACTGACG
CACTTCCGCCTGTTCGCCGCCAAACGAAAAGCAACCATCA
CCATCCAAAAGTTTGA

ATGCAGGGCTCTACTCCATACCCAGTAGGAAATTC
TTATGCAGGACAGCTATTACGGCAATCCACACGAG
CCACTGACGCACTTCCGCCTGTTCGCCGCCAAAC
GAAAAGCAACCATCACCATCCAAAAGTTTGA

MQGSTPYPVGNSYAGQL
LRQSTRATDALPPVRRQ
TKSNHHHPKV*

MQGSTPYPVGNSY
AGQLLRQSTRATDA
LPPVRRQTKSNHHH
PKV*

CTCCTTGATT CCATCAACGT 0 AB 0 0 0 0 0

6183 3039 an AN8180.1 53.m03800 AO070310000147 0 -144 -115 ATGTTATCTAATCGTAGGGTGCGCGGGTGA ATGTTATCTAATCGTAGGGTGCGCGGGTGA MLSNRRVRG* MLSNRRVRG* TCCCGTCAGG GACCATTCGC 0 AB 0 0 0 0 0
6185 3039 ao AN8180.1 53.m03800 AO070310000147 0 -233 -216 ATGTTTGTTGATATTTAG ATGTTTGTTGATATTTAG MFVDI* MFVDI* CAGTGGTGAT TGATAAACTA 0 AB 0 0 0 0 0
6186 3039 ao AN8180.1 53.m03800 AO070310000147 0 -206 -171 ATGAAAACGGACGTCTTCCCAATCGGGAAACAATGA ATGAAAACGGACGTCTTCCCAATCGGGAAA

CAATGA
MKTDVFPIGKQ* MKTDVFPIGKQ* GTGATAAACT CGACGAGACG 0 AB 0 0 0 0 0

6187 3040 af AN4717.1 71.m15705 AO070311000004 0 -201 -190 ATGAAGGATTGA ATGAAGGATTGA MKD* MKD* CTTACCTCCC TCAAGGCTTG 0 T 0 0 0 0 0
6188 3040 af AN4717.1 71.m15705 AO070311000004 0 -145 -107 ATGACCGATCTTCCAATTTCTGCCTGCTTTGGCCAGTAG ATGACCGATCTTCCAATTTCTGCCTGCTTTGGCCA

GTAG
MTDLPISACFGQ* MTDLPISACFGQ* AGGCAGTTTA CCTTCGAAAT 0 T 0 0 0 0 0

6189 3040 ao AN4717.1 71.m15705 AO070311000004 0 -158 -129 ATGGAATATTACGTTTACATCGCATTCTAG ATGGAATATTACGTTTACATCGCATTCTAG MEYYVYIAF* MEYYVYIAF* TACATACTCA TCTTAATTTT 0 T 0 0 0 0 0

6191 3041 af AN4716.1 71.m15704 AO070311000005 0 -183 -166 ATGCCTGGCCGACACTGA ATGCCTGGCCGACACTGA MPGRH* MPGRH* AGGCGCAGAT ATTGAGTTGA 0  0 0 0 YJR075W 0
6190 3041 an AN4716.1 71.m15704 AO070311000005 0 -180 -151 ATGAACGGCTGTCAGGGGGTCTCTCAGTGA ATGAACGGCTGTCAGGGGGTCTCTCAGTGA MNGCQGVSQ* MNGCQGVSQ* ACGAGCAGAC AGGCAACACT 0  0 0 0 YJR075W 0
6192 3041 ao AN4716.1 71.m15704 AO070311000005 0 -220 -197 ATGCGCGATTTCAATGACCATTGA ATGCGCGATTTCAATGACCATTGA MRDFNDH* MRDFNDH* AAGTGCAGAT GTGGGATGCA 0  0 0 0 YJR075W 0
6193 3041 ao AN4716.1 71.m15704 AO070311000005 0 -207 -181 ATGACCATTGAGTGGGATGCAAATTGA ATGACCATTGAGTGGGATGCAAATTGA MTIEWDAN* MTIEWDAN* CGCGATTTCA GATCTATACC 0  0 0 0 YJR075W 0
6194 3041 ao AN4716.1 71.m15704 AO070311000005 0 -191 -123 ATGCAAATTGAGATCTATACCGAATCCCACTGGTTGTCGC

CGCATCTCAAAGTCGCTGTCATTCACTGA
ATGCAAATTGAGATCTATACCGAATCCCACT
GGTTGTCGCCGCATCTCAAAGTCGCTGTCA
TTCACTGA

MQIEIYTESHWLSPHLKV
AVIH*

MQIEIYTESHWLSPH
LKVAVIH*

ATTGAGTGGG TCGTCGGCGG 0  0 0 0 YJR075W 0

6197 3042 af AN3824.1 57.m05656 AO070311000023 0 -248 -219 ATGATTGAACTTGATGCACGAAGTAGATAA ATGATTGAACTTGATGCACGAAGTAGATAA MIELDARSR* MIELDARSR* CAGACGTGGA CGGCTTATGC 0 J FG01104.1 MG04425.1 0 0 0
6198 3042 af AN3824.1 57.m05656 AO070311000023 0 -235 -206 ATGCACGAAGTAGATAACGGCTTATGCTGA ATGCACGAAGTAGATAACGGCTTATGCTGA MHEVDNGLC* MHEVDNGLC* ATTGAACTTG TGATGACTAA 0 J FG01104.1 MG04425.1 0 0 0
6199 3042 af AN3824.1 57.m05656 AO070311000023 0 -212 -168 ATGCTGATGATGACTAATTATGATGATGGCGGGGTACCTG

GATAG
ATGCTGATGATGACTAATTATGATGATGGCGGGGT
ACCTGGATAG

MLMMTNYDDGGVPG* MLMMTNYDDGGVP
G*

ATAACGGCTT AATCACGTGA 0 J FG01104.1 MG04425.1 0 0 0

6200 3042 af AN3824.1 57.m05656 AO070311000023 0 -206 -168 ATGATGACTAATTATGATGATGGCGGGGTACCTGGATAG ATGATGACTAATTATGATGATGGCGGGGTACCTGG
ATAG

MMTNYDDGGVPG* MMTNYDDGGVPG* GCTTATGCTG AATCACGTGA 0 J FG01104.1 MG04425.1 0 0 0

6201 3042 af AN3824.1 57.m05656 AO070311000023 0 -203 -168 ATGACTAATTATGATGATGGCGGGGTACCTGGATAG ATGACTAATTATGATGATGGCGGGGTACCTGGATA
G

MTNYDDGGVPG* MTNYDDGGVPG* TATGCTGATG AATCACGTGA 0 J FG01104.1 MG04425.1 0 0 0

6202 3042 af AN3824.1 57.m05656 AO070311000023 0 -193 -158 ATGATGATGGCGGGGTACCTGGATAGAATCACGTGA ATGATGATGGCGGGGTACCTGGATAGAATCACGT
GA

MMMAGYLDRIT* MMMAGYLDRIT* ATGACTAATT ATGCGTCTAT 0 J FG01104.1 MG04425.1 0 0 0

6203 3042 af AN3824.1 57.m05656 AO070311000023 0 -190 -158 ATGATGGCGGGGTACCTGGATAGAATCACGTGA ATGATGGCGGGGTACCTGGATAGAATCACGTGA MMAGYLDRIT* MMAGYLDRIT* ACTAATTATG ATGCGTCTAT 0 J FG01104.1 MG04425.1 0 0 0

6204 3042 af AN3824.1 57.m05656 AO070311000023 0 -187 -158 ATGGCGGGGTACCTGGATAGAATCACGTGA ATGGCGGGGTACCTGGATAGAATCACGTGA MAGYLDRIT* MAGYLDRIT* AATTATGATG ATGCGTCTAT 0 J FG01104.1 MG04425.1 0 0 0
6205 3042 af AN3824.1 57.m05656 AO070311000023 0 -157 -32 ATGCGTCTATGGTTTGAACTGTCTCCCGTAAGAGGGCCCG

AAAAGAGTCACAATTTAGTTGGAGACACAGTGGTCGACAT
CCCAGAGTTCTCGTTACAGTCCCCGCCACGCAGTTCTTTA
TCTTGA

ATGCGTCTATGGTTTGAACTGTCTCCCGTAAGAGG
GCCCGAAAAGAGTCACAATTTAGTTGGAGACACAG
TGGTCGACATCCCAGAGTTCTCGTTACAGTCCCCG
CCACGCAGTTCTTTATCTTGA

MRLWFELSPVRGPEKSH
NLVGDTVVDIPEFSLQSP
PRSSLS*

MRLWFELSPVRGP
EKSHNLVGDTVVDI
PEFSLQSPPRSSLS*

AATCACGTGA CCTCTGTTAT 0 J FG01104.1 MG04425.1 0 0 0

6195 3042 an AN3824.1 57.m05656 AO070311000023 0 -229 -161 ATGTCTCACAAGTGGAAAGTAAAGAAACAGCAAGAGACAG
GTAATATTAGCGGGGTAGTCACGGGATGA

ATGTCTCACAAGTGGAAAGTAAAGAAACAGCAAG
AGACAGGTAATATTAGCGGGGTAGTCACGGGAT
GA

MSHKWKVKKQQETGNIS
GVVTG*

MSHKWKVKKQQETGNI
SGVVTG*

ATTGTTTGAG CGCACTTGGC 0 J FG01104.1 MG04425.1 0 0 0

6196 3042 an AN3824.1 57.m05656 AO070311000023 0 -164 -72 ATGACGCACTTGGCACGGCTGCCCCGCCGTAATTTTGAG
GGCCGAAAAAGAGGTGGGCGGGATGCTTTGAGTCAATCG
TACATCAAGCCCTAG

ATGACGCACTTGGCACGGCTGCCCCGCCGTAAT
TTTGAGGGCCGAAAAAGAGGTGGGCGGGATGCT
TTGAGTCAATCGTACATCAAGCCCTAG

MTHLARLPRRNFEGRKR
GGRDALSQSYIKP*

MTHLARLPRRNFEGRK
RGGRDALSQSYIKP*

TAGTCACGGG TCAACTCTCT 0 J FG01104.1 MG04425.1 0 0 0

146



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

6206 3042 ao AN3824.1 57.m05656 AO070311000023 0 -169 -80 ATGGCGTCTATGGTCCGCGTCACTTACCGTAACCACACAA
GAGCCGCCAAAGAGTCACAATTCGGAAAGTGGGCAGTAT
CTGTTGCATAA

ATGGCGTCTATGGTCCGCGTCACTTACCGT
AACCACACAAGAGCCGCCAAAGAGTCACAA
TTCGGAAAGTGGGCAGTATCTGTTGCATAA

MASMVRVTYRNHTRAAK
ESQFGKWAVSVA*

MASMVRVTYRNHT
RAAKESQFGKWAV
SVA*

AAGTCACGGG TTCGAGTCCT 0 J FG01104.1 MG04425.1 0 0 0

6207 3042 ao AN3824.1 57.m05656 AO070311000023 0 -160 -80 ATGGTCCGCGTCACTTACCGTAACCACACAAGAGCCGCC
AAAGAGTCACAATTCGGAAAGTGGGCAGTATCTGTTGCAT
AA

ATGGTCCGCGTCACTTACCGTAACCACACA
AGAGCCGCCAAAGAGTCACAATTCGGAAAG
TGGGCAGTATCTGTTGCATAA

MVRVTYRNHTRAAKESQ
FGKWAVSVA*

MVRVTYRNHTRAAK
ESQFGKWAVSVA*

GATGGCGTCT TTCGAGTCCT 0 J FG01104.1 MG04425.1 0 0 0

6210 3045 af AN4508.1 57.m05622 AO070311000061 0 -122 -102 ATGCCGCACGGAGGTAGCTGA ATGCCGCACGGAGGTAGCTGA MPHGGS* MPHGGS* CCCGTAGTGG TATCACCGGC 0 T FG09422.1 0 0 0 0
6208 3045 an AN4508.1 57.m05622 AO070311000061 0 -190 -77 ATGGTTATGGCCGAGCTTAGTCAGAAGCCATGTGACAGAT

GGTTGCGCTTCTCGAACGTTCGGGTCGCCGTAGTAAGCA
AAGTGATATCACTGGCTGTATTCTGTATCCTATAA

ATGGTTATGGCCGAGCTTAGTCAGAAGCCATGTG
ACAGATGGTTGCGCTTCTCGAACGTTCGGGTCG
CCGTAGTAAGCAAAGTGATATCACTGGCTGTATT
CTGTATCCTATAA

MVMAELSQKPCDRWLR
FSNVRVAVVSKVISLAVF
CIL*

MVMAELSQKPCDRWLR
FSNVRVAVVSKVISLAVF
CIL*

GGAGTTAGTG ATACCCGAGC 0 T FG09422.1 0 0 0 0

6209 3045 an AN4508.1 57.m05622 AO070311000061 0 -184 -77 ATGGCCGAGCTTAGTCAGAAGCCATGTGACAGATGGTTG
CGCTTCTCGAACGTTCGGGTCGCCGTAGTAAGCAAAGTG
ATATCACTGGCTGTATTCTGTATCCTATAA

ATGGCCGAGCTTAGTCAGAAGCCATGTGACAGA
TGGTTGCGCTTCTCGAACGTTCGGGTCGCCGTA
GTAAGCAAAGTGATATCACTGGCTGTATTCTGTA
TCCTATAA

MAELSQKPCDRWLRFSN
VRVAVVSKVISLAVFCIL*

MAELSQKPCDRWLRFS
NVRVAVVSKVISLAVFCI
L*

AGTGATGGTT ATACCCGAGC 0 T FG09422.1 0 0 0 0

6211 3045 ao AN4508.1 57.m05622 AO070311000061 0 -258 -235 ATGACATCGGAGAAAGGAAACTAG ATGACATCGGAGAAAGGAAACTAG MTSEKGN* MTSEKGN* CTCCCCCACT TTATCGCCGA 0 T FG09422.1 0 0 0 0
6212 3045 ao AN4508.1 57.m05622 AO070311000061 0 -193 -59 ATGGCGATTGCACTTCTCGAACTTTCGGGTAGCCGTAGCG

CCAGAGAGCGGAGCAAACATGCAGAGGTTCGGGAGCGA
ACACTCCTAATCCGGAAAAGGGCGGAAAGACTGATATCAC
CGGCCCGCGGCTTTTAA

ATGGCGATTGCACTTCTCGAACTTTCGGGTA
GCCGTAGCGCCAGAGAGCGGAGCAAACAT
GCAGAGGTTCGGGAGCGAACACTCCTAATC
CGGAAAAGGGCGGAAAGACTGATATCACCG
GCCCGCGGCTTTTAA

MAIALLELSGSRSARERS
KHAEVRERTLLIRKRAER
LISPARGF*

MAIALLELSGSRSAR
ERSKHAEVRERTLLI
RKRAERLISPARGF*

GTCACACGTG ATAGCTGCTC 0 T FG09422.1 0 0 0 0

6213 3045 ao AN4508.1 57.m05622 AO070311000061 0 -135 -106 ATGCAGAGGTTCGGGAGCGAACACTCCTAA ATGCAGAGGTTCGGGAGCGAACACTCCTAA MQRFGSEHS* MQRFGSEHS* CGGAGCAAAC TCCGGAAAAG 0 T FG09422.1 0 0 0 0

6214 3046 an AN4513.1 57.m05616 AO070311000069 0 -180 -154 ATGGGGTCCTCGGGAGAGGCCCACTAG ATGGGGTCCTCGGGAGAGGCCCACTAG MGSSGEAH* MGSSGEAH* GGGGTAAGTT TGTCAACAAT 0 Z 0 0 0 0 0
6215 3046 ao AN4513.1 57.m05616 AO070311000069 0 -180 -70 ATGAGCTCGTTCTCCAATTCTTATCTCTTCGTCGCCTCATC

GTTGTTTCGACACGCCGCCGGTGTAGGGCGTCGCTGGAT
ATTTCGACAACTGCCCTCCCCGCGCCGATAA

ATGAGCTCGTTCTCCAATTCTTATCTCTTCGT
CGCCTCATCGTTGTTTCGACACGCCGCCGG
TGTAGGGCGTCGCTGGATATTTCGACAACT
GCCCTCCCCGCGCCGATAA

MSSFSNSYLFVASSLFRH
AAGVGRRWIFRQLPSPR
R*

MSSFSNSYLFVASS
LFRHAAGVGRRWIF
RQLPSPRR*

TTCTTCGTCG ATCTCGACTT 0 Z 0 0 0 0 0

6218 3047 af AN0116.1 71.m15395 AO070311000103 0 -180 -124 ATGATTCCTTTTCCATCGTCTTTTTGTGGCCGGTCGGAAGA
TGACCCAGAGCGGTAA

ATGATTCCTTTTCCATCGTCTTTTTGTGGCCGGTCG
GAAGATGACCCAGAGCGGTAA

MIPFPSSFCGRSEDDPE
R*

MIPFPSSFCGRSED
DPER*

CCATTCAAGA GAAACTCCGG 0 J FG06204.1 MG06071.1 0 0 0

6219 3047 af AN0116.1 71.m15395 AO070311000103 0 -140 -69 ATGACCCAGAGCGGTAAGAAACTCCGGCCCTGGGGCTTA
CCTGAATCCGAACAAAACTCGGGCCGCAAATAG

ATGACCCAGAGCGGTAAGAAACTCCGGCCCTGGG
GCTTACCTGAATCCGAACAAAACTCGGGCCGCAAA
TAG

MTQSGKKLRPWGLPESE
QNSGRK*

MTQSGKKLRPWGL
PESEQNSGRK*

CGGTCGGAAG TTGGCAGATC 0 J FG06204.1 MG06071.1 0 0 0

6216 3047 an AN0116.1 71.m15395 AO070311000103 0 -201 -154 ATGACGTCCAGCATTTTGCGCTCAGCGCCGGACGTGCCC
GTCCACTGA

ATGACGTCCAGCATTTTGCGCTCAGCGCCGGAC
GTGCCCGTCCACTGA

MTSSILRSAPDVPVH* MTSSILRSAPDVPVH* ACGGTTTGTT GGGCTGACTT 0 J FG06204.1 MG06071.1 0 0 0

6217 3047 an AN0116.1 71.m15395 AO070311000103 0 -124 -59 ATGCCGATTCCGGCCGCCCGTCCATCTCGAAAATCTTGGC
CGCAGGAAGGGCAACAGATCAGTTGA

ATGCCGATTCCGGCCGCCCGTCCATCTCGAAAA
TCTTGGCCGCAGGAAGGGCAACAGATCAGTTGA

MPIPAARPSRKSWPQEG
QQIS*

MPIPAARPSRKSWPQE
GQQIS*

AAGGATAGAA CATTGACGAA 0 J FG06204.1 MG06071.1 0 0 0

6220 3047 ao AN0116.1 71.m15395 AO070311000103 0 -219 -178 ATGACGTTCAGCATTTCATTTCGTTTCTTCGCTTGCGGTTA
A

ATGACGTTCAGCATTTCATTTCGTTTCTTCG
CTTGCGGTTAA

MTFSISFRFFACG* MTFSISFRFFACG* CAATGTTTTA TACGGTAAGT 0 J FG06204.1 MG06071.1 0 0 0

6224 3048 af AN1014.1 70.m15232 AO070312000004 0 -249 -94 ATGCCAGTGCTTCCATCCATCCATCCACCATCCACCATCTT
ATCACTCTATCCATCTGCTCTTCCCCCTCCTCCTTCCGCTA
TCTCCATATCACCATTCTCCGGAGTCCAATGCAGTAGTAG
TATAGATATGTTCGCCTTCGCCGACCCTGGATAG

ATGCCAGTGCTTCCATCCATCCATCCACCATCCAC
CATCTTATCACTCTATCCATCTGCTCTTCCCCCTCC
TCCTTCCGCTATCTCCATATCACCATTCTCCGGAGT
CCAATGCAGTAGTAGTATAGATATGTTCGCCTTCG
CCGACCCTGGATAG

MPVLPSIHPPSTILSLYPS
ALPPPPSAISISPFSGVQC
SSSIDMFAFADPG*

MPVLPSIHPPSTILSL
YPSALPPPPSAISISP
FSGVQCSSSIDMFA
FADPG*

GGAAGTTCAC TCCCTAAAGC 0 I 0 0 NCU01751.1 YKL188C YKL188C

6222 3048 an AN1014.1 70.m15232 AO070312000004 0 -155 -51 ATGCATGGGGCACTTCAGCTATCTCACCATTCTTCAAGCA
ACATCCAACAATATCATCACTTTCCTCAAAGAAGTATCGCC
GCTGGTCATGTTGCCTTACGTTGA

ATGCATGGGGCACTTCAGCTATCTCACCATTCTT
CAAGCAACATCCAACAATATCATCACTTTCCTCAA
AGAAGTATCGCCGCTGGTCATGTTGCCTTACGTT
GA

MHGALQLSHHSSSNIQQ
YHHFPQRSIAAGHVALR*

MHGALQLSHHSSSNIQ
QYHHFPQRSIAAGHVAL
R*

TCGCGTTCAC TTCCGGATAA 0 I 0 0 NCU01751.1 YKL188C YKL188C

6223 3048 an AN1014.1 70.m15232 AO070312000004 0 -151 -41 ATGGGGCACTTCAGCTATCTCACCATTCTTCAAGCAACAT
CCAACAATATCATCACTTTCCTCAAAGAAGTATCGCCGCTG
GTCATGTTGCCTTACGTTGATTCCGGATAA

ATGGGGCACTTCAGCTATCTCACCATTCTTCAAG
CAACATCCAACAATATCATCACTTTCCTCAAAGAA
GTATCGCCGCTGGTCATGTTGCCTTACGTTGATT
CCGGATAA

MGHFSYLTILQATSNNIIT
FLKEVSPLVMLPYVDSG*

MGHFSYLTILQATSNNIIT
FLKEVSPLVMLPYVDSG
*

GTTCACATGC AGTCATTTTT 0 I 0 0 NCU01751.1 YKL188C YKL188C

6225 3048 ao AN1014.1 70.m15232 AO070312000004 0 -220 -47 ATGATCCGTTCACATGTCATTCCCCGGGTTCTTCTCATCCA
TCATCCCTCTGATTCTCTCTCCTCCTCCACCTTCTTTTCCC
TCCCGAAAGAACAAGGTGGCACTATACTTCCTCCCCCGGC
AACTAAATTAATCCGCTTCATGGCCATGTTATCCCAAGTTG
ACTCTGGCTGA

ATGATCCGTTCACATGTCATTCCCCGGGTTC
TTCTCATCCATCATCCCTCTGATTCTCTCTCC
TCCTCCACCTTCTTTTCCCTCCCGAAAGAAC
AAGGTGGCACTATACTTCCTCCCCCGGCAA
CTAAATTAATCCGCTTCATGGCCATGTTATC
CCAAGTTGACTCTGGCTGA

MIRSHVIPRVLLIHHPSDS
LSSSTFFSLPKEQGGTILP
PPATKLIRFMAMLSQVDS
G*

MIRSHVIPRVLLIHHP
SDSLSSSTFFSLPKE
QGGTILPPPATKLIR
FMAMLSQVDSG*

AAGTCGGGGG AATTAATTCT 0 I 0 0 NCU01751.1 YKL188C YKL188C

6226 3048 ao AN1014.1 70.m15232 AO070312000004 0 -207 -88 ATGTCATTCCCCGGGTTCTTCTCATCCATCATCCCTCTGAT
TCTCTCTCCTCCTCCACCTTCTTTTCCCTCCCGAAAGAACA
AGGTGGCACTATACTTCCTCCCCCGGCAACTAAATTAA

ATGTCATTCCCCGGGTTCTTCTCATCCATCA
TCCCTCTGATTCTCTCTCCTCCTCCACCTTC
TTTTCCCTCCCGAAAGAACAAGGTGGCACT
ATACTTCCTCCCCCGGCAACTAAATTAA

MSFPGFFSSIIPLILSPPPP
SFPSRKNKVALYFLPRQL
N*

MSFPGFFSSIIPLILS
PPPPSFPSRKNKVA
LYFLPRQLN*

ATCCGTTCAC TCCGCTTCAT 0 I 0 0 NCU01751.1 YKL188C YKL188C

6228 3049 af AN1012.1 70.m15229 AO070312000018 0 -185 -72 ATGGTTTACGCTCTACTTTCATCTAACCTCGGCAAACCACC
AGGTGTCCTGGCCTGGTCAATACTCCGCAGTAACAAATAC
CGGCCTCAGGCCCAGCAAGCTGATACGGAGTGA

ATGGTTTACGCTCTACTTTCATCTAACCTCGGCAAA
CCACCAGGTGTCCTGGCCTGGTCAATACTCCGCA
GTAACAAATACCGGCCTCAGGCCCAGCAAGCTGAT
ACGGAGTGA

MVYALLSSNLGKPPGVLA
WSILRSNKYRPQAQQAD
TE*

MVYALLSSNLGKPP
GVLAWSILRSNKYR
PQAQQADTE*

ATTGATGTAG CTTGGTTGAC 0 R 0 0 0 0 0

6229 3050 af AN1003.1 70.m15221 AO070312000031 0 -252 -217 ATGGGGCCAGTCGGACCGGCCACTGTGCGTACTTGA ATGGGGCCAGTCGGACCGGCCACTGTGCGTACTT
GA

MGPVGPATVRT* MGPVGPATVRT* GGCTTCCCGA TACCTCAGGT 0 E 0 0 0 0 0

6230 3050 ao AN1003.1 70.m15221 AO070312000031 0 -180 -19 ATGCCATGCCGGTCGGTCGGCAGCGGCGGTGCCGAGAG
AGGTCAAGATTGGCCTGAGGAACCTTCTCTCACTTCCCGC
ACAAGCAACCCGCCGCCTTTCTTCTTTCTCTCCTTCCCATC
CTCCACATACTCTCCTCTCCAGCCCTGTGTTGTTCGTCGC
TGA

ATGCCATGCCGGTCGGTCGGCAGCGGCGG
TGCCGAGAGAGGTCAAGATTGGCCTGAGG
AACCTTCTCTCACTTCCCGCACAAGCAACCC
GCCGCCTTTCTTCTTTCTCTCCTTCCCATCC
TCCACATACTCTCCTCTCCAGCCCTGTGTTG
TTCGTCGCTGA

MPCRSVGSGGAERGQD
WPEEPSLTSRTSNPPPF
FFLSFPSSTYSPLQPCVV
RR*

MPCRSVGSGGAER
GQDWPEEPSLTSR
TSNPPPFFFLSFPSS
TYSPLQPCVVRR*

CACGGAATCC CCCCGGGGAT 0 E 0 0 0 0 0

6231 3050 ao AN1003.1 70.m15221 AO070312000031 0 -175 -125 ATGCCGGTCGGTCGGCAGCGGCGGTGCCGAGAGAGGTC
AAGATTGGCCTGA

ATGCCGGTCGGTCGGCAGCGGCGGTGCCG
AGAGAGGTCAAGATTGGCCTGA

MPVGRQRRCRERSRLA* MPVGRQRRCRERS
RLA*

AATCCATGCC GGAACCTTCT 0 E 0 0 0 0 0

6239 3054 af AN6906.1 71.m15231 AO070314000008 0 -248 -159 ATGGTTATATCATGGTCTAAGCATGCAGAGATACTAGCAC
GCAGAGTAGGATTGCTTGAAAACGAACTGATCCAAAATGC
TGTGCAGTGA

ATGGTTATATCATGGTCTAAGCATGCAGAGATACTA
GCACGCAGAGTAGGATTGCTTGAAAACGAACTGAT
CCAAAATGCTGTGCAGTGA

MVISWSKHAEILARRVGL
LENELIQNAVQ*

MVISWSKHAEILAR
RVGLLENELIQNAV
Q*

TAAAGCATAG CTGAGTCGCA 0 R 0 0 0 YLL036C 0

6240 3054 af AN6906.1 71.m15231 AO070314000008 0 -226 -212 ATGCAGAGATACTAG ATGCAGAGATACTAG MQRY* MQRY* TGGTCTAAGC CACGCAGAGT 0 R 0 0 0 YLL036C 0
6241 3054 af AN6906.1 71.m15231 AO070314000008 0 -172 -155 ATGCTGTGCAGTGACTGA ATGCTGTGCAGTGACTGA MLCSD* MLCSD* CTGATCCAAA GTCGCATGAG 0 R 0 0 0 YLL036C 0
6242 3054 af AN6906.1 71.m15231 AO070314000008 0 -149 -21 ATGAGTGCCAAGAATGGACGATCAGCCAACTTTGCGGTG

CGGCTAAACCAGATAGGGCGGAAGGGTTATCTCGTCGAA
AAGTCCAATGCGGCGACAGCTCTCGCGTCAAGCAACCTC
TCTCTAGACTAA

ATGAGTGCCAAGAATGGACGATCAGCCAACTTTGC
GGTGCGGCTAAACCAGATAGGGCGGAAGGGTTAT
CTCGTCGAAAAGTCCAATGCGGCGACAGCTCTCG
CGTCAAGCAACCTCTCTCTAGACTAA

MSAKNGRSANFAVRLNQ
IGRKGYLVEKSNAATALA
SSNLSLD*

MSAKNGRSANFAV
RLNQIGRKGYLVEK
SNAATALASSNLSL
D*

ACTGAGTCGC CCAACTCATC 0 R 0 0 0 YLL036C 0

6243 3054 af AN6906.1 71.m15231 AO070314000008 0 -136 -104 ATGGACGATCAGCCAACTTTGCGGTGCGGCTAA ATGGACGATCAGCCAACTTTGCGGTGCGGCTAA MDDQPTLRCG* MDDQPTLRCG* AGTGCCAAGA ACCAGATAGG 0 R 0 0 0 YLL036C 0
6244 3054 af AN6906.1 71.m15231 AO070314000008 0 -64 -26 ATGCGGCGACAGCTCTCGCGTCAAGCAACCTCTCTCTAG ATGCGGCGACAGCTCTCGCGTCAAGCAACCTCTCT

CTAG
MRRQLSRQATSL* MRRQLSRQATSL* GAAAAGTCCA ACTAACCAAC 0 R 0 0 0 YLL036C 0

6234 3054 an AN6906.1 71.m15231 AO070314000008 0 -233 -129 ATGGCAATAGCCTCTAGCTTATGTCAAGCGCACTGTTCCA
TTGGAGGGACCCTATGGAAAATCCGCAGCGTCATGGGTG
ACGGGTGGTTGGGCGTTTCGGGATGA

ATGGCAATAGCCTCTAGCTTATGTCAAGCGCACT
GTTCCATTGGAGGGACCCTATGGAAAATCCGCA
GCGTCATGGGTGACGGGTGGTTGGGCGTTTCG
GGATGA

MAIASSLCQAHCSIGGTL
WKIRSVMGDGWLGVSG*

MAIASSLCQAHCSIGGT
LWKIRSVMGDGWLGVS
G*

TTGACTCTAG CCGCCAAGCA 0 R 0 0 0 YLL036C 0

6235 3054 an AN6906.1 71.m15231 AO070314000008 0 -213 -154 ATGTCAAGCGCACTGTTCCATTGGAGGGACCCTATGGAAA
ATCCGCAGCGTCATGGGTGA

ATGTCAAGCGCACTGTTCCATTGGAGGGACCCTA
TGGAAAATCCGCAGCGTCATGGGTGA

MSSALFHWRDPMENPQ
RHG*

MSSALFHWRDPMENPQ
RHG*

CCTCTAGCTT CGGGTGGTTG 0 R 0 0 0 YLL036C 0

6236 3054 an AN6906.1 71.m15231 AO070314000008 0 -180 -154 ATGGAAAATCCGCAGCGTCATGGGTGA ATGGAAAATCCGCAGCGTCATGGGTGA MENPQRHG* MENPQRHG* GAGGGACCCT CGGGTGGTTG 0 R 0 0 0 YLL036C 0
6237 3054 an AN6906.1 71.m15231 AO070314000008 0 -161 -129 ATGGGTGACGGGTGGTTGGGCGTTTCGGGATGA ATGGGTGACGGGTGGTTGGGCGTTTCGGGATGA MGDGWLGVSG* MGDGWLGVSG* CCGCAGCGTC CCGCCAAGCA 0 R 0 0 0 YLL036C 0

6238 3054 an AN6906.1 71.m15231 AO070314000008 0 -132 -88 ATGACCGCCAAGCATGAATCACCGATCGGCCAGAGGTGG
CACTAG

ATGACCGCCAAGCATGAATCACCGATCGGCCAG
AGGTGGCACTAG

MTAKHESPIGQRWH* MTAKHESPIGQRWH* GCGTTTCGGG TCCGAATTCA 0 R 0 0 0 YLL036C 0

6245 3054 ao AN6906.1 71.m15231 AO070314000008 0 -216 -178 ATGAATAAGTGTACAGGAAAAACGAATACAACGAATTGA ATGAATAAGTGTACAGGAAAAACGAATACAA
CGAATTGA

MNKCTGKTNTTN* MNKCTGKTNTTN* AGTCGTAAGA GAAGAAAAGA 0 R 0 0 0 YLL036C 0

6246 3054 ao AN6906.1 71.m15231 AO070314000008 0 -141 -109 ATGGTTGCTTGCCGCCAAGAGATCTGCGGCTAA ATGGTTGCTTGCCGCCAAGAGATCTGCGGC
TAA

MVACRQEICG* MVACRQEICG* TCGTTTGCGC ACCCAAAAGA 0 R 0 0 0 YLL036C 0

6249 3055 af AN6904.1 71.m15232 AO070314000010 0 -247 -227 ATGAGGGGAAACGATAGGTAA ATGAGGGGAAACGATAGGTAA MRGNDR* MRGNDR* AACTGAAGTC TAATCTAGGT 0 J FG06703.1 MG08906.1 0 0 0
6250 3055 af AN6904.1 71.m15232 AO070314000010 0 -94 -41 ATGGTGAACCACCTTGCTTGCGTCTCGAAAAGTCACCGAA

CTGTTCCTGGATGA
ATGGTGAACCACCTTGCTTGCGTCTCGAAAAGTCA
CCGAACTGTTCCTGGATGA

MVNHLACVSKSHRTVPG
*

MVNHLACVSKSHRT
VPG*

ACGCCAGCCA CTTGTTTAAC 0 J FG06703.1 MG08906.1 0 0 0

6247 3055 an AN6904.1 71.m15232 AO070314000010 0 -249 -181 ATGAGAGTTCTAGCAACTGAGATAAGGGGCATATGTGGAG
GGAGGGAGTTGATACCTTGTCTTGAGTAG

ATGAGAGTTCTAGCAACTGAGATAAGGGGCATAT
GTGGAGGGAGGGAGTTGATACCTTGTCTTGAGT
AG

MRVLATEIRGICGGRELIP
CLE*

MRVLATEIRGICGGRELI
PCLE*

GAGAATAAGA TTGGATTATT 0 J FG06703.1 MG08906.1 0 0 0

6248 3055 an AN6904.1 71.m15232 AO070314000010 0 -217 -185 ATGTGGAGGGAGGGAGTTGATACCTTGTCTTGA ATGTGGAGGGAGGGAGTTGATACCTTGTCTTGA MWREGVDTLS* MWREGVDTLS* TAAGGGGCAT GTAGTTGGAT 0 J FG06703.1 MG08906.1 0 0 0

6251 3055 ao AN6904.1 71.m15232 AO070314000010 0 -246 -220 ATGCGCAATGGGCATAAGCAACGATGA ATGCGCAATGGGCATAAGCAACGATGA MRNGHKQR* MRNGHKQR* TTCGATTCCC GCGTTGGAAT 0 J FG06703.1 MG08906.1 0 0 0
6252 3055 ao AN6904.1 71.m15232 AO070314000010 0 -239 -90 ATGGGCATAAGCAACGATGAGCGTTGGAATTATTCTGAGA

CACTACCGCAGGCCTCGTTTGTCGAGTTCGCGTTCCTACG
TGACTTGGCAGCTCAATTGCAGTTCTGGAAGCCACTAGGC
GCGCTAACCGACATAGCCGCGGACCAATGA

ATGGGCATAAGCAACGATGAGCGTTGGAAT
TATTCTGAGACACTACCGCAGGCCTCGTTT
GTCGAGTTCGCGTTCCTACGTGACTTGGCA
GCTCAATTGCAGTTCTGGAAGCCACTAGGC
GCGCTAACCGACATAGCCGCGGACCAATGA

MGISNDERWNYSETLPQ
ASFVEFAFLRDLAAQLQF
WKPLGALTDIAADQ*

MGISNDERWNYSET
LPQASFVEFAFLRD
LAAQLQFWKPLGAL
TDIAADQ*

CCCATGCGCA CAGCCACGCT 0 J FG06703.1 MG08906.1 0 0 0
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6253 3055 ao AN6904.1 71.m15232 AO070314000010 0 -223 -122 ATGAGCGTTGGAATTATTCTGAGACACTACCGCAGGCCTC
GTTTGTCGAGTTCGCGTTCCTACGTGACTTGGCAGCTCAA
TTGCAGTTCTGGAAGCCACTAG

ATGAGCGTTGGAATTATTCTGAGACACTACC
GCAGGCCTCGTTTGTCGAGTTCGCGTTCCT
ACGTGACTTGGCAGCTCAATTGCAGTTCTG
GAAGCCACTAG

MSVGIILRHYRRPRLSSS
RSYVTWQLNCSSGSH*

MSVGIILRHYRRPRL
SSSRSYVTWQLNC
SSGSH*

ATAAGCAACG GCGCGCTAAC 0 J FG06703.1 MG08906.1 0 0 0

6254 3055 ao AN6904.1 71.m15232 AO070314000010 0 -93 -61 ATGACAGCCACGCTCAGAGGTGCTGAAAAGTGA ATGACAGCCACGCTCAGAGGTGCTGAAAAG
TGA

MTATLRGAEK* MTATLRGAEK* CCGCGGACCA ACTATCTCTC 0 J FG06703.1 MG08906.1 0 0 0

6256 3056 af AN6888.1 71.m15251 AO070314000034 0 -157 -101 ATGGACAAGGGAACAAAAAAAAAACTATATAAAGGAGGCA
TGTTCACCAGCTGTTGA

ATGGACAAGGGAACAAAAAAAAAACTATATAAAGG
AGGCATGTTCACCAGCTGTTGA

MDKGTKKKLYKGGMFTS
C*

MDKGTKKKLYKGG
MFTSC*

TCCTGGGCCC CCGAATATCA 0 O 0 0 0 0 0

6257 3056 af AN6888.1 71.m15251 AO070314000034 0 -118 -101 ATGTTCACCAGCTGTTGA ATGTTCACCAGCTGTTGA MFTSC* MFTSC* TAAAGGAGGC CCGAATATCA 0 O 0 0 0 0 0
6255 3056 an AN6888.1 71.m15251 AO070314000034 0 -213 -190 ATGCTCTCCTTCTGTTCCTCCTAG ATGCTCTCCTTCTGTTCCTCCTAG MLSFCSS* MLSFCSS* GCAGATTGCG CTCTTGAGGG 0 O 0 0 0 0 0
6258 3056 ao AN6888.1 71.m15251 AO070314000034 0 -233 -75 ATGTGGACCGCTTCTCTCCTGAGCCGGAGTCCGTTGATTA

TCACCACTACCTTCATGATGACCACCAGAGTAGACAAAGC
TATAAAGGAGCGCCTTCCAGCTGCCCTGAGTAGCTCATCA
CTCTCCCATCCTCTCCAACAAGAGTCTGAGTTCGTCTAG

ATGTGGACCGCTTCTCTCCTGAGCCGGAGT
CCGTTGATTATCACCACTACCTTCATGATGA
CCACCAGAGTAGACAAAGCTATAAAGGAGC
GCCTTCCAGCTGCCCTGAGTAGCTCATCAC
TCTCCCATCCTCTCCAACAAGAGTCTGAGTT
CGTCTAG

MWTASLLSRSPLIITTTFM
MTTRVDKAIKERLPAALS
SSSLSHPLQQESEFV*

MWTASLLSRSPLIIT
TTFMMTTRVDKAIK
ERLPAALSSSSLSH
PLQQESEFV*

AGTGCTGCTG GCTTGTGCTT 0 O 0 0 0 0 0

6259 3056 ao AN6888.1 71.m15251 AO070314000034 0 -179 -75 ATGATGACCACCAGAGTAGACAAAGCTATAAAGGAGCGCC
TTCCAGCTGCCCTGAGTAGCTCATCACTCTCCCATCCTCT
CCAACAAGAGTCTGAGTTCGTCTAG

ATGATGACCACCAGAGTAGACAAAGCTATAA
AGGAGCGCCTTCCAGCTGCCCTGAGTAGCT
CATCACTCTCCCATCCTCTCCAACAAGAGTC
TGAGTTCGTCTAG

MMTTRVDKAIKERLPAAL
SSSSLSHPLQQESEFV*

MMTTRVDKAIKERL
PAALSSSSLSHPLQ
QESEFV*

CACTACCTTC GCTTGTGCTT 0 O 0 0 0 0 0

6260 3056 ao AN6888.1 71.m15251 AO070314000034 0 -176 -75 ATGACCACCAGAGTAGACAAAGCTATAAAGGAGCGCCTTC
CAGCTGCCCTGAGTAGCTCATCACTCTCCCATCCTCTCCA
ACAAGAGTCTGAGTTCGTCTAG

ATGACCACCAGAGTAGACAAAGCTATAAAG
GAGCGCCTTCCAGCTGCCCTGAGTAGCTCA
TCACTCTCCCATCCTCTCCAACAAGAGTCTG
AGTTCGTCTAG

MTTRVDKAIKERLPAALS
SSSLSHPLQQESEFV*

MTTRVDKAIKERLPA
ALSSSSLSHPLQQE
SEFV*

TACCTTCATG GCTTGTGCTT 0 O 0 0 0 0 0

6262 3057 af AN6866.1 71.m15266 AO070314000070 0 -117 -64 ATGAAGCTGTCCGACCATCGGCGCCGATTTCTTCCCCTTC
TTAGCTCAGAATAG

ATGAAGCTGTCCGACCATCGGCGCCGATTTCTTCC
CCTTCTTAGCTCAGAATAG

MKLSDHRRRFLPLLSSE* MKLSDHRRRFLPLL
SSE*

CATAAACTGG CCCAAGATCC 0 E FG09602.1 0 NCU07725.1 0 0

6261 3057 an AN6866.1 71.m15266 AO070314000070 0 -186 -133 ATGAATTGGACTGCTTTTCCTGGTTGGCAAAACACAGAAA
GACGGTGTTCCTGA

ATGAATTGGACTGCTTTTCCTGGTTGGCAAAACA
CAGAAAGACGGTGTTCCTGA

MNWTAFPGWQNTERRC
S*

MNWTAFPGWQNTERR
CS*

CCTCCATGAT ATTCGGTCAG 0 E FG09602.1 0 NCU07725.1 0 0

6263 3059 af AN6842.1 71.m15299 AO070314000097 0 -204 -124 ATGCCCTATATTGCTTGTGTTATCGAGCCAGGGCAGAGGA
AGCAAAAGTTCAATCCGGGGGTTTGCGGTGGTCCGCGCT
AG

ATGCCCTATATTGCTTGTGTTATCGAGCCAGGGCA
GAGGAAGCAAAAGTTCAATCCGGGGGTTTGCGGT
GGTCCGCGCTAG

MPYIACVIEPGQRKQKFN
PGVCGGPR*

MPYIACVIEPGQRK
QKFNPGVCGGPR*

TTGCAGTTTG TTGGGTGAGG 0 R 0 0 NCU01473.1 0 0

6264 3059 ao AN6842.1 71.m15299 AO070314000097 0 -182 -159 ATGGGGTTGCCAAATGGGCGATGA ATGGGGTTGCCAAATGGGCGATGA MGLPNGR* MGLPNGR* TGATGGGGGA AGCAAAAGTT 0 R 0 0 NCU01473.1 0 0

6265 3059 ao AN6842.1 71.m15299 AO070314000097 0 -162 -124 ATGAAGCAAAAGTTCAGACGGGAGGCGCTAACCCGCTGA ATGAAGCAAAAGTTCAGACGGGAGGCGCTA
ACCCGCTGA

MKQKFRREALTR* MKQKFRREALTR* CAAATGGGCG GGCTTGGCTC 0 R 0 0 NCU01473.1 0 0

6272 3060 af AN6841.1 71.m15298 AO070314000098 0 -161 -120 ATGAAGCCGCAAGTGCGAAGAATTTTTAAACGAAGACAGT
AA

ATGAAGCCGCAAGTGCGAAGAATTTTTAAACGAAG
ACAGTAA

MKPQVRRIFKRRQ* MKPQVRRIFKRRQ* CAAAAGTAGA CACGTGACTT 0 O 0 0 0 YMR150C YMR150C

6266 3060 an AN6841.1 71.m15298 AO070314000098 0 -271 -212 ATGAAATGTGAAATGCGATGTCGTTGGTCACTCGACTCAA
AATCCTTGGTGGACAGATGA

ATGAAATGTGAAATGCGATGTCGTTGGTCACTCG
ACTCAAAATCCTTGGTGGACAGATGA

MKCEMRCRWSLDSKSLV
DR*

MKCEMRCRWSLDSKSL
VDR*

TTGTCAGTAA AGGAAAGAAG 0 O 0 0 0 YMR150C YMR150C

6267 3060 an AN6841.1 71.m15298 AO070314000098 0 -259 -212 ATGCGATGTCGTTGGTCACTCGACTCAAAATCCTTGGTGG
ACAGATGA

ATGCGATGTCGTTGGTCACTCGACTCAAAATCCT
TGGTGGACAGATGA

MRCRWSLDSKSLVDR* MRCRWSLDSKSLVDR* GAAATGTGAA AGGAAAGAAG 0 O 0 0 0 YMR150C YMR150C

6268 3060 an AN6841.1 71.m15298 AO070314000098 0 -254 -174 ATGTCGTTGGTCACTCGACTCAAAATCCTTGGTGGACAGA
TGAAGGAAAGAAGAAAATTATCCAATCCGAAGAAAATTTAA

ATGTCGTTGGTCACTCGACTCAAAATCCTTGGTG
GACAGATGAAGGAAAGAAGAAAATTATCCAATCC
GAAGAAAATTTAA

MSLVTRLKILGGQMKER
RKLSNPKKI*

MSLVTRLKILGGQMKER
RKLSNPKKI*

GTGAAATGCG AGCTATGTCA 0 O 0 0 0 YMR150C YMR150C

6269 3060 an AN6841.1 71.m15298 AO070314000098 0 -215 -174 ATGAAGGAAAGAAGAAAATTATCCAATCCGAAGAAAATTTA
A

ATGAAGGAAAGAAGAAAATTATCCAATCCGAAGA
AAATTTAA

MKERRKLSNPKKI* MKERRKLSNPKKI* TGGTGGACAG AGCTATGTCA 0 O 0 0 0 YMR150C YMR150C

6270 3060 an AN6841.1 71.m15298 AO070314000098 0 -169 -77 ATGTCAAATCACGTGTTATCTACCTCCGGGCCGGCTCCGC
TCCAGAGGTCTGCATACAGCACTAAATCTACATCGGCTCA
CTCCGACTCATAA

ATGTCAAATCACGTGTTATCTACCTCCGGGCCGG
CTCCGCTCCAGAGGTCTGCATACAGCACTAAATC
TACATCGGCTCACTCCGACTCATAA

MSNHVLSTSGPAPLQRS
AYSTKSTSAHSDS*

MSNHVLSTSGPAPLQR
SAYSTKSTSAHSDS*

ATTTAAAGCT ACAAGCTCTC 0 O 0 0 0 YMR150C YMR150C

6273 3060 ao AN6841.1 71.m15298 AO070314000098 0 -192 -64 ATGACAATAAAGAACAGAAGAAAAAAGGAATCGAAAAAAA
AAAAGTTCCCGCACTTTTATACCACCTACCCACGTGACCA
ACCCGAAGCTCCGCCGGAGATGAGCAGCCAAAGCACCCA
CCATACGTAG

ATGACAATAAAGAACAGAAGAAAAAAGGAAT
CGAAAAAAAAAAAGTTCCCGCACTTTTATAC
CACCTACCCACGTGACCAACCCGAAGCTCC
GCCGGAGATGAGCAGCCAAAGCACCCACC
ATACGTAG

MTIKNRRKKESKKKKFPH
FYTTYPRDQPEAPPEMS
SQSTHHT*

MTIKNRRKKESKKK
KFPHFYTTYPRDQP
EAPPEMSSQSTHHT
*

GAAGTCCTGC TAATTGGTAA 0 O 0 0 0 YMR150C YMR150C

6274 3060 ao AN6841.1 71.m15298 AO070314000098 0 -93 -64 ATGAGCAGCCAAAGCACCCACCATACGTAG ATGAGCAGCCAAAGCACCCACCATACGTAG MSSQSTHHT* MSSQSTHHT* TCCGCCGGAG TAATTGGTAA 0 O 0 0 0 YMR150C YMR150C

6276 3063 af AN0051.1 71.m15331 AO070314000138 0 -232 -158 ATGGCTGCTGTCCTTCCAACTCTATTGATCTGCTTAATTTC
CTTTTCTTCTCCTTGGTTCATGATCAAGTCGTGA

ATGGCTGCTGTCCTTCCAACTCTATTGATCTGCTTA
ATTTCCTTTTCTTCTCCTTGGTTCATGATCAAGTCGT
GA

MAAVLPTLLICLISFSSPW
FMIKS*

MAAVLPTLLICLISFS
SPWFMIKS*

CTCCGGAACC TTTCACGAAG 0 R FG07303.1 MG06487.1 NCU06416.1 0 0

6277 3063 af AN0051.1 71.m15331 AO070314000138 0 -172 -158 ATGATCAAGTCGTGA ATGATCAAGTCGTGA MIKS* MIKS* TCCTTGGTTC TTTCACGAAG 0 R FG07303.1 MG06487.1 NCU06416.1 0 0

6278 3063 af AN0051.1 71.m15331 AO070314000138 0 -92 -81 ATGCCGTTCTAA ATGCCGTTCTAA MPF* MPF* GAGACGCCTA CACCTTAGAA 0 R FG07303.1 MG06487.1 NCU06416.1 0 0

6275 3063 an AN0051.1 71.m15331 AO070314000138 0 -184 -71 ATGATATATTTGACGGACTTCCCCGCTCCCCGGCCTCCTC
CATCCATTTCCTTATCACCTTTTCGTTTTTCTGCAGCTTTTA
CCCCAGGTCTTTTACTCTGTTCTACCGCGTAA

ATGATATATTTGACGGACTTCCCCGCTCCCCGGC
CTCCTCCATCCATTTCCTTATCACCTTTTCGTTTTT
CTGCAGCTTTTACCCCAGGTCTTTTACTCTGTTCT
ACCGCGTAA

MIYLTDFPAPRPPPSISLS
PFRFSAAFTPGLLLCSTA*

MIYLTDFPAPRPPPSISL
SPFRFSAAFTPGLLLCS
TA*

GTCTGCGGTG TCTTTGAATA 0 R FG07303.1 MG06487.1 NCU06416.1 0 0

6279 3063 ao AN0051.1 71.m15331 AO070314000138 0 -191 -102 ATGTCCCGCCTTCTGGTCCAGTGGAGTAGAAGTGACTTCA
CCAAGTCATTTCACTCTTCACCTTGCGCCACCACTCTATTT
AACGTTTAA

ATGTCCCGCCTTCTGGTCCAGTGGAGTAGA
AGTGACTTCACCAAGTCATTTCACTCTTCAC
CTTGCGCCACCACTCTATTTAACGTTTAA

MSRLLVQWSRSDFTKSF
HSSPCATTLFNV*

MSRLLVQWSRSDF
TKSFHSSPCATTLF
NV*

ATCTCTCTCA CCTCTACCCT 0 R FG07303.1 MG06487.1 NCU06416.1 0 0

6280 3065 ao AN9360.1 52.m03843 AO070315000040 0 -272 -246 ATGAGGCGCGTATTGAACCAGATCTGA ATGAGGCGCGTATTGAACCAGATCTGA MRRVLNQI* MRRVLNQI* TCTCCCCGGC ACTAACCCAA 0 A 0 0 0 0 0
6281 3065 ao AN9360.1 52.m03843 AO070315000040 0 -191 -132 ATGCTTATCTTATTTCCGCCTCAGCCTGTCTCCGCTGTCG

CGACTTTCCCACGATACTAA
ATGCTTATCTTATTTCCGCCTCAGCCTGTCT
CCGCTGTCGCGACTTTCCCACGATACTAA

MLILFPPQPVSAVATFPR
Y*

MLILFPPQPVSAVAT
FPRY*

CAGGATAAGG ATTATACGGC 0 A 0 0 0 0 0

6284 3066 af AN9357.1 52.m04075 AO070315000043 0 -176 -90 ATGCTGTTAACAATATTTTTCATTAATTCCTACAACACGATT
GGCTCTGCGCATTCATCTTTGAGAGTAACAGAAAGTCCAA
CTTGA

ATGCTGTTAACAATATTTTTCATTAATTCCTACAACA
CGATTGGCTCTGCGCATTCATCTTTGAGAGTAACA
GAAAGTCCAACTTGA

MLLTIFFINSYNTIGSAHS
SLRVTESPT*

MLLTIFFINSYNTIGS
AHSSLRVTESPT*

AATTACATCA ATTCCTCTGG 0 Q 0 0 0 YIR035C 0

6282 3066 an AN9357.1 52.m04075 AO070315000043 0 -227 -213 ATGTCTAAGCTATAG ATGTCTAAGCTATAG MSKL* MSKL* GATTGGGTCG ACATGACCAC 0 Q 0 0 0 YIR035C 0
6283 3066 an AN9357.1 52.m04075 AO070315000043 0 -210 -184 ATGACCACTGTTAGGAGATTCATCTAA ATGACCACTGTTAGGAGATTCATCTAA MTTVRRFI* MTTVRRFI* AGCTATAGAC TTGGACCTTT 0 Q 0 0 0 YIR035C 0
6285 3066 ao AN9357.1 52.m04075 AO070315000043 0 -117 -61 ATGGGAGCTCGTTGCTTTCCACATCTTCGGCCTCGGTCCC

TTCGAAGTCAATCCTAA
ATGGGAGCTCGTTGCTTTCCACATCTTCGG
CCTCGGTCCCTTCGAAGTCAATCCTAA

MGARCFPHLRPRSLRSQ
S*

MGARCFPHLRPRSL
RSQS*

ATCACCGCCA CCAAACAACT 0 Q 0 0 0 YIR035C 0

6286 3068 ao AN8676.1 62.m03394 AO070315000096 0 -285 -79 ATGGGCCGTCCGGCACACGTGACAGACCGCCTGCCTGTC
CCAACCGGCACTTTGCCTTCTTCGAACTCCTCCTCCCCGT
TTCTCTTTCCTCTTCTTGTCCTGAACCCAAACCCTGCGAAG
CAAACGCGTTACTCGATTTGGTCATTCTTCCTCCCCCTCAA
AAGCATCATTCCTCTTTGGGCATCTGTCTTCACTTCCCCCA
GATAA

ATGGGCCGTCCGGCACACGTGACAGACCG
CCTGCCTGTCCCAACCGGCACTTTGCCTTC
TTCGAACTCCTCCTCCCCGTTTCTCTTTCCT
CTTCTTGTCCTGAACCCAAACCCTGCGAAG
CAAACGCGTTACTCGATTTGGTCATTCTTCC
TCCCCCTCAAAAGCATCATTCCTCTTTGGGC
ATCTGTCTTCACTTCCCCCAGATAA

MGRPAHVTDRLPVPTGT
LPSSNSSSPFLFPLLVLN
PNPAKQTRYSIWSFFLPL
KSIIPLWASVFTSPR*

MGRPAHVTDRLPVP
TGTLPSSNSSSPFL
FPLLVLNPNPAKQT
RYSIWSFFLPLKSIIP
LWASVFTSPR*

TAAGGAGGGA TCCCCATTAC 0 K 0 0 0 0 0

6288 3069 af AN8680.1 62.m03391 AO070315000100 0 -133 -41 ATGATAGATGCCAAGACAAGCATCTTCATTCCCGCCGCGA
GATCATTAGGAAGCTCGAATACAACCTTCTACTCTGTTGGA
AGAACGATTTGA

ATGATAGATGCCAAGACAAGCATCTTCATTCCCGC
CGCGAGATCATTAGGAAGCTCGAATACAACCTTCT
ACTCTGTTGGAAGAACGATTTGA

MIDAKTSIFIPAARSLGSS
NTTFYSVGRTI*

MIDAKTSIFIPAARSL
GSSNTTFYSVGRTI*

GTGTTTCCCA AGTCGTCTGA 0 O 0 0 0 0 0

6289 3069 af AN8680.1 62.m03391 AO070315000100 0 -126 -85 ATGCCAAGACAAGCATCTTCATTCCCGCCGCGAGATCATT
AG

ATGCCAAGACAAGCATCTTCATTCCCGCCGCGAGA
TCATTAG

MPRQASSFPPRDH* MPRQASSFPPRDH* CCAATGATAG GAAGCTCGAA 0 O 0 0 0 0 0

6287 3069 an AN8680.1 62.m03391 AO070315000100 0 -140 -108 ATGGTTCAAAGAAACCAGTCCAACAACATTTGA ATGGTTCAAAGAAACCAGTCCAACAACATTTGA MVQRNQSNNI* MVQRNQSNNI* GGTGTTGTCG TGCCAAGACC 0 O 0 0 0 0 0

6290 3069 ao AN8680.1 62.m03391 AO070315000100 0 -249 -169 ATGCGATTTGAAGCCCTCGTAGCGTTGATCCAGGTTAGTA
GGGTGTACGGTCCAATGTCAGGTTTATTAATCCATGGCTG
A

ATGCGATTTGAAGCCCTCGTAGCGTTGATC
CAGGTTAGTAGGGTGTACGGTCCAATGTCA
GGTTTATTAATCCATGGCTGA

MRFEALVALIQVSRVYGP
MSGLLIHG*

MRFEALVALIQVSR
VYGPMSGLLIHG*

GTGCGATAGA AGGTTGTGTT 0 O 0 0 0 0 0

6291 3069 ao AN8680.1 62.m03391 AO070315000100 0 -195 -169 ATGTCAGGTTTATTAATCCATGGCTGA ATGTCAGGTTTATTAATCCATGGCTGA MSGLLIHG* MSGLLIHG* GTACGGTCCA AGGTTGTGTT 0 O 0 0 0 0 0
6292 3069 ao AN8680.1 62.m03391 AO070315000100 0 -176 -153 ATGGCTGAAGGTTGTGTTTACTGA ATGGCTGAAGGTTGTGTTTACTGA MAEGCVY* MAEGCVY* TTATTAATCC GGAAAGAATA 0 O 0 0 0 0 0
6295 3070 af AN8692.1 62.m03473 AO070315000113 0 -256 -113 ATGGATGTCTCCAGCGGCCCGTTGGCACATCATTTGCCG

GCTTTGTCAGGGGCTGCTCCAACCGTCCGCGGACCAGAT
GGTGTATATATTGACCGCTATGGACCCCTCACCCGCCTCA
TCTTCTTTTCTCTTCTAGTTCCATAA

ATGGATGTCTCCAGCGGCCCGTTGGCACATCATTT
GCCGGCTTTGTCAGGGGCTGCTCCAACCGTCCGC
GGACCAGATGGTGTATATATTGACCGCTATGGACC
CCTCACCCGCCTCATCTTCTTTTCTCTTCTAGTTCC
ATAA

MDVSSGPLAHHLPALSG
AAPTVRGPDGVYIDRYG
PLTRLIFFSLLVP*

MDVSSGPLAHHLPA
LSGAAPTVRGPDGV
YIDRYGPLTRLIFFSL
LVP*

GGATCACCTT TAAATCACCC 0 O 0 0 0 0 0

6296 3070 af AN8692.1 62.m03473 AO070315000113 0 -252 -121 ATGTCTCCAGCGGCCCGTTGGCACATCATTTGCCGGCTTT
GTCAGGGGCTGCTCCAACCGTCCGCGGACCAGATGGTGT
ATATATTGACCGCTATGGACCCCTCACCCGCCTCATCTTC
TTTTCTCTTCTAG

ATGTCTCCAGCGGCCCGTTGGCACATCATTTGCCG
GCTTTGTCAGGGGCTGCTCCAACCGTCCGCGGAC
CAGATGGTGTATATATTGACCGCTATGGACCCCTC
ACCCGCCTCATCTTCTTTTCTCTTCTAG

MSPAARWHIICRLCQGLL
QPSADQMVYILTAMDPS
PASSSFLF*

MSPAARWHIICRLC
QGLLQPSADQMVYI
LTAMDPSPASSSFL
F*

CACCTTATGG TTCCATAATA 0 O 0 0 0 0 0

6297 3070 af AN8692.1 62.m03473 AO070315000113 0 -180 -121 ATGGTGTATATATTGACCGCTATGGACCCCTCACCCGCCT
CATCTTCTTTTCTCTTCTAG

ATGGTGTATATATTGACCGCTATGGACCCCTCACC
CGCCTCATCTTCTTTTCTCTTCTAG

MVYILTAMDPSPASSSFL
F*

MVYILTAMDPSPAS
SSFLF*

CGCGGACCAG TTCCATAATA 0 O 0 0 0 0 0

6298 3070 af AN8692.1 62.m03473 AO070315000113 0 -159 -121 ATGGACCCCTCACCCGCCTCATCTTCTTTTCTCTTCTAG ATGGACCCCTCACCCGCCTCATCTTCTTTTCTCTTC
TAG

MDPSPASSSFLF* MDPSPASSSFLF* ATTGACCGCT TTCCATAATA 0 O 0 0 0 0 0

6293 3070 an AN8692.1 62.m03473 AO070315000113 0 -248 -219 ATGGATGGCGCCTCTGCAGCCCGGGACTGA ATGGATGGCGCCTCTGCAGCCCGGGACTGA MDGASAARD* MDGASAARD* ACTACGGAGT GCCAATTCGA 0 O 0 0 0 0 0
6294 3070 an AN8692.1 62.m03473 AO070315000113 0 -244 -164 ATGGCGCCTCTGCAGCCCGGGACTGAGCCAATTCGATTC

TTCCTGGAGCGCGATCTCCAATCCGAACGGCAACTCTGGT
AA

ATGGCGCCTCTGCAGCCCGGGACTGAGCCAATT
CGATTCTTCCTGGAGCGCGATCTCCAATCCGAAC
GGCAACTCTGGTAA

MAPLQPGTEPIRFFLERD
LQSERQLW*

MAPLQPGTEPIRFFLER
DLQSERQLW*

CGGAGTATGG CCGTCCCAAT 0 O 0 0 0 0 0

6299 3070 ao AN8692.1 62.m03473 AO070315000113 0 -131 -102 ATGCTCCTGCCCCTCGCTCCTACCTTCTGA ATGCTCCTGCCCCTCGCTCCTACCTTCTGA MLLPLAPTF* MLLPLAPTF* TAACCGCCAC CTTTCCACAT 0 O 0 0 0 0 0
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6302 3072 af AN8701.1 62.m03367 AO070315000129 0 -226 -185 ATGCGCGCAATGGATGGTCCCTTACAGTTATATCTGCCAT
AA

ATGCGCGCAATGGATGGTCCCTTACAGTTATATCT
GCCATAA

MRAMDGPLQLYLP* MRAMDGPLQLYLP* GCCTCAGATA TTCGTTGATG 0 S 0 0 0 YDR128W 0

6303 3072 af AN8701.1 62.m03367 AO070315000129 0 -217 -185 ATGGATGGTCCCTTACAGTTATATCTGCCATAA ATGGATGGTCCCTTACAGTTATATCTGCCATAA MDGPLQLYLP* MDGPLQLYLP* AATGCGCGCA TTCGTTGATG 0 S 0 0 0 YDR128W 0
6304 3072 af AN8701.1 62.m03367 AO070315000129 0 -213 -151 ATGGTCCCTTACAGTTATATCTGCCATAATTCGTTGATGGC

CAATTGCCATGTTCCGAGATGA
ATGGTCCCTTACAGTTATATCTGCCATAATTCGTTG
ATGGCCAATTGCCATGTTCCGAGATGA

MVPYSYICHNSLMANCH
VPR*

MVPYSYICHNSLMA
NCHVPR*

CGCGCAATGG GAGCACCTCA 0 S 0 0 0 YDR128W 0

6305 3072 af AN8701.1 62.m03367 AO070315000129 0 -177 -151 ATGGCCAATTGCCATGTTCCGAGATGA ATGGCCAATTGCCATGTTCCGAGATGA MANCHVPR* MANCHVPR* TAATTCGTTG GAGCACCTCA 0 S 0 0 0 YDR128W 0
6306 3072 af AN8701.1 62.m03367 AO070315000129 0 -164 -87 ATGTTCCGAGATGAGAGCACCTCAGATCTCCCTACCGCTC

ATCCTGTCCTCGAGCGATTTTTTAATTTCTACTTCTAG
ATGTTCCGAGATGAGAGCACCTCAGATCTCCCTAC
CGCTCATCCTGTCCTCGAGCGATTTTTTAATTTCTA
CTTCTAG

MFRDESTSDLPTAHPVLE
RFFNFYF*

MFRDESTSDLPTAH
PVLERFFNFYF*

GCCAATTGCC CTCACGTCCG 0 S 0 0 0 YDR128W 0

6307 3072 af AN8701.1 62.m03367 AO070315000129 0 -154 -50 ATGAGAGCACCTCAGATCTCCCTACCGCTCATCCTGTCCT
CGAGCGATTTTTTAATTTCTACTTCTAGCTCACGTCCGAGG
TGGACGCGAGACTGCACGGTTTAG

ATGAGAGCACCTCAGATCTCCCTACCGCTCATCCT
GTCCTCGAGCGATTTTTTAATTTCTACTTCTAGCTC
ACGTCCGAGGTGGACGCGAGACTGCACGGTTTAG

MRAPQISLPLILSSSDFLIS
TSSSRPRWTRDCTV*

MRAPQISLPLILSSS
DFLISTSSSRPRWT
RDCTV*

ATGTTCCGAG GAAGCGCTTT 0 S 0 0 0 YDR128W 0

6301 3072 an AN8701.1 62.m03367 AO070315000129 0 -85 -65 ATGTGTCCACCAGTCTGTTGA ATGTGTCCACCAGTCTGTTGA MCPPVC* MCPPVC* CTTGCGGTCA AAACCGTCTC 0 S 0 0 0 YDR128W 0
6308 3072 ao AN8701.1 62.m03367 AO070315000129 0 -155 -96 ATGAAAGCACTTCCTAGTGTCGTACAATCCTTTCTATTAAT

GAGTTGTAGGAAGACTTGA
ATGAAAGCACTTCCTAGTGTCGTACAATCCT
TTCTATTAATGAGTTGTAGGAAGACTTGA

MKALPSVVQSFLLMSCR
KT*

MKALPSVVQSFLLM
SCRKT*

ATCCATCGAG AACCCGACAC 0 S 0 0 0 YDR128W 0

6309 3072 ao AN8701.1 62.m03367 AO070315000129 0 -116 -96 ATGAGTTGTAGGAAGACTTGA ATGAGTTGTAGGAAGACTTGA MSCRKT* MSCRKT* CTTTCTATTA AACCCGACAC 0 S 0 0 0 YDR128W 0
6310 3073 an AN8702.1 62.m03366 AO070315000130 0 -245 -114 ATGCCCCTCGTCCGTTACGTCGTTGAATCCTTTTGCGATG

AGTTCTATTTGGAAGGGCAGGACCAACACCGTCATTTTCT
GACAGCCCGTCGGTTTCTTCACCCTAGGACTTTCTCCGCG
CTCCGATTTTAG

ATGCCCCTCGTCCGTTACGTCGTTGAATCCTTTT
GCGATGAGTTCTATTTGGAAGGGCAGGACCAAC
ACCGTCATTTTCTGACAGCCCGTCGGTTTCTTCA
CCCTAGGACTTTCTCCGCGCTCCGATTTTAG

MPLVRYVVESFCDEFYLE
GQDQHRHFLTARRFLHP
RTFSALRF*

MPLVRYVVESFCDEFYL
EGQDQHRHFLTARRFL
HPRTFSALRF*

CTAAAGTGCA TTGTCTTCGT 0 O 0 MG02568.1 0 0 0

6311 3073 an AN8702.1 62.m03366 AO070315000130 0 -208 -164 ATGAGTTCTATTTGGAAGGGCAGGACCAACACCGTCATTT
TCTGA

ATGAGTTCTATTTGGAAGGGCAGGACCAACACC
GTCATTTTCTGA

MSSIWKGRTNTVIF* MSSIWKGRTNTVIF* TCCTTTTGCG CAGCCCGTCG 0 O 0 MG02568.1 0 0 0

6312 3073 ao AN8702.1 62.m03366 AO070315000130 0 -258 -235 ATGCATCTGCTGATGGCTTGGTAA ATGCATCTGCTGATGGCTTGGTAA MHLLMAW* MHLLMAW* CCTCTGCCCG CCTTCATAGG 0 O 0 MG02568.1 0 0 0
6313 3073 ao AN8702.1 62.m03366 AO070315000130 0 -246 -235 ATGGCTTGGTAA ATGGCTTGGTAA MAW* MAW* GCATCTGCTG CCTTCATAGG 0 O 0 MG02568.1 0 0 0
6315 3075 af AN0775.1 70.m15785 AO070316000063 0 -219 -61 ATGATAACCAAGATGAAGTCAAGAAACAATATCGATAAAAC

AAGATCAGGATCCAGATACAAGTCAGGTGAATCCTCTCAA
TTAGCTCTTGATATCTCCTATCCTTCTTTTCTTCTCATCATC
TCAATTGCTTTGTCTCTCCCTACGCTCTGTTCTTGA

ATGATAACCAAGATGAAGTCAAGAAACAATATCGAT
AAAACAAGATCAGGATCCAGATACAAGTCAGGTGA
ATCCTCTCAATTAGCTCTTGATATCTCCTATCCTTCT
TTTCTTCTCATCATCTCAATTGCTTTGTCTCTCCCTA
CGCTCTGTTCTTGA

MITKMKSRNNIDKTRSGS
RYKSGESSQLALDISYPS
FLLIISIALSLPTLCS*

MITKMKSRNNIDKTR
SGSRYKSGESSQLA
LDISYPSFLLIISIALS
LPTLCS*

ACTCCGGAAA ACATCGGATT 0 C 0 MG08725.1 0 0 0

6316 3075 af AN0775.1 70.m15785 AO070316000063 0 -207 -61 ATGAAGTCAAGAAACAATATCGATAAAACAAGATCAGGATC
CAGATACAAGTCAGGTGAATCCTCTCAATTAGCTCTTGATA
TCTCCTATCCTTCTTTTCTTCTCATCATCTCAATTGCTTTGT
CTCTCCCTACGCTCTGTTCTTGA

ATGAAGTCAAGAAACAATATCGATAAAACAAGATCA
GGATCCAGATACAAGTCAGGTGAATCCTCTCAATT
AGCTCTTGATATCTCCTATCCTTCTTTTCTTCTCATC
ATCTCAATTGCTTTGTCTCTCCCTACGCTCTGTTCT
TGA

MKSRNNIDKTRSGSRYK
SGESSQLALDISYPSFLLII
SIALSLPTLCS*

MKSRNNIDKTRSGS
RYKSGESSQLALDIS
YPSFLLIISIALSLPTL
CS*

GATAACCAAG ACATCGGATT 0 C 0 MG08725.1 0 0 0

6314 3075 an AN0775.1 70.m15785 AO070316000063 0 -196 -155 ATGAACCCCACGGACGCGGAGGAGCTCCTCGCCAGTCCA
TAA

ATGAACCCCACGGACGCGGAGGAGCTCCTCGC
CAGTCCATAA

MNPTDAEELLASP* MNPTDAEELLASP* GCTCTAGTAA CCGGTTCCCT 0 C 0 MG08725.1 0 0 0

6317 3075 ao AN0775.1 70.m15785 AO070316000063 0 -256 -170 ATGATAACGGTAATACATACAGTAAAAGGGCCACCCCACG
CCAACCGGAATTGGGGGGCAACAATCAATCAATCAATCAC
TCAGTGA

ATGATAACGGTAATACATACAGTAAAAGGGC
CACCCCACGCCAACCGGAATTGGGGGGCA
ACAATCAATCAATCAATCACTCAGTGA

MITVIHTVKGPPHANRNW
GATINQSITQ*

MITVIHTVKGPPHAN
RNWGATINQSITQ*

ACCGATATCC AACATAATCA 0 C 0 MG08725.1 0 0 0

6320 3077 af AN4648.1 57.m05479 AO070316000120 0 -207 -142 ATGAATACAGATAAATTACTAGCGGTATCTGCCAATCGGC
GTTGCGATAGAACTTTTACTGTTTGA

ATGAATACAGATAAATTACTAGCGGTATCTGCCAAT
CGGCGTTGCGATAGAACTTTTACTGTTTGA

MNTDKLLAVSANRRCDR
TFTV*

MNTDKLLAVSANRR
CDRTFTV*

CAAATACACA TGTAACAGAA 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6318 3077 an AN4648.1 57.m05479 AO070316000120 0 -198 -175 ATGAGTTCGTTGTTGATTGTATGA ATGAGTTCGTTGTTGATTGTATGA MSSLLIV* MSSLLIV* GTAGGAAATA GCGAGCAAGC 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6319 3077 an AN4648.1 57.m05479 AO070316000120 0 -178 -161 ATGAGCGAGCAAGCGTAA ATGAGCGAGCAAGCGTAA MSEQA* MSEQA* TGTTGATTGT GTTGAATACA 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6321 3077 ao AN4648.1 57.m05479 AO070316000120 0 -262 -251 ATGAGCCATTAA ATGAGCCATTAA MSH* MSH* GATGAAAGGA TGTCTTATAG 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6322 3077 ao AN4648.1 57.m05479 AO070316000120 0 -251 -216 ATGTCTTATAGCCACTATGTAACAAAAACGCACTAG ATGTCTTATAGCCACTATGTAACAAAAACGC
ACTAG

MSYSHYVTKTH* MSYSHYVTKTH* TGAGCCATTA CGCATTGCTT 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6323 3077 ao AN4648.1 57.m05479 AO070316000120 0 -175 -128 ATGCGATTTTATCAGAAAATCTTCCAGACCATCACAAAATT
CCCATAA

ATGCGATTTTATCAGAAAATCTTCCAGACCA
TCACAAAATTCCCATAA

MRFYQKIFQTITKFP* MRFYQKIFQTITKFP
*

ACTTTTCCCG ACGCCCTGCA 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6324 3077 ao AN4648.1 57.m05479 AO070316000120 0 -98 -24 ATGAGCTGCCTTTTGTCGTATCACGTCTGTCCGATCTTACA
GTCAACTACCATTGCGGTAATACCCGATAATTAA

ATGAGCTGCCTTTTGTCGTATCACGTCTGTC
CGATCTTACAGTCAACTACCATTGCGGTAAT
ACCCGATAATTAA

MSCLLSYHVCPILQSTTIA
VIPDN*

MSCLLSYHVCPILQS
TTIAVIPDN*

CAGCTGGTGG TTACAACATA 0 S FG10060.1 0 NCU09843.1 YMR093W 0

6326 3078 af AN4647.1 57.m05486 AO070316000121 0 -165 -136 ATGGTGTCAACGTGCCATGACCATCATTGA ATGGTGTCAACGTGCCATGACCATCATTGA MVSTCHDHH* MVSTCHDHH* GTCTTTCTAT TGCATTCGGG 0 I 0 0 0 0 0
6327 3078 af AN4647.1 57.m05486 AO070316000121 0 -136 -113 ATGCATTCGGGCATCTCCGACTGA ATGCATTCGGGCATCTCCGACTGA MHSGISD* MHSGISD* ACCATCATTG TACTGATAAG 0 I 0 0 0 0 0
6325 3078 an AN4647.1 57.m05486 AO070316000121 0 -156 -25 ATGAAGCTATCGCGACCAATCCAGAACCCCGCAGATAAGC

GTTGTATCTTCCCACCATCGTACGGCCGTTTCTCCAACTTT
CGCTTCATTTCTGCTCTTGCTTCTCTACCCACATTCAGTGC
CTCAAAATAG

ATGAAGCTATCGCGACCAATCCAGAACCCCGCA
GATAAGCGTTGTATCTTCCCACCATCGTACGGCC
GTTTCTCCAACTTTCGCTTCATTTCTGCTCTTGCT
TCTCTACCCACATTCAGTGCCTCAAAATAG

MKLSRPIQNPADKRCIFP
PSYGRFSNFRFISALASL
PTFSASK*

MKLSRPIQNPADKRCIF
PPSYGRFSNFRFISALA
SLPTFSASK*

TACGGATAGC AAATTGAGAA 0 I 0 0 0 0 0

6328 3078 ao AN4647.1 57.m05486 AO070316000121 0 -177 -166 ATGAGTACCTGA ATGAGTACCTGA MST* MST* AATCAGCATC AGCTCGGCCA 0 I 0 0 0 0 0
6338 3084 af AN0634.1 70.m15648 AO070318000124 0 -259 -221 ATGCCCTACTTACCCGATGTGGACACAGCTGACGCATGA ATGCCCTACTTACCCGATGTGGACACAGCTGACGC

ATGA
MPYLPDVDTADA* MPYLPDVDTADA* AGAAGACCCT TCCATTCCTA 0 U 0 0 0 0 0

6339 3084 af AN0634.1 70.m15648 AO070318000124 0 -243 -67 ATGTGGACACAGCTGACGCATGATCCATTCCTAGGGCCTC
CTTGGATCCTGGGGATCGTCCGTTCCGGAGTGGGAGGGA
CGAGCGATGGAAGATTCGAAGACATTCAGGAAGTCGGGG
CCGAAAGTCTCTGTGCTGCCATGATTGTCTCACCAAGGGC
TTGGCTACCTGTTTCATAA

ATGTGGACACAGCTGACGCATGATCCATTCCTAGG
GCCTCCTTGGATCCTGGGGATCGTCCGTTCCGGA
GTGGGAGGGACGAGCGATGGAAGATTCGAAGACA
TTCAGGAAGTCGGGGCCGAAAGTCTCTGTGCTGC
CATGATTGTCTCACCAAGGGCTTGGCTACCTGTTT
CATAA

MWTQLTHDPFLGPPWIL
GIVRSGVGGTSDGRFEDI
QEVGAESLCAAMIVSPRA
WLPVS*

MWTQLTHDPFLGP
PWILGIVRSGVGGT
SDGRFEDIQEVGAE
SLCAAMIVSPRAWL
PVS*

TACTTACCCG TTGGAAATTA 0 U 0 0 0 0 0

6340 3084 af AN0634.1 70.m15648 AO070318000124 0 -224 -210 ATGATCCATTCCTAG ATGATCCATTCCTAG MIHS* MIHS* CAGCTGACGC GGCCTCCTTG 0 U 0 0 0 0 0
6341 3084 af AN0634.1 70.m15648 AO070318000124 0 -158 -102 ATGGAAGATTCGAAGACATTCAGGAAGTCGGGGCCGAAA

GTCTCTGTGCTGCCATGA
ATGGAAGATTCGAAGACATTCAGGAAGTCGGGGC
CGAAAGTCTCTGTGCTGCCATGA

MEDSKTFRKSGPKVSVL
P*

MEDSKTFRKSGPKV
SVLP*

GGGACGAGCG TTGTCTCACC 0 U 0 0 0 0 0

6342 3084 af AN0634.1 70.m15648 AO070318000124 0 -105 -67 ATGATTGTCTCACCAAGGGCTTGGCTACCTGTTTCATAA ATGATTGTCTCACCAAGGGCTTGGCTACCTGTTTC
ATAA

MIVSPRAWLPVS* MIVSPRAWLPVS* CTGTGCTGCC TTGGAAATTA 0 U 0 0 0 0 0

6336 3084 an AN0634.1 70.m15648 AO070318000124 0 -113 -93 ATGGCTCTCAAACTGTCATGA ATGGCTCTCAAACTGTCATGA MALKLS* MALKLS* TTAGCAGAGA TTTCTCCGCT 0 U 0 0 0 0 0
6337 3084 an AN0634.1 70.m15648 AO070318000124 0 -96 -52 ATGATTTCTCCGCTCTATTCGTGCTTATACCTCAATAATCC

CTAG
ATGATTTCTCCGCTCTATTCGTGCTTATACCTCAA
TAATCCCTAG

MISPLYSCLYLNNP* MISPLYSCLYLNNP* TCAAACTGTC ACTGAGGCTG 0 U 0 0 0 0 0

6343 3084 ao AN0634.1 70.m15648 AO070318000124 0 -165 -73 ATGATCGTCACCAGAGGCAGAACGACGCTGAAATCGAAA
GAGAAAGTGAAAAGAGAAGGGCTAGGGAATCAGAGGCAA
GTTGCGCTGCCATGA

ATGATCGTCACCAGAGGCAGAACGACGCTG
AAATCGAAAGAGAAAGTGAAAAGAGAAGGG
CTAGGGAATCAGAGGCAAGTTGCGCTGCCA
TGA

MIVTRGRTTLKSKEKVKR
EGLGNQRQVALP*

MIVTRGRTTLKSKEK
VKREGLGNQRQVA
LP*

AGGCGGGTGA TTCTGTTATT 0 U 0 0 0 0 0

6344 3084 ao AN0634.1 70.m15648 AO070318000124 0 -76 -38 ATGATTCTGTTATTCCGACTCTCGTTACGCCCGTTTTGA ATGATTCTGTTATTCCGACTCTCGTTACGCC
CGTTTTGA

MILLFRLSLRPF* MILLFRLSLRPF* TTGCGCTGCC TACCAGGAGT 0 U 0 0 0 0 0

6348 3085 af AN8597.1 70.m15665 AO070319000106 0 -269 -108 ATGATTGGTGCCGGCTATATTGGCAAAATGGAAATGGTGC
TCGTTTTGCACTGCAACCATCATTGGCTTGGGGCCATCCC
GCTTTACAAACAATACGTTGACCGATTTCCCTTTCAGGTCC
CCGATCCGCTTATTCTGTCGACGTTTTGCGACTTGCGATA
G

ATGATTGGTGCCGGCTATATTGGCAAAATGGAAAT
GGTGCTCGTTTTGCACTGCAACCATCATTGGCTTG
GGGCCATCCCGCTTTACAAACAATACGTTGACCGA
TTTCCCTTTCAGGTCCCCGATCCGCTTATTCTGTCG
ACGTTTTGCGACTTGCGATAG

MIGAGYIGKMEMVLVLHC
NHHWLGAIPLYKQYVDR
FPFQVPDPLILSTFCDLR*

MIGAGYIGKMEMVL
VLHCNHHWLGAIPL
YKQYVDRFPFQVPD
PLILSTFCDLR*

GAAGCCAGCC AAGGTAGAGC 0 C 0 0 0 0 0

6349 3085 af AN8597.1 70.m15665 AO070319000106 0 -242 -108 ATGGAAATGGTGCTCGTTTTGCACTGCAACCATCATTGGC
TTGGGGCCATCCCGCTTTACAAACAATACGTTGACCGATT
TCCCTTTCAGGTCCCCGATCCGCTTATTCTGTCGACGTTTT
GCGACTTGCGATAG

ATGGAAATGGTGCTCGTTTTGCACTGCAACCATCA
TTGGCTTGGGGCCATCCCGCTTTACAAACAATACG
TTGACCGATTTCCCTTTCAGGTCCCCGATCCGCTT
ATTCTGTCGACGTTTTGCGACTTGCGATAG

MEMVLVLHCNHHWLGAI
PLYKQYVDRFPFQVPDPL
ILSTFCDLR*

MEMVLVLHCNHHW
LGAIPLYKQYVDRFP
FQVPDPLILSTFCDL
R*

TATTGGCAAA AAGGTAGAGC 0 C 0 0 0 0 0

6350 3085 af AN8597.1 70.m15665 AO070319000106 0 -236 -108 ATGGTGCTCGTTTTGCACTGCAACCATCATTGGCTTGGGG
CCATCCCGCTTTACAAACAATACGTTGACCGATTTCCCTTT
CAGGTCCCCGATCCGCTTATTCTGTCGACGTTTTGCGACT
TGCGATAG

ATGGTGCTCGTTTTGCACTGCAACCATCATTGGCTT
GGGGCCATCCCGCTTTACAAACAATACGTTGACCG
ATTTCCCTTTCAGGTCCCCGATCCGCTTATTCTGTC
GACGTTTTGCGACTTGCGATAG

MVLVLHCNHHWLGAIPLY
KQYVDRFPFQVPDPLILS
TFCDLR*

MVLVLHCNHHWLG
AIPLYKQYVDRFPFQ
VPDPLILSTFCDLR*

CAAAATGGAA AAGGTAGAGC 0 C 0 0 0 0 0

6345 3085 an AN8597.1 70.m15665 AO070319000106 0 -281 -261 ATGCTGGTCTGGGTGGTGTAG ATGCTGGTCTGGGTGGTGTAG MLVWVV* MLVWVV* GTATATATCG ATGGAGGTCG 0 C 0 0 0 0 0
6346 3085 an AN8597.1 70.m15665 AO070319000106 0 -260 -195 ATGGAGGTCGCTGCCTCACCTTGCGACTGTCTCCCGCGG

TGGTTGGGCGCAGTCGCGGCTCCGTAG
ATGGAGGTCGCTGCCTCACCTTGCGACTGTCTC
CCGCGGTGGTTGGGCGCAGTCGCGGCTCCGTA
G

MEVAASPCDCLPRWLGA
VAAP*

MEVAASPCDCLPRWLG
AVAAP*

GGTGGTGTAG AACAACTCCA 0 C 0 0 0 0 0

6347 3085 an AN8597.1 70.m15665 AO070319000106 0 -78 -46 ATGAAGGTGTGTGCCCACGTAAAACCGCATTAA ATGAAGGTGTGTGCCCACGTAAAACCGCATTAA MKVCAHVKPH* MKVCAHVKPH* GCCCTTTTAA ACCCTCATTA 0 C 0 0 0 0 0

6351 3086 af AN0856.1 70.m15473 AO070320000003 0 -241 -215 ATGCCAGCATCGGTCGGAATTCTTTGA ATGCCAGCATCGGTCGGAATTCTTTGA MPASVGIL* MPASVGIL* GAGGTGATAT CAGTCGCCAT 0 E 0 0 0 0 0
6352 3086 ao AN0856.1 70.m15473 AO070320000003 0 -235 -215 ATGCCCGGCCAATCTTGCTAA ATGCCCGGCCAATCTTGCTAA MPGQSC* MPGQSC* TTTAGAAGCA CTAAATCCCA 0 E 0 0 0 0 0
6353 3088 af AN0873.1 70.m15476 AO070320000032 0 -299 -213 ATGGACAAGTCTGACACTAACGAACTAAAGTCAACATGGC

TTATCCACAAGGCATCCGGCCACCCAAAACTTCCAAGTAA
GTGTTAG

ATGGACAAGTCTGACACTAACGAACTAAAGTCAAC
ATGGCTTATCCACAAGGCATCCGGCCACCCAAAAC
TTCCAAGTAAGTGTTAG

MDKSDTNELKSTWLIHKA
SGHPKLPSKC*

MDKSDTNELKSTWL
IHKASGHPKLPSKC*

ACTTGGGTGG GATTTCTGTT 0 R 0 0 0 0 0

6354 3088 af AN0873.1 70.m15476 AO070320000032 0 -264 -220 ATGGCTTATCCACAAGGCATCCGGCCACCCAAAACTTCCA
AGTAA

ATGGCTTATCCACAAGGCATCCGGCCACCCAAAAC
TTCCAAGTAA

MAYPQGIRPPKTSK* MAYPQGIRPPKTSK* TAAAGTCAAC GTGTTAGGAT 0 R 0 0 0 0 0

6355 3088 af AN0873.1 70.m15476 AO070320000032 0 -196 -65 ATGAGATGTTTTTGTTTTAGTGCGGACTTCGGCGAGTGCT
CCGACCCAAGAAACGGAGTTTCCCCGCATATCAAATGCCC
CCGCAATAGAGTCAATTGCCCGGGGTGTCTCCGTATGGG
CCTGAGTATTTGA

ATGAGATGTTTTTGTTTTAGTGCGGACTTCGGCGA
GTGCTCCGACCCAAGAAACGGAGTTTCCCCGCATA
TCAAATGCCCCCGCAATAGAGTCAATTGCCCGGG
GTGTCTCCGTATGGGCCTGAGTATTTGA

MRCFCFSADFGECSDPR
NGVSPHIKCPRNRVNCP
GCLRMGLSI*

MRCFCFSADFGEC
SDPRNGVSPHIKCP
RNRVNCPGCLRMG
LSI*

TGTTTCGTGC GAGCATGGAG 0 R 0 0 0 0 0

6356 3088 af AN0873.1 70.m15476 AO070320000032 0 -191 -177 ATGTTTTTGTTTTAG ATGTTTTTGTTTTAG MFLF* MFLF* CGTGCATGAG TGCGGACTTC 0 R 0 0 0 0 0
6357 3088 af AN0873.1 70.m15476 AO070320000032 0 -122 -108 ATGCCCCCGCAATAG ATGCCCCCGCAATAG MPPQ* MPPQ* CGCATATCAA AGTCAATTGC 0 R 0 0 0 0 0
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6358 3088 af AN0873.1 70.m15476 AO070320000032 0 -82 -65 ATGGGCCTGAGTATTTGA ATGGGCCTGAGTATTTGA MGLSI* MGLSI* GTGTCTCCGT GAGCATGGAG 0 R 0 0 0 0 0
6362 3089 af AN0886.1 70.m15496 AO070320000055 0 -282 -262 ATGGCAGATAATGAGGTATGA ATGGCAGATAATGAGGTATGA MADNEV* MADNEV* TCTGGAGTCA TCGTCGTGGG 0 R 0 0 0 0 0
6363 3089 af AN0886.1 70.m15496 AO070320000055 0 -272 -183 ATGAGGTATGATCGTCGTGGGGTATGGTCACAGCTCGGC

GTTTGTTGGAGAGTTGGAGAAAATGCGGAGAATCCGTCTA
TGCGGTCATAA

ATGAGGTATGATCGTCGTGGGGTATGGTCACAGCT
CGGCGTTTGTTGGAGAGTTGGAGAAAATGCGGAG
AATCCGTCTATGCGGTCATAA

MRYDRRGVWSQLGVCW
RVGENAENPSMRS*

MRYDRRGVWSQLG
VCWRVGENAENPS
MRS*

ATGGCAGATA ATGATAGGCT 0 R 0 0 0 0 0

6364 3089 af AN0886.1 70.m15496 AO070320000055 0 -265 -179 ATGATCGTCGTGGGGTATGGTCACAGCTCGGCGTTTGTTG
GAGAGTTGGAGAAAATGCGGAGAATCCGTCTATGCGGTC
ATAAATGA

ATGATCGTCGTGGGGTATGGTCACAGCTCGGCGT
TTGTTGGAGAGTTGGAGAAAATGCGGAGAATCCGT
CTATGCGGTCATAAATGA

MIVVGYGHSSAFVGELEK
MRRIRLCGHK*

MIVVGYGHSSAFVG
ELEKMRRIRLCGHK*

ATAATGAGGT TAGGCTCCAA 0 R 0 0 0 0 0

6365 3089 af AN0886.1 70.m15496 AO070320000055 0 -211 -179 ATGCGGAGAATCCGTCTATGCGGTCATAAATGA ATGCGGAGAATCCGTCTATGCGGTCATAAATGA MRRIRLCGHK* MRRIRLCGHK* GTTGGAGAAA TAGGCTCCAA 0 R 0 0 0 0 0
6366 3089 af AN0886.1 70.m15496 AO070320000055 0 -194 -183 ATGCGGTCATAA ATGCGGTCATAA MRS* MRS* GAATCCGTCT ATGATAGGCT 0 R 0 0 0 0 0
6367 3089 af AN0886.1 70.m15496 AO070320000055 0 -182 -126 ATGATAGGCTCCAAACCCCTCGGTCACAAAGTCTCATTCA

GCCGAGCGAGGAGTTGA
ATGATAGGCTCCAAACCCCTCGGTCACAAAGTCTC
ATTCAGCCGAGCGAGGAGTTGA

MIGSKPLGHKVSFSRARS
*

MIGSKPLGHKVSFS
RARS*

GCGGTCATAA AAGGACTGAA 0 R 0 0 0 0 0

6360 3089 an AN0886.1 70.m15496 AO070320000055 0 -236 -222 ATGATTGCACGATGA ATGATTGCACGATGA MIAR* MIAR* CGGCGTTGCT CGCCGAAGAC 0 R 0 0 0 0 0
6361 3089 an AN0886.1 70.m15496 AO070320000055 0 -225 -127 ATGACGCCGAAGACTTTGGAGCTTCGGCTTGACGGAGAG

GATCGGCACAAAACGATAGGGACAACCTCCCCGAGGCCC
CCACCCTGCCCCAACTACTGA

ATGACGCCGAAGACTTTGGAGCTTCGGCTTGAC
GGAGAGGATCGGCACAAAACGATAGGGACAACC
TCCCCGAGGCCCCCACCCTGCCCCAACTACTGA

MTPKTLELRLDGEDRHKT
IGTTSPRPPPCPNY*

MTPKTLELRLDGEDRHK
TIGTTSPRPPPCPNY*

TGATTGCACG AGAATTCCCC 0 R 0 0 0 0 0

6368 3089 ao AN0886.1 70.m15496 AO070320000055 0 -214 -131 ATGACAATAAGGTTGGAGAAATTGGAGGCGTGTGGAGTCA
ATGCAGCGATAAGAGTGGGACACACCCCTCTTTTGTGTAG
CTAG

ATGACAATAAGGTTGGAGAAATTGGAGGCG
TGTGGAGTCAATGCAGCGATAAGAGTGGGA
CACACCCCTCTTTTGTGTAGCTAG

MTIRLEKLEACGVNAAIR
VGHTPLLCS*

MTIRLEKLEACGVN
AAIRVGHTPLLCS*

GCGTAGATCG GGTAGGAAGC 0 R 0 0 0 0 0

6369 3089 ao AN0886.1 70.m15496 AO070320000055 0 -174 -163 ATGCAGCGATAA ATGCAGCGATAA MQR* MQR* TGTGGAGTCA GAGTGGGACA 0 R 0 0 0 0 0
6370 3090 an AN0893.1 70.m15488 AO070320000065 0 -139 -56 ATGGTTTTTTGTTCGCTCCGTGCGAGTTTGCGCAATTGGG

TTGTCTATTCCGACTCCAGGCTAACTGCGTACACTTCTCTG
TAG

ATGGTTTTTTGTTCGCTCCGTGCGAGTTTGCGCA
ATTGGGTTGTCTATTCCGACTCCAGGCTAACTGC
GTACACTTCTCTGTAG

MVFCSLRASLRNWVVYS
DSRLTAYTSL*

MVFCSLRASLRNWVVY
SDSRLTAYTSL*

TTTTAGTCAT AGAACTCGTT 0 F FG05187.1 0 0 0 0

6371 3090 ao AN0893.1 70.m15488 AO070320000065 0 -147 -79 ATGTCAGTCTCCATCCGGTGGACCCCGCCATCTCTCTTCA
ATACACCACATCGAGCCACACGTCTATGA

ATGTCAGTCTCCATCCGGTGGACCCCGCCA
TCTCTCTTCAATACACCACATCGAGCCACAC
GTCTATGA

MSVSIRWTPPSLFNTPHR
ATRL*

MSVSIRWTPPSLFN
TPHRATRL*

TATCGGAATC TTATCAATTG 0 F FG05187.1 0 0 0 0

6372 3090 ao AN0893.1 70.m15488 AO070320000065 0 -82 -68 ATGATTATCAATTGA ATGATTATCAATTGA MIIN* MIIN* CCACACGTCT AGACTGATAC 0 F FG05187.1 0 0 0 0
6373 3094 ao AN0907.1 70.m15516 AO070320000083 0 -129 -115 ATGAAAAATTCTTAA ATGAAAAATTCTTAA MKNS* MKNS* AGAACCCTTG AGGGGCACTC 0 J FG07291.1 MG06479.1 NCU06431.1 YJL190C 0

6374 3097 an AN0927.1 70.m15536 AO070320000116 0 -222 -208 ATGGCAAATCCATAA ATGGCAAATCCATAA MANP* MANP* CTTCTCACTC TGTAGATCGC 0 O 0 0 0 0 0
6375 3097 an AN0927.1 70.m15536 AO070320000116 0 -155 -69 ATGAGGAAAGTCCGAAGATTGCCCGTCCCCAAACTCAAGC

TTACTTGCTCCAACCTCCCAAAGGCCCATCTAGACGGGTG
GGGGTGA

ATGAGGAAAGTCCGAAGATTGCCCGTCCCCAAA
CTCAAGCTTACTTGCTCCAACCTCCCAAAGGCCC
ATCTAGACGGGTGGGGGTGA

MRKVRRLPVPKLKLTCSN
LPKAHLDGWG*

MRKVRRLPVPKLKLTCS
NLPKAHLDGWG*

TTCTCATTAC TAGTGGATAT 0 O 0 0 0 0 0

6379 3099 af AN0943.1 70.m15575 AO070320000138 0 -286 -164 ATGACAAGAATGCCATGGGTGATGTTGCTTGATGGAGGGA
TGAATGGAAGTCACGTTGCCAAAACCTTGAAAGTGCACCA
TCATCACGTGACCCCCAAAGCGGCGGCCTTTTCCATTCCC
TGA

ATGACAAGAATGCCATGGGTGATGTTGCTTGATGG
AGGGATGAATGGAAGTCACGTTGCCAAAACCTTGA
AAGTGCACCATCATCACGTGACCCCCAAAGCGGC
GGCCTTTTCCATTCCCTGA

MTRMPWVMLLDGGMNG
SHVAKTLKVHHHHVTPKA
AAFSIP*

MTRMPWVMLLDGG
MNGSHVAKTLKVHH
HHVTPKAAAFSIP*

ACAGAGTGCC AGTTCCCGAG 0 C 0 0 0 YPR020W 0

6380 3099 af AN0943.1 70.m15575 AO070320000138 0 -277 -164 ATGCCATGGGTGATGTTGCTTGATGGAGGGATGAATGGAA
GTCACGTTGCCAAAACCTTGAAAGTGCACCATCATCACGT
GACCCCCAAAGCGGCGGCCTTTTCCATTCCCTGA

ATGCCATGGGTGATGTTGCTTGATGGAGGGATGAA
TGGAAGTCACGTTGCCAAAACCTTGAAAGTGCACC
ATCATCACGTGACCCCCAAAGCGGCGGCCTTTTCC
ATTCCCTGA

MPWVMLLDGGMNGSHV
AKTLKVHHHHVTPKAAAF
SIP*

MPWVMLLDGGMN
GSHVAKTLKVHHHH
VTPKAAAFSIP*

CATGACAAGA AGTTCCCGAG 0 C 0 0 0 YPR020W 0

6381 3099 af AN0943.1 70.m15575 AO070320000138 0 -272 -255 ATGGGTGATGTTGCTTGA ATGGGTGATGTTGCTTGA MGDVA* MGDVA* CAAGAATGCC TGGAGGGATG 0 C 0 0 0 YPR020W 0
6382 3099 af AN0943.1 70.m15575 AO070320000138 0 -265 -164 ATGTTGCTTGATGGAGGGATGAATGGAAGTCACGTTGCCA

AAACCTTGAAAGTGCACCATCATCACGTGACCCCCAAAGC
GGCGGCCTTTTCCATTCCCTGA

ATGTTGCTTGATGGAGGGATGAATGGAAGTCACGT
TGCCAAAACCTTGAAAGTGCACCATCATCACGTGA
CCCCCAAAGCGGCGGCCTTTTCCATTCCCTGA

MLLDGGMNGSHVAKTLK
VHHHHVTPKAAAFSIP*

MLLDGGMNGSHVA
KTLKVHHHHVTPKA
AAFSIP*

GCCATGGGTG AGTTCCCGAG 0 C 0 0 0 YPR020W 0

6383 3099 af AN0943.1 70.m15575 AO070320000138 0 -255 -244 ATGGAGGGATGA ATGGAGGGATGA MEG* MEG* ATGTTGCTTG ATGGAAGTCA 0 C 0 0 0 YPR020W 0
6384 3099 af AN0943.1 70.m15575 AO070320000138 0 -247 -164 ATGAATGGAAGTCACGTTGCCAAAACCTTGAAAGTGCACC

ATCATCACGTGACCCCCAAAGCGGCGGCCTTTTCCATTCC
CTGA

ATGAATGGAAGTCACGTTGCCAAAACCTTGAAAGT
GCACCATCATCACGTGACCCCCAAAGCGGCGGCC
TTTTCCATTCCCTGA

MNGSHVAKTLKVHHHHV
TPKAAAFSIP*

MNGSHVAKTLKVHH
HHVTPKAAAFSIP*

TGATGGAGGG AGTTCCCGAG 0 C 0 0 0 YPR020W 0

6385 3099 af AN0943.1 70.m15575 AO070320000138 0 -243 -217 ATGGAAGTCACGTTGCCAAAACCTTGA ATGGAAGTCACGTTGCCAAAACCTTGA MEVTLPKP* MEVTLPKP* GGAGGGATGA AAGTGCACCA 0 C 0 0 0 YPR020W 0
6376 3099 an AN0943.1 70.m15575 AO070320000138 0 -186 -94 ATGCTGTCACGTGATGCGATGTGGGCGAATTCCCTGAACT

TCCCGAGCTTCAAATCTCAGATTCTAGTCCTGCAATTGCG
CGACGGCTCTTGA

ATGCTGTCACGTGATGCGATGTGGGCGAATTCC
CTGAACTTCCCGAGCTTCAAATCTCAGATTCTAG
TCCTGCAATTGCGCGACGGCTCTTGA

MLSRDAMWANSLNFPSF
KSQILVLQLRDGS*

MLSRDAMWANSLNFPS
FKSQILVLQLRDGS*

GGTGGTAAGG CCAACCCGCC 0 C 0 0 0 YPR020W 0

6377 3099 an AN0943.1 70.m15575 AO070320000138 0 -173 -150 ATGCGATGTGGGCGAATTCCCTGA ATGCGATGTGGGCGAATTCCCTGA MRCGRIP* MRCGRIP* CTGTCACGTG ACTTCCCGAG 0 C 0 0 0 YPR020W 0
6378 3099 an AN0943.1 70.m15575 AO070320000138 0 -168 -94 ATGTGGGCGAATTCCCTGAACTTCCCGAGCTTCAAATCTC

AGATTCTAGTCCTGCAATTGCGCGACGGCTCTTGA
ATGTGGGCGAATTCCCTGAACTTCCCGAGCTTCA
AATCTCAGATTCTAGTCCTGCAATTGCGCGACGG
CTCTTGA

MWANSLNFPSFKSQILVL
QLRDGS*

MWANSLNFPSFKSQILV
LQLRDGS*

ACGTGATGCG CCAACCCGCC 0 C 0 0 0 YPR020W 0

6386 3099 ao AN0943.1 70.m15575 AO070320000138 0 -217 -191 ATGTCAACAGTGCTGTTGTGCACGTGA ATGTCAACAGTGCTGTTGTGCACGTGA MSTVLLCT* MSTVLLCT* TGTGGATGGC CCCAATGGAG 0 C 0 0 0 YPR020W 0
6391 3100 af AN5015.1 62.m03287 AO070320000151 0 -261 -97 ATGATGTCGTCTGGCCGCATCTTCAGTATGCGGAGAGAAG

TCACTCAGAGTGCATCAGAGTGGATACAGCGGGTCGATC
AACGTCTCCCCACGGGAATAGTGACTGCATCACTGACAGA
CCACCAGCTACATCATGATGTAGTCAGCTCGCTCTTTCCA
GCATAA

ATGATGTCGTCTGGCCGCATCTTCAGTATGCGGAG
AGAAGTCACTCAGAGTGCATCAGAGTGGATACAGC
GGGTCGATCAACGTCTCCCCACGGGAATAGTGAC
TGCATCACTGACAGACCACCAGCTACATCATGATG
TAGTCAGCTCGCTCTTTCCAGCATAA

MMSSGRIFSMRREVTQS
ASEWIQRVDQRLPTGIVT
ASLTDHQLHHDVVSSLFP
A*

MMSSGRIFSMRREV
TQSASEWIQRVDQ
RLPTGIVTASLTDHQ
LHHDVVSSLFPA*

GGCCCCACAG ATACCTGCCT 0 R 0 0 0 0 0

6392 3100 af AN5015.1 62.m03287 AO070320000151 0 -258 -97 ATGTCGTCTGGCCGCATCTTCAGTATGCGGAGAGAAGTCA
CTCAGAGTGCATCAGAGTGGATACAGCGGGTCGATCAAC
GTCTCCCCACGGGAATAGTGACTGCATCACTGACAGACCA
CCAGCTACATCATGATGTAGTCAGCTCGCTCTTTCCAGCA
TAA

ATGTCGTCTGGCCGCATCTTCAGTATGCGGAGAGA
AGTCACTCAGAGTGCATCAGAGTGGATACAGCGG
GTCGATCAACGTCTCCCCACGGGAATAGTGACTGC
ATCACTGACAGACCACCAGCTACATCATGATGTAG
TCAGCTCGCTCTTTCCAGCATAA

MSSGRIFSMRREVTQSA
SEWIQRVDQRLPTGIVTA
SLTDHQLHHDVVSSLFPA
*

MSSGRIFSMRREVT
QSASEWIQRVDQRL
PTGIVTASLTDHQLH
HDVVSSLFPA*

CCCACAGATG ATACCTGCCT 0 R 0 0 0 0 0

6393 3100 af AN5015.1 62.m03287 AO070320000151 0 -234 -97 ATGCGGAGAGAAGTCACTCAGAGTGCATCAGAGTGGATA
CAGCGGGTCGATCAACGTCTCCCCACGGGAATAGTGACT
GCATCACTGACAGACCACCAGCTACATCATGATGTAGTCA
GCTCGCTCTTTCCAGCATAA

ATGCGGAGAGAAGTCACTCAGAGTGCATCAGAGT
GGATACAGCGGGTCGATCAACGTCTCCCCACGGG
AATAGTGACTGCATCACTGACAGACCACCAGCTAC
ATCATGATGTAGTCAGCTCGCTCTTTCCAGCATAA

MRREVTQSASEWIQRVD
QRLPTGIVTASLTDHQLH
HDVVSSLFPA*

MRREVTQSASEWIQ
RVDQRLPTGIVTASL
TDHQLHHDVVSSLF
PA*

CATCTTCAGT ATACCTGCCT 0 R 0 0 0 0 0

6387 3100 an AN5015.1 62.m03287 AO070320000151 0 -219 -205 ATGACTGTACCATGA ATGACTGTACCATGA MTVP* MTVP* CAAACCCACA TGCTTTAGTA 0 R 0 0 0 0 0
6388 3100 an AN5015.1 62.m03287 AO070320000151 0 -208 -197 ATGATGCTTTAG ATGATGCTTTAG MML* MML* TGACTGTACC TACTCACCAT 0 R 0 0 0 0 0
6389 3100 an AN5015.1 62.m03287 AO070320000151 0 -188 -171 ATGCTTCTCCCCTCATGA ATGCTTCTCCCCTCATGA MLLPS* MLLPS* AGTACTCACC CCTCACTCGT 0 R 0 0 0 0 0
6390 3100 an AN5015.1 62.m03287 AO070320000151 0 -174 -121 ATGACCTCACTCGTCATCATCGCAGACGAAGATCCAGGTA

CTCACCGGCTATAA
ATGACCTCACTCGTCATCATCGCAGACGAAGATC
CAGGTACTCACCGGCTATAA

MTSLVIIADEDPGTHRL* MTSLVIIADEDPGTHRL* TTCTCCCCTC GTACCACCTT 0 R 0 0 0 0 0

6394 3100 ao AN5015.1 62.m03287 AO070320000151 0 -159 -118 ATGACCTCACATCGCTCATGTATAGGGACTCGAGAAGTAT
AA

ATGACCTCACATCGCTCATGTATAGGGACTC
GAGAAGTATAA

MTSHRSCIGTREV* MTSHRSCIGTREV* CGGGTATACC GAATGGCAGA 0 R 0 0 0 0 0

6395 3100 ao AN5015.1 62.m03287 AO070320000151 0 -142 -92 ATGTATAGGGACTCGAGAAGTATAAGAATGGCAGAAGCGA
ACCGCTACTAG

ATGTATAGGGACTCGAGAAGTATAAGAATG
GCAGAAGCGAACCGCTACTAG

MYRDSRSIRMAEANRY* MYRDSRSIRMAEAN
RY*

CACATCGCTC GAGTGTTATA 0 R 0 0 0 0 0

6396 3100 ao AN5015.1 62.m03287 AO070320000151 0 -115 -92 ATGGCAGAAGCGAACCGCTACTAG ATGGCAGAAGCGAACCGCTACTAG MAEANRY* MAEANRY* AAGTATAAGA GAGTGTTATA 0 R 0 0 0 0 0
6400 3101 af AN0191.1 71.m15461 AO070321000052 0 -211 -98 ATGGATAACGAGAAGCCACAAGATCGTGTGAATGTCGATT

GTCAAGGAACTAGCGAAGCGGTCTTGGGATCGGAGAGAA
TTGAACAGCAGCTTTTTTTTTGTTCAACTTTTTAG

ATGGATAACGAGAAGCCACAAGATCGTGTGAATGT
CGATTGTCAAGGAACTAGCGAAGCGGTCTTGGGAT
CGGAGAGAATTGAACAGCAGCTTTTTTTTTGTTCAA
CTTTTTAG

MDNEKPQDRVNVDCQG
TSEAVLGSERIEQQLFFC
STF*

MDNEKPQDRVNVD
CQGTSEAVLGSERI
EQQLFFCSTF*

TCTTGTATTG CGTACCGCCG 0 BK 0 0 0 0 0

6401 3101 af AN0191.1 71.m15461 AO070321000052 0 -180 -82 ATGTCGATTGTCAAGGAACTAGCGAAGCGGTCTTGGGATC
GGAGAGAATTGAACAGCAGCTTTTTTTTTGTTCAACTTTTTA
GCGTACCGCCGCTTTAG

ATGTCGATTGTCAAGGAACTAGCGAAGCGGTCTTG
GGATCGGAGAGAATTGAACAGCAGCTTTTTTTTTGT
TCAACTTTTTAGCGTACCGCCGCTTTAG

MSIVKELAKRSWDRREL
NSSFFFVQLFSVPPL*

MSIVKELAKRSWDR
RELNSSFFFVQLFS
VPPL*

GATCGTGTGA TTTCCTTCCA 0 BK 0 0 0 0 0

6397 3101 an AN0191.1 71.m15461 AO070321000052 0 -190 -176 ATGACGGTAAGATGA ATGACGGTAAGATGA MTVR* MTVR* AGGCGCTGAA ATGTGCCGGT 0 BK 0 0 0 0 0
6398 3101 an AN0191.1 71.m15461 AO070321000052 0 -179 -150 ATGAATGTGCCGGTAGTGCACGATTGTTAG ATGAATGTGCCGGTAGTGCACGATTGTTAG MNVPVVHDC* MNVPVVHDC* TGACGGTAAG CTGTAGCGGT 0 BK 0 0 0 0 0
6399 3101 an AN0191.1 71.m15461 AO070321000052 0 -175 -164 ATGTGCCGGTAG ATGTGCCGGTAG MCR* MCR* GGTAAGATGA TGCACGATTG 0 BK 0 0 0 0 0
6403 3102 af AN0189.1 71.m15459 AO070321000054 0 -186 -139 ATGCAGTTGTCAGGTCTGCAGAGTGTGAGCATGAAGCGC

TATCTATAA
ATGCAGTTGTCAGGTCTGCAGAGTGTGAGCATGAA
GCGCTATCTATAA

MQLSGLQSVSMKRYL* MQLSGLQSVSMKR
YL*

ACTTAACAAG CCCATATAGG 0 A 0 MG01893.1 0 0 0

6404 3102 af AN0189.1 71.m15459 AO070321000054 0 -156 -139 ATGAAGCGCTATCTATAA ATGAAGCGCTATCTATAA MKRYL* MKRYL* GAGTGTGAGC CCCATATAGG 0 A 0 MG01893.1 0 0 0
6405 3102 af AN0189.1 71.m15459 AO070321000054 0 -104 -93 ATGGACAGTTGA ATGGACAGTTGA MDS* MDS* GGTCTTCCGC AATACTCCTC 0 A 0 MG01893.1 0 0 0
6406 3102 ao AN0189.1 71.m15459 AO070321000054 0 -248 -207 ATGGACTACGATACTTCAAGTGATATACCAAGTAGACTGTA

A
ATGGACTACGATACTTCAAGTGATATACCAA
GTAGACTGTAA

MDYDTSSDIPSRL* MDYDTSSDIPSRL* TAGAAAGCCC CTGCTGGAGT 0 A 0 MG01893.1 0 0 0

6408 3104 an AN0174.1 71.m15447 AO070321000070 0 -196 -167 ATGAGAACCATCCACAATGGATTGGGGTAG ATGAGAACCATCCACAATGGATTGGGGTAG MRTIHNGLG* MRTIHNGLG* CCGATTGATA CTCTCGATTG 0 E 0 MG08011.1 NCU06558.1 0 0

6409 3104 an AN0174.1 71.m15447 AO070321000070 0 -180 -100 ATGGATTGGGGTAGCTCTCGATTGCTACGTAGTGGTCCTT
GGCGATTGTACCATATATTCTCTCCAACTCGTATTGCATGA

ATGGATTGGGGTAGCTCTCGATTGCTACGTAGTG
GTCCTTGGCGATTGTACCATATATTCTCTCCAACT
CGTATTGCATGA

MDWGSSRLLRSGPWRL
YHIFSPTRIA*

MDWGSSRLLRSGPWR
LYHIFSPTRIA*

ACCATCCACA TTGTTTCCTT 0 E 0 MG08011.1 NCU06558.1 0 0

6410 3104 an AN0174.1 71.m15447 AO070321000070 0 -103 -77 ATGATTGTTTCCTTTTTTTTTCTCTGA ATGATTGTTTCCTTTTTTTTTCTCTGA MIVSFFFL* MIVSFFFL* CTCGTATTGC TTATATCTTC 0 E 0 MG08011.1 NCU06558.1 0 0

6411 3104 ao AN0174.1 71.m15447 AO070321000070 0 -134 -120 ATGACGATTATTTAA ATGACGATTATTTAA MTII* MTII* ATCCTTGATA TTCAACTCGC 0 E 0 MG08011.1 NCU06558.1 0 0

6412 3104 ao AN0174.1 71.m15447 AO070321000070 0 -108 -70 ATGTACTGGATCTTCAATTCCTCTTTTTTCTCTATATAG ATGTACTGGATCTTCAATTCCTCTTTTTTCTC
TATATAG

MYWIFNSSFFSI* MYWIFNSSFFSI* TCAACTCGCC TCTTCATCTC 0 E 0 MG08011.1 NCU06558.1 0 0

6414 3114 an AN7994.1 53.m03853 AO070322000052 0 -179 -132 ATGTTCCGAGGTCGGTACCTGAAAATATACCTTATATGTCA
GGCATAA

ATGTTCCGAGGTCGGTACCTGAAAATATACCTTA
TATGTCAGGCATAA

MFRGRYLKIYLICQA* MFRGRYLKIYLICQA* GGCAAAATTG ACCACTTAAC 0 L FG06777.1 MG08646.1 0 YLR274W 0

6415 3114 ao AN7994.1 53.m03853 AO070322000052 0 -163 -140 ATGCCTAAGGCCAAAACCACTTAA ATGCCTAAGGCCAAAACCACTTAA MPKAKTT* MPKAKTT* CAACTATTAG CGCGTGCGAC 0 L FG06777.1 MG08646.1 0 YLR274W 0
6434 3118 af AN8057.1 53.m03886 AO070322000143 0 -230 -141 ATGTTGTATTGCGAAGACGAACTCAACAGAGGAAGAAATG

GCTGGCTTCATTACGCCCAACTACTTGTTAGAAACCTCATC
ACGCCATAG

ATGTTGTATTGCGAAGACGAACTCAACAGAGGAAG
AAATGGCTGGCTTCATTACGCCCAACTACTTGTTAG
AAACCTCATCACGCCATAG

MLYCEDELNRGRNGWL
HYAQLLVRNLITP*

MLYCEDELNRGRN
GWLHYAQLLVRNLI
TP*

TGTAAGGCCT TTCACGTGAC 0 E FG07287.1 0 0 0 0

6435 3118 af AN8057.1 53.m03886 AO070322000143 0 -193 -122 ATGGCTGGCTTCATTACGCCCAACTACTTGTTAGAAACCT
CATCACGCCATAGTTCACGTGACCAAAGATGA

ATGGCTGGCTTCATTACGCCCAACTACTTGTTAGAA
ACCTCATCACGCCATAGTTCACGTGACCAAAGATG
A

MAGFITPNYLLETSSRHS
SRDQR*

MAGFITPNYLLETSS
RHSSRDQR*

AGAGGAAGAA CTAATGCCGA 0 E FG07287.1 0 0 0 0
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6436 3118 af AN8057.1 53.m03886 AO070322000143 0 -125 -81 ATGACTAATGCCGATCTTCGGCGTCCGAGAATCTGGGGTT
CTTAG

ATGACTAATGCCGATCTTCGGCGTCCGAGAATCTG
GGGTTCTTAG

MTNADLRRPRIWGS* MTNADLRRPRIWGS
*

GTGACCAAAG ACTCGCAAGT 0 E FG07287.1 0 0 0 0

6437 3118 af AN8057.1 53.m03886 AO070322000143 0 -118 -38 ATGCCGATCTTCGGCGTCCGAGAATCTGGGGTTCTTAGAC
TCGCAAGTCATTTTGTCTTTTTCCGGCGTGCATACCGTTGA

ATGCCGATCTTCGGCGTCCGAGAATCTGGGGTTCT
TAGACTCGCAAGTCATTTTGTCTTTTTCCGGCGTGC
ATACCGTTGA

MPIFGVRESGVLRLASHF
VFFRRAYR*

MPIFGVRESGVLRL
ASHFVFFRRAYR*

AAGATGACTA ACGGGTGTCG 0 E FG07287.1 0 0 0 0

6431 3118 an AN8057.1 53.m03886 AO070322000143 0 -249 -223 ATGAATACAATGCCTCAGCTATCCTAA ATGAATACAATGCCTCAGCTATCCTAA MNTMPQLS* MNTMPQLS* TTCCTGATAC TCACACACTG 0 E FG07287.1 0 0 0 0
6432 3118 an AN8057.1 53.m03886 AO070322000143 0 -240 -223 ATGCCTCAGCTATCCTAA ATGCCTCAGCTATCCTAA MPQLS* MPQLS* CATGAATACA TCACACACTG 0 E FG07287.1 0 0 0 0
6433 3118 an AN8057.1 53.m03886 AO070322000143 0 -140 -102 ATGCCTTGCATACTAGCTAGCACGCCATCTTTCACGTGA ATGCCTTGCATACTAGCTAGCACGCCATCTTTCA

CGTGA
MPCILASTPSFT* MPCILASTPSFT* CTGAGCCGAA CCTCTTACTA 0 E FG07287.1 0 0 0 0

6438 3118 ao AN8057.1 53.m03886 AO070322000143 0 -251 -228 ATGTCACTCCATCAACTGGATTAA ATGTCACTCCATCAACTGGATTAA MSLHQLD* MSLHQLD* AGTTATCGTT ATTAATATCA 0 E FG07287.1 0 0 0 0
6439 3118 ao AN8057.1 53.m03886 AO070322000143 0 -197 -138 ATGCGCAATGTACAATTGAGGGTCCTCTTCGTCCAAGCTA

TCACGCCATCGCTCACGTGA
ATGCGCAATGTACAATTGAGGGTCCTCTTC
GTCCAAGCTATCACGCCATCGCTCACGTGA

MRNVQLRVLFVQAITPSL
T*

MRNVQLRVLFVQAI
TPSLT*

AGTCAACGTT TGCGCTATCG 0 E FG07287.1 0 0 0 0

6440 3118 ao AN8057.1 53.m03886 AO070322000143 0 -190 -179 ATGTACAATTGA ATGTACAATTGA MYN* MYN* GTTATGCGCA GGGTCCTCTT 0 E FG07287.1 0 0 0 0
6441 3118 ao AN8057.1 53.m03886 AO070322000143 0 -138 -124 ATGCGCTATCGCTGA ATGCGCTATCGCTGA MRYR* MRYR* CGCTCACGTG CTAAGGCCGA 0 E FG07287.1 0 0 0 0
6442 3118 ao AN8057.1 53.m03886 AO070322000143 0 -83 -66 ATGGTCTTCTTCCATTAA ATGGTCTTCTTCCATTAA MVFFH* MVFFH* GGGGAATGGA TTGTCTCTTG 0 E FG07287.1 0 0 0 0
6443 3119 an AN8055.1 53.m03888 AO070322000145 0 -178 -161 ATGTTTTTTGTTGCTTGA ATGTTTTTTGTTGCTTGA MFFVA* MFFVA* CTTTCGCTGT TTCACGACTT 0 R 0 0 0 0 0
6444 3121 an AN4727.1 71.m15496 AO070323000057 0 -212 -120 ATGACGGATAAATCGATAGGTGGTCTGCCCCTCCACGAG

GCTAGCCTGGCCGCTACACCCCCCCCACTATCCTCCTGC
ATCTGTACTCCGTAG

ATGACGGATAAATCGATAGGTGGTCTGCCCCTCC
ACGAGGCTAGCCTGGCCGCTACACCCCCCCCAC
TATCCTCCTGCATCTGTACTCCGTAG

MTDKSIGGLPLHEASLAA
TPPPLSSCICTP*

MTDKSIGGLPLHEASLA
ATPPPLSSCICTP*

AATGGCTGCA CTCGCCATCG 0 M FG05689.1 0 NCU04442.1 0 0

6445 3121 ao AN4727.1 71.m15496 AO070323000057 0 -219 -172 ATGAAAATGAAATCCACCCGAACGCATGCCCCTCCGCAAT
TGTCCTAA

ATGAAAATGAAATCCACCCGAACGCATGCC
CCTCCGCAATTGTCCTAA

MKMKSTRTHAPPQLS* MKMKSTRTHAPPQL
S*

TCCAAGTGGT TTGTCCTCCC 0 M FG05689.1 0 NCU04442.1 0 0

6446 3121 ao AN4727.1 71.m15496 AO070323000057 0 -213 -172 ATGAAATCCACCCGAACGCATGCCCCTCCGCAATTGTCCT
AA

ATGAAATCCACCCGAACGCATGCCCCTCCG
CAATTGTCCTAA

MKSTRTHAPPQLS* MKSTRTHAPPQLS* TGGTATGAAA TTGTCCTCCC 0 M FG05689.1 0 NCU04442.1 0 0

6451 3122 af AN8528.1 71.m15589 AO070323000191 0 -128 -84 ATGTTTATAGCGGGGGCTTACTGTATCTGCTTGCTAAGGA
ACTGA

ATGTTTATAGCGGGGGCTTACTGTATCTGCTTGCTA
AGGAACTGA

MFIAGAYCICLLRN* MFIAGAYCICLLRN* TATATCAGCG ACAACTCTAC 0 V 0 0 0 0 0

6447 3122 an AN8528.1 71.m15589 AO070323000191 0 -216 -166 ATGGCAAGGCTTTCGAAGGTCGATGTGCTAGACAGGACA
CAGGACCTATGA

ATGGCAAGGCTTTCGAAGGTCGATGTGCTAGAC
AGGACACAGGACCTATGA

MARLSKVDVLDRTQDL* MARLSKVDVLDRTQDL* TTAACCATAG GTCGCTATCA 0 V 0 0 0 0 0

6448 3122 an AN8528.1 71.m15589 AO070323000191 0 -169 -122 ATGAGTCGCTATCATACTGGGTATGCGCGCAAGGAGGAT
CTACGCTAG

ATGAGTCGCTATCATACTGGGTATGCGCGCAAG
GAGGATCTACGCTAG

MSRYHTGYARKEDLR* MSRYHTGYARKEDLR* CACAGGACCT GAGTGGGCTA 0 V 0 0 0 0 0

6449 3122 an AN8528.1 71.m15589 AO070323000191 0 -147 -43 ATGCGCGCAAGGAGGATCTACGCTAGGAGTGGGCTAGAT
CGAGAAAGAGCTCCACATGCTGCCGCTGACCAATGTTGTT
ATACCGAGGGACACTTATCTATTTAA

ATGCGCGCAAGGAGGATCTACGCTAGGAGTGGG
CTAGATCGAGAAAGAGCTCCACATGCTGCCGCT
GACCAATGTTGTTATACCGAGGGACACTTATCTA
TTTAA

MRARRIYARSGLDRERA
PHAAADQCCYTEGHLSI*

MRARRIYARSGLDRERA
PHAAADQCCYTEGHLSI
*

CATACTGGGT CCGGCTTCCC 0 V 0 0 0 0 0

6450 3122 an AN8528.1 71.m15589 AO070323000191 0 -92 -18 ATGCTGCCGCTGACCAATGTTGTTATACCGAGGGACACTT
ATCTATTTAACCGGCTTCCCCTCTTCCACTTCTGA

ATGCTGCCGCTGACCAATGTTGTTATACCGAGGG
ACACTTATCTATTTAACCGGCTTCCCCTCTTCCAC
TTCTGA

MLPLTNVVIPRDTYLFNR
LPLFHF*

MLPLTNVVIPRDTYLFNR
LPLFHF*

AGAGCTCCAC TTTCAACTTC 0 V 0 0 0 0 0

6452 3122 ao AN8528.1 71.m15589 AO070323000191 0 -189 -145 ATGGAGTTACTTACAAGAATAAGCACTAAACGTTTTAGCTC
CTAA

ATGGAGTTACTTACAAGAATAAGCACTAAAC
GTTTTAGCTCCTAA

MELLTRISTKRFSS* MELLTRISTKRFSS* CGGGGCGGTT CATGACAAAT 0 V 0 0 0 0 0

6453 3122 ao AN8528.1 71.m15589 AO070323000191 0 -143 -93 ATGACAAATTTAGTTCCCTCACTCAACGAGGCCAAAGAAA
AGGATAAATAG

ATGACAAATTTAGTTCCCTCACTCAACGAGG
CCAAAGAAAAGGATAAATAG

MTNLVPSLNEAKEKDK* MTNLVPSLNEAKEK
DK*

AGCTCCTAAC CACCATGGGA 0 V 0 0 0 0 0

6454 3122 ao AN8528.1 71.m15589 AO070323000191 0 -88 -71 ATGGGATCATTCAAATAA ATGGGATCATTCAAATAA MGSFK* MGSFK* AAATAGCACC CGAATAAATT 0 V 0 0 0 0 0
6455 3124 af AN1782.1 69.m15081 AO070324000013 0 -155 -57 ATGGAAAAACTGACAGCTCAACCGTCAGTTAATAGTATAG

ATATGAGTTTCACATTTGAATTTAAATCAAACTGGCTTGCT
GAAGATATTCTTCTCTGA

ATGGAAAAACTGACAGCTCAACCGTCAGTTAATAG
TATAGATATGAGTTTCACATTTGAATTTAAATCAAAC
TGGCTTGCTGAAGATATTCTTCTCTGA

MEKLTAQPSVNSIDMSFT
FEFKSNWLAEDILL*

MEKLTAQPSVNSID
MSFTFEFKSNWLAE
DILL*

AGGACAAGCA TTCTGTTTTT 0 BK 0 0 0 0 0

6456 3124 af AN1782.1 69.m15081 AO070324000013 0 -113 -57 ATGAGTTTCACATTTGAATTTAAATCAAACTGGCTTGCTGA
AGATATTCTTCTCTGA

ATGAGTTTCACATTTGAATTTAAATCAAACTGGCTT
GCTGAAGATATTCTTCTCTGA

MSFTFEFKSNWLAEDILL* MSFTFEFKSNWLAE
DILL*

TAGTATAGAT TTCTGTTTTT 0 BK 0 0 0 0 0

6458 3124 ao AN1782.1 69.m15081 AO070324000013 0 -231 -193 ATGCCACGCACTACCGACAGGGCCAACGTCATAATTTAA ATGCCACGCACTACCGACAGGGCCAACGTC
ATAATTTAA

MPRTTDRANVII* MPRTTDRANVII* TACGGTTCAA ACATCAACAT 0 BK 0 0 0 0 0

6459 3124 ao AN1782.1 69.m15081 AO070324000013 0 -135 -115 ATGTTTCTACCCTTTTTTTAA ATGTTTCTACCCTTTTTTTAA MFLPFF* MFLPFF* GTCCGTGTAC ATAAGAAAAA 0 BK 0 0 0 0 0
6460 3128 ao AN1752.1 69.m15053 AO070324000041 0 -222 -76 ATGCCGATAAAAAATCTAATCGATAAGAGAGAACGAAAGA

ATCACGCAATTCACGCTAACCGCAATAGGCAAGGGCTCCC
TGGGGATTTCTATAGACTGCGGATGGGGGGTTCGACTCTT
TTTACCCCATTGCCTCCCACTTTGTGA

ATGCCGATAAAAAATCTAATCGATAAGAGAG
AACGAAAGAATCACGCAATTCACGCTAACC
GCAATAGGCAAGGGCTCCCTGGGGATTTCT
ATAGACTGCGGATGGGGGGTTCGACTCTTT
TTACCCCATTGCCTCCCACTTTGTGA

MPIKNLIDKRERKNHAIHA
NRNRQGLPGDFYRLRM
GGSTLFTPLPPTL*

MPIKNLIDKRERKNH
AIHANRNRQGLPGD
FYRLRMGGSTLFTP
LPPTL*

ACCGCTGTAG TTCATTCCTT 0 C FG08463.1 MG00929.1 0 0 YFR030W

6461 3128 ao AN1752.1 69.m15053 AO070324000041 0 -120 -76 ATGGGGGGTTCGACTCTTTTTACCCCATTGCCTCCCACTT
TGTGA

ATGGGGGGTTCGACTCTTTTTACCCCATTGC
CTCCCACTTTGTGA

MGGSTLFTPLPPTL* MGGSTLFTPLPPTL* TAGACTGCGG TTCATTCCTT 0 C FG08463.1 MG00929.1 0 0 YFR030W

6465 3133 af AN7708.1 71.m15732 AO070325000115 0 -240 -64 ATGGGTAATCACCTGAGAAGCCTAGGAAATGATATCATTT
GCACCAAGACCGACGGGGCGGGGCAAGTTGGAGGGGCT
GGACACCGACCATCAGCGCCTACCAAATCTTCCTCTCCCC
GCTCCATGTCCATGCCATTGAGTCACTCTTCTGGCCAACT
TATAAGCTTCAGAAACTGA

ATGGGTAATCACCTGAGAAGCCTAGGAAATGATAT
CATTTGCACCAAGACCGACGGGGCGGGGCAAGTT
GGAGGGGCTGGACACCGACCATCAGCGCCTACCA
AATCTTCCTCTCCCCGCTCCATGTCCATGCCATTGA
GTCACTCTTCTGGCCAACTTATAAGCTTCAGAAACT
GA

MGNHLRSLGNDIICTKTD
GAGQVGGAGHRPSAPT
KSSSPRSMSMPLSHSSG
QLISFRN*

MGNHLRSLGNDIICT
KTDGAGQVGGAGH
RPSAPTKSSSPRSM
SMPLSHSSGQLISF
RN*

GTAATAAATA ATATATTCGA 0 R FG07908.1 0 0 0 0

6466 3133 af AN7708.1 71.m15732 AO070325000115 0 -212 -102 ATGATATCATTTGCACCAAGACCGACGGGGCGGGGCAAG
TTGGAGGGGCTGGACACCGACCATCAGCGCCTACCAAAT
CTTCCTCTCCCCGCTCCATGTCCATGCCATTGA

ATGATATCATTTGCACCAAGACCGACGGGGCGGG
GCAAGTTGGAGGGGCTGGACACCGACCATCAGCG
CCTACCAAATCTTCCTCTCCCCGCTCCATGTCCAT
GCCATTGA

MISFAPRPTGRGKLEGLD
TDHQRLPNLPLPAPCPC
H*

MISFAPRPTGRGKL
EGLDTDHQRLPNLP
LPAPCPCH*

AGCCTAGGAA GTCACTCTTC 0 R FG07908.1 0 0 0 0

6467 3133 af AN7708.1 71.m15732 AO070325000115 0 -117 -64 ATGTCCATGCCATTGAGTCACTCTTCTGGCCAACTTATAAG
CTTCAGAAACTGA

ATGTCCATGCCATTGAGTCACTCTTCTGGCCAACTT
ATAAGCTTCAGAAACTGA

MSMPLSHSSGQLISFRN* MSMPLSHSSGQLIS
FRN*

TCCCCGCTCC ATATATTCGA 0 R FG07908.1 0 0 0 0

6468 3133 af AN7708.1 71.m15732 AO070325000115 0 -111 -64 ATGCCATTGAGTCACTCTTCTGGCCAACTTATAAGCTTCAG
AAACTGA

ATGCCATTGAGTCACTCTTCTGGCCAACTTATAAGC
TTCAGAAACTGA

MPLSHSSGQLISFRN* MPLSHSSGQLISFR
N*

CTCCATGTCC ATATATTCGA 0 R FG07908.1 0 0 0 0

6462 3133 an AN7708.1 71.m15732 AO070325000115 0 -150 -7 ATGGAACGGGCGTATGATATCATGGGCAGCAGCGGGGCA
CCAACCGAATTTCTCCCCGCCAACGTCTATATCACCTCGT
CGCAGCCCACGAGAGACCACGTAATTTTTTTTGTCCCTAG
AATCTCACGCTATTCAGCAAGATAA

ATGGAACGGGCGTATGATATCATGGGCAGCAGC
GGGGCACCAACCGAATTTCTCCCCGCCAACGTC
TATATCACCTCGTCGCAGCCCACGAGAGACCAC
GTAATTTTTTTTGTCCCTAGAATCTCACGCTATTC
AGCAAGATAA

MERAYDIMGSSGAPTEFL
PANVYITSSQPTRDHVIFF
VPRISRYSAR*

MERAYDIMGSSGAPTEF
LPANVYITSSQPTRDHVI
FFVPRISRYSAR*

ATCGCAAGCA CAAGCCATGT 0 R FG07908.1 0 0 0 0

6463 3133 an AN7708.1 71.m15732 AO070325000115 0 -137 -48 ATGATATCATGGGCAGCAGCGGGGCACCAACCGAATTTCT
CCCCGCCAACGTCTATATCACCTCGTCGCAGCCCACGAG
AGACCACGTAA

ATGATATCATGGGCAGCAGCGGGGCACCAACCG
AATTTCTCCCCGCCAACGTCTATATCACCTCGTC
GCAGCCCACGAGAGACCACGTAA

MISWAAAGHQPNFSPPT
SISPRRSPRETT*

MISWAAAGHQPNFSPP
TSISPRRSPRETT*

GAACGGGCGT TTTTTTTTGT 0 R FG07908.1 0 0 0 0

6464 3133 an AN7708.1 71.m15732 AO070325000115 0 -129 -7 ATGGGCAGCAGCGGGGCACCAACCGAATTTCTCCCCGCC
AACGTCTATATCACCTCGTCGCAGCCCACGAGAGACCAC
GTAATTTTTTTTGTCCCTAGAATCTCACGCTATTCAGCAAG
ATAA

ATGGGCAGCAGCGGGGCACCAACCGAATTTCTC
CCCGCCAACGTCTATATCACCTCGTCGCAGCCC
ACGAGAGACCACGTAATTTTTTTTGTCCCTAGAAT
CTCACGCTATTCAGCAAGATAA

MGSSGAPTEFLPANVYIT
SSQPTRDHVIFFVPRISR
YSAR*

MGSSGAPTEFLPANVYI
TSSQPTRDHVIFFVPRIS
RYSAR*

GTATGATATC CAAGCCATGT 0 R FG07908.1 0 0 0 0

6469 3133 ao AN7708.1 71.m15732 AO070325000115 0 -232 -8 ATGATATCATTTTCGGGGCGGGGCAATTGTCTCCCACGCG
CAACCTACCACAGCCGAATCCCTTCTGCTCGCTGCTTCCG
GGTCTCGAGTTACCTGGTTACATTTTTGTTCTTTGAATCGG
TCGGCTATTACGGGATTGTCTTGAGCTTGTACTCTCTTTTT
ATTTATTTATTTTTTTTTATTTTTTTATTTGACTTTTGGGTTTT
GTTTGCCGGCCTTGCCTGA

ATGATATCATTTTCGGGGCGGGGCAATTGT
CTCCCACGCGCAACCTACCACAGCCGAATC
CCTTCTGCTCGCTGCTTCCGGGTCTCGAGT
TACCTGGTTACATTTTTGTTCTTTGAATCGGT
CGGCTATTACGGGATTGTCTTGAGCTTGTAC
TCTCTTTTTATTTATTTATTTTTTTTTATTTTTT
TATTTGACTTTTGGGTTTTGTTTGCCGGCCT
TGCCTGA

MISFSGRGNCLPRATYHS
RIPSARCFRVSSYLVTFLF
FESVGYYGIVLSLYSLFIY
LFFFIFLFDFWVLFAGLA*

MISFSGRGNCLPRA
TYHSRIPSARCFRV
SSYLVTFLFFESVGY
YGIVLSLYSLFIYLFF
FIFLFDFWVLFAGLA
*

CCCTTTCGGT TTTTATCATG 0 R FG07908.1 0 0 0 0

6471 3136 af AN6569.1 62.m03156 AO070326000012 0 -82 -44 ATGAGCCAACTTCTAATGGATATGATTATTTTCCCTTGA ATGAGCCAACTTCTAATGGATATGATTATTTTCCCT
TGA

MSQLLMDMIIFP* MSQLLMDMIIFP* CCTGTAACGA AATTTGAATC 0 O 0 0 0 0 0

6472 3136 af AN6569.1 62.m03156 AO070326000012 0 -67 -44 ATGGATATGATTATTTTCCCTTGA ATGGATATGATTATTTTCCCTTGA MDMIIFP* MDMIIFP* CCAACTTCTA AATTTGAATC 0 O 0 0 0 0 0
6473 3136 af AN6569.1 62.m03156 AO070326000012 0 -61 -44 ATGATTATTTTCCCTTGA ATGATTATTTTCCCTTGA MIIFP* MIIFP* TCTAATGGAT AATTTGAATC 0 O 0 0 0 0 0
6474 3136 ao AN6569.1 62.m03156 AO070326000012 0 -115 -92 ATGAAAATAATCTCCTCATTGTAA ATGAAAATAATCTCCTCATTGTAA MKIISSL* MKIISSL* TGGCTCATCA ACCCCCCTCC 0 O 0 0 0 0 0
6475 3137 af AN6589.1 62.m03178 AO070326000037 0 -163 -149 ATGAAGTCCATTTGA ATGAAGTCCATTTGA MKSI* MKSI* TACAATATCA GTAATCAAAT 0 T FG05591.1 0 0 0 0
6476 3137 ao AN6589.1 62.m03178 AO070326000037 0 -188 -156 ATGTGTCCAGTTTCAATTTCTAAAATTCTTTGA ATGTGTCCAGTTTCAATTTCTAAAATTCTTTG

A
MCPVSISKIL* MCPVSISKIL* TTCAATTTCA CACCCCTATC 0 T FG05591.1 0 0 0 0

6479 3139 af AN6636.1 62.m03467 AO070326000087 0 -246 -211 ATGATTTTTGTTTCCTGTCCGACTACACCATCTTGA ATGATTTTTGTTTCCTGTCCGACTACACCATCTTGA MIFVSCPTTPS* MIFVSCPTTPS* CAACTGCGCT CTACACTTCA 0 C FG08596.1 MG02766.1 0 YHR039C 0

6480 3139 af AN6636.1 62.m03467 AO070326000087 0 -107 -9 ATGGGGCCACTCTTCTGGCCTTCCTCTACCGGGTTCCGTC
CAGGTACGAACCACACATCCTCCGAGAGAGGCTCTGGGA
ATCAATTGAGCTGCAATTGA

ATGGGGCCACTCTTCTGGCCTTCCTCTACCGGGTT
CCGTCCAGGTACGAACCACACATCCTCCGAGAGA
GGCTCTGGGAATCAATTGAGCTGCAATTGA

MGPLFWPSSTGFRPGTN
HTSSERGSGNQLSCN*

MGPLFWPSSTGFR
PGTNHTSSERGSG
NQLSCN*

CGATAAAAAG TTGCAAAGAT 0 C FG08596.1 MG02766.1 0 YHR039C 0

6478 3139 an AN6636.1 62.m03467 AO070326000087 0 -151 -131 ATGAATGTGTCGAGTACCTAG ATGAATGTGTCGAGTACCTAG MNVSST* MNVSST* AAGGTAGTTA AGACCGGCAC 0 C FG08596.1 MG02766.1 0 YHR039C 0
6481 3139 ao AN6636.1 62.m03467 AO070326000087 0 -182 -111 ATGTATTGTCTGATGTATGTACTATTCTATTCTATAGGATGG

GTGGCACGTGCACCCTATCGGAGTGGCTGA
ATGTATTGTCTGATGTATGTACTATTCTATTC
TATAGGATGGGTGGCACGTGCACCCTATCG
GAGTGGCTGA

MYCLMYVLFYSIGWVAR
APYRSG*

MYCLMYVLFYSIGW
VARAPYRSG*

GGGGAAGGAA TAAAACAATG 0 C FG08596.1 MG02766.1 0 YHR039C 0

6482 3139 ao AN6636.1 62.m03467 AO070326000087 0 -170 -111 ATGTATGTACTATTCTATTCTATAGGATGGGTGGCACGTGC
ACCCTATCGGAGTGGCTGA

ATGTATGTACTATTCTATTCTATAGGATGGGT
GGCACGTGCACCCTATCGGAGTGGCTGA

MYVLFYSIGWVARAPYR
SG*

MYVLFYSIGWVARA
PYRSG*

GTATTGTCTG TAAAACAATG 0 C FG08596.1 MG02766.1 0 YHR039C 0

6483 3139 ao AN6636.1 62.m03467 AO070326000087 0 -166 -146 ATGTACTATTCTATTCTATAG ATGTACTATTCTATTCTATAG MYYSIL* MYYSIL* TGTCTGATGT GATGGGTGGC 0 C FG08596.1 MG02766.1 0 YHR039C 0
6503 3142 af AN2234.1 71.m15831 AO070326000145 0 -148 -35 ATGGAAGCTACGGTTTGTGTTTGCGCTGTTTGCAATACTG

TTGAGCTTCCCCGCTATTGTCCGGGCCATCTCTACAGTCC
CACTTTATCGTTCGAAAGTGTTCCGGCAGCTTGA

ATGGAAGCTACGGTTTGTGTTTGCGCTGTTTGCAA
TACTGTTGAGCTTCCCCGCTATTGTCCGGGCCATC
TCTACAGTCCCACTTTATCGTTCGAAAGTGTTCCGG
CAGCTTGA

MEATVCVCAVCNTVELP
RYCPGHLYSPTLSFESVP
AA*

MEATVCVCAVCNTV
ELPRYCPGHLYSPT
LSFESVPAA*

GCCCAAGTTG GAAGCGGTTA 0  0 0 0 0 0

6501 3142 an AN2234.1 71.m15831 AO070326000145 0 -217 -203 ATGCGTGTTGTTTAA ATGCGTGTTGTTTAA MRVV* MRVV* GCGTGTGTGT AGGTGCGATT 0  0 0 0 0 0
6502 3142 an AN2234.1 71.m15831 AO070326000145 0 -146 -78 ATGGTTGATAAGCTCTCTCCCCGGCTCAAGAGGGGGCCC

AGGTCGGCCGAGTTTGCTTTGTTTGCATGA
ATGGTTGATAAGCTCTCTCCCCGGCTCAAGAGG
GGGCCCAGGTCGGCCGAGTTTGCTTTGTTTGCA
TGA

MVDKLSPRLKRGPRSAE
FALFA*

MVDKLSPRLKRGPRSA
EFALFA*

TTTGGTGGTC GAAGCTTCCC 0  0 0 0 0 0
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6504 3142 ao AN2234.1 71.m15831 AO070326000145 0 -206 -174 ATGGCTGTTCCTAGAACTGCGTTTGGAGGTTGA ATGGCTGTTCCTAGAACTGCGTTTGGAGGT
TGA

MAVPRTAFGG* MAVPRTAFGG* GGGGCTACAA CTTGTAGAGG 0  0 0 0 0 0

6505 3142 ao AN2234.1 71.m15831 AO070326000145 0 -154 -20 ATGGAGAGTGCGGAGCTATCGTTGCTGTTTGTCGTGTTTG
CATTGAGCTTCCCCACCATCACAAAGGATAGATGCGGCGT
TCCTGAGCAACCATCTTCTATCTATCCATCAGCTGTGGGA
GAGGGTCGCTTGTGA

ATGGAGAGTGCGGAGCTATCGTTGCTGTTT
GTCGTGTTTGCATTGAGCTTCCCCACCATCA
CAAAGGATAGATGCGGCGTTCCTGAGCAAC
CATCTTCTATCTATCCATCAGCTGTGGGAGA
GGGTCGCTTGTGA

MESAELSLLFVVFALSFP
TITKDRCGVPEQPSSIYP
SAVGEGRL*

MESAELSLLFVVFAL
SFPTITKDRCGVPE
QPSSIYPSAVGEGR
L*

GAACTAAACC ATGAAATATT 0  0 0 0 0 0

6506 3142 ao AN2234.1 71.m15831 AO070326000145 0 -83 -69 ATGCGGCGTTCCTGA ATGCGGCGTTCCTGA MRRS* MRRS* CAAAGGATAG GCAACCATCT 0  0 0 0 0 0
6507 3143 an AN2227.1 71.m15838 AO070326000160 0 -204 -181 ATGGAGAACTGGGGTTGGGATTAG ATGGAGAACTGGGGTTGGGATTAG MENWGWD* MENWGWD* AGACGGTGCA TACGTATATC 0 G 0 0 0 0 0
6508 3143 an AN2227.1 71.m15838 AO070326000160 0 -115 -98 ATGCTTGTCAATTTCTGA ATGCTTGTCAATTTCTGA MLVNF* MLVNF* TTGTCATTTT CCTGGTTTGC 0 G 0 0 0 0 0
6509 3143 ao AN2227.1 71.m15838 AO070326000160 0 -211 -113 ATGCCTCGTAGTCCTTCGTATTCTGGTTTTCTTATCCTTTTA

TCCTTTATACCTCTTCCTACCTTTTCATCTATCGTTTTTGCA
CTATTCCACCCATAG

ATGCCTCGTAGTCCTTCGTATTCTGGTTTTC
TTATCCTTTTATCCTTTATACCTCTTCCTACC
TTTTCATCTATCGTTTTTGCACTATTCCACCC
ATAG

MPRSPSYSGFLILLSFIPL
PTFSSIVFALFHP*

MPRSPSYSGFLILLS
FIPLPTFSSIVFALFH
P*

ATATATTTGT TTTTGGTCGG 0 G 0 0 0 0 0

6510 3144 af AN3423.1 59.m09501 AO070327000008 0 -249 -67 ATGGGCGACGGAGGCGCTACTGAAGGAGAGGAGCAGCA
GCATACTCCGTACTCCGTTCTAGTTTTCCATCTCCATCTTA
TTTCCCATACCCAGCCACTGTCTGGTGTCCTTTCTCGTGT
GTTCATTCTTCTTGTTCATCGCTTCTTCTACTTTCCCTTACC
ATTTTCTCCTTCCTCTCATTAG

ATGGGCGACGGAGGCGCTACTGAAGGAGAGGAG
CAGCAGCATACTCCGTACTCCGTTCTAGTTTTCCAT
CTCCATCTTATTTCCCATACCCAGCCACTGTCTGGT
GTCCTTTCTCGTGTGTTCATTCTTCTTGTTCATCGC
TTCTTCTACTTTCCCTTACCATTTTCTCCTTCCTCTC
ATTAG

MGDGGATEGEEQQHTP
YSVLVFHLHLISHTQPLS
GVLSRVFILLVHRFFYFPL
PFSPSSH*

MGDGGATEGEEQQ
HTPYSVLVFHLHLIS
HTQPLSGVLSRVFIL
LVHRFFYFPLPFSPS
SH*

AGTCTCTCTG ATTTTACATT 0 A 0 0 0 0 0

6511 3145 ao AN2761.1 59.m09263 AO070327000023 0 -213 -67 ATGTATTCCTTCTCTTCCTTCTCATTACATCCTATAGATAAT
ATTAGTCTTCCATCACCTCCAGCCTTAAAAGTACTGACCG
GATTGTGTTGTGCAGATTTCTTAAATTCGATACCAACCGCT
CTTTCGACTGAGCGGTCGCTTTAA

ATGTATTCCTTCTCTTCCTTCTCATTACATCC
TATAGATAATATTAGTCTTCCATCACCTCCAG
CCTTAAAAGTACTGACCGGATTGTGTTGTGC
AGATTTCTTAAATTCGATACCAACCGCTCTTT
CGACTGAGCGGTCGCTTTAA

MYSFSSFSLHPIDNISLPS
PPALKVLTGLCCADFLNSI
PTALSTERSL*

MYSFSSFSLHPIDNI
SLPSPPALKVLTGLC
CADFLNSIPTALSTE
RSL*

TTGATTTTTG AAGCCTCTCT 0 O 0 0 0 0 0

6512 3148 af AN4819.1 59.m09156 AO070327000168 0 -179 -144 ATGAGCCCCTTGTTCGACCGTTTTGGTCATTTCTAG ATGAGCCCCTTGTTCGACCGTTTTGGTCATTTCTAG MSPLFDRFGHF* MSPLFDRFGHF* TTAAATCCAC TGCTCCTTTG 0 E 0 0 0 0 0

6513 3148 af AN4819.1 59.m09156 AO070327000168 0 -94 -83 ATGACGCATTAG ATGACGCATTAG MTH* MTH* CACTTCTTCC CCTTCATCGT 0 E 0 0 0 0 0
6514 3148 ao AN4819.1 59.m09156 AO070327000168 0 -88 -62 ATGAACATACTATCATTTATCTCATAA ATGAACATACTATCATTTATCTCATAA MNILSFIS* MNILSFIS* CTATTCTGTG TTACGACACT 0 E 0 0 0 0 0
6519 3149 af AN5601.1 58.m07525 AO070328000003 0 -143 -129 ATGGATCACACGTGA ATGGATCACACGTGA MDHT* MDHT* ACTGCACCAT CTTCACATGA 0 E 0 MG08564.1 0 YNR050C 0
6515 3149 an AN5601.1 58.m07525 AO070328000003 0 -224 -30 ATGACAAATGAGGCTTGTTTTTCTGGACCACTTCATTTTGA

TAGAGATAACAACAGAACTATAATTATCATTGGGTGCTTCT
ATTGGCATAAATGCCGGAGCTGTCTCCGATACCGCCCTGA
ATTAGTTCACGTGATCATCCCTATGGCGGGGATAACTTTT
GAATCAGGTCTTCTTGACTCATTTGATTCTTAG

ATGACAAATGAGGCTTGTTTTTCTGGACCACTTC
ATTTTGATAGAGATAACAACAGAACTATAATTATC
ATTGGGTGCTTCTATTGGCATAAATGCCGGAGCT
GTCTCCGATACCGCCCTGAATTAGTTCACGTGAT
CATCCCTATGGCGGGGATAACTTTTGAATCAGGT
CTTCTTGACTCATTTGATTCTTAG

MTNEACFSGPLHFDRDN
NRTIIIIGCFYWHKCRSCL
RYRPELVHVIIPMAGITFE
SGLLDSFDS*

MTNEACFSGPLHFDRD
NNRTIIIIGCFYWHKCRS
CLRYRPELVHVIIPMAGI
TFESGLLDSFDS*

TTCCATAGCA TACAATCAAT 0 E 0 MG08564.1 0 YNR050C 0

6516 3149 an AN5601.1 58.m07525 AO070328000003 0 -217 -161 ATGAGGCTTGTTTTTCTGGACCACTTCATTTTGATAGAGAT
AACAACAGAACTATAA

ATGAGGCTTGTTTTTCTGGACCACTTCATTTTGAT
AGAGATAACAACAGAACTATAA

MRLVFLDHFILIEITTEL* MRLVFLDHFILIEITTEL* GCAATGACAA TTATCATTGG 0 E 0 MG08564.1 0 YNR050C 0

6517 3149 an AN5601.1 58.m07525 AO070328000003 0 -132 -103 ATGCCGGAGCTGTCTCCGATACCGCCCTGA ATGCCGGAGCTGTCTCCGATACCGCCCTGA MPELSPIPP* MPELSPIPP* ATTGGCATAA ATTAGTTCAC 0 E 0 MG08564.1 0 YNR050C 0
6518 3149 an AN5601.1 58.m07525 AO070328000003 0 -80 -30 ATGGCGGGGATAACTTTTGAATCAGGTCTTCTTGACTCATT

TGATTCTTAG
ATGGCGGGGATAACTTTTGAATCAGGTCTTCTTG
ACTCATTTGATTCTTAG

MAGITFESGLLDSFDS* MAGITFESGLLDSFDS* GATCATCCCT TACAATCAAT 0 E 0 MG08564.1 0 YNR050C 0

6520 3149 ao AN5601.1 58.m07525 AO070328000003 0 -164 -9 ATGATAATCCACACCTCCGATACCGCCGTCCCCAGGTGGA
CCCACGTGACTGAGTCATCACACAACTGCCGGCGGGGAA
GACCAGCGAGATCACTGACTCTCTTTCTTTTCCTTCTCAAT
CCTTTGACACATACTACTTCCTATCTTCTTCCCTAA

ATGATAATCCACACCTCCGATACCGCCGTC
CCCAGGTGGACCCACGTGACTGAGTCATCA
CACAACTGCCGGCGGGGAAGACCAGCGAG
ATCACTGACTCTCTTTCTTTTCCTTCTCAATC
CTTTGACACATACTACTTCCTATCTTCTTCCC
TAA

MIIHTSDTAVPRWTHVTE
SSHNCRRGRPARSLTLF
LFLLNPLTHTTSYLLP*

MIIHTSDTAVPRWTH
VTESSHNCRRGRP
ARSLTLFLFLLNPLT
HTTSYLLP*

TTTAGTTAAT TCGTCACAAT 0 E 0 MG08564.1 0 YNR050C 0

6526 3154 af AN5558.1 58.m07484 AO070328000053 0 -251 -237 ATGTTACCCTGTTAG ATGTTACCCTGTTAG MLPC* MLPC* CAGAGTTGCA TTCCCACTGC 0 O 0 0 0 0 0
6527 3154 af AN5558.1 58.m07484 AO070328000053 0 -158 -99 ATGAAAATGGCACAAGTGCTGAAGAACATGAATGGAACAC

GAAGAGACAAAAAGTTATAA
ATGAAAATGGCACAAGTGCTGAAGAACATGAATGG
AACACGAAGAGACAAAAAGTTATAA

MKMAQVLKNMNGTRRD
KKL*

MKMAQVLKNMNGT
RRDKKL*

ATTCTGAGGC ATACCTGCCT 0 O 0 0 0 0 0

6528 3154 af AN5558.1 58.m07484 AO070328000053 0 -152 -99 ATGGCACAAGTGCTGAAGAACATGAATGGAACACGAAGA
GACAAAAAGTTATAA

ATGGCACAAGTGCTGAAGAACATGAATGGAACACG
AAGAGACAAAAAGTTATAA

MAQVLKNMNGTRRDKKL
*

MAQVLKNMNGTRR
DKKL*

AGGCATGAAA ATACCTGCCT 0 O 0 0 0 0 0

6529 3154 af AN5558.1 58.m07484 AO070328000053 0 -131 -99 ATGAATGGAACACGAAGAGACAAAAAGTTATAA ATGAATGGAACACGAAGAGACAAAAAGTTATAA MNGTRRDKKL* MNGTRRDKKL* GCTGAAGAAC ATACCTGCCT 0 O 0 0 0 0 0

6522 3154 an AN5558.1 58.m07484 AO070328000053 0 -220 -182 ATGTCACCCTGTGAGTTTTCACGAGTCGACCCTGGTTAA ATGTCACCCTGTGAGTTTTCACGAGTCGACCCTG
GTTAA

MSPCEFSRVDPG* MSPCEFSRVDPG* GAAGGACGCA TTCGTGATGG 0 O 0 0 0 0 0

6523 3154 an AN5558.1 58.m07484 AO070328000053 0 -175 -119 ATGGACGAGGTCAATGACGCAGAATTGGAGGTGATGAAG
TGGGCGCGAAAGGTATAA

ATGGACGAGGTCAATGACGCAGAATTGGAGGTG
ATGAAGTGGGCGCGAAAGGTATAA

MDEVNDAELEVMKWAR
KV*

MDEVNDAELEVMKWAR
KV*

TTAATTCGTG GAGTGGGGTT 0 O 0 0 0 0 0

6524 3154 an AN5558.1 58.m07484 AO070328000053 0 -162 -142 ATGACGCAGAATTGGAGGTGA ATGACGCAGAATTGGAGGTGA MTQNWR* MTQNWR* GACGAGGTCA TGAAGTGGGC 0 O 0 0 0 0 0
6525 3154 an AN5558.1 58.m07484 AO070328000053 0 -142 -119 ATGAAGTGGGCGCGAAAGGTATAA ATGAAGTGGGCGCGAAAGGTATAA MKWARKV* MKWARKV* ATTGGAGGTG GAGTGGGGTT 0 O 0 0 0 0 0
6530 3154 ao AN5558.1 58.m07484 AO070328000053 0 -236 -198 ATGCAATGTCACCCTGTAAGTTTCAACTACAATCTGTAG ATGCAATGTCACCCTGTAAGTTTCAACTACA

ATCTGTAG
MQCHPVSFNYNL* MQCHPVSFNYNL* GTCCTCTGAG TACAGAGCAT 0 O 0 0 0 0 0

6531 3154 ao AN5558.1 58.m07484 AO070328000053 0 -231 -148 ATGTCACCCTGTAAGTTTCAACTACAATCTGTAGTACAGAG
CATCCTTGTCATTGCATGCTGTGCAAGTGATCCAAATCCG
TAG

ATGTCACCCTGTAAGTTTCAACTACAATCTG
TAGTACAGAGCATCCTTGTCATTGCATGCTG
TGCAAGTGATCCAAATCCGTAG

MSPCKFQLQSVVQSILVI
ACCASDPNP*

MSPCKFQLQSVVQ
SILVIACCASDPNP*

CTGAGATGCA AACTTGCTCG 0 O 0 0 0 0 0

6532 3154 ao AN5558.1 58.m07484 AO070328000053 0 -175 -161 ATGCTGTGCAAGTGA ATGCTGTGCAAGTGA MLCK* MLCK* TTGTCATTGC TCCAAATCCG 0 O 0 0 0 0 0
6533 3158 af AN3644.1 58.m08910 AO070328000090 0 -190 -137 ATGACTCCTCGAAAACATGGCAGCGGTGACAAGTACCTCA

GGCACCCAGGCTAA
ATGACTCCTCGAAAACATGGCAGCGGTGACAAGTA
CCTCAGGCACCCAGGCTAA

MTPRKHGSGDKYLRHPG
*

MTPRKHGSGDKYL
RHPG*

ATCACGTGAT CTAAAATTAA 0 O 0 0 0 0 0

6534 3158 af AN3644.1 58.m08910 AO070328000090 0 -174 -133 ATGGCAGCGGTGACAAGTACCTCAGGCACCCAGGCTAAC
TAA

ATGGCAGCGGTGACAAGTACCTCAGGCACCCAGG
CTAACTAA

MAAVTSTSGTQAN* MAAVTSTSGTQAN* CCTCGAAAAC AATTAACAGT 0 O 0 0 0 0 0

6536 3160 af AN4023.1 54.m06548 AO070328000112 0 -219 -136 ATGTATGTCAAGGAAACGTTCAGGGCTCGGAAGTTGAAGG
TTGTGCGAAACCAATTGCATTCATCTTTCCATTTCATCCTCT
AA

ATGTATGTCAAGGAAACGTTCAGGGCTCGGAAGTT
GAAGGTTGTGCGAAACCAATTGCATTCATCTTTCCA
TTTCATCCTCTAA

MYVKETFRARKLKVVRN
QLHSSFHFIL*

MYVKETFRARKLKV
VRNQLHSSFHFIL*

TGATTATTGA GGTAGGTCTA 0 S 0 0 0 0 0

6537 3160 af AN4023.1 54.m06548 AO070328000112 0 -215 -183 ATGTCAAGGAAACGTTCAGGGCTCGGAAGTTGA ATGTCAAGGAAACGTTCAGGGCTCGGAAGTTGA MSRKRSGLGS* MSRKRSGLGS* TATTGAATGT AGGTTGTGCG 0 S 0 0 0 0 0

6538 3160 af AN4023.1 54.m06548 AO070328000112 0 -107 -93 ATGATGACTCACTGA ATGATGACTCACTGA MMTH* MMTH* GATTTGTTAT GTACTACATA 0 S 0 0 0 0 0
6539 3160 af AN4023.1 54.m06548 AO070328000112 0 -104 -93 ATGACTCACTGA ATGACTCACTGA MTH* MTH* TTGTTATATG GTACTACATA 0 S 0 0 0 0 0
6535 3160 an AN4023.1 54.m06548 AO070328000112 0 -116 -87 ATGATCATACTGATTTCATGGCGTAGCTAA ATGATCATACTGATTTCATGGCGTAGCTAA MIILISWRS* MIILISWRS* GTGCCATCAT CAGACTCTAG 0 S 0 0 0 0 0
6541 3165 af AN4793.1 59.m09188 AO070329000053 0 -312 -259 ATGTTTCTGTGCCTGGAAATTGCTTCTGTGCTGCGTTTGTC

AAAAGCGATATGA
ATGTTTCTGTGCCTGGAAATTGCTTCTGTGCTGCGT
TTGTCAAAAGCGATATGA

MFLCLEIASVLRLSKAI* MFLCLEIASVLRLSK
AI*

GTTAGTGGAT TGTCCGTCGC 0 E FG08498.1 MG03051.1 0 0 0

6542 3165 af AN4793.1 59.m09188 AO070329000053 0 -262 -245 ATGATGTCCGTCGCTTGA ATGATGTCCGTCGCTTGA MMSVA* MMSVA* CAAAAGCGAT AGAAGGGGCA 0 E FG08498.1 MG03051.1 0 0 0
6543 3165 af AN4793.1 59.m09188 AO070329000053 0 -259 -245 ATGTCCGTCGCTTGA ATGTCCGTCGCTTGA MSVA* MSVA* AAGCGATATG AGAAGGGGCA 0 E FG08498.1 MG03051.1 0 0 0
6544 3165 af AN4793.1 59.m09188 AO070329000053 0 -144 -118 ATGTCATTCCATTCTTTTTATGACTGA ATGTCATTCCATTCTTTTTATGACTGA MSFHSFYD* MSFHSFYD* AAGGCTTTGC TTGATAAATG 0 E FG08498.1 MG03051.1 0 0 0
6545 3165 af AN4793.1 59.m09188 AO070329000053 0 -125 -114 ATGACTGATTGA ATGACTGATTGA MTD* MTD* CATTCTTTTT TAAATGGACT 0 E FG08498.1 MG03051.1 0 0 0
6546 3165 af AN4793.1 59.m09188 AO070329000053 0 -110 -84 ATGGACTTTTCATGCTTCGAATTTTAG ATGGACTTTTCATGCTTCGAATTTTAG MDFSCFEF* MDFSCFEF* TGATTGATAA CTCATCCCTA 0 E FG08498.1 MG03051.1 0 0 0
6547 3165 af AN4793.1 59.m09188 AO070329000053 0 -99 -64 ATGCTTCGAATTTTAGCTCATCCCTATTATATCTAG ATGCTTCGAATTTTAGCTCATCCCTATTATATCTAG MLRILAHPYYI* MLRILAHPYYI* TGGACTTTTC CTAATTGACT 0 E FG08498.1 MG03051.1 0 0 0

6540 3165 an AN4793.1 59.m09188 AO070329000053 0 -147 -70 ATGAGTTTACTGTTAAATCACTTCAGCCACTGTTCTGGTGT
TGTCTCTACTCTGTCTATCAGGAGTCTTCTGATTTAA

ATGAGTTTACTGTTAAATCACTTCAGCCACTGTTC
TGGTGTTGTCTCTACTCTGTCTATCAGGAGTCTT
CTGATTTAA

MSLLLNHFSHCSGVVSTL
SIRSLLI*

MSLLLNHFSHCSGVVST
LSIRSLLI*

TTGGCCCTGA AGTCTTCTTA 0 E FG08498.1 MG03051.1 0 0 0

6548 3165 ao AN4793.1 59.m09188 AO070329000053 0 -116 -93 ATGGTTGTTACTCCAATCAATTAG ATGGTTGTTACTCCAATCAATTAG MVVTPIN* MVVTPIN* AGGGGCATCG CACCATTGAT 0 E FG08498.1 MG03051.1 0 0 0
6549 3165 ao AN4793.1 59.m09188 AO070329000053 0 -84 -61 ATGATCTCTACATTAGTCTCTTGA ATGATCTCTACATTAGTCTCTTGA MISTLVS* MISTLVS* AGCACCATTG ATTTCTCGGC 0 E FG08498.1 MG03051.1 0 0 0
6550 3166 af AN4777.1 59.m09469 AO070329000074 0 -232 -194 ATGGGACGAGCACACGGCCCGTGTCAAAATTACCAGTAA ATGGGACGAGCACACGGCCCGTGTCAAAATTACC

AGTAA
MGRAHGPCQNYQ* MGRAHGPCQNYQ* TTGGGCGGGG GAGGAAGGTA 0 J FG06407.1 MG02872.1 0 YHR021C 0

6551 3166 ao AN4777.1 59.m09469 AO070329000074 0 -235 -11 ATGGTACGGGGTAAAGCTGCCGGGTACGCCAAGACTCCT
GAAAGGAGTATTGTTAGCGAGGGCTTGAGCCCTATTTTCC
CAGAAAGGGCCAGTGGGTTGAACGGGAGCAGTGAATTCC
CTTCAGAGTTTGCCCTCTCCACGAGACCACCTTCTTCGTT
CCTCACCCTTCAAGCAGGCCATCTCCATCAGCGCACCATT
CAACTTTTATCGCTGATCGACTTTTAG

ATGGTACGGGGTAAAGCTGCCGGGTACGC
CAAGACTCCTGAAAGGAGTATTGTTAGCGA
GGGCTTGAGCCCTATTTTCCCAGAAAGGGC
CAGTGGGTTGAACGGGAGCAGTGAATTCCC
TTCAGAGTTTGCCCTCTCCACGAGACCACC
TTCTTCGTTCCTCACCCTTCAAGCAGGCCAT
CTCCATCAGCGCACCATTCAACTTTTATCGC
TGATCGACTTTTAG

MVRGKAAGYAKTPERSIV
SEGLSPIFPERASGLNGS
SEFPSEFALSTRPPSSFL
TLQAGHLHQRTIQLLSLID
F*

MVRGKAAGYAKTPE
RSIVSEGLSPIFPER
ASGLNGSSEFPSEF
ALSTRPPSSFLTLQA
GHLHQRTIQLLSLID
F*

CAGGCTCGAA TCTCGTCAAG 0 J FG06407.1 MG02872.1 0 YHR021C 0

6552 3167 an AN4770.1 59.m09215 AO070329000086 0 -180 -169 ATGATGTCGTGA ATGATGTCGTGA MMS* MMS* TCAACTGCCG TTGCCCCTGT 0 E 0 0 0 0 0
6553 3167 ao AN4770.1 59.m09215 AO070329000086 0 -227 -195 ATGTCGTGCTCGCCCCTGTTTTCTTATATCTGA ATGTCGTGCTCGCCCCTGTTTTCTTATATCT

GA
MSCSPLFSYI* MSCSPLFSYI* ATTGCCGCTG CCGGTCGTGG 0 E 0 0 0 0 0

6554 3167 ao AN4770.1 59.m09215 AO070329000086 0 -164 -93 ATGATTACTATCCTACATCATCTCACGCAAATTGGACCTGG
TCATTTGTCATCCTCTTCCATTCATCCATAG

ATGATTACTATCCTACATCATCTCACGCAAAT
TGGACCTGGTCATTTGTCATCCTCTTCCATT
CATCCATAG

MITILHHLTQIGPGHLSSS
SIHP*

MITILHHLTQIGPGHL
SSSSIHP*

CCGTGTTGTG ACATATAGAC 0 E 0 0 0 0 0

6555 3168 af AN2917.1 59.m09096 AO070329000154 0 -223 -206 ATGCTTGGCGGCCACTAG ATGCTTGGCGGCCACTAG MLGGH* MLGGH* GGCGGTGGTG CGTCAGCAGC 0 O 0 0 0 YKL145W YKL145W
6559 3170 af AN4709.1 71.m15697 AO070329000166 0 -290 -222 ATGAATGATATCTGCCCGCGCGACGCGTGCCTGTCCAAA

GCGGATAAGAACCATCTACTACATCGATAA
ATGAATGATATCTGCCCGCGCGACGCGTGCCTGT
CCAAAGCGGATAAGAACCATCTACTACATCGATAA

MNDICPRDACLSKADKN
HLLHR*

MNDICPRDACLSKA
DKNHLLHR*

GAGCATCATC CAGTCACGTG 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6560 3170 af AN4709.1 71.m15697 AO070329000166 0 -286 -152 ATGATATCTGCCCGCGCGACGCGTGCCTGTCCAAAGCGG
ATAAGAACCATCTACTACATCGATAACAGTCACGTGGTAA
GGAAGACTGCTCCCAGTCATTATGCAACAAGCAGCCAATC
AGATGTGCTCGCATGA

ATGATATCTGCCCGCGCGACGCGTGCCTGTCCAA
AGCGGATAAGAACCATCTACTACATCGATAACAGT
CACGTGGTAAGGAAGACTGCTCCCAGTCATTATGC
AACAAGCAGCCAATCAGATGTGCTCGCATGA

MISARATRACPKRIRTIYYI
DNSHVVRKTAPSHYATS
SQSDVLA*

MISARATRACPKRIR
TIYYIDNSHVVRKTA
PSHYATSSQSDVLA
*

ATCATCATGA TCTTCCCCAG 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6561 3170 af AN4709.1 71.m15697 AO070329000166 0 -186 -121 ATGCAACAAGCAGCCAATCAGATGTGCTCGCATGATCTTC
CCCAGTTAAGCTCCATAGCTAGTTAA

ATGCAACAAGCAGCCAATCAGATGTGCTCGCATGA
TCTTCCCCAGTTAAGCTCCATAGCTAGTTAA

MQQAANQMCSHDLPQL
SSIAS*

MQQAANQMCSHDL
PQLSSIAS*

CCCAGTCATT GTCACCGACC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6562 3170 af AN4709.1 71.m15697 AO070329000166 0 -165 -121 ATGTGCTCGCATGATCTTCCCCAGTTAAGCTCCATAGCTA
GTTAA

ATGTGCTCGCATGATCTTCCCCAGTTAAGCTCCATA
GCTAGTTAA

MCSHDLPQLSSIAS* MCSHDLPQLSSIAS* AGCCAATCAG GTCACCGACC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0
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6563 3170 af AN4709.1 71.m15697 AO070329000166 0 -155 -138 ATGATCTTCCCCAGTTAA ATGATCTTCCCCAGTTAA MIFPS* MIFPS* ATGTGCTCGC GCTCCATAGC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6556 3170 an AN4709.1 71.m15697 AO070329000166 0 -167 -129 ATGGATTGTCTGGACGCGTCCGAAATACACTGCACGTGA ATGGATTGTCTGGACGCGTCCGAAATACACTGCA
CGTGA

MDCLDASEIHCT* MDCLDASEIHCT* ATTGAAATCA TGTCTCCGGC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6557 3170 an AN4709.1 71.m15697 AO070329000166 0 -129 -31 ATGTCTCCGGCCTCCCCGCGTCATCTCCAAATTGGAGCTG
GGCTCTCTTTAATGGCACAGGCGTTGTCCACACGTCAACT
TTCCCTAATCATGCCTTAA

ATGTCTCCGGCCTCCCCGCGTCATCTCCAAATTG
GAGCTGGGCTCTCTTTAATGGCACAGGCGTTGT
CCACACGTCAACTTTCCCTAATCATGCCTTAA

MSPASPRHLQIGAGLSL
MAQALSTRQLSLIMP*

MSPASPRHLQIGAGLSL
MAQALSTRQLSLIMP*

ACTGCACGTG GCAGCCGGAC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6558 3170 an AN4709.1 71.m15697 AO070329000166 0 -78 -31 ATGGCACAGGCGTTGTCCACACGTCAACTTTCCCTAATCA
TGCCTTAA

ATGGCACAGGCGTTGTCCACACGTCAACTTTCCC
TAATCATGCCTTAA

MAQALSTRQLSLIMP* MAQALSTRQLSLIMP* GCTCTCTTTA GCAGCCGGAC 0 TU FG08522.1 MG03069.1 NCU00656.1 0 0

6566 3174 ao AN5399.1 72.m19996 AO070330000231 0 -226 -131 ATGAGAGTCACCTTTCCCAAGGATACGAGGTCAACGGTAA
CCAATTGGACAATCCGACATTGGCTCAGCCACTTCCATTT
CATCAGCCACGTTTAA

ATGAGAGTCACCTTTCCCAAGGATACGAGG
TCAACGGTAACCAATTGGACAATCCGACATT
GGCTCAGCCACTTCCATTTCATCAGCCACG
TTTAA

MRVTFPKDTRSTVTNWTI
RHWLSHFHFISHV*

MRVTFPKDTRSTVT
NWTIRHWLSHFHFI
SHV*

TTCTGCCACG GGTTTCGGAA 0  0 0 0 0 0

6567 3174 ao AN5399.1 72.m19996 AO070330000231 0 -71 -21 ATGCATCTCCCTCTGTCTCCTTCGTTATTAGCCGGAAACTA
CCATCTCTAA

ATGCATCTCCCTCTGTCTCCTTCGTTATTAG
CCGGAAACTACCATCTCTAA

MHLPLSPSLLAGNYHL* MHLPLSPSLLAGNY
HL*

TCGCGAATTG TTTCTCACCG 0  0 0 0 0 0

6569 3176 an AN1122.1 70.m15112 AO070331000114 0 -236 -189 ATGTATCAGCCTAAAGACGGCAACAGTAGATGCAAATCCG
ATAGATGA

ATGTATCAGCCTAAAGACGGCAACAGTAGATGCA
AATCCGATAGATGA

MYQPKDGNSRCKSDR* MYQPKDGNSRCKSDR* TTCTCAGCTC GTCATCAAGG 0 J 0 0 0 YPL220W YPL220W

6570 3176 an AN1122.1 70.m15112 AO070331000114 0 -207 -193 ATGCAAATCCGATAG ATGCAAATCCGATAG MQIR* MQIR* GCAACAGTAG ATGAGTCATC 0 J 0 0 0 YPL220W YPL220W
6571 3176 an AN1122.1 70.m15112 AO070331000114 0 -192 -175 ATGAGTCATCAAGGCTAG ATGAGTCATCAAGGCTAG MSHQG* MSHQG* AATCCGATAG ATTAGGGCAA 0 J 0 0 0 YPL220W YPL220W
6573 3177 af AN1140.1 70.m15097 AO070331000131 0 -230 -123 ATGTCAGTTCAATGTCAGGACTGGAGATATATGATGATAG

AATTCTGTCTTGGCTGCCGCTATCGATTGGCCTCGGCGCT
CGGTGTGACGCGTACAAGTCGCCAATAA

ATGTCAGTTCAATGTCAGGACTGGAGATATATGAT
GATAGAATTCTGTCTTGGCTGCCGCTATCGATTGG
CCTCGGCGCTCGGTGTGACGCGTACAAGTCGCCA
ATAA

MSVQCQDWRYMMIEFCL
GCRYRLASALGVTRTSR
Q*

MSVQCQDWRYMMI
EFCLGCRYRLASAL
GVTRTSRQ*

AAAACGAGAG AGTGACTGTT 0 G 0 0 0 0 0

6574 3177 af AN1140.1 70.m15097 AO070331000131 0 -219 -118 ATGTCAGGACTGGAGATATATGATGATAGAATTCTGTCTTG
GCTGCCGCTATCGATTGGCCTCGGCGCTCGGTGTGACGC
GTACAAGTCGCCAATAAAGTGA

ATGTCAGGACTGGAGATATATGATGATAGAATTCTG
TCTTGGCTGCCGCTATCGATTGGCCTCGGCGCTC
GGTGTGACGCGTACAAGTCGCCAATAAAGTGA

MSGLEIYDDRILSWLPLSI
GLGARCDAYKSPIK*

MSGLEIYDDRILSWL
PLSIGLGARCDAYK
SPIK*

TGTCAGTTCA CTGTTGACAT 0 G 0 0 0 0 0

6575 3177 af AN1140.1 70.m15097 AO070331000131 0 -200 -123 ATGATGATAGAATTCTGTCTTGGCTGCCGCTATCGATTGG
CCTCGGCGCTCGGTGTGACGCGTACAAGTCGCCAATAA

ATGATGATAGAATTCTGTCTTGGCTGCCGCTATCG
ATTGGCCTCGGCGCTCGGTGTGACGCGTACAAGT
CGCCAATAA

MMIEFCLGCRYRLASALG
VTRTSRQ*

MMIEFCLGCRYRLA
SALGVTRTSRQ*

CTGGAGATAT AGTGACTGTT 0 G 0 0 0 0 0

6576 3177 af AN1140.1 70.m15097 AO070331000131 0 -197 -123 ATGATAGAATTCTGTCTTGGCTGCCGCTATCGATTGGCCT
CGGCGCTCGGTGTGACGCGTACAAGTCGCCAATAA

ATGATAGAATTCTGTCTTGGCTGCCGCTATCGATTG
GCCTCGGCGCTCGGTGTGACGCGTACAAGTCGCC
AATAA

MIEFCLGCRYRLASALGV
TRTSRQ*

MIEFCLGCRYRLAS
ALGVTRTSRQ*

GAGATATATG AGTGACTGTT 0 G 0 0 0 0 0

6572 3177 an AN1140.1 70.m15097 AO070331000131 0 -209 -162 ATGCAGATTGCCTTTACTTCAGCTGCATTTGATCAGCCACA
GCTCTAA

ATGCAGATTGCCTTTACTTCAGCTGCATTTGATCA
GCCACAGCTCTAA

MQIAFTSAAFDQPQL* MQIAFTSAAFDQPQL* TACGTATCAC GAGCAAACAT 0 G 0 0 0 0 0

6577 3177 ao AN1140.1 70.m15097 AO070331000131 0 -170 -144 ATGACGCGGCAGTTCGCGTGTCTTTAG ATGACGCGGCAGTTCGCGTGTCTTTAG MTRQFACL* MTRQFACL* AACACGAGAC CAGTTTCATA 0 G 0 0 0 0 0
6581 3179 af AN1186.1 70.m15034 AO070331000186 0 -132 -73 ATGGTAAGACCGATGCTAACTGCGAGAGCAAAACAGAGA

GGGAATTCGCACCCCTGGTAG
ATGGTAAGACCGATGCTAACTGCGAGAGCAAAACA
GAGAGGGAATTCGCACCCCTGGTAG

MVRPMLTARAKQRGNSH
PW*

MVRPMLTARAKQR
GNSHPW*

TCATTCTGTG GAAAGACGAG 0 F 0 0 0 0 0

6582 3179 af AN1186.1 70.m15034 AO070331000186 0 -120 -73 ATGCTAACTGCGAGAGCAAAACAGAGAGGGAATTCGCAC
CCCTGGTAG

ATGCTAACTGCGAGAGCAAAACAGAGAGGGAATTC
GCACCCCTGGTAG

MLTARAKQRGNSHPW* MLTARAKQRGNSH
PW*

GGTAAGACCG GAAAGACGAG 0 F 0 0 0 0 0

6580 3179 an AN1186.1 70.m15034 AO070331000186 0 -137 -120 ATGCAGATAAGAGTATGA ATGCAGATAAGAGTATGA MQIRV* MQIRV* CTGGGCATGG GCTCACCGTC 0 F 0 0 0 0 0
6583 3180 an AN1194.1 70.m15765 AO070331000198 0 -220 -11 ATGATCGCCACCTTCGCGTGGGATGAGAACAACCTTGAAA

GTCTTGGACTCCGCCCCGAAGTCGGTGACAACCCCCGCG
GTTTCAGGAGCCCCGCCAAACCCATTTTTATTACGCGGCA
GTCTATCTCCTCTTCCTATTACTTTTCTCTCCTTCAACTTCC
CTTTATCACATCAATTTCCCTGAGACCCAGTACCAGGTCAC
ATAGCTGA

ATGATCGCCACCTTCGCGTGGGATGAGAACAAC
CTTGAAAGTCTTGGACTCCGCCCCGAAGTCGGT
GACAACCCCCGCGGTTTCAGGAGCCCCGCCAAA
CCCATTTTTATTACGCGGCAGTCTATCTCCTCTTC
CTATTACTTTTCTCTCCTTCAACTTCCCTTTATCAC
ATCAATTTCCCTGAGACCCAGTACCAGGTCACAT
AGCTGA

MIATFAWDENNLESLGLR
PEVGDNPRGFRSPAKPIF
ITRQSISSSYYFSLLQLPFI
TSISLRPSTRSHS*

MIATFAWDENNLESLGL
RPEVGDNPRGFRSPAK
PIFITRQSISSSYYFSLLQ
LPFITSISLRPSTRSHS*

TAACTAATTA ATTCTCCAAA 0 P FG01329.1 MG06348.1 0 0 0

6584 3180 an AN1194.1 70.m15765 AO070331000198 0 -198 -37 ATGAGAACAACCTTGAAAGTCTTGGACTCCGCCCCGAAGT
CGGTGACAACCCCCGCGGTTTCAGGAGCCCCGCCAAACC
CATTTTTATTACGCGGCAGTCTATCTCCTCTTCCTATTACTT
TTCTCTCCTTCAACTTCCCTTTATCACATCAATTTCCCTGA

ATGAGAACAACCTTGAAAGTCTTGGACTCCGCCC
CGAAGTCGGTGACAACCCCCGCGGTTTCAGGAG
CCCCGCCAAACCCATTTTTATTACGCGGCAGTCT
ATCTCCTCTTCCTATTACTTTTCTCTCCTTCAACTT
CCCTTTATCACATCAATTTCCCTGA

MRTTLKVLDSAPKSVTTP
AVSGAPPNPFLLRGSLSP
LPITFLSFNFPLSHQFP*

MRTTLKVLDSAPKSVTT
PAVSGAPPNPFLLRGSL
SPLPITFLSFNFPLSHQF
P*

TTCGCGTGGG GACCCAGTAC 0 P FG01329.1 MG06348.1 0 0 0

6586 3181 ao AN1222.1 70.m15003 AO070331000222 0 -255 -70 ATGTCAGAATGCGCACTTTTTCTGCCGAGGGTGACCGCC
GGAGGAAGATGGCGCCATCGGCGGCACATTAATACGGCC
AGATTCCCCTCGATTTCTTTTCCCTCCTCCCGCCCCCCCT
CTTCTTTTTCCCTCAGATCTCATCTCATCTCACTGATATCTC
TTCTCTCTCCCCCTTTGTGGAATTGA

ATGTCAGAATGCGCACTTTTTCTGCCGAGG
GTGACCGCCGGAGGAAGATGGCGCCATCG
GCGGCACATTAATACGGCCAGATTCCCCTC
GATTTCTTTTCCCTCCTCCCGCCCCCCCTCT
TCTTTTTCCCTCAGATCTCATCTCATCTCACT
GATATCTCTTCTCTCTCCCCCTTTGTGGAAT
TGA

MSECALFLPRVTAGGRW
RHRRHINTARFPSISFPS
SRPPSSFSLRSHLISLISL
LSPPLWN*

MSECALFLPRVTAG
GRWRHRRHINTAR
FPSISFPSSRPPSSF
SLRSHLISLISLLSPP
LWN*

ATTGGCGCAG CGCTCCTTCT 0 H 0 MG00383.1 0 0 0

6589 3182 af AN1237.1 70.m14981 AO070331000251 0 -215 -165 ATGAGCTGCAACTTATCCTGTCAAGCTATATTGCCGAATCA
TCTGTGGTAG

ATGAGCTGCAACTTATCCTGTCAAGCTATATTGCCG
AATCATCTGTGGTAG

MSCNLSCQAILPNHLW* MSCNLSCQAILPNH
LW*

TGCCACATTA CGCCTTCGAG 0 L FG01157.1 0 NCU02741.1 0 0

6590 3183 af AN1265.1 70.m15737 AO070332000012 0 -161 -150 ATGTGGGACTGA ATGTGGGACTGA MWD* MWD* TGTGAAGCCA GTCGTGCTAA 0 R 0 0 0 0 0
6591 3183 ao AN1265.1 70.m15737 AO070332000012 0 -227 -165 ATGTGGGCTAACGCTTGTGAAGTCTGGAGTGCTCAAGGA

CAAACACCCCATACCGCCGAGTGA
ATGTGGGCTAACGCTTGTGAAGTCTGGAGT
GCTCAAGGACAAACACCCCATACCGCCGAG
TGA

MWANACEVWSAQGQTP
HTAE*

MWANACEVWSAQ
GQTPHTAE*

CGCGGTGGCG TCTCCCCGCC 0 R 0 0 0 0 0

6592 3185 af AN9138.1 66.m04601 AO070332000122 0 -124 -107 ATGCTTTCCCCGCAATAA ATGCTTTCCCCGCAATAA MLSPQ* MLSPQ* ATTAGTGTCC ATAGCAACGG 0 JIT 0 0 0 0 0
6593 3185 ao AN9138.1 66.m04601 AO070332000122 0 -262 -227 ATGCATAGCAATCTAGTCTATGAGTGTCTCCTCTAA ATGCATAGCAATCTAGTCTATGAGTGTCTCC

TCTAA
MHSNLVYECLL* MHSNLVYECLL* GAAGCATACA TAAGTGTCAT 0 JIT 0 0 0 0 0

6594 3185 ao AN9138.1 66.m04601 AO070332000122 0 -243 -202 ATGAGTGTCTCCTCTAATAAGTGTCATATGGGAGGTGCGT
AG

ATGAGTGTCTCCTCTAATAAGTGTCATATGG
GAGGTGCGTAG

MSVSSNKCHMGGA* MSVSSNKCHMGGA
*

AATCTAGTCT TAGCTTTATG 0 JIT 0 0 0 0 0

6595 3185 ao AN9138.1 66.m04601 AO070332000122 0 -216 -202 ATGGGAGGTGCGTAG ATGGGAGGTGCGTAG MGGA* MGGA* TAAGTGTCAT TAGCTTTATG 0 JIT 0 0 0 0 0
6596 3185 ao AN9138.1 66.m04601 AO070332000122 0 -194 -174 ATGGAGCTTGAAGTGCCTTAA ATGGAGCTTGAAGTGCCTTAA MELEVP* MELEVP* TAGTAGCTTT CGGCTCACAT 0 JIT 0 0 0 0 0
6598 3186 an AN9125.1 66.m04585 AO070332000149 0 -205 -188 ATGGATAGACCACGCTAA ATGGATAGACCACGCTAA MDRPR* MDRPR* TAATCCTTTT GCCAGAAAGA 0 K FG00778.1 0 NCU00727.1 YNR003C 0

6600 3186 ao AN9125.1 66.m04585 AO070332000149 0 -208 -68 ATGGAAAAGCCGTCAAAAACATCTTTTTCTGCCGCTGTCG
CACTCGTCAAGTTCTCCTCTCACAGGCTCTTCTTCAACCC
GTCCGGGTATTCTTTGGCACTCCTTGGTATAGATAGATGC
TGGTCTAATATGCATCTCTGA

ATGGAAAAGCCGTCAAAAACATCTTTTTCTG
CCGCTGTCGCACTCGTCAAGTTCTCCTCTC
ACAGGCTCTTCTTCAACCCGTCCGGGTATT
CTTTGGCACTCCTTGGTATAGATAGATGCTG
GTCTAATATGCATCTCTGA

MEKPSKTSFSAAVALVKF
SSHRLFFNPSGYSLALLG
IDRCWSNMHL*

MEKPSKTSFSAAVA
LVKFSSHRLFFNPS
GYSLALLGIDRCWS
NMHL*

CAAAAAGGGA ATATGCCAGT 0 K FG00778.1 0 NCU00727.1 YNR003C 0

6603 3187 an AN9126.1 66.m04583 AO070332000150 0 -208 -137 ATGAGTGGTCGGCCGGATAATCAAGCACCCGCTCCGGCG
GCGAGATATCCTGGACCAGACGCAGATGGATGA

ATGAGTGGTCGGCCGGATAATCAAGCACCCGCT
CCGGCGGCGAGATATCCTGGACCAGACGCAGAT
GGATGA

MSGRPDNQAPAPAARYP
GPDADG*

MSGRPDNQAPAPAARY
PGPDADG*

ATACAGACCA TTAACCAACC 0 B 0 0 0 0 0

6604 3187 an AN9126.1 66.m04583 AO070332000150 0 -144 -133 ATGGATGATTAA ATGGATGATTAA MDD* MDD* CCAGACGCAG CCAACCCATC 0 B 0 0 0 0 0
6605 3187 ao AN9126.1 66.m04583 AO070332000150 0 -169 -62 ATGCGTTCTGCTAGTTGCGATTACGACCGGTCCTCGCCTT

GTCCCTACTTTATACAAAATAACAAGACGTCTGCTCTCAAA
GCTAACTACATCAGGAACTCTGGCTAG

ATGCGTTCTGCTAGTTGCGATTACGACCGG
TCCTCGCCTTGTCCCTACTTTATACAAAATAA
CAAGACGTCTGCTCTCAAAGCTAACTACATC
AGGAACTCTGGCTAG

MRSASCDYDRSSPCPYFI
QNNKTSALKANYIRNSG*

MRSASCDYDRSSP
CPYFIQNNKTSALKA
NYIRNSG*

CGCTTGGTTC CCTGAACCAC 0 B 0 0 0 0 0

6610 3188 af AN9116.1 66.m04582 AO070332000151 0 -255 -235 ATGCAAATTGTGCTCATATGA ATGCAAATTGTGCTCATATGA MQIVLI* MQIVLI* TCCCCATCAG CGTCGCGTGC 0 H 0 0 0 0 0
6611 3188 af AN9116.1 66.m04582 AO070332000151 0 -238 -218 ATGACGTCGCGTGCTCCATGA ATGACGTCGCGTGCTCCATGA MTSRAP* MTSRAP* TTGTGCTCAT CATATATGTA 0 H 0 0 0 0 0
6612 3188 af AN9116.1 66.m04582 AO070332000151 0 -221 -102 ATGACATATATGTACAGGTGCAAACAGTGCAAACCACTTCT

TATTTCATTGATTCCCCGCGCAAGACGACTGACTAGCCAA
CGACAACGGACTTTTGTACCAGCCCTATCTGATATCTAG

ATGACATATATGTACAGGTGCAAACAGTGCAAACC
ACTTCTTATTTCATTGATTCCCCGCGCAAGACGACT
GACTAGCCAACGACAACGGACTTTTGTACCAGCCC
TATCTGATATCTAG

MTYMYRCKQCKPLLISLIP
RARRLTSQRQRTFVPAL
SDI*

MTYMYRCKQCKPLL
ISLIPRARRLTSQRQ
RTFVPALSDI*

CGCGTGCTCC TGACTTTGGG 0 H 0 0 0 0 0

6613 3188 af AN9116.1 66.m04582 AO070332000151 0 -212 -102 ATGTACAGGTGCAAACAGTGCAAACCACTTCTTATTTCATT
GATTCCCCGCGCAAGACGACTGACTAGCCAACGACAACG
GACTTTTGTACCAGCCCTATCTGATATCTAG

ATGTACAGGTGCAAACAGTGCAAACCACTTCTTATT
TCATTGATTCCCCGCGCAAGACGACTGACTAGCCA
ACGACAACGGACTTTTGTACCAGCCCTATCTGATAT
CTAG

MYRCKQCKPLLISLIPRA
RRLTSQRQRTFVPALSDI
*

MYRCKQCKPLLISLI
PRARRLTSQRQRTF
VPALSDI*

CATGACATAT TGACTTTGGG 0 H 0 0 0 0 0

6614 3188 af AN9116.1 66.m04582 AO070332000151 0 -61 -47 ATGCTGATCTGCTGA ATGCTGATCTGCTGA MLIC* MLIC* TCTCATCTGG GTTTGTAGAT 0 H 0 0 0 0 0
6606 3188 an AN9116.1 66.m04582 AO070332000151 0 -245 -126 ATGTACAATGACGTCGCTGTGATATGCGCCTCATGGGCTT

ATGAACTAGTGCAAACATTGCAAACATCCCTCTTCTCTCCC
CCACCCCCCGCAGTGGGCTTAAATAAACTCATCCTTTGA

ATGTACAATGACGTCGCTGTGATATGCGCCTCAT
GGGCTTATGAACTAGTGCAAACATTGCAAACATC
CCTCTTCTCTCCCCCACCCCCCGCAGTGGGCTT
AAATAAACTCATCCTTTGA

MYNDVAVICASWAYELV
QTLQTSLFSPPPPAVGLN
KLIL*

MYNDVAVICASWAYELV
QTLQTSLFSPPPPAVGL
NKLIL*

AGCAAACAAA CAGACTCAAT 0 H 0 0 0 0 0

6607 3188 an AN9116.1 66.m04582 AO070332000151 0 -238 -224 ATGACGTCGCTGTGA ATGACGTCGCTGTGA MTSL* MTSL* AAAATGTACA TATGCGCCTC 0 H 0 0 0 0 0
6608 3188 an AN9116.1 66.m04582 AO070332000151 0 -222 -202 ATGCGCCTCATGGGCTTATGA ATGCGCCTCATGGGCTTATGA MRLMGL* MRLMGL* TCGCTGTGAT ACTAGTGCAA 0 H 0 0 0 0 0
6609 3188 an AN9116.1 66.m04582 AO070332000151 0 -213 -202 ATGGGCTTATGA ATGGGCTTATGA MGL* MGL* TATGCGCCTC ACTAGTGCAA 0 H 0 0 0 0 0
6615 3188 ao AN9116.1 66.m04582 AO070332000151 0 -240 -220 ATGACGTCGCCCACAGCATGA ATGACGTCGCCCACAGCATGA MTSPTA* MTSPTA* GCATCTCAAT CGAAGATTAT 0 H 0 0 0 0 0
6616 3188 ao AN9116.1 66.m04582 AO070332000151 0 -223 -173 ATGACGAAGATTATACAATGCAAACAGTACAAACATGGTCT

TTTTTGGTAG
ATGACGAAGATTATACAATGCAAACAGTACA
AACATGGTCTTTTTTGGTAG

MTKIIQCKQYKHGLFW* MTKIIQCKQYKHGLF
W*

CGCCCACAGC TTCCCCGCAG 0 H 0 0 0 0 0

6617 3188 ao AN9116.1 66.m04582 AO070332000151 0 -206 -132 ATGCAAACAGTACAAACATGGTCTTTTTTGGTAGTTCCCCG
CAGCAGCGTGGATATGACTGTTTTCAGCTGCTGA

ATGCAAACAGTACAAACATGGTCTTTTTTGG
TAGTTCCCCGCAGCAGCGTGGATATGACTG
TTTTCAGCTGCTGA

MQTVQTWSFLVVPRSSV
DMTVFSC*

MQTVQTWSFLVVP
RSSVDMTVFSC*

AGATTATACA TAAACTTCTC 0 H 0 0 0 0 0

6618 3188 ao AN9116.1 66.m04582 AO070332000151 0 -189 -46 ATGGTCTTTTTTGGTAGTTCCCCGCAGCAGCGTGGATATG
ACTGTTTTCAGCTGCTGATAAACTTCTCTACTACACAATTA
CTTTCCTTTGACTGGGGCTTTTACCCCATTGAATTGAATTT
CGCACATTTTATTCACTTCTAG

ATGGTCTTTTTTGGTAGTTCCCCGCAGCAGC
GTGGATATGACTGTTTTCAGCTGCTGATAAA
CTTCTCTACTACACAATTACTTTCCTTTGACT
GGGGCTTTTACCCCATTGAATTGAATTTCGC
ACATTTTATTCACTTCTAG

MVFFGSSPQQRGYDCF
QLLINFSTTQLLSFDWGF
YPIELNFAHFIHF*

MVFFGSSPQQRGY
DCFQLLINFSTTQLL
SFDWGFYPIELNFA
HFIHF*

CAGTACAAAC CCACTGCAGC 0 H 0 0 0 0 0

6619 3188 ao AN9116.1 66.m04582 AO070332000151 0 -152 -132 ATGACTGTTTTCAGCTGCTGA ATGACTGTTTTCAGCTGCTGA MTVFSC* MTVFSC* CAGCGTGGAT TAAACTTCTC 0 H 0 0 0 0 0
6621 3190 an AN9078.1 66.m04536 AO070332000201 0 -135 -124 ATGGTCAATTGA ATGGTCAATTGA MVN* MVN* ACTTCATCCC GCCTTTCGCT 0  0 0 0 0 0
6624 3190 ao AN9078.1 66.m04536 AO070332000201 0 -217 -203 ATGCCTAAGGCATAA ATGCCTAAGGCATAA MPKA* MPKA* CTCTGAGTTT AGTACCGGCC 0  0 0 0 0 0
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6627 3192 af AN3312.1 69.m15522 AO070333000132 0 -78 -67 ATGCGGGGTTGA ATGCGGGGTTGA MRG* MRG* AGGGCCTCCG CATCTTGGTC 0 R 0 0 0 0 0
6625 3192 an AN3312.1 69.m15522 AO070333000132 0 -167 -150 ATGCCCGTAACGAGTTGA ATGCCCGTAACGAGTTGA MPVTS* MPVTS* CGGACCTCAG GTGAACGGGA 0 R 0 0 0 0 0
6626 3192 an AN3312.1 69.m15522 AO070333000132 0 -136 -53 ATGCGGGGTGGCTGCGCGGGGTGGCTGCAACCCTCACC

CCCACGCTTGACGCTCTCTTATTACATCTTTCCTTCTTTAA
CATAG

ATGCGGGGTGGCTGCGCGGGGTGGCTGCAACC
CTCACCCCCACGCTTGACGCTCTCTTATTACATC
TTTCCTTCTTTAACATAG

MRGGCAGWLQPSPPRL
TLSYYIFPSLT*

MRGGCAGWLQPSPPR
LTLSYYIFPSLT*

AACGGGAAGA ATACTCTACA 0 R 0 0 0 0 0

6628 3192 ao AN3312.1 69.m15522 AO070333000132 0 -198 -169 ATGTTTTCCTTCTATACCATGCTAAACTAA ATGTTTTCCTTCTATACCATGCTAAACTAA MFSFYTMLN* MFSFYTMLN* CCAGAACTTC TAAGAAAGAT 0 R 0 0 0 0 0
6629 3192 ao AN3312.1 69.m15522 AO070333000132 0 -180 -169 ATGCTAAACTAA ATGCTAAACTAA MLN* MLN* CTTCTATACC TAAGAAAGAT 0 R 0 0 0 0 0
6630 3192 ao AN3312.1 69.m15522 AO070333000132 0 -160 -149 ATGCTTTGCTAG ATGCTTTGCTAG MLC* MLC* AATAAGAAAG TAGTTGATAT 0 R 0 0 0 0 0
6631 3192 ao AN3312.1 69.m15522 AO070333000132 0 -123 -40 ATGCGGGGATTGAAGTATCTGCGGGGTTGCCCGAAGCCA

TGTCCAGACATTAAAAGAGAACCCACATTCTTACAGTTATC
TTAA

ATGCGGGGATTGAAGTATCTGCGGGGTTGC
CCGAAGCCATGTCCAGACATTAAAAGAGAA
CCCACATTCTTACAGTTATCTTAA

MRGLKYLRGCPKPCPDIK
REPTFLQLS*

MRGLKYLRGCPKP
CPDIKREPTFLQLS*

AGAATCTCCG ACCTGGATAG 0 R 0 0 0 0 0

6632 3192 ao AN3312.1 69.m15522 AO070333000132 0 -85 -71 ATGTCCAGACATTAA ATGTCCAGACATTAA MSRH* MSRH* GCCCGAAGCC AAGAGAACCC 0 R 0 0 0 0 0
6633 3193 an AN5344.1 69.m15562 AO070333000180 0 -217 -134 ATGGGGAGCAGTCTTATCATCATCCATGACCCATCAATCC

TCCTAGAACTCACATCATCTCACCTTTTTTCTCACCACTTAT
AA

ATGGGGAGCAGTCTTATCATCATCCATGACCCAT
CAATCCTCCTAGAACTCACATCATCTCACCTTTTT
TCTCACCACTTATAA

MGSSLIIIHDPSILLELTSS
HLFSHHL*

MGSSLIIIHDPSILLELTS
SHLFSHHL*

CTGTTTAGAT CGACGAAGGA 0 O 0 0 0 0 0

6634 3193 an AN5344.1 69.m15562 AO070333000180 0 -192 -172 ATGACCCATCAATCCTCCTAG ATGACCCATCAATCCTCCTAG MTHQSS* MTHQSS* ATCATCATCC AACTCACATC 0 O 0 0 0 0 0
6635 3194 af AN0316.1 54.m06442 AO070334000016 0 -178 -116 ATGTTGTGTGCTGTCCTGCCCACCACATTCTATGTTTTGTG

GTGTCCGTTTACTAACCCCTGA
ATGTTGTGTGCTGTCCTGCCCACCACATTCTATGTT
TTGTGGTGTCCGTTTACTAACCCCTGA

MLCAVLPTTFYVLWCPFT
NP*

MLCAVLPTTFYVLW
CPFTNP*

CCCCTCTTCA AACACCCATA 0 Z 0 0 0 0 0

6636 3194 af AN0316.1 54.m06442 AO070334000016 0 -147 -19 ATGTTTTGTGGTGTCCGTTTACTAACCCCTGAAACACCCAT
ACAGCAGATCGTCTTGGGTTTTTTTCGTCCTTCATTCCTCC
CTCCTCCACCCACCTTTCTTAATTTATCCTTTGTGAACGGA
ATTTAG

ATGTTTTGTGGTGTCCGTTTACTAACCCCTGAAACA
CCCATACAGCAGATCGTCTTGGGTTTTTTTCGTCCT
TCATTCCTCCCTCCTCCACCCACCTTTCTTAATTTAT
CCTTTGTGAACGGAATTTAG

MFCGVRLLTPETPIQQIVL
GFFRPSFLPPPPTFLNLS
FVNGI*

MFCGVRLLTPETPI
QQIVLGFFRPSFLPP
PPTFLNLSFVNGI*

ACCACATTCT TCAATCGAAT 0 Z 0 0 0 0 0

6639 3196 af AN0272.1 54.m06471 AO070334000078 0 -199 -146 ATGGGGTTGCTGCCAATTGGACTGTTTTGCCTCGGTCCGC
AGCTCTGGAGCTGA

ATGGGGTTGCTGCCAATTGGACTGTTTTGCCTCGG
TCCGCAGCTCTGGAGCTGA

MGLLPIGLFCLGPQLWS* MGLLPIGLFCLGPQ
LWS*

GGCCAGAGAG CCTGGAGCAT 0 R 0 0 0 0 0

6640 3196 af AN0272.1 54.m06471 AO070334000078 0 -137 -63 ATGTCCTGCTTTTTCATTACCGGGGCTATTTCTGTCCCCAG
GCTCCTCCGGTTTTTCTACACCTATCCGACTTGA

ATGTCCTGCTTTTTCATTACCGGGGCTATTTCTGTC
CCCAGGCTCCTCCGGTTTTTCTACACCTATCCGAC
TTGA

MSCFFITGAISVPRLLRFF
YTYPT*

MSCFFITGAISVPRL
LRFFYTYPT*

GACCTGGAGC CGCTGGGGAG 0 R 0 0 0 0 0

6637 3196 an AN0272.1 54.m06471 AO070334000078 0 -146 -54 ATGCTGGGGACGCATTCTCACCGAGCGCCCTCCTATTGC
CTTGACACGACTATGGACTTGTTTCTAATAACAATTCCTCT
CTCCGTACTGTGA

ATGCTGGGGACGCATTCTCACCGAGCGCCCTCC
TATTGCCTTGACACGACTATGGACTTGTTTCTAAT
AACAATTCCTCTCTCCGTACTGTGA

MLGTHSHRAPSYCLDTT
MDLFLITIPLSVL*

MLGTHSHRAPSYCLDTT
MDLFLITIPLSVL*

GTCCGGGGGT GAGGACTGAT 0 R 0 0 0 0 0

6638 3196 an AN0272.1 54.m06471 AO070334000078 0 -95 -54 ATGGACTTGTTTCTAATAACAATTCCTCTCTCCGTACTGTG
A

ATGGACTTGTTTCTAATAACAATTCCTCTCTCCGT
ACTGTGA

MDLFLITIPLSVL* MDLFLITIPLSVL* TGACACGACT GAGGACTGAT 0 R 0 0 0 0 0

6641 3196 ao AN0272.1 54.m06471 AO070334000078 0 -219 -205 ATGCCAATGAGGTAG ATGCCAATGAGGTAG MPMR* MPMR* CGCCCCGCAA TATTGCTGTT 0 R 0 0 0 0 0
6642 3196 ao AN0272.1 54.m06471 AO070334000078 0 -109 -62 ATGATCCCGCTAACATCCCTGCGAACTAGGTATCTAGCTC

GCAGATAA
ATGATCCCGCTAACATCCCTGCGAACTAGG
TATCTAGCTCGCAGATAA

MIPLTSLRTRYLARR* MIPLTSLRTRYLARR
*

TGTCTTCAGA CTATCAATAC 0 R 0 0 0 0 0

6646 3197 af AN0260.1 54.m06521 AO070334000098 0 -199 -188 ATGGAGGCCTGA ATGGAGGCCTGA MEA* MEA* GCTGTCGAAA GGCTGCTAAA 0 L 0 0 0 0 0
6647 3197 af AN0260.1 54.m06521 AO070334000098 0 -137 -108 ATGAACGCGTGTCGAGCGCGTCTCGCGTGA ATGAACGCGTGTCGAGCGCGTCTCGCGTGA MNACRARLA* MNACRARLA* GCTATTAGTG TGCTCGTGAA 0 L 0 0 0 0 0
6648 3197 af AN0260.1 54.m06521 AO070334000098 0 -108 -52 ATGCTCGTGAAAGTGGTCGATTGGAGTCTCGATAGTATTT

TACAGACTACCATTTGA
ATGCTCGTGAAAGTGGTCGATTGGAGTCTCGATAG
TATTTTACAGACTACCATTTGA

MLVKVVDWSLDSILQTTI* MLVKVVDWSLDSIL
QTTI*

GTCTCGCGTG ACACAATAAT 0 L 0 0 0 0 0

6643 3197 an AN0260.1 54.m06521 AO070334000098 0 -182 -147 ATGATGGTGCTCCTCGGTTTAAGCCAAGCCCACTAA ATGATGGTGCTCCTCGGTTTAAGCCAAGCCCACT
AA

MMVLLGLSQAH* MMVLLGLSQAH* CTGCCTTAAA GGAGATCCCG 0 L 0 0 0 0 0

6644 3197 an AN0260.1 54.m06521 AO070334000098 0 -179 -147 ATGGTGCTCCTCGGTTTAAGCCAAGCCCACTAA ATGGTGCTCCTCGGTTTAAGCCAAGCCCACTAA MVLLGLSQAH* MVLLGLSQAH* CCTTAAAATG GGAGATCCCG 0 L 0 0 0 0 0

6645 3197 an AN0260.1 54.m06521 AO070334000098 0 -83 -60 ATGCCGATAACAATTTCGATATAG ATGCCGATAACAATTTCGATATAG MPITISI* MPITISI* GCGTCGTCCA GTTCAAGACC 0 L 0 0 0 0 0
6651 3201 af AN3090.1 59.m08656 AO070334000130 0 -88 -74 ATGCCATTCCACTGA ATGCCATTCCACTGA MPFH* MPFH* CGTTTCATCG CCATATTTCT 0 DT 0 0 NCU06493.1 0 0

6649 3201 an AN3090.1 59.m08656 AO070334000130 0 -168 -115 ATGGTGTCCCGCCGCGGCTTGAGGACACTCCTGATTCGG
TACGGCGACTGTTAG

ATGGTGTCCCGCCGCGGCTTGAGGACACTCCTG
ATTCGGTACGGCGACTGTTAG

MVSRRGLRTLLIRYGDC* MVSRRGLRTLLIRYGDC
*

TCCTCTTTTT CAATGGTGTT 0 DT 0 0 NCU06493.1 0 0

6650 3201 an AN3090.1 59.m08656 AO070334000130 0 -112 -95 ATGGTGTTGAAGTTTTAA ATGGTGTTGAAGTTTTAA MVLKF* MVLKF* ACTGTTAGCA GTCCGTATCT 0 DT 0 0 NCU06493.1 0 0

6652 3201 ao AN3090.1 59.m08656 AO070334000130 0 -161 -63 ATGAGCATTTGTCAGGCGTGTCCCCTGATTCACCTGCTGC
CATTGGACTTCGCCCGTTCCCCTCCCATGTGTACACCAAC
GCTGAAGTTCTTAAACTAA

ATGAGCATTTGTCAGGCGTGTCCCCTGATT
CACCTGCTGCCATTGGACTTCGCCCGTTCC
CCTCCCATGTGTACACCAACGCTGAAGTTCT
TAAACTAA

MSICQACPLIHLLPLDFAR
SPPMCTPTLKFLN*

MSICQACPLIHLLPL
DFARSPPMCTPTLK
FLN*

TTGAGTGGTC TTGGCACCTT 0 DT 0 0 NCU06493.1 0 0

6653 3201 ao AN3090.1 59.m08656 AO070334000130 0 -95 -63 ATGTGTACACCAACGCTGAAGTTCTTAAACTAA ATGTGTACACCAACGCTGAAGTTCTTAAACT
AA

MCTPTLKFLN* MCTPTLKFLN* TTCCCCTCCC TTGGCACCTT 0 DT 0 0 NCU06493.1 0 0

6656 3206 af AN1522.1 55.m03041 AO070334000240 0 -142 -119 ATGTCTTATTTCTCCACCACGTAG ATGTCTTATTTCTCCACCACGTAG MSYFSTT* MSYFSTT* ACTACTTAAA CTGGCCTGAT 0 S 0 0 0 YGL010W 0
6657 3206 af AN1522.1 55.m03041 AO070334000240 0 -65 -51 ATGCTATTCCTTTGA ATGCTATTCCTTTGA MLFL* MLFL* AAGTCTCTCC TTCAATAAAG 0 S 0 0 0 YGL010W 0
6654 3206 an AN1522.1 55.m03041 AO070334000240 0 -130 -104 ATGATCTGGGGTTGGCTCATACGATGA ATGATCTGGGGTTGGCTCATACGATGA MIWGWLIR* MIWGWLIR* AGCGGCTTTG CTTTCACACT 0 S 0 0 0 YGL010W 0
6655 3206 an AN1522.1 55.m03041 AO070334000240 0 -107 -87 ATGACTTTCACACTTCATTAA ATGACTTTCACACTTCATTAA MTFTLH* MTFTLH* GGCTCATACG TCCTGCGGGG 0 S 0 0 0 YGL010W 0
6658 3206 ao AN1522.1 55.m03041 AO070334000240 0 -257 -201 ATGACAATACATTGTAACGGCCCCCGTATCCTCGGCATTC

GACTCCCCAGCACATGA
ATGACAATACATTGTAACGGCCCCCGTATCC
TCGGCATTCGACTCCCCAGCACATGA

MTIHCNGPRILGIRLPST* MTIHCNGPRILGIRL
PST*

CGACAATGGC CGTCTGTCTA 0 S 0 0 0 YGL010W 0

6659 3206 ao AN1522.1 55.m03041 AO070334000240 0 -204 -190 ATGACGTCTGTCTAG ATGACGTCTGTCTAG MTSV* MTSV* TCCCCAGCAC GAATACTTTA 0 S 0 0 0 YGL010W 0
6660 3206 ao AN1522.1 55.m03041 AO070334000240 0 -157 -92 ATGCGAAAATGTCTGATTCTCCACCTCTTGGCTGGCCTGA

TCAGGCATAATCCTTATCCAGTCTAA
ATGCGAAAATGTCTGATTCTCCACCTCTTGG
CTGGCCTGATCAGGCATAATCCTTATCCAGT
CTAA

MRKCLILHLLAGLIRHNPY
PV*

MRKCLILHLLAGLIR
HNPYPV*

CGAGTAGCGC CTGGCAGAAA 0 S 0 0 0 YGL010W 0

6661 3206 ao AN1522.1 55.m03041 AO070334000240 0 -149 -108 ATGTCTGATTCTCCACCTCTTGGCTGGCCTGATCAGGCAT
AA

ATGTCTGATTCTCCACCTCTTGGCTGGCCTG
ATCAGGCATAA

MSDSPPLGWPDQA* MSDSPPLGWPDQA
*

GCATGCGAAA TCCTTATCCA 0 S 0 0 0 YGL010W 0

6662 3206 ao AN1522.1 55.m03041 AO070334000240 0 -68 -9 ATGGTTACCTTCGAGCATCGACAATTTCATTTCTTGGAGAC
GACAAACCATCAGGTCTGA

ATGGTTACCTTCGAGCATCGACAATTTCATT
TCTTGGAGACGACAAACCATCAGGTCTGA

MVTFEHRQFHFLETTNH
QV*

MVTFEHRQFHFLET
TNHQV*

GGTCTCCTGC TTACCAATAT 0 S 0 0 0 YGL010W 0

6664 3207 af AN1523.1 55.m03042 AO070334000241 0 -266 -225 ATGGATCGAGAGTGCTGTGGGAAAACGACATCATTGACCT
GA

ATGGATCGAGAGTGCTGTGGGAAAACGACATCATT
GACCTGA

MDRECCGKTTSLT* MDRECCGKTTSLT* AGAATATTTT ATTTCTCTGG 0 C FG00637.1 0 0 0 0

6663 3207 an AN1523.1 55.m03042 AO070334000241 0 -254 -231 ATGAGTTGGTTAAATCAATTTTGA ATGAGTTGGTTAAATCAATTTTGA MSWLNQF* MSWLNQF* TAGCAAAGAC CCCGAGGAGG 0 C FG00637.1 0 0 0 0
6665 3207 ao AN1523.1 55.m03042 AO070334000241 0 -225 -13 ATGTTTTCTTGGGGCGGGTGGGTGTCCCGTGAACGCACT

AGGGCGGCTTCGGAGGTTGCTGAGGCTCGGCAAACTGG
GTTTAGTGGCAGTCCTGAGAATCCTCCCAACCCCGACGAC
AAAGCTCTCCTTCCATCCATCCACAATCCTCTCTCCTCTTC
CACCTCCCCCCAATTACATCTCTTCTTCAGAGAAACCACTC
TCCCACTCCTCTGA

ATGTTTTCTTGGGGCGGGTGGGTGTCCCGT
GAACGCACTAGGGCGGCTTCGGAGGTTGC
TGAGGCTCGGCAAACTGGGTTTAGTGGCAG
TCCTGAGAATCCTCCCAACCCCGACGACAA
AGCTCTCCTTCCATCCATCCACAATCCTCTC
TCCTCTTCCACCTCCCCCCAATTACATCTCT
TCTTCAGAGAAACCACTCTCCCACTCCTCTG
A

MFSWGGWVSRERTRAA
SEVAEARQTGFSGSPEN
PPNPDDKALLPSIHNPLS
SSTSPQLHLFFRETTLPLL
*

MFSWGGWVSRER
TRAASEVAEARQTG
FSGSPENPPNPDDK
ALLPSIHNPLSSSTS
PQLHLFFRETTLPLL
*

CAAAGCAGCG ACCCCATTCA 0 C FG00637.1 0 0 0 0

6667 3209 af AN1539.1 55.m03058 AO070334000263 0 -252 -208 ATGTCCACAGAGTTGGAGTCTTCTACGTTTTACGCATGGTT
CTAA

ATGTCCACAGAGTTGGAGTCTTCTACGTTTTACGCA
TGGTTCTAA

MSTELESSTFYAWF* MSTELESSTFYAWF
*

TAGAGTCAGT TTCCCTTGTT 0 OT FG00623.1 MG00336.1 0 0 0

6668 3209 af AN1539.1 55.m03058 AO070334000263 0 -217 -35 ATGGTTCTAATTCCCTTGTTCTCTCTGCATGTTGTATTGTTT
CATGTCCCCAGCACGACCAGCCTTATCGATAAACGGAGCT
CCAACTCCTCCGCTCTTTGCCAAGCGTCACTTTCAACCCA
TCAAGCGCTCTTCTTCTCGCATCTGCTCGCTAATTGTACTA
CTATTGAATCAACTAATTGA

ATGGTTCTAATTCCCTTGTTCTCTCTGCATGTTGTA
TTGTTTCATGTCCCCAGCACGACCAGCCTTATCGA
TAAACGGAGCTCCAACTCCTCCGCTCTTTGCCAAG
CGTCACTTTCAACCCATCAAGCGCTCTTCTTCTCGC
ATCTGCTCGCTAATTGTACTACTATTGAATCAACTA
ATTGA

MVLIPLFSLHVVLFHVPST
TSLIDKRSSNSSALCQAS
LSTHQALFFSHLLANCTTI
ESTN*

MVLIPLFSLHVVLFH
VPSTTSLIDKRSSNS
SALCQASLSTHQAL
FFSHLLANCTTIEST
N*

CGTTTTACGC CTAGGCTTGC 0 OT FG00623.1 MG00336.1 0 0 0

6669 3209 af AN1539.1 55.m03058 AO070334000263 0 -189 -31 ATGTTGTATTGTTTCATGTCCCCAGCACGACCAGCCTTATC
GATAAACGGAGCTCCAACTCCTCCGCTCTTTGCCAAGCGT
CACTTTCAACCCATCAAGCGCTCTTCTTCTCGCATCTGCTC
GCTAATTGTACTACTATTGAATCAACTAATTGACTAG

ATGTTGTATTGTTTCATGTCCCCAGCACGACCAGC
CTTATCGATAAACGGAGCTCCAACTCCTCCGCTCT
TTGCCAAGCGTCACTTTCAACCCATCAAGCGCTCT
TCTTCTCGCATCTGCTCGCTAATTGTACTACTATTG
AATCAACTAATTGACTAG

MLYCFMSPARPALSINGA
PTPPLFAKRHFQPIKRSS
SRICSLIVLLLNQLID*

MLYCFMSPARPALS
INGAPTPPLFAKRHF
QPIKRSSSRICSLIVL
LLNQLID*

TTCTCTCTGC GCTTGCACTC 0 OT FG00623.1 MG00336.1 0 0 0

6670 3209 af AN1539.1 55.m03058 AO070334000263 0 -174 -31 ATGTCCCCAGCACGACCAGCCTTATCGATAAACGGAGCTC
CAACTCCTCCGCTCTTTGCCAAGCGTCACTTTCAACCCAT
CAAGCGCTCTTCTTCTCGCATCTGCTCGCTAATTGTACTAC
TATTGAATCAACTAATTGACTAG

ATGTCCCCAGCACGACCAGCCTTATCGATAAACGG
AGCTCCAACTCCTCCGCTCTTTGCCAAGCGTCACT
TTCAACCCATCAAGCGCTCTTCTTCTCGCATCTGCT
CGCTAATTGTACTACTATTGAATCAACTAATTGACT
AG

MSPARPALSINGAPTPPL
FAKRHFQPIKRSSSRICSL
IVLLLNQLID*

MSPARPALSINGAP
TPPLFAKRHFQPIKR
SSSRICSLIVLLLNQL
ID*

GTATTGTTTC GCTTGCACTC 0 OT FG00623.1 MG00336.1 0 0 0

6666 3209 an AN1539.1 55.m03058 AO070334000263 0 -145 -68 ATGCGGCAGTGGCTGCTCCTGTCTCCTGTAGAGATACGTC
TTATCGATAAGTGCGTATTGATTGATCTTCAGGCTTGA

ATGCGGCAGTGGCTGCTCCTGTCTCCTGTAGAG
ATACGTCTTATCGATAAGTGCGTATTGATTGATCT
TCAGGCTTGA

MRQWLLLSPVEIRLIDKC
VLIDLQA*

MRQWLLLSPVEIRLIDK
CVLIDLQA*

TGCGACAATA GCTTCACGCA 0 OT FG00623.1 MG00336.1 0 0 0

6671 3209 ao AN1539.1 55.m03058 AO070334000263 0 -217 -89 ATGGTGGTGATGCTATTGTTGCACCCTCAGCCCCCTCTTA
TCGATAAGCCAAGCTTGTCATCGTTTGTGTCCGCAGTAAG
TTCAAGGTACAACATCTTCTCCGTCACACCGATCCCAAAA
GACAAATAA

ATGGTGGTGATGCTATTGTTGCACCCTCAG
CCCCCTCTTATCGATAAGCCAAGCTTGTCAT
CGTTTGTGTCCGCAGTAAGTTCAAGGTACAA
CATCTTCTCCGTCACACCGATCCCAAAAGAC
AAATAA

MVVMLLLHPQPPLIDKPS
LSSFVSAVSSRYNIFSVTP
IPKDK*

MVVMLLLHPQPPLI
DKPSLSSFVSAVSS
RYNIFSVTPIPKDK*

AAAACCCCGC TAGCCAACCT 0 OT FG00623.1 MG00336.1 0 0 0

6672 3209 ao AN1539.1 55.m03058 AO070334000263 0 -208 -89 ATGCTATTGTTGCACCCTCAGCCCCCTCTTATCGATAAGC
CAAGCTTGTCATCGTTTGTGTCCGCAGTAAGTTCAAGGTA
CAACATCTTCTCCGTCACACCGATCCCAAAAGACAAATAA

ATGCTATTGTTGCACCCTCAGCCCCCTCTTA
TCGATAAGCCAAGCTTGTCATCGTTTGTGTC
CGCAGTAAGTTCAAGGTACAACATCTTCTCC
GTCACACCGATCCCAAAAGACAAATAA

MLLLHPQPPLIDKPSLSSF
VSAVSSRYNIFSVTPIPKD
K*

MLLLHPQPPLIDKPS
LSSFVSAVSSRYNIF
SVTPIPKDK*

CATGGTGGTG TAGCCAACCT 0 OT FG00623.1 MG00336.1 0 0 0

6673 3213 ao AN3070.1 59.m08929 AO070337000004 0 -168 -43 ATGTGGGCTTTTTGCCAAAACTACGAGCTCACCGCATTCG
ACGGCAAACACCACCAGCTTTGTGCCAGTGCGGGCGATT
CTTTGGGGCCGATAGCACCAGCAAGCCTGTTTTTTTTTAC
GAGTTAG

ATGTGGGCTTTTTGCCAAAACTACGAGCTCA
CCGCATTCGACGGCAAACACCACCAGCTTT
GTGCCAGTGCGGGCGATTCTTTGGGGCCG
ATAGCACCAGCAAGCCTGTTTTTTTTTACGA
GTTAG

MWAFCQNYELTAFDGKH
HQLCASAGDSLGPIAPAS
LFFFTS*

MWAFCQNYELTAF
DGKHHQLCASAGD
SLGPIAPASLFFFTS*

CGAATACTGA TTCGCTGGGG 0 O 0 MG03857.1 NCU09709.1 0 0
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6674 3214 af AN3069.1 59.m08928 AO070337000005 0 -211 -47 ATGTTCGCACTAGCGCCGCCGCGAAAGAAAAAAAAGAGC
TCTGATGGTTCGGACACTCCAAATCCACCTTCCAGCCCTT
TTTCAACTCCACGTCGGGACACAACAAGGCTGCAATCGCA
GGTGACCAGTGACTGCGCAGTGGGCTTGGGTACTCGGCT
CAATTAA

ATGTTCGCACTAGCGCCGCCGCGAAAGAAAAAAAA
GAGCTCTGATGGTTCGGACACTCCAAATCCACCTT
CCAGCCCTTTTTCAACTCCACGTCGGGACACAACA
AGGCTGCAATCGCAGGTGACCAGTGACTGCGCAG
TGGGCTTGGGTACTCGGCTCAATTAA

MFALAPPRKKKKSSDGS
DTPNPPSSPFSTPRRDTT
RLQSQVTSDCAVGLGTR
LN*

MFALAPPRKKKKSS
DGSDTPNPPSSPFS
TPRRDTTRLQSQVT
SDCAVGLGTRLN*

CCCACATTCG CTGACTTTTC 0 AJ 0 0 0 0 0

6675 3214 af AN3069.1 59.m08928 AO070337000005 0 -168 -88 ATGGTTCGGACACTCCAAATCCACCTTCCAGCCCTTTTTCA
ACTCCACGTCGGGACACAACAAGGCTGCAATCGCAGGTG
A

ATGGTTCGGACACTCCAAATCCACCTTCCAGCCCT
TTTTCAACTCCACGTCGGGACACAACAAGGCTGCA
ATCGCAGGTGA

MVRTLQIHLPALFQLHVG
TQQGCNRR*

MVRTLQIHLPALFQL
HVGTQQGCNRR*

AAGAGCTCTG CCAGTGACTG 0 AJ 0 0 0 0 0

6676 3218 an AN3026.1 59.m09001 AO070337000068 0 -111 -91 ATGAGGTGGTCGCCTTTGTGA ATGAGGTGGTCGCCTTTGTGA MRWSPL* MRWSPL* TGTGCAGTGG TTCCTCTGTC 0 U 0 0 0 0 0
6677 3218 ao AN3026.1 59.m09001 AO070337000068 0 -87 -67 ATGAGGTGGTCGCTTTTGTGA ATGAGGTGGTCGCTTTTGTGA MRWSLL* MRWSLL* GTAGCAGTGG TCTCTTTATA 0 U 0 0 0 0 0
6679 3220 af AN3013.1 59.m09003 AO070337000103 0 -219 -190 ATGACCAACCTTCTTAATTGTTGTTGCTGA ATGACCAACCTTCTTAATTGTTGTTGCTGA MTNLLNCCC* MTNLLNCCC* TCACTTGATC CTTTCCTAAG 0  FG06325.1 MG00882.1 0 0 0
6678 3220 an AN3013.1 59.m09003 AO070337000103 0 -142 -116 ATGGTCAAAACTAAGAAGCCAGATTGA ATGGTCAAAACTAAGAAGCCAGATTGA MVKTKKPD* MVKTKKPD* CGTCTAACAT TATCCAGCGC 0  FG06325.1 MG00882.1 0 0 0
6680 3220 ao AN3013.1 59.m09003 AO070337000103 0 -127 -113 ATGTATCATTGTTGA ATGTATCATTGTTGA MYHC* MYHC* CTCATCAGCA GCTATTCCCT 0  FG06325.1 MG00882.1 0 0 0
6682 3221 af AN2996.1 59.m09439 AO070337000121 0 -253 -212 ATGATGTCAGCAACGCTAGTCCCAGAGAGGAATAGTGCAT

GA
ATGATGTCAGCAACGCTAGTCCCAGAGAGGAATAG
TGCATGA

MMSATLVPERNSA* MMSATLVPERNSA* CCCGAATGAG CTCCCCTCCA 0 K 0 0 0 0 0

6683 3221 af AN2996.1 59.m09439 AO070337000121 0 -250 -212 ATGTCAGCAACGCTAGTCCCAGAGAGGAATAGTGCATGA ATGTCAGCAACGCTAGTCCCAGAGAGGAATAGTGC
ATGA

MSATLVPERNSA* MSATLVPERNSA* GAATGAGATG CTCCCCTCCA 0 K 0 0 0 0 0

6684 3221 af AN2996.1 59.m09439 AO070337000121 0 -215 -156 ATGACTCCCCTCCAAATTGCGTCGCTCAGGGCTCGAGAA
GCTTCTGTGTCATCAGTATAA

ATGACTCCCCTCCAAATTGCGTCGCTCAGGGCTCG
AGAAGCTTCTGTGTCATCAGTATAA

MTPLQIASLRAREASVSS
V*

MTPLQIASLRAREAS
VSSV*

GGAATAGTGC ATTCGGTGGC 0 K 0 0 0 0 0

6685 3221 ao AN2996.1 59.m09439 AO070337000121 0 -270 -259 ATGAACGAATGA ATGAACGAATGA MNE* MNE* GCCCGAGCGA TGTCAGTGGG 0 K 0 0 0 0 0
6686 3221 ao AN2996.1 59.m09439 AO070337000121 0 -262 -221 ATGATGTCAGTGGGGCAGAACCCAAAGAGGGGACCGAAA

TAG
ATGATGTCAGTGGGGCAGAACCCAAAGAGG
GGACCGAAATAG

MMSVGQNPKRGPK* MMSVGQNPKRGPK
*

GAATGAACGA GACTAGGGCA 0 K 0 0 0 0 0

6687 3221 ao AN2996.1 59.m09439 AO070337000121 0 -259 -221 ATGTCAGTGGGGCAGAACCCAAAGAGGGGACCGAAATAG ATGTCAGTGGGGCAGAACCCAAAGAGGGG
ACCGAAATAG

MSVGQNPKRGPK* MSVGQNPKRGPK* TGAACGAATG GACTAGGGCA 0 K 0 0 0 0 0

6688 3222 af AN2976.1 59.m09037 AO070337000145 0 -87 -16 ATGGTCCGCAGTCGACTCACTGCTGAACGCTATTCTGCCC
CTCATCCTAAAACACCCCTCCTGAATCCGTGA

ATGGTCCGCAGTCGACTCACTGCTGAACGCTATTC
TGCCCCTCATCCTAAAACACCCCTCCTGAATCCGT
GA

MVRSRLTAERYSAPHPK
TPLLNP*

MVRSRLTAERYSAP
HPKTPLLNP*

CCATTGATTG CACTTTTCTC 0  0 0 0 0 0

6692 3223 af AN2971.1 59.m09046 AO070337000157 0 -218 -207 ATGAGGAGGTAG ATGAGGAGGTAG MRR* MRR* TAAGGCCATC TTGATCAGTT 0 0 0 0 0 0
6693 3223 af AN2971.1 59.m09046 AO070337000157 0 -143 -105 ATGGTTGTAGAAGAAAGGACTGGTCAGGATTTGGAGTAG ATGGTTGTAGAAGAAAGGACTGGTCAGGATTTGGA

GTAG
MVVEERTGQDLE* MVVEERTGQDLE* GGATACTGCT GAGTCGGAGA 0 0 0 0 0 0

6689 3223 an AN2971.1 59.m09046 AO070337000157 0 -152 -138 ATGGAGAAGGTATGA ATGGAGAAGGTATGA MEKV* MEKV* GGTGAAGGGG GGTTAGCAAA 0 0 0 0 0 0
6690 3223 an AN2971.1 59.m09046 AO070337000157 0 -141 -94 ATGAGGTTAGCAAAACTGATGGGTGAAGCTCCGCAGTGTT

GGAGTTGA
ATGAGGTTAGCAAAACTGATGGGTGAAGCTCCG
CAGTGTTGGAGTTGA

MRLAKLMGEAPQCWS* MRLAKLMGEAPQCWS* TGGAGAAGGT GAGTTGGATT 0 0 0 0 0 0

6691 3223 an AN2971.1 59.m09046 AO070337000157 0 -123 -94 ATGGGTGAAGCTCCGCAGTGTTGGAGTTGA ATGGGTGAAGCTCCGCAGTGTTGGAGTTGA MGEAPQCWS* MGEAPQCWS* AGCAAAACTG GAGTTGGATT 0 0 0 0 0 0
6694 3223 ao AN2971.1 59.m09046 AO070337000157 0 -193 -104 ATGGAAGCGAAGACAACCGTACTCCGATCGCATCTGAGC

AGAAGGTCCGCCGCCAAGCATCGGAGCTTGAACAGCATG
GAAGCGGTTTAG

ATGGAAGCGAAGACAACCGTACTCCGATCG
CATCTGAGCAGAAGGTCCGCCGCCAAGCAT
CGGAGCTTGAACAGCATGGAAGCGGTTTAG

MEAKTTVLRSHLSRRSAA
KHRSLNSMEAV*

MEAKTTVLRSHLSR
RSAAKHRSLNSMEA
V*

CGAGGAAAGA CGCCGCGGAT 0 0 0 0 0 0

6695 3223 ao AN2971.1 59.m09046 AO070337000157 0 -118 -104 ATGGAAGCGGTTTAG ATGGAAGCGGTTTAG MEAV* MEAV* CTTGAACAGC CGCCGCGGAT 0 0 0 0 0 0
6696 3226 an AN4714.1 71.m16089 AO070337000217 0 -104 -69 ATGAAATGCGATATTGACAAACTTCCTAAGATCTAG ATGAAATGCGATATTGACAAACTTCCTAAGATCTA

G
MKCDIDKLPKI* MKCDIDKLPKI* CCTGGGTTTT GAACAGCACA 0 O FG09413.1 MG02856.1 NCU00605.1 YKL027W 0

6697 3226 an AN4714.1 71.m16089 AO070337000217 0 -99 -88 ATGCGATATTGA ATGCGATATTGA MRY* MRY* GTTTTATGAA CAAACTTCCT 0 O FG09413.1 MG02856.1 NCU00605.1 YKL027W 0

6698 3226 ao AN4714.1 71.m16089 AO070337000217 0 -122 -96 ATGCGCAGTGGCCTGACGAATTACTAG ATGCGCAGTGGCCTGACGAATTACTAG MRSGLTNY* MRSGLTNY* CTTAAAACTT GTCGTTTGAA 0 O FG09413.1 MG02856.1 NCU00605.1 YKL027W 0

6700 3227 af AN8343.1 57.m05682 AO070337000229 0 -207 -166 ATGCTGGATGGTGATAATGTTTGGTTCACGGACTCCGCAT
AG

ATGCTGGATGGTGATAATGTTTGGTTCACGGACTC
CGCATAG

MLDGDNVWFTDSA* MLDGDNVWFTDSA* ATCATCAAAC TAAGCAAACT 0 O 0 0 0 0 0

6701 3227 af AN8343.1 57.m05682 AO070337000229 0 -200 -93 ATGGTGATAATGTTTGGTTCACGGACTCCGCATAGTAAGC
AAACTCCGGCAGATCGCCATCTAACCACGTTACCTAGACC
GGAGCACATCGCTCCCAACAACAGCTGA

ATGGTGATAATGTTTGGTTCACGGACTCCGCATAG
TAAGCAAACTCCGGCAGATCGCCATCTAACCACGT
TACCTAGACCGGAGCACATCGCTCCCAACAACAGC
TGA

MVIMFGSRTPHSKQTPA
DRHLTTLPRPEHIAPNNS*

MVIMFGSRTPHSKQ
TPADRHLTTLPRPE
HIAPNNS*

AACATGCTGG GCAAACCACA 0 O 0 0 0 0 0

6702 3227 af AN8343.1 57.m05682 AO070337000229 0 -191 -93 ATGTTTGGTTCACGGACTCCGCATAGTAAGCAAACTCCGG
CAGATCGCCATCTAACCACGTTACCTAGACCGGAGCACAT
CGCTCCCAACAACAGCTGA

ATGTTTGGTTCACGGACTCCGCATAGTAAGCAAAC
TCCGGCAGATCGCCATCTAACCACGTTACCTAGAC
CGGAGCACATCGCTCCCAACAACAGCTGA

MFGSRTPHSKQTPADRH
LTTLPRPEHIAPNNS*

MFGSRTPHSKQTPA
DRHLTTLPRPEHIAP
NNS*

GATGGTGATA GCAAACCACA 0 O 0 0 0 0 0

6699 3227 an AN8343.1 57.m05682 AO070337000229 0 -100 -89 ATGCCCAACTAG ATGCCCAACTAG MPN* MPN* GCCACGTTAC CTCCACGCTT 0 O 0 0 0 0 0
6703 3227 ao AN8343.1 57.m05682 AO070337000229 0 -170 -153 ATGCCAAACCACATCTAA ATGCCAAACCACATCTAA MPNHI* MPNHI* GCCCGGAGTT TCTCCGCATA 0 O 0 0 0 0 0
6704 3229 ao AN5210.1 69.m14907 AO070337000270 0 -247 -23 ATGAGAAAGCGGCCAACAACATTTTCCCTCCCGGGCACAC

ACCCACTCCCGCAAATCAAACCAAACCCAAAGCAGCCCCT
CGCTCACCGGCTCTCTTTCTCTGGCCAACCTCTCCGATCT
TTTTTTATCGCCCATCCCCCCCCTCTTCCCCCCCCAATTCT
TCCATTCATCCACATCACAACTTCCTCTCCCCCCCAAACCA
TCTTCTCCTCTTCATCCTTCTAG

ATGAGAAAGCGGCCAACAACATTTTCCCTC
CCGGGCACACACCCACTCCCGCAAATCAAA
CCAAACCCAAAGCAGCCCCTCGCTCACCGG
CTCTCTTTCTCTGGCCAACCTCTCCGATCTT
TTTTTATCGCCCATCCCCCCCCTCTTCCCCC
CCCAATTCTTCCATTCATCCACATCACAACTT
CCTCTCCCCCCCAAACCATCTTCTCCTCTTC
ATCCTTCTAG

MRKRPTTFSLPGTHPLP
QIKPNPKQPLAHRLSFSG
QPLRSFFIAHPPPLPPPIL
PFIHITTSSPPQTIFSSSSF
*

MRKRPTTFSLPGTH
PLPQIKPNPKQPLA
HRLSFSGQPLRSFFI
AHPPPLPPPILPFIHI
TTSSPPQTIFSSSSF
*

CCTCTCTCAA TGTAGACAGA 0 G FG07528.1 0 0 0 0

6705 3231 af AN4923.1 59.m08826 AO070338000020 0 -232 -80 ATGATTTGGGCAATCAGTCGGCCATTGCTTCTTTCTCTCGT
CCTACCTACTGCTTTAAAGGTACACCTGGCCCTCCCTCCT
TCTCTTCCTTCTGTTTCTCCTCCCAAGTTTCACCTTCTTTGC
AATCATTGTCTGTTTCCTTTTTGTGCTTGA

ATGATTTGGGCAATCAGTCGGCCATTGCTTCTTTCT
CTCGTCCTACCTACTGCTTTAAAGGTACACCTGGC
CCTCCCTCCTTCTCTTCCTTCTGTTTCTCCTCCCAA
GTTTCACCTTCTTTGCAATCATTGTCTGTTTCCTTTT
TGTGCTTGA

MIWAISRPLLLSLVLPTAL
KVHLALPPSLPSVSPPKF
HLLCNHCLFPFCA*

MIWAISRPLLLSLVL
PTALKVHLALPPSLP
SVSPPKFHLLCNHC
LFPFCA*

AGCAGGTAAG GAGTCTGCCT 0 I 0 MG01026.1 NCU03922.1 0 0

6706 3231 ao AN4923.1 59.m08826 AO070338000020 0 -185 -84 ATGCTCCTCCCTGCTCCTTCTTTTTGTTCTCTTGCCCAGCT
GTCTTCCCTCCTCATTCTCTTCTTCTACTTCTTCTTTGCTAC
CGTTTCCCTTATACCTTAA

ATGCTCCTCCCTGCTCCTTCTTTTTGTTCTCT
TGCCCAGCTGTCTTCCCTCCTCATTCTCTTC
TTCTACTTCTTCTTTGCTACCGTTTCCCTTAT
ACCTTAA

MLLPAPSFCSLAQLSSLLI
LFFYFFFATVSLIP*

MLLPAPSFCSLAQL
SSLLILFFYFFFATVS
LIP*

GTTCTTATAT TAACCAAATA 0 I 0 MG01026.1 NCU03922.1 0 0

6707 3232 af AN4919.1 59.m08822 AO070338000024 0 -153 -127 ATGTGCTCTTCTAGAATTTCTCGCTAA ATGTGCTCTTCTAGAATTTCTCGCTAA MCSSRISR* MCSSRISR* TAGACAAGGT CAGGCTAATA 0 Z 0 MG09495.1 0 0 0
6708 3232 ao AN4919.1 59.m08822 AO070338000024 0 -164 -123 ATGACGGTGCCTGACCGTGAATTGAGCCTAGCTAACATAT

AA
ATGACGGTGCCTGACCGTGAATTGAGCCTA
GCTAACATATAA

MTVPDRELSLANI* MTVPDRELSLANI* GGACTGGATA ACAGCCCCAG 0 Z 0 MG09495.1 0 0 0

6710 3233 af AN4916.1 59.m08819 AO070338000027 0 -228 -115 ATGAGCGTTCCCCTAAGAGGGCAGAGGCTAACCCCACAA
CGGCAAAGCGCAATACCGCTAAGCGAGGCGCCGAGACTC
CGATCCCACACCAGCACGACCGAGCGCAAATTGTAG

ATGAGCGTTCCCCTAAGAGGGCAGAGGCTAACCC
CACAACGGCAAAGCGCAATACCGCTAAGCGAGGC
GCCGAGACTCCGATCCCACACCAGCACGACCGAG
CGCAAATTGTAG

MSVPLRGQRLTPQRQSA
IPLSEAPRLRSHTSTTERK
L*

MSVPLRGQRLTPQ
RQSAIPLSEAPRLRS
HTSTTERKL*

AAGTCACGGG GGTAGGAACT 0 J FG06587.1 0 0 0 0

6709 3233 an AN4916.1 59.m08819 AO070338000027 0 -201 -190 ATGACACGCTAA ATGACACGCTAA MTR* MTR* TCTAAGTCAC GCCAAAACAG 0 J FG06587.1 0 0 0 0
6711 3233 ao AN4916.1 59.m08819 AO070338000027 0 -257 -192 ATGTTCCTGATATCGAGGGCAGACCGGTCACGGGACCAG

GCTTTCCCTAGGAGAGTAATGCGCTAA
ATGTTCCTGATATCGAGGGCAGACCGGTCA
CGGGACCAGGCTTTCCCTAGGAGAGTAATG
CGCTAA

MFLISRADRSRDQAFPR
RVMR*

MFLISRADRSRDQA
FPRRVMR*

CTGATAAGAG CCGGGAGGGG 0 J FG06587.1 0 0 0 0

6715 3237 af AN2886.1 59.m08733 AO070338000128 0 -265 -230 ATGACAAGGCGAGAATCATATCACATACGGAGGTAG ATGACAAGGCGAGAATCATATCACATACGGAGGTA
G

MTRRESYHIRR* MTRRESYHIRR* GGAGGGGAAG ACGCCAGCCT 0  0 0 0 0 0

6712 3237 an AN2886.1 59.m08733 AO070338000128 0 -201 -22 ATGATAAGAGACCGCTGGTTAAGGCTTAGATGCCTGAGAA
GCTTCCCCGGCCTAGGCTGGATTTGGATGACGCGGGCCC
GGGAGCACACGCCGGGGACTCCACCGCCCAGCGTGCAG
TCATTCCTTGGAACCCAGGGTCTCTATATTCGAGATCACG
AGATGCTTCCTTTGAGTCTCTGA

ATGATAAGAGACCGCTGGTTAAGGCTTAGATGCC
TGAGAAGCTTCCCCGGCCTAGGCTGGATTTGGA
TGACGCGGGCCCGGGAGCACACGCCGGGGACT
CCACCGCCCAGCGTGCAGTCATTCCTTGGAACC
CAGGGTCTCTATATTCGAGATCACGAGATGCTTC
CTTTGAGTCTCTGA

MIRDRWLRLRCLRSFPG
LGWIWMTRAREHTPGTP
PPSVQSFLGTQGLYIRDH
EMLPLSL*

MIRDRWLRLRCLRSFP
GLGWIWMTRAREHTPG
TPPPSVQSFLGTQGLYI
RDHEMLPLSL*

TGGTGTCGGA CCTGCCACGA 0  0 0 0 0 0

6713 3237 an AN2886.1 59.m08733 AO070338000128 0 -135 -22 ATGACGCGGGCCCGGGAGCACACGCCGGGGACTCCACC
GCCCAGCGTGCAGTCATTCCTTGGAACCCAGGGTCTCTAT
ATTCGAGATCACGAGATGCTTCCTTTGAGTCTCTGA

ATGACGCGGGCCCGGGAGCACACGCCGGGGAC
TCCACCGCCCAGCGTGCAGTCATTCCTTGGAAC
CCAGGGTCTCTATATTCGAGATCACGAGATGCTT
CCTTTGAGTCTCTGA

MTRAREHTPGTPPPSVQ
SFLGTQGLYIRDHEMLPL
SL*

MTRAREHTPGTPPPSV
QSFLGTQGLYIRDHEML
PLSL*

CTGGATTTGG CCTGCCACGA 0  0 0 0 0 0

6717 3240 an AN5020.1 59.m09512 AO070338000180 0 -206 -117 ATGACAAGGACCACGTTCGCTGATTTGAACTCGACTAAAC
AGGCCCCTTGCTTCGAATTGATTTCACGGTCCCTCTTCTC
CCTTACCTAG

ATGACAAGGACCACGTTCGCTGATTTGAACTCGA
CTAAACAGGCCCCTTGCTTCGAATTGATTTCACG
GTCCCTCTTCTCCCTTACCTAG

MTRTTFADLNSTKQAPCF
ELISRSLFSLT*

MTRTTFADLNSTKQAPC
FELISRSLFSLT*

TGCGCATGAA ACTACGCTCG 0 U 0 0 0 0 0

6718 3243 af AN2734.1 54.m06676 AO070338000217 0 -183 -160 ATGCGGCGGGTGGAGCTCACGTGA ATGCGGCGGGTGGAGCTCACGTGA MRRVELT* MRRVELT* CATTTTTGCA CTGTCTCGCT 0 J FG06827.1 MG04467.1 0 0 0
6719 3243 af AN2734.1 54.m06676 AO070338000217 0 -119 -30 ATGACCGCCGGCGGAAATTCTCTTGAACTTTCAACGTCAC

GATTCATATCGGACAACAACACATTTCACAAATCTCCTCCT
TGCCCTTAA

ATGACCGCCGGCGGAAATTCTCTTGAACTTTCAAC
GTCACGATTCATATCGGACAACAACACATTTCACAA
ATCTCCTCCTTGCCCTTAA

MTAGGNSLELSTSRFISD
NNTFHKSPPCP*

MTAGGNSLELSTSR
FISDNNTFHKSPPC
P*

TTTCCCCAAA ATAACCTATC 0 J FG06827.1 MG04467.1 0 0 0

6720 3243 ao AN2734.1 54.m06676 AO070338000217 0 -229 -161 ATGCATGCTTGCATGCCCTATCTGATCTCTCTGCGGACAT
TTTTTTCTGCCGGGCGGAGCTCCACGTGA

ATGCATGCTTGCATGCCCTATCTGATCTCTC
TGCGGACATTTTTTTCTGCCGGGCGGAGCT
CCACGTGA

MHACMPYLISLRTFFSAG
RSST*

MHACMPYLISLRTFF
SAGRSST*

ATACCACTAA CTACCTCGCT 0 J FG06827.1 MG04467.1 0 0 0

6721 3243 ao AN2734.1 54.m06676 AO070338000217 0 -225 -205 ATGCTTGCATGCCCTATCTGA ATGCTTGCATGCCCTATCTGA MLACPI* MLACPI* CACTAAATGC TCTCTCTGCG 0 J FG06827.1 MG04467.1 0 0 0
6722 3243 ao AN2734.1 54.m06676 AO070338000217 0 -217 -161 ATGCCCTATCTGATCTCTCTGCGGACATTTTTTTCTGCCGG

GCGGAGCTCCACGTGA
ATGCCCTATCTGATCTCTCTGCGGACATTTT
TTTCTGCCGGGCGGAGCTCCACGTGA

MPYLISLRTFFSAGRSST* MPYLISLRTFFSAGR
SST*

GCATGCTTGC CTACCTCGCT 0 J FG06827.1 MG04467.1 0 0 0

6726 3245 af AN0408.1 54.m06666 AO070338000251 0 -98 -57 ATGTCAAGCTACTCGCGGCTTCCAAACAGGCTTTGGGAAT
AG

ATGTCAAGCTACTCGCGGCTTCCAAACAGGCTTTG
GGAATAG

MSSYSRLPNRLWE* MSSYSRLPNRLWE* TCTGACGTCG CATCTCAGCA 0 R 0 0 0 0 0

6723 3245 an AN0408.1 54.m06666 AO070338000251 0 -206 -111 ATGTTATTCCGAGTCCCCGCGCTATGCCCAGTTTGGCCAT
ACCGGCCGTCTTTTCAAGGAAATCCGGGCCGGGCGGTCA
AGTGCAGGGGCCCGTGA

ATGTTATTCCGAGTCCCCGCGCTATGCCCAGTTT
GGCCATACCGGCCGTCTTTTCAAGGAAATCCGG
GCCGGGCGGTCAAGTGCAGGGGCCCGTGA

MLFRVPALCPVWPYRPS
FQGNPGRAVKCRGP*

MLFRVPALCPVWPYRP
SFQGNPGRAVKCRGP*

TTCCGCAACG CGTCGATGTC 0 R 0 0 0 0 0

6724 3245 an AN0408.1 54.m06666 AO070338000251 0 -183 -52 ATGCCCAGTTTGGCCATACCGGCCGTCTTTTCAAGGAAAT
CCGGGCCGGGCGGTCAAGTGCAGGGGCCCGTGACGTCG
ATGTCGTCAGTGTCAGTCCATGGCTGTCTATCTTGGTGGT
CCCAACACTGTTGA

ATGCCCAGTTTGGCCATACCGGCCGTCTTTTCAA
GGAAATCCGGGCCGGGCGGTCAAGTGCAGGGG
CCCGTGACGTCGATGTCGTCAGTGTCAGTCCAT
GGCTGTCTATCTTGGTGGTCCCAACACTGTTGA

MPSLAIPAVFSRKSGPGG
QVQGPVTSMSSVSVHGC
LSWWSQHC*

MPSLAIPAVFSRKSGPG
GQVQGPVTSMSSVSVH
GCLSWWSQHC*

TCCCCGCGCT TACCAGCATT 0 R 0 0 0 0 0
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6725 3245 an AN0408.1 54.m06666 AO070338000251 0 -105 -52 ATGTCGTCAGTGTCAGTCCATGGCTGTCTATCTTGGTGGT
CCCAACACTGTTGA

ATGTCGTCAGTGTCAGTCCATGGCTGTCTATCTT
GGTGGTCCCAACACTGTTGA

MSSVSVHGCLSWWSQH
C*

MSSVSVHGCLSWWSQ
HC*

CGTGACGTCG TACCAGCATT 0 R 0 0 0 0 0

6727 3245 ao AN0408.1 54.m06666 AO070338000251 0 -216 -160 ATGCCAAGCCCCTCTAAGCCCGTTCGCCACAGAGACCTG
TGGCTGGTGGCCCCATGA

ATGCCAAGCCCCTCTAAGCCCGTTCGCCAC
AGAGACCTGTGGCTGGTGGCCCCATGA

MPSPSKPVRHRDLWLVA
P*

MPSPSKPVRHRDL
WLVAP*

TAGAGCCAGA GGCGGTGTAA 0 R 0 0 0 0 0

6728 3245 ao AN0408.1 54.m06666 AO070338000251 0 -163 -143 ATGAGGCGGTGTAACTTCTGA ATGAGGCGGTGTAACTTCTGA MRRCNF* MRRCNF* TGGTGGCCCC CGTGACGTCG 0 R 0 0 0 0 0
6729 3246 af AN0411.1 54.m06663 AO070338000254 0 -246 -229 ATGTGGTTGCAGGATTAG ATGTGGTTGCAGGATTAG MWLQD* MWLQD* GCAAGTGGTC AGTTGATCTT 0 U 0 0 0 0 0
6733 3247 af AN3191.1 59.m08411 AO070338000263 0 -217 -128 ATGTTGAATCTCCGTATAGTCTACCGCAGTAATCTCGGCTA

CGTGTCTATTTCAGTAGGATTCAGTAGGATCTATTCAAGGA
CGCCATGA

ATGTTGAATCTCCGTATAGTCTACCGCAGTAATCTC
GGCTACGTGTCTATTTCAGTAGGATTCAGTAGGAT
CTATTCAAGGACGCCATGA

MLNLRIVYRSNLGYVSISV
GFSRIYSRTP*

MLNLRIVYRSNLGY
VSISVGFSRIYSRTP*

GGCAGTGTGA GAAACCCCAT 0 I 0 0 0 0 0

6734 3247 af AN3191.1 59.m08411 AO070338000263 0 -131 -27 ATGAGAAACCCCATTCGGCATATGCTGTCGGCGTTCGGTT
ATCATCTCCGATCGACTGATATAACCCCGCCGTCCCTCTC
CGCAAGATCGAATACCGAATACTGA

ATGAGAAACCCCATTCGGCATATGCTGTCGGCGTT
CGGTTATCATCTCCGATCGACTGATATAACCCCGC
CGTCCCTCTCCGCAAGATCGAATACCGAATACTGA

MRNPIRHMLSAFGYHLR
STDITPPSLSARSNTEY*

MRNPIRHMLSAFGY
HLRSTDITPPSLSAR
SNTEY*

CAAGGACGCC TCTTTGAAGA 0 I 0 0 0 0 0

6735 3247 af AN3191.1 59.m08411 AO070338000263 0 -110 -27 ATGCTGTCGGCGTTCGGTTATCATCTCCGATCGACTGATA
TAACCCCGCCGTCCCTCTCCGCAAGATCGAATACCGAATA
CTGA

ATGCTGTCGGCGTTCGGTTATCATCTCCGATCGAC
TGATATAACCCCGCCGTCCCTCTCCGCAAGATCGA
ATACCGAATACTGA

MLSAFGYHLRSTDITPPS
LSARSNTEY*

MLSAFGYHLRSTDIT
PPSLSARSNTEY*

CATTCGGCAT TCTTTGAAGA 0 I 0 0 0 0 0

6731 3247 an AN3191.1 59.m08411 AO070338000263 0 -226 -194 ATGGAGATAACCTGGTCCGCTTATGTACGATGA ATGGAGATAACCTGGTCCGCTTATGTACGATGA MEITWSAYVR* MEITWSAYVR* GATATACATA GATTGCAATT 0 I 0 0 0 0 0

6732 3247 an AN3191.1 59.m08411 AO070338000263 0 -197 -168 ATGAGATTGCAATTGCGATTGCGACAGTGA ATGAGATTGCAATTGCGATTGCGACAGTGA MRLQLRLRQ* MRLQLRLRQ* CTTATGTACG CTGCGGGGTA 0 I 0 0 0 0 0
6736 3247 ao AN3191.1 59.m08411 AO070338000263 0 -252 -172 ATGGTGTGTACTAGTGATCATCTATACCTCGGGTGTACGC

GTAAGACAGTGCAAAGAAATAGGATTTATAAACTTATCTAG
ATGGTGTGTACTAGTGATCATCTATACCTCG
GGTGTACGCGTAAGACAGTGCAAAGAAATA
GGATTTATAAACTTATCTAG

MVCTSDHLYLGCTRKTV
QRNRIYKLI*

MVCTSDHLYLGCTR
KTVQRNRIYKLI*

ATTTAGAAGT TAATCCCAAG 0 I 0 0 0 0 0

6742 3250 af AN9171.1 72.m19835 AO070339000050 0 -191 -81 ATGCGTGTCTCATCCCTCGGCCGGATCGAGCATTGCCCA
AACGGGAAATCTGGATGGCTGCGAGCATCTGCGGTGGTT
CGTAAACATCTCAACCTTCCACAAAGGGTATAA

ATGCGTGTCTCATCCCTCGGCCGGATCGAGCATTG
CCCAAACGGGAAATCTGGATGGCTGCGAGCATCT
GCGGTGGTTCGTAAACATCTCAACCTTCCACAAAG
GGTATAA

MRVSSLGRIEHCPNGKS
GWLRASAVVRKHLNLPQ
RV*

MRVSSLGRIEHCPN
GKSGWLRASAVVR
KHLNLPQRV*

AACGTGCTGC GTAGAGCACA 0 R 0 0 0 0 0

6743 3250 af AN9171.1 72.m19835 AO070339000050 0 -138 -109 ATGGCTGCGAGCATCTGCGGTGGTTCGTAA ATGGCTGCGAGCATCTGCGGTGGTTCGTAA MAASICGGS* MAASICGGS* GGAAATCTGG ACATCTCAAC 0 R 0 0 0 0 0
6739 3250 an AN9171.1 72.m19835 AO070339000050 0 -204 -139 ATGCATTGCAATGCAACATCGTGCATTGAGTTCCCTGGTT

GGAATGCCGGGTGCCCTGATTTGTGA
ATGCATTGCAATGCAACATCGTGCATTGAGTTCC
CTGGTTGGAATGCCGGGTGCCCTGATTTGTGA

MHCNATSCIEFPGWNAG
CPDL*

MHCNATSCIEFPGWNA
GCPDL*

TTCCTGAAGA AGAATGATTC 0 R 0 0 0 0 0

6740 3250 an AN9171.1 72.m19835 AO070339000050 0 -194 -132 ATGCAACATCGTGCATTGAGTTCCCTGGTTGGAATGCCGG
GTGCCCTGATTTGTGAAGAATGA

ATGCAACATCGTGCATTGAGTTCCCTGGTTGGAA
TGCCGGGTGCCCTGATTTGTGAAGAATGA

MQHRALSSLVGMPGALI
CEE*

MQHRALSSLVGMPGALI
CEE*

ATGCATTGCA TTCAATATAT 0 R 0 0 0 0 0

6741 3250 an AN9171.1 72.m19835 AO070339000050 0 -161 -132 ATGCCGGGTGCCCTGATTTGTGAAGAATGA ATGCCGGGTGCCCTGATTTGTGAAGAATGA MPGALICEE* MPGALICEE* CCTGGTTGGA TTCAATATAT 0 R 0 0 0 0 0
6744 3250 ao AN9171.1 72.m19835 AO070339000050 0 -214 -188 ATGTACAGTGAATTAGAGGGAGCGTGA ATGTACAGTGAATTAGAGGGAGCGTGA MYSELEGA* MYSELEGA* CTATTGGCAA TTCGTGAAGT 0 R 0 0 0 0 0
6745 3250 ao AN9171.1 72.m19835 AO070339000050 0 -80 -3 ATGCTTCTAACTCCAGCCCTCCTTCTACTACCACAGGCCA

AGGATTCATTCAGACCTCAGTTTATTCCACATTTATAA
ATGCTTCTAACTCCAGCCCTCCTTCTACTAC
CACAGGCCAAGGATTCATTCAGACCTCAGT
TTATTCCACATTTATAA

MLLTPALLLLPQAKDSFR
PQFIPHL*

MLLTPALLLLPQAKD
SFRPQFIPHL*

CAAATTTACT AAATGCCTAA 0 R 0 0 0 0 0

6746 3251 an AN6688.1 65.m07502 AO070339000095 0 -703 -611 ATGGCTTCTTTCTTAACATCGCCATTCCTCCGTTCCACAGA
ACATCTGCGGGTGTTGTGGTTTCATCCGACTTGCTGGACA
TTGTTGCTTTGA

ATGGCTTCTTTCTTAACATCGCCATTCCTCCGTTC
CACAGAACATCTGCGGGTGTTGTGGTTTCATCCG
ACTTGCTGGACATTGTTGCTTTGA

MASFLTSPFLRSTEHLRV
LWFHPTCWTLLL*

MASFLTSPFLRSTEHLR
VLWFHPTCWTLLL*

CCAAGGTAAG GCCCCTCTCC 0 DZU FG05315.1 MG01521.1 0 0 0

6747 3251 ao AN6688.1 65.m07502 AO070339000095 0 -754 -488 ATGGTGGCACTTCTTGCCTGCGCTCCTTCCCTCAATCCAC
CCCCCTCAAAATCACTTCCCCCTCCCCTCCCTTGGAAAGA
ATTACCTGGTTCCAGATGCCTTCCTGATTCTATTATCAACC
CCTCGCCTAAATTTCCATCTCTGCAAGGGTGTTTGTCTGCT
AACCAAGAAGGTGCGACCTGCTCAGGGGAACTTCCTCAT
CAACGCTCGCTACTTCCGACATTTTTTCCAAACCGTCCAC
GCTCGCTTCCTAAACCGATCCCTTAA

ATGGTGGCACTTCTTGCCTGCGCTCCTTCC
CTCAATCCACCCCCCTCAAAATCACTTCCCC
CTCCCCTCCCTTGGAAAGAATTACCTGGTTC
CAGATGCCTTCCTGATTCTATTATCAACCCC
TCGCCTAAATTTCCATCTCTGCAAGGGTGTT
TGTCTGCTAACCAAGAAGGTGCGACCTGCT
CAGGGGAACTTCCTCATCAACGCTCGCTAC
TTCCGACATTTTTTCCAAACCGTCCACGCTC
GCTTCCTAAACCGATCCCTTAA

MVALLACAPSLNPPPSKS
LPPPLPWKELPGSRCLP
DSIINPSPKFPSLQGCLSA
NQEGATCSGELPHQRSL
LPTFFPNRPRSLPKPIP*

MVALLACAPSLNPP
PSKSLPPPLPWKEL
PGSRCLPDSIINPSP
KFPSLQGCLSANQE
GATCSGELPHQRSL
LPTFFPNRPRSLPK
PIP*

TTTTCCAGGT CATTCACAAT 0 DZU FG05315.1 MG01521.1 0 0 0

6748 3251 ao AN6688.1 65.m07502 AO070339000095 0 -659 -648 ATGCCTTCCTGA ATGCCTTCCTGA MPS* MPS* CTGGTTCCAG TTCTATTATC 0 DZU FG05315.1 MG01521.1 0 0 0
6750 3252 af AN6717.1 65.m07257 AO070339000157 0 -194 -171 ATGGTCGGAAACGGAGCGAATTAG ATGGTCGGAAACGGAGCGAATTAG MVGNGAN* MVGNGAN* GGCTGTGGAG CCGCCCCAAA 0 C 0 MG09367.1 NCU04899.1 0 0

6749 3252 an AN6717.1 65.m07257 AO070339000157 0 -210 -157 ATGCCTTGTAGCTTCAGTTGCTCGAGCTTAGCTGGCTGTT
CCGTTGCCATGTGA

ATGCCTTGTAGCTTCAGTTGCTCGAGCTTAGCTG
GCTGTTCCGTTGCCATGTGA

MPCSFSCSSLAGCSVAM
*

MPCSFSCSSLAGCSVA
M*

AGAAAGCACC CCGGAACGGG 0 C 0 MG09367.1 NCU04899.1 0 0

6753 3253 af AN6723.1 65.m07247 AO070339000166 0 -182 -105 ATGATGATGTATACTATCTCGCAGTATAAAGCGTCGAAGT
GTTCAGCAACCGATCCTTGCAACAGTCCATCCAAATAA

ATGATGATGTATACTATCTCGCAGTATAAAGCGTCG
AAGTGTTCAGCAACCGATCCTTGCAACAGTCCATC
CAAATAA

MMMYTISQYKASKCSAT
DPCNSPSK*

MMMYTISQYKASKC
SATDPCNSPSK*

ATAGATAGGT TCTGTTGAAT 0 R 0 0 0 0 0

6754 3253 af AN6723.1 65.m07247 AO070339000166 0 -179 -105 ATGATGTATACTATCTCGCAGTATAAAGCGTCGAAGTGTTC
AGCAACCGATCCTTGCAACAGTCCATCCAAATAA

ATGATGTATACTATCTCGCAGTATAAAGCGTCGAAG
TGTTCAGCAACCGATCCTTGCAACAGTCCATCCAA
ATAA

MMYTISQYKASKCSATDP
CNSPSK*

MMYTISQYKASKCS
ATDPCNSPSK*

GATAGGTATG TCTGTTGAAT 0 R 0 0 0 0 0

6755 3253 af AN6723.1 65.m07247 AO070339000166 0 -176 -105 ATGTATACTATCTCGCAGTATAAAGCGTCGAAGTGTTCAG
CAACCGATCCTTGCAACAGTCCATCCAAATAA

ATGTATACTATCTCGCAGTATAAAGCGTCGAAGTGT
TCAGCAACCGATCCTTGCAACAGTCCATCCAAATA
A

MYTISQYKASKCSATDPC
NSPSK*

MYTISQYKASKCSA
TDPCNSPSK*

AGGTATGATG TCTGTTGAAT 0 R 0 0 0 0 0

6756 3253 af AN6723.1 65.m07247 AO070339000166 0 -96 -85 ATGAGAGTCTGA ATGAGAGTCTGA MRV* MRV* AATCTGTTGA TCATTCACTA 0 R 0 0 0 0 0
6751 3253 an AN6723.1 65.m07247 AO070339000166 0 -165 -151 ATGATCACTTCCTAA ATGATCACTTCCTAA MITS* MITS* CATCCTGGTC CCCCTCTCAA 0 R 0 0 0 0 0
6752 3253 an AN6723.1 65.m07247 AO070339000166 0 -63 -10 ATGGGCGTTTCTTTCTCTCCGCATTCTCTTACTCTCTCATT

CTTCCAAAACTAA
ATGGGCGTTTCTTTCTCTCCGCATTCTCTTACTCT
CTCATTCTTCCAAAACTAA

MGVSFSPHSLTLSFFQN* MGVSFSPHSLTLSFFQN
*

CGACAATCCT GAAAGCAAGA 0 R 0 0 0 0 0

6757 3253 ao AN6723.1 65.m07247 AO070339000166 0 -173 -153 ATGACCCGTCCATTCAAATGA ATGACCCGTCCATTCAAATGA MTRPFK* MTRPFK* CACATCCGCC TATAAAGCTG 0 R 0 0 0 0 0
6758 3255 af AN8651.1 69.m15171 AO070339000265 0 -253 -197 ATGTCTCATTGGCATTGCATTGTTACACTGATAGGCGCAAA

GTGTTCACCTCCTTGA
ATGTCTCATTGGCATTGCATTGTTACACTGATAGGC
GCAAAGTGTTCACCTCCTTGA

MSHWHCIVTLIGAKCSPP
*

MSHWHCIVTLIGAK
CSPP*

CCTAGAATTT AGGTTTCGGG 0 CR 0 0 0 0 0

6759 3255 ao AN8651.1 69.m15171 AO070339000265 0 -213 -163 ATGCCGTGGGGAGTCTCCCAGCTCACGATACCTACCACC
GATTGGCCATAG

ATGCCGTGGGGAGTCTCCCAGCTCACGATA
CCTACCACCGATTGGCCATAG

MPWGVSQLTIPTTDWP* MPWGVSQLTIPTTD
WP*

ATTATAAATC AACTGGTAAC 0 CR 0 0 0 0 0

6760 3255 ao AN8651.1 69.m15171 AO070339000265 0 -121 -104 ATGGGGAGGAATTTCTAA ATGGGGAGGAATTTCTAA MGRNF* MGRNF* TTTGTAATAC GCCTTTCGTT 0 CR 0 0 0 0 0
6763 3256 af AN6176.1 72.m18993 AO070340000023 0 -278 -255 ATGACCCCATCTACGGAATTTTGA ATGACCCCATCTACGGAATTTTGA MTPSTEF* MTPSTEF* TGATATTTGC GCCATACATT 0  0 0 0 0 0
6764 3256 af AN6176.1 72.m18993 AO070340000023 0 -173 -81 ATGGTTATACATGAGTTGTCTACGGACTTATGCGTTGTAGC

TCTTGCACATGTTGAGCACCTGAGAAGCAATTACTTGCAT
GACATCATCTGA

ATGGTTATACATGAGTTGTCTACGGACTTATGCGTT
GTAGCTCTTGCACATGTTGAGCACCTGAGAAGCAA
TTACTTGCATGACATCATCTGA

MVIHELSTDLCVVALAHV
EHLRSNYLHDII*

MVIHELSTDLCVVAL
AHVEHLRSNYLHDII*

CTGCCTTTCA GATATAATTG 0  0 0 0 0 0

6765 3256 af AN6176.1 72.m18993 AO070340000023 0 -163 -134 ATGAGTTGTCTACGGACTTATGCGTTGTAG ATGAGTTGTCTACGGACTTATGCGTTGTAG MSCLRTYAL* MSCLRTYAL* ATGGTTATAC CTCTTGCACA 0  0 0 0 0 0
6766 3256 af AN6176.1 72.m18993 AO070340000023 0 -144 -118 ATGCGTTGTAGCTCTTGCACATGTTGA ATGCGTTGTAGCTCTTGCACATGTTGA MRCSSCTC* MRCSSCTC* CTACGGACTT GCACCTGAGA 0  0 0 0 0 0
6767 3256 af AN6176.1 72.m18993 AO070340000023 0 -124 -110 ATGTTGAGCACCTGA ATGTTGAGCACCTGA MLST* MLST* GCTCTTGCAC GAAGCAATTA 0  0 0 0 0 0
6768 3256 af AN6176.1 72.m18993 AO070340000023 0 -94 -74 ATGACATCATCTGAGATATAA ATGACATCATCTGAGATATAA MTSSEI* MTSSEI* AATTACTTGC TTGCCCGCCT 0  0 0 0 0 0
6761 3256 an AN6176.1 72.m18993 AO070340000023 0 -125 -93 ATGCTCCCCGCGACAACCGTACTCAAACATTGA ATGCTCCCCGCGACAACCGTACTCAAACATTGA MLPATTVLKH* MLPATTVLKH* GCTTTTCACT CCAGGTCTGG 0  0 0 0 0 0

6770 3256 ao AN6176.1 72.m18993 AO070340000023 0 -243 -157 ATGGTTTTCATCTTAGCAACCACAAAACCTTGTCGAAATCA
AAAGGACTGCAGCGGAGTACATGGCAGCTCGCTTTTTGTT
GTCTAG

ATGGTTTTCATCTTAGCAACCACAAAACCTT
GTCGAAATCAAAAGGACTGCAGCGGAGTAC
ATGGCAGCTCGCTTTTTGTTGTCTAG

MVFILATTKPCRNQKDCS
GVHGSSLFVV*

MVFILATTKPCRNQ
KDCSGVHGSSLFVV
*

TACGCTCTGC GATACCTGAT 0  0 0 0 0 0

6771 3256 ao AN6176.1 72.m18993 AO070340000023 0 -182 -117 ATGGCAGCTCGCTTTTTGTTGTCTAGGATACCTGATCCTAA
CTACAATCATGCTCCTACATCGTGA

ATGGCAGCTCGCTTTTTGTTGTCTAGGATAC
CTGATCCTAACTACAATCATGCTCCTACATC
GTGA

MAARFLLSRIPDPNYNHA
PTS*

MAARFLLSRIPDPNY
NHAPTS*

AGCGGAGTAC CTTCAAATAT 0  0 0 0 0 0

6772 3256 ao AN6176.1 72.m18993 AO070340000023 0 -133 -32 ATGCTCCTACATCGTGACTTCAAATATAAACTCCCTTCAGC
ATCACCAGCTCTGAATAACCCATTAATTCACACTCATATAT
ACAGACTCCCCGTGAGTTAA

ATGCTCCTACATCGTGACTTCAAATATAAAC
TCCCTTCAGCATCACCAGCTCTGAATAACCC
ATTAATTCACACTCATATATACAGACTCCCC
GTGAGTTAA

MLLHRDFKYKLPSASPAL
NNPLIHTHIYRLPVS*

MLLHRDFKYKLPSA
SPALNNPLIHTHIYR
LPVS*

AACTACAATC TGGCTAACTA 0  0 0 0 0 0

6776 3258 af AN6139.1 72.m19025 AO070340000063 0 -191 -171 ATGGCCATTGCCGCTTTCTGA ATGGCCATTGCCGCTTTCTGA MAIAAF* MAIAAF* AACTCGGGTC AGTCTCCTGC 0 I 0 0 NCU00168.1 0 0

6774 3258 an AN6139.1 72.m19025 AO070340000063 0 -184 -164 ATGCCTTTGGTCGAATTGTAA ATGCCTTTGGTCGAATTGTAA MPLVEL* MPLVEL* GCCGTCTGCC ATATTTAGTC 0 I 0 0 NCU00168.1 0 0

6775 3258 an AN6139.1 72.m19025 AO070340000063 0 -87 -67 ATGCGAGGGCCTGAAAATTGA ATGCGAGGGCCTGAAAATTGA MRGPEN* MRGPEN* GTTATCATTC GTGCTCGATA 0 I 0 0 NCU00168.1 0 0

6777 3258 ao AN6139.1 72.m19025 AO070340000063 0 -254 -240 ATGTTCTTCTTCTAA ATGTTCTTCTTCTAA MFFF* MFFF* AATATTCCTA GTGTTCCTGG 0 I 0 0 NCU00168.1 0 0

6778 3258 ao AN6139.1 72.m19025 AO070340000063 0 -189 -169 ATGCCCCAACCGCTTTTGTGA ATGCCCCAACCGCTTTTGTGA MPQPLL* MPQPLL* GGCCATTGCC TTCTCCCGTG 0 I 0 0 NCU00168.1 0 0

6779 3258 ao AN6139.1 72.m19025 AO070340000063 0 -94 -62 ATGTGCCTTTCTTACCTTGGACCGCCTATATAG ATGTGCCTTTCTTACCTTGGACCGCCTATAT
AG

MCLSYLGPPI* MCLSYLGPPI* CCAAGTAAGG TGCTGACGCT 0 I 0 0 NCU00168.1 0 0

6784 3261 af AN6111.1 72.m19047 AO070340000094 0 -256 -122 ATGGGCTGTCACGGATGGGCTGTTGTCTGTTTTATGCTGG
ATGATCTATTCTTGCCAAAGGATGATAATGTCAATGTTGCG
GCCTCAGGCTACCCGCTGTACCAGCCATTCTCACCGCCTT
CAGGCTACTACTAA

ATGGGCTGTCACGGATGGGCTGTTGTCTGTTTTAT
GCTGGATGATCTATTCTTGCCAAAGGATGATAATGT
CAATGTTGCGGCCTCAGGCTACCCGCTGTACCAG
CCATTCTCACCGCCTTCAGGCTACTACTAA

MGCHGWAVVCFMLDDL
FLPKDDNVNVAASGYPLY
QPFSPPSGYY*

MGCHGWAVVCFML
DDLFLPKDDNVNVA
ASGYPLYQPFSPPS
GYY*

TGTAGTCATG TATAATTGGC 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6785 3261 af AN6111.1 72.m19047 AO070340000094 0 -242 -213 ATGGGCTGTTGTCTGTTTTATGCTGGATGA ATGGGCTGTTGTCTGTTTTATGCTGGATGA MGCCLFYAG* MGCCLFYAG* GCTGTCACGG TCTATTCTTG 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6786 3261 af AN6111.1 72.m19047 AO070340000094 0 -223 -122 ATGCTGGATGATCTATTCTTGCCAAAGGATGATAATGTCAA
TGTTGCGGCCTCAGGCTACCCGCTGTACCAGCCATTCTCA
CCGCCTTCAGGCTACTACTAA

ATGCTGGATGATCTATTCTTGCCAAAGGATGATAAT
GTCAATGTTGCGGCCTCAGGCTACCCGCTGTACCA
GCCATTCTCACCGCCTTCAGGCTACTACTAA

MLDDLFLPKDDNVNVAA
SGYPLYQPFSPPSGYY*

MLDDLFLPKDDNVN
VAASGYPLYQPFSP
PSGYY*

TGTCTGTTTT TATAATTGGC 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W
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6787 3261 af AN6111.1 72.m19047 AO070340000094 0 -216 -76 ATGATCTATTCTTGCCAAAGGATGATAATGTCAATGTTGCG
GCCTCAGGCTACCCGCTGTACCAGCCATTCTCACCGCCTT
CAGGCTACTACTAATATAATTGGCTTATCTGGAAGATTGAT
GATCCGCTGCATTGAATGA

ATGATCTATTCTTGCCAAAGGATGATAATGTCAATG
TTGCGGCCTCAGGCTACCCGCTGTACCAGCCATTC
TCACCGCCTTCAGGCTACTACTAATATAATTGGCTT
ATCTGGAAGATTGATGATCCGCTGCATTGAATGA

MIYSCQRMIMSMLRPQA
TRCTSHSHRLQATTNIIGL
SGRLMIRCIE*

MIYSCQRMIMSMLR
PQATRCTSHSHRLQ
ATTNIIGLSGRLMIR
CIE*

TTTATGCTGG CGCTGCAGAA 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6788 3261 af AN6111.1 72.m19047 AO070340000094 0 -195 -76 ATGATAATGTCAATGTTGCGGCCTCAGGCTACCCGCTGTA
CCAGCCATTCTCACCGCCTTCAGGCTACTACTAATATAATT
GGCTTATCTGGAAGATTGATGATCCGCTGCATTGAATGA

ATGATAATGTCAATGTTGCGGCCTCAGGCTACCCG
CTGTACCAGCCATTCTCACCGCCTTCAGGCTACTA
CTAATATAATTGGCTTATCTGGAAGATTGATGATCC
GCTGCATTGAATGA

MIMSMLRPQATRCTSHS
HRLQATTNIIGLSGRLMIR
CIE*

MIMSMLRPQATRCT
SHSHRLQATTNIIGL
SGRLMIRCIE*

TTGCCAAAGG CGCTGCAGAA 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6789 3261 af AN6111.1 72.m19047 AO070340000094 0 -189 -76 ATGTCAATGTTGCGGCCTCAGGCTACCCGCTGTACCAGC
CATTCTCACCGCCTTCAGGCTACTACTAATATAATTGGCTT
ATCTGGAAGATTGATGATCCGCTGCATTGAATGA

ATGTCAATGTTGCGGCCTCAGGCTACCCGCTGTAC
CAGCCATTCTCACCGCCTTCAGGCTACTACTAATAT
AATTGGCTTATCTGGAAGATTGATGATCCGCTGCAT
TGAATGA

MSMLRPQATRCTSHSHR
LQATTNIIGLSGRLMIRCIE
*

MSMLRPQATRCTS
HSHRLQATTNIIGLS
GRLMIRCIE*

AAGGATGATA CGCTGCAGAA 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6790 3261 af AN6111.1 72.m19047 AO070340000094 0 -183 -76 ATGTTGCGGCCTCAGGCTACCCGCTGTACCAGCCATTCTC
ACCGCCTTCAGGCTACTACTAATATAATTGGCTTATCTGGA
AGATTGATGATCCGCTGCATTGAATGA

ATGTTGCGGCCTCAGGCTACCCGCTGTACCAGCC
ATTCTCACCGCCTTCAGGCTACTACTAATATAATTG
GCTTATCTGGAAGATTGATGATCCGCTGCATTGAAT
GA

MLRPQATRCTSHSHRLQ
ATTNIIGLSGRLMIRCIE*

MLRPQATRCTSHSH
RLQATTNIIGLSGRL
MIRCIE*

GATAATGTCA CGCTGCAGAA 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6791 3261 af AN6111.1 72.m19047 AO070340000094 0 -96 -76 ATGATCCGCTGCATTGAATGA ATGATCCGCTGCATTGAATGA MIRCIE* MIRCIE* TGGAAGATTG CGCTGCAGAA 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6782 3261 an AN6111.1 72.m19047 AO070340000094 0 -98 -33 ATGAACCGCTTTCATCAAATGACGCTGCCGGACAGGAAAT
TTCCCAAGCCCGCTCGTCTGTCTTGA

ATGAACCGCTTTCATCAAATGACGCTGCCGGACA
GGAAATTTCCCAAGCCCGCTCGTCTGTCTTGA

MNRFHQMTLPDRKFPKP
ARLS*

MNRFHQMTLPDRKFPK
PARLS*

CGGAACATCA CCCCCTCATC 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6783 3261 an AN6111.1 72.m19047 AO070340000094 0 -80 -33 ATGACGCTGCCGGACAGGAAATTTCCCAAGCCCGCTCGT
CTGTCTTGA

ATGACGCTGCCGGACAGGAAATTTCCCAAGCCC
GCTCGTCTGTCTTGA

MTLPDRKFPKPARLS* MTLPDRKFPKPARLS* CTTTCATCAA CCCCCTCATC 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6792 3261 ao AN6111.1 72.m19047 AO070340000094 0 -241 -221 ATGGTTGTCGTTCAAGGTTGA ATGGTTGTCGTTCAAGGTTGA MVVVQG* MVVVQG* GAAATTTCCG ATGACCGCCG 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6793 3261 ao AN6111.1 72.m19047 AO070340000094 0 -220 -173 ATGACCGCCGAAGCAGCGCTCCGCCGACGGCCTCAGGTT
AGAAGCTGA

ATGACCGCCGAAGCAGCGCTCCGCCGACG
GCCTCAGGTTAGAAGCTGA

MTAEAALRRRPQVRS* MTAEAALRRRPQVR
S*

TCAAGGTTGA ATCAGCGAGT 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6794 3261 ao AN6111.1 72.m19047 AO070340000094 0 -120 -49 ATGATCGACAGTCTTAGGAACAACTTTGGCCCGCTCTTCA
ATGACGCTGCGGAGTGCAGGAAATTTCTATAG

ATGATCGACAGTCTTAGGAACAACTTTGGCC
CGCTCTTCAATGACGCTGCGGAGTGCAGGA
AATTTCTATAG

MIDSLRNNFGPLFNDAAE
CRKFL*

MIDSLRNNFGPLFN
DAAECRKFL*

TGGGTTTCTG AAAGTCCGTC 0 J FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W

6795 3262 af AN6080.1 72.m19927 AO070340000130 0 -236 -222 ATGCATTTTCTCTGA ATGCATTTTCTCTGA MHFL* MHFL* TCCTTTCTAG AAAATCTCTC 0 U 0 0 0 0 0
6796 3262 af AN6080.1 72.m19927 AO070340000130 0 -136 -41 ATGTTGCAGCGGAATCCGAATTGCGGACAGCTTGACAGTA

CTCCGTACTCTGGAAATAGCAATTCATGTTGGACTTCGGA
CCAGGCGATTGATTGA

ATGTTGCAGCGGAATCCGAATTGCGGACAGCTTGA
CAGTACTCCGTACTCTGGAAATAGCAATTCATGTTG
GACTTCGGACCAGGCGATTGATTGA

MLQRNPNCGQLDSTPYS
GNSNSCWTSDQAID*

MLQRNPNCGQLDS
TPYSGNSNSCWTS
DQAID*

GTCCGGAATA TAAATTGAAC 0 U 0 0 0 0 0

6797 3262 af AN6080.1 72.m19927 AO070340000130 0 -71 -45 ATGTTGGACTTCGGACCAGGCGATTGA ATGTTGGACTTCGGACCAGGCGATTGA MLDFGPGD* MLDFGPGD* ATAGCAATTC TTGATAAATT 0 U 0 0 0 0 0
6798 3262 ao AN6080.1 72.m19927 AO070340000130 0 -293 -282 ATGTCTCAATAA ATGTCTCAATAA MSQ* MSQ* AATAGGTACA TACGATCTAG 0 U 0 0 0 0 0
6799 3262 ao AN6080.1 72.m19927 AO070340000130 0 -234 -91 ATGTTTCACTTATTTTTTGTTAACCTCAAAGAAAAAACTCAC

TTAAAAACTCACCCATGGCTAATAAAAACGGTGTCCTCCAT
CCTATACTCCGGAACAACATTAATACGACCTCCGGATACC
GGCCAGCGTGACAGTAAATAG

ATGTTTCACTTATTTTTTGTTAACCTCAAAGA
AAAAACTCACTTAAAAACTCACCCATGGCTA
ATAAAAACGGTGTCCTCCATCCTATACTCCG
GAACAACATTAATACGACCTCCGGATACCG
GCCAGCGTGACAGTAAATAG

MFHLFFVNLKEKTHLKTH
PWLIKTVSSILYSGTTLIRP
PDTGQRDSK*

MFHLFFVNLKEKTH
LKTHPWLIKTVSSIL
YSGTTLIRPPDTGQ
RDSK*

ACCCTAGAGC ATAGTACCAA 0 U 0 0 0 0 0

6800 3262 ao AN6080.1 72.m19927 AO070340000130 0 -178 -101 ATGGCTAATAAAAACGGTGTCCTCCATCCTATACTCCGGA
ACAACATTAATACGACCTCCGGATACCGGCCAGCGTGA

ATGGCTAATAAAAACGGTGTCCTCCATCCTA
TACTCCGGAACAACATTAATACGACCTCCG
GATACCGGCCAGCGTGA

MANKNGVLHPILRNNINT
TSGYRPA*

MANKNGVLHPILRN
NINTTSGYRPA*

AAACTCACCC CAGTAAATAG 0 U 0 0 0 0 0

6802 3263 af AN6082.1 72.m19923 AO070340000132 0 -290 -246 ATGCACCTCAAATGGTTGGATGCGATAACGGAAAGATACC
CGTAA

ATGCACCTCAAATGGTTGGATGCGATAACGGAAAG
ATACCCGTAA

MHLKWLDAITERYP* MHLKWLDAITERYP* TGCCCATAGG TTGGATTTCA 0 J 0 0 0 YGL030W 0

6803 3263 af AN6082.1 72.m19923 AO070340000132 0 -279 -100 ATGGTTGGATGCGATAACGGAAAGATACCCGTAATTGGAT
TTCAGCCCCTTGTACTCCGTACGAAAACAGCGGGGTTACT
CAGCAGCTTCTGGCGGAGCGGAATATCTCTGCTCCGGCC
GGCACTAGGGCAAACCCACAAGAAAATTATCATGAAAATC
AATCTGGGAAGCGCTTCTTGA

ATGGTTGGATGCGATAACGGAAAGATACCCGTAAT
TGGATTTCAGCCCCTTGTACTCCGTACGAAAACAG
CGGGGTTACTCAGCAGCTTCTGGCGGAGCGGAAT
ATCTCTGCTCCGGCCGGCACTAGGGCAAACCCAC
AAGAAAATTATCATGAAAATCAATCTGGGAAGCGCT
TCTTGA

MVGCDNGKIPVIGFQPLV
LRTKTAGLLSSFWRSGIS
LLRPALGQTHKKIIMKINL
GSAS*

MVGCDNGKIPVIGF
QPLVLRTKTAGLLS
SFWRSGISLLRPAL
GQTHKKIIMKINLGS
AS*

TGCACCTCAA TCGCATCCCA 0 J 0 0 0 YGL030W 0

6804 3263 af AN6082.1 72.m19923 AO070340000132 0 -129 -100 ATGAAAATCAATCTGGGAAGCGCTTCTTGA ATGAAAATCAATCTGGGAAGCGCTTCTTGA MKINLGSAS* MKINLGSAS* GAAAATTATC TCGCATCCCA 0 J 0 0 0 YGL030W 0
6801 3263 an AN6082.1 72.m19923 AO070340000132 0 -161 -3 ATGACTAAGCACCGCGGAAACGGAGAAACAAGCGATCCG

GGTCCTCGCCAAACCCACAAAAAATCACCTTACCGTCTTTT
TGCATCTCATCCCAATCAAAGACACGGCCGGAGCGCACG
TTTTTCGATTCACCCCAGAAACACATCTACAACAGCGTAA

ATGACTAAGCACCGCGGAAACGGAGAAACAAGC
GATCCGGGTCCTCGCCAAACCCACAAAAAATCAC
CTTACCGTCTTTTTGCATCTCATCCCAATCAAAGA
CACGGCCGGAGCGCACGTTTTTCGATTCACCCC
AGAAACACATCTACAACAGCGTAA

MTKHRGNGETSDPGPR
QTHKKSPYRLFASHPNQ
RHGRSARFSIHPRNTSTT
A*

MTKHRGNGETSDPGPR
QTHKKSPYRLFASHPNQ
RHGRSARFSIHPRNTST
TA*

TGTATTCAAA CGATGGCCCC 0 J 0 0 0 YGL030W 0

6805 3263 ao AN6082.1 72.m19923 AO070340000132 0 -167 -3 ATGACTCAGCAACGACGGAACGGATCAGGAATAGTCCGA
GCGAATATAACGCTCGACCGCCAAACCCCACAAAGGAAA
GAAAAAACTCAACTTCACGATAAGGCCGGAGCGCACCTTT
TCAGACTACTCTCAAAGCATACCGAACTACTCAGTTCAACA
GCGTAA

ATGACTCAGCAACGACGGAACGGATCAGGA
ATAGTCCGAGCGAATATAACGCTCGACCGC
CAAACCCCACAAAGGAAAGAAAAAACTCAA
CTTCACGATAAGGCCGGAGCGCACCTTTTC
AGACTACTCTCAAAGCATACCGAACTACTCA
GTTCAACAGCGTAA

MTQQRRNGSGIVRANITL
DRQTPQRKEKTQLHDKA
GAHLFRLLSKHTELLSST
A*

MTQQRRNGSGIVR
ANITLDRQTPQRKE
KTQLHDKAGAHLFR
LLSKHTELLSSTA*

AGAAGGCGGA CGATGGCCCC 0 J 0 0 0 YGL030W 0

6807 3267 af AN6039.1 72.m19118 AO070340000246 0 -216 -145 ATGTTGAGTCGTTTGGCCTGTGGAGCATCTACAGCCATGG
TCAAGTCACGTGAGTGCAGATTTCCGTCTTGA

ATGTTGAGTCGTTTGGCCTGTGGAGCATCTACAGC
CATGGTCAAGTCACGTGAGTGCAGATTTCCGTCTT
GA

MLSRLACGASTAMVKSR
ECRFPS*

MLSRLACGASTAMV
KSRECRFPS*

ATATTCTCGG GAATGTCCGC 0  0 0 0 0 0

6808 3267 af AN6039.1 72.m19118 AO070340000246 0 -180 -145 ATGGTCAAGTCACGTGAGTGCAGATTTCCGTCTTGA ATGGTCAAGTCACGTGAGTGCAGATTTCCGTCTTG
A

MVKSRECRFPS* MVKSRECRFPS* ATCTACAGCC GAATGTCCGC 0  0 0 0 0 0

6809 3267 af AN6039.1 72.m19118 AO070340000246 0 -142 -62 ATGTCCGCATATTTCCAACGAGATATAGCTACGCCGAGCA
CTGGTCTGTATCTTCACGAAACAACCATATTTTCCTTTTGA

ATGTCCGCATATTTCCAACGAGATATAGCTACGCC
GAGCACTGGTCTGTATCTTCACGAAACAACCATATT
TTCCTTTTGA

MSAYFQRDIATPSTGLYL
HETTIFSF*

MSAYFQRDIATPST
GLYLHETTIFSF*

CGTCTTGAGA GATTTAGCGA 0  0 0 0 0 0

6806 3267 an AN6039.1 72.m19118 AO070340000246 0 -98 -84 ATGCCTCACGTTTGA ATGCCTCACGTTTGA MPHV* MPHV* GCTCCTTCCC GTCAAGAAGG 0  0 0 0 0 0
6810 3267 ao AN6039.1 72.m19118 AO070340000246 0 -230 -198 ATGTCGTGGTGTAGAAGGAAGTATGTAACATAA ATGTCGTGGTGTAGAAGGAAGTATGTAACAT

AA
MSWCRRKYVT* MSWCRRKYVT* AAGAAAAAGA TACGGAGTCA 0  0 0 0 0 0

6811 3268 ao AN6037.1 72.m19944 AO070340000248 0 -127 -65 ATGTCTTTCTTGGGTCAAGCTCGTTCATCTAGGACTCTTCT
TTTCTTGATTACTTGCTGTTGA

ATGTCTTTCTTGGGTCAAGCTCGTTCATCTA
GGACTCTTCTTTTCTTGATTACTTGCTGTTGA

MSFLGQARSSRTLLFLIT
CC*

MSFLGQARSSRTLL
FLITCC*

ATAACCAGGT GAGCTTCCCC 0 G 0 0 0 0 0

6812 3269 af AN6034.1 72.m19950 AO070340000254 0 -241 -59 ATGTATTGCAATTACAGCACAAAACTGTCCCTGAAAGTTTC
GAACCGATGTTGGAACAAGGCTTCCCACGTGACCCACTGT
ATCCAGGGCCGTCCCCACATGGCCGAGTTTCGATATCGC
ATGCAATGCTTTGATGGATTATTTGCCGGATTTGAAACGAA
TGGTAATACAATTCAGGCTTGA

ATGTATTGCAATTACAGCACAAAACTGTCCCTGAAA
GTTTCGAACCGATGTTGGAACAAGGCTTCCCACGT
GACCCACTGTATCCAGGGCCGTCCCCACATGGCC
GAGTTTCGATATCGCATGCAATGCTTTGATGGATTA
TTTGCCGGATTTGAAACGAATGGTAATACAATTCAG
GCTTGA

MYCNYSTKLSLKVSNRC
WNKASHVTHCIQGRPHM
AEFRYRMQCFDGLFAGF
ETNGNTIQA*

MYCNYSTKLSLKVS
NRCWNKASHVTHCI
QGRPHMAEFRYRM
QCFDGLFAGFETNG
NTIQA*

GCAATCCGAG CGTTGGACTT 0 0 0 0 0 0

6823 3270 af AN6031.1 72.m19125 AO070340000257 0 -201 -115 ATGCTATCGTTCTCCTCTCCTCGGTTCCCCGGCTTAGCCT
TGCTCTTCTCCAGATTCTCCTTATTATTATTAGAGTTGCGC
CGTTGA

ATGCTATCGTTCTCCTCTCCTCGGTTCCCCGGCTT
AGCCTTGCTCTTCTCCAGATTCTCCTTATTATTATTA
GAGTTGCGCCGTTGA

MLSFSSPRFPGLALLFSR
FSLLLLELRR*

MLSFSSPRFPGLAL
LFSRFSLLLLELRR*

CAAACAGATC TACCCTCCAC 0 R FG05919.1 0 0 0 0

6824 3270 ao AN6031.1 72.m19125 AO070340000257 0 -213 -40 ATGGGGAAATTAAGTTCATTCGGAGGTCCCGTGTTGAAGT
TGCAACCGAGGCTGTCATGCTCATGCTTCCTCCTCGGTTC
ATGCCAACCTCTTCTTCTCCTATATTTAGGACTTATTCTCCA
TACTCTCCACATTTCATTGTTCCTGATCATCTTCACTACATC
TATCTTTTGA

ATGGGGAAATTAAGTTCATTCGGAGGTCCC
GTGTTGAAGTTGCAACCGAGGCTGTCATGC
TCATGCTTCCTCCTCGGTTCATGCCAACCTC
TTCTTCTCCTATATTTAGGACTTATTCTCCAT
ACTCTCCACATTTCATTGTTCCTGATCATCTT
CACTACATCTATCTTTTGA

MGKLSSFGGPVLKLQPR
LSCSCFLLGSCQPLLLLY
LGLILHTLHISLFLIIFTTSIF
*

MGKLSSFGGPVLKL
QPRLSCSCFLLGSC
QPLLLLYLGLILHTLH
ISLFLIIFTTSIF*

TCTGGCAATT TTCTCGATTA 0 R FG05919.1 0 0 0 0

6826 3273 af AN5989.1 72.m19151 AO070340000288 0 -251 -231 ATGATAAGTGAGCATCTATGA ATGATAAGTGAGCATCTATGA MISEHL* MISEHL* ACGTGCTCTG GCTATCCATC 0 G 0 0 0 0 0
6827 3273 af AN5989.1 72.m19151 AO070340000288 0 -234 -133 ATGAGCTATCCATCTGGTTGTAACAAATCCCAGGGGTTTAT

CAATCTATCACGCAACAAAGGCACCCGGCTCAAAATAATC
AACCAGCTGCCAAGTCCATGA

ATGAGCTATCCATCTGGTTGTAACAAATCCCAGGG
GTTTATCAATCTATCACGCAACAAAGGCACCCGGC
TCAAAATAATCAACCAGCTGCCAAGTCCATGA

MSYPSGCNKSQGFINLS
RNKGTRLKIINQLPSP*

MSYPSGCNKSQGFI
NLSRNKGTRLKIINQ
LPSP*

GTGAGCATCT CGCAATAAGA 0 G 0 0 0 0 0

6828 3273 af AN5989.1 72.m19151 AO070340000288 0 -136 -125 ATGACGCAATAA ATGACGCAATAA MTQ* MTQ* TGCCAAGTCC GACACCACCA 0 G 0 0 0 0 0
6825 3273 an AN5989.1 72.m19151 AO070340000288 0 -173 -108 ATGACGTTGTATTATTCATCTGCCCCCGCATCACGCAAGA

GTTGCAGTAAACTCGAGGAACTTTGA
ATGACGTTGTATTATTCATCTGCCCCCGCATCAC
GCAAGAGTTGCAGTAAACTCGAGGAACTTTGA

MTLYYSSAPASRKSCSKL
EEL*

MTLYYSSAPASRKSCSK
LEEL*

TCGGCCGCCG ACTTCAATTC 0 G 0 0 0 0 0

6829 3273 ao AN5989.1 72.m19151 AO070340000288 0 -263 -159 ATGTATGGGGCATCAGGAGATCAATCAATAATCAATATTGA
TTATGATTTTATCCCTTGGGAAACTGAGACATTGCGTCCTC
AATACCTGAGGCATTCATCTTGA

ATGTATGGGGCATCAGGAGATCAATCAATAA
TCAATATTGATTATGATTTTATCCCTTGGGAA
ACTGAGACATTGCGTCCTCAATACCTGAGG
CATTCATCTTGA

MYGASGDQSIINIDYDFIP
WETETLRPQYLRHSS*

MYGASGDQSIINIDY
DFIPWETETLRPQY
LRHSS*

ACAGACACAA AATGACGACA 0 G 0 0 0 0 0

6830 3273 ao AN5989.1 72.m19151 AO070340000288 0 -259 -233 ATGGGGCATCAGGAGATCAATCAATAA ATGGGGCATCAGGAGATCAATCAATAA MGHQEINQ* MGHQEINQ* ACACAAATGT TCAATATTGA 0 G 0 0 0 0 0
6831 3273 ao AN5989.1 72.m19151 AO070340000288 0 -220 -173 ATGATTTTATCCCTTGGGAAACTGAGACATTGCGTCCTCAA

TACCTGA
ATGATTTTATCCCTTGGGAAACTGAGACATT
GCGTCCTCAATACCTGA

MILSLGKLRHCVLNT* MILSLGKLRHCVLNT
*

AATATTGATT GGCATTCATC 0 G 0 0 0 0 0

6832 3273 ao AN5989.1 72.m19151 AO070340000288 0 -157 -128 ATGACGACATCATTATTAATGCATCTATGA ATGACGACATCATTATTAATGCATCTATGA MTTSLLMHL* MTTSLLMHL* TCATCTTGAA ATAACCTGAG 0 G 0 0 0 0 0

6833 3273 ao AN5989.1 72.m19151 AO070340000288 0 -139 -128 ATGCATCTATGA ATGCATCTATGA MHL* MHL* ATCATTATTA ATAACCTGAG 0 G 0 0 0 0 0
6834 3273 ao AN5989.1 72.m19151 AO070340000288 0 -131 -54 ATGAATAACCTGAGGCACCACATTGGTGCTGCCCCCTCAC

CAACAGAAACTAAATACCTCGCGATATCAGCCTACTAA
ATGAATAACCTGAGGCACCACATTGGTGCT
GCCCCCTCACCAACAGAAACTAAATACCTC
GCGATATCAGCCTACTAA

MNNLRHHIGAAPSPTETK
YLAISAY*

MNNLRHHIGAAPSP
TETKYLAISAY*

TAATGCATCT ATAGCTTGAA 0 G 0 0 0 0 0

6837 3275 af AN5954.1 72.m19170 AO070340000308 0 -225 -214 ATGTATAGATGA ATGTATAGATGA MYR* MYR* TGCGACATAA CTCAGCTCAC 0 JK FG02571.1 0 NCU06279.1 0 0

6838 3275 af AN5954.1 72.m19170 AO070340000308 0 -217 -182 ATGACTCAGCTCACCTCCTATGCAGAGATAAGATAA ATGACTCAGCTCACCTCCTATGCAGAGATAAGATA
A

MTQLTSYAEIR* MTQLTSYAEIR* AAATGTATAG ACACAAAACC 0 JK FG02571.1 0 NCU06279.1 0 0
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6839 3275 af AN5954.1 72.m19170 AO070340000308 0 -198 -187 ATGCAGAGATAA ATGCAGAGATAA MQR* MQR* CTCACCTCCT GATAAACACA 0 JK FG02571.1 0 NCU06279.1 0 0

6835 3275 an AN5954.1 72.m19170 AO070340000308 0 -220 -209 ATGCACATATAG ATGCACATATAG MHI* MHI* TGACAGACGA ATGACTCAGC 0 JK FG02571.1 0 NCU06279.1 0 0

6836 3275 an AN5954.1 72.m19170 AO070340000308 0 -208 -179 ATGACTCAGCAACAACTTATCCGTAGATAA ATGACTCAGCAACAACTTATCCGTAGATAA MTQQQLIRR* MTQQQLIRR* GCACATATAG GATAAGCACA 0 JK FG02571.1 0 NCU06279.1 0 0

6840 3275 ao AN5954.1 72.m19170 AO070340000308 0 -197 -186 ATGCGCAGATAA ATGCGCAGATAA MRR* MRR* CGGCTCCGTT GATAAGCACA 0 JK FG02571.1 0 NCU06279.1 0 0

6841 3277 an AN9469.1 72.m19180 AO070340000318 0 -175 -53 ATGGTAGGGCTTCCGCTCGAGTCACGTGCCTACTGTTTTG
AGTGCGGTGTATGGTTCATCCGGTCCGGACAGACTCCGC
GGACGCAAGTTTGGTTTAGCTGTGTTGGTGCAGTGCTCTG
TTAG

ATGGTAGGGCTTCCGCTCGAGTCACGTGCCTAC
TGTTTTGAGTGCGGTGTATGGTTCATCCGGTCCG
GACAGACTCCGCGGACGCAAGTTTGGTTTAGCT
GTGTTGGTGCAGTGCTCTGTTAG

MVGLPLESRAYCFECGV
WFIRSGQTPRTQVWFSC
VGAVLC*

MVGLPLESRAYCFECG
VWFIRSGQTPRTQVWF
SCVGAVLC*

TGGGTCAGGC CAAGTCAGGC 0 J 0 0 0 YOR150W 0

6842 3277 an AN9469.1 72.m19180 AO070340000318 0 -125 -78 ATGGTTCATCCGGTCCGGACAGACTCCGCGGACGCAAGT
TTGGTTTAG

ATGGTTCATCCGGTCCGGACAGACTCCGCGGAC
GCAAGTTTGGTTTAG

MVHPVRTDSADASLV* MVHPVRTDSADASLV* AGTGCGGTGT CTGTGTTGGT 0 J 0 0 0 YOR150W 0

6843 3277 ao AN9469.1 72.m19180 AO070340000318 0 -157 -137 ATGCTCCGCCGGGGCGGCTGA ATGCTCCGCCGGGGCGGCTGA MLRRGG* MLRRGG* GTGTCACGTG AGTTTGGGTC 0 J 0 0 0 YOR150W 0
6844 3279 an AN5915.1 72.m19953 AO070340000372 0 -263 -234 ATGGTTCACGTGATAAGTGTCATTACGTAA ATGGTTCACGTGATAAGTGTCATTACGTAA MVHVISVIT* MVHVISVIT* CCCGAGGTAA GCTATCAAGC 0 U 0 MG06273.1 0 0 0
6847 3280 af AN4633.1 57.m05544 AO070340000373 0 -221 -186 ATGCACAGGATGTTCTTCCAGGTCACGTGCACCTGA ATGCACAGGATGTTCTTCCAGGTCACGTGCACCTG

A
MHRMFFQVTCT* MHRMFFQVTCT* CCGCTTCAAA CGGAATAGGC 0 S 0 0 0 0 0

6848 3280 af AN4633.1 57.m05544 AO070340000373 0 -212 -186 ATGTTCTTCCAGGTCACGTGCACCTGA ATGTTCTTCCAGGTCACGTGCACCTGA MFFQVTCT* MFFQVTCT* AATGCACAGG CGGAATAGGC 0 S 0 0 0 0 0
6849 3280 ao AN4633.1 57.m05544 AO070340000373 0 -197 -150 ATGATTTCCCCAAGAGGAAGGCGGTGTCACGTGTCGCCG

GCGGAATAA
ATGATTTCCCCAAGAGGAAGGCGGTGTCAC
GTGTCGCCGGCGGAATAA

MISPRGRRCHVSPAE* MISPRGRRCHVSPA
E*

CGACACGGTC CCCCGGTTTT 0 S 0 0 0 0 0

6853 3281 af AN5746.1 69.m14844 AO070341000003 0 -419 -327 ATGCCTGGCTTTCCCAGTCTGAGATCATTAACATCTACCC
CGCCATTCCACACCTGTACTGTTGACCCCTCCATCGCTCT
TCGTCATCACTAA

ATGCCTGGCTTTCCCAGTCTGAGATCATTAACATCT
ACCCCGCCATTCCACACCTGTACTGTTGACCCCTC
CATCGCTCTTCGTCATCACTAA

MPGFPSLRSLTSTPPFHT
CTVDPSIALRHH*

MPGFPSLRSLTSTP
PFHTCTVDPSIALRH
H*

AGTGAATTTC GAGGAATTGG 0 G 0 MG10607.1 0 0 0

6850 3281 an AN5746.1 69.m14844 AO070341000003 0 -252 -187 ATGCCTCCTTCACATTGCGGTCTTCCTAAGGATGAGTCCA
GGCGGTCTCGATCCATCAGCGATTGA

ATGCCTCCTTCACATTGCGGTCTTCCTAAGGATG
AGTCCAGGCGGTCTCGATCCATCAGCGATTGA

MPPSHCGLPKDESRRSR
SISD*

MPPSHCGLPKDESRRS
RSISD*

ACCTGTCGGT CCGGATGACT 0 G 0 MG10607.1 0 0 0

6851 3281 an AN5746.1 69.m14844 AO070341000003 0 -221 -66 ATGAGTCCAGGCGGTCTCGATCCATCAGCGATTGACCGG
ATGACTCCATCGCTCACCTGCTGGCATCATTCTTTTTGGG
CCATCGGTGAACGACATCCCCGCCTGCTAAATCACTCCCA
GCAACTCTTCGCCTCCCCTTTCTGTTATATTTGTTAA

ATGAGTCCAGGCGGTCTCGATCCATCAGCGATT
GACCGGATGACTCCATCGCTCACCTGCTGGCAT
CATTCTTTTTGGGCCATCGGTGAACGACATCCCC
GCCTGCTAAATCACTCCCAGCAACTCTTCGCCTC
CCCTTTCTGTTATATTTGTTAA

MSPGGLDPSAIDRMTPSL
TCWHHSFWAIGERHPRL
LNHSQQLFASPFCYIC*

MSPGGLDPSAIDRMTPS
LTCWHHSFWAIGERHP
RLLNHSQQLFASPFCYI
C*

CTTCCTAAGG CTTCTCCGTC 0 G 0 MG10607.1 0 0 0

6852 3281 an AN5746.1 69.m14844 AO070341000003 0 -182 -66 ATGACTCCATCGCTCACCTGCTGGCATCATTCTTTTTGGG
CCATCGGTGAACGACATCCCCGCCTGCTAAATCACTCCCA
GCAACTCTTCGCCTCCCCTTTCTGTTATATTTGTTAA

ATGACTCCATCGCTCACCTGCTGGCATCATTCTT
TTTGGGCCATCGGTGAACGACATCCCCGCCTGC
TAAATCACTCCCAGCAACTCTTCGCCTCCCCTTT
CTGTTATATTTGTTAA

MTPSLTCWHHSFWAIGE
RHPRLLNHSQQLFASPF
CYIC*

MTPSLTCWHHSFWAIG
ERHPRLLNHSQQLFASP
FCYIC*

GATTGACCGG CTTCTCCGTC 0 G 0 MG10607.1 0 0 0

6854 3281 ao AN5746.1 69.m14844 AO070341000003 0 -418 -374 ATGACCTCCTCCTACCCCACCATCCCACTATTTTTGTTACG
GTAG

ATGACCTCCTCCTACCCCACCATCCCACTAT
TTTTGTTACGGTAG

MTSSYPTIPLFLLR* MTSSYPTIPLFLLR* CACTGAGATC CCATGACCCC 0 G 0 MG10607.1 0 0 0

6855 3281 ao AN5746.1 69.m14844 AO070341000003 0 -371 -282 ATGACCCCTCCATGGCAAAGAGAGAGGAGGACGAGGACG
ATCAGGAAACTGTGTCTCGCCGTCATACCACAATCGTGTT
ATCCTGATTGA

ATGACCCCTCCATGGCAAAGAGAGAGGAG
GACGAGGACGATCAGGAAACTGTGTCTCGC
CGTCATACCACAATCGTGTTATCCTGATTGA

MTPPWQRERRTRTIRKL
CLAVIPQSCYPD*

MTPPWQRERRTRTI
RKLCLAVIPQSCYPD
*

TACGGTAGCC CATCTTCTTA 0 G 0 MG10607.1 0 0 0

6856 3281 ao AN5746.1 69.m14844 AO070341000003 0 -360 -286 ATGGCAAAGAGAGAGGAGGACGAGGACGATCAGGAAACT
GTGTCTCGCCGTCATACCACAATCGTGTTATCCTGA

ATGGCAAAGAGAGAGGAGGACGAGGACGA
TCAGGAAACTGTGTCTCGCCGTCATACCAC
AATCGTGTTATCCTGA

MAKREEDEDDQETVSRR
HTTIVLS*

MAKREEDEDDQET
VSRRHTTIVLS*

TGACCCCTCC TTGACATCTT 0 G 0 MG10607.1 0 0 0

6859 3282 af AN5747.1 69.m14845 AO070341000004 0 -223 -212 ATGTTGGGCTAA ATGTTGGGCTAA MLG* MLG* CGTAATCGCC GTCATGTGAC 0 O FG01198.1 0 0 0 0
6857 3282 an AN5747.1 69.m14845 AO070341000004 0 -222 -190 ATGGCCTATATTGGCCTGAATTTAATGGCATGA ATGGCCTATATTGGCCTGAATTTAATGGCATGA MAYIGLNLMA* MAYIGLNLMA* CGGCTTGAAC ATATAGTCAT 0 O FG01198.1 0 0 0 0

6858 3282 an AN5747.1 69.m14845 AO070341000004 0 -193 -176 ATGAATATAGTCATGTGA ATGAATATAGTCATGTGA MNIVM* MNIVM* ATTTAATGGC CCGAGTCCGT 0 O FG01198.1 0 0 0 0
6860 3282 ao AN5747.1 69.m14845 AO070341000004 0 -200 -180 ATGGGTTTGGTGGCTCCGTAA ATGGGTTTGGTGGCTCCGTAA MGLVAP* MGLVAP* AGGTGACCTC GCTCCTCTAC 0 O FG01198.1 0 0 0 0
6861 3283 af AN5752.1 69.m14850 AO070341000009 0 -133 -107 ATGCCTCAGGCAGCAAGGCCACTCTGA ATGCCTCAGGCAGCAAGGCCACTCTGA MPQAARPL* MPQAARPL* CCGGTACTGA TTGTTGGCCC 0  0 0 0 0 0
6862 3283 ao AN5752.1 69.m14850 AO070341000009 0 -248 -234 ATGGAACCGTATTGA ATGGAACCGTATTGA MEPY* MEPY* CATTAAATAC TTGGTATTGC 0  0 0 0 0 0
6863 3284 ao AN5741.1 69.m14856 AO070341000018 0 -244 -125 ATGCCTTGTGTACGGTGTACGGAGTACAGTGCTATTACTA

TTTATCGAAGTATGCATATACTACTTCCACATCTACTAATAC
GGAGGCACCCCTATCGGATCTTCCCATTGGCTCCTTGA

ATGCCTTGTGTACGGTGTACGGAGTACAGT
GCTATTACTATTTATCGAAGTATGCATATACT
ACTTCCACATCTACTAATACGGAGGCACCC
CTATCGGATCTTCCCATTGGCTCCTTGA

MPCVRCTEYSAITIYRSM
HILLPHLLIRRHPYRIFPLA
P*

MPCVRCTEYSAITIY
RSMHILLPHLLIRRH
PYRIFPLAP*

GGCCAGGCAA AACCTGAGCG 0  0 0 0 0 0

6864 3284 ao AN5741.1 69.m14856 AO070341000018 0 -193 -125 ATGCATATACTACTTCCACATCTACTAATACGGAGGCACCC
CTATCGGATCTTCCCATTGGCTCCTTGA

ATGCATATACTACTTCCACATCTACTAATACG
GAGGCACCCCTATCGGATCTTCCCATTGGC
TCCTTGA

MHILLPHLLIRRHPYRIFPL
AP*

MHILLPHLLIRRHPY
RIFPLAP*

TTATCGAAGT AACCTGAGCG 0  0 0 0 0 0

6865 3284 ao AN5741.1 69.m14856 AO070341000018 0 -109 -92 ATGGTCACGTGGTCGTGA ATGGTCACGTGGTCGTGA MVTWS* MVTWS* GAGCGACAAT CGGCCGCAAT 0  0 0 0 0 0
6866 3285 af AN5731.1 54.m06850 AO070341000029 0 -270 -220 ATGACTGTTGTTAAAAAGTCCCACTTCATCTCTTTTGCGAC

CTCAAACTAA
ATGACTGTTGTTAAAAAGTCCCACTTCATCTCTTTT
GCGACCTCAAACTAA

MTVVKKSHFISFATSN* MTVVKKSHFISFATS
N*

AGCAACATCG GGGCTGACAC 0 E 0 0 NCU05420.1 0 0

6867 3285 af AN5731.1 54.m06850 AO070341000029 0 -84 -49 ATGATCCTCCCTTGCGAATGGCCCCACCAACAATAA ATGATCCTCCCTTGCGAATGGCCCCACCAACAATA
A

MILPCEWPHQQ* MILPCEWPHQQ* TAAGCATTGC CATGAGTCAA 0 E 0 0 NCU05420.1 0 0

6868 3285 af AN5731.1 54.m06850 AO070341000029 0 -67 -44 ATGGCCCCACCAACAATAACATGA ATGGCCCCACCAACAATAACATGA MAPPTIT* MAPPTIT* TCCCTTGCGA GTCAAAAGCA 0 E 0 0 NCU05420.1 0 0

6869 3285 ao AN5731.1 54.m06850 AO070341000029 0 -255 -199 ATGCCATATTTCTCACCTTATTTTCATCATGCAATCGTTGAG
TGGATTTTTCTATGA

ATGCCATATTTCTCACCTTATTTTCATCATGC
AATCGTTGAGTGGATTTTTCTATGA

MPYFSPYFHHAIVEWIFL* MPYFSPYFHHAIVE
WIFL*

CAGTGAAAAG TCTCTTGTTC 0 E 0 0 NCU05420.1 0 0

6870 3285 ao AN5731.1 54.m06850 AO070341000029 0 -227 -132 ATGCAATCGTTGAGTGGATTTTTCTATGATCTCTTGTTCGT
TGAAGATCCTCGCGGGGTATCATTAGATCGACTTTCAGTT
CAGTCGACCCTCTAA

ATGCAATCGTTGAGTGGATTTTTCTATGATC
TCTTGTTCGTTGAAGATCCTCGCGGGGTAT
CATTAGATCGACTTTCAGTTCAGTCGACCCT
CTAA

MQSLSGFFYDLLFVEDP
RGVSLDRLSVQSTL*

MQSLSGFFYDLLFV
EDPRGVSLDRLSVQ
STL*

TATTTTCATC ATCCTTTCTT 0 E 0 0 NCU05420.1 0 0

6871 3285 ao AN5731.1 54.m06850 AO070341000029 0 -202 -161 ATGATCTCTTGTTCGTTGAAGATCCTCGCGGGGTATCATTA
G

ATGATCTCTTGTTCGTTGAAGATCCTCGCGG
GGTATCATTAG

MISCSLKILAGYH* MISCSLKILAGYH* GGATTTTTCT ATCGACTTTC 0 E 0 0 NCU05420.1 0 0

6874 3286 af AN3932.1 69.m14995 AO070341000043 0 -270 -172 ATGCCATTCAATGAAAGTTCAATATACTCTGTGTATATGCA
CTATCAAAAGTTGTGGAAGACTCCTATTCTGAGGGTTGATT
GTAGTACTGTCACGTGA

ATGCCATTCAATGAAAGTTCAATATACTCTGTGTAT
ATGCACTATCAAAAGTTGTGGAAGACTCCTATTCTG
AGGGTTGATTGTAGTACTGTCACGTGA

MPFNESSIYSVYMHYQKL
WKTPILRVDCSTVT*

MPFNESSIYSVYMH
YQKLWKTPILRVDC
STVT*

GAAATGTTTT CGCAGGCGGC 0 O 0 MG00170.1 0 0 0

6875 3286 af AN3932.1 69.m14995 AO070341000043 0 -260 -198 ATGAAAGTTCAATATACTCTGTGTATATGCACTATCAAAAG
TTGTGGAAGACTCCTATTCTGA

ATGAAAGTTCAATATACTCTGTGTATATGCACTATC
AAAAGTTGTGGAAGACTCCTATTCTGA

MKVQYTLCICTIKSCGRLL
F*

MKVQYTLCICTIKSC
GRLLF*

ATGCCATTCA GGGTTGATTG 0 O 0 MG00170.1 0 0 0

6876 3286 af AN3932.1 69.m14995 AO070341000043 0 -234 -172 ATGCACTATCAAAAGTTGTGGAAGACTCCTATTCTGAGGG
TTGATTGTAGTACTGTCACGTGA

ATGCACTATCAAAAGTTGTGGAAGACTCCTATTCTG
AGGGTTGATTGTAGTACTGTCACGTGA

MHYQKLWKTPILRVDCST
VT*

MHYQKLWKTPILRV
DCSTVT*

CTCTGTGTAT CGCAGGCGGC 0 O 0 MG00170.1 0 0 0

6872 3286 an AN3932.1 69.m14995 AO070341000043 0 -234 -220 ATGCAAAGTGTATAG ATGCAAAGTGTATAG MQSV* MQSV* TATCGTAAGG TAGTAGAGGA 0 O 0 MG00170.1 0 0 0
6873 3286 an AN3932.1 69.m14995 AO070341000043 0 -205 -188 ATGTTACGTGCCTGGTAA ATGTTACGTGCCTGGTAA MLRAW* MLRAW* AGAGGATCAA TTGAGGCTGC 0 O 0 MG00170.1 0 0 0
6877 3286 ao AN3932.1 69.m14995 AO070341000043 0 -240 -226 ATGTATGAAGTATGA ATGTATGAAGTATGA MYEV* MYEV* GTAGAGATAG AGGGAAGGCA 0 O 0 MG00170.1 0 0 0
6878 3286 ao AN3932.1 69.m14995 AO070341000043 0 -236 -210 ATGAAGTATGAAGGGAAGGCAAACTGA ATGAAGTATGAAGGGAAGGCAAACTGA MKYEGKAN* MKYEGKAN* AGATAGATGT TAAAGGCGAT 0 O 0 MG00170.1 0 0 0
6879 3286 ao AN3932.1 69.m14995 AO070341000043 0 -229 -191 ATGAAGGGAAGGCAAACTGATAAAGGCGATAAGGTGTGA ATGAAGGGAAGGCAAACTGATAAAGGCGAT

AAGGTGTGA
MKGRQTDKGDKV* MKGRQTDKGDKV* TGTATGAAGT AGTAAGCGAT 0 O 0 MG00170.1 0 0 0

6880 3286 ao AN3932.1 69.m14995 AO070341000043 0 -180 -169 ATGATCACGTGA ATGATCACGTGA MIT* MIT* AGTAAGCGAT CCCAGGCGGC 0 O 0 MG00170.1 0 0 0
6882 3289 af AN4174.1 69.m14956 AO070341000088 0 -96 -82 ATGCGTCTCTCATAA ATGCGTCTCTCATAA MRLS* MRLS* CCTATCAGGT TCAAGCCGTT 0 G 0 0 0 YML004C 0
6881 3289 an AN4174.1 69.m14956 AO070341000088 0 -75 -46 ATGTCTAACTCATTAGGGTTCCCCGCTTGA ATGTCTAACTCATTAGGGTTCCCCGCTTGA MSNSLGFPA* MSNSLGFPA* TTCGTCATTC GCAGTTGCAG 0 G 0 0 0 YML004C 0
6884 3290 af AN1921.1 69.m14938 AO070341000116 0 -250 -86 ATGAACCCATCCTCCCCCAGACGCCATTCCGTATCCTTCC

TACTAATTTCTCCCCGTCTTTCCTTTATTCTTCCTTTGTTTG
GGGGGTTTTCGTCTCCGTCTTGCTATCTTTCTTCACAGATC
TTGTTCTTCGGGACCCTATCAGCTGGCCTGTCATCTCCTT
AG

ATGAACCCATCCTCCCCCAGACGCCATTCCGTATC
CTTCCTACTAATTTCTCCCCGTCTTTCCTTTATTCTT
CCTTTGTTTGGGGGGTTTTCGTCTCCGTCTTGCTAT
CTTTCTTCACAGATCTTGTTCTTCGGGACCCTATCA
GCTGGCCTGTCATCTCCTTAG

MNPSSPRRHSVSFLLISP
RLSFILPLFGGFSSPSCYL
SSQILFFGTLSAGLSSP*

MNPSSPRRHSVSFL
LISPRLSFILPLFGGF
SSPSCYLSSQILFFG
TLSAGLSSP*

TTTGCCGACC TGGCACCTTG 0 U 0 MG08896.1 0 0 0

6885 3291 af AN1897.1 57.m05721 AO070341000158 0 -195 -88 ATGGCCCATCACCTCATCAGCTTTGCAGTCGGGAATGCCG
CGAAGATGGCCGCAGCTGGTTTTAACGGCTTCTTGCATTT
TCGTGCTCACGAAGTATTTGGTTCTTAA

ATGGCCCATCACCTCATCAGCTTTGCAGTCGGGAA
TGCCGCGAAGATGGCCGCAGCTGGTTTTAACGGC
TTCTTGCATTTTCGTGCTCACGAAGTATTTGGTTCT
TAA

MAHHLISFAVGNAAKMAA
AGFNGFLHFRAHEVFGS*

MAHHLISFAVGNAA
KMAAAGFNGFLHFR
AHEVFGS*

CCCAGTCTCG GAAGGCCCGA 0 E 0 0 0 0 0

6886 3291 af AN1897.1 57.m05721 AO070341000158 0 -161 -75 ATGCCGCGAAGATGGCCGCAGCTGGTTTTAACGGCTTCTT
GCATTTTCGTGCTCACGAAGTATTTGGTTCTTAAGAAGGC
CCGATAG

ATGCCGCGAAGATGGCCGCAGCTGGTTTTAACGG
CTTCTTGCATTTTCGTGCTCACGAAGTATTTGGTTC
TTAAGAAGGCCCGATAG

MPRRWPQLVLTASCIFVL
TKYLVLKKAR*

MPRRWPQLVLTAS
CIFVLTKYLVLKKAR*

GCAGTCGGGA TCCCTCTCAG 0 E 0 0 0 0 0

6887 3291 af AN1897.1 57.m05721 AO070341000158 0 -150 -88 ATGGCCGCAGCTGGTTTTAACGGCTTCTTGCATTTTCGTG
CTCACGAAGTATTTGGTTCTTAA

ATGGCCGCAGCTGGTTTTAACGGCTTCTTGCATTTT
CGTGCTCACGAAGTATTTGGTTCTTAA

MAAAGFNGFLHFRAHEV
FGS*

MAAAGFNGFLHFRA
HEVFGS*

TGCCGCGAAG GAAGGCCCGA 0 E 0 0 0 0 0

6888 3291 ao AN1897.1 57.m05721 AO070341000158 0 -214 -173 ATGATCTGTTGGTTGCATTGTCAATGTTGCGCAATAGTTTG
A

ATGATCTGTTGGTTGCATTGTCAATGTTGCG
CAATAGTTTGA

MICWLHCQCCAIV* MICWLHCQCCAIV* TACTTTGGCT ATTCCCGCGA 0 E 0 0 0 0 0

6889 3291 ao AN1897.1 57.m05721 AO070341000158 0 -160 -116 ATGTCCGTGACTACCGGCAGGTCGCGACCGCCGTTAGTC
TCATAA

ATGTCCGTGACTACCGGCAGGTCGCGACC
GCCGTTAGTCTCATAA

MSVTTGRSRPPLVS* MSVTTGRSRPPLVS
*

TCCCGCGATC AACGAGGCAC 0 E 0 0 0 0 0

6891 3292 af AN1896.1 57.m05722 AO070341000159 0 -181 -131 ATGGAGGGGGAAGCAATAGGAGTCCCAGATATGAGGGGC
AGACAGACTTGA

ATGGAGGGGGAAGCAATAGGAGTCCCAGATATGA
GGGGCAGACAGACTTGA

MEGEAIGVPDMRGRQT* MEGEAIGVPDMRG
RQT*

GGAATCGTCC AAACGATTTG 0 G FG06449.1 MG00317.1 NCU05537.1 0 0

6892 3292 af AN1896.1 57.m05722 AO070341000159 0 -151 -131 ATGAGGGGCAGACAGACTTGA ATGAGGGGCAGACAGACTTGA MRGRQT* MRGRQT* AGTCCCAGAT AAACGATTTG 0 G FG06449.1 MG00317.1 NCU05537.1 0 0

6893 3292 af AN1896.1 57.m05722 AO070341000159 0 -114 -85 ATGTCGTTGGGTCGCTCTGGATCATCTTGA ATGTCGTTGGGTCGCTCTGGATCATCTTGA MSLGRSGSS* MSLGRSGSS* TTTGTTTTTA GCAAGGCCAT 0 G FG06449.1 MG00317.1 NCU05537.1 0 0

6890 3292 an AN1896.1 57.m05722 AO070341000159 0 -105 -22 ATGTCGACATCTCTCTCAGCAGCGTTTTATCTGTTATTTGG
TCTTCGTTGTCTCCTGAATCATTCATCTACCATTCTCTCCTA
A

ATGTCGACATCTCTCTCAGCAGCGTTTTATCTGTT
ATTTGGTCTTCGTTGTCTCCTGAATCATTCATCTA
CCATTCTCTCCTAA

MSTSLSAAFYLLFGLRCL
LNHSSTILS*

MSTSLSAAFYLLFGLRC
LLNHSSTILS*

GCCCCGTTCT TTTTTGCTAG 0 G FG06449.1 MG00317.1 NCU05537.1 0 0

6894 3292 ao AN1896.1 57.m05722 AO070341000159 0 -139 -68 ATGAGGGGCAGACTAAGTCAAAGCAACTTGTTTTTAACAT
CGCTTTCTTCGCCGTCGGAGCTTTTCACATGA

ATGAGGGGCAGACTAAGTCAAAGCAACTTG
TTTTTAACATCGCTTTCTTCGCCGTCGGAGC
TTTTCACATGA

MRGRLSQSNLFLTSLSSP
SELFT*

MRGRLSQSNLFLTS
LSSPSELFT*

CAATCAAGAG GCACGTCGCT 0 G FG06449.1 MG00317.1 NCU05537.1 0 0
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6895 3292 ao AN1896.1 57.m05722 AO070341000159 0 -71 -54 ATGAGCACGTCGCTGTGA ATGAGCACGTCGCTGTGA MSTSL* MSTSL* AGCTTTTCAC CTACCTTCTC 0 G FG06449.1 MG00317.1 NCU05537.1 0 0

6898 3293 af AN1895.1 57.m05723 AO070341000160 0 -173 -144 ATGTCTTATATTAAGTTATGCGTAGATTAA ATGTCTTATATTAAGTTATGCGTAGATTAA MSYIKLCVD* MSYIKLCVD* GAAAATAAGC CATTGTTTAT 0 O 0 0 0 0 0
6899 3293 af AN1895.1 57.m05723 AO070341000160 0 -156 -79 ATGCGTAGATTAACATTGTTTATACCCGACGTGACGTCCG

CACCTCCGCATGTAAACGATCAGGAAACCTACATGTAG
ATGCGTAGATTAACATTGTTTATACCCGACGTGACG
TCCGCACCTCCGCATGTAAACGATCAGGAAACCTA
CATGTAG

MRRLTLFIPDVTSAPPHV
NDQETYM*

MRRLTLFIPDVTSAP
PHVNDQETYM*

ATATTAAGTT AGCTCTTTGC 0 O 0 0 0 0 0

6896 3293 an AN1895.1 57.m05723 AO070341000160 0 -201 -130 ATGAATAGGAAATCGCCGTGGATACCCTTGGCCAGAGCCT
TGAATACGAGCGATTCCGAGTTTATCCTCTAG

ATGAATAGGAAATCGCCGTGGATACCCTTGGCCA
GAGCCTTGAATACGAGCGATTCCGAGTTTATCCT
CTAG

MNRKSPWIPLARALNTS
DSEFIL*

MNRKSPWIPLARALNTS
DSEFIL*

GAAACTAGGA ATAGAGAACT 0 O 0 0 0 0 0

6897 3293 an AN1895.1 57.m05723 AO070341000160 0 -113 -45 ATGAACACTTCCAACGCACCACCTTTTCCCTCTAGCAGAC
TCAAACCGTTTCCAAGCAACAAACCCTAG

ATGAACACTTCCAACGCACCACCTTTTCCCTCTA
GCAGACTCAAACCGTTTCCAAGCAACAAACCCTA
G

MNTSNAPPFPSSRLKPFP
SNKP*

MNTSNAPPFPSSRLKPF
PSNKP*

AACTGCATCG TCAAGACTGC 0 O 0 0 0 0 0

6900 3293 ao AN1895.1 57.m05723 AO070341000160 0 -228 -145 ATGAGACGCAGTAACGGAAGTCTAAACCCAGTATTAATTT
GTTACGTTGATGTATATTCCTCAAATAGTATTAAATTGCTGT
AG

ATGAGACGCAGTAACGGAAGTCTAAACCCA
GTATTAATTTGTTACGTTGATGTATATTCCTC
AAATAGTATTAAATTGCTGTAG

MRRSNGSLNPVLICYVDV
YSSNSIKLL*

MRRSNGSLNPVLIC
YVDVYSSNSIKLL*

GTGGTCAAGG CGTAGAAACT 0 O 0 0 0 0 0

6901 3293 ao AN1895.1 57.m05723 AO070341000160 0 -179 -120 ATGTATATTCCTCAAATAGTATTAAATTGCTGTAGCGTAGA
AACTCTACTATTTGGGTAG

ATGTATATTCCTCAAATAGTATTAAATTGCTG
TAGCGTAGAAACTCTACTATTTGGGTAG

MYIPQIVLNCCSVETLLFG
*

MYIPQIVLNCCSVET
LLFG*

TGTTACGTTG TCTATCTCTC 0 O 0 0 0 0 0

6904 3294 af AN1882.1 57.m05985 AO070341000166 0 -271 -245 ATGCACTCTTTGATCATCTTACGGTAG ATGCACTCTTTGATCATCTTACGGTAG MHSLIILR* MHSLIILR* ATTCAAGAAG GTAGCTCTTC 0 CR 0 0 0 0 0
6905 3294 af AN1882.1 57.m05985 AO070341000166 0 -135 -82 ATGGTGATATCAATCACCTTCAGTTGCACTGTCTTTGGGTC

TCCTACTTCCTGA
ATGGTGATATCAATCACCTTCAGTTGCACTGTCTTT
GGGTCTCCTACTTCCTGA

MVISITFSCTVFGSPTS* MVISITFSCTVFGSP
TS*

ACATTAGCGC GCCGTTGCAT 0 CR 0 0 0 0 0

6902 3294 an AN1882.1 57.m05985 AO070341000166 0 -127 -29 ATGATTTCTAAGCAGCTGCTAGGTCATGGAGTCCATTTAAA
CCCCCCAATCCTTGGTCTGCTCCTCAGTGTAATTGACACA
GACCGAATCAAAGTTTAG

ATGATTTCTAAGCAGCTGCTAGGTCATGGAGTCC
ATTTAAACCCCCCAATCCTTGGTCTGCTCCTCAG
TGTAATTGACACAGACCGAATCAAAGTTTAG

MISKQLLGHGVHLNPPIL
GLLLSVIDTDRIKV*

MISKQLLGHGVHLNPPIL
GLLLSVIDTDRIKV*

ACATCACTGC CCCAAGCTAT 0 CR 0 0 0 0 0

6903 3294 an AN1882.1 57.m05985 AO070341000166 0 -102 -88 ATGGAGTCCATTTAA ATGGAGTCCATTTAA MESI* MESI* CTGCTAGGTC ACCCCCCAAT 0 CR 0 0 0 0 0
6906 3294 ao AN1882.1 57.m05985 AO070341000166 0 -150 -133 ATGCATAGACCCAAATAG ATGCATAGACCCAAATAG MHRPK* MHRPK* CGCATTATTA ACTTTATTAA 0 CR 0 0 0 0 0
6907 3297 ao AN7967.1 57.m05767 AO070341000216 0 -227 -120 ATGACCTTGATAAGAGACCTTCCGTTCCACACATGGGTGG

CGCTACCGGAAAAAATTGAAGATAAAAGAATTTCACCACA
GCGAATGAGGGCTGTACCCCTACTTTAG

ATGACCTTGATAAGAGACCTTCCGTTCCACA
CATGGGTGGCGCTACCGGAAAAAATTGAAG
ATAAAAGAATTTCACCACAGCGAATGAGGG
CTGTACCCCTACTTTAG

MTLIRDLPFHTWVALPEKI
EDKRISPQRMRAVPLL*

MTLIRDLPFHTWVA
LPEKIEDKRISPQRM
RAVPLL*

AGAAGAACAT TTCGAGCTTA 0 F 0 0 0 0 0

6908 3297 ao AN7967.1 57.m05767 AO070341000216 0 -195 -169 ATGGGTGGCGCTACCGGAAAAAATTGA ATGGGTGGCGCTACCGGAAAAAATTGA MGGATGKN* MGGATGKN* CGTTCCACAC AGATAAAAGA 0 F 0 0 0 0 0
6909 3297 ao AN7967.1 57.m05767 AO070341000216 0 -143 -120 ATGAGGGCTGTACCCCTACTTTAG ATGAGGGCTGTACCCCTACTTTAG MRAVPLL* MRAVPLL* ACCACAGCGA TTCGAGCTTA 0 F 0 0 0 0 0
6911 3300 af AN2104.1 57.m05805 AO070341000262 0 -281 -219 ATGGCGAATCATAGGGTCGGCATTCCACAGCGGTTGAAC

ATTTTCCATTGTGTATGTAGGTAA
ATGGCGAATCATAGGGTCGGCATTCCACAGCGGTT
GAACATTTTCCATTGTGTATGTAGGTAA

MANHRVGIPQRLNIFHCV
CR*

MANHRVGIPQRLNI
FHCVCR*

CGGCGAGGAG GTTCTACGCA 0 J 0 MG04742.1 0 0 0

6912 3300 af AN2104.1 57.m05805 AO070341000262 0 -189 -82 ATGAGCGCTGACTGTGTCAAGTCGCTATCTCAATTGATCT
GGCACCATATACATGTACGCGTTGTACGGAGTAGGACAAC
GCGACATCGTCAATTGACGACTGAATAG

ATGAGCGCTGACTGTGTCAAGTCGCTATCTCAATT
GATCTGGCACCATATACATGTACGCGTTGTACGGA
GTAGGACAACGCGACATCGTCAATTGACGACTGAA
TAG

MSADCVKSLSQLIWHHIH
VRVVRSRTTRHRQLTTE*

MSADCVKSLSQLIW
HHIHVRVVRSRTTR
HRQLTTE*

TCGCTTGGAA CTTCGAGCTC 0 J 0 MG04742.1 0 0 0

6913 3300 af AN2104.1 57.m05805 AO070341000262 0 -137 -93 ATGTACGCGTTGTACGGAGTAGGACAACGCGACATCGTC
AATTGA

ATGTACGCGTTGTACGGAGTAGGACAACGCGACAT
CGTCAATTGA

MYALYGVGQRDIVN* MYALYGVGQRDIVN
*

CACCATATAC CGACTGAATA 0 J 0 MG04742.1 0 0 0

6914 3300 ao AN2104.1 57.m05805 AO070341000262 0 -115 -98 ATGTTGGTGTTCTATTGA ATGTTGGTGTTCTATTGA MLVFY* MLVFY* AGGACTGTGC CGACTGTTCT 0 J 0 MG04742.1 0 0 0
6915 3300 ao AN2104.1 57.m05805 AO070341000262 0 -87 -61 ATGATTATAACTGGGTATATTGAGTGA ATGATTATAACTGGGTATATTGAGTGA MIITGYIE* MIITGYIE* CGACTGTTCT TCAACGCCAA 0 J 0 MG04742.1 0 0 0
6916 3302 af AN3716.1 69.m15421 AO070341000345 0 -242 -177 ATGTCATCTCTCCACTACGGCGGCGCAGAGACACCGCCC

AAGCTCCTACGTAACGCCGCCATCTAA
ATGTCATCTCTCCACTACGGCGGCGCAGAGACAC
CGCCCAAGCTCCTACGTAACGCCGCCATCTAA

MSSLHYGGAETPPKLLR
NAAI*

MSSLHYGGAETPPK
LLRNAAI*

ACAGATAGGG GACCTAAGCA 0 O 0 MG03524.1 0 0 0

6917 3302 ao AN3716.1 69.m15421 AO070341000345 0 -224 -183 ATGTCATGTGCTCGGGCGGTGCAAAGACACCGCCTTGAG
TGA

ATGTCATGTGCTCGGGCGGTGCAAAGACAC
CGCCTTGAGTGA

MSCARAVQRHRLE* MSCARAVQRHRLE* CTATCCTTCG GCTTCGCTCC 0 O 0 MG03524.1 0 0 0

6918 3302 ao AN3716.1 69.m15421 AO070341000345 0 -219 -187 ATGTGCTCGGGCGGTGCAAAGACACCGCCTTGA ATGTGCTCGGGCGGTGCAAAGACACCGCC
TTGA

MCSGGAKTPP* MCSGGAKTPP* CTTCGATGTC GTGAGCTTCG 0 O 0 MG03524.1 0 0 0

6920 3304 af AN5457.1 69.m15475 AO070341000409 0 -160 -140 ATGATTTCAATCCGTATTTGA ATGATTTCAATCCGTATTTGA MISIRI* MISIRI* CATTGGTTTC AAGAGTTTAG 0 PQ 0 0 0 0 0
6919 3304 an AN5457.1 69.m15475 AO070341000409 0 -61 -11 ATGATCCAGTGCGCTGTCAAGATACACCGCGTTTCCTTAC

CGGGTCGGTAG
ATGATCCAGTGCGCTGTCAAGATACACCGCGTTT
CCTTACCGGGTCGGTAG

MIQCAVKIHRVSLPGR* MIQCAVKIHRVSLPGR* TCGCCGGCCG GCTTATCGCC 0 PQ 0 0 0 0 0

6921 3304 ao AN5457.1 69.m15475 AO070341000409 0 -218 -171 ATGGATTGCAGACTGGAAGTATCTGAGCCATTTGCTCCTC
TGATCTGA

ATGGATTGCAGACTGGAAGTATCTGAGCCA
TTTGCTCCTCTGATCTGA

MDCRLEVSEPFAPLI* MDCRLEVSEPFAPLI
*

TCGAGGTTGC GGCACGGATA 0 PQ 0 0 0 0 0

6922 3304 ao AN5457.1 69.m15475 AO070341000409 0 -84 -37 ATGACGCAGCTACCTTTTCCTTGTGCTTTTCTAGAGTTGCC
CGCGTGA

ATGACGCAGCTACCTTTTCCTTGTGCTTTTC
TAGAGTTGCCCGCGTGA

MTQLPFPCAFLELPA* MTQLPFPCAFLELP
A*

TTGCTGGTCG ATTGACTACG 0 PQ 0 0 0 0 0

6923 3309 an AN3622.1 58.m07409 AO070342000129 0 -251 -231 ATGTCCAAATTCTACGCCTAA ATGTCCAAATTCTACGCCTAA MSKFYA* MSKFYA* TCATCCTTTT TTCGCTTTGT 0  0 MG03726.1 0 0 0
6924 3312 ao AN4163.1 58.m07362 AO070342000193 0 -267 -121 ATGGCATTATATTGTTGGATGATCCACTATTATCGGAACCA

GGAACTAGTAAGAGAACTAAGAGAACTAACCGCTGCACGT
GACTCGCTTATGTTAGGGTTCCATGTGACCACGCACACAG
AGGGCGGTAAGGGAGTTAGGGCTTAG

ATGGCATTATATTGTTGGATGATCCACTATTA
TCGGAACCAGGAACTAGTAAGAGAACTAAG
AGAACTAACCGCTGCACGTGACTCGCTTAT
GTTAGGGTTCCATGTGACCACGCACACAGA
GGGCGGTAAGGGAGTTAGGGCTTAG

MALYCWMIHYYRNQELV
RELRELTAARDSLMLGFH
VTTHTEGGKGVRA*

MALYCWMIHYYRN
QELVRELRELTAAR
DSLMLGFHVTTHTE
GGKGVRA*

CCGACAGCGA GCGGGCACGC 0 T FG09870.1 MG04719.1 0 0 0

6925 3312 ao AN4163.1 58.m07362 AO070342000193 0 -249 -121 ATGATCCACTATTATCGGAACCAGGAACTAGTAAGAGAAC
TAAGAGAACTAACCGCTGCACGTGACTCGCTTATGTTAGG
GTTCCATGTGACCACGCACACAGAGGGCGGTAAGGGAGT
TAGGGCTTAG

ATGATCCACTATTATCGGAACCAGGAACTAG
TAAGAGAACTAAGAGAACTAACCGCTGCAC
GTGACTCGCTTATGTTAGGGTTCCATGTGAC
CACGCACACAGAGGGCGGTAAGGGAGTTA
GGGCTTAG

MIHYYRNQELVRELRELT
AARDSLMLGFHVTTHTE
GGKGVRA*

MIHYYRNQELVREL
RELTAARDSLMLGF
HVTTHTEGGKGVRA
*

ATATTGTTGG GCGGGCACGC 0 T FG09870.1 MG04719.1 0 0 0

6926 3312 ao AN4163.1 58.m07362 AO070342000193 0 -177 -121 ATGTTAGGGTTCCATGTGACCACGCACACAGAGGGCGGT
AAGGGAGTTAGGGCTTAG

ATGTTAGGGTTCCATGTGACCACGCACACA
GAGGGCGGTAAGGGAGTTAGGGCTTAG

MLGFHVTTHTEGGKGVR
A*

MLGFHVTTHTEGGK
GVRA*

TGACTCGCTT GCGGGCACGC 0 T FG09870.1 MG04719.1 0 0 0

6927 3313 ao AN1953.1 58.m07342 AO070342000222 0 -232 -89 ATGCAAGACTCCAGATGTACGCGAAAGCTGCGGCCAGGA
ACATCTCCCTTTGTGCACTCCTCCCTCCCTCGATTTCTCCC
GAGTTTCTCGACACCAAGGACTCCAATTAACTACAGGCTG
TCGGAAACAATTCCTCCACTCTAG

ATGCAAGACTCCAGATGTACGCGAAAGCTG
CGGCCAGGAACATCTCCCTTTGTGCACTCC
TCCCTCCCTCGATTTCTCCCGAGTTTCTCGA
CACCAAGGACTCCAATTAACTACAGGCTGT
CGGAAACAATTCCTCCACTCTAG

MQDSRCTRKLRPGTSPF
VHSSLPRFLPSFSTPRTPI
NYRLSETIPPL*

MQDSRCTRKLRPG
TSPFVHSSLPRFLP
SFSTPRTPINYRLSE
TIPPL*

CACGGGAAAC GACCTACGTG 0 Z FG10385.1 0 NCU04247.1 0 0

6928 3313 ao AN1953.1 58.m07342 AO070342000222 0 -218 -123 ATGTACGCGAAAGCTGCGGCCAGGAACATCTCCCTTTGTG
CACTCCTCCCTCCCTCGATTTCTCCCGAGTTTCTCGACAC
CAAGGACTCCAATTAA

ATGTACGCGAAAGCTGCGGCCAGGAACATC
TCCCTTTGTGCACTCCTCCCTCCCTCGATTT
CTCCCGAGTTTCTCGACACCAAGGACTCCA
ATTAA

MYAKAAARNISLCALLPP
SISPEFLDTKDSN*

MYAKAAARNISLCAL
LPPSISPEFLDTKDS
N*

AAGACTCCAG CTACAGGCTG 0 Z FG10385.1 0 NCU04247.1 0 0

6929 3314 af AN5634.1 58.m07331 AO070342000238 0 -269 -210 ATGGCGCATGCTTCAAAATGTAATAAGTACCCTGGTTTCTG
GCTTGTGATTCTGGATTGA

ATGGCGCATGCTTCAAAATGTAATAAGTACCCTGG
TTTCTGGCTTGTGATTCTGGATTGA

MAHASKCNKYPGFWLVI
LD*

MAHASKCNKYPGF
WLVILD*

CGCATTCGCG GACTGCAATT 0 C FG09896.1 0 0 0 0

6930 3314 af AN5634.1 58.m07331 AO070342000238 0 -262 -221 ATGCTTCAAAATGTAATAAGTACCCTGGTTTCTGGCTTGTG
A

ATGCTTCAAAATGTAATAAGTACCCTGGTTTCTGGC
TTGTGA

MLQNVISTLVSGL* MLQNVISTLVSGL* GCGATGGCGC TTCTGGATTG 0 C FG09896.1 0 0 0 0

6931 3314 af AN5634.1 58.m07331 AO070342000238 0 -113 -96 ATGTTCCTCCTAGTGTAG ATGTTCCTCCTAGTGTAG MFLLV* MFLLV* CTTGTCTTGC GGTTAGCTAC 0 C FG09896.1 0 0 0 0
6932 3314 ao AN5634.1 58.m07331 AO070342000238 0 -235 -215 ATGGCGCGTGCAACTCAATAA ATGGCGCGTGCAACTCAATAA MARATQ* MARATQ* ACGCATTTTC GTACCTTGGC 0 C FG09896.1 0 0 0 0
6934 3315 af AN5637.1 58.m07326 AO070342000240 0 -124 -74 ATGAGGAGGGCTTCCCTCGCCTCGATCATGGTGAAGACA

GGTCTTCCTTGA
ATGAGGAGGGCTTCCCTCGCCTCGATCATGGTGA
AGACAGGTCTTCCTTGA

MRRASLASIMVKTGLP* MRRASLASIMVKTG
LP*

GCTAGACTAT AACATTTTTT 0 IQR 0 0 0 0 0

6935 3315 af AN5637.1 58.m07326 AO070342000240 0 -97 -74 ATGGTGAAGACAGGTCTTCCTTGA ATGGTGAAGACAGGTCTTCCTTGA MVKTGLP* MVKTGLP* CGCCTCGATC AACATTTTTT 0 IQR 0 0 0 0 0
6933 3315 an AN5637.1 58.m07326 AO070342000240 0 -151 -47 ATGAGCCTCGGCCCAGCTCGGTCTGGGGTGCTCTCGGTT

GAGGTCGAGCTGGGGAGGAGGCAGTGCCTCGATCTTTCT
GTACATAAGTCGCAAGATCTCCTGTAG

ATGAGCCTCGGCCCAGCTCGGTCTGGGGTGCTC
TCGGTTGAGGTCGAGCTGGGGAGGAGGCAGTG
CCTCGATCTTTCTGTACATAAGTCGCAAGATCTC
CTGTAG

MSLGPARSGVLSVEVEL
GRRQCLDLSVHKSQDLL*

MSLGPARSGVLSVEVEL
GRRQCLDLSVHKSQDL
L*

TGTTCCGCTC AATAAATTCA 0 IQR 0 0 0 0 0

6936 3315 ao AN5637.1 58.m07326 AO070342000240 0 -240 -154 ATGAATGTTTCTCCTTTCCCGGACGGCGTAGTACAGCCTC
GGTATCTTCCGTTCAGTAATCTCGGCCGTCGGATAGCTAG
GAGCTAG

ATGAATGTTTCTCCTTTCCCGGACGGCGTA
GTACAGCCTCGGTATCTTCCGTTCAGTAATC
TCGGCCGTCGGATAGCTAGGAGCTAG

MNVSPFPDGVVQPRYLP
FSNLGRRIARS*

MNVSPFPDGVVQP
RYLPFSNLGRRIAR
S*

CAAAGATCGC AGTAGTAGTT 0 IQR 0 0 0 0 0

6937 3315 ao AN5637.1 58.m07326 AO070342000240 0 -236 -210 ATGTTTCTCCTTTCCCGGACGGCGTAG ATGTTTCTCCTTTCCCGGACGGCGTAG MFLLSRTA* MFLLSRTA* GATCGCATGA TACAGCCTCG 0 IQR 0 0 0 0 0
6938 3315 ao AN5637.1 58.m07326 AO070342000240 0 -141 -79 ATGGCACGAAAGTCCATCTACTCCTGGATGTCCTTGACGT

TAATCAGACTACATCCACATTAA
ATGGCACGAAAGTCCATCTACTCCTGGATG
TCCTTGACGTTAATCAGACTACATCCACATT
AA

MARKSIYSWMSLTLIRLH
PH*

MARKSIYSWMSLTLI
RLHPH*

TAGTAGTTAT AATTATACTG 0 IQR 0 0 0 0 0

6939 3315 ao AN5637.1 58.m07326 AO070342000240 0 -114 -79 ATGTCCTTGACGTTAATCAGACTACATCCACATTAA ATGTCCTTGACGTTAATCAGACTACATCCAC
ATTAA

MSLTLIRLHPH* MSLTLIRLHPH* CTACTCCTGG AATTATACTG 0 IQR 0 0 0 0 0

6941 3318 af AN3725.1 69.m15390 AO070342000290 0 -267 -187 ATGACAGGCTATGTGCCTGGGATAGTCGCAATCCTGGGTA
CATGTATCGCAATATGCAGGTTGCTCAAACGACGTCATTG
A

ATGACAGGCTATGTGCCTGGGATAGTCGCAATCCT
GGGTACATGTATCGCAATATGCAGGTTGCTCAAAC
GACGTCATTGA

MTGYVPGIVAILGTCIAIC
RLLKRRH*

MTGYVPGIVAILGTC
IAICRLLKRRH*

CTTGTGAATT AGCAGTCAAG 0  0 0 0 0 0

6942 3318 af AN3725.1 69.m15390 AO070342000290 0 -257 -243 ATGTGCCTGGGATAG ATGTGCCTGGGATAG MCLG* MCLG* ATGACAGGCT TCGCAATCCT 0  0 0 0 0 0
6943 3318 af AN3725.1 69.m15390 AO070342000290 0 -226 -116 ATGTATCGCAATATGCAGGTTGCTCAAACGACGTCATTGA

AGCAGTCAAGTTTCAGGGCTCCAGGAATGGCAGGCAGTG
AAAGGTATAAAGGTCTTGTTCGGCCAGCGTAG

ATGTATCGCAATATGCAGGTTGCTCAAACGACGTC
ATTGAAGCAGTCAAGTTTCAGGGCTCCAGGAATGG
CAGGCAGTGAAAGGTATAAAGGTCTTGTTCGGCCA
GCGTAG

MYRNMQVAQTTSLKQSS
FRAPGMAGSERYKGLVR
PA*

MYRNMQVAQTTSL
KQSSFRAPGMAGS
ERYKGLVRPA*

TCCTGGGTAC AGCTCCTCAT 0  0 0 0 0 0

6944 3318 af AN3725.1 69.m15390 AO070342000290 0 -214 -116 ATGCAGGTTGCTCAAACGACGTCATTGAAGCAGTCAAGTT
TCAGGGCTCCAGGAATGGCAGGCAGTGAAAGGTATAAAG
GTCTTGTTCGGCCAGCGTAG

ATGCAGGTTGCTCAAACGACGTCATTGAAGCAGTC
AAGTTTCAGGGCTCCAGGAATGGCAGGCAGTGAA
AGGTATAAAGGTCTTGTTCGGCCAGCGTAG

MQVAQTTSLKQSSFRAP
GMAGSERYKGLVRPA*

MQVAQTTSLKQSSF
RAPGMAGSERYKG
LVRPA*

GTATCGCAAT AGCTCCTCAT 0  0 0 0 0 0

6945 3318 af AN3725.1 69.m15390 AO070342000290 0 -160 -116 ATGGCAGGCAGTGAAAGGTATAAAGGTCTTGTTCGGCCA
GCGTAG

ATGGCAGGCAGTGAAAGGTATAAAGGTCTTGTTCG
GCCAGCGTAG

MAGSERYKGLVRPA* MAGSERYKGLVRP
A*

GGCTCCAGGA AGCTCCTCAT 0  0 0 0 0 0

6940 3318 an AN3725.1 69.m15390 AO070342000290 0 -152 -33 ATGGAGGACCAGAAAAGCTATATAAACTCCTTCCTTGACT
GGATTTGCAAACCTCTCATCATCAGCTTTCACTTCGCGAAC
ATCAAGAACCCCCCACTGAAAATCACATCGAATTTCTGA

ATGGAGGACCAGAAAAGCTATATAAACTCCTTCC
TTGACTGGATTTGCAAACCTCTCATCATCAGCTTT
CACTTCGCGAACATCAAGAACCCCCCACTGAAAA
TCACATCGAATTTCTGA

MEDQKSYINSFLDWICKP
LIISFHFANIKNPPLKITSN
F*

MEDQKSYINSFLDWICK
PLIISFHFANIKNPPLKITS
NF*

TCTGAGGTTT AACTCAGAAC 0  0 0 0 0 0

6946 3318 ao AN3725.1 69.m15390 AO070342000290 0 -216 -202 ATGTGCCTCGGGTGA ATGTGCCTCGGGTGA MCLG* MCLG* CTCAATATCC ATTGCGTAGC 0  0 0 0 0 0
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6947 3318 ao AN3725.1 69.m15390 AO070342000290 0 -166 -149 ATGGAGGGACAGATATAG ATGGAGGGACAGATATAG MEGQI* MEGQI* CATCAACGTC CAGCAGATGA 0  0 0 0 0 0
6948 3318 ao AN3725.1 69.m15390 AO070342000290 0 -142 -128 ATGAAAGATATATAA ATGAAAGATATATAA MKDI* MKDI* ATAGCAGCAG ACCATCAAAT 0  0 0 0 0 0
6949 3319 ao AN1390.1 70.m14831 AO070342000349 0 -196 -83 ATGCCAACGGCTCGAGCTCTGGGCACAAATACCTCACCG

GATAGAGGTATTTCTTGGCCTATAAGTAGAGAGATTATTCT
TCATCCATTCACCAGGTCAGGTCCCGAGCACTAA

ATGCCAACGGCTCGAGCTCTGGGCACAAAT
ACCTCACCGGATAGAGGTATTTCTTGGCCTA
TAAGTAGAGAGATTATTCTTCATCCATTCAC
CAGGTCAGGTCCCGAGCACTAA

MPTARALGTNTSPDRGIS
WPISREIILHPFTRSGPEH
*

MPTARALGTNTSPD
RGISWPISREIILHPF
TRSGPEH*

GGACGAAGGG CTCCTGCGTT 0 P 0 0 0 0 0

6950 3320 af AN8496.1 52.m03744 AO070342000397 0 -292 -242 ATGGCCACGAGTAGAAATCACAGCGTCGTAACGATAACCA
TGGTCCGATGA

ATGGCCACGAGTAGAAATCACAGCGTCGTAACGAT
AACCATGGTCCGATGA

MATSRNHSVVTITMVR* MATSRNHSVVTITM
VR*

AAGCTAAATC TTCGGTTGAT 0 G 0 0 0 0 0

6951 3320 af AN8496.1 52.m03744 AO070342000397 0 -253 -242 ATGGTCCGATGA ATGGTCCGATGA MVR* MVR* AACGATAACC TTCGGTTGAT 0 G 0 0 0 0 0
6952 3320 af AN8496.1 52.m03744 AO070342000397 0 -245 -147 ATGATTCGGTTGATGGGTACTAGACCTCGGATGCTGATCG

GCAACGCAGGAGTTCAGACCCTGCAAACTTACCCCGCTT
GCAGCGATGACTCCGCATAA

ATGATTCGGTTGATGGGTACTAGACCTCGGATGCT
GATCGGCAACGCAGGAGTTCAGACCCTGCAAACTT
ACCCCGCTTGCAGCGATGACTCCGCATAA

MIRLMGTRPRMLIGNAGV
QTLQTYPACSDDSA*

MIRLMGTRPRMLIG
NAGVQTLQTYPACS
DDSA*

CCATGGTCCG TCTGGGGTCG 0 G 0 0 0 0 0

6953 3320 af AN8496.1 52.m03744 AO070342000397 0 -233 -147 ATGGGTACTAGACCTCGGATGCTGATCGGCAACGCAGGA
GTTCAGACCCTGCAAACTTACCCCGCTTGCAGCGATGACT
CCGCATAA

ATGGGTACTAGACCTCGGATGCTGATCGGCAACG
CAGGAGTTCAGACCCTGCAAACTTACCCCGCTTGC
AGCGATGACTCCGCATAA

MGTRPRMLIGNAGVQTL
QTYPACSDDSA*

MGTRPRMLIGNAGV
QTLQTYPACSDDSA
*

GATTCGGTTG TCTGGGGTCG 0 G 0 0 0 0 0

6954 3320 af AN8496.1 52.m03744 AO070342000397 0 -215 -147 ATGCTGATCGGCAACGCAGGAGTTCAGACCCTGCAAACTT
ACCCCGCTTGCAGCGATGACTCCGCATAA

ATGCTGATCGGCAACGCAGGAGTTCAGACCCTGC
AAACTTACCCCGCTTGCAGCGATGACTCCGCATAA

MLIGNAGVQTLQTYPACS
DDSA*

MLIGNAGVQTLQTY
PACSDDSA*

TAGACCTCGG TCTGGGGTCG 0 G 0 0 0 0 0

6955 3320 af AN8496.1 52.m03744 AO070342000397 0 -160 -80 ATGACTCCGCATAATCTGGGGTCGATGTCATGGTGGCACC
ACCTTATGTGGAACCCATTCTCACCTTTCGCCAATATTTAA

ATGACTCCGCATAATCTGGGGTCGATGTCATGGTG
GCACCACCTTATGTGGAACCCATTCTCACCTTTCG
CCAATATTTAA

MTPHNLGSMSWWHHLM
WNPFSPFANI*

MTPHNLGSMSWW
HHLMWNPFSPFANI
*

GCTTGCAGCG TACAGTACAA 0 G 0 0 0 0 0

6956 3320 af AN8496.1 52.m03744 AO070342000397 0 -136 -80 ATGTCATGGTGGCACCACCTTATGTGGAACCCATTCTCAC
CTTTCGCCAATATTTAA

ATGTCATGGTGGCACCACCTTATGTGGAACCCATT
CTCACCTTTCGCCAATATTTAA

MSWWHHLMWNPFSPFA
NI*

MSWWHHLMWNPF
SPFANI*

TCTGGGGTCG TACAGTACAA 0 G 0 0 0 0 0

6957 3320 af AN8496.1 52.m03744 AO070342000397 0 -115 -80 ATGTGGAACCCATTCTCACCTTTCGCCAATATTTAA ATGTGGAACCCATTCTCACCTTTCGCCAATATTTAA MWNPFSPFANI* MWNPFSPFANI* GCACCACCTT TACAGTACAA 0 G 0 0 0 0 0

6959 3321 af AN6394.1 69.m15243 AO070343000149 0 -255 -214 ATGCCAAGAAGCTGGACCGTCCCAGACTTCCCAAAAGGG
TAA

ATGCCAAGAAGCTGGACCGTCCCAGACTTCCCAAA
AGGGTAA

MPRSWTVPDFPKG* MPRSWTVPDFPKG* GCCTACCGAC CATCCTCGGC 0 I FG10285.1 MG05949.1 0 0 0

6960 3321 af AN6394.1 69.m15243 AO070343000149 0 -165 -61 ATGATTGGCAGTCTCTCACATCCCTCAGTATCTATCTATAA
TATTATTGCAAACCATTCTCAACCCAGACTCTGGACTAGTA
TTGACGCGATATTCGCTGGTTGA

ATGATTGGCAGTCTCTCACATCCCTCAGTATCTATC
TATAATATTATTGCAAACCATTCTCAACCCAGACTC
TGGACTAGTATTGACGCGATATTCGCTGGTTGA

MIGSLSHPSVSIYNIIANH
SQPRLWTSIDAIFAG*

MIGSLSHPSVSIYNII
ANHSQPRLWTSIDAI
FAG*

TAGTCCCCGC TCCTTATTCC 0 I FG10285.1 MG05949.1 0 0 0

6958 3321 an AN6394.1 69.m15243 AO070343000149 0 -228 -217 ATGAAGCAGTAG ATGAAGCAGTAG MKQ* MKQ* CCTCATCGAT GAACCTCGGC 0 I FG10285.1 MG05949.1 0 0 0
6961 3321 ao AN6394.1 69.m15243 AO070343000149 0 -162 -148 ATGAAGTTCCCATGA ATGAAGTTCCCATGA MKFP* MKFP* CTTCTCCGTA TTGGCGCACA 0 I FG10285.1 MG05949.1 0 0 0
6962 3321 ao AN6394.1 69.m15243 AO070343000149 0 -151 -110 ATGATTGGCGCACATCTCTTCCTCCCCCATATAAATCTATA

A
ATGATTGGCGCACATCTCTTCCTCCCCCATA
TAAATCTATAA

MIGAHLFLPHINL* MIGAHLFLPHINL* TGAAGTTCCC AACTATTATA 0 I FG10285.1 MG05949.1 0 0 0

6963 3321 ao AN6394.1 69.m15243 AO070343000149 0 -97 -65 ATGGCCTATCTTTCCCCGCAAAAAGAGTTTTAG ATGGCCTATCTTTCCCCGCAAAAAGAGTTTT
AG

MAYLSPQKEF* MAYLSPQKEF* CTATTATAGG TCCTCCCCCA 0 I FG10285.1 MG05949.1 0 0 0

6964 3324 af AN2149.1 72.m19692 AO070343000198 0 -197 -72 ATGACTCGTCCGTGGGAGCAAATTCAGGGCCGCATTCCC
CTCGCCAAAGTGGGATGCATCTTCGAAAACATTCACCGCC
TCCGGACCGGCAGAACTTTTAGCGGGAGACCAACTGAGA
GTGGGTAG

ATGACTCGTCCGTGGGAGCAAATTCAGGGCCGCA
TTCCCCTCGCCAAAGTGGGATGCATCTTCGAAAAC
ATTCACCGCCTCCGGACCGGCAGAACTTTTAGCG
GGAGACCAACTGAGAGTGGGTAG

MTRPWEQIQGRIPLAKV
GCIFENIHRLRTGRTFSG
RPTESG*

MTRPWEQIQGRIPL
AKVGCIFENIHRLRT
GRTFSGRPTESG*

GAAGCGAGAG CAGAACGAGA 0 O 0 0 0 0 0

6965 3324 af AN2149.1 72.m19692 AO070343000198 0 -144 -97 ATGCATCTTCGAAAACATTCACCGCCTCCGGACCGGCAGA
ACTTTTAG

ATGCATCTTCGAAAACATTCACCGCCTCCGGACCG
GCAGAACTTTTAG

MHLRKHSPPPDRQNF* MHLRKHSPPPDRQ
NF*

CCAAAGTGGG CGGGAGACCA 0 O 0 0 0 0 0

6966 3324 ao AN2149.1 72.m19692 AO070343000198 0 -190 -140 ATGCGGAGGCGAGGTTATAGATCCGTGGAGAGGAAAGGA
ACCCCTCGTTAA

ATGCGGAGGCGAGGTTATAGATCCGTGGA
GAGGAAAGGAACCCCTCGTTAA

MRRRGYRSVERKGTPR* MRRRGYRSVERKG
TPR*

TAAACCAAGA AGTGGGATGC 0 O 0 0 0 0 0

6967 3324 ao AN2149.1 72.m19692 AO070343000198 0 -133 -53 ATGCGACTAGAAAACCTTCACCGCCAGGAACCGGCAGAA
TTCTTAGCGGAAGCACGACGAGCATCAACGACGACGAAC
TAG

ATGCGACTAGAAAACCTTCACCGCCAGGAA
CCGGCAGAATTCTTAGCGGAAGCACGACGA
GCATCAACGACGACGAACTAG

MRLENLHRQEPAEFLAE
ARRASTTTN*

MRLENLHRQEPAEF
LAEARRASTTTN*

TTAAAGTGGG AGTCGGAGCT 0 O 0 0 0 0 0

6971 3325 af AN0949.1 67.m02992 AO070343000236 0 -191 -129 ATGTGGACAAGATTTTGTTGGGAACCAAGATCCACATATTC
TGACGCTGTGGGATGTTGCTAG

ATGTGGACAAGATTTTGTTGGGAACCAAGATCCAC
ATATTCTGACGCTGTGGGATGTTGCTAG

MWTRFCWEPRSTYSDA
VGCC*

MWTRFCWEPRSTY
SDAVGCC*

TTCCATTCAT TCTCTTCACA 0 I 0 0 0 0 0

6972 3325 af AN0949.1 67.m02992 AO070343000236 0 -138 -91 ATGTTGCTAGTCTCTTCACATGTTCTGGTATCCCTGGACTG
CCGATGA

ATGTTGCTAGTCTCTTCACATGTTCTGGTATCCCTG
GACTGCCGATGA

MLLVSSHVLVSLDCR* MLLVSSHVLVSLDC
R*

ACGCTGTGGG CCTGTAATCG 0 I 0 0 0 0 0

6973 3325 af AN0949.1 67.m02992 AO070343000236 0 -119 -84 ATGTTCTGGTATCCCTGGACTGCCGATGACCTGTAA ATGTTCTGGTATCCCTGGACTGCCGATGACCTGTA
A

MFWYPWTADDL* MFWYPWTADDL* GTCTCTTCAC TCGAGCCGAC 0 I 0 0 0 0 0

6974 3325 af AN0949.1 67.m02992 AO070343000236 0 -94 -62 ATGACCTGTAATCGAGCCGACAAACCTACTTAA ATGACCTGTAATCGAGCCGACAAACCTACTTAA MTCNRADKPT* MTCNRADKPT* TGGACTGCCG AGGAGCAGGT 0 I 0 0 0 0 0
6968 3325 an AN0949.1 67.m02992 AO070343000236 0 -220 -56 ATGGACTGGGCGTCTGGATTTGTTGGGACAAGAGATCTG

CAAACGCAAGATAGATCACAGGTTAGATCGTCAAGACTGA
AGTTTCCATCACATGCTTGCTACGACCAGATCGCGTCTCC
GAGCGTCAGATATCCACTAAACCACTATGGATATAAGGAT
TACTAG

ATGGACTGGGCGTCTGGATTTGTTGGGACAAGA
GATCTGCAAACGCAAGATAGATCACAGGTTAGAT
CGTCAAGACTGAAGTTTCCATCACATGCTTGCTA
CGACCAGATCGCGTCTCCGAGCGTCAGATATCC
ACTAAACCACTATGGATATAAGGATTACTAG

MDWASGFVGTRDLQTQ
DRSQVRSSRLKFPSHAC
YDQIASPSVRYPLNHYGY
KDY*

MDWASGFVGTRDLQTQ
DRSQVRSSRLKFPSHA
CYDQIASPSVRYPLNHY
GYKDY*

ATGGACCCTG ATCCCCTCCT 0 I 0 0 0 0 0

6969 3325 an AN0949.1 67.m02992 AO070343000236 0 -129 -82 ATGCTTGCTACGACCAGATCGCGTCTCCGAGCGTCAGATA
TCCACTAA

ATGCTTGCTACGACCAGATCGCGTCTCCGAGCG
TCAGATATCCACTAA

MLATTRSRLRASDIH* MLATTRSRLRASDIH* TTTCCATCAC ACCACTATGG 0 I 0 0 0 0 0

6970 3325 an AN0949.1 67.m02992 AO070343000236 0 -75 -34 ATGGATATAAGGATTACTAGATCCCCTCCTCACGGGGAGT
AA

ATGGATATAAGGATTACTAGATCCCCTCCTCACG
GGGAGTAA

MDIRITRSPPHGE* MDIRITRSPPHGE* CTAAACCACT ACATCAGATA 0 I 0 0 0 0 0

6975 3325 ao AN0949.1 67.m02992 AO070343000236 0 -277 -206 ATGGACCCTCATTACCGTAGCCCATTCAGGGGCCACATCT
CTTTTTTGTTGGGAAAAAAGATCTACAGATGA

ATGGACCCTCATTACCGTAGCCCATTCAGG
GGCCACATCTCTTTTTTGTTGGGAAAAAAGA
TCTACAGATGA

MDPHYRSPFRGHISFLLG
KKIYR*

MDPHYRSPFRGHIS
FLLGKKIYR*

CTCTAGTTTG TGATCTACAC 0 I 0 0 0 0 0

6976 3325 ao AN0949.1 67.m02992 AO070343000236 0 -209 -84 ATGATGATCTACACTCCAGAACTTTTCATTCTGCACTCCAA
AGCGGCCTCTTTTCTTTCTTCACTTTCACATGTAGAAACAC
ACTCTCCGGAACTACCGGTGGCCCCTCTAGCGACAACAAT
TTAA

ATGATGATCTACACTCCAGAACTTTTCATTCT
GCACTCCAAAGCGGCCTCTTTTCTTTCTTCA
CTTTCACATGTAGAAACACACTCTCCGGAAC
TACCGGTGGCCCCTCTAGCGACAACAATTT
AA

MMIYTPELFILHSKAASFL
SSLSHVETHSPELPVAPL
ATTI*

MMIYTPELFILHSKA
ASFLSSLSHVETHS
PELPVAPLATTI*

AGATCTACAG ACAATGGCTC 0 I 0 0 0 0 0

6977 3325 ao AN0949.1 67.m02992 AO070343000236 0 -206 -84 ATGATCTACACTCCAGAACTTTTCATTCTGCACTCCAAAGC
GGCCTCTTTTCTTTCTTCACTTTCACATGTAGAAACACACT
CTCCGGAACTACCGGTGGCCCCTCTAGCGACAACAATTTA
A

ATGATCTACACTCCAGAACTTTTCATTCTGC
ACTCCAAAGCGGCCTCTTTTCTTTCTTCACT
TTCACATGTAGAAACACACTCTCCGGAACTA
CCGGTGGCCCCTCTAGCGACAACAATTTAA

MIYTPELFILHSKAASFLS
SLSHVETHSPELPVAPLA
TTI*

MIYTPELFILHSKAAS
FLSSLSHVETHSPEL
PVAPLATTI*

TCTACAGATG ACAATGGCTC 0 I 0 0 0 0 0

6980 3327 af AN7606.1 72.m19640 AO070343000278 0 -209 -99 ATGAGCGCCTACTACCCTGTTGAAAATGGCTTATTGTATCT
CTCTGTGTCTTTTTCATCTCACCTACTTAGATCCAAGGTTG
CTTTTGTACAGGTGATGCTGTGTTATTGA

ATGAGCGCCTACTACCCTGTTGAAAATGGCTTATT
GTATCTCTCTGTGTCTTTTTCATCTCACCTACTTAGA
TCCAAGGTTGCTTTTGTACAGGTGATGCTGTGTTAT
TGA

MSAYYPVENGLLYLSVSF
SSHLLRSKVAFVQVMLCY
*

MSAYYPVENGLLYL
SVSFSSHLLRSKVA
FVQVMLCY*

CGAATTATAT GTATTCCTAT 0 HC 0 0 0 0 0

6981 3327 af AN7606.1 72.m19640 AO070343000278 0 -184 -113 ATGGCTTATTGTATCTCTCTGTGTCTTTTTCATCTCACCTAC
TTAGATCCAAGGTTGCTTTTGTACAGGTGA

ATGGCTTATTGTATCTCTCTGTGTCTTTTTCATCTCA
CCTACTTAGATCCAAGGTTGCTTTTGTACAGGTGA

MAYCISLCLFHLTYLDPRL
LLYR*

MAYCISLCLFHLTYL
DPRLLLYR*

CCTGTTGAAA TGCTGTGTTA 0 HC 0 0 0 0 0

6982 3327 af AN7606.1 72.m19640 AO070343000278 0 -113 -99 ATGCTGTGTTATTGA ATGCTGTGTTATTGA MLCY* MLCY* TGTACAGGTG GTATTCCTAT 0 HC 0 0 0 0 0
6978 3327 an AN7606.1 72.m19640 AO070343000278 0 -174 -94 ATGAGCCCTTCAGCCCGTCTGCAAAATGACCACTATCACC

ACCATTCCTCCTCTATTATCTCGTTCCGTGCATTCCGGTAG
ATGAGCCCTTCAGCCCGTCTGCAAAATGACCACT
ATCACCACCATTCCTCCTCTATTATCTCGTTCCGT
GCATTCCGGTAG

MSPSARLQNDHYHHHSS
SIISFRAFR*

MSPSARLQNDHYHHHS
SSIISFRAFR*

ATTATTATAT TGCTAAAAGG 0 HC 0 0 0 0 0

6979 3327 an AN7606.1 72.m19640 AO070343000278 0 -149 ATGACCACTATCACCACCATTCCTCCTCTATTATCTCGTTC
CGTGCATTCCGGTAGTGCTAAAAGGTACATACCTGTTTTC
CTATTCAAGCACTGCGAGGTCTGGATCTGGGCGATCATTT
CATCAAATCTTCGGCTGTCTGCACCATAA

ATGACCACTATCACCACCATTCCTCCTCTATTATC
TCGTTCCGTGCATTCCGGTAGTGCTAAAAGGTAC
ATACCTGTTTTCCTATTCAAGCACTGCGAGGTCT
GGATCTGGGCGATCATTTCATCAAATCTTCGGCT
GTCTGCACCATAA

MTTITTIPPLLSRSVHSGS
AKRYIPVFLFKHCEVWIW
AIISSNLRLSAP*

MTTITTIPPLLSRSVHSG
SAKRYIPVFLFKHCEVWI
WAIISSNLRLSAP*

CGTCTGCAAA TGACGACCGA 0 HC 0 0 0 0 0

6983 3327 ao AN7606.1 72.m19640 AO070343000278 0 -198 -157 ATGAGCGCTTCACCCTTTGAGATTCACTTCTTCTCCTTGTA
A

ATGAGCGCTTCACCCTTTGAGATTCACTTCT
TCTCCTTGTAA

MSASPFEIHFFSL* MSASPFEIHFFSL* TTATTTATAA CACTTTCACT 0 HC 0 0 0 0 0

6984 3327 ao AN7606.1 72.m19640 AO070343000278 0 -130 -113 ATGTTGGTGATGGTTTAA ATGTTGGTGATGGTTTAA MLVMV* MLVMV* TTAACTATTC TCTGTCCTAC 0 HC 0 0 0 0 0
6986 3328 af AN7590.1 72.m19633 AO070343000286 0 -228 -217 ATGCTTGACTGA ATGCTTGACTGA MLD* MLD* TACCTTACTG TGATGATTTT 0 R 0 0 0 0 0
6987 3328 af AN7590.1 72.m19633 AO070343000286 0 -217 -188 ATGATGATTTTCTCCGAGGGGCTGAGTTAG ATGATGATTTTCTCCGAGGGGCTGAGTTAG MMIFSEGLS* MMIFSEGLS* TGCTTGACTG CGAACTACGA 0 R 0 0 0 0 0
6988 3328 af AN7590.1 72.m19633 AO070343000286 0 -214 -188 ATGATTTTCTCCGAGGGGCTGAGTTAG ATGATTTTCTCCGAGGGGCTGAGTTAG MIFSEGLS* MIFSEGLS* TTGACTGATG CGAACTACGA 0 R 0 0 0 0 0
6989 3328 af AN7590.1 72.m19633 AO070343000286 0 -162 -136 ATGCACCCTGTTTTAGCCACTTCATGA ATGCACCCTGTTTTAGCCACTTCATGA MHPVLATS* MHPVLATS* CTCCCTCAGT CATCATCAAT 0 R 0 0 0 0 0
6990 3328 af AN7590.1 72.m19633 AO070343000286 0 -139 -50 ATGACATCATCAATGACCATCACTGCTCCGCTCATTCCGG

GGGATATAAACTGCCCCCTTCTTCTCTCATCCATCAAGTTG
CCATCATAA

ATGACATCATCAATGACCATCACTGCTCCGCTCATT
CCGGGGGATATAAACTGCCCCCTTCTTCTCTCATC
CATCAAGTTGCCATCATAA

MTSSMTITAPLIPGDINCP
LLLSSIKLPS*

MTSSMTITAPLIPGDI
NCPLLLSSIKLPS*

TAGCCACTTC TCATCCCAAC 0 R 0 0 0 0 0

6991 3328 af AN7590.1 72.m19633 AO070343000286 0 -127 -50 ATGACCATCACTGCTCCGCTCATTCCGGGGGATATAAACT
GCCCCCTTCTTCTCTCATCCATCAAGTTGCCATCATAA

ATGACCATCACTGCTCCGCTCATTCCGGGGGATAT
AAACTGCCCCCTTCTTCTCTCATCCATCAAGTTGCC
ATCATAA

MTITAPLIPGDINCPLLLSS
IKLPS*

MTITAPLIPGDINCPL
LLSSIKLPS*

GACATCATCA TCATCCCAAC 0 R 0 0 0 0 0

6985 3328 an AN7590.1 72.m19633 AO070343000286 0 -210 -121 ATGAGCCTACTAGGTTCCTACTATCTTCCGGTTCCCGCCC
TATCCAGTGAAATCAATTCGACGTCATCACCTGTTCAATCA
TTCTTATAA

ATGAGCCTACTAGGTTCCTACTATCTTCCGGTTC
CCGCCCTATCCAGTGAAATCAATTCGACGTCATC
ACCTGTTCAATCATTCTTATAA

MSLLGSYYLPVPALSSEI
NSTSSPVQSFL*

MSLLGSYYLPVPALSSEI
NSTSSPVQSFL*

CCCAGTTTAA CCATCCTGTC 0 R 0 0 0 0 0

6992 3328 ao AN7590.1 72.m19633 AO070343000286 0 -262 -101 ATGCTTTCTAATGCGCCACTAAACACAACTTTACCCCGCG
ATTATGCATTGCCCAATAATCGTTCGTTGACCGGTCGGAA
GGGGCAGGAGAGAAGTCGTGATATCATCAATCTAGAACAA
GTCCCCATGACATCACTGCCATCCTGGATAAGCTACTTAT
AG

ATGCTTTCTAATGCGCCACTAAACACAACTT
TACCCCGCGATTATGCATTGCCCAATAATCG
TTCGTTGACCGGTCGGAAGGGGCAGGAGA
GAAGTCGTGATATCATCAATCTAGAACAAGT
CCCCATGACATCACTGCCATCCTGGATAAG
CTACTTATAG

MLSNAPLNTTLPRDYALP
NNRSLTGRKGQERSRDII
NLEQVPMTSLPSWISYL*

MLSNAPLNTTLPRD
YALPNNRSLTGRKG
QERSRDIINLEQVP
MTSLPSWISYL*

CGTTCTCGTA CCCTAATACT 0 R 0 0 0 0 0

6993 3328 ao AN7590.1 72.m19633 AO070343000286 0 -252 -241 ATGCGCCACTAA ATGCGCCACTAA MRH* MRH* ATGCTTTCTA ACACAACTTT 0 R 0 0 0 0 0
6994 3328 ao AN7590.1 72.m19633 AO070343000286 0 -219 -193 ATGCATTGCCCAATAATCGTTCGTTGA ATGCATTGCCCAATAATCGTTCGTTGA MHCPIIVR* MHCPIIVR* CCCCGCGATT CCGGTCGGAA 0 R 0 0 0 0 0
6995 3328 ao AN7590.1 72.m19633 AO070343000286 0 -136 -101 ATGACATCACTGCCATCCTGGATAAGCTACTTATAG ATGACATCACTGCCATCCTGGATAAGCTACT

TATAG
MTSLPSWISYL* MTSLPSWISYL* ACAAGTCCCC CCCTAATACT 0 R 0 0 0 0 0

160



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

6996 3329 af AN0747.1 70.m15361 AO070343000435 0 -244 -56 ATGCCGTCGAGCATGTCCTTTCGACAAACGTGCAGGATTA
TGCTGGTTCTGTCTGTAGTGAAGGAAACAGTCGGGATGCA
ACGCAGGCTGGTTTGGAAAAGCGGGTCATGTGATTGGCT
GGCGAGAGCTGGCGAACAATTTGACTCCCGAACTTCAAC
CTCGCATCTCCAGGACTGCCCCATTCTCTAG

ATGCCGTCGAGCATGTCCTTTCGACAAACGTGCAG
GATTATGCTGGTTCTGTCTGTAGTGAAGGAAACAG
TCGGGATGCAACGCAGGCTGGTTTGGAAAAGCGG
GTCATGTGATTGGCTGGCGAGAGCTGGCGAACAA
TTTGACTCCCGAACTTCAACCTCGCATCTCCAGGA
CTGCCCCATTCTCTAG

MPSSMSFRQTCRIMLVLS
VVKETVGMQRRLVWKS
GSCDWLARAGEQFDSR
TSTSHLQDCPIL*

MPSSMSFRQTCRIM
LVLSVVKETVGMQR
RLVWKSGSCDWLA
RAGEQFDSRTSTSH
LQDCPIL*

GACAATAATC CAACCGTCCT 0 O FG00863.1 MG03600.1 0 0 0

6997 3329 af AN0747.1 70.m15361 AO070343000435 0 -232 -56 ATGTCCTTTCGACAAACGTGCAGGATTATGCTGGTTCTGT
CTGTAGTGAAGGAAACAGTCGGGATGCAACGCAGGCTGG
TTTGGAAAAGCGGGTCATGTGATTGGCTGGCGAGAGCTG
GCGAACAATTTGACTCCCGAACTTCAACCTCGCATCTCCA
GGACTGCCCCATTCTCTAG

ATGTCCTTTCGACAAACGTGCAGGATTATGCTGGT
TCTGTCTGTAGTGAAGGAAACAGTCGGGATGCAAC
GCAGGCTGGTTTGGAAAAGCGGGTCATGTGATTG
GCTGGCGAGAGCTGGCGAACAATTTGACTCCCGA
ACTTCAACCTCGCATCTCCAGGACTGCCCCATTCT
CTAG

MSFRQTCRIMLVLSVVKE
TVGMQRRLVWKSGSCD
WLARAGEQFDSRTSTSH
LQDCPIL*

MSFRQTCRIMLVLS
VVKETVGMQRRLV
WKSGSCDWLARAG
EQFDSRTSTSHLQD
CPIL*

GCCGTCGAGC CAACCGTCCT 0 O FG00863.1 MG03600.1 0 0 0

6998 3329 af AN0747.1 70.m15361 AO070343000435 0 -205 -56 ATGCTGGTTCTGTCTGTAGTGAAGGAAACAGTCGGGATGC
AACGCAGGCTGGTTTGGAAAAGCGGGTCATGTGATTGGC
TGGCGAGAGCTGGCGAACAATTTGACTCCCGAACTTCAAC
CTCGCATCTCCAGGACTGCCCCATTCTCTAG

ATGCTGGTTCTGTCTGTAGTGAAGGAAACAGTCGG
GATGCAACGCAGGCTGGTTTGGAAAAGCGGGTCA
TGTGATTGGCTGGCGAGAGCTGGCGAACAATTTGA
CTCCCGAACTTCAACCTCGCATCTCCAGGACTGCC
CCATTCTCTAG

MLVLSVVKETVGMQRRL
VWKSGSCDWLARAGEQ
FDSRTSTSHLQDCPIL*

MLVLSVVKETVGMQ
RRLVWKSGSCDWL
ARAGEQFDSRTSTS
HLQDCPIL*

GTGCAGGATT CAACCGTCCT 0 O FG00863.1 MG03600.1 0 0 0

6999 3329 af AN0747.1 70.m15361 AO070343000435 0 -169 -56 ATGCAACGCAGGCTGGTTTGGAAAAGCGGGTCATGTGATT
GGCTGGCGAGAGCTGGCGAACAATTTGACTCCCGAACTT
CAACCTCGCATCTCCAGGACTGCCCCATTCTCTAG

ATGCAACGCAGGCTGGTTTGGAAAAGCGGGTCAT
GTGATTGGCTGGCGAGAGCTGGCGAACAATTTGA
CTCCCGAACTTCAACCTCGCATCTCCAGGACTGCC
CCATTCTCTAG

MQRRLVWKSGSCDWLA
RAGEQFDSRTSTSHLQD
CPIL*

MQRRLVWKSGSCD
WLARAGEQFDSRT
STSHLQDCPIL*

AACAGTCGGG CAACCGTCCT 0 O FG00863.1 MG03600.1 0 0 0

7000 3329 ao AN0747.1 70.m15361 AO070343000435 0 -202 -107 ATGGCCGAATCGAGCGTTAGGGAACAGTCGGGATCGAAA
ACAGTGGTTTGGAAAAGCGGGTCATGTGATTGGCTGACG
GGCTGGCGAACAATTTGA

ATGGCCGAATCGAGCGTTAGGGAACAGTCG
GGATCGAAAACAGTGGTTTGGAAAAGCGGG
TCATGTGATTGGCTGACGGGCTGGCGAACA
ATTTGA

MAESSVREQSGSKTVVW
KSGSCDWLTGWRTI*

MAESSVREQSGSK
TVVWKSGSCDWLT
GWRTI*

TCGCGGTTCA CTCCCGAACT 0 O FG00863.1 MG03600.1 0 0 0

7004 3330 af AN0720.1 70.m15343 AO070343000474 0 -269 -240 ATGCAAAAGAGTAAGGCTGATGAAGAATGA ATGCAAAAGAGTAAGGCTGATGAAGAATGA MQKSKADEE* MQKSKADEE* AGAAGCCGTA CAACCCCATT 0 J FG09628.1 0 NCU07266.1 0 0

7005 3330 af AN0720.1 70.m15343 AO070343000474 0 -250 -194 ATGAAGAATGACAACCCCATTTACCAAACTGCACGATGCT
CATGCCAAACTATATAG

ATGAAGAATGACAACCCCATTTACCAAACTGCACG
ATGCTCATGCCAAACTATATAG

MKNDNPIYQTARCSCQTI
*

MKNDNPIYQTARCS
CQTI*

AGTAAGGCTG AATGATCGGA 0 J FG09628.1 0 NCU07266.1 0 0

7006 3330 af AN0720.1 70.m15343 AO070343000474 0 -243 -181 ATGACAACCCCATTTACCAAACTGCACGATGCTCATGCCA
AACTATATAGAATGATCGGATAG

ATGACAACCCCATTTACCAAACTGCACGATGCTCAT
GCCAAACTATATAGAATGATCGGATAG

MTTPFTKLHDAHAKLYR
MIG*

MTTPFTKLHDAHAK
LYRMIG*

CTGATGAAGA GAAGCGGACC 0 J FG09628.1 0 NCU07266.1 0 0

7007 3330 af AN0720.1 70.m15343 AO070343000474 0 -215 -189 ATGCTCATGCCAAACTATATAGAATGA ATGCTCATGCCAAACTATATAGAATGA MLMPNYIE* MLMPNYIE* AAACTGCACG TCGGATAGGA 0 J FG09628.1 0 NCU07266.1 0 0

7008 3330 af AN0720.1 70.m15343 AO070343000474 0 -209 -189 ATGCCAAACTATATAGAATGA ATGCCAAACTATATAGAATGA MPNYIE* MPNYIE* CACGATGCTC TCGGATAGGA 0 J FG09628.1 0 NCU07266.1 0 0

7009 3330 af AN0720.1 70.m15343 AO070343000474 0 -192 -181 ATGATCGGATAG ATGATCGGATAG MIG* MIG* ACTATATAGA GAAGCGGACC 0 J FG09628.1 0 NCU07266.1 0 0

7010 3330 af AN0720.1 70.m15343 AO070343000474 0 -66 -13 ATGACCTTCCCCCTTCTACACGCGTCAAGCCTATTGACCG
AATATTGCTTTTAA

ATGACCTTCCCCCTTCTACACGCGTCAAGCCTATT
GACCGAATATTGCTTTTAA

MTFPLLHASSLLTEYCF* MTFPLLHASSLLTEY
CF*

CTGGACGGGA CTTCCATTCA 0 J FG09628.1 0 NCU07266.1 0 0

7001 3330 an AN0720.1 70.m15343 AO070343000474 0 -231 -166 ATGAACTATAATCAGATATCACAATGTTCTCAATTAAAAGG
AAGTAATAATCCAATCAAACCATAG

ATGAACTATAATCAGATATCACAATGTTCTCAATT
AAAAGGAAGTAATAATCCAATCAAACCATAG

MNYNQISQCSQLKGSNN
PIKP*

MNYNQISQCSQLKGSN
NPIKP*

AACTTGTACA TTAATGATAT 0 J FG09628.1 0 NCU07266.1 0 0

7002 3330 an AN0720.1 70.m15343 AO070343000474 0 -208 -185 ATGTTCTCAATTAAAAGGAAGTAA ATGTTCTCAATTAAAAGGAAGTAA MFSIKRK* MFSIKRK* AGATATCACA TAATCCAATC 0 J FG09628.1 0 NCU07266.1 0 0

7003 3330 an AN0720.1 70.m15343 AO070343000474 0 -126 -28 ATGCGGTGCCCTACCAGGAACAATTGTTCCTCCGTCCGCC
GCCCAGCGCTTCAATTTACATGGTGGGGTACCCAAAATTC
GATTACAACAAACCATTGA

ATGCGGTGCCCTACCAGGAACAATTGTTCCTCCG
TCCGCCGCCCAGCGCTTCAATTTACATGGTGGG
GTACCCAAAATTCGATTACAACAAACCATTGA

MRCPTRNNCSSVRRPAL
QFTWWGTQNSITTNH*

MRCPTRNNCSSVRRPA
LQFTWWGTQNSITTNH*

GTCAGTCTCC CTGAGTTATC 0 J FG09628.1 0 NCU07266.1 0 0

7011 3330 ao AN0720.1 70.m15343 AO070343000474 0 -236 -195 ATGATCGTGTCAAGACTGTGGGCCACGAAACGAGTGAATT
GA

ATGATCGTGTCAAGACTGTGGGCCACGAAA
CGAGTGAATTGA

MIVSRLWATKRVN* MIVSRLWATKRVN* ATACAGATAG AGTTGGTCGC 0 J FG09628.1 0 NCU07266.1 0 0

7012 3330 ao AN0720.1 70.m15343 AO070343000474 0 -173 -147 ATGGGGATGTCCAAAGGATCCCCGTGA ATGGGGATGTCCAAAGGATCCCCGTGA MGMSKGSP* MGMSKGSP* AAAGGCAACA TTTGATGTCT 0 J FG09628.1 0 NCU07266.1 0 0

7013 3330 ao AN0720.1 70.m15343 AO070343000474 0 -167 -147 ATGTCCAAAGGATCCCCGTGA ATGTCCAAAGGATCCCCGTGA MSKGSP* MSKGSP* AACAATGGGG TTTGATGTCT 0 J FG09628.1 0 NCU07266.1 0 0

7014 3330 ao AN0720.1 70.m15343 AO070343000474 0 -142 -68 ATGTCTAGTGACCTCCCCATATCCGGAACAACTCTTTACC
CGCATCCCGTCATCCCGCCGCATTTGGTGGGGTGA

ATGTCTAGTGACCTCCCCATATCCGGAACAA
CTCTTTACCCGCATCCCGTCATCCCGCCGC
ATTTGGTGGGGTGA

MSSDLPISGTTLYPHPVIP
PHLVG*

MSSDLPISGTTLYPH
PVIPPHLVG*

CCGTGATTTG TAGCGAAATA 0 J FG09628.1 0 NCU07266.1 0 0

7015 3331 conserved AN0733.1 70.m15320 AO070343000494 0 -249 -199 -266 -216 -242 -192 ATGGTGTGCTGsTTTCCGrvCrsTTTTTkkrwymrArrGAAAssrC
GCTAA

ATGGTGTGCTGGTTTCCGGACGGTTTTTTTGATC
AAAGGAAAGGGCGCTAA

ATGGTGTGCTGCTTTCCGACCACTTTTTGTGATCGA
AAGAAACCGCGCTAA

ATGGTGTGCTGCTTTCCGAGCGCTTTTTTGA
TCAAAGGGAAACGACGCTAA

MVCwFPdgFfdqrKgR* MVCWFPDGFFDQRKG
R*

MVCCFPTTFCDRKK
PR*

MVCCFPSAFLIKGK
RR*

ATCAskrCTT GrCCAyCCrd 0 B FG04290.1 0 NCU01635.1 YNL031C 0

7016 3332 ao AN0705.1 70.m15312 AO070343000504 0 -224 -186 ATGATGTACTGTACATACATAGAAGGGCAATTGCCTTAG ATGATGTACTGTACATACATAGAAGGGCAAT
TGCCTTAG

MMYCTYIEGQLP* MMYCTYIEGQLP* TGTAGAAGTC GTACCTACTA 0 J 0 0 0 0 0

7017 3332 ao AN0705.1 70.m15312 AO070343000504 0 -221 -186 ATGTACTGTACATACATAGAAGGGCAATTGCCTTAG ATGTACTGTACATACATAGAAGGGCAATTGC
CTTAG

MYCTYIEGQLP* MYCTYIEGQLP* AGAAGTCATG GTACCTACTA 0 J 0 0 0 0 0

7021 3334 af AN0686.1 70.m15288 AO070343000532 0 -275 -258 ATGACCACCCATTGTTAA ATGACCACCCATTGTTAA MTTHC* MTTHC* TAGGATCAAG TATTGCCGGA 0 O 0 MG06004.1 NCU08946.1 0 0

7022 3334 af AN0686.1 70.m15288 AO070343000532 0 -215 -168 ATGTGCAGCACAGGTCGAGAGCAGCGGCAGAAAGAGAGA
CGAGGTTGA

ATGTGCAGCACAGGTCGAGAGCAGCGGCAGAAAG
AGAGACGAGGTTGA

MCSTGREQRQKERRG* MCSTGREQRQKER
RG*

ACAAGCGTGG CTCGGGCCAA 0 O 0 MG06004.1 NCU08946.1 0 0

7018 3334 an AN0686.1 70.m15288 AO070343000532 0 -241 -182 ATGTATAAGACGAAACGAACGAGTTTGGAAACGCGACGTC
GAGGTAAGGATGAGGTATGA

ATGTATAAGACGAAACGAACGAGTTTGGAAACGC
GACGTCGAGGTAAGGATGAGGTATGA

MYKTKRTSLETRRRGKD
EV*

MYKTKRTSLETRRRGK
DEV*

CCCATTGTGA CAACGAAAGA 0 O 0 MG06004.1 NCU08946.1 0 0

7019 3334 an AN0686.1 70.m15288 AO070343000532 0 -192 -145 ATGAGGTATGACAACGAAAGAGAAGAATTGACGTTTCTCT
CGGTCTGA

ATGAGGTATGACAACGAAAGAGAAGAATTGACGT
TTCTCTCGGTCTGA

MRYDNEREELTFLSV* MRYDNEREELTFLSV* CGAGGTAAGG GTCGGGCGAA 0 O 0 MG06004.1 NCU08946.1 0 0

7020 3334 an AN0686.1 70.m15288 AO070343000532 0 -185 -162 ATGACAACGAAAGAGAAGAATTGA ATGACAACGAAAGAGAAGAATTGA MTTKEKN* MTTKEKN* AGGATGAGGT CGTTTCTCTC 0 O 0 MG06004.1 NCU08946.1 0 0

7023 3334 ao AN0686.1 70.m15288 AO070343000532 0 -237 -190 ATGCGTCTGGATATTAAACGACTGGAAATGCGGAGAAGGT
GGAACTGA

ATGCGTCTGGATATTAAACGACTGGAAATGC
GGAGAAGGTGGAACTGA

MRLDIKRLEMRRRWN* MRLDIKRLEMRRR
WN*

TTTTGAAGGA AGAGACTAAG 0 O 0 MG06004.1 NCU08946.1 0 0

7024 3334 ao AN0686.1 70.m15288 AO070343000532 0 -210 -190 ATGCGGAGAAGGTGGAACTGA ATGCGGAGAAGGTGGAACTGA MRRRWN* MRRRWN* ACGACTGGAA AGAGACTAAG 0 O 0 MG06004.1 NCU08946.1 0 0

7025 3334 ao AN0686.1 70.m15288 AO070343000532 0 -126 -22 ATGAGGTTTCCGCCCGGCACTAGTCCGCATCGGGACAGC
ATGCGAAAAGCCCGACATCATCAAGTTGATCCAACCCTTT
CAAGCTCCTCATCGACTAATCATTAG

ATGAGGTTTCCGCCCGGCACTAGTCCGCAT
CGGGACAGCATGCGAAAAGCCCGACATCAT
CAAGTTGATCCAACCCTTTCAAGCTCCTCAT
CGACTAATCATTAG

MRFPPGTSPHRDSMRKA
RHHQVDPTLSSSSSTNH*

MRFPPGTSPHRDS
MRKARHHQVDPTL
SSSSSTNH*

AGTTGGGAAG TGAACAATCC 0 O 0 MG06004.1 NCU08946.1 0 0

7026 3334 ao AN0686.1 70.m15288 AO070343000532 0 -87 -22 ATGCGAAAAGCCCGACATCATCAAGTTGATCCAACCCTTT
CAAGCTCCTCATCGACTAATCATTAG

ATGCGAAAAGCCCGACATCATCAAGTTGAT
CCAACCCTTTCAAGCTCCTCATCGACTAATC
ATTAG

MRKARHHQVDPTLSSSS
STNH*

MRKARHHQVDPTL
SSSSSTNH*

TCGGGACAGC TGAACAATCC 0 O 0 MG06004.1 NCU08946.1 0 0

7028 3336 af AN0675.1 70.m15787 AO070343000544 0 -116 -39 ATGACCCCGAGCCTCGTCATCGCGCCGGAAAGTAGACCT
GACCTCACTGTTCCATCAGATTCCGTCTTCGGCAGTTGA

ATGACCCCGAGCCTCGTCATCGCGCCGGAAAGTA
GACCTGACCTCACTGTTCCATCAGATTCCGTCTTC
GGCAGTTGA

MTPSLVIAPESRPDLTVP
SDSVFGS*

MTPSLVIAPESRPDL
TVPSDSVFGS*

AATAGCGACA AGGGTTACCA 0 C 0 0 0 0 0

7027 3336 an AN0675.1 70.m15787 AO070343000544 0 -148 -119 ATGTTTTGGTCCGTTTTAACATTCTTCTAG ATGTTTTGGTCCGTTTTAACATTCTTCTAG MFWSVLTFF* MFWSVLTFF* CTGATTCTTC AGTGCCCAAA 0 C 0 0 0 0 0
7029 3336 ao AN0675.1 70.m15787 AO070343000544 0 -177 -127 ATGTACCCCGCAAGCACATTTACTGGACGAGGCACTTCCC

CTACCGTTTGA
ATGTACCCCGCAAGCACATTTACTGGACGA
GGCACTTCCCCTACCGTTTGA

MYPASTFTGRGTSPTV* MYPASTFTGRGTSP
TV*

TTTCCACCAC ATAACACCCA 0 C 0 0 0 0 0

7030 3336 ao AN0675.1 70.m15787 AO070343000544 0 -97 -71 ATGTTATGCTGCCAGCCGGCAAGCTGA ATGTTATGCTGCCAGCCGGCAAGCTGA MLCCQPAS* MLCCQPAS* TGTTCAAGGT GGACGGTAAA 0 C 0 0 0 0 0
7031 3336 ao AN0675.1 70.m15787 AO070343000544 0 -92 -39 ATGCTGCCAGCCGGCAAGCTGAGGACGGTAAACGTGTTT

GTTCGACGTGACTGA
ATGCTGCCAGCCGGCAAGCTGAGGACGGT
AAACGTGTTTGTTCGACGTGACTGA

MLPAGKLRTVNVFVRRD* MLPAGKLRTVNVFV
RRD*

AAGGTATGTT GATCCGGATA 0 C 0 0 0 0 0

7033 3337 af AN0660.1 70.m15781 AO070343000564 0 -210 -91 ATGACGCAACATAATGTCTTATCTTATCCAAGGCATGGGG
TGGTTAGTGTACCTGAGTTTATATTCATATGCATTTCTCTTG
ATGGTATGCAGTTGGTTGTGTTACTGGAGTGCGCGTGA

ATGACGCAACATAATGTCTTATCTTATCCAAGGCAT
GGGGTGGTTAGTGTACCTGAGTTTATATTCATATGC
ATTTCTCTTGATGGTATGCAGTTGGTTGTGTTACTG
GAGTGCGCGTGA

MTQHNVLSYPRHGVVSV
PEFIFICISLDGMQLVVLL
ECA*

MTQHNVLSYPRHG
VVSVPEFIFICISLDG
MQLVVLLECA*

TTATTGGGTC ACTGTATAGA 0 FH 0 0 0 0 0

7034 3337 af AN0660.1 70.m15781 AO070343000564 0 -142 -128 ATGCATTTCTCTTGA ATGCATTTCTCTTGA MHFS* MHFS* TTATATTCAT TGGTATGCAG 0 FH 0 0 0 0 0
7035 3337 af AN0660.1 70.m15781 AO070343000564 0 -123 -91 ATGCAGTTGGTTGTGTTACTGGAGTGCGCGTGA ATGCAGTTGGTTGTGTTACTGGAGTGCGCGTGA MQLVVLLECA* MQLVVLLECA* TCTTGATGGT ACTGTATAGA 0 FH 0 0 0 0 0
7032 3337 an AN0660.1 70.m15781 AO070343000564 0 -238 -212 ATGGCGCACCCCTGCGCCTTTTTATAA ATGGCGCACCCCTGCGCCTTTTTATAA MAHPCAFL* MAHPCAFL* TGCCCTTTAT CTTGACGTCT 0 FH 0 0 0 0 0
7039 3338 af AN0651.1 70.m15256 AO070343000576 0 -228 -109 ATGGGCATTTTTCCATTTGCAATTATTCTCTCCCATGGTGT

ATCACGTTCGATGTCGTTAACTGTCTCATCGGATGGTTTC
GTGTCGGTACTTGTCTTCTTTGCTGACGTCTGTTATTGA

ATGGGCATTTTTCCATTTGCAATTATTCTCTCCCAT
GGTGTATCACGTTCGATGTCGTTAACTGTCTCATC
GGATGGTTTCGTGTCGGTACTTGTCTTCTTTGCTGA
CGTCTGTTATTGA

MGIFPFAIILSHGVSRSMS
LTVSSDGFVSVLVFFADV
CY*

MGIFPFAIILSHGVS
RSMSLTVSSDGFVS
VLVFFADVCY*

TCCGTTTTCT TAGGCTTCCA 0 DT 0 0 NCU06493.1 0 0

7040 3338 af AN0651.1 70.m15256 AO070343000576 0 -194 -168 ATGGTGTATCACGTTCGATGTCGTTAA ATGGTGTATCACGTTCGATGTCGTTAA MVYHVRCR* MVYHVRCR* ATTCTCTCCC CTGTCTCATC 0 DT 0 0 NCU06493.1 0 0

7041 3338 af AN0651.1 70.m15256 AO070343000576 0 -177 -109 ATGTCGTTAACTGTCTCATCGGATGGTTTCGTGTCGGTAC
TTGTCTTCTTTGCTGACGTCTGTTATTGA

ATGTCGTTAACTGTCTCATCGGATGGTTTCGTGTC
GGTACTTGTCTTCTTTGCTGACGTCTGTTATTGA

MSLTVSSDGFVSVLVFFA
DVCY*

MSLTVSSDGFVSVL
VFFADVCY*

ATCACGTTCG TAGGCTTCCA 0 DT 0 0 NCU06493.1 0 0

7042 3338 af AN0651.1 70.m15256 AO070343000576 0 -155 -93 ATGGTTTCGTGTCGGTACTTGTCTTCTTTGCTGACGTCTGT
TATTGATAGGCTTCCAGAATAA

ATGGTTTCGTGTCGGTACTTGTCTTCTTTGCTGACG
TCTGTTATTGATAGGCTTCCAGAATAA

MVSCRYLSSLLTSVIDRL
PE*

MVSCRYLSSLLTSVI
DRLPE*

GTCTCATCGG TCAATACCGC 0 DT 0 0 NCU06493.1 0 0

7036 3338 an AN0651.1 70.m15256 AO070343000576 0 -240 -187 ATGTTGGGTCTTCGCAGACTGTTCCGTTGTGCTTCTCGAT
TCTTTGTTTTCTGA

ATGTTGGGTCTTCGCAGACTGTTCCGTTGTGCTT
CTCGATTCTTTGTTTTCTGA

MLGLRRLFRCASRFFVF* MLGLRRLFRCASRFFVF
*

TGAATCGAGG CAGATGCCCC 0 DT 0 0 NCU06493.1 0 0

7037 3338 an AN0651.1 70.m15256 AO070343000576 0 -183 -97 ATGCCCCCCTTCTCATGCCACATTCACGATAGCCTCGTCG
CAGGAGTCCCGCGTACGGAGAATTTGCTGACAGTCAACAT
CCGATAG

ATGCCCCCCTTCTCATGCCACATTCACGATAGCC
TCGTCGCAGGAGTCCCGCGTACGGAGAATTTGC
TGACAGTCAACATCCGATAG

MPPFSCHIHDSLVAGVPR
TENLLTVNIR*

MPPFSCHIHDSLVAGVP
RTENLLTVNIR*

TTTCTGACAG ACGCTTATCC 0 DT 0 0 NCU06493.1 0 0

7038 3338 an AN0651.1 70.m15256 AO070343000576 0 -169 -152 ATGCCACATTCACGATAG ATGCCACATTCACGATAG MPHSR* MPHSR* CCCCCTTCTC CCTCGTCGCA 0 DT 0 0 NCU06493.1 0 0

7044 3339 af AN1023.1 70.m15244 AO070343000591 0 -216 -190 ATGGACATCACGTGCCCATGTAGTTAA ATGGACATCACGTGCCCATGTAGTTAA MDITCPCS* MDITCPCS* GAATAGGGGA GTGTACCTTT 0 TU FG09721.1 MG06180.1 0 0 0
7045 3339 af AN1023.1 70.m15244 AO070343000591 0 -129 -64 ATGCCCGAAATGGGTAACGGGGTCTTATCAACATCACACC

TCCAATACCCCGAACAGGATTCCTAA
ATGCCCGAAATGGGTAACGGGGTCTTATCAACATC
ACACCTCCAATACCCCGAACAGGATTCCTAA

MPEMGNGVLSTSHLQYP
EQDS*

MPEMGNGVLSTSH
LQYPEQDS*

CCACTGCGGG GATCCGGATT 0 TU FG09721.1 MG06180.1 0 0 0
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7046 3339 af AN1023.1 70.m15244 AO070343000591 0 -120 -64 ATGGGTAACGGGGTCTTATCAACATCACACCTCCAATACC
CCGAACAGGATTCCTAA

ATGGGTAACGGGGTCTTATCAACATCACACCTCCA
ATACCCCGAACAGGATTCCTAA

MGNGVLSTSHLQYPEQD
S*

MGNGVLSTSHLQYP
EQDS*

GATGCCCGAA GATCCGGATT 0 TU FG09721.1 MG06180.1 0 0 0

7043 3339 an AN1023.1 70.m15244 AO070343000591 0 -186 -175 ATGCATATATAG ATGCATATATAG MHI* MHI* GGGCTGCTGA TCAAAAACGG 0 TU FG09721.1 MG06180.1 0 0 0
7047 3339 ao AN1023.1 70.m15244 AO070343000591 0 -255 -112 ATGAACATAGTGGATCCCCAGGTATTCCAGTTGGAGGAGT

ATGGAGCAATTGAACGGTTCCTGATTCTCTGCATATCACCT
GCCGGATTTAACATGATCCGAGTGCCCCATGGGAGCCCG
CCGCGGGATGCCCGAAACGGTTAA

ATGAACATAGTGGATCCCCAGGTATTCCAGT
TGGAGGAGTATGGAGCAATTGAACGGTTCC
TGATTCTCTGCATATCACCTGCCGGATTTAA
CATGATCCGAGTGCCCCATGGGAGCCCGC
CGCGGGATGCCCGAAACGGTTAA

MNIVDPQVFQLEEYGAIE
RFLILCISPAGFNMIRVPH
GSPPRDARNG*

MNIVDPQVFQLEEY
GAIERFLILCISPAGF
NMIRVPHGSPPRDA
RNG*

ATAACTTTCC CTACTCAATA 0 TU FG09721.1 MG06180.1 0 0 0

7048 3339 ao AN1023.1 70.m15244 AO070343000591 0 -215 -192 ATGGAGCAATTGAACGGTTCCTGA ATGGAGCAATTGAACGGTTCCTGA MEQLNGS* MEQLNGS* TTGGAGGAGT TTCTCTGCAT 0 TU FG09721.1 MG06180.1 0 0 0
7049 3339 ao AN1023.1 70.m15244 AO070343000591 0 -162 -112 ATGATCCGAGTGCCCCATGGGAGCCCGCCGCGGGATGC

CCGAAACGGTTAA
ATGATCCGAGTGCCCCATGGGAGCCCGCC
GCGGGATGCCCGAAACGGTTAA

MIRVPHGSPPRDARNG* MIRVPHGSPPRDAR
NG*

CGGATTTAAC CTACTCAATA 0 TU FG09721.1 MG06180.1 0 0 0

7050 3339 ao AN1023.1 70.m15244 AO070343000591 0 -146 -42 ATGGGAGCCCGCCGCGGGATGCCCGAAACGGTTAACTAC
TCAATAACCCATGAGCATCTCCAGCCAAACATCCTCTATAG
TCGCTTCTCATTACTCGGTTCTTAA

ATGGGAGCCCGCCGCGGGATGCCCGAAAC
GGTTAACTACTCAATAACCCATGAGCATCTC
CAGCCAAACATCCTCTATAGTCGCTTCTCAT
TACTCGGTTCTTAA

MGARRGMPETVNYSITH
EHLQPNILYSRFSLLGS*

MGARRGMPETVNY
SITHEHLQPNILYSR
FSLLGS*

CGAGTGCCCC TATCAAGTTT 0 TU FG09721.1 MG06180.1 0 0 0

7051 3339 ao AN1023.1 70.m15244 AO070343000591 0 -128 -42 ATGCCCGAAACGGTTAACTACTCAATAACCCATGAGCATC
TCCAGCCAAACATCCTCTATAGTCGCTTCTCATTACTCGGT
TCTTAA

ATGCCCGAAACGGTTAACTACTCAATAACCC
ATGAGCATCTCCAGCCAAACATCCTCTATAG
TCGCTTCTCATTACTCGGTTCTTAA

MPETVNYSITHEHLQPNIL
YSRFSLLGS*

MPETVNYSITHEHL
QPNILYSRFSLLGS*

CCGCCGCGGG TATCAAGTTT 0 TU FG09721.1 MG06180.1 0 0 0

7053 3341 af AN0797.1 70.m15398 AO070239000020 0 -201 -43 ATGCGGGGCCAAAATTCCTTCCCCCGTCCAAAAAAAGAAA
TTCTCGCAATGATTCATTCTCCCCCTCGTCATCTCCCTCTC
CCTTTCACCTTCTCTTCCCCCAGGCTAGGGACTTGGGGTT
TGATCACTTTCATCACCTTTTTCATCGGATTTGATTGA

ATGCGGGGCCAAAATTCCTTCCCCCGTCCAAAAAA
AGAAATTCTCGCAATGATTCATTCTCCCCCTCGTCA
TCTCCCTCTCCCTTTCACCTTCTCTTCCCCCAGGCT
AGGGACTTGGGGTTTGATCACTTTCATCACCTTTTT
CATCGGATTTGATTGA

MRGQNSFPRPKKEILAMI
HSPPRHLPLPFTFSSPRL
GTWGLITFITFFIGFD*

MRGQNSFPRPKKEI
LAMIHSPPRHLPLPF
TFSSPRLGTWGLITF
ITFFIGFD*

GCTGACTCCG TCTCTTGTCT 0 E 0 MG01309.1 0 0 0

7054 3341 af AN0797.1 70.m15398 AO070239000020 0 -153 -43 ATGATTCATTCTCCCCCTCGTCATCTCCCTCTCCCTTTCAC
CTTCTCTTCCCCCAGGCTAGGGACTTGGGGTTTGATCACT
TTCATCACCTTTTTCATCGGATTTGATTGA

ATGATTCATTCTCCCCCTCGTCATCTCCCTCTCCCT
TTCACCTTCTCTTCCCCCAGGCTAGGGACTTGGGG
TTTGATCACTTTCATCACCTTTTTCATCGGATTTGAT
TGA

MIHSPPRHLPLPFTFSSP
RLGTWGLITFITFFIGFD*

MIHSPPRHLPLPFTF
SSPRLGTWGLITFIT
FFIGFD*

AATTCTCGCA TCTCTTGTCT 0 E 0 MG01309.1 0 0 0

7052 3341 an AN0797.1 70.m15398 AO070239000020 0 -149 -93 ATGAATCACCGGCTACACAACAGTCAACGCATTCCCATTT
CACTTTGCCCTTGTTAA

ATGAATCACCGGCTACACAACAGTCAACGCATTC
CCATTTCACTTTGCCCTTGTTAA

MNHRLHNSQRIPISLCPC
*

MNHRLHNSQRIPISLCP
C*

TCTTGAAGGG GCTCTCTCCA 0 E 0 MG01309.1 0 0 0

7055 3341 ao AN0797.1 70.m15398 AO070239000020 0 -216 -142 ATGGCGATGAATCATCCCGCAATCAACTTGACTGACTCCC
CGTTCCTTCTCCCCCAAGGCACCGGGCCTTTTTGA

ATGGCGATGAATCATCCCGCAATCAACTTGA
CTGACTCCCCGTTCCTTCTCCCCCAAGGCA
CCGGGCCTTTTTGA

MAMNHPAINLTDSPFLLP
QGTGPF*

MAMNHPAINLTDSP
FLLPQGTGPF*

TTCTTTTTCG AATCTTAATT 0 E 0 MG01309.1 0 0 0

7056 3341 ao AN0797.1 70.m15398 AO070239000020 0 -210 -142 ATGAATCATCCCGCAATCAACTTGACTGACTCCCCGTTCC
TTCTCCCCCAAGGCACCGGGCCTTTTTGA

ATGAATCATCCCGCAATCAACTTGACTGACT
CCCCGTTCCTTCTCCCCCAAGGCACCGGGC
CTTTTTGA

MNHPAINLTDSPFLLPQG
TGPF*

MNHPAINLTDSPFLL
PQGTGPF*

TTCGATGGCG AATCTTAATT 0 E 0 MG01309.1 0 0 0

7061 3344 af AN4623.1 57.m05537 AO070267000035 0 -177 -154 ATGCTTCTCTTCATGCCTGATTAA ATGCTTCTCTTCATGCCTGATTAA MLLFMPD* MLLFMPD* ACGGAGACGA GATTACGCAT 0 G 0 0 0 0 0
7062 3344 af AN4623.1 57.m05537 AO070267000035 0 -165 -154 ATGCCTGATTAA ATGCCTGATTAA MPD* MPD* GCTTCTCTTC GATTACGCAT 0 G 0 0 0 0 0
7063 3344 af AN4623.1 57.m05537 AO070267000035 0 -86 -48 ATGCTTGCTATTCGGCTGCCGTTCCACATAGCAACTTGA ATGCTTGCTATTCGGCTGCCGTTCCACATAGCAAC

TTGA
MLAIRLPFHIAT* MLAIRLPFHIAT* TCGGCCCGTT TAAACAGTGC 0 G 0 0 0 0 0

7057 3344 an AN4623.1 57.m05537 AO070267000035 0 -205 -134 ATGTGTTCGCTGCTAAGCAGCTGTTTTTATGATTCTGTTTT
ATTACTTCGGGCTGTACTGATGATTCTTTGA

ATGTGTTCGCTGCTAAGCAGCTGTTTTTATGATTC
TGTTTTATTACTTCGGGCTGTACTGATGATTCTTT
GA

MCSLLSSCFYDSVLLLRA
VLMIL*

MCSLLSSCFYDSVLLLR
AVLMIL*

CTCTTCGACA TCGAATCATT 0 G 0 0 0 0 0

7058 3344 an AN4623.1 57.m05537 AO070267000035 0 -177 -145 ATGATTCTGTTTTATTACTTCGGGCTGTACTGA ATGATTCTGTTTTATTACTTCGGGCTGTACTGA MILFYYFGLY* MILFYYFGLY* AGCTGTTTTT TGATTCTTTG 0 G 0 0 0 0 0
7059 3344 an AN4623.1 57.m05537 AO070267000035 0 -145 -134 ATGATTCTTTGA ATGATTCTTTGA MIL* MIL* GGCTGTACTG TCGAATCATT 0 G 0 0 0 0 0
7060 3344 an AN4623.1 57.m05537 AO070267000035 0 -100 -86 ATGTTAGGAGCTTGA ATGTTAGGAGCTTGA MLGA* MLGA* CCCCGTCGTG ACACAGCTAT 0 G 0 0 0 0 0
7064 3344 ao AN4623.1 57.m05537 AO070267000035 0 -192 -166 ATGTCATATCGAAATATCGTTGCATGA ATGTCATATCGAAATATCGTTGCATGA MSYRNIVA* MSYRNIVA* CATCTCCTCC GATCTCATCC 0 G 0 0 0 0 0
7065 3344 ao AN4623.1 57.m05537 AO070267000035 0 -169 -83 ATGAGATCTCATCCTCTGTTGCATCCCTCAAATATTGCCTG

CCTCCTTCGCCCGTTATGCTTACTTTGCTTTGACTTGAGAC
TATAA

ATGAGATCTCATCCTCTGTTGCATCCCTCAA
ATATTGCCTGCCTCCTTCGCCCGTTATGCTT
ACTTTGCTTTGACTTGAGACTATAA

MRSHPLLHPSNIACLLRP
LCLLCFDLRL*

MRSHPLLHPSNIAC
LLRPLCLLCFDLRL*

ATATCGTTGC TTAGACCTGC 0 G 0 0 0 0 0

7066 3344 ao AN4623.1 57.m05537 AO070267000035 0 -113 -96 ATGCTTACTTTGCTTTGA ATGCTTACTTTGCTTTGA MLTLL* MLTLL* TTCGCCCGTT CTTGAGACTA 0 G 0 0 0 0 0
7068 3345 af AN6551.1 62.m03122 AO070270000034 0 -261 -133 ATGCTTATTCTGCCTTTTTTTTCCATTCTGCTTTTCTTTGATT

TTAGATTCGATCAAGTGTTAGGAAGCATATTGTTACAGTCT
TATTTTCGTCGGTTGTCTGGGTACCCATGTTTATCGACCAC
ATAA

ATGCTTATTCTGCCTTTTTTTTCCATTCTGCTTTTCT
TTGATTTTAGATTCGATCAAGTGTTAGGAAGCATAT
TGTTACAGTCTTATTTTCGTCGGTTGTCTGGGTACC
CATGTTTATCGACCACATAA

MLILPFFSILLFFDFRFDQ
VLGSILLQSYFRRLSGYP
CLSTT*

MLILPFFSILLFFDFR
FDQVLGSILLQSYFR
RLSGYPCLSTT*

CTGGTTTTGC TATCCGGACT 0  0 0 0 0 0

7069 3345 af AN6551.1 62.m03122 AO070270000034 0 -151 -95 ATGTTTATCGACCACATAATATCCGGACTTCCAGATATTGA
GGCATACACAGATTAA

ATGTTTATCGACCACATAATATCCGGACTTCCAGAT
ATTGAGGCATACACAGATTAA

MFIDHIISGLPDIEAYTD* MFIDHIISGLPDIEAY
TD*

CTGGGTACCC TACTCTTGCG 0  0 0 0 0 0

7067 3345 an AN6551.1 62.m03122 AO070270000034 0 -181 -71 ATGACACGACTGGATCCACTGTCTACTTGCGTGTGCCATA
TTATCCCTTCGCGTTTCATTTGTATCCTTTGCGACCCTCTTT
ATTGCCATTCTCCGCTTTTGTTACCTTGA

ATGACACGACTGGATCCACTGTCTACTTGCGTGT
GCCATATTATCCCTTCGCGTTTCATTTGTATCCTT
TGCGACCCTCTTTATTGCCATTCTCCGCTTTTGTT
ACCTTGA

MTRLDPLSTCVCHIIPSRF
ICILCDPLYCHSPLLLP*

MTRLDPLSTCVCHIIPSR
FICILCDPLYCHSPLLLP*

TAACTCTGAC CGTTGGACCG 0  0 0 0 0 0

7070 3345 ao AN6551.1 62.m03122 AO070270000034 0 -115 -104 ATGCTTGTTTGA ATGCTTGTTTGA MLV* MLV* ATAGTAACCT GTTGTTCATT 0  0 0 0 0 0
7075 3347 af AN8286.1 65.m07462 AO070277000002 0 -222 -184 ATGATGATGCTTCATATATCTACCCGATCTCCTATCTGA ATGATGATGCTTCATATATCTACCCGATCTCCTATC

TGA
MMMLHISTRSPI* MMMLHISTRSPI* TTGTGTCGCC CTTTTGCCAG 0 Z 0 0 NCU02626.1 0 0

7076 3347 af AN8286.1 65.m07462 AO070277000002 0 -219 -184 ATGATGCTTCATATATCTACCCGATCTCCTATCTGA ATGATGCTTCATATATCTACCCGATCTCCTATCTGA MMLHISTRSPI* MMLHISTRSPI* TGTCGCCATG CTTTTGCCAG 0 Z 0 0 NCU02626.1 0 0

7077 3347 af AN8286.1 65.m07462 AO070277000002 0 -216 -184 ATGCTTCATATATCTACCCGATCTCCTATCTGA ATGCTTCATATATCTACCCGATCTCCTATCTGA MLHISTRSPI* MLHISTRSPI* CGCCATGATG CTTTTGCCAG 0 Z 0 0 NCU02626.1 0 0

7078 3347 af AN8286.1 65.m07462 AO070277000002 0 -96 -79 ATGCCATTTCTAATCTGA ATGCCATTTCTAATCTGA MPFLI* MPFLI* CCCCATGACC GCTCCTTCTG 0 Z 0 0 NCU02626.1 0 0

7079 3347 ao AN8286.1 65.m07462 AO070277000002 0 -220 -182 ATGCACCACTACGGTCAGATGCTAACCCTAGCGCTTTAA ATGCACCACTACGGTCAGATGCTAACCCTA
GCGCTTTAA

MHHYGQMLTLAL* MHHYGQMLTLAL* AGTATAGCTT ATATCAGAGG 0 Z 0 0 NCU02626.1 0 0

7080 3347 ao AN8286.1 65.m07462 AO070277000002 0 -202 -182 ATGCTAACCCTAGCGCTTTAA ATGCTAACCCTAGCGCTTTAA MLTLAL* MLTLAL* CTACGGTCAG ATATCAGAGG 0 Z 0 0 NCU02626.1 0 0

7074 3347 conserved AN8286.1 65.m07462 AO070277000002 0 -112 -92 -102 -79 -113 -90 ATGrCyryssmrTyyCThdkhTGA ATGGCTGCCGAATCCCTCTGA ATGACCATGCCATTTCTAATCTGA ATGGCCGCCGCGTTCCTTGGTTGA MaaesL* MAAESL* MTMPFLI* MAAAFLG* wyywyCsybb kyyymhdCdv 0 Z 0 0 NCU02626.1 0 0

7083 3349 af AN0596.1 69.m15251 AO070280000022 0 -166 -116 ATGCAGCTTATTATTGCTGTATCTTCTGCACTTGATCCAAG
GCTGATCTAA

ATGCAGCTTATTATTGCTGTATCTTCTGCACTTGAT
CCAAGGCTGATCTAA

MQLIIAVSSALDPRLI* MQLIIAVSSALDPRLI
*

CTGAAAAGCG ACCTTGTCGC 0 L 0 0 0 0 0

7082 3349 an AN0596.1 69.m15251 AO070280000022 0 -125 -114 ATGCTTTCTTGA ATGCTTTCTTGA MLS* MLS* GCAATTATAG GGTCGACTTT 0 L 0 0 0 0 0
7084 3349 ao AN0596.1 69.m15251 AO070280000022 0 -175 -152 ATGCGGATATCTTTCAAACATTAA ATGCGGATATCTTTCAAACATTAA MRISFKH* MRISFKH* GTAGTTAGAG ATATACGATA 0 L 0 0 0 0 0
7090 3353 af AN8874.1 56.m02287 AO070293000003 0 -237 -181 ATGAAGTGCTACGTATGTACCTCTGTGGTCATAGCTATCG

TGTTCTCCATAGCATAG
ATGAAGTGCTACGTATGTACCTCTGTGGTCATAGC
TATCGTGTTCTCCATAGCATAG

MKCYVCTSVVIAIVFSIA* MKCYVCTSVVIAIVF
SIA*

TAGTATTATT CAAATTCTAT 0 UR 0 0 0 0 0

7091 3353 af AN8874.1 56.m02287 AO070293000003 0 -223 -14 ATGTACCTCTGTGGTCATAGCTATCGTGTTCTCCATAGCAT
AGCAAATTCTATTGTCCTTTTCCATTGGTTTATCTGTCATTT
TCAGACTCACTTACCCTTCGTCACTACTTTCCCTTCAAATTT
TACTCATCCACCGCGAGGACATCTCTTAAAAAGGTCCCAA
ACCGGTTCACCAATCTCTGAACCACTAAGTGCTACCTGGG
GTTGA

ATGTACCTCTGTGGTCATAGCTATCGTGTTCTCCAT
AGCATAGCAAATTCTATTGTCCTTTTCCATTGGTTTA
TCTGTCATTTTCAGACTCACTTACCCTTCGTCACTA
CTTTCCCTTCAAATTTTACTCATCCACCGCGAGGAC
ATCTCTTAAAAAGGTCCCAAACCGGTTCACCAATCT
CTGAACCACTAAGTGCTACCTGGGGTTGA

MYLCGHSYRVLHSIANSI
VLFHWFICHFQTHLPFVT
TFPSNFTHPPRGHLLKRS
QTGSPISEPLSATWG*

MYLCGHSYRVLHSI
ANSIVLFHWFICHFQ
THLPFVTTFPSNFTH
PPRGHLLKRSQTGS
PISEPLSATWG*

AGTGCTACGT TTCTCAGGGC 0 UR 0 0 0 0 0

7089 3353 an AN8874.1 56.m02287 AO070293000003 0 -209 -186 ATGAAAAAGCTTCATTTGCATTAG ATGAAAAAGCTTCATTTGCATTAG MKKLHLH* MKKLHLH* CTGTCAGGAG ATATCCCAGC 0 UR 0 0 0 0 0
7092 3355 an AN7325.1 72.m19745 AO070297000077 0 -187 -170 ATGTGCGCGCTCACGTGA ATGTGCGCGCTCACGTGA MCALT* MCALT* GGGACCGACG CACCGCTCTA 0 L 0 MG08071.1 0 0 0
7094 3355 ao AN7325.1 72.m19745 AO070297000077 0 -140 -126 ATGAATGGAGCATAA ATGAATGGAGCATAA MNGA* MNGA* CACGACCTGC TTGCCCGCGA 0 L 0 MG08071.1 0 0 0
7095 3355 ao AN7325.1 72.m19745 AO070297000077 0 -136 -104 ATGGAGCATAATTGCCCGCGACTCCGCCTATAG ATGGAGCATAATTGCCCGCGACTCCGCCTA

TAG
MEHNCPRLRL* MEHNCPRLRL* ACCTGCATGA TGCGTTCCAT 0 L 0 MG08071.1 0 0 0

7096 3355 ao AN7325.1 72.m19745 AO070297000077 0 -95 -54 ATGTGTTGGTTTCTCACGACTCGCCAACCCTTCTTCACATA
G

ATGTGTTGGTTTCTCACGACTCGCCAACCCT
TCTTCACATAG

MCWFLTTRQPFFT* MCWFLTTRQPFFT* AGTGCGTTCC GTCGCATAGT 0 L 0 MG08071.1 0 0 0

7097 3363 af AN0122.1 71.m15403 AO070311000090 0 -168 -100 ATGGAGTTCTGGAACATCTCCGCGACTTTAAAACTGATCG
TCTGGCCCCATACAGCCCATTTGTGTTAA

ATGGAGTTCTGGAACATCTCCGCGACTTTAAAACT
GATCGTCTGGCCCCATACAGCCCATTTGTGTTAA

MEFWNISATLKLIVWPHT
AHLC*

MEFWNISATLKLIVW
PHTAHLC*

GACTACGTCT TTGACTGGCT 0 O FG09725.1 0 0 0 0

7100 3364 af AN6886.1 71.m16031 AO070314000039 0 -105 -73 ATGGTCATCGAGAGCAGTCTTATCGCATGGTAA ATGGTCATCGAGAGCAGTCTTATCGCATGGTAA MVIESSLIAW* MVIESSLIAW* CGTTGCATTG CCCGGCTTTA 0  0 0 0 0 0
7101 3364 af AN6886.1 71.m16031 AO070314000039 0 -79 -62 ATGGTAACCCGGCTTTAA ATGGTAACCCGGCTTTAA MVTRL* MVTRL* GTCTTATCGC TGAATCCCTC 0  0 0 0 0 0
7102 3364 af AN6886.1 71.m16031 AO070314000039 0 -62 -27 ATGAATCCCTCGCCACCGACGACGACGACGACGTAA ATGAATCCCTCGCCACCGACGACGACGACGACGT

AA
MNPSPPTTTTT* MNPSPPTTTTT* CCCGGCTTTA GAACGTCTTC 0  0 0 0 0 0

7098 3364 an AN6886.1 71.m16031 AO070314000039 0 -91 -56 ATGCTTGCGATACAAATGTTTTCACGGCGTGCATGA ATGCTTGCGATACAAATGTTTTCACGGCGTGCAT
GA

MLAIQMFSRRA* MLAIQMFSRRA* TTCAGTATTG GCTGAGCTGC 0  0 0 0 0 0

7099 3364 an AN6886.1 71.m16031 AO070314000039 0 -76 -56 ATGTTTTCACGGCGTGCATGA ATGTTTTCACGGCGTGCATGA MFSRRA* MFSRRA* TGCGATACAA GCTGAGCTGC 0  0 0 0 0 0
7103 3364 ao AN6886.1 71.m16031 AO070314000039 0 -85 -47 ATGGTGAGAGTAACTCGGATGGTCCTGTGGCATATATGA ATGGTGAGAGTAACTCGGATGGTCCTGTGG

CATATATGA
MVRVTRMVLWHI* MVRVTRMVLWHI* TCTGCTGGGA GTGACTACAA 0  0 0 0 0 0

7104 3364 ao AN6886.1 71.m16031 AO070314000039 0 -67 -47 ATGGTCCTGTGGCATATATGA ATGGTCCTGTGGCATATATGA MVLWHI* MVLWHI* AGTAACTCGG GTGACTACAA 0  0 0 0 0 0
7106 3365 af AN4547.1 57.m05557 AO070321000185 0 -185 -171 ATGAGGGCGCGTTAA ATGAGGGCGCGTTAA MRAR* MRAR* CTCACGGATA TCGTTTACAC 0 U FG08840.1 MG02634.1 NCU01992.1 0 0

7105 3365 an AN4547.1 57.m05557 AO070321000185 0 -185 -174 ATGAGGATTTGA ATGAGGATTTGA MRI* MRI* TCACGAGATA TACCGTTCAC 0 U FG08840.1 MG02634.1 NCU01992.1 0 0

7107 3365 ao AN4547.1 57.m05557 AO070321000185 0 -170 -156 ATGAGGGTGCGCTAA ATGAGGGTGCGCTAA MRVR* MRVR* CTAGAAGATA TCGCTGTTTC 0 U FG08840.1 MG02634.1 NCU01992.1 0 0

7108 3366 ao AN5726.1 54.m06846 AO070324000125 0 -209 -198 ATGTGTGCCTGA ATGTGTGCCTGA MCA* MCA* CGTTTTCCCC AATTGGCCAT 0 R 0 0 0 0 0
7110 3367 an AN2246.1 71.m15880 AO070326000127 0 -201 -184 ATGCCCAATTGGTGTTGA ATGCCCAATTGGTGTTGA MPNWC* MPNWC* TCTGCTGTCA AAGTACGCTT 0 J 0 0 0 0 0
7109 3367 conserved AN2246.1 71.m15880 AO070326000127 0 -126 -106 -120 -100 -123 -103 ATGyyCywTwyhGArvyATAG ATGTCCTATTCCGAGCCATAG ATGCTCCTTTCAGAGATATAG ATGTTCCTTATTGAAGCATAG MsysEp* MSYSEP* MLLSEI* MFLIEA* mrdymTrrAy AGGGCTGCAG 0 J 0 0 0 0 0

7111 3368 af AN4018.1 54.m06553 AO070328000117 0 -111 -73 ATGCTTCTACCCAACTGCCATGGCACCTACCTAAACTAG ATGCTTCTACCCAACTGCCATGGCACCTACCTAAA
CTAG

MLLPNCHGTYLN* MLLPNCHGTYLN* GGATCGACTC TAGTGCTGTA 0 OPR 0 MG03702.1 0 0 0

7112 3368 af AN4018.1 54.m06553 AO070328000117 0 -92 -78 ATGGCACCTACCTAA ATGGCACCTACCTAA MAPT* MAPT* CCCAACTGCC ACTAGTAGTG 0 OPR 0 MG03702.1 0 0 0
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7113 3368 af AN4018.1 54.m06553 AO070328000117 0 -63 -46 ATGTCGAACACATTCTGA ATGTCGAACACATTCTGA MSNTF* MSNTF* GTAGTGCTGT TTCCTACAGC 0 OPR 0 MG03702.1 0 0 0
7114 3368 ao AN4018.1 54.m06553 AO070328000117 0 -234 -199 ATGACTGTCAATTACGTAGGGGCTCCGATTAGATAA ATGACTGTCAATTACGTAGGGGCTCCGATTA

GATAA
MTVNYVGAPIR* MTVNYVGAPIR* AAGAGATCCA AAAGCCCTCC 0 OPR 0 MG03702.1 0 0 0

7115 3368 ao AN4018.1 54.m06553 AO070328000117 0 -109 -47 ATGCGAGCGGTCGTCTGTTCCATGCCTGACCGCTATTTCC
TCCAATTTCCTCAATTCACTTAG

ATGCGAGCGGTCGTCTGTTCCATGCCTGAC
CGCTATTTCCTCCAATTTCCTCAATTCACTTA
G

MRAVVCSMPDRYFLQFP
QFT*

MRAVVCSMPDRYF
LQFPQFT*

AGACTGATCA TTGAACCATG 0 OPR 0 MG03702.1 0 0 0

7116 3368 ao AN4018.1 54.m06553 AO070328000117 0 -88 -47 ATGCCTGACCGCTATTTCCTCCAATTTCCTCAATTCACTTA
G

ATGCCTGACCGCTATTTCCTCCAATTTCCTC
AATTCACTTAG

MPDRYFLQFPQFT* MPDRYFLQFPQFT* CGTCTGTTCC TTGAACCATG 0 OPR 0 MG03702.1 0 0 0

7121 3372 af AN0268.1 54.m06475 AO070334000074 0 -136 -107 ATGGCATCCTACTTACTCAGGACTCTGTAA ATGGCATCCTACTTACTCAGGACTCTGTAA MASYLLRTL* MASYLLRTL* CAGATTGACC TGTCCATTGA 0  0 0 0 0 0
7122 3372 af AN0268.1 54.m06475 AO070334000074 0 -97 -80 ATGCGAGATATGCGGTGA ATGCGAGATATGCGGTGA MRDMR* MRDMR* ATGTCCATTG TTATACCCAT 0  0 0 0 0 0
7119 3372 an AN0268.1 54.m06475 AO070334000074 0 -205 -191 ATGCTTTCAGGCTAA ATGCTTTCAGGCTAA MLSG* MLSG* CCGGCAAGAC GGGCTGATAA 0  0 0 0 0 0
7120 3372 an AN0268.1 54.m06475 AO070334000074 0 -139 -101 ATGGATCATCTATCGCGTCTGTCTCCGTTGGCCCATTGA ATGGATCATCTATCGCGTCTGTCTCCGTTGGCCC

ATTGA
MDHLSRLSPLAH* MDHLSRLSPLAH* AACTCGCTAA ATGAGCATGC 0  0 0 0 0 0

7123 3372 ao AN0268.1 54.m06475 AO070334000074 0 -202 -191 ATGACAGCTTGA ATGACAGCTTGA MTA* MTA* TTATTTGACC CTTACGAGTC 0  0 0 0 0 0
7124 3372 ao AN0268.1 54.m06475 AO070334000074 0 -120 -43 ATGCGGTTATTCCTTTGTTGCTCGTCTCCATTGTGCCTTGG

CCACCAGAAACGCCCCGTTGATTTGCCCGCGATTTAA
ATGCGGTTATTCCTTTGTTGCTCGTCTCCAT
TGTGCCTTGGCCACCAGAAACGCCCCGTTG
ATTTGCCCGCGATTTAA

MRLFLCCSSPLCLGHQK
RPVDLPAI*

MRLFLCCSSPLCLG
HQKRPVDLPAI*

TCGGAGGAGC TCCGAAACAT 0  0 0 0 0 0

7127 3373 af AN1482.1 55.m02988 AO070334000186 0 -275 -258 ATGCAGCAGAAGGACTGA ATGCAGCAGAAGGACTGA MQQKD* MQQKD* CTATATCAGA CAGGCCCGGA 0 I 0 MG05196.1 0 0 0
7128 3373 af AN1482.1 55.m02988 AO070334000186 0 -233 -135 ATGTGGATTCTCCTGTTCTTCCCCGCATTCCCGCAACTCC

GCAAAAACCGACTGGCATCAGCCATTTACCGAGGCCAGTT
TGTCACTGATAGGAAATAA

ATGTGGATTCTCCTGTTCTTCCCCGCATTCCCGCA
ACTCCGCAAAAACCGACTGGCATCAGCCATTTACC
GAGGCCAGTTTGTCACTGATAGGAAATAA

MWILLFFPAFPQLRKNRL
ASAIYRGQFVTDRK*

MWILLFFPAFPQLR
KNRLASAIYRGQFV
TDRK*

GACGCCTCTA TAAGCGGACT 0 I 0 MG05196.1 0 0 0

7125 3373 an AN1482.1 55.m02988 AO070334000186 0 -129 -112 ATGCCGAGGCCTAGATAG ATGCCGAGGCCTAGATAG MPRPR* MPRPR* TCCTACGGAT GTCCCACCAC 0 I 0 MG05196.1 0 0 0
7126 3373 an AN1482.1 55.m02988 AO070334000186 0 -76 -35 ATGGGAGCCTGGCGACAGTCAATCTACTCGATTTCCTCTT

GA
ATGGGAGCCTGGCGACAGTCAATCTACTCGATTT
CCTCTTGA

MGAWRQSIYSISS* MGAWRQSIYSISS* ATGGCCACGG TATCTCATCC 0 I 0 MG05196.1 0 0 0

7129 3374 an AN2936.1 59.m09058 AO070337000172 0 -182 -60 ATGCAACCAACAACGTCACCTGTTCCTGAATCCCTGCTCC
AACCTCTTGCGTTCCGCTCTCGAATCGTCTTCTCTTGTCTC
TTTCCAAAACCCTCTAGTTTTCGATCATCCCTTCATTTCTAA

ATGCAACCAACAACGTCACCTGTTCCTGAATCCC
TGCTCCAACCTCTTGCGTTCCGCTCTCGAATCGT
CTTCTCTTGTCTCTTTCCAAAACCCTCTAGTTTTC
GATCATCCCTTCATTTCTAA

MQPTTSPVPESLLQPLAF
RSRIVFSCLFPKPSSFRS
SLHF*

MQPTTSPVPESLLQPLA
FRSRIVFSCLFPKPSSFR
SSLHF*

CCTTCTCCGC AGTATTTGAA 0 G 0 0 NCU07404.1 0 0

7130 3374 ao AN2936.1 59.m09058 AO070337000172 0 -217 -161 ATGCAGACAGCGTCACCTGCTTGTTTCGTTCCTGGATCCC
ACCCCGGAAGTGTTTAG

ATGCAGACAGCGTCACCTGCTTGTTTCGTTC
CTGGATCCCACCCCGGAAGTGTTTAG

MQTASPACFVPGSHPGS
V*

MQTASPACFVPGS
HPGSV*

AGTACCTGGA CTCTGGTTGC 0 G 0 0 NCU07404.1 0 0

7131 3374 ao AN2936.1 59.m09058 AO070337000172 0 -71 -15 ATGCAGACATCATCACTCTCTGATATCCTGATAAGCTTAAT
TAATACCCACAATTGA

ATGCAGACATCATCACTCTCTGATATCCTGA
TAAGCTTAATTAATACCCACAATTGA

MQTSSLSDILISLINTHN* MQTSSLSDILISLINT
HN*

CCCTGCTCTG TCTTATCCGT 0 G 0 0 NCU07404.1 0 0

7134 3376 af AN0426.1 54.m06650 AO070338000276 0 -168 -121 ATGAAATCTGTCTCTCTTACTACATCATCAAGCGCGTCTAA
ACTGTAG

ATGAAATCTGTCTCTCTTACTACATCATCAAGCGCG
TCTAAACTGTAG

MKSVSLTTSSSASKL* MKSVSLTTSSSASK
L*

TTCGACATTA GCCTTCCCTT 0 I 0 0 0 0 0

7133 3376 an AN0426.1 54.m06650 AO070338000276 0 -139 -104 ATGCATTTTACAGTCTCATCCGTCGCGTCTTGCTGA ATGCATTTTACAGTCTCATCCGTCGCGTCTTGCT
GA

MHFTVSSVASC* MHFTVSSVASC* ACGACTTTTC TGCCTACGTC 0 I 0 0 0 0 0

7135 3376 ao AN0426.1 54.m06650 AO070338000276 0 -75 -7 ATGTCGCCTTGGTTTAAAGAAGGGCGCTGTGTGAGCTACC
CGCTCGACTTCAAGTGCCCCGGTAACTAA

ATGTCGCCTTGGTTTAAAGAAGGGCGCTGT
GTGAGCTACCCGCTCGACTTCAAGTGCCCC
GGTAACTAA

MSPWFKEGRCVSYPLDF
KCPGN*

MSPWFKEGRCVSY
PLDFKCPGN*

CTCATGGCCT GTCACAATGG 0 I 0 0 0 0 0

7132 3376 conserved AN0426.1 54.m06650 AO070338000276 0 -90 -67 -109 -86 -82 -59 ATGGCCwdyrwCGsCTTGGTwTAr ATGGCCATCAACGGCTTGGTATAG ATGGCCTGCGACGCCTTGGTATAG ATGGCCTATGTCGCCTTGGTTTAA MAingLV* MAINGLV* MACDALV* MAYVALV* CbhybyCyys rswhkbdssy 0 I 0 0 0 0 0

7137 3377 af AN3933.1 69.m14994 AO070341000044 0 -158 -147 ATGGGACATTGA ATGGGACATTGA MGH* MGH* TGGGCGAGGA GTGTTTAAAT 0 K 0 MG01572.1 0 0 0
7138 3377 ao AN3933.1 69.m14994 AO070341000044 0 -146 -135 ATGAGATCTTGA ATGAGATCTTGA MRS* MRS* GCAGGAGGGG GGCACACCAG 0 K 0 MG01572.1 0 0 0
7140 3378 af AN2107.1 57.m05807 AO070341000264 0 -146 -120 ATGTGCGTATTTTGCAACTTCGACTGA ATGTGCGTATTTTGCAACTTCGACTGA MCVFCNFD* MCVFCNFD* AATCTTTTGA TACGAATATA 0 J FG01359.1 MG00521.1 0 0 0
7139 3378 conserved AN2107.1 57.m05807 AO070341000264 0 -191 -87 -222 -109 -177 -64 ATGACTmkAThmhhAhwrvmwhkChwmmryvwAkrwdwhrbwymC

ydmsswyryhsrymyhkAswbwdwyThTkvvhhsbkmrwrkwhykCrrhy
wmkhsTkdkACswATmTrA

ATGACTCTATACCAAAAACATAGCATACGTGAAG
AATTTAGACACTGCCGACATACATCTCGACTGAT
ATTCTGCGTACGTAAAGGTACGCGGATACTTGTT
TGA

ATGACTATATCAATACAGAAACTCCTCCGCATATGT
GAAACTCACTTCGCTCATCGACATATAGTTAATCTT
TTGAATGTGCGTATTTTGCAACTTCGACTGATACGA
ATATAA

ATGACTCGATTATCATTAGCATTCTACAACCT
ATGTAACGTATCCCAAGCTTGCTGGCACTTA
CACTGTTTATTACCCCCTCGTATACCTCGGT
CTAGCCTGGTACCTATCTGA

MTlyqkhsireefrhcrhtsrlifcvr
kgtrilv*

MTLYQKHSIREEFRHCR
HTSRLIFCVRKGTRILV*

MTISIQKLLRICETHF
AHRHIVNLLNVRILQ
LRLIRI*

MTRLSLAFYNLCNV
SQACWHLHCLLPP
RIPRSSLVPI*

GdhyysmAAG rdCwbhywyk 0 J FG01359.1 MG00521.1 0 0 0

7141 3379 ao AN4053.1 54.m06538 AO070342000038 0 -118 -80 ATGCTTCCACTGTGTCTTGGAGGTTCCTCTCTTGGCTGA ATGCTTCCACTGTGTCTTGGAGGTTCCTCTC
TTGGCTGA

MLPLCLGGSSLG* MLPLCLGGSSLG* CCCATATTCT TATTGGGGTT 0 YU FG00748.1 MG00744.1 0 0 0

7145 3380 af AN3735.1 69.m15380 AO070342000272 0 -281 -231 ATGTGCGACTATACTCAGAATCTTTCGCTTGGACTCCATG
CGTTCACTTAG

ATGTGCGACTATACTCAGAATCTTTCGCTTGGACTC
CATGCGTTCACTTAG

MCDYTQNLSLGLHAFT* MCDYTQNLSLGLHA
FT*

TTCAAACCGA CGATCCATTG 0 R 0 0 0 0 0

7146 3380 af AN3735.1 69.m15380 AO070342000272 0 -244 -53 ATGCGTTCACTTAGCGATCCATTGGACGACAAAGGCCCTC
AATTGTTCGAGGACGGTTGCGCAGCGTCATTTGGTTTCAG
TGTGCTGCAAGGTAACACTCTGGAAGCGAAGACGTCGAG
GTGTGCGTCTACTTGTACGTGCGTTTTGTGTGGTTTTGTG
CTGGCCCTGATCTGCGTATCATACGTTTCCTAG

ATGCGTTCACTTAGCGATCCATTGGACGACAAAGG
CCCTCAATTGTTCGAGGACGGTTGCGCAGCGTCAT
TTGGTTTCAGTGTGCTGCAAGGTAACACTCTGGAA
GCGAAGACGTCGAGGTGTGCGTCTACTTGTACGT
GCGTTTTGTGTGGTTTTGTGCTGGCCCTGATCTGC
GTATCATACGTTTCCTAG

MRSLSDPLDDKGPQLFE
DGCAASFGFSVLQGNTL
EAKTSRCASTCTCVLCGF
VLALICVSYVS*

MRSLSDPLDDKGP
QLFEDGCAASFGFS
VLQGNTLEAKTSRC
ASTCTCVLCGFVLA
LICVSYVS*

CTTGGACTCC CAACCTCCTC 0 R 0 0 0 0 0

7142 3380 an AN3735.1 69.m15380 AO070342000272 0 -227 -177 ATGTGCGACTTTATCAATCACCCCCTATCCGGACTCCATG
CGTTCATCTAG

ATGTGCGACTTTATCAATCACCCCCTATCCGGAC
TCCATGCGTTCATCTAG

MCDFINHPLSGLHAFI* MCDFINHPLSGLHAFI* CCTCGACCGA CGACCCATTG 0 R 0 0 0 0 0

7143 3380 an AN3735.1 69.m15380 AO070342000272 0 -190 -92 ATGCGTTCATCTAGCGACCCATTGGACGACCAACGCTCTC
AATTGTTCGAGGTCGGCTGCGCATTTTGTGTCGGGTCCCA
GCCTGCCGCTGCAAGGTAA

ATGCGTTCATCTAGCGACCCATTGGACGACCAAC
GCTCTCAATTGTTCGAGGTCGGCTGCGCATTTTG
TGTCGGGTCCCAGCCTGCCGCTGCAAGGTAA

MRSSSDPLDDQRSQLFE
VGCAFCVGSQPAAAR*

MRSSSDPLDDQRSQLF
EVGCAFCVGSQPAAAR*

TCCGGACTCC CGTAACCAGA 0 R 0 0 0 0 0

7144 3380 an AN3735.1 69.m15380 AO070342000272 0 -68 -3 ATGTGCTTTCGCCTGCTTGCGTCTTGTAGCGACTTCTCTT
GGAGCGTCGCTGCCGCCCGCGGATAA

ATGTGCTTTCGCCTGCTTGCGTCTTGTAGCGACT
TCTCTTGGAGCGTCGCTGCCGCCCGCGGATAA

MCFRLLASCSDFSWSVA
AARG*

MCFRLLASCSDFSWSV
AAARG*

TACTAGATAT AGATGGAGTC 0 R 0 0 0 0 0

7147 3380 ao AN3735.1 69.m15380 AO070342000272 0 -247 -194 ATGTGCGACTCGACTTGTCGACCTCTCCCCGGACTCCATG
CGTTCAGCCCGTGA

ATGTGCGACTCGACTTGTCGACCTCTCCCC
GGACTCCATGCGTTCAGCCCGTGA

MCDSTCRPLPGLHAFSP* MCDSTCRPLPGLHA
FSP*

CCTTGACCGA CCCATTGGAC 0 R 0 0 0 0 0

7148 3380 ao AN3735.1 69.m15380 AO070342000272 0 -210 -58 ATGCGTTCAGCCCGTGACCCATTGGACGACACAGACCCT
CCATTGTTCGAGGACGGTTGCGCAGCGTACGTTGGGTGC
CAACATCTGCAAGGTAACATTTTACATGAGTACATGTGTGT
ACGTGTGTCCGTCTGCGTCCTGCGTGTTTGGTAG

ATGCGTTCAGCCCGTGACCCATTGGACGAC
ACAGACCCTCCATTGTTCGAGGACGGTTGC
GCAGCGTACGTTGGGTGCCAACATCTGCAA
GGTAACATTTTACATGAGTACATGTGTGTAC
GTGTGTCCGTCTGCGTCCTGCGTGTTTGGT
AG

MRSARDPLDDTDPPLFE
DGCAAYVGCQHLQGNIL
HEYMCVRVSVCVLRVW*

MRSARDPLDDTDPP
LFEDGCAAYVGCQ
HLQGNILHEYMCVR
VSVCVLRVW*

CCCGGACTCC CGACCGCTCT 0 R 0 0 0 0 0

7149 3380 ao AN3735.1 69.m15380 AO070342000272 0 -99 -58 ATGTGTGTACGTGTGTCCGTCTGCGTCCTGCGTGTTTGGT
AG

ATGTGTGTACGTGTGTCCGTCTGCGTCCTG
CGTGTTTGGTAG

MCVRVSVCVLRVW* MCVRVSVCVLRVW* ACATGAGTAC CGACCGCTCT 0 R 0 0 0 0 0

7151 3381 af AN1260.1 70.m14959 AO070214000005 0 -131 -96 ATGACTAAGCGGTGGCCCTCCCTTAGTGTAGTCTAG ATGACTAAGCGGTGGCCCTCCCTTAGTGTAGTCTA
G

MTKRWPSLSVV* MTKRWPSLSVV* CGCCACCCGG TCCAGTCTAG 0 A 0 0 0 0 0

7150 3381 an AN1260.1 70.m14959 AO070214000005 0 -72 -25 ATGGAAACCCAACCTTGTCAACCAGCAAACTACACGATCT
TGTTATAA

ATGGAAACCCAACCTTGTCAACCAGCAAACTACA
CGATCTTGTTATAA

METQPCQPANYTILL* METQPCQPANYTILL* GGCGAGATTT CTGCTTTGCT 0 A 0 0 0 0 0

7152 3381 ao AN1260.1 70.m14959 AO070214000005 0 -215 -144 ATGTCGTTGCTGCTAGATCGACTTTTGGTTCTGCTAGCTAA
GAGTCGGAAAAGCTGCATGTTAGGTTTGTAG

ATGTCGTTGCTGCTAGATCGACTTTTGGTTC
TGCTAGCTAAGAGTCGGAAAAGCTGCATGT
TAGGTTTGTAG

MSLLLDRLLVLLAKSRKS
CMLGL*

MSLLLDRLLVLLAKS
RKSCMLGL*

TCCAAGTCAG CGCCACCCGA 0 A 0 0 0 0 0

7153 3381 ao AN1260.1 70.m14959 AO070214000005 0 -158 -144 ATGTTAGGTTTGTAG ATGTTAGGTTTGTAG MLGL* MLGL* GAAAAGCTGC CGCCACCCGA 0 A 0 0 0 0 0
7154 3383 af AN7431.1 57.m05913 AO070229000002 0 -89 -48 ATGCTTCAATTTGAAGAAAAGTGTCGTCCCTTCTGTTTTTG

A
ATGCTTCAATTTGAAGAAAAGTGTCGTCCCTTCTGT
TTTTGA

MLQFEEKCRPFCF* MLQFEEKCRPFCF* TGTCACTTGT TCTAATTACA 0 O 0 0 0 YKL059C 0

7155 3383 ao AN7431.1 57.m05913 AO070229000002 0 -233 -54 ATGAGTTCGAGCAATATCGTCAATAGATATTGGGCTTGCG
ATCTCCAGGGTCTTATAACAAAGAGGATTCACGAATCAAAA
TCTGTCGTTGGCTGTTTGCCACACATTTCCCAAGTGCTGTT
CCTTTTGCATTATTTTCTTTTCCTGTTGTGTATCCTTTCGCA
AAAGATACCCCTTTAA

ATGAGTTCGAGCAATATCGTCAATAGATATT
GGGCTTGCGATCTCCAGGGTCTTATAACAA
AGAGGATTCACGAATCAAAATCTGTCGTTGG
CTGTTTGCCACACATTTCCCAAGTGCTGTTC
CTTTTGCATTATTTTCTTTTCCTGTTGTGTAT
CCTTTCGCAAAAGATACCCCTTTAA

MSSSNIVNRYWACDLQG
LITKRIHESKSVVGCLPHI
SQVLFLLHYFLFLLCILSQ
KIPL*

MSSSNIVNRYWACD
LQGLITKRIHESKSV
VGCLPHISQVLFLLH
YFLFLLCILSQKIPL*

CTTTAAATTT TCTTGATTTA 0 O 0 0 0 YKL059C 0

7157 3387 af AN5774.1 69.m14823 AO070249000018 0 -79 -8 ATGGTGGCTTGTACATCATCATCTTTCACATTATCCATGCG
CCAGGTTAAGCATATTTTTTTCTCTATCTGA

ATGGTGGCTTGTACATCATCATCTTTCACATTATCC
ATGCGCCAGGTTAAGCATATTTTTTTCTCTATCTGA

MVACTSSSFTLSMRQVK
HIFFSI*

MVACTSSSFTLSMR
QVKHIFFSI*

CGCCTCTGGT ATTCGTTATG 0 S FG05736.1 0 NCU00770.1 0 0

7156 3387 an AN5774.1 69.m14823 AO070249000018 0 -62 -36 ATGGTTTTTGCGTTGTTAAGTGGTTGA ATGGTTTTTGCGTTGTTAAGTGGTTGA MVFALLSG* MVFALLSG* TCTTGTTGAA GATAATTCTG 0 S FG05736.1 0 NCU00770.1 0 0

7159 3389 af AN0832.1 70.m15433 AO070255000013 0 -159 -43 ATGCCCAAGAGAGTCTCCTTCATTGCATCCTCAATGCTAG
CCCTTGATCGTCACGGCTCCTTGCCTTCCTGTTTCTTTCG
CGGCCTAAAACACTCACTACCTTTTGACACCTTCTGA

ATGCCCAAGAGAGTCTCCTTCATTGCATCCTCAAT
GCTAGCCCTTGATCGTCACGGCTCCTTGCCTTCCT
GTTTCTTTCGCGGCCTAAAACACTCACTACCTTTTG
ACACCTTCTGA

MPKRVSFIASSMLALDRH
GSLPSCFFRGLKHSLPFD
TF*

MPKRVSFIASSMLAL
DRHGSLPSCFFRGL
KHSLPFDTF*

TAGACCTCTC GACCTTTGGC 0 R 0 0 0 0 0

7160 3389 af AN0832.1 70.m15433 AO070255000013 0 -126 -43 ATGCTAGCCCTTGATCGTCACGGCTCCTTGCCTTCCTGTT
TCTTTCGCGGCCTAAAACACTCACTACCTTTTGACACCTTC
TGA

ATGCTAGCCCTTGATCGTCACGGCTCCTTGCCTTC
CTGTTTCTTTCGCGGCCTAAAACACTCACTACCTTT
TGACACCTTCTGA

MLALDRHGSLPSCFFRG
LKHSLPFDTF*

MLALDRHGSLPSCF
FRGLKHSLPFDTF*

TGCATCCTCA GACCTTTGGC 0 R 0 0 0 0 0

7161 3389 ao AN0832.1 70.m15433 AO070255000013 0 -225 -163 ATGTACGATACCGTATCAGTAGGTGTACCCGACCTCAACT
TAGCCGCCTCCAAATTAAAATAA

ATGTACGATACCGTATCAGTAGGTGTACCC
GACCTCAACTTAGCCGCCTCCAAATTAAAAT
AA

MYDTVSVGVPDLNLAAS
KLK*

MYDTVSVGVPDLNL
AASKLK*

AAAATACCGG ACCAGCTGAG 0 R 0 0 0 0 0

7162 3389 ao AN0832.1 70.m15433 AO070255000013 0 -150 -64 ATGATACATATCTCTTTGCTCCTGCGTTGCCTTCTCTTATTC
TCCCTATTCTCGCGGTCTCTTGCAGCCCCTTGGCTTCTCA
TGTAG

ATGATACATATCTCTTTGCTCCTGCGTTGCC
TTCTCTTATTCTCCCTATTCTCGCGGTCTCTT
GCAGCCCCTTGGCTTCTCATGTAG

MIHISLLLRCLLLFSLFSRS
LAAPWLLM*

MIHISLLLRCLLLFSL
FSRSLAAPWLLM*

CAGCTGAGCG ATATATAACT 0 R 0 0 0 0 0

7164 3395 af AN6541.1 62.m03133 AO070270000044 0 -243 -226 ATGAGTGAGGGGCAGTAG ATGAGTGAGGGGCAGTAG MSEGQ* MSEGQ* TCAGCATGCA CAAGGTGCCC 0 F 0 0 0 0 0
7165 3395 af AN6541.1 62.m03133 AO070270000044 0 -196 -176 ATGATTGTCAGTCATCGATGA ATGATTGTCAGTCATCGATGA MIVSHR* MIVSHR* GTTGCGATTC TCGCTGATTG 0 F 0 0 0 0 0
7166 3395 af AN6541.1 62.m03133 AO070270000044 0 -179 -165 ATGATCGCTGATTGA ATGATCGCTGATTGA MIAD* MIAD* TCAGTCATCG ATATTTCTGT 0 F 0 0 0 0 0
7163 3395 an AN6541.1 62.m03133 AO070270000044 0 -74 -63 ATGAGTCACTGA ATGAGTCACTGA MSH* MSH* GCCGCTTTTA AACCCTATCT 0 F 0 0 0 0 0
7167 3395 ao AN6541.1 62.m03133 AO070270000044 0 -183 -142 ATGATAAAGAGAGGGGCACTCCTACTTTTTTCTATACTATG

A
ATGATAAAGAGAGGGGCACTCCTACTTTTTT
CTATACTATGA

MIKRGALLLFSIL* MIKRGALLLFSIL* GAACTTCAGA ACTTGCCCCT 0 F 0 0 0 0 0
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7168 3395 ao AN6541.1 62.m03133 AO070270000044 0 -145 -44 ATGAACTTGCCCCTCCATTCTCTCCGCCCCGAGGAGCCAT
CCACCATATTCATTACCTCCCTGCAATGCTATTCTCGTGTG
GGTAGGATATTCAGTTCCTAA

ATGAACTTGCCCCTCCATTCTCTCCGCCCC
GAGGAGCCATCCACCATATTCATTACCTCCC
TGCAATGCTATTCTCGTGTGGGTAGGATATT
CAGTTCCTAA

MNLPLHSLRPEEPSTIFIT
SLQCYSRVGRIFSS*

MNLPLHSLRPEEPS
TIFITSLQCYSRVGRI
FSS*

TTTCTATACT TGTTCCCCTT 0 F 0 0 0 0 0

7169 3395 ao AN6541.1 62.m03133 AO070270000044 0 -80 -60 ATGCTATTCTCGTGTGGGTAG ATGCTATTCTCGTGTGGGTAG MLFSCG* MLFSCG* CCTCCCTGCA GATATTCAGT 0 F 0 0 0 0 0
7171 3396 af AN0577.1 69.m15692 AO070272000057 0 -263 -225 ATGAGCCCCGCATCATACTTCACCTGGTGTAGGCTATAA ATGAGCCCCGCATCATACTTCACCTGGTGTAGGCT

ATAA
MSPASYFTWCRL* MSPASYFTWCRL* GTCAGGGTAC GAAGGCCAGT 0  0 0 0 0 0

7172 3396 ao AN0577.1 69.m15692 AO070272000057 0 -235 -71 ATGCTACTGATATCAGTCCGCAAAGAATTTCGTCGTCAATA
TACACCAAGGCCATCCTCCACTTTATTGAAGGTACAGAAT
CGGTCAAGAAGCTCCACGTTCCACGACCACGATCATGCTT
CCAGTGATGGTGTCGCTAATTATTCCCAGGTTCCTCTGTC
GTAA

ATGCTACTGATATCAGTCCGCAAAGAATTTC
GTCGTCAATATACACCAAGGCCATCCTCCA
CTTTATTGAAGGTACAGAATCGGTCAAGAAG
CTCCACGTTCCACGACCACGATCATGCTTC
CAGTGATGGTGTCGCTAATTATTCCCAGGTT
CCTCTGTCGTAA

MLLISVRKEFRRQYTPRP
SSTLLKVQNRSRSSTFHD
HDHASSDGVANYSQVPL
S*

MLLISVRKEFRRQYT
PRPSSTLLKVQNRS
RSSTFHDHDHASSD
GVANYSQVPLS*

CCTTGAGTCT AGCCTACACT 0  0 0 0 0 0

7173 3396 ao AN0577.1 69.m15692 AO070272000057 0 -120 -43 ATGCTTCCAGTGATGGTGTCGCTAATTATTCCCAGGTTCCT
CTGTCGTAAAGCCTACACTTGGGCTGAACGGCCCTGA

ATGCTTCCAGTGATGGTGTCGCTAATTATTC
CCAGGTTCCTCTGTCGTAAAGCCTACACTTG
GGCTGAACGGCCCTGA

MLPVMVSLIIPRFLCRKAY
TWAERP*

MLPVMVSLIIPRFLC
RKAYTWAERP*

GACCACGATC CATCGACCCC 0  0 0 0 0 0

7174 3396 ao AN0577.1 69.m15692 AO070272000057 0 -108 -43 ATGGTGTCGCTAATTATTCCCAGGTTCCTCTGTCGTAAAG
CCTACACTTGGGCTGAACGGCCCTGA

ATGGTGTCGCTAATTATTCCCAGGTTCCTCT
GTCGTAAAGCCTACACTTGGGCTGAACGGC
CCTGA

MVSLIIPRFLCRKAYTWA
ERP*

MVSLIIPRFLCRKAY
TWAERP*

GCTTCCAGTG CATCGACCCC 0  0 0 0 0 0

7179 3397 af AN4412.1 58.m08981 AO070273000032 0 -272 -198 ATGGACCACCCGGAAAGGAAGAGGATGAGTGGAATGATA
CAGCTTCGGCGGCTCCCCGGGACCGCAATCACGTGA

ATGGACCACCCGGAAAGGAAGAGGATGAGTGGAA
TGATACAGCTTCGGCGGCTCCCCGGGACCGCAAT
CACGTGA

MDHPERKRMSGMIQLRR
LPGTAIT*

MDHPERKRMSGMI
QLRRLPGTAIT*

GAACCCGATA CTATTTCACC 0 A 0 MG03931.1 0 0 0

7180 3397 af AN4412.1 58.m08981 AO070273000032 0 -248 -198 ATGAGTGGAATGATACAGCTTCGGCGGCTCCCCGGGACC
GCAATCACGTGA

ATGAGTGGAATGATACAGCTTCGGCGGCTCCCCG
GGACCGCAATCACGTGA

MSGMIQLRRLPGTAIT* MSGMIQLRRLPGTA
IT*

AAGGAAGAGG CTATTTCACC 0 A 0 MG03931.1 0 0 0

7181 3397 af AN4412.1 58.m08981 AO070273000032 0 -239 -198 ATGATACAGCTTCGGCGGCTCCCCGGGACCGCAATCACG
TGA

ATGATACAGCTTCGGCGGCTCCCCGGGACCGCAA
TCACGTGA

MIQLRRLPGTAIT* MIQLRRLPGTAIT* GATGAGTGGA CTATTTCACC 0 A 0 MG03931.1 0 0 0

7175 3397 an AN4412.1 58.m08981 AO070273000032 0 -234 -220 ATGCGGGAAATGTAG ATGCGGGAAATGTAG MREM* MREM* TGATCGTGCC GATGAAGATG 0 A 0 MG03931.1 0 0 0
7176 3397 an AN4412.1 58.m08981 AO070273000032 0 -218 -198 ATGAAGATGGAGCCAAATTAG ATGAAGATGGAGCCAAATTAG MKMEPN* MKMEPN* GAAATGTAGG TCACGTGATA 0 A 0 MG03931.1 0 0 0
7177 3397 an AN4412.1 58.m08981 AO070273000032 0 -212 -198 ATGGAGCCAAATTAG ATGGAGCCAAATTAG MEPN* MEPN* TAGGATGAAG TCACGTGATA 0 A 0 MG03931.1 0 0 0
7178 3397 an AN4412.1 58.m08981 AO070273000032 0 -107 -66 ATGAAATTTCTTGGTCGCTCCAGTCGGTGGGAAGAAACAT

AG
ATGAAATTTCTTGGTCGCTCCAGTCGGTGGGAAG
AAACATAG

MKFLGRSSRWEET* MKFLGRSSRWEET* CGAACGGGAC CAGAAACCCG 0 A 0 MG03931.1 0 0 0

7182 3397 ao AN4412.1 58.m08981 AO070273000032 0 -233 -153 ATGACAATCGTCGGCCCGGAGCCGGGTCACGTGTATACC
ATTCCGAACGGCAAGTTTGTCCGGCGGAAAGACCAGCAG
TAG

ATGACAATCGTCGGCCCGGAGCCGGGTCA
CGTGTATACCATTCCGAACGGCAAGTTTGTC
CGGCGGAAAGACCAGCAGTAG

MTIVGPEPGHVYTIPNGK
FVRRKDQQ*

MTIVGPEPGHVYTIP
NGKFVRRKDQQ*

GAGTGGTGGA TGGCTCTGAC 0 A 0 MG03931.1 0 0 0

7183 3397 ao AN4412.1 58.m08981 AO070273000032 0 -135 -76 ATGCCGCCCGCGTCAAAAGGAACATTGAAATTTCTCAGTG
AATCGGCGAGTGCGACATAG

ATGCCGCCCGCGTCAAAAGGAACATTGAAA
TTTCTCAGTGAATCGGCGAGTGCGACATAG

MPPASKGTLKFLSESASA
T*

MPPASKGTLKFLSE
SASAT*

GACCAATCAC TGCGACGAGC 0 A 0 MG03931.1 0 0 0

7184 3398 af AN9398.1 52.m04024 AO070274000018 0 -183 -151 ATGATCTTGAAATTTACACACGCCTTGAGTTGA ATGATCTTGAAATTTACACACGCCTTGAGTTGA MILKFTHALS* MILKFTHALS* CCTAAGTCAC GAGGGGAAAA 0 W 0 0 0 0 0
7185 3398 ao AN9398.1 52.m04024 AO070274000018 0 -119 -90 ATGTCAAAGCAGAGTTATACGACCATATAG ATGTCAAAGCAGAGTTATACGACCATATAG MSKQSYTTI* MSKQSYTTI* TTTCAATCCC GCGGCCAGGC 0 W 0 0 0 0 0

7187 3402 af AN0239.1 71.m15643 AO070284000068 0 -99 -22 ATGCAGATCACCTTCACCATAACGCCAAGAGCAGGTTCAT
GGTGTCTGATGGTTGTTGGCCATCAGGTCGATAGTTGA

ATGCAGATCACCTTCACCATAACGCCAAGAGCAGG
TTCATGGTGTCTGATGGTTGTTGGCCATCAGGTCG
ATAGTTGA

MQITFTITPRAGSWCLMV
VGHQVDS*

MQITFTITPRAGSW
CLMVVGHQVDS*

ACACATACCA GGGTAAAGCT 0 TU FG00191.1 0 NCU00671.1 0 0

7188 3402 af AN0239.1 71.m15643 AO070284000068 0 -61 -26 ATGGTGTCTGATGGTTGTTGGCCATCAGGTCGATAG ATGGTGTCTGATGGTTGTTGGCCATCAGGTCGATA
G

MVSDGCWPSGR* MVSDGCWPSGR* GAGCAGGTTC TTGAGGGTAA 0 TU FG00191.1 0 NCU00671.1 0 0

7190 3402 ao AN0239.1 71.m15643 AO070284000068 0 -265 -221 ATGCTGAATTCGACACAATCGGCCTTGTCCTTATTCCTAGA
GTAG

ATGCTGAATTCGACACAATCGGCCTTGTCCT
TATTCCTAGAGTAG

MLNSTQSALSLFLE* MLNSTQSALSLFLE* CTCATCCCGG TGCAATTGTT 0 TU FG00191.1 0 NCU00671.1 0 0

7191 3402 ao AN0239.1 71.m15643 AO070284000068 0 -152 -117 ATGTTGGAAAACTGTGTGGATTACATTCACGACTAG ATGTTGGAAAACTGTGTGGATTACATTCACG
ACTAG

MLENCVDYIHD* MLENCVDYIHD* CGGCTGTGCC CTACCATAAC 0 TU FG00191.1 0 NCU00671.1 0 0

7192 3402 ao AN0239.1 71.m15643 AO070284000068 0 -98 -15 ATGCAGACCGCCTTCATCCTTACACTAAGTGCTGGCTCAT
GGTGTCTGATGGTCTCTGGCCATCGAATAGGTAGTCGGG
GATAA

ATGCAGACCGCCTTCATCCTTACACTAAGTG
CTGGCTCATGGTGTCTGATGGTCTCTGGCC
ATCGAATAGGTAGTCGGGGATAA

MQTAFILTLSAGSWCLMV
SGHRIGSRG*

MQTAFILTLSAGSW
CLMVSGHRIGSRG*

ACGCATACCA GCTTCAGCGG 0 TU FG00191.1 0 NCU00671.1 0 0

7197 3405 af AN0814.1 70.m15414 AO070288000089 0 -93 -73 ATGACCAGATCTGGCATTTGA ATGACCAGATCTGGCATTTGA MTRSGI* MTRSGI* TCTTCATTGA GATCAAGGAG 0 DO 0 0 0 0 0
7196 3405 an AN0814.1 70.m15414 AO070288000089 0 -84 -61 ATGGTTGGATTGAGGACAATCTGA ATGGTTGGATTGAGGACAATCTGA MVGLRTI* MVGLRTI* CGTCCTCCGC AGCTCGAAAA 0 DO 0 0 0 0 0
7198 3405 ao AN0814.1 70.m15414 AO070288000089 0 -74 -57 ATGACCGCATTGCCTTGA ATGACCGCATTGCCTTGA MTALP* MTALP* AGGTCATTGG CCTTACTTCT 0 DO 0 0 0 0 0
7199 3406 an AN5139.1 54.m07054 AO070291000038 0 -211 -122 ATGCCCGCATTTGCCCGAAACAGCAAAACGCGGCGCGTC

CGACAACGCGTTCGACAACGCGTCTTGTCCAGTGCTTCTC
GACTGCGATAA

ATGCCCGCATTTGCCCGAAACAGCAAAACGCGG
CGCGTCCGACAACGCGTTCGACAACGCGTCTTG
TCCAGTGCTTCTCGACTGCGATAA

MPAFARNSKTRRVRQRV
RQRVLSSASRLR*

MPAFARNSKTRRVRQR
VRQRVLSSASRLR*

CCTGTGCCCT GGCATCTCCA 0 R 0 0 NCU08484.1 YPR135W 0

7204 3407 af AN8051.1 53.m03891 AO070292000094 0 -282 -235 ATGTCTCTCTGCTTTCCAACTGTCCAATCCCCCAAGGTCG
TCCGATAA

ATGTCTCTCTGCTTTCCAACTGTCCAATCCCCCAAG
GTCGTCCGATAA

MSLCFPTVQSPKVVR* MSLCFPTVQSPKVV
R*

AAAGGGCTAT TCCAACTCAC 0  0 0 0 0 0

7205 3407 af AN8051.1 53.m03891 AO070292000094 0 -213 -199 ATGTCCCAATCATAA ATGTCCCAATCATAA MSQS* MSQS* ACGACAGTGC CCGACTGTCT 0  0 0 0 0 0
7206 3407 af AN8051.1 53.m03891 AO070292000094 0 -163 -125 ATGATCCTCCGGGCCTCCCCCTCCTTCGTCTTTATTTAA ATGATCCTCCGGGCCTCCCCCTCCTTCGTCTTTATT

TAA
MILRASPSFVFI* MILRASPSFVFI* CCTTAGTTTG TTTCCAGTTG 0  0 0 0 0 0

7208 3408 af AN7293.1 72.m19774 AO070297000034 0 -257 -72 ATGATATTCGATAAGTCCTTTCTACTTGCGGTTAGCTTGGA
GAACCGAGGTATGACGACAACAAATGGGTACGCGTGGAT
ATCCAATGGGTTGTTCATTAAGGACATAATTCAAGATCTAT
GCCTGGGAATTGACATTTATATTCCTTGGAGGTCTTTATAT
TTGTACCATTTTGATGTCACATAG

ATGATATTCGATAAGTCCTTTCTACTTGCGGTTAGC
TTGGAGAACCGAGGTATGACGACAACAAATGGGTA
CGCGTGGATATCCAATGGGTTGTTCATTAAGGACA
TAATTCAAGATCTATGCCTGGGAATTGACATTTATA
TTCCTTGGAGGTCTTTATATTTGTACCATTTTGATGT
CACATAG

MIFDKSFLLAVSLENRGM
TTTNGYAWISNGLFIKDII
QDLCLGIDIYIPWRSLYLY
HFDVT*

MIFDKSFLLAVSLEN
RGMTTTNGYAWISN
GLFIKDIIQDLCLGIDI
YIPWRSLYLYHFDVT
*

TTATCGTCAC TCAAGCTTTT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7209 3408 af AN7293.1 72.m19774 AO070297000034 0 -206 -72 ATGACGACAACAAATGGGTACGCGTGGATATCCAATGGGT
TGTTCATTAAGGACATAATTCAAGATCTATGCCTGGGAATT
GACATTTATATTCCTTGGAGGTCTTTATATTTGTACCATTTT
GATGTCACATAG

ATGACGACAACAAATGGGTACGCGTGGATATCCAA
TGGGTTGTTCATTAAGGACATAATTCAAGATCTATG
CCTGGGAATTGACATTTATATTCCTTGGAGGTCTTT
ATATTTGTACCATTTTGATGTCACATAG

MTTTNGYAWISNGLFIKDI
IQDLCLGIDIYIPWRSLYLY
HFDVT*

MTTTNGYAWISNGL
FIKDIIQDLCLGIDIYI
PWRSLYLYHFDVT*

GAACCGAGGT TCAAGCTTTT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7210 3408 af AN7293.1 72.m19774 AO070297000034 0 -193 -149 ATGGGTACGCGTGGATATCCAATGGGTTGTTCATTAAGGA
CATAA

ATGGGTACGCGTGGATATCCAATGGGTTGTTCATT
AAGGACATAA

MGTRGYPMGCSLRT* MGTRGYPMGCSLR
T*

ACGACAACAA TTCAAGATCT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7211 3408 af AN7293.1 72.m19774 AO070297000034 0 -172 -149 ATGGGTTGTTCATTAAGGACATAA ATGGGTTGTTCATTAAGGACATAA MGCSLRT* MGCSLRT* TGGATATCCA TTCAAGATCT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7212 3408 af AN7293.1 72.m19774 AO070297000034 0 -138 -124 ATGCCTGGGAATTGA ATGCCTGGGAATTGA MPGN* MPGN* TTCAAGATCT CATTTATATT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7213 3408 af AN7293.1 72.m19774 AO070297000034 0 -82 -59 ATGTCACATAGTCAAGCTTTTTGA ATGTCACATAGTCAAGCTTTTTGA MSHSQAF* MSHSQAF* TACCATTTTG GTTTTCAGTC 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7214 3408 ao AN7293.1 72.m19774 AO070297000034 0 -212 -198 ATGAACGTGAAATGA ATGAACGTGAAATGA MNVK* MNVK* CCCTAGTCAC CCCCATTCTA 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7215 3408 ao AN7293.1 72.m19774 AO070297000034 0 -201 -103 ATGACCCCATTCTACTTTTGGTTAGTCTCACGGCCGAGGC
GATCATCTCACATCACTGGGCAACTATGCTTAAGCTATGT
GTATCTACGCGACTACTAG

ATGACCCCATTCTACTTTTGGTTAGTCTCAC
GGCCGAGGCGATCATCTCACATCACTGGGC
AACTATGCTTAAGCTATGTGTATCTACGCGA
CTACTAG

MTPFYFWLVSRPRRSSHI
TGQLCLSYVYLRDY*

MTPFYFWLVSRPRR
SSHITGQLCLSYVYL
RDY*

TGAACGTGAA TAGATCCTGT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7216 3408 ao AN7293.1 72.m19774 AO070297000034 0 -136 -77 ATGCTTAAGCTATGTGTATCTACGCGACTACTAGTAGATCC
TGTGTCCTTACTTGTTTGA

ATGCTTAAGCTATGTGTATCTACGCGACTAC
TAGTAGATCCTGTGTCCTTACTTGTTTGA

MLKLCVSTRLLVDPVSLL
V*

MLKLCVSTRLLVDP
VSLLV*

CTGGGCAACT AGAATACATA 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7217 3408 ao AN7293.1 72.m19774 AO070297000034 0 -125 -57 ATGTGTATCTACGCGACTACTAGTAGATCCTGTGTCCTTAC
TTGTTTGAAGAATACATACTTTATCTAA

ATGTGTATCTACGCGACTACTAGTAGATCCT
GTGTCCTTACTTGTTTGAAGAATACATACTTT
ATCTAA

MCIYATTSRSCVLTCLKN
TYFI*

MCIYATTSRSCVLTC
LKNTYFI*

TGCTTAAGCT TTGTCTGTGT 0 S FG06758.1 MG00127.1 NCU07563.1 0 0

7218 3410 af AN1635.1 58.m09022 AO070299000058 0 -201 -187 ATGTGTGGCTGGTGA ATGTGTGGCTGGTGA MCGW* MCGW* AAGGCGGCAG GAGTGGCTTC 0 A 0 0 0 0 0
7219 3414 af AN3134.1 59.m08591 AO070303000010 0 -254 -213 ATGACTTGGTTGATAGCTCAGGGGAAACTGCTGACGAACT

AA
ATGACTTGGTTGATAGCTCAGGGGAAACTGCTGAC
GAACTAA

MTWLIAQGKLLTN* MTWLIAQGKLLTN* TACAATATCA ACCCAAAGTA 0 O 0 0 0 0 0

7220 3414 af AN3134.1 59.m08591 AO070303000010 0 -151 -14 ATGGTGGTGCGGGCACAACTCCACGTCTTCAAGCTCAGC
AGGCCCATCGTTTGGCTGCTTTTAAACCGTGTTTGGAACA
GTGATATTTGTTGCTCTATTGAACTCCATTTCTTGAAGCGT
CTCGCCGAAGTAGCCTGA

ATGGTGGTGCGGGCACAACTCCACGTCTTCAAGCT
CAGCAGGCCCATCGTTTGGCTGCTTTTAAACCGTG
TTTGGAACAGTGATATTTGTTGCTCTATTGAACTCC
ATTTCTTGAAGCGTCTCGCCGAAGTAGCCTGA

MVVRAQLHVFKLSRPIV
WLLLNRVWNSDICCSIEL
HFLKRLAEVA*

MVVRAQLHVFKLSR
PIVWLLLNRVWNSD
ICCSIELHFLKRLAEV
A*

TGGAAATTTG AAACACCGCT 0 O 0 0 0 0 0

7221 3414 ao AN3134.1 59.m08591 AO070303000010 0 -279 -55 ATGAGAATGTTTGGATTTGATAGGAGTGGATTTAATCAGGA
GAAAGGTAGACTAAGCCTGAAGGGGATTAGTGGGGGTGA
GCTTCCAATCCGCAATCCCACTTCGAGGTTCGCTGGAAAT
TTGATGGTGAAGGCGGGCACAGCACTCCAGATCCCCCTA
GCGAACACGCCCCTCATTTATCTTATTCTTCAGTTGTTTTT
GAAGAACTCTTCCAGTAATTTTTAG

ATGAGAATGTTTGGATTTGATAGGAGTGGAT
TTAATCAGGAGAAAGGTAGACTAAGCCTGA
AGGGGATTAGTGGGGGTGAGCTTCCAATCC
GCAATCCCACTTCGAGGTTCGCTGGAAATTT
GATGGTGAAGGCGGGCACAGCACTCCAGA
TCCCCCTAGCGAACACGCCCCTCATTTATCT
TATTCTTCAGTTGTTTTTGAAGAACTCTTCCA
GTAATTTTTAG

MRMFGFDRSGFNQEKG
RLSLKGISGGELPIRNPTS
RFAGNLMVKAGTALQIPL
ANTPLIYLILQLFLKNSSS
NF*

MRMFGFDRSGFNQ
EKGRLSLKGISGGE
LPIRNPTSRFAGNL
MVKAGTALQIPLANT
PLIYLILQLFLKNSSS
NF*

AGTACATACA GAATACCCAC 0 O 0 0 0 0 0

7222 3414 ao AN3134.1 59.m08591 AO070303000010 0 -273 -55 ATGTTTGGATTTGATAGGAGTGGATTTAATCAGGAGAAAG
GTAGACTAAGCCTGAAGGGGATTAGTGGGGGTGAGCTTC
CAATCCGCAATCCCACTTCGAGGTTCGCTGGAAATTTGAT
GGTGAAGGCGGGCACAGCACTCCAGATCCCCCTAGCGAA
CACGCCCCTCATTTATCTTATTCTTCAGTTGTTTTTGAAGAA
CTCTTCCAGTAATTTTTAG

ATGTTTGGATTTGATAGGAGTGGATTTAATC
AGGAGAAAGGTAGACTAAGCCTGAAGGGG
ATTAGTGGGGGTGAGCTTCCAATCCGCAAT
CCCACTTCGAGGTTCGCTGGAAATTTGATG
GTGAAGGCGGGCACAGCACTCCAGATCCC
CCTAGCGAACACGCCCCTCATTTATCTTATT
CTTCAGTTGTTTTTGAAGAACTCTTCCAGTAA
TTTTTAG

MFGFDRSGFNQEKGRLS
LKGISGGELPIRNPTSRFA
GNLMVKAGTALQIPLANT
PLIYLILQLFLKNSSSNF*

MFGFDRSGFNQEK
GRLSLKGISGGELPI
RNPTSRFAGNLMVK
AGTALQIPLANTPLIY
LILQLFLKNSSSNF*

TACAATGAGA GAATACCCAC 0 O 0 0 0 0 0
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7223 3414 ao AN3134.1 59.m08591 AO070303000010 0 -156 -55 ATGGTGAAGGCGGGCACAGCACTCCAGATCCCCCTAGCG
AACACGCCCCTCATTTATCTTATTCTTCAGTTGTTTTTGAAG
AACTCTTCCAGTAATTTTTAG

ATGGTGAAGGCGGGCACAGCACTCCAGAT
CCCCCTAGCGAACACGCCCCTCATTTATCTT
ATTCTTCAGTTGTTTTTGAAGAACTCTTCCAG
TAATTTTTAG

MVKAGTALQIPLANTPLIY
LILQLFLKNSSSNF*

MVKAGTALQIPLANT
PLIYLILQLFLKNSSS
NF*

TGGAAATTTG GAATACCCAC 0 O 0 0 0 0 0

7226 3417 an AN1715.1 58.m08959 AO070305000031 0 -184 -47 ATGGCGGACGGTCTCGGCTCCTGTTGCTGGATCATGACG
AAAGATCTCTCGATTTGGGTGCTGAGTGTCCTGTCATGTC
ATGCATGCGGTTACAGGTACATAAAAGGCCTATCCAGGTC
CACGTCGCAGTGGCATTAA

ATGGCGGACGGTCTCGGCTCCTGTTGCTGGATC
ATGACGAAAGATCTCTCGATTTGGGTGCTGAGTG
TCCTGTCATGTCATGCATGCGGTTACAGGTACAT
AAAAGGCCTATCCAGGTCCACGTCGCAGTGGCA
TTAA

MADGLGSCCWIMTKDLSI
WVLSVLSCHACGYRYIK
GLSRSTSQWH*

MADGLGSCCWIMTKDL
SIWVLSVLSCHACGYRY
IKGLSRSTSQWH*

TCTTGGTGGA ACCATCAATA 0 G 0 MG10677.1 0 0 0

7232 3417 ao AN1715.1 58.m08959 AO070305000031 0 -280 -245 ATGGAAGTTCTTGAAGTCTTGGAGTCTTGGAGTTAG ATGGAAGTTCTTGAAGTCTTGGAGTCTTGGA
GTTAG

MEVLEVLESWS* MEVLEVLESWS* TCCTGGCTTC GGCTCGGTGG 0 G 0 MG10677.1 0 0 0

7238 3419 af AN3504.1 54.m06814 AO070306000123 0 -258 -172 ATGGACCGACGACATTCTGTGGGGGTAATAGTATGCCAAC
GGATATGGAGGCCGAGATCCGATCATATTCTCCTTATGGA
GTACTGA

ATGGACCGACGACATTCTGTGGGGGTAATAGTATG
CCAACGGATATGGAGGCCGAGATCCGATCATATTC
TCCTTATGGAGTACTGA

MDRRHSVGVIVCQRIWR
PRSDHILLMEY*

MDRRHSVGVIVCQR
IWRPRSDHILLMEY*

GAAGACGGCG CACCACTCGT 0 G 0 0 0 0 0

7239 3419 af AN3504.1 54.m06814 AO070306000123 0 -226 -131 ATGCCAACGGATATGGAGGCCGAGATCCGATCATATTCTC
CTTATGGAGTACTGACACCACTCGTAGGGTTATCCACCTT
GCCCTTTCTTGAATGA

ATGCCAACGGATATGGAGGCCGAGATCCGATCATA
TTCTCCTTATGGAGTACTGACACCACTCGTAGGGT
TATCCACCTTGCCCTTTCTTGAATGA

MPTDMEAEIRSYSPYGVL
TPLVGLSTLPFLE*

MPTDMEAEIRSYSP
YGVLTPLVGLSTLPF
LE*

GGGTAATAGT GGGGATGATG 0 G 0 0 0 0 0

7240 3419 af AN3504.1 54.m06814 AO070306000123 0 -214 -131 ATGGAGGCCGAGATCCGATCATATTCTCCTTATGGAGTAC
TGACACCACTCGTAGGGTTATCCACCTTGCCCTTTCTTGA
ATGA

ATGGAGGCCGAGATCCGATCATATTCTCCTTATGG
AGTACTGACACCACTCGTAGGGTTATCCACCTTGC
CCTTTCTTGAATGA

MEAEIRSYSPYGVLTPLV
GLSTLPFLE*

MEAEIRSYSPYGVLT
PLVGLSTLPFLE*

GCCAACGGAT GGGGATGATG 0 G 0 0 0 0 0

7241 3419 af AN3504.1 54.m06814 AO070306000123 0 -183 -172 ATGGAGTACTGA ATGGAGTACTGA MEY* MEY* TATTCTCCTT CACCACTCGT 0 G 0 0 0 0 0
7242 3419 af AN3504.1 54.m06814 AO070306000123 0 -134 -123 ATGAGGGGATGA ATGAGGGGATGA MRG* MRG* CCTTTCTTGA TGAGGGGAAG 0 G 0 0 0 0 0
7243 3419 af AN3504.1 54.m06814 AO070306000123 0 -126 -64 ATGATGAGGGGAAGCATTGAAATAGATATGATGTCGCCGT

ACTGTAGACTTCTGCTTCTGTAG
ATGATGAGGGGAAGCATTGAAATAGATATGATGTC
GCCGTACTGTAGACTTCTGCTTCTGTAG

MMRGSIEIDMMSPYCRLL
LL*

MMRGSIEIDMMSPY
CRLLLL*

GAATGAGGGG ATTTTCCGCG 0 G 0 0 0 0 0

7244 3419 af AN3504.1 54.m06814 AO070306000123 0 -123 -64 ATGAGGGGAAGCATTGAAATAGATATGATGTCGCCGTACT
GTAGACTTCTGCTTCTGTAG

ATGAGGGGAAGCATTGAAATAGATATGATGTCGCC
GTACTGTAGACTTCTGCTTCTGTAG

MRGSIEIDMMSPYCRLLL
L*

MRGSIEIDMMSPYC
RLLLL*

TGAGGGGATG ATTTTCCGCG 0 G 0 0 0 0 0

7245 3419 af AN3504.1 54.m06814 AO070306000123 0 -99 -64 ATGATGTCGCCGTACTGTAGACTTCTGCTTCTGTAG ATGATGTCGCCGTACTGTAGACTTCTGCTTCTGTA
G

MMSPYCRLLLL* MMSPYCRLLLL* TGAAATAGAT ATTTTCCGCG 0 G 0 0 0 0 0

7246 3419 af AN3504.1 54.m06814 AO070306000123 0 -96 -64 ATGTCGCCGTACTGTAGACTTCTGCTTCTGTAG ATGTCGCCGTACTGTAGACTTCTGCTTCTGTAG MSPYCRLLLL* MSPYCRLLLL* AATAGATATG ATTTTCCGCG 0 G 0 0 0 0 0
7237 3419 an AN3504.1 54.m06814 AO070306000123 0 -173 -99 ATGTCCCCCGAGTCCCGATGGAGCAGCCACCCTATTTGC

CAGTGCAAGCCCCTCAGTGTGCCCCTCATAGAATGA
ATGTCCCCCGAGTCCCGATGGAGCAGCCACCCT
ATTTGCCAGTGCAAGCCCCTCAGTGTGCCCCTCA
TAGAATGA

MSPESRWSSHPICQCKP
LSVPLIE*

MSPESRWSSHPICQCK
PLSVPLIE*

TAGGTCGGAA GGAGGAGCTG 0 G 0 0 0 0 0

7247 3419 ao AN3504.1 54.m06814 AO070306000123 0 -161 -117 ATGAACCCGAAGTCCGATGTATACACGGTAGTTGTCCTTG
AGTAG

ATGAACCCGAAGTCCGATGTATACACGGTA
GTTGTCCTTGAGTAG

MNPKSDVYTVVVLE* MNPKSDVYTVVVLE
*

ACTGTCGGAG TCCCGATGAC 0 G 0 0 0 0 0

7248 3419 ao AN3504.1 54.m06814 AO070306000123 0 -145 -131 ATGTATACACGGTAG ATGTATACACGGTAG MYTR* MYTR* CCGAAGTCCG TTGTCCTTGA 0 G 0 0 0 0 0
7249 3419 ao AN3504.1 54.m06814 AO070306000123 0 -111 -79 ATGACGCAGATGTGCGTAATAACATTCAAATAG ATGACGCAGATGTGCGTAATAACATTCAAAT

AG
MTQMCVITFK* MTQMCVITFK* AGTAGTCCCG AGCTTCAAGT 0 G 0 0 0 0 0

7250 3419 ao AN3504.1 54.m06814 AO070306000123 0 -102 -79 ATGTGCGTAATAACATTCAAATAG ATGTGCGTAATAACATTCAAATAG MCVITFK* MCVITFK* GATGACGCAG AGCTTCAAGT 0 G 0 0 0 0 0
7252 3420 af AN4255.1 65.m07427 AO070309000125 0 -157 -107 ATGCATCATTGTATAAATCGGTGTCAGCCTCGTCTTGTCTT

CCACTATTGA
ATGCATCATTGTATAAATCGGTGTCAGCCTCGTCTT
GTCTTCCACTATTGA

MHHCINRCQPRLVFHY* MHHCINRCQPRLVF
HY*

GAAGTTTCAG ATATCGTCTC 0 G 0 0 0 0 0

7251 3420 an AN4255.1 65.m07427 AO070309000125 0 -133 -122 ATGGCCTTCTAG ATGGCCTTCTAG MAF* MAF* TACCGTCCTC ATTGTCCCCA 0 G 0 0 0 0 0
7253 3420 ao AN4255.1 65.m07427 AO070309000125 0 -150 -100 ATGCATACACCTATGAGCTCATTTCATCTTGGACTTCACTT

AAACATTTAA
ATGCATACACCTATGAGCTCATTTCATCTTG
GACTTCACTTAAACATTTAA

MHTPMSSFHLGLHLNI* MHTPMSSFHLGLHL
NI*

CCTTCGGCAG GCCCCGCTCG 0 G 0 0 0 0 0

7254 3420 ao AN4255.1 65.m07427 AO070309000125 0 -138 -100 ATGAGCTCATTTCATCTTGGACTTCACTTAAACATTTAA ATGAGCTCATTTCATCTTGGACTTCACTTAAA
CATTTAA

MSSFHLGLHLNI* MSSFHLGLHLNI* GCATACACCT GCCCCGCTCG 0 G 0 0 0 0 0

7255 3421 af AN8228.1 53.m03745 AO070310000083 0 -231 -157 ATGACCAATCAGGCAACAGTGACGTATCCTCATCAGCGCG
GTGTTTGTCCCTTGGCGAAATCGGAGCTCCAGTGA

ATGACCAATCAGGCAACAGTGACGTATCCTCATCA
GCGCGGTGTTTGTCCCTTGGCGAAATCGGAGCTC
CAGTGA

MTNQATVTYPHQRGVCP
LAKSELQ*

MTNQATVTYPHQR
GVCPLAKSELQ*

CTTCGTCCGG TAGTTTGGCA 0 D 0 0 0 0 0

7256 3421 ao AN8228.1 53.m03745 AO070310000083 0 -250 -227 ATGGAAGATCCCCTCTTCCGATGA ATGGAAGATCCCCTCTTCCGATGA MEDPLFR* MEDPLFR* TGAGGCATCA CCAATCAGGT 0 D 0 0 0 0 0
7257 3421 ao AN8228.1 53.m03745 AO070310000083 0 -230 -159 ATGACCAATCAGGTAACAGTGACGTACCTCATTGGTCCCT

CAATTGTTGTTCTTCAGCTTTCTCGGAGATGA
ATGACCAATCAGGTAACAGTGACGTACCTC
ATTGGTCCCTCAATTGTTGTTCTTCAGCTTTC
TCGGAGATGA

MTNQVTVTYLIGPSIVVLQ
LSRR*

MTNQVTVTYLIGPSI
VVLQLSRR*

CCCTCTTCCG ACTAAGCATC 0 D 0 0 0 0 0

7263 3427 af AN6857.1 71.m15270 AO070314000074 0 -178 -158 ATGGCTAGAATCCTCCATTAG ATGGCTAGAATCCTCCATTAG MARILH* MARILH* ACTACAGATA CCATATAAAA 0  0 0 0 0 0
7264 3427 af AN6857.1 71.m15270 AO070314000074 0 -148 -131 ATGTTCGTGCTATTCTAA ATGTTCGTGCTATTCTAA MFVLF* MFVLF* GCCATATAAA TCTGGTCAGT 0  0 0 0 0 0
7261 3427 an AN6857.1 71.m15270 AO070314000074 0 -272 -153 ATGATCTGCAGCGTGCCTTCTCTTATCGGCGGTGGTTCAG

TCTCAGGGGTTCTGCCACCGCCTTCCGTATCGACACTCGC
ATCCAAAGGAACTAGGTGCTTTGTGCAGACCTGCTGCTGA

ATGATCTGCAGCGTGCCTTCTCTTATCGGCGGTG
GTTCAGTCTCAGGGGTTCTGCCACCGCCTTCCG
TATCGACACTCGCATCCAAAGGAACTAGGTGCTT
TGTGCAGACCTGCTGCTGA

MICSVPSLIGGGSVSGVL
PPPSVSTLASKGTRCFVQ
TCC*

MICSVPSLIGGGSVSGV
LPPPSVSTLASKGTRCF
VQTCC*

ACAACTCAGC TCGGGATTTC 0  0 0 0 0 0

7265 3427 ao AN6857.1 71.m15270 AO070314000074 0 -181 -158 ATGCTGAAATTCCTCAAGAATTAA ATGCTGAAATTCCTCAAGAATTAA MLKFLKN* MLKFLKN* GTCGCCTGTC GACTGCTATT 0  0 0 0 0 0
7266 3427 ao AN6857.1 71.m15270 AO070314000074 0 -136 -65 ATGATTGAGGTTCTCTCGTCAATTGTTAGGGCGTATCGTG

TTTCCACCGCACCATTGGGTCGCATTGTGTAG
ATGATTGAGGTTCTCTCGTCAATTGTTAGGG
CGTATCGTGTTTCCACCGCACCATTGGGTC
GCATTGTGTAG

MIEVLSSIVRAYRVSTAPL
GRIV*

MIEVLSSIVRAYRVS
TAPLGRIV*

TCTGGGATCA ACACCCAAGT 0  0 0 0 0 0

7267 3428 af AN0067.1 71.m15344 AO070314000157 0 -245 -189 ATGGATTTTCCGCCAGCCACCGAGCCCAAAAAGCGCGCC
AAGTCACGTGCGACGTGA

ATGGATTTTCCGCCAGCCACCGAGCCCAAAAAGC
GCGCCAAGTCACGTGCGACGTGA

MDFPPATEPKKRAKSRA
T*

MDFPPATEPKKRAK
SRAT*

ATACGTAATA CTTAGCCCGT 0 F 0 0 0 0 0

7270 3429 af AN0871.1 70.m15455 AO070320000029 0 -99 -88 ATGTATATCTGA ATGTATATCTGA MYI* MYI* TTTCTTGCAG CATTATCCGT 0 O 0 MG10490.1 0 0 0
7268 3429 an AN0871.1 70.m15455 AO070320000029 0 -181 -74 ATGACAGCCCCGGAACAGCCACGTTCTCCCCACAGCAGC

TTACAACAACCACAGTTCTTTCTCGATTCTACGATGGAAGC
GGGATCAACAGTCCGCAGTGCAAGTTAG

ATGACAGCCCCGGAACAGCCACGTTCTCCCCAC
AGCAGCTTACAACAACCACAGTTCTTTCTCGATT
CTACGATGGAAGCGGGATCAACAGTCCGCAGTG
CAAGTTAG

MTAPEQPRSPHSSLQQP
QFFLDSTMEAGSTVRSA
S*

MTAPEQPRSPHSSLQQ
PQFFLDSTMEAGSTVRS
AS*

ATAATCCGCT TCAGCCGCGG 0 O 0 MG10490.1 0 0 0

7269 3429 an AN0871.1 70.m15455 AO070320000029 0 -109 -74 ATGGAAGCGGGATCAACAGTCCGCAGTGCAAGTTAG ATGGAAGCGGGATCAACAGTCCGCAGTGCAAGT
TAG

MEAGSTVRSAS* MEAGSTVRSAS* CGATTCTACG TCAGCCGCGG 0 O 0 MG10490.1 0 0 0

7271 3429 ao AN0871.1 70.m15455 AO070320000029 0 -193 -158 ATGTGGCCCTCTTTCTGGCTGTCCTTTTCCACATGA ATGTGGCCCTCTTTCTGGCTGTCCTTTTCCA
CATGA

MWPSFWLSFST* MWPSFWLSFST* GATCTTCCCG ATTGATAAGC 0 O 0 MG10490.1 0 0 0

7272 3429 ao AN0871.1 70.m15455 AO070320000029 0 -120 -103 ATGTATCCACCTACCTAG ATGTATCCACCTACCTAG MYPPT* MYPPT* ACTTCTTCAT TTGTGCCCAC 0 O 0 MG10490.1 0 0 0
7279 3430 af AN0161.1 71.m16051 AO070321000086 0 -246 -175 ATGTCTTTACTCCGTATTCTGGTAGCAATGGTATTCACGCA

TCAATTTATTTATATTGATGTCGAAGGATAA
ATGTCTTTACTCCGTATTCTGGTAGCAATGGTATTC
ACGCATCAATTTATTTATATTGATGTCGAAGGATAA

MSLLRILVAMVFTHQFIYI
DVEG*

MSLLRILVAMVFTH
QFIYIDVEG*

GTTGAATCAA TACGGATTGA 0 A 0 0 0 0 0

7280 3430 af AN0161.1 71.m16051 AO070321000086 0 -219 -175 ATGGTATTCACGCATCAATTTATTTATATTGATGTCGAAGG
ATAA

ATGGTATTCACGCATCAATTTATTTATATTGATGTCG
AAGGATAA

MVFTHQFIYIDVEG* MVFTHQFIYIDVEG* TCTGGTAGCA TACGGATTGA 0 A 0 0 0 0 0

7281 3430 af AN0161.1 71.m16051 AO070321000086 0 -188 -165 ATGTCGAAGGATAATACGGATTGA ATGTCGAAGGATAATACGGATTGA MSKDNTD* MSKDNTD* ATTTATATTG TCCGCATTGC 0 A 0 0 0 0 0
7282 3430 af AN0161.1 71.m16051 AO070321000086 0 -128 -45 ATGGAGCTCCAGCACCACTTCTTGACCCTTGAGCTTCACA

TTCGGTCAGAAAAACAAAGACAAATATTTGTGTCAAGCTTG
TGA

ATGGAGCTCCAGCACCACTTCTTGACCCTTGAGCT
TCACATTCGGTCAGAAAAACAAAGACAAATATTTGT
GTCAAGCTTGTGA

MELQHHFLTLELHIRSEK
QRQIFVSSL*

MELQHHFLTLELHIR
SEKQRQIFVSSL*

ACCGCAGTTC AAACCGAGTG 0 A 0 0 0 0 0

7273 3430 an AN0161.1 71.m16051 AO070321000086 0 -205 -41 ATGAATTGTAGTTCAGAAGCTGCATTGAAACGAGGGTGTC
GGACCGGTTCGGACTGGAGCAAATGCAAACATGCAAACA
TGATCATGATGTTCCGCCAAGCACTCTTTGTAGCGCCAAT
CTCGGTCGCAACCACTACATATCTGTACCTTCTATCTAGTG
TTTAG

ATGAATTGTAGTTCAGAAGCTGCATTGAAACGAG
GGTGTCGGACCGGTTCGGACTGGAGCAAATGCA
AACATGCAAACATGATCATGATGTTCCGCCAAGC
ACTCTTTGTAGCGCCAATCTCGGTCGCAACCACT
ACATATCTGTACCTTCTATCTAGTGTTTAG

MNCSSEAALKRGCRTGS
DWSKCKHANMIMMFRQ
ALFVAPISVATTTYLYLLS
SV*

MNCSSEAALKRGCRTG
SDWSKCKHANMIMMFR
QALFVAPISVATTTYLYL
LSSV*

TCAATTGTAC ATTATTATAC 0 A 0 0 0 0 0

7274 3430 an AN0161.1 71.m16051 AO070321000086 0 -143 -48 ATGCAAACATGCAAACATGATCATGATGTTCCGCCAAGCA
CTCTTTGTAGCGCCAATCTCGGTCGCAACCACTACATATC
TGTACCTTCTATCTAG

ATGCAAACATGCAAACATGATCATGATGTTCCGC
CAAGCACTCTTTGTAGCGCCAATCTCGGTCGCAA
CCACTACATATCTGTACCTTCTATCTAG

MQTCKHDHDVPPSTLCS
ANLGRNHYISVPSI*

MQTCKHDHDVPPSTLC
SANLGRNHYISVPSI*

ACTGGAGCAA TGTTTAGATT 0 A 0 0 0 0 0

7275 3430 an AN0161.1 71.m16051 AO070321000086 0 -135 -124 ATGCAAACATGA ATGCAAACATGA MQT* MQT* AAATGCAAAC TCATGATGTT 0 A 0 0 0 0 0
7276 3430 an AN0161.1 71.m16051 AO070321000086 0 -127 -41 ATGATCATGATGTTCCGCCAAGCACTCTTTGTAGCGCCAA

TCTCGGTCGCAACCACTACATATCTGTACCTTCTATCTAGT
GTTTAG

ATGATCATGATGTTCCGCCAAGCACTCTTTGTAG
CGCCAATCTCGGTCGCAACCACTACATATCTGTA
CCTTCTATCTAGTGTTTAG

MIMMFRQALFVAPISVAT
TTYLYLLSSV*

MIMMFRQALFVAPISVA
TTTYLYLLSSV*

ACATGCAAAC ATTATTATAC 0 A 0 0 0 0 0

7277 3430 an AN0161.1 71.m16051 AO070321000086 0 -121 -41 ATGATGTTCCGCCAAGCACTCTTTGTAGCGCCAATCTCGG
TCGCAACCACTACATATCTGTACCTTCTATCTAGTGTTTAG

ATGATGTTCCGCCAAGCACTCTTTGTAGCGCCAA
TCTCGGTCGCAACCACTACATATCTGTACCTTCT
ATCTAGTGTTTAG

MMFRQALFVAPISVATTT
YLYLLSSV*

MMFRQALFVAPISVATT
TYLYLLSSV*

AAACATGATC ATTATTATAC 0 A 0 0 0 0 0

7278 3430 an AN0161.1 71.m16051 AO070321000086 0 -118 -41 ATGTTCCGCCAAGCACTCTTTGTAGCGCCAATCTCGGTCG
CAACCACTACATATCTGTACCTTCTATCTAGTGTTTAG

ATGTTCCGCCAAGCACTCTTTGTAGCGCCAATCT
CGGTCGCAACCACTACATATCTGTACCTTCTATC
TAGTGTTTAG

MFRQALFVAPISVATTTYL
YLLSSV*

MFRQALFVAPISVATTTY
LYLLSSV*

CATGATCATG ATTATTATAC 0 A 0 0 0 0 0

7283 3430 ao AN0161.1 71.m16051 AO070321000086 0 -230 -207 ATGGTAGGTTGTACTCCAAAGTAG ATGGTAGGTTGTACTCCAAAGTAG MVGCTPK* MVGCTPK* AGTCTCCGAA CGCATTTAGT 0 A 0 0 0 0 0
7284 3430 ao AN0161.1 71.m16051 AO070321000086 0 -110 -69 ATGATCTTCAAGCTCCCCGAACATCCTGTCGTGGTACGTT

AG
ATGATCTTCAAGCTCCCCGAACATCCTGTCG
TGGTACGTTAG

MIFKLPEHPVVVR* MIFKLPEHPVVVR* AGCTCTGATA AAGATAGAGC 0 A 0 0 0 0 0

7302 3435 af AN2229.1 71.m15836 AO070326000151 0 -266 -234 ATGGGCACAGACATTCTGATAGGCCCAATATGA ATGGGCACAGACATTCTGATAGGCCCAATATGA MGTDILIGPI* MGTDILIGPI* CGCTTTAAAA CGAGATCTCC 0 E FG05658.1 MG01469.1 0 0 0
7303 3435 af AN2229.1 71.m15836 AO070326000151 0 -237 -172 ATGACGAGATCTCCCTGCGGAGTCATAGTGGAACCCCCC

CGATGTTCGGAGTTAAAGGATCAATAG
ATGACGAGATCTCCCTGCGGAGTCATAGTGGAACC
CCCCCGATGTTCGGAGTTAAAGGATCAATAG

MTRSPCGVIVEPPRCSEL
KDQ*

MTRSPCGVIVEPPR
CSELKDQ*

TAGGCCCAAT GTACTCCGTA 0 E FG05658.1 MG01469.1 0 0 0

7304 3435 af AN2229.1 71.m15836 AO070326000151 0 -196 -86 ATGTTCGGAGTTAAAGGATCAATAGGTACTCCGTACCTCTT
TGCCTCTCTAATTTGGATCTTCTTTTCTCGACGTCTTCTTTT
CTCACAGATCTATCAGTTGCGAGGATAA

ATGTTCGGAGTTAAAGGATCAATAGGTACTCCGTA
CCTCTTTGCCTCTCTAATTTGGATCTTCTTTTCTCGA
CGTCTTCTTTTCTCACAGATCTATCAGTTGCGAGGA
TAA

MFGVKGSIGTPYLFASLI
WIFFSRRLLFSQIYQLRG*

MFGVKGSIGTPYLF
ASLIWIFFSRRLLFS
QIYQLRG*

AACCCCCCCG GTTTCCAATC 0 E FG05658.1 MG01469.1 0 0 0

7305 3435 ao AN2229.1 71.m15836 AO070326000151 0 -241 -167 ATGGAGCCGCCGAAGTCGGGGTCAAGGAATTTCCAGTGC
TCCTATTGGTTTCGTATGACGAATACGCATCTCTAG

ATGGAGCCGCCGAAGTCGGGGTCAAGGAA
TTTCCAGTGCTCCTATTGGTTTCGTATGACG
AATACGCATCTCTAG

MEPPKSGSRNFQCSYW
FRMTNTHL*

MEPPKSGSRNFQC
SYWFRMTNTHL*

CGGAAAAACA TGGGTCAGGC 0 E FG05658.1 MG01469.1 0 0 0

7306 3435 ao AN2229.1 71.m15836 AO070326000151 0 -187 -167 ATGACGAATACGCATCTCTAG ATGACGAATACGCATCTCTAG MTNTHL* MTNTHL* TTGGTTTCGT TGGGTCAGGC 0 E FG05658.1 MG01469.1 0 0 0
7310 3437 af AN5579.1 58.m07506 AO070328000025 0 -234 -205 ATGGCTAAATCTATCGTTACTTGCGAGTGA ATGGCTAAATCTATCGTTACTTGCGAGTGA MAKSIVTCE* MAKSIVTCE* AACCACCTGG ATCTAGTGCT 0 U 0 MG06537.1 0 0 0
7311 3437 af AN5579.1 58.m07506 AO070328000025 0 -185 -129 ATGCCATTTCCTGCGAATCTATTCCTCAAGCATTCTATATTT

TTTGCCATCTATTAA
ATGCCATTTCCTGCGAATCTATTCCTCAAGCATTCT
ATATTTTTTGCCATCTATTAA

MPFPANLFLKHSIFFAIY* MPFPANLFLKHSIFF
AIY*

TCGCGCAGGT CGCGTCTAGA 0 U 0 MG06537.1 0 0 0

7307 3437 an AN5579.1 58.m07506 AO070328000025 0 -245 -213 ATGCTTCCTTTAATATCTTGCGAGTGCAATTAG ATGCTTCCTTTAATATCTTGCGAGTGCAATTAG MLPLISCECN* MLPLISCECN* AATCTTGTGG CCCTCGCCCA 0 U 0 MG06537.1 0 0 0
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7308 3437 an AN5579.1 58.m07506 AO070328000025 0 -203 -81 ATGTGCACCAGGTATTCCAACTTCACTGTCTACTGTTGCG
CAACAGCCCCTCTTCGCTGGTCTACACCTTACGCGGCACT
TCGCCCAACGGTACTGACAATTGTTATGCACATAGCCAGA
TAG

ATGTGCACCAGGTATTCCAACTTCACTGTCTACT
GTTGCGCAACAGCCCCTCTTCGCTGGTCTACAC
CTTACGCGGCACTTCGCCCAACGGTACTGACAAT
TGTTATGCACATAGCCAGATAG

MCTRYSNFTVYCCATAPL
RWSTPYAALRPTVLTIVM
HIAR*

MCTRYSNFTVYCCATAP
LRWSTPYAALRPTVLTIV
MHIAR*

GCCCTCGCCC GAGTTTCTCT 0 U 0 MG06537.1 0 0 0

7309 3437 an AN5579.1 58.m07506 AO070328000025 0 -98 -81 ATGCACATAGCCAGATAG ATGCACATAGCCAGATAG MHIAR* MHIAR* GACAATTGTT GAGTTTCTCT 0 U 0 MG06537.1 0 0 0
7312 3437 ao AN5579.1 58.m07506 AO070328000025 0 -228 -199 ATGGCTCTGATTCATTCACTCTGCGAGTGA ATGGCTCTGATTCATTCACTCTGCGAGTGA MALIHSLCE* MALIHSLCE* AACCTCCTGG ACTTAGAGCT 0 U 0 MG06537.1 0 0 0

7316 3440 af AN2918.1 59.m09095 AO070329000153 0 -243 -154 ATGGAGTGTGAGGTGAAGCTTGATTGGGATAGTGATGTGA
TCGAGCTCTCAAGCTTGAGGTGCTGTCAGCGAACGGGTT
CCAGCTGCTGA

ATGGAGTGTGAGGTGAAGCTTGATTGGGATAGTGA
TGTGATCGAGCTCTCAAGCTTGAGGTGCTGTCAGC
GAACGGGTTCCAGCTGCTGA

MECEVKLDWDSDVIELS
SLRCCQRTGSSC*

MECEVKLDWDSDVI
ELSSLRCCQRTGSS
C*

GTCTGACGAG CGCTAGTGGC 0 O 0 0 0 0 0

7313 3440 an AN2918.1 59.m09095 AO070329000153 0 -246 -217 ATGAATAAGGTGCAAGTTGGGGTAGGATGA ATGAATAAGGTGCAAGTTGGGGTAGGATGA MNKVQVGVG* MNKVQVGVG* ATGAAATAAG TGTCGAGAGC 0 O 0 0 0 0 0
7314 3440 an AN2918.1 59.m09095 AO070329000153 0 -220 -170 ATGATGTCGAGAGCTGGCTGTTCTGACTTCAGGTCCAGCT

TGAGCTGTTGA
ATGATGTCGAGAGCTGGCTGTTCTGACTTCAGGT
CCAGCTTGAGCTGTTGA

MMSRAGCSDFRSSLSC* MMSRAGCSDFRSSLSC
*

TTGGGGTAGG CGCTAGTGGC 0 O 0 0 0 0 0

7315 3440 an AN2918.1 59.m09095 AO070329000153 0 -217 -170 ATGTCGAGAGCTGGCTGTTCTGACTTCAGGTCCAGCTTGA
GCTGTTGA

ATGTCGAGAGCTGGCTGTTCTGACTTCAGGTCCA
GCTTGAGCTGTTGA

MSRAGCSDFRSSLSC* MSRAGCSDFRSSLSC* GGGTAGGATG CGCTAGTGGC 0 O 0 0 0 0 0

7317 3440 ao AN2918.1 59.m09095 AO070329000153 0 -242 -228 ATGGATGGTAGATGA ATGGATGGTAGATGA MDGR* MDGR* AAAAAGGACG GAGCTTGATC 0 O 0 0 0 0 0
7318 3440 ao AN2918.1 59.m09095 AO070329000153 0 -238 -140 ATGGTAGATGAGAGCTTGATCGGAAGGAGGAGAGAGAGT

GAAGTAATCAGGTGTGAGCTCCAGGTTGCTGCGGCGGTC
GGTTCGAGCTGTTTGCGCTAG

ATGGTAGATGAGAGCTTGATCGGAAGGAGG
AGAGAGAGTGAAGTAATCAGGTGTGAGCTC
CAGGTTGCTGCGGCGGTCGGTTCGAGCTG
TTTGCGCTAG

MVDESLIGRRRESEVIRC
ELQVAAAVGSSCLR*

MVDESLIGRRRESE
VIRCELQVAAAVGS
SCLR*

AGGACGATGG TGGTGCCAAG 0 O 0 0 0 0 0

7319 3440 ao AN2918.1 59.m09095 AO070329000153 0 -231 -220 ATGAGAGCTTGA ATGAGAGCTTGA MRA* MRA* TGGATGGTAG TCGGAAGGAG 0 O 0 0 0 0 0
7323 3441 af AN4706.1 71.m15694 AO070329000170 0 -260 -117 ATGCAGATGCGCAGGGTACTTTGGGTTCAAGCTGTGTTCA

CTCATGCATTACCGAGTCTTCATCTGCACCTCTTCGTTCCC
AAAGCACACTGGATCTCTTTTGTCTTGTCTTTATATTATGCT
TTGGTTTTTCCTTTTCATTGA

ATGCAGATGCGCAGGGTACTTTGGGTTCAAGCTGT
GTTCACTCATGCATTACCGAGTCTTCATCTGCACCT
CTTCGTTCCCAAAGCACACTGGATCTCTTTTGTCTT
GTCTTTATATTATGCTTTGGTTTTTCCTTTTCATTGA

MQMRRVLWVQAVFTHA
LPSLHLHLFVPKAHWISF
VLSLYYALVFPFH*

MQMRRVLWVQAVF
THALPSLHLHLFVPK
AHWISFVLSLYYALV
FPFH*

CCCCATCACA AGATTAATGA 0 Z 0 0 0 0 0

7324 3441 af AN4706.1 71.m15694 AO070329000170 0 -254 -117 ATGCGCAGGGTACTTTGGGTTCAAGCTGTGTTCACTCATG
CATTACCGAGTCTTCATCTGCACCTCTTCGTTCCCAAAGCA
CACTGGATCTCTTTTGTCTTGTCTTTATATTATGCTTTGGTT
TTTCCTTTTCATTGA

ATGCGCAGGGTACTTTGGGTTCAAGCTGTGTTCAC
TCATGCATTACCGAGTCTTCATCTGCACCTCTTCGT
TCCCAAAGCACACTGGATCTCTTTTGTCTTGTCTTT
ATATTATGCTTTGGTTTTTCCTTTTCATTGA

MRRVLWVQAVFTHALPS
LHLHLFVPKAHWISFVLS
LYYALVFPFH*

MRRVLWVQAVFTH
ALPSLHLHLFVPKAH
WISFVLSLYYALVFP
FH*

CACAATGCAG AGATTAATGA 0 Z 0 0 0 0 0

7325 3441 af AN4706.1 71.m15694 AO070329000170 0 -217 -110 ATGCATTACCGAGTCTTCATCTGCACCTCTTCGTTCCCAAA
GCACACTGGATCTCTTTTGTCTTGTCTTTATATTATGCTTTG
GTTTTTCCTTTTCATTGAAGATTAA

ATGCATTACCGAGTCTTCATCTGCACCTCTTCGTTC
CCAAAGCACACTGGATCTCTTTTGTCTTGTCTTTAT
ATTATGCTTTGGTTTTTCCTTTTCATTGAAGATTAA

MHYRVFICTSSFPKHTGS
LLSCLYIMLWFFLFIED*

MHYRVFICTSSFPK
HTGSLLSCLYIMLW
FFLFIED*

GTGTTCACTC TGACCTTGTT 0 Z 0 0 0 0 0

7326 3441 af AN4706.1 71.m15694 AO070329000170 0 -142 -110 ATGCTTTGGTTTTTCCTTTTCATTGAAGATTAA ATGCTTTGGTTTTTCCTTTTCATTGAAGATTAA MLWFFLFIED* MLWFFLFIED* TCTTTATATT TGACCTTGTT 0 Z 0 0 0 0 0
7327 3441 af AN4706.1 71.m15694 AO070329000170 0 -110 -24 ATGACCTTGTTTGAAACAACTCCTAATGCCCGAAGCCTTTT

TATGACCTTGATTGCATTGCCCTTGTCCCAATCTGTTTACA
AATGA

ATGACCTTGTTTGAAACAACTCCTAATGCCCGAAG
CCTTTTTATGACCTTGATTGCATTGCCCTTGTCCCA
ATCTGTTTACAAATGA

MTLFETTPNARSLFMTLIA
LPLSQSVYK*

MTLFETTPNARSLF
MTLIALPLSQSVYK*

TTGAAGATTA TGCTCCATTG 0 Z 0 0 0 0 0

7328 3441 af AN4706.1 71.m15694 AO070329000170 0 -85 -65 ATGCCCGAAGCCTTTTTATGA ATGCCCGAAGCCTTTTTATGA MPEAFL* MPEAFL* ACAACTCCTA CCTTGATTGC 0 Z 0 0 0 0 0
7329 3441 af AN4706.1 71.m15694 AO070329000170 0 -68 -24 ATGACCTTGATTGCATTGCCCTTGTCCCAATCTGTTTACAA

ATGA
ATGACCTTGATTGCATTGCCCTTGTCCCAATCTGTT
TACAAATGA

MTLIALPLSQSVYK* MTLIALPLSQSVYK* AAGCCTTTTT TGCTCCATTG 0 Z 0 0 0 0 0

7320 3441 an AN4706.1 71.m15694 AO070329000170 0 -124 -113 ATGCTGCGCTGA ATGCTGCGCTGA MLR* MLR* CGTGATTTGT GCGGATCTTA 0 Z 0 0 0 0 0
7332 3441 ao AN4706.1 71.m15694 AO070329000170 0 -253 -164 ATGGAGCAAGTGGTCAGTGACCTAGTCCTGTCTGTATCCA

GGGACCACTTGCGGCTTTGCTGCAGCTTGCTTATTACCTC
TTTACCTTAA

ATGGAGCAAGTGGTCAGTGACCTAGTCCTG
TCTGTATCCAGGGACCACTTGCGGCTTTGC
TGCAGCTTGCTTATTACCTCTTTACCTTAA

MEQVVSDLVLSVSRDHL
RLCCSLLITSLP*

MEQVVSDLVLSVSR
DHLRLCCSLLITSLP*

CCAATCGTGC GGTTCTGTCA 0 Z 0 0 0 0 0

7335 3442 af AN1208.1 70.m15013 AO070331000214 0 -284 -249 ATGGCAAATCGAAGGCCACTGCTGTCAAATTGCTAG ATGGCAAATCGAAGGCCACTGCTGTCAAATTGCTA
G

MANRRPLLSNC* MANRRPLLSNC* TCTCCGCCGA CCTGACCATC 0 A FG01337.1 MG05616.1 NCU02966.1 0 0

7338 3444 ao AN5442.1 69.m15492 AO070333000105 0 -158 -18 ATGTTACAATCCCTACCATATCTCCTGTCTACCCCCATTAA
CAGCGTGATACTGATAAGCTACTTGCCTAGACCGCAAGGT
ACCCTCTTATCGTCATCTCGTCCTGCCATCATAAGCACCC
CCTTGTTACATCTCATTTAG

ATGTTACAATCCCTACCATATCTCCTGTCTA
CCCCCATTAACAGCGTGATACTGATAAGCTA
CTTGCCTAGACCGCAAGGTACCCTCTTATC
GTCATCTCGTCCTGCCATCATAAGCACCCC
CTTGTTACATCTCATTTAG

MLQSLPYLLSTPINSVILIS
YLPRPQGTLLSSSRPAIIS
TPLLHLI*

MLQSLPYLLSTPINS
VILISYLPRPQGTLLS
SSRPAIISTPLLHLI*

TTTTTCCTGT AGTCGAAGTG 0 OE 0 0 NCU00477.1 0 0

7339 3445 an AN5447.1 69.m15487 AO070333000115 0 -175 -155 ATGATGCGGCACCAGGGGTAG ATGATGCGGCACCAGGGGTAG MMRHQG* MMRHQG* CGTCTAACTT CGTGGCGGTT 0 E 0 MG02378.1 0 YMR250W YMR250W
7340 3445 an AN5447.1 69.m15487 AO070333000115 0 -172 -155 ATGCGGCACCAGGGGTAG ATGCGGCACCAGGGGTAG MRHQG* MRHQG* CTAACTTATG CGTGGCGGTT 0 E 0 MG02378.1 0 YMR250W YMR250W
7342 3447 af AN0304.1 54.m06978 AO070334000034 0 -262 -236 ATGTCGCGAAAATCTTTTTTTCTTTGA ATGTCGCGAAAATCTTTTTTTCTTTGA MSRKSFFL* MSRKSFFL* CTCACATAGA TATCTCTTTG 0 P 0 0 0 0 0
7341 3447 an AN0304.1 54.m06978 AO070334000034 0 -118 -104 ATGAACATCTCGTAG ATGAACATCTCGTAG MNIS* MNIS* TTATCGAGAG CTTCACAAGT 0 P 0 0 0 0 0
7344 3447 ao AN0304.1 54.m06978 AO070334000034 0 -261 -211 ATGACGCGGCTTTCTTCTTTCACCTCCGACCTCCTTGGAA

ATCTCACTTAG
ATGACGCGGCTTTCTTCTTTCACCTCCGACC
TCCTTGGAAATCTCACTTAG

MTRLSSFTSDLLGNLT* MTRLSSFTSDLLGN
LT*

ACTCAGGTTC AGGATCTTCA 0 P 0 0 0 0 0

7346 3450 af AN2973.1 59.m09039 AO070337000148 0 -131 -24 ATGGATTCTGGAGAAGCAGGCGAGCTCTCTTTTGGTGCTC
CGTTGGGTTTTGCTCCTCTTTCATTGCTGCCTGATTTGTCC
GTCTTTAATTCGATCTTTATTGCTTAA

ATGGATTCTGGAGAAGCAGGCGAGCTCTCTTTTGG
TGCTCCGTTGGGTTTTGCTCCTCTTTCATTGCTGCC
TGATTTGTCCGTCTTTAATTCGATCTTTATTGCTTAA

MDSGEAGELSFGAPLGF
APLSLLPDLSVFNSIFIA*

MDSGEAGELSFGA
PLGFAPLSLLPDLSV
FNSIFIA*

CAGTGATGGA AAAGCTTGTT 0 B 0 0 0 0 0

7345 3450 an AN2973.1 59.m09039 AO070337000148 0 -88 -29 ATGCTCTCTTTCAAAACGAACTCTAGGAGTGGAACAGGTA
ATAAGTACAGATTCACTTAA

ATGCTCTCTTTCAAAACGAACTCTAGGAGTGGAA
CAGGTAATAAGTACAGATTCACTTAA

MLSFKTNSRSGTGNKYR
FT*

MLSFKTNSRSGTGNKY
RFT*

AACGAGCTTG TTTCACTTGC 0 B 0 0 0 0 0

7347 3450 ao AN2973.1 59.m09039 AO070337000148 0 -218 -159 ATGAGACTGTCGCCACTGTTCCGCTGCCAAACTTTCAACA
ACCCGCAACCCAGTCGCTGA

ATGAGACTGTCGCCACTGTTCCGCTGCCAA
ACTTTCAACAACCCGCAACCCAGTCGCTGA

MRLSPLFRCQTFNNPQP
SR*

MRLSPLFRCQTFNN
PQPSR*

GAGGAAGGAT CTCCGGCGAC 0 B 0 0 0 0 0

7352 3451 af AN2905.1 59.m08756 AO070338000100 0 -275 -183 ATGACTTTTGTTTCTGTGGGGTCGTTGCTACTCAAATACCC
GTGTCGCAGATTCAACAGCGCGACTCAACCACAACCCCC
GACGCGTCTATAG

ATGACTTTTGTTTCTGTGGGGTCGTTGCTACTCAAA
TACCCGTGTCGCAGATTCAACAGCGCGACTCAACC
ACAACCCCCGACGCGTCTATAG

MTFVSVGSLLLKYPCRRF
NSATQPQPPTRL*

MTFVSVGSLLLKYP
CRRFNSATQPQPPT
RL*

AATGTCAGCG CCCCCAACCT 0 K 0 0 0 0 0

7353 3451 af AN2905.1 59.m08756 AO070338000100 0 -159 -145 ATGACTTCCGTCTAG ATGACTTCCGTCTAG MTSV* MTSV* CCTTTCTGTG TTGCCCCATC 0 K 0 0 0 0 0
7354 3451 af AN2905.1 59.m08756 AO070338000100 0 -80 -12 ATGATGACCAAGCCTGTTCTGTGTGTGTCACATTCACTGA

CGATCATCGCCTTGCAGATGGGTTGGTAA
ATGATGACCAAGCCTGTTCTGTGTGTGTCACATTCA
CTGACGATCATCGCCTTGCAGATGGGTTGGTAA

MMTKPVLCVSHSLTIIALQ
MGW*

MMTKPVLCVSHSLTI
IALQMGW*

AGTTGCTTCA GACCACACGA 0 K 0 0 0 0 0

7355 3451 af AN2905.1 59.m08756 AO070338000100 0 -77 -12 ATGACCAAGCCTGTTCTGTGTGTGTCACATTCACTGACGA
TCATCGCCTTGCAGATGGGTTGGTAA

ATGACCAAGCCTGTTCTGTGTGTGTCACATTCACT
GACGATCATCGCCTTGCAGATGGGTTGGTAA

MTKPVLCVSHSLTIIALQM
GW*

MTKPVLCVSHSLTII
ALQMGW*

TGCTTCAATG GACCACACGA 0 K 0 0 0 0 0

7349 3451 an AN2905.1 59.m08756 AO070338000100 0 -80 -45 ATGATGGATATGTTGCATTTGTGTCATCTTCTCTGA ATGATGGATATGTTGCATTTGTGTCATCTTCTCTG
A

MMDMLHLCHLL* MMDMLHLCHLL* CGCGCGTTGA CAGCTTCTTT 0 K 0 0 0 0 0

7350 3451 an AN2905.1 59.m08756 AO070338000100 0 -77 -45 ATGGATATGTTGCATTTGTGTCATCTTCTCTGA ATGGATATGTTGCATTTGTGTCATCTTCTCTGA MDMLHLCHLL* MDMLHLCHLL* GCGTTGAATG CAGCTTCTTT 0 K 0 0 0 0 0
7351 3451 an AN2905.1 59.m08756 AO070338000100 0 -71 -45 ATGTTGCATTTGTGTCATCTTCTCTGA ATGTTGCATTTGTGTCATCTTCTCTGA MLHLCHLL* MLHLCHLL* AATGATGGAT CAGCTTCTTT 0 K 0 0 0 0 0
7356 3451 ao AN2905.1 59.m08756 AO070338000100 0 -123 -76 ATGATGGCTTTGATATCGCATCTATTGTTGATACTTATTGAT

GATTGA
ATGATGGCTTTGATATCGCATCTATTGTTGA
TACTTATTGATGATTGA

MMALISHLLLILIDD* MMALISHLLLILIDD* ATCTGGAACC AATCAGTCTC 0 K 0 0 0 0 0

7357 3451 ao AN2905.1 59.m08756 AO070338000100 0 -120 -76 ATGGCTTTGATATCGCATCTATTGTTGATACTTATTGATGAT
TGA

ATGGCTTTGATATCGCATCTATTGTTGATACT
TATTGATGATTGA

MALISHLLLILIDD* MALISHLLLILIDD* TGGAACCATG AATCAGTCTC 0 K 0 0 0 0 0

7358 3451 ao AN2905.1 59.m08756 AO070338000100 0 -83 -48 ATGATTGAAATCAGTCTCTATTCTTATGTCTCATAA ATGATTGAAATCAGTCTCTATTCTTATGTCTC
ATAA

MIEISLYSYVS* MIEISLYSYVS* ATACTTATTG AGTCTGACAG 0 K 0 0 0 0 0

7360 3452 an AN1558.1 55.m03276 AO070339000295 0 -123 -64 ATGAACATCTTGTTATCTGCGTTCATTCCTGTTTCTTGCGG
TTTCTTTCATCTGCATTAA

ATGAACATCTTGTTATCTGCGTTCATTCCTGTTTC
TTGCGGTTTCTTTCATCTGCATTAA

MNILLSAFIPVSCGFFHLH
*

MNILLSAFIPVSCGFFHL
H*

CCCGAGTGGA ATTGATAGGC 0 Z 0 0 0 YMR109W 0

7361 3452 ao AN1558.1 55.m03276 AO070339000295 0 -134 -93 ATGAGCGACCTTTCTTTTCCGCTGGTTCCCCTCAGTTCTTA
A

ATGAGCGACCTTTCTTTTCCGCTGGTTCCCC
TCAGTTCTTAA

MSDLSFPLVPLSS* MSDLSFPLVPLSS* TACACTTGGA ACGCTTACTT 0 Z 0 0 0 YMR109W 0

7362 3453 af AN6149.1 72.m19016 AO070340000053 0 -242 -183 ATGTTGACATTTTGGAGCGGCGGGTGTCTCCATAGCAACT
GTTGCGGCCTCGCCGCCTGA

ATGTTGACATTTTGGAGCGGCGGGTGTCTCCATAG
CAACTGTTGCGGCCTCGCCGCCTGA

MLTFWSGGCLHSNCCGL
AA*

MLTFWSGGCLHSN
CCGLAA*

AGGGCAGCAG GAGCCTTATG 0 A 0 0 0 0 0

7363 3453 af AN6149.1 72.m19016 AO070340000053 0 -175 -62 ATGGCCTTGTTTCCAAGGGTTGGCCTCCGATCTTCCTATG
CCTATCTGGGGTTAGCGTGGTTTCGGGGTCGGCCAAGCC
GCAAATTTCCAGGAAAGTTTCAGTCCACACAGTAG

ATGGCCTTGTTTCCAAGGGTTGGCCTCCGATCTTC
CTATGCCTATCTGGGGTTAGCGTGGTTTCGGGGTC
GGCCAAGCCGCAAATTTCCAGGAAAGTTTCAGTCC
ACACAGTAG

MALFPRVGLRSSYAYLGL
AWFRGRPSRKFPGKFQS
TQ*

MALFPRVGLRSSYA
YLGLAWFRGRPSR
KFPGKFQSTQ*

TGAGAGCCTT ATAGCAATAT 0 A 0 0 0 0 0

7364 3453 af AN6149.1 72.m19016 AO070340000053 0 -138 -121 ATGCCTATCTGGGGTTAG ATGCCTATCTGGGGTTAG MPIWG* MPIWG* CGATCTTCCT CGTGGTTTCG 0 A 0 0 0 0 0
7365 3453 ao AN6149.1 72.m19016 AO070340000053 0 -262 -203 ATGTTGACATTTGCTGGCGGGAGTCTCCATAGCAACACTT

GTTTCGGCCTCGCCGCCTGA
ATGTTGACATTTGCTGGCGGGAGTCTCCAT
AGCAACACTTGTTTCGGCCTCGCCGCCTGA

MLTFAGGSLHSNTCFGL
AA*

MLTFAGGSLHSNTC
FGLAA*

TCGAGGTTCC GCGCATTGGT 0 A 0 0 0 0 0

7367 3454 af AN6107.1 72.m19051 AO070340000100 0 -164 -84 ATGTTTTTCAGTAAGTCGGATATGAGCAGATCCGGTTCCC
TCAAGACGAGTCCTCCTTTGGTGTTTGTTTATTGTGCCTGA

ATGTTTTTCAGTAAGTCGGATATGAGCAGATCCGG
TTCCCTCAAGACGAGTCCTCCTTTGGTGTTTGTTTA
TTGTGCCTGA

MFFSKSDMSRSGSLKTS
PPLVFVYCA*

MFFSKSDMSRSGSL
KTSPPLVFVYCA*

AGAGAGGGAT GGAATGGTTA 0 P 0 0 0 0 0

7368 3454 af AN6107.1 72.m19051 AO070340000100 0 -143 -84 ATGAGCAGATCCGGTTCCCTCAAGACGAGTCCTCCTTTGG
TGTTTGTTTATTGTGCCTGA

ATGAGCAGATCCGGTTCCCTCAAGACGAGTCCTCC
TTTGGTGTTTGTTTATTGTGCCTGA

MSRSGSLKTSPPLVFVYC
A*

MSRSGSLKTSPPLV
FVYCA*

TAAGTCGGAT GGAATGGTTA 0 P 0 0 0 0 0

7369 3454 af AN6107.1 72.m19051 AO070340000100 0 -80 -66 ATGGTTATAGTCTGA ATGGTTATAGTCTGA MVIV* MVIV* TGCCTGAGGA CAAGGGTCTC 0 P 0 0 0 0 0
7366 3454 an AN6107.1 72.m19051 AO070340000100 0 -94 -77 ATGTTGGTCGGTGAGTAA ATGTTGGTCGGTGAGTAA MLVGE* MLVGE* CAAGGGGATC TCATAGCAGG 0 P 0 0 0 0 0
7370 3454 ao AN6107.1 72.m19051 AO070340000100 0 -108 -52 ATGATATGTTTTGGTATACTCCGTTACTCTGGGTGCCTTGC

GGGTGGCTTGTGTTAA
ATGATATGTTTTGGTATACTCCGTTACTCTG
GGTGCCTTGCGGGTGGCTTGTGTTAA

MICFGILRYSGCLAGGLC
*

MICFGILRYSGCLAG
GLC*

TCTATAGCGA CCAGGGAATC 0 P 0 0 0 0 0

7371 3454 ao AN6107.1 72.m19051 AO070340000100 0 -103 -20 ATGTTTTGGTATACTCCGTTACTCTGGGTGCCTTGCGGGT
GGCTTGTGTTAACCAGGGAATCAGATCACCACGTCGAACC
GTGA

ATGTTTTGGTATACTCCGTTACTCTGGGTGC
CTTGCGGGTGGCTTGTGTTAACCAGGGAAT
CAGATCACCACGTCGAACCGTGA

MFWYTPLLWVPCGWLVL
TRESDHHVEP*

MFWYTPLLWVPCG
WLVLTRESDHHVEP
*

AGCGAATGAT AGTACTTACC 0 P 0 0 0 0 0

7373 3456 af AN1922.1 69.m14940 AO070341000114 0 -205 -167 ATGGAGGACAACAGTTGCCTCGGAGCGGAACTTCTTTGA ATGGAGGACAACAGTTGCCTCGGAGCGGAACTTC
TTTGA

MEDNSCLGAELL* MEDNSCLGAELL* TGGACCAACG TCCAGATGAG 0 O 0 0 0 0 0

7374 3456 af AN1922.1 69.m14940 AO070341000114 0 -139 -23 ATGTATCTGGTGCGACCAGATTCCCGTCAACAGACCTACC
TACACAAGCATCGTTACTACTCACTAAGACCTATTTCCGCC
ATTCTCTTCCTCGGTCTCATCCATCTCTTATCATAG

ATGTATCTGGTGCGACCAGATTCCCGTCAACAGAC
CTACCTACACAAGCATCGTTACTACTCACTAAGACC
TATTTCCGCCATTCTCTTCCTCGGTCTCATCCATCT
CTTATCATAG

MYLVRPDSRQQTYLHKH
RYYSLRPISAILFLGLIHLL
S*

MYLVRPDSRQQTYL
HKHRYYSLRPISAIL
FLGLIHLLS*

ATGTTAGGTG TTTCCTTCAT 0 O 0 0 0 0 0

7372 3456 an AN1922.1 69.m14940 AO070341000114 0 -113 -96 ATGCACGCGGCTTCCTGA ATGCACGCGGCTTCCTGA MHAAS* MHAAS* ACATCATCTC CCCCATTCGG 0 O 0 0 0 0 0
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7375 3456 ao AN1922.1 69.m14940 AO070341000114 0 -214 -170 ATGGTGGTGACGGCTTCGGGACTGGAAAAACATTCCGCC
AGCTGA

ATGGTGGTGACGGCTTCGGGACTGGAAAAA
CATTCCGCCAGCTGA

MVVTASGLEKHSAS* MVVTASGLEKHSAS
*

GATAACGGTG GCTCAGGTCA 0 O 0 0 0 0 0

7376 3456 ao AN1922.1 69.m14940 AO070341000114 0 -138 -106 ATGTATCTGCCTCTTCCGGTATCTCATTCATAA ATGTATCTGCCTCTTCCGGTATCTCATTCAT
AA

MYLPLPVSHS* MYLPLPVSHS* TGGCTATGTG GCAGTCTGGA 0 O 0 0 0 0 0

7378 3461 af AN4187.1 54.m06748 AO070342000108 0 -107 -78 ATGGAACTTTTTAATACCCTGCGCGCATAA ATGGAACTTTTTAATACCCTGCGCGCATAA MELFNTLRA* MELFNTLRA* TTGTTTTCTT TCTTTCATGA 0 K 0 0 0 YPL082C 0
7379 3461 af AN4187.1 54.m06748 AO070342000108 0 -71 -48 ATGATTACAGTTTCCTCTCCCTGA ATGATTACAGTTTCCTCTCCCTGA MITVSSP* MITVSSP* ATAATCTTTC TTTAATTTCC 0 K 0 0 0 YPL082C 0
7377 3461 conserved AN4187.1 54.m06748 AO070342000108 0 -222 -202 -240 -220 -269 -249 ATGGCTGyGrCGyGsrwGTrA ATGGCTGCGACGTGCAAGTGA ATGGCTGTGGCGCGGGTGTAA ATGGCTGTGACGTGGGTGTAA MAatck* MAATCK* MAVARV* MAVTWV* hhybmbbyhv CsrhyysGTr 0 K 0 0 0 YPL082C 0

7384 3464 af AN3586.1 58.m07385 AO070342000163 0 -131 -48 ATGCTAATAATACCACATAGGGGAAGGTGTTTGTTGCGTTT
GCATCTCCGTCGACCGGCTCGGCGTATCGCCAAAACGAG
GTGA

ATGCTAATAATACCACATAGGGGAAGGTGTTTGTT
GCGTTTGCATCTCCGTCGACCGGCTCGGCGTATC
GCCAAAACGAGGTGA

MLIIPHRGRCLLRLHLRR
PARRIAKTR*

MLIIPHRGRCLLRLH
LRRPARRIAKTR*

TCATCGTCTT TCTGATGATC 0 HC 0 0 0 0 0

7380 3464 an AN3586.1 58.m07385 AO070342000163 0 -192 -136 ATGGTAGCTCAGATGCTAAGAATAGCGATCCATACAGGCC
GGTTGGGACACGAGTAG

ATGGTAGCTCAGATGCTAAGAATAGCGATCCATA
CAGGCCGGTTGGGACACGAGTAG

MVAQMLRIAIHTGRLGHE
*

MVAQMLRIAIHTGRLGH
E*

GAGCAGGCTG TGTAGCGTGT 0 HC 0 0 0 0 0

7381 3464 an AN3586.1 58.m07385 AO070342000163 0 -180 -136 ATGCTAAGAATAGCGATCCATACAGGCCGGTTGGGACAC
GAGTAG

ATGCTAAGAATAGCGATCCATACAGGCCGGTTG
GGACACGAGTAG

MLRIAIHTGRLGHE* MLRIAIHTGRLGHE* GGTAGCTCAG TGTAGCGTGT 0 HC 0 0 0 0 0

7382 3464 an AN3586.1 58.m07385 AO070342000163 0 -100 -53 ATGTGTGTTTGTCCTGTTTGCAGTTATCTCATGATCGCCCG
AGCATGA

ATGTGTGTTTGTCCTGTTTGCAGTTATCTCATGAT
CGCCCGAGCATGA

MCVCPVCSYLMIARA* MCVCPVCSYLMIARA* GCGTCGAGTA AATACTGTAT 0 HC 0 0 0 0 0

7383 3464 an AN3586.1 58.m07385 AO070342000163 0 -70 -53 ATGATCGCCCGAGCATGA ATGATCGCCCGAGCATGA MIARA* MIARA* CAGTTATCTC AATACTGTAT 0 HC 0 0 0 0 0
7386 3464 ao AN3586.1 58.m07385 AO070342000163 0 -157 -20 ATGGTTTTCCACTCAGTGGATGGTAATCCGCGCATTAAAA

ATGTGCCATCAGTAGAAAGATTTCTGTTTGCGTTGTTTGCA
CATCATCACCCCATCGCCGACTGCTTTCTCCGAAGATTCA
ACTTCATTGTTTCCTGA

ATGGTTTTCCACTCAGTGGATGGTAATCCGC
GCATTAAAAATGTGCCATCAGTAGAAAGATT
TCTGTTTGCGTTGTTTGCACATCATCACCCC
ATCGCCGACTGCTTTCTCCGAAGATTCAACT
TCATTGTTTCCTGA

MVFHSVDGNPRIKNVPS
VERFLFALFAHHHPIADC
FLRRFNFIVS*

MVFHSVDGNPRIKN
VPSVERFLFALFAH
HHPIADCFLRRFNFI
VS*

GACATTATTA ATCCAGACGC 0 HC 0 0 0 0 0

7387 3464 ao AN3586.1 58.m07385 AO070342000163 0 -138 -103 ATGGTAATCCGCGCATTAAAAATGTGCCATCAGTAG ATGGTAATCCGCGCATTAAAAATGTGCCATC
AGTAG

MVIRALKMCHQ* MVIRALKMCHQ* CACTCAGTGG AAAGATTTCT 0 HC 0 0 0 0 0

7388 3464 ao AN3586.1 58.m07385 AO070342000163 0 -117 -103 ATGTGCCATCAGTAG ATGTGCCATCAGTAG MCHQ* MCHQ* CGCATTAAAA AAAGATTTCT 0 HC 0 0 0 0 0
7389 3465 ao AN2135.1 72.m19705 AO070343000180 0 -96 -85 ATGACCTCTTGA ATGACCTCTTGA MTS* MTS* TTTCAAGTCA ACTATCGACC 0 K 0 0 0 0 0
7392 3466 af AN2138.1 72.m20005 AO070343000183 0 -182 -126 ATGCGGAGAACGGGAAGGGTTGCGAGTCCCCGCAAGCT

CCTGATAAAGCGGTTCTAG
ATGCGGAGAACGGGAAGGGTTGCGAGTCCCCGCA
AGCTCCTGATAAAGCGGTTCTAG

MRRTGRVASPRKLLIKRF
*

MRRTGRVASPRKLL
IKRF*

CATTAGCAAG TGCGGGACAG 0 A 0 0 0 0 0

7390 3466 an AN2138.1 72.m20005 AO070343000183 0 -244 -101 ATGTATCCAGTCGAGACATTCGTCATGCTGGTTCATCGTT
GGTACGTGTGCAGAACCTCGAAAACACCATCAGGCGGAG
GCAATCTTGCTCCCCCGCAGCCGGCAGGGGAACGCTGC
CTGAGGCGGGAACCCAAATCGGAATAG

ATGTATCCAGTCGAGACATTCGTCATGCTGGTTC
ATCGTTGGTACGTGTGCAGAACCTCGAAAACACC
ATCAGGCGGAGGCAATCTTGCTCCCCCGCAGCC
GGCAGGGGAACGCTGCCTGAGGCGGGAACCCA
AATCGGAATAG

MYPVETFVMLVHRWYVC
RTSKTPSGGGNLAPPQP
AGERCLRREPKSE*

MYPVETFVMLVHRWYV
CRTSKTPSGGGNLAPP
QPAGERCLRREPKSE*

TCGCGGAAAT GAAATTATCT 0 A 0 0 0 0 0

7391 3466 an AN2138.1 72.m20005 AO070343000183 0 -220 -101 ATGCTGGTTCATCGTTGGTACGTGTGCAGAACCTCGAAAA
CACCATCAGGCGGAGGCAATCTTGCTCCCCCGCAGCCGG
CAGGGGAACGCTGCCTGAGGCGGGAACCCAAATCGGAAT
AG

ATGCTGGTTCATCGTTGGTACGTGTGCAGAACCT
CGAAAACACCATCAGGCGGAGGCAATCTTGCTC
CCCCGCAGCCGGCAGGGGAACGCTGCCTGAGG
CGGGAACCCAAATCGGAATAG

MLVHRWYVCRTSKTPSG
GGNLAPPQPAGERCLRR
EPKSE*

MLVHRWYVCRTSKTPS
GGGNLAPPQPAGERCL
RREPKSE*

GACATTCGTC GAAATTATCT 0 A 0 0 0 0 0

7393 3466 ao AN2138.1 72.m20005 AO070343000183 0 -221 -18 ATGGTTGTGTTCGGAGTAGCAAGTGACTGCGGAGGAAGC
GAAGCTGAACCAGAAGGCGATCCGCGGCGACTTCCCCGC
AGCCCTACGGTCCAAAAAAAGCGGCCCTGGTGCGGGACA
ACCAACTTCCGCTTTAACAGCAATTCACACCACTCCTTTTC
TCTATCGAAAGGTGCGATTGCTCCACGGGCGTCTCCTTTA
AGATAG

ATGGTTGTGTTCGGAGTAGCAAGTGACTGC
GGAGGAAGCGAAGCTGAACCAGAAGGCGA
TCCGCGGCGACTTCCCCGCAGCCCTACGG
TCCAAAAAAAGCGGCCCTGGTGCGGGACAA
CCAACTTCCGCTTTAACAGCAATTCACACCA
CTCCTTTTCTCTATCGAAAGGTGCGATTGCT
CCACGGGCGTCTCCTTTAAGATAG

MVVFGVASDCGGSEAEP
EGDPRRLPRSPTVQKKR
PWCGTTNFRFNSNSHHS
FSLSKGAIAPRASPLR*

MVVFGVASDCGGS
EAEPEGDPRRLPRS
PTVQKKRPWCGTT
NFRFNSNSHHSFSL
SKGAIAPRASPLR*

TCAGGTTGTC CAAATAACCG 0 A 0 0 0 0 0

7396 3467 af AN7620.1 72.m19654 AO070343000264 0 -286 -164 ATGCTGCATCATATTCAATCATTAGTAGTAGTCTTGTTCCT
GAAGAATGCTCCGTCCAATTTCCCCCGATTTATTTCTTTTC
TTGCATCTGATCCAGCAGCTCAGCTCTGTCATTTAAACTAG

ATGCTGCATCATATTCAATCATTAGTAGTAGTCTTG
TTCCTGAAGAATGCTCCGTCCAATTTCCCCCGATTT
ATTTCTTTTCTTGCATCTGATCCAGCAGCTCAGCTC
TGTCATTTAAACTAG

MLHHIQSLVVVLFLKNAP
SNFPRFISFLASDPAAQL
CHLN*

MLHHIQSLVVVLFLK
NAPSNFPRFISFLAS
DPAAQLCHLN*

ACTAATCACC TGCATTCCCC 0 S 0 0 0 0 0

7397 3467 af AN7620.1 72.m19654 AO070343000264 0 -240 -169 ATGCTCCGTCCAATTTCCCCCGATTTATTTCTTTTCTTGCAT
CTGATCCAGCAGCTCAGCTCTGTCATTTAA

ATGCTCCGTCCAATTTCCCCCGATTTATTTCTTTTCT
TGCATCTGATCCAGCAGCTCAGCTCTGTCATTTAA

MLRPISPDLFLFLHLIQQL
SSVI*

MLRPISPDLFLFLHLI
QQLSSVI*

TTCCTGAAGA ACTAGTGCAT 0 S 0 0 0 0 0

7394 3467 an AN7620.1 72.m19654 AO070343000264 0 -188 -141 ATGCTCTGCCATGCAATCAGTCCATTCCTCTCCTCTTCTTT
GAAATAA

ATGCTCTGCCATGCAATCAGTCCATTCCTCTCCT
CTTCTTTGAAATAA

MLCHAISPFLSSSLK* MLCHAISPFLSSSLK* ATTCTTCACG CCCCCCATTT 0 S 0 0 0 0 0

7395 3467 an AN7620.1 72.m19654 AO070343000264 0 -178 -146 ATGCAATCAGTCCATTCCTCTCCTCTTCTTTGA ATGCAATCAGTCCATTCCTCTCCTCTTCTTTGA MQSVHSSPLL* MQSVHSSPLL* ATGCTCTGCC AATAACCCCC 0 S 0 0 0 0 0
7398 3467 ao AN7620.1 72.m19654 AO070343000264 0 -220 -119 ATGTGTGTCATACCATCTGCAGGGTACTATCTGCAACTCC

TCATTTACCCCTCATTGATCTGCCCTCCCAGAGTATATTCT
TTATCTTTGCCTACCATATAA

ATGTGTGTCATACCATCTGCAGGGTACTATC
TGCAACTCCTCATTTACCCCTCATTGATCTG
CCCTCCCAGAGTATATTCTTTATCTTTGCCTA
CCATATAA

MCVIPSAGYYLQLLIYPSLI
CPPRVYSLSLPTI*

MCVIPSAGYYLQLLI
YPSLICPPRVYSLSL
PTI*

ATTGATTCCT ACAACCCGGT 0 S 0 0 0 0 0

7401 3471 af AN1249.1 70.m14972 AO070223000012 0 -247 -173 ATGTCGCTCGATTATTATTGTAGAGCTGAAGTGACCATTTT
CCAATGTTATTTTATGCCCAACTCTGGCGAGTGA

ATGTCGCTCGATTATTATTGTAGAGCTGAAGTGACC
ATTTTCCAATGTTATTTTATGCCCAACTCTGGCGAG
TGA

MSLDYYCRAEVTIFQCYF
MPNSGE*

MSLDYYCRAEVTIF
QCYFMPNSGE*

ACTCGAATAG ATATGATAAG 0 A 0 0 0 YKL012W 0

7402 3471 af AN1249.1 70.m14972 AO070223000012 0 -203 -132 ATGTTATTTTATGCCCAACTCTGGCGAGTGAATATGATAAG
AAAGAGTTTAGGGGACCCGATGCAAACATAA

ATGTTATTTTATGCCCAACTCTGGCGAGTGAATATG
ATAAGAAAGAGTTTAGGGGACCCGATGCAAACATA
A

MLFYAQLWRVNMIRKSL
GDPMQT*

MLFYAQLWRVNMIR
KSLGDPMQT*

CCATTTTCCA CAAACAATAT 0 A 0 0 0 YKL012W 0

7403 3471 af AN1249.1 70.m14972 AO070223000012 0 -193 -173 ATGCCCAACTCTGGCGAGTGA ATGCCCAACTCTGGCGAGTGA MPNSGE* MPNSGE* ATGTTATTTT ATATGATAAG 0 A 0 0 0 YKL012W 0
7404 3471 af AN1249.1 70.m14972 AO070223000012 0 -170 -132 ATGATAAGAAAGAGTTTAGGGGACCCGATGCAAACATAA ATGATAAGAAAGAGTTTAGGGGACCCGATGCAAAC

ATAA
MIRKSLGDPMQT* MIRKSLGDPMQT* GCGAGTGAAT CAAACAATAT 0 A 0 0 0 YKL012W 0

7405 3471 af AN1249.1 70.m14972 AO070223000012 0 -143 -132 ATGCAAACATAA ATGCAAACATAA MQT* MQT* AGGGGACCCG CAAACAATAT 0 A 0 0 0 YKL012W 0
7399 3471 an AN1249.1 70.m14972 AO070223000012 0 -144 -76 ATGGGGATGGTGGAGTTGTGCAAACAAGACAAACACTTGA

AACCGGGGAGCTCTGTCGCGACGGTCTAA
ATGGGGATGGTGGAGTTGTGCAAACAAGACAAA
CACTTGAAACCGGGGAGCTCTGTCGCGACGGTC
TAA

MGMVELCKQDKHLKPGS
SVATV*

MGMVELCKQDKHLKPG
SSVATV*

CACCGCGGAA TTTTCTCGAA 0 A 0 0 0 YKL012W 0

7400 3471 an AN1249.1 70.m14972 AO070223000012 0 -138 -76 ATGGTGGAGTTGTGCAAACAAGACAAACACTTGAAACCGG
GGAGCTCTGTCGCGACGGTCTAA

ATGGTGGAGTTGTGCAAACAAGACAAACACTTGA
AACCGGGGAGCTCTGTCGCGACGGTCTAA

MVELCKQDKHLKPGSSV
ATV*

MVELCKQDKHLKPGSS
VATV*

GGAAATGGGG TTTTCTCGAA 0 A 0 0 0 YKL012W 0

7406 3471 ao AN1249.1 70.m14972 AO070223000012 0 -271 -200 ATGCCCATCTACCAAGTAGCGCTAGCAAGCGACACGGGA
CAATCACAAGAATTAAAGCGAACTGCCCAATAG

ATGCCCATCTACCAAGTAGCGCTAGCAAGC
GACACGGGACAATCACAAGAATTAAAGCGA
ACTGCCCAATAG

MPIYQVALASDTGQSQEL
KRTAQ*

MPIYQVALASDTGQ
SQELKRTAQ*

CAACTACCGC ACTCTGTCAA 0 A 0 0 0 YKL012W 0

7407 3471 ao AN1249.1 70.m14972 AO070223000012 0 -190 -146 ATGTACGTCCAATTTAAAAAGAGTTTCGAGGATTGTCGGA
GATGA

ATGTACGTCCAATTTAAAAAGAGTTTCGAGG
ATTGTCGGAGATGA

MYVQFKKSFEDCRR* MYVQFKKSFEDCR
R*

GACTCTGTCA TGCTCGGTGT 0 A 0 0 0 YKL012W 0

7408 3471 ao AN1249.1 70.m14972 AO070223000012 0 -149 -132 ATGATGCTCGGTGTATGA ATGATGCTCGGTGTATGA MMLGV* MMLGV* ATTGTCGGAG GTGCAGGTGC 0 A 0 0 0 YKL012W 0
7409 3471 ao AN1249.1 70.m14972 AO070223000012 0 -146 -132 ATGCTCGGTGTATGA ATGCTCGGTGTATGA MLGV* MLGV* GTCGGAGATG GTGCAGGTGC 0 A 0 0 0 YKL012W 0
7411 3473 af AN5011.1 59.m08914 AO070224000003 0 -220 -140 ATGTTGTCTACGCGCTCCTCCGCAGGTTACCGAGCTCCAA

CCTGGCCATTTCACATCTCAGGGGGTCTCGCTGACTGCTG
A

ATGTTGTCTACGCGCTCCTCCGCAGGTTACCGAGC
TCCAACCTGGCCATTTCACATCTCAGGGGGTCTCG
CTGACTGCTGA

MLSTRSSAGYRAPTWPF
HISGGLADC*

MLSTRSSAGYRAPT
WPFHISGGLADC*

CTTTTGTTGC CAGTTTTTCT 0 T 0 0 0 0 0

7410 3473 an AN5011.1 59.m08914 AO070224000003 0 -170 -57 ATGCCTCGCTGGCCTCAGGGGTTCTCTTTACTTGCCTTCT
CGTCTTCCCTTTCCAGATACTCTTCTTTCGTTTCTTTTTCTT
TTCTTTTACTTTATTTTCTTGTCTCTCTCTAA

ATGCCTCGCTGGCCTCAGGGGTTCTCTTTACTTG
CCTTCTCGTCTTCCCTTTCCAGATACTCTTCTTTC
GTTTCTTTTTCTTTTCTTTTACTTTATTTTCTTGTCT
CTCTCTAA

MPRWPQGFSLLAFSSSL
SRYSSFVSFSFLLLYFLVS
L*

MPRWPQGFSLLAFSSS
LSRYSSFVSFSFLLLYFL
VSL*

TTCAATTCTG TAGCTTTTGA 0 T 0 0 0 0 0

7412 3473 ao AN5011.1 59.m08914 AO070224000003 0 -190 -161 ATGTTCATCTGGCTGCTCAGGGGCTCCTGA ATGTTCATCTGGCTGCTCAGGGGCTCCTGA MFIWLLRGS* MFIWLLRGS* AATCCATCTC CCATTGCAGT 0 T 0 0 0 0 0

7413 3475 af AN1436.1 55.m02941 AO070232000009 0 -178 -119 ATGTTGAAACTCAAATGCCGCGGTGGACCTTCGCGTGTGC
CACTAATCCAAATCAGGTAA

ATGTTGAAACTCAAATGCCGCGGTGGACCTTCGCG
TGTGCCACTAATCCAAATCAGGTAA

MLKLKCRGGPSRVPLIQI
R*

MLKLKCRGGPSRVP
LIQIR*

AGAAACAATA TAGTGGCTCT 0  0 0 0 0 0

7414 3475 af AN1436.1 55.m02941 AO070232000009 0 -164 -42 ATGCCGCGGTGGACCTTCGCGTGTGCCACTAATCCAAATC
AGGTAATAGTGGCTCTTTTCGCCGCGGAGCTTCAAGATCC
TCCCCATCTATCCATTTTCTTTCTTGACGTCGCTGCTCTTTA
G

ATGCCGCGGTGGACCTTCGCGTGTGCCACTAATC
CAAATCAGGTAATAGTGGCTCTTTTCGCCGCGGAG
CTTCAAGATCCTCCCCATCTATCCATTTTCTTTCTTG
ACGTCGCTGCTCTTTAG

MPRWTFACATNPNQVIV
ALFAAELQDPPHLSIFFLD
VAAL*

MPRWTFACATNPN
QVIVALFAAELQDPP
HLSIFFLDVAAL*

TGAAACTCAA CATCTCGACA 0  0 0 0 0 0

7415 3475 ao AN1436.1 55.m02941 AO070232000009 0 -191 -180 ATGAATATGTAG ATGAATATGTAG MNM* MNM* CTGGGGAGGA AATGATTTAC 0  0 0 0 0 0
7416 3475 ao AN1436.1 55.m02941 AO070232000009 0 -178 -167 ATGATTTACTGA ATGATTTACTGA MIY* MIY* AATATGTAGA AACCGCGGCG 0  0 0 0 0 0
7418 3477 af AN5179.1 69.m14876 AO070247000010 0 -168 -46 ATGAAACCCTCCAAATACCATTACGTCCATTGGCCGTGGG

TGGATGGCGGGGTGAAGTGGGGGATTTTCTCTCGCCATC
ACCAAAAAATAAAAATTTCCGCTATCACAATATCCCGCGTT
TGA

ATGAAACCCTCCAAATACCATTACGTCCATTGGCC
GTGGGTGGATGGCGGGGTGAAGTGGGGGATTTTC
TCTCGCCATCACCAAAAAATAAAAATTTCCGCTATC
ACAATATCCCGCGTTTGA

MKPSKYHYVHWPWVDG
GVKWGIFSRHHQKIKISAI
TISRV*

MKPSKYHYVHWPW
VDGGVKWGIFSRH
HQKIKISAITISRV*

TTATCGTACG GAACGATTTC 0 J FG07484.1 MG08131.1 0 YKL191W 0

7419 3477 af AN5179.1 69.m14876 AO070247000010 0 -125 -114 ATGGCGGGGTGA ATGGCGGGGTGA MAG* MAG* CCGTGGGTGG AGTGGGGGAT 0 J FG07484.1 MG08131.1 0 YKL191W 0
7417 3477 an AN5179.1 69.m14876 AO070247000010 0 -124 -110 ATGGCCCCTCAGTAA ATGGCCCCTCAGTAA MAPQ* MAPQ* GCTTGCTTAA TTGGCCGCGG 0 J FG07484.1 MG08131.1 0 YKL191W 0
7420 3477 ao AN5179.1 69.m14876 AO070247000010 0 -270 -247 ATGAATGAGAAAGGTAGAGAATGA ATGAATGAGAAAGGTAGAGAATGA MNEKGRE* MNEKGRE* CAGAGATATT AAGGGAGACA 0 J FG07484.1 MG08131.1 0 YKL191W 0
7421 3477 ao AN5179.1 69.m14876 AO070247000010 0 -250 -206 ATGAAAGGGAGACAGCATCGCATTTCATGCATACAACATC

AGTAA
ATGAAAGGGAGACAGCATCGCATTTCATGC
ATACAACATCAGTAA

MKGRQHRISCIQHQ* MKGRQHRISCIQHQ
*

AAGGTAGAGA TTGGTGTCCG 0 J FG07484.1 MG08131.1 0 YKL191W 0

7422 3477 ao AN5179.1 69.m14876 AO070247000010 0 -157 -146 ATGGCGGGGTGA ATGGCGGGGTGA MAG* MAG* AGTAGTAGTA AGTGGGGGAC 0 J FG07484.1 MG08131.1 0 YKL191W 0
7423 3478 an AN5911.1 72.m19954 AO070248000037 0 -262 -227 ATGGAGAACGGTCGGTGCCGTAGTTTGTCTGGATGA ATGGAGAACGGTCGGTGCCGTAGTTTGTCTGGA

TGA
MENGRCRSLSG* MENGRCRSLSG* GCCGGAAAGT CCGCAAGCGC 0 Z 0 0 0 0 0

7424 3478 an AN5911.1 72.m19954 AO070248000037 0 -230 -36 ATGACCGCAAGCGCGCTCTTTCTCTATCTGCACCTCTTTC
AATACTCAACTCTTTGTCACCCCACCATCTGTTCTCTGGAT
TCGCTCTGTATCCCCCATTTCACAGGAATTGATTTGGTGTT
TCCATTAAGCGTGACGGACCTCTTGACCTGTCCTGATCCC
AACAAGGTGATTCGGTCTTTGGCGCAACTCTGA

ATGACCGCAAGCGCGCTCTTTCTCTATCTGCACC
TCTTTCAATACTCAACTCTTTGTCACCCCACCATC
TGTTCTCTGGATTCGCTCTGTATCCCCCATTTCAC
AGGAATTGATTTGGTGTTTCCATTAAGCGTGACG
GACCTCTTGACCTGTCCTGATCCCAACAAGGTGA
TTCGGTCTTTGGCGCAACTCTGA

MTASALFLYLHLFQYSTL
CHPTICSLDSLCIPHFTGI
DLVFPLSVTDLLTCPDPN
KVIRSLAQL*

MTASALFLYLHLFQYSTL
CHPTICSLDSLCIPHFTGI
DLVFPLSVTDLLTCPDP
NKVIRSLAQL*

GTTTGTCTGG GAAGATTATT 0 Z 0 0 0 0 0

7427 3479 af AN0834.1 70.m15804 AO070255000011 0 -229 -218 ATGATATGGTGA ATGATATGGTGA MIW* MIW* ACCCATCGTT CTGGGTTGCT 0 O 0 MG05320.1 0 YOR254C YOR254C
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7428 3479 af AN0834.1 70.m15804 AO070255000011 0 -224 -138 ATGGTGACTGGGTTGCTACATACTGGACAGCATTTTCCTTT
GTCCTTTCCACTCCTTTGTTACATTTCTAGGAGATCATGCT
TCTGA

ATGGTGACTGGGTTGCTACATACTGGACAGCATTT
TCCTTTGTCCTTTCCACTCCTTTGTTACATTTCTAGG
AGATCATGCTTCTGA

MVTGLLHTGQHFPLSFPL
LCYISRRSCF*

MVTGLLHTGQHFPL
SFPLLCYISRRSCF*

TCGTTATGAT AGGTGAAATT 0 O 0 MG05320.1 0 YOR254C YOR254C

7429 3479 af AN0834.1 70.m15804 AO070255000011 0 -147 -124 ATGCTTCTGAAGGTGAAATTTTGA ATGCTTCTGAAGGTGAAATTTTGA MLLKVKF* MLLKVKF* CTAGGAGATC CTTGTTTTGA 0 O 0 MG05320.1 0 YOR254C YOR254C
7430 3479 af AN0834.1 70.m15804 AO070255000011 0 -95 -57 ATGAGAGATATCTCTCATAGCTTGCCTTCTCTTTGCTAG ATGAGAGATATCTCTCATAGCTTGCCTTCTCTTTGC

TAG
MRDISHSLPSLC* MRDISHSLPSLC* TTTATCTTCC CTCTAATACC 0 O 0 MG05320.1 0 YOR254C YOR254C

7425 3479 an AN0834.1 70.m15804 AO070255000011 0 -225 -211 ATGGCAATAAGATAG ATGGCAATAAGATAG MAIR* MAIR* ACAAAGCAAC TCTGCCCCAG 0 O 0 MG05320.1 0 YOR254C YOR254C
7426 3479 an AN0834.1 70.m15804 AO070255000011 0 -190 -137 ATGTTGCTGGCCACCCTGTCTTTCCCTACCAAACTCTCTG

CCTCGTCATATTAA
ATGTTGCTGGCCACCCTGTCTTTCCCTACCAAAC
TCTCTGCCTCGTCATATTAA

MLLATLSFPTKLSASSY* MLLATLSFPTKLSASSY* GTTCACGGAA ACGATATTAC 0 O 0 MG05320.1 0 YOR254C YOR254C

7431 3479 ao AN0834.1 70.m15804 AO070255000011 0 -160 -137 ATGCTCCTGGGAACAGCCGCCTAA ATGCTCCTGGGAACAGCCGCCTAA MLLGTAA* MLLGTAA* GGAAGGGAAC TTCTACATTT 0 O 0 MG05320.1 0 YOR254C YOR254C
7434 3480 af AN3157.1 59.m08548 AO070256000037 0 -281 -159 ATGGAGGTTCATCGTTTTCCCTACTGCCTTGGCCTACCCT

CCGCCATTTCTCGGCTTACTTGGCCGAGCCGCTTCCACC
GCCCTTCACATCTGCGGCAACACTTTGGTTGGACCTTGTT
GTAA

ATGGAGGTTCATCGTTTTCCCTACTGCCTTGGCCT
ACCCTCCGCCATTTCTCGGCTTACTTGGCCGAGCC
GCTTCCACCGCCCTTCACATCTGCGGCAACACTTT
GGTTGGACCTTGTTGTAA

MEVHRFPYCLGLPSAISR
LTWPSRFHRPSHLRQHF
GWTLL*

MEVHRFPYCLGLPS
AISRLTWPSRFHRP
SHLRQHFGWTLL*

GCCGGTTCTG CATTTAGCTA 0 P 0 0 0 YPR003C 0

7432 3480 an AN3157.1 59.m08548 AO070256000037 0 -218 -114 ATGCATTGTATGCTCCCGGCTTTATCTTTACCCTCGACTCC
AACTGACACTAGCGGTGTACCCACAGCACGGTATCAGCG
ACGCCGATTTATCTTTATTTCCTAG

ATGCATTGTATGCTCCCGGCTTTATCTTTACCCTC
GACTCCAACTGACACTAGCGGTGTACCCACAGC
ACGGTATCAGCGACGCCGATTTATCTTTATTTCCT
AG

MHCMLPALSLPSTPTDTS
GVPTARYQRRRFIFIS*

MHCMLPALSLPSTPTDT
SGVPTARYQRRRFIFIS*

ACCAAAAGCC TCTTGGGTTT 0 P 0 0 0 YPR003C 0

7433 3480 an AN3157.1 59.m08548 AO070256000037 0 -209 -114 ATGCTCCCGGCTTTATCTTTACCCTCGACTCCAACTGACA
CTAGCGGTGTACCCACAGCACGGTATCAGCGACGCCGAT
TTATCTTTATTTCCTAG

ATGCTCCCGGCTTTATCTTTACCCTCGACTCCAA
CTGACACTAGCGGTGTACCCACAGCACGGTATC
AGCGACGCCGATTTATCTTTATTTCCTAG

MLPALSLPSTPTDTSGVP
TARYQRRRFIFIS*

MLPALSLPSTPTDTSGV
PTARYQRRRFIFIS*

CATGCATTGT TCTTGGGTTT 0 P 0 0 0 YPR003C 0

7443 3482 af AN9194.1 69.m15663 AO070259000004 0 -202 -110 ATGCCCGCAGACTGTCCGGAAAAGCTCTCCATTGGCCAG
CATCTGTATCCCGAATCTGCCTGGAAGCACATCTTAATCAT
TTTGTTACCATGA

ATGCCCGCAGACTGTCCGGAAAAGCTCTCCATTGG
CCAGCATCTGTATCCCGAATCTGCCTGGAAGCACA
TCTTAATCATTTTGTTACCATGA

MPADCPEKLSIGQHLYPE
SAWKHILIILLP*

MPADCPEKLSIGQH
LYPESAWKHILIILLP
*

CTATTAGGTC CGCAGGTAGT 0 MG 0 0 0 0 0

7444 3482 af AN9194.1 69.m15663 AO070259000004 0 -113 -36 ATGACGCAGGTAGTCAGGTTGTATAAAAGTCATACTACGT
TCGCATCACCGCAACATAACACCAGTATATCCCCATAG

ATGACGCAGGTAGTCAGGTTGTATAAAAGTCATAC
TACGTTCGCATCACCGCAACATAACACCAGTATATC
CCCATAG

MTQVVRLYKSHTTFASP
QHNTSISP*

MTQVVRLYKSHTTF
ASPQHNTSISP*

TTTTGTTACC CGTATCACCA 0 MG 0 0 0 0 0

7440 3482 an AN9194.1 69.m15663 AO070259000004 0 -156 -112 ATGATGACCACTGCAGGATGTCAAACGCGGCATTCCCAC
GGGTAA

ATGATGACCACTGCAGGATGTCAAACGCGGCATT
CCCACGGGTAA

MMTTAGCQTRHSHG* MMTTAGCQTRHSHG* TGGTTGCATC GCTCTGGATA 0 MG 0 0 0 0 0

7441 3482 an AN9194.1 69.m15663 AO070259000004 0 -153 -112 ATGACCACTGCAGGATGTCAAACGCGGCATTCCCACGGG
TAA

ATGACCACTGCAGGATGTCAAACGCGGCATTCC
CACGGGTAA

MTTAGCQTRHSHG* MTTAGCQTRHSHG* TTGCATCATG GCTCTGGATA 0 MG 0 0 0 0 0

7442 3482 an AN9194.1 69.m15663 AO070259000004 0 -139 -101 ATGTCAAACGCGGCATTCCCACGGGTAAGCTCTGGATAA ATGTCAAACGCGGCATTCCCACGGGTAAGCTCT
GGATAA

MSNAAFPRVSSG* MSNAAFPRVSSG* CCACTGCAGG CCATTCACCA 0 MG 0 0 0 0 0

7445 3482 ao AN9194.1 69.m15663 AO070259000004 0 -270 -244 ATGTCATGTGCACGACATCAGATATAA ATGTCATGTGCACGACATCAGATATAA MSCARHQI* MSCARHQI* AGGAGCACTT TCATCCCCGT 0 MG 0 0 0 0 0
7446 3482 ao AN9194.1 69.m15663 AO070259000004 0 -265 -221 ATGTGCACGACATCAGATATAATCATCCCCGTAAATAAAAT

GTAG
ATGTGCACGACATCAGATATAATCATCCCCG
TAAATAAAATGTAG

MCTTSDIIIPVNKM* MCTTSDIIIPVNKM* CACTTATGTC TAGAACCAAT 0 MG 0 0 0 0 0

7447 3482 ao AN9194.1 69.m15663 AO070259000004 0 -184 -128 ATGGACATTGAGTCACCGTGGCAAGACGGAGGTAACATA
CGTATGATCTCAGAGTGA

ATGGACATTGAGTCACCGTGGCAAGACGGA
GGTAACATACGTATGATCTCAGAGTGA

MDIESPWQDGGNIRMISE
*

MDIESPWQDGGNIR
MISE*

AACAAGCGAC CACCGACTCA 0 MG 0 0 0 0 0

7448 3482 ao AN9194.1 69.m15663 AO070259000004 0 -142 -128 ATGATCTCAGAGTGA ATGATCTCAGAGTGA MISE* MISE* TAACATACGT CACCGACTCA 0 MG 0 0 0 0 0
7449 3482 ao AN9194.1 69.m15663 AO070259000004 0 -99 -88 ATGAGTTTATAA ATGAGTTTATAA MSL* MSL* AGATCAAGCT CATCGCTTAC 0 MG 0 0 0 0 0
7451 3485 af AN6532.1 62.m03120 AO070270000032 0 -229 -197 ATGAATAGAATGAGAGAGCGCATAAATAAGTAA ATGAATAGAATGAGAGAGCGCATAAATAAGTAA MNRMRERINK* MNRMRERINK* CTCACAGTTC ATGTCGATTT 0 IQR 0 MG08857.1 NCU00148.1 0 0

7452 3485 af AN6532.1 62.m03120 AO070270000032 0 -220 -197 ATGAGAGAGCGCATAAATAAGTAA ATGAGAGAGCGCATAAATAAGTAA MRERINK* MRERINK* CATGAATAGA ATGTCGATTT 0 IQR 0 MG08857.1 NCU00148.1 0 0

7453 3485 af AN6532.1 62.m03120 AO070270000032 0 -196 -137 ATGTCGATTTTGTTTACTTGCGGAAATAAGCTGGCCATTCT
ATGCCTGTATACAGGGTGA

ATGTCGATTTTGTTTACTTGCGGAAATAAGCTGGCC
ATTCTATGCCTGTATACAGGGTGA

MSILFTCGNKLAILCLYTG
*

MSILFTCGNKLAILC
LYTG*

AAATAAGTAA TCGTTGAGGT 0 IQR 0 MG08857.1 NCU00148.1 0 0

7450 3485 an AN6532.1 62.m03120 AO070270000032 0 -80 -54 ATGCGGAGAAGCGGAGATCACAACTGA ATGCGGAGAAGCGGAGATCACAACTGA MRRSGDHN* MRRSGDHN* CAGAACCCCA ATCCTCAGCA 0 IQR 0 MG08857.1 NCU00148.1 0 0

7455 3485 ao AN6532.1 62.m03120 AO070270000032 0 -219 -187 ATGTGTATATATGTGTATTTAAATGCCGTGTGA ATGTGTATATATGTGTATTTAAATGCCGTGT
GA

MCIYVYLNAV* MCIYVYLNAV* CTACCTTGAG GGATTGAGAT 0 IQR 0 MG08857.1 NCU00148.1 0 0

7456 3485 ao AN6532.1 62.m03120 AO070270000032 0 -209 -198 ATGTGTATTTAA ATGTGTATTTAA MCI* MCI* ATGTGTATAT ATGCCGTGTG 0 IQR 0 MG08857.1 NCU00148.1 0 0

7457 3485 ao AN6532.1 62.m03120 AO070270000032 0 -197 -180 ATGCCGTGTGAGGATTGA ATGCCGTGTGAGGATTGA MPCED* MPCED* GTGTATTTAA GATCATTTAA 0 IQR 0 MG08857.1 NCU00148.1 0 0

7458 3489 ao AN8811.1 71.m15617 AO070276000046 0 -258 -64 ATGCGAGAAACAGACGGACCTCCGAGCGTGAAGTTTGCG
GACCGGCAGAATTTCCGCCAAGCCTCAAATTACCTGTTTG
GGTCAACGTCCAGAACTCGACTCCAGGAACTTTTCTGCCG
CCGCGGACCAGCTTGCGCTTCACGTTGTGTTGATCTAATC
TTTAAGTTTGTACAAGCGGGTTTTGCTTTTCTCTAG

ATGCGAGAAACAGACGGACCTCCGAGCGT
GAAGTTTGCGGACCGGCAGAATTTCCGCCA
AGCCTCAAATTACCTGTTTGGGTCAACGTCC
AGAACTCGACTCCAGGAACTTTTCTGCCGC
CGCGGACCAGCTTGCGCTTCACGTTGTGTT
GATCTAATCTTTAAGTTTGTACAAGCGGGTT
TTGCTTTTCTCTAG

MRETDGPPSVKFADRQN
FRQASNYLFGSTSRTRL
QELFCRRGPACASRCVD
LIFKFVQAGFAFL*

MRETDGPPSVKFAD
RQNFRQASNYLFG
STSRTRLQELFCRR
GPACASRCVDLIFK
FVQAGFAFL*

AAAGAGAAAG GAGGGTTCTC 0 0 0 0 0 0

7462 3491 af AN7495.1 57.m05848 AO070287000021 0 -210 -31 ATGTGGTATCGCGGGGGCGATGCTAGGGCGGCTGCCGC
GCTAATGTTCTTCCTGCTTGAATCTCGCTTTCTGGCCCGC
GCCGATTTCCTATCGACTCTGGCCAGTGCAGTTTCATCTA
CTGCATCAGAGAAAACTCGAAGATTCTTCTATTTGTACATC
AGTACCCATATATCTTGGTGA

ATGTGGTATCGCGGGGGCGATGCTAGGGCGGCT
GCCGCGCTAATGTTCTTCCTGCTTGAATCTCGCTTT
CTGGCCCGCGCCGATTTCCTATCGACTCTGGCCA
GTGCAGTTTCATCTACTGCATCAGAGAAAACTCGA
AGATTCTTCTATTTGTACATCAGTACCCATATATCTT
GGTGA

MWYRGGDARAAAALMF
FLLESRFLARADFLSTLA
SAVSSTASEKTRRFFYLYI
STHISW*

MWYRGGDARAAAA
LMFFLLESRFLARA
DFLSTLASAVSSTAS
EKTRRFFYLYISTHIS
W*

GGCTTACCTA AATCGTTCGC 0 AD 0 0 0 0 0

7463 3491 af AN7495.1 57.m05848 AO070287000021 0 -191 -168 ATGCTAGGGCGGCTGCCGCGCTAA ATGCTAGGGCGGCTGCCGCGCTAA MLGRLPR* MLGRLPR* CGCGGGGGCG TGTTCTTCCT 0 AD 0 0 0 0 0
7464 3491 af AN7495.1 57.m05848 AO070287000021 0 -168 -31 ATGTTCTTCCTGCTTGAATCTCGCTTTCTGGCCCGCGCCG

ATTTCCTATCGACTCTGGCCAGTGCAGTTTCATCTACTGCA
TCAGAGAAAACTCGAAGATTCTTCTATTTGTACATCAGTAC
CCATATATCTTGGTGA

ATGTTCTTCCTGCTTGAATCTCGCTTTCTGGCCCGC
GCCGATTTCCTATCGACTCTGGCCAGTGCAGTTTC
ATCTACTGCATCAGAGAAAACTCGAAGATTCTTCTA
TTTGTACATCAGTACCCATATATCTTGGTGA

MFFLLESRFLARADFLST
LASAVSSTASEKTRRFFY
LYISTHISW*

MFFLLESRFLARAD
FLSTLASAVSSTASE
KTRRFFYLYISTHIS
W*

TGCCGCGCTA AATCGTTCGC 0 AD 0 0 0 0 0

7459 3491 an AN7495.1 57.m05848 AO070287000021 0 -225 -205 ATGACTAATTGGGGAGGCTAG ATGACTAATTGGGGAGGCTAG MTNWGG* MTNWGG* GTCCGATCAC ATGCGTCTAC 0 AD 0 0 0 0 0
7460 3491 an AN7495.1 57.m05848 AO070287000021 0 -204 -187 ATGCGTCTACCGCGCTAA ATGCGTCTACCGCGCTAA MRLPR* MRLPR* GGGAGGCTAG ACTGCCGCCG 0 AD 0 0 0 0 0
7465 3494 ao AN8927.1 53.m03985 AO070292000086 0 -188 -66 ATGGATGAGCACCACTCCGGGTGGAGGCAGTTTCCTCCG

GTGGGACGGTGGAAGGATTTCCTCTGCCATGGACATGGA
AATCCTCCTGATGGGAGGGCATATATAAACCCTTTCCCTC
CGTAA

ATGGATGAGCACCACTCCGGGTGGAGGCA
GTTTCCTCCGGTGGGACGGTGGAAGGATTT
CCTCTGCCATGGACATGGAAATCCTCCTGA
TGGGAGGGCATATATAAACCCTTTCCCTCC
GTAA

MDEHHSGWRQFPPVGR
WKDFLCHGHGNPPDGR
AYINPFPP*

MDEHHSGWRQFPP
VGRWKDFLCHGHG
NPPDGRAYINPFPP*

TTCTTGCCCG CAAAACCGGC 0  0 0 0 0 0

7466 3494 ao AN8927.1 53.m03985 AO070292000086 0 -184 -83 ATGAGCACCACTCCGGGTGGAGGCAGTTTCCTCCGGTGG
GACGGTGGAAGGATTTCCTCTGCCATGGACATGGAAATCC
TCCTGATGGGAGGGCATATATAA

ATGAGCACCACTCCGGGTGGAGGCAGTTTC
CTCCGGTGGGACGGTGGAAGGATTTCCTCT
GCCATGGACATGGAAATCCTCCTGATGGGA
GGGCATATATAA

MSTTPGGGSFLRWDGG
RISSAMDMEILLMGGHI*

MSTTPGGGSFLRW
DGGRISSAMDMEIL
LMGGHI*

TGCCCGATGG ACCCTTTCCC 0  0 0 0 0 0

7467 3494 ao AN8927.1 53.m03985 AO070292000086 0 -121 -83 ATGGACATGGAAATCCTCCTGATGGGAGGGCATATATAA ATGGACATGGAAATCCTCCTGATGGGAGGG
CATATATAA

MDMEILLMGGHI* MDMEILLMGGHI* TTCCTCTGCC ACCCTTTCCC 0  0 0 0 0 0

7468 3494 ao AN8927.1 53.m03985 AO070292000086 0 -115 -83 ATGGAAATCCTCCTGATGGGAGGGCATATATAA ATGGAAATCCTCCTGATGGGAGGGCATATA
TAA

MEILLMGGHI* MEILLMGGHI* TGCCATGGAC ACCCTTTCCC 0  0 0 0 0 0

7469 3494 ao AN8927.1 53.m03985 AO070292000086 0 -100 -83 ATGGGAGGGCATATATAA ATGGGAGGGCATATATAA MGGHI* MGGHI* AATCCTCCTG ACCCTTTCCC 0  0 0 0 0 0
7471 3496 af AN2295.1 71.m15944 AO070295000075 0 -238 -122 ATGGGAAAAAAAGGATCGCCGAGGGAGCAACCGACCGCC

GCGACAAATCGGATCCGCTTAAAGCTTTGTCCCGAAAAGT
CCAAACCCCAAACCCATCCCAGCGGGTTTTCCTACTGA

ATGGGAAAAAAAGGATCGCCGAGGGAGCAACCGA
CCGCCGCGACAAATCGGATCCGCTTAAAGCTTTGT
CCCGAAAAGTCCAAACCCCAAACCCATCCCAGCG
GGTTTTCCTACTGA

MGKKGSPREQPTAATNR
IRLKLCPEKSKPQTHPSG
FSY*

MGKKGSPREQPTA
ATNRIRLKLCPEKSK
PQTHPSGFSY*

TAGGAGGGAG AGTGTCCCAT 0 C 0 MG05480.1 0 0 0

7470 3496 an AN2295.1 71.m15944 AO070295000075 0 -175 -92 ATGGCCGAACCCGTGTCTCAAACATCAATTGCTGCTCGCT
TCCTATTGTCATCCTTTCTTTCCCACTCTCCCCTCCTCCTAT
AA

ATGGCCGAACCCGTGTCTCAAACATCAATTGCTG
CTCGCTTCCTATTGTCATCCTTTCTTTCCCACTCT
CCCCTCCTCCTATAA

MAEPVSQTSIAARFLLSS
FLSHSPLLL*

MAEPVSQTSIAARFLLS
SFLSHSPLLL*

TCCCGAACAG TTTCAGTTCT 0 C 0 MG05480.1 0 0 0

7473 3496 ao AN2295.1 71.m15944 AO070295000075 0 -222 -136 ATGCAAGAGGAAAAAAAAAGGCCGAGGAGACTGAGCCGA
CCGCCCGCGACAATTCGGGTCCGCTTAAAGCTTTGTCCC
GAAAGTTGA

ATGCAAGAGGAAAAAAAAAGGCCGAGGAGA
CTGAGCCGACCGCCCGCGACAATTCGGGT
CCGCTTAAAGCTTTGTCCCGAAAGTTGA

MQEEKKRPRRLSRPPATI
RVRLKLCPES*

MQEEKKRPRRLSR
PPATIRVRLKLCPES
*

TCAAATCAGT AATCCAAACC 0 C 0 MG05480.1 0 0 0

7474 3498 an AN7311.1 72.m19752 AO070297000059 0 -215 -168 ATGTGCAGTGAGTTGGCTTCGACTAACTGCCGCGCTGCCT
CACTTTAA

ATGTGCAGTGAGTTGGCTTCGACTAACTGCCGC
GCTGCCTCACTTTAA

MCSELASTNCRAASL* MCSELASTNCRAASL* CTCCACGTTT TTATCGCCGT 0 D 0 0 0 YDR108W YDR108W

7478 3499 af AN5607.1 58.m08908 AO070301000004 0 -232 -104 ATGCGAGCAGGACTGGCAGCAGCCTACTATCTGATATCGA
TATCTCCAGCTCGATATCCGGTTACAATCTTCATGACTAGT
GTACAAGAAGCCCTACATTCTTGCTCGCTGGTTTGTTCCAT
TCGTTGA

ATGCGAGCAGGACTGGCAGCAGCCTACTATCTGAT
ATCGATATCTCCAGCTCGATATCCGGTTACAATCTT
CATGACTAGTGTACAAGAAGCCCTACATTCTTGCTC
GCTGGTTTGTTCCATTCGTTGA

MRAGLAAAYYLISISPARY
PVTIFMTSVQEALHSCSL
VCSIR*

MRAGLAAAYYLISIS
PARYPVTIFMTSVQ
EALHSCSLVCSIR*

GAGCTGCCCC CCGACGGGGT 0 S 0 0 0 0 0

7479 3499 af AN5607.1 58.m08908 AO070301000004 0 -160 -104 ATGACTAGTGTACAAGAAGCCCTACATTCTTGCTCGCTGG
TTTGTTCCATTCGTTGA

ATGACTAGTGTACAAGAAGCCCTACATTCTTGCTC
GCTGGTTTGTTCCATTCGTTGA

MTSVQEALHSCSLVCSIR
*

MTSVQEALHSCSLV
CSIR*

TACAATCTTC CCGACGGGGT 0 S 0 0 0 0 0

7475 3499 an AN5607.1 58.m08908 AO070301000004 0 -215 -177 ATGCGAATAAACGACCTACAGCAGGCTACTGTCGGTTAA ATGCGAATAAACGACCTACAGCAGGCTACTGTCG
GTTAA

MRINDLQQATVG* MRINDLQQATVG* GATTCGTCCA CGGTGATTAT 0 S 0 0 0 0 0

7476 3499 an AN5607.1 58.m08908 AO070301000004 0 -141 -100 ATGAGTCAATGTATAGCGCTGCTTGTTGTACCGTCACTTTG
A

ATGAGTCAATGTATAGCGCTGCTTGTTGTACCGT
CACTTTGA

MSQCIALLVVPSL* MSQCIALLVVPSL* TTCGAGCTCT CATCCGTGTA 0 S 0 0 0 0 0

7477 3499 an AN5607.1 58.m08908 AO070301000004 0 -133 -89 ATGTATAGCGCTGCTTGTTGTACCGTCACTTTGACATCCGT
GTAG

ATGTATAGCGCTGCTTGTTGTACCGTCACTTTGA
CATCCGTGTAG

MYSAACCTVTLTSV* MYSAACCTVTLTSV* CTATGAGTCA CTGACATCAG 0 S 0 0 0 0 0

7480 3499 ao AN5607.1 58.m08908 AO070301000004 0 -237 -226 ATGCAGACATAA ATGCAGACATAA MQT* MQT* CCTGTTACCC TTGGCAGTAA 0 S 0 0 0 0 0
7481 3499 ao AN5607.1 58.m08908 AO070301000004 0 -165 -139 ATGTCCGATGTAAGTTCATACCGCTAA ATGTCCGATGTAAGTTCATACCGCTAA MSDVSSYR* MSDVSSYR* TACAATCTTC ACGCCCATCT 0 S 0 0 0 0 0
7482 3499 ao AN5607.1 58.m08908 AO070301000004 0 -109 -86 ATGTTATTGAACGAAAGTAGTTAA ATGTTATTGAACGAAAGTAGTTAA MLLNESS* MLLNESS* CATTATTCCA CACTTATTGT 0 S 0 0 0 0 0
7485 3500 af AN5610.1 58.m07534 AO070301000010 0 -234 -202 ATGCCTCGATGCCTCGATGCCTTCATGCCTTGA ATGCCTCGATGCCTCGATGCCTTCATGCCTTGA MPRCLDAFMP* MPRCLDAFMP* TAATACCTTG TGCCGTGATG 0 Q 0 0 0 0 0
7486 3500 af AN5610.1 58.m07534 AO070301000010 0 -226 -194 ATGCCTCGATGCCTTCATGCCTTGATGCCGTGA ATGCCTCGATGCCTTCATGCCTTGATGCCGTGA MPRCLHALMP* MPRCLHALMP* TGATGCCTCG TGCCTGGAAC 0 Q 0 0 0 0 0
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7487 3500 af AN5610.1 58.m07534 AO070301000010 0 -218 -111 ATGCCTTCATGCCTTGATGCCGTGATGCCTGGAACCCCAA
AAGGCGGTGACCGTGACAAAAAGATGGTTGTGGGGCCTG
GGGCAGCGAAATCGGCACTTTTCTTGTAG

ATGCCTTCATGCCTTGATGCCGTGATGCCTGGAAC
CCCAAAAGGCGGTGACCGTGACAAAAAGATGGTT
GTGGGGCCTGGGGCAGCGAAATCGGCACTTTTCT
TGTAG

MPSCLDAVMPGTPKGGD
RDKKMVVGPGAAKSALF
L*

MPSCLDAVMPGTP
KGGDRDKKMVVGP
GAAKSALFL*

CGATGCCTCG ATGCCCCTCT 0 Q 0 0 0 0 0

7488 3500 af AN5610.1 58.m07534 AO070301000010 0 -194 -111 ATGCCTGGAACCCCAAAAGGCGGTGACCGTGACAAAAAG
ATGGTTGTGGGGCCTGGGGCAGCGAAATCGGCACTTTTC
TTGTAG

ATGCCTGGAACCCCAAAAGGCGGTGACCGTGACA
AAAAGATGGTTGTGGGGCCTGGGGCAGCGAAATC
GGCACTTTTCTTGTAG

MPGTPKGGDRDKKMVV
GPGAAKSALFL*

MPGTPKGGDRDKK
MVVGPGAAKSALFL
*

TGATGCCGTG ATGCCCCTCT 0 Q 0 0 0 0 0

7489 3500 af AN5610.1 58.m07534 AO070301000010 0 -155 -111 ATGGTTGTGGGGCCTGGGGCAGCGAAATCGGCACTTTTC
TTGTAG

ATGGTTGTGGGGCCTGGGGCAGCGAAATCGGCAC
TTTTCTTGTAG

MVVGPGAAKSALFL* MVVGPGAAKSALFL
*

TGACAAAAAG ATGCCCCTCT 0 Q 0 0 0 0 0

7490 3500 af AN5610.1 58.m07534 AO070301000010 0 -110 ATGCCCCTCTTGACTCATACTAATATCCTTCTGTTCTGTCA
CCCGATATCCAGCCCCAGTTGTGAAAGTCGAGTGCCCAAA
CAAGAGTTTCGGGCCTCTGGACCGCAATAA

ATGCCCCTCTTGACTCATACTAATATCCTTCTGTTC
TGTCACCCGATATCCAGCCCCAGTTGTGAAAGTCG
AGTGCCCAAACAAGAGTTTCGGGCCTCTGGACCG
CAATAA

MPLLTHTNILLFCHPISSP
SCESRVPKQEFRASGPQ
*

MPLLTHTNILLFCHPI
SSPSCESRVPKQEF
RASGPQ*

TTTCTTGTAG TGGGTGTTGA 0 Q 0 0 0 0 0

7483 3500 an AN5610.1 58.m07534 AO070301000010 0 -203 -135 ATGCCTCAGGCATTAGGCTTATTGCCTTGTTGCCTGAACC
TCTATCAAATGTGGGGAAATTTTCGATAG

ATGCCTCAGGCATTAGGCTTATTGCCTTGTTGCC
TGAACCTCTATCAAATGTGGGGAAATTTTCGATA
G

MPQALGLLPCCLNLYQM
WGNFR*

MPQALGLLPCCLNLYQ
MWGNFR*

CACACATTTA CGAAATCGGC 0 Q 0 0 0 0 0

7484 3500 an AN5610.1 58.m07534 AO070301000010 0 -155 -135 ATGTGGGGAAATTTTCGATAG ATGTGGGGAAATTTTCGATAG MWGNFR* MWGNFR* CCTCTATCAA CGAAATCGGC 0 Q 0 0 0 0 0
7491 3500 ao AN5610.1 58.m07534 AO070301000010 0 -255 -232 ATGCGCACAACCACTTGTGCCTGA ATGCGCACAACCACTTGTGCCTGA MRTTTCA* MRTTTCA* TGCATTTGGT ATGCCTCACC 0 Q 0 0 0 0 0
7492 3500 ao AN5610.1 58.m07534 AO070301000010 0 -231 -97 ATGCCTCACCGTTCTGGGTCTAACCGGGATCGGCCTAGT

CGGAGGTGGAAGGCGGTAAGTGGTGATGATGTGAGTGTG
GGGTTTCAGAAGCTTGGCCGCTATGACTGGCTGCGAAAT
CGGCACTTTTTCTCTTAG

ATGCCTCACCGTTCTGGGTCTAACCGGGAT
CGGCCTAGTCGGAGGTGGAAGGCGGTAAG
TGGTGATGATGTGAGTGTGGGGTTTCAGAA
GCTTGGCCGCTATGACTGGCTGCGAAATCG
GCACTTTTTCTCTTAG

MPHRSGSNRDRPSRRW
KAVSGDDVSVGFQKLGR
YDWLRNRHFFS*

MPHRSGSNRDRPS
RRWKAVSGDDVSV
GFQKLGRYDWLRN
RHFFS*

TTGTGCCTGA TGCCCCTCCA 0 Q 0 0 0 0 0

7493 3500 ao AN5610.1 58.m07534 AO070301000010 0 -131 -78 ATGACTGGCTGCGAAATCGGCACTTTTTCTCTTAGTGCCC
CTCCAATTGACTGA

ATGACTGGCTGCGAAATCGGCACTTTTTCTC
TTAGTGCCCCTCCAATTGACTGA

MTGCEIGTFSLSAPPID* MTGCEIGTFSLSAP
PID*

CTTGGCCGCT GTCACAATAG 0 Q 0 0 0 0 0

7495 3502 af AN1455.1 55.m02957 AO070302000021 0 -249 -193 ATGTTAATCGATTTAGTAAGATGCGGATACGGACACAAACT
AGGCTATGTTACGTAG

ATGTTAATCGATTTAGTAAGATGCGGATACGGACA
CAAACTAGGCTATGTTACGTAG

MLIDLVRCGYGHKLGYVT
*

MLIDLVRCGYGHKL
GYVT*

AGCTTCTCCG ACTGACTGCG 0 O FG00430.1 0 NCU02708.1 0 0

7496 3502 af AN1455.1 55.m02957 AO070302000021 0 -229 -188 ATGCGGATACGGACACAAACTAGGCTATGTTACGTAGACT
GA

ATGCGGATACGGACACAAACTAGGCTATGTTACGT
AGACTGA

MRIRTQTRLCYVD* MRIRTQTRLCYVD* ATTTAGTAAG CTGCGTACTG 0 O FG00430.1 0 NCU02708.1 0 0

7497 3502 af AN1455.1 55.m02957 AO070302000021 0 -203 -171 ATGTTACGTAGACTGACTGCGTACTGTACCTGA ATGTTACGTAGACTGACTGCGTACTGTACCTGA MLRRLTAYCT* MLRRLTAYCT* AAACTAGGCT TGCCAAGCCT 0 O FG00430.1 0 NCU02708.1 0 0

7498 3502 af AN1455.1 55.m02957 AO070302000021 0 -171 -28 ATGCCAAGCCTCCAGAAGAGACCACCTTGCGAAGCTCTC
CCCCCAAATCAGTATACTGGCGAGACTAAACGTCCAACTA
CCTCTCTCTTTTCGGCTACAAAGCACGTCGAGAGAGACAT
ACTCTCCTTTGTTTTTTCCAATTGA

ATGCCAAGCCTCCAGAAGAGACCACCTTGCGAAG
CTCTCCCCCCAAATCAGTATACTGGCGAGACTAAA
CGTCCAACTACCTCTCTCTTTTCGGCTACAAAGCAC
GTCGAGAGAGACATACTCTCCTTTGTTTTTTCCAAT
TGA

MPSLQKRPPCEALPPNQ
YTGETKRPTTSLFSATKH
VERDILSFVFSN*

MPSLQKRPPCEALP
PNQYTGETKRPTTS
LFSATKHVERDILSF
VFSN*

ACTGTACCTG TATTCCTTTT 0 O FG00430.1 0 NCU02708.1 0 0

7494 3502 an AN1455.1 55.m02957 AO070302000021 0 -181 -122 ATGATTGCGAAGTACCTAGTGCCAAGACTTCCAAAAGAGA
CCACCTTGCGCAGCTCCTAG

ATGATTGCGAAGTACCTAGTGCCAAGACTTCCAA
AAGAGACCACCTTGCGCAGCTCCTAG

MIAKYLVPRLPKETTLRSS
*

MIAKYLVPRLPKETTLRS
S*

GTCCGAATGA TCGTCGTCAA 0 O FG00430.1 0 NCU02708.1 0 0

7502 3503 af AN3827.1 58.m07803 AO070305000064 0 -198 -124 ATGCTCCAGCTGTCCTTCGGCCTGCCGCGCCAAGACTCC
GCGCATTTCCCTTTTCCGCAGCGCACGGGCCAATAG

ATGCTCCAGCTGTCCTTCGGCCTGCCGCGCCAAG
ACTCCGCGCATTTCCCTTTTCCGCAGCGCACGGG
CCAATAG

MLQLSFGLPRQDSAHFP
FPQRTGQ*

MLQLSFGLPRQDSA
HFPFPQRTGQ*

GTTGGTTTGT AGCTTGTGAT 0 A 0 0 0 YGR103W 0

7499 3503 an AN3827.1 58.m07803 AO070305000064 0 -188 -3 ATGAAAGGGTGTTCATATGAAGTGGTTTCGCTCCACCTGT
CCCTTGTCCGCTATTCAAACGCCAAGACTCCGCGGTCTTT
CGTGCACGGGCCACCCGAGTTTTCTCTGCGGAAAAAAAG
TTCAAATTTTTGGATGACTAGAAGACCTTCCTCCCATCATT
CTTCCATTCTACCATCAAAGTCGTAA

ATGAAAGGGTGTTCATATGAAGTGGTTTCGCTCC
ACCTGTCCCTTGTCCGCTATTCAAACGCCAAGAC
TCCGCGGTCTTTCGTGCACGGGCCACCCGAGTT
TTCTCTGCGGAAAAAAAGTTCAAATTTTTGGATGA
CTAGAAGACCTTCCTCCCATCATTCTTCCATTCTA
CCATCAAAGTCGTAA

MKGCSYEVVSLHLSLVR
YSNAKTPRSFVHGPPEF
SLRKKSSNFWMTRRPSS
HHSSILPSKS*

MKGCSYEVVSLHLSLVR
YSNAKTPRSFVHGPPEF
SLRKKSSNFWMTRRPS
SHHSSILPSKS*

CTTCCCTTCG TCATGGCGAA 0 A 0 0 0 YGR103W 0

7500 3503 an AN3827.1 58.m07803 AO070305000064 0 -172 -53 ATGAAGTGGTTTCGCTCCACCTGTCCCTTGTCCGCTATTC
AAACGCCAAGACTCCGCGGTCTTTCGTGCACGGGCCACC
CGAGTTTTCTCTGCGGAAAAAAAGTTCAAATTTTTGGATGA

ATGAAGTGGTTTCGCTCCACCTGTCCCTTGTCCG
CTATTCAAACGCCAAGACTCCGCGGTCTTTCGTG
CACGGGCCACCCGAGTTTTCTCTGCGGAAAAAA
AGTTCAAATTTTTGGATGA

MKWFRSTCPLSAIQTPRL
RGLSCTGHPSFLCGKKV
QIFG*

MKWFRSTCPLSAIQTPR
LRGLSCTGHPSFLCGKK
VQIFG*

GGGTGTTCAT CTAGAAGACC 0 A 0 0 0 YGR103W 0

7503 3503 ao AN3827.1 58.m07803 AO070305000064 0 -212 -192 ATGCTAGAGAGCACGGAGTAG ATGCTAGAGAGCACGGAGTAG MLESTE* MLESTE* TTGTATAATC CAAGGCATCT 0 A 0 0 0 YGR103W 0
7505 3507 af AN8242.1 53.m03728 AO070310000066 0 -86 -39 ATGACTCACTATTCAAGTCCTCTCTGCTCAAACTCATATCA

CCCATAA
ATGACTCACTATTCAAGTCCTCTCTGCTCAAACTCA
TATCACCCATAA

MTHYSSPLCSNSYHP* MTHYSSPLCSNSYH
P*

GCCTGGTCCA GCTGCTCGGT 0 V 0 0 0 0 0

7506 3507 ao AN8242.1 53.m03728 AO070310000066 0 -189 -130 ATGGCATGGAAACCCCCACTCCCTTGCTTCGGAACGAACC
CCATCGACTCTGGAATGTAA

ATGGCATGGAAACCCCCACTCCCTTGCTTC
GGAACGAACCCCATCGACTCTGGAATGTAA

MAWKPPLPCFGTNPIDS
GM*

MAWKPPLPCFGTN
PIDSGM*

ATCAGGATAA CGATCTGCGT 0 V 0 0 0 0 0

7507 3507 ao AN8242.1 53.m03728 AO070310000066 0 -184 -86 ATGGAAACCCCCACTCCCTTGCTTCGGAACGAACCCCATC
GACTCTGGAATGTAACGATCTGCGTGAGGAGGTACCGAG
GCCGATACGTAAGAAGGTAA

ATGGAAACCCCCACTCCCTTGCTTCGGAAC
GAACCCCATCGACTCTGGAATGTAACGATC
TGCGTGAGGAGGTACCGAGGCCGATACGT
AAGAAGGTAA

METPTPLLRNEPHRLWN
VTICVRRYRGRYVRR*

METPTPLLRNEPHR
LWNVTICVRRYRGR
YVRR*

GATAAATGGC ACAAAAGGGG 0 V 0 0 0 0 0

7509 3511 af AN1016.1 70.m15234 AO070312000002 0 -122 -81 ATGAGTCCTACCCCGAGTGTCTCGGGTGTCAGTGTCTCGT
AA

ATGAGTCCTACCCCGAGTGTCTCGGGTGTCAGTGT
CTCGTAA

MSPTPSVSGVSVS* MSPTPSVSGVSVS* TGCCTAGTAC ATTGATGCCG 0 DT 0 0 0 0 0

7510 3511 ao AN1016.1 70.m15234 AO070312000002 0 -63 -7 ATGCCGTTCACTTCCGCAGGCAGCTCATGGTTTAGTCGTT
CGCTGTCTAGAATATAA

ATGCCGTTCACTTCCGCAGGCAGCTCATGG
TTTAGTCGTTCGCTGTCTAGAATATAA

MPFTSAGSSWFSRSLSRI
*

MPFTSAGSSWFSR
SLSRI*

TGCTAGGTTG TCCGAGATGG 0 DT 0 0 0 0 0

7512 3513 af AN0049.1 71.m15323 AO070314000128 0 -237 -217 ATGCTTCATTATCATTGCTGA ATGCTTCATTATCATTGCTGA MLHYHC* MLHYHC* TCAAGCTCAT TGATAGCAGA 0 M 0 MG05020.1 0 0 0
7513 3513 af AN0049.1 71.m15323 AO070314000128 0 -217 -143 ATGATAGCAGACAGAGCTTCAAAGCTGAGACGGACTGGA

CTGGTGGAGTTGATGATGCGGAATCCCCACCTGTAA
ATGATAGCAGACAGAGCTTCAAAGCTGAGACGGAC
TGGACTGGTGGAGTTGATGATGCGGAATCCCCAC
CTGTAA

MIADRASKLRRTGLVELM
MRNPHL*

MIADRASKLRRTGL
VELMMRNPHL*

ATCATTGCTG TCCGCAACCA 0 M 0 MG05020.1 0 0 0

7514 3513 af AN0049.1 71.m15323 AO070314000128 0 -166 -143 ATGATGCGGAATCCCCACCTGTAA ATGATGCGGAATCCCCACCTGTAA MMRNPHL* MMRNPHL* GGTGGAGTTG TCCGCAACCA 0 M 0 MG05020.1 0 0 0
7515 3513 af AN0049.1 71.m15323 AO070314000128 0 -163 -143 ATGCGGAATCCCCACCTGTAA ATGCGGAATCCCCACCTGTAA MRNPHL* MRNPHL* GGAGTTGATG TCCGCAACCA 0 M 0 MG05020.1 0 0 0
7511 3513 an AN0049.1 71.m15323 AO070314000128 0 -180 -124 ATGGTGACTTCAGACGTTGTGTTGAATGGATTGATCTACCT

GGAGCCGAAAATGTAG
ATGGTGACTTCAGACGTTGTGTTGAATGGATTGA
TCTACCTGGAGCCGAAAATGTAG

MVTSDVVLNGLIYLEPKM
*

MVTSDVVLNGLIYLEPK
M*

TGGTTAGGAC GTATAGCTCC 0 M 0 MG05020.1 0 0 0

7516 3513 ao AN0049.1 71.m15323 AO070314000128 0 -247 -224 ATGCTGCAATTGAGTTGCTATTGA ATGCTGCAATTGAGTTGCTATTGA MLQLSCY* MLQLSCY* TTAAAAAGCC CTGGCTCCAT 0 M 0 MG05020.1 0 0 0
7517 3513 ao AN0049.1 71.m15323 AO070314000128 0 -158 -129 ATGTCGGATGCGCCTCCAGTACAGTCATAG ATGTCGGATGCGCCTCCAGTACAGTCATAG MSDAPPVQS* MSDAPPVQS* GTGTGAGAGA CCAATCTGCG 0 M 0 MG05020.1 0 0 0

7518 3513 ao AN0049.1 71.m15323 AO070314000128 0 -151 -92 ATGCGCCTCCAGTACAGTCATAGCCAATCTGCGTTTGATC
CTCCGATCCATACTTCTTAA

ATGCGCCTCCAGTACAGTCATAGCCAATCT
GCGTTTGATCCTCCGATCCATACTTCTTAA

MRLQYSHSQSAFDPPIHT
S*

MRLQYSHSQSAFD
PPIHTS*

AGAATGTCGG ACATAACCTT 0 M 0 MG05020.1 0 0 0

7519 3514 af AN0771.1 70.m15374 AO070316000073 0 -67 -23 ATGTGTATACCTATTGTGACGCAACCACTCCCGAATCGAG
ACTGA

ATGTGTATACCTATTGTGACGCAACCACTCCCGAAT
CGAGACTGA

MCIPIVTQPLPNRD* MCIPIVTQPLPNRD* TCGACTGTTT GTGTCTCACT 0 Q 0 0 0 0 0

7520 3514 ao AN0771.1 70.m15374 AO070316000073 0 -197 -117 ATGGCCCCCTCTTCGTTCTCCCTCCTGATTATCTACGTTCT
TTTCTTTTACAGATCTGAACACATGGACGAACACTTGTAA

ATGGCCCCCTCTTCGTTCTCCCTCCTGATTA
TCTACGTTCTTTTCTTTTACAGATCTGAACAC
ATGGACGAACACTTGTAA

MAPSSFSLLIIYVLFFYRS
EHMDEHL*

MAPSSFSLLIIYVLFF
YRSEHMDEHL*

TTATTATTAG TAATATCTAC 0 Q 0 0 0 0 0

7521 3514 ao AN0771.1 70.m15374 AO070316000073 0 -134 -117 ATGGACGAACACTTGTAA ATGGACGAACACTTGTAA MDEHL* MDEHL* ATCTGAACAC TAATATCTAC 0 Q 0 0 0 0 0
7522 3515 an AN0370.1 54.m06986 AO070318000048 0 -285 -271 ATGCATCGAAAGTAG ATGCATCGAAAGTAG MHRK* MHRK* GTGTGGTGCC TACTGTACTG 0 I 0 0 0 0 0
7523 3515 an AN0370.1 54.m06986 AO070318000048 0 -257 -231 ATGAGCTCTCCGCATTTGCGGGGTTAG ATGAGCTCTCCGCATTTGCGGGGTTAG MSSPHLRG* MSSPHLRG* TGTACTGTAC AGCTCCGCAA 0 I 0 0 0 0 0
7524 3515 an AN0370.1 54.m06986 AO070318000048 0 -158 -63 ATGAGCATACCACCAGTTGCACGGGGCAGCCGACAACCG

TCAGCCTTGAAGCCGAGACAGAGGGGTTGTCTCACCAGT
CTTCCGCCCTTTAAATAA

ATGAGCATACCACCAGTTGCACGGGGCAGCCGA
CAACCGTCAGCCTTGAAGCCGAGACAGAGGGGT
TGTCTCACCAGTCTTCCGCCCTTTAAATAA

MSIPPVARGSRQPSALKP
RQRGCLTSLPPFK*

MSIPPVARGSRQPSALK
PRQRGCLTSLPPFK*

TATAATCTAG CCTCTGCCGT 0 I 0 0 0 0 0

7525 3517 af AN8907.1 56.m02323 AO070319000030 0 -111 -91 ATGCCATCCCGGGTAACTTGA ATGCCATCCCGGGTAACTTGA MPSRVT* MPSRVT* CATTCGGATC CATATCTGCG 0 I 0 0 0 0 0
7526 3517 ao AN8907.1 56.m02323 AO070319000030 0 -166 -65 ATGATTAAATTCTTCCCGGATCCGAGTGGTCTGTCCCGTC

AGACCATTCGGGATGTCCACTCGTCTTGGCTTCGTTCCAA
CACAATGGTAAACGTTATATAA

ATGATTAAATTCTTCCCGGATCCGAGTGGTC
TGTCCCGTCAGACCATTCGGGATGTCCACT
CGTCTTGGCTTCGTTCCAACACAATGGTAAA
CGTTATATAA

MIKFFPDPSGLSRQTIRD
VHSSWLRSNTMVNVI*

MIKFFPDPSGLSRQ
TIRDVHSSWLRSNT
MVNVI*

GCCTGATCAT TGCATGAAAA 0 I 0 0 0 0 0

7527 3517 ao AN8907.1 56.m02323 AO070319000030 0 -114 -76 ATGTCCACTCGTCTTGGCTTCGTTCCAACACAATGGTAA ATGTCCACTCGTCTTGGCTTCGTTCCAACAC
AATGGTAA

MSTRLGFVPTQW* MSTRLGFVPTQW* ACCATTCGGG ACGTTATATA 0 I 0 0 0 0 0

7528 3517 ao AN8907.1 56.m02323 AO070319000030 0 -82 -65 ATGGTAAACGTTATATAA ATGGTAAACGTTATATAA MVNVI* MVNVI* TTCCAACACA TGCATGAAAA 0 I 0 0 0 0 0
7529 3517 ao AN8907.1 56.m02323 AO070319000030 0 -65 -27 ATGCATGAAAATCATCTGAACGGTGATTGGAACTTCTAA ATGCATGAAAATCATCTGAACGGTGATTGGA

ACTTCTAA
MHENHLNGDWNF* MHENHLNGDWNF* ACGTTATATA ATCACCCAGC 0 I 0 0 0 0 0

7530 3517 ao AN8907.1 56.m02323 AO070319000030 0 -61 -47 ATGAAAATCATCTGA ATGAAAATCATCTGA MKII* MKII* TATATAATGC ACGGTGATTG 0 I 0 0 0 0 0
7533 3518 af AN0872.1 70.m15474 AO070320000030 0 -151 -137 ATGGAGCCGATATAA ATGGAGCCGATATAA MEPI* MEPI* GACAGGAACG CGCGATTGAG 0 L 0 0 0 0 0
7531 3518 an AN0872.1 70.m15474 AO070320000030 0 -127 -83 ATGACCTACCACGCCATTCTTATAAATGTCCTCTCGACGC

GTTAA
ATGACCTACCACGCCATTCTTATAAATGTCCTCTC
GACGCGTTAA

MTYHAILINVLSTR* MTYHAILINVLSTR* TTTCTCTTTT TATACCAGCA 0 L 0 0 0 0 0

7532 3518 an AN0872.1 70.m15474 AO070320000030 0 -102 -28 ATGTCCTCTCGACGCGTTAATATACCAGCACCAACAATATC
GACGCAATCGGCTGTGACCCGGACGAAGAAATAA

ATGTCCTCTCGACGCGTTAATATACCAGCACCAA
CAATATCGACGCAATCGGCTGTGACCCGGACGA
AGAAATAA

MSSRRVNIPAPTISTQSA
VTRTKK*

MSSRRVNIPAPTISTQSA
VTRTKK*

ATTCTTATAA ACAGATTACC 0 L 0 0 0 0 0

7534 3518 ao AN0872.1 70.m15474 AO070320000030 0 -151 -113 ATGGAGCCAACCAAAACACCATTGACTTTGTTTGTGTGA ATGGAGCCAACCAAAACACCATTGACTTTGT
TTGTGTGA

MEPTKTPLTLFV* MEPTKTPLTLFV* ACACCTGGGA ACAGTCCGTG 0 L 0 0 0 0 0

7535 3520 af AN0912.1 70.m15521 AO070320000093 0 -241 -209 ATGATCAGTAACAATTTACTGTTCTTCAGATAG ATGATCAGTAACAATTTACTGTTCTTCAGATAG MISNNLLFFR* MISNNLLFFR* CTATTTTTAT CTATTTCAAT 0 E 0 0 0 0 0
7536 3520 af AN0912.1 70.m15521 AO070320000093 0 -200 -180 ATGTATGAGTGTTTTGTATAG ATGTATGAGTGTTTTGTATAG MYECFV* MYECFV* AGCTATTTCA CTCCAAGTCC 0 E 0 0 0 0 0
7537 3520 af AN0912.1 70.m15521 AO070320000093 0 -196 -83 ATGAGTGTTTTGTATAGCTCCAAGTCCAATCGGCTTGAAGT

GGATTCCAAAGGATCTCCGTCCGTCACTCTCCGGTGTCG
GCGCGCGGGGTGCATCCACCCCTCCATATTTTGA

ATGAGTGTTTTGTATAGCTCCAAGTCCAATCGGCTT
GAAGTGGATTCCAAAGGATCTCCGTCCGTCACTCT
CCGGTGTCGGCGCGCGGGGTGCATCCACCCCTC
CATATTTTGA

MSVLYSSKSNRLEVDSK
GSPSVTLRCRRAGCIHPS
IF*

MSVLYSSKSNRLEV
DSKGSPSVTLRCRR
AGCIHPSIF*

ATTTCAATGT AGGGATATTT 0 E 0 0 0 0 0

7538 3520 ao AN0912.1 70.m15521 AO070320000093 0 -223 -164 ATGCTGGACTCCCTTAGTAATTCGCATGATCCTACTAGCG
TTGCAGTTGCAGTTGCATGA

ATGCTGGACTCCCTTAGTAATTCGCATGATC
CTACTAGCGTTGCAGTTGCAGTTGCATGA

MLDSLSNSHDPTSVAVA
VA*

MLDSLSNSHDPTSV
AVAVA*

ACAGTTGAAA GGCGGCGGTT 0 E 0 0 0 0 0
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7539 3520 ao AN0912.1 70.m15521 AO070320000093 0 -198 -106 ATGATCCTACTAGCGTTGCAGTTGCAGTTGCATGAGGCGG
CGGTTAATCACGGGGAAGTCCGACTGCGGCTCCGGTGTC
GGCGCGCGGGGTGA

ATGATCCTACTAGCGTTGCAGTTGCAGTTGC
ATGAGGCGGCGGTTAATCACGGGGAAGTC
CGACTGCGGCTCCGGTGTCGGCGCGCGGG
GTGA

MILLALQLQLHEAAVNHG
EVRLRLRCRRAG*

MILLALQLQLHEAAV
NHGEVRLRLRCRR
AG*

AGTAATTCGC CTCGAGATCC 0 E 0 0 0 0 0

7540 3520 ao AN0912.1 70.m15521 AO070320000093 0 -167 -54 ATGAGGCGGCGGTTAATCACGGGGAAGTCCGACTGCGG
CTCCGGTGTCGGCGCGCGGGGTGACTCGAGATCCACCC
CTCATCGCCATATAACTCTCGATGCTTTCGGTCTTTGA

ATGAGGCGGCGGTTAATCACGGGGAAGTC
CGACTGCGGCTCCGGTGTCGGCGCGCGGG
GTGACTCGAGATCCACCCCTCATCGCCATA
TAACTCTCGATGCTTTCGGTCTTTGA

MRRRLITGKSDCGSGVG
ARGDSRSTPHRHITLDAF
GL*

MRRRLITGKSDCGS
GVGARGDSRSTPH
RHITLDAFGL*

TTGCAGTTGC GCTTGGTCTC 0 E 0 0 0 0 0

7541 3520 ao AN0912.1 70.m15521 AO070320000093 0 -70 -29 ATGCTTTCGGTCTTTGAGCTTGGTCTCTCGTCAGTGTTATA
G

ATGCTTTCGGTCTTTGAGCTTGGTCTCTCGT
CAGTGTTATAG

MLSVFELGLSSVL* MLSVFELGLSSVL* ATAACTCTCG TCCATTGTAC 0 E 0 0 0 0 0

7543 3522 af AN8126.1 70.m15699 AO070322000018 0 -264 -250 ATGGCTAACGCATAA ATGGCTAACGCATAA MANA* MANA* GATAACATAC GAGATATCCT 0 R 0 0 0 0 0
7542 3522 an AN8126.1 70.m15699 AO070322000018 0 -205 -194 ATGCGACGCTAG ATGCGACGCTAG MRR* MRR* GTAGTGAAGA AGTGTAACAT 0 R 0 0 0 0 0
7544 3522 ao AN8126.1 70.m15699 AO070322000018 0 -234 -205 ATGCCGAACAAGAGTGCAAGACTAAAGTGA ATGCCGAACAAGAGTGCAAGACTAAAGTGA MPNKSARLK* MPNKSARLK* TAAGTCTTGA GCTACTGCAC 0 R 0 0 0 0 0

7545 3522 ao AN8126.1 70.m15699 AO070322000018 0 -156 -109 ATGTCGGTCACCGAGTTCCACTTCTCGCCATATCTCGACG
ATTTCTAG

ATGTCGGTCACCGAGTTCCACTTCTCGCCA
TATCTCGACGATTTCTAG

MSVTEFHFSPYLDDF* MSVTEFHFSPYLDD
F*

TATCGCGCGG TATATGGCGA 0 R 0 0 0 0 0

7546 3522 ao AN8126.1 70.m15699 AO070322000018 0 -105 -61 ATGGCGACCCTGGTTGAAAAGCACGTTAAATCTTTCCAAA
AATAA

ATGGCGACCCTGGTTGAAAAGCACGTTAAA
TCTTTCCAAAAATAA

MATLVEKHVKSFQK* MATLVEKHVKSFQK
*

TTTCTAGTAT CAATATACAA 0 R 0 0 0 0 0

7548 3523 ao AN1768.1 69.m15068 AO070324000027 0 -128 -60 ATGTATAGGGGTCAGGTGGTGATTGACTATTTGAGTCTTC
GTCCCTCGTGTGGCTGCTATCGGTCTTGA

ATGTATAGGGGTCAGGTGGTGATTGACTATT
TGAGTCTTCGTCCCTCGTGTGGCTGCTATC
GGTCTTGA

MYRGQVVIDYLSLRPSC
GCYRS*

MYRGQVVIDYLSLR
PSCGCYRS*

CTGCACGTTG GTATTTGTTT 0 U 0 0 0 0 0

7549 3524 an AN1745.1 69.m15048 AO070324000051 0 -82 -44 ATGCCGCTCTCGACTGAAATATTCAGTCTCTTGCTCTGA ATGCCGCTCTCGACTGAAATATTCAGTCTCTTGC
TCTGA

MPLSTEIFSLLL* MPLSTEIFSLLL* CTTCATCTTC TTTACAGTTA 0 H 0 0 0 0 0

7550 3526 af AN7699.1 71.m15724 AO070325000105 0 -187 -104 ATGCCCGGCTGTCCTTCTCCCACTATCACAAACACCAGTG
CTGTACTTCACCACCACTCGCGGCTGGCATTTTTAATACTA
TAG

ATGCCCGGCTGTCCTTCTCCCACTATCACAAACAC
CAGTGCTGTACTTCACCACCACTCGCGGCTGGCAT
TTTTAATACTATAG

MPGCPSPTITNTSAVLHH
HSRLAFLIL*

MPGCPSPTITNTSA
VLHHHSRLAFLIL*

TTCTTTCGAA ACGCTCAATT 0  FG08949.1 0 0 0 0

7551 3526 ao AN7699.1 71.m15724 AO070325000105 0 -68 -27 ATGCAAGCCCATTGTGACCTGATATCCCCTTTTGATACTTA
G

ATGCAAGCCCATTGTGACCTGATATCCCCTT
TTGATACTTAG

MQAHCDLISPFDT* MQAHCDLISPFDT* ACCTGCATTG ATAGTGTTCT 0  FG08949.1 0 0 0 0

7553 3529 af AN4003.1 54.m06586 AO070328000160 0 -190 -17 ATGAGAGCATCATCATCTCTGGGAAATGTAACTGCAAGGA
TGAAACTTCAGGCTCATTACGCTCATCTCTTTCGACCAAGA
ACTACCCTGTTTATGAAAGGCATGACATCGGTATATATAGA
GGACGGGGCCCGATTGGCTCCTCAGCACTCCCATCCATA
TGAACTTATTTAG

ATGAGAGCATCATCATCTCTGGGAAATGTAACTGC
AAGGATGAAACTTCAGGCTCATTACGCTCATCTCTT
TCGACCAAGAACTACCCTGTTTATGAAAGGCATGA
CATCGGTATATATAGAGGACGGGGCCCGATTGGC
TCCTCAGCACTCCCATCCATATGAACTTATTTAG

MRASSSLGNVTARMKLQ
AHYAHLFRPRTTLFMKG
MTSVYIEDGARLAPQHSH
PYELI*

MRASSSLGNVTAR
MKLQAHYAHLFRPR
TTLFMKGMTSVYIE
DGARLAPQHSHPYE
LI*

CAGTAATACA CAGAGAATAA 0 CE 0 0 0 0 0

7554 3529 af AN4003.1 54.m06586 AO070328000160 0 -151 -17 ATGAAACTTCAGGCTCATTACGCTCATCTCTTTCGACCAAG
AACTACCCTGTTTATGAAAGGCATGACATCGGTATATATAG
AGGACGGGGCCCGATTGGCTCCTCAGCACTCCCATCCAT
ATGAACTTATTTAG

ATGAAACTTCAGGCTCATTACGCTCATCTCTTTCGA
CCAAGAACTACCCTGTTTATGAAAGGCATGACATC
GGTATATATAGAGGACGGGGCCCGATTGGCTCCT
CAGCACTCCCATCCATATGAACTTATTTAG

MKLQAHYAHLFRPRTTLF
MKGMTSVYIEDGARLAP
QHSHPYELI*

MKLQAHYAHLFRPR
TTLFMKGMTSVYIE
DGARLAPQHSHPYE
LI*

AACTGCAAGG CAGAGAATAA 0 CE 0 0 0 0 0

7555 3529 af AN4003.1 54.m06586 AO070328000160 0 -97 -17 ATGAAAGGCATGACATCGGTATATATAGAGGACGGGGCC
CGATTGGCTCCTCAGCACTCCCATCCATATGAACTTATTTA
G

ATGAAAGGCATGACATCGGTATATATAGAGGACGG
GGCCCGATTGGCTCCTCAGCACTCCCATCCATATG
AACTTATTTAG

MKGMTSVYIEDGARLAP
QHSHPYELI*

MKGMTSVYIEDGAR
LAPQHSHPYELI*

TACCCTGTTT CAGAGAATAA 0 CE 0 0 0 0 0

7556 3529 af AN4003.1 54.m06586 AO070328000160 0 -88 -17 ATGACATCGGTATATATAGAGGACGGGGCCCGATTGGCT
CCTCAGCACTCCCATCCATATGAACTTATTTAG

ATGACATCGGTATATATAGAGGACGGGGCCCGATT
GGCTCCTCAGCACTCCCATCCATATGAACTTATTTA
G

MTSVYIEDGARLAPQHSH
PYELI*

MTSVYIEDGARLAP
QHSHPYELI*

TATGAAAGGC CAGAGAATAA 0 CE 0 0 0 0 0

7552 3529 an AN4003.1 54.m06586 AO070328000160 0 -140 -57 ATGAACTCTCACGGTGACCCAACTTACAGGTTGCAGAGTC
GGCTGAAGGATCAGCCGAATTGTTCTCCCGTCTACGACAC
ATAA

ATGAACTCTCACGGTGACCCAACTTACAGGTTGC
AGAGTCGGCTGAAGGATCAGCCGAATTGTTCTC
CCGTCTACGACACATAA

MNSHGDPTYRLQSRLKD
QPNCSPVYDT*

MNSHGDPTYRLQSRLK
DQPNCSPVYDT*

ACTTGGGAGG GAGGATGCAG 0 CE 0 0 0 0 0

7558 3529 ao AN4003.1 54.m06586 AO070328000160 0 -194 -147 ATGAGTATGAGTATACGTGGGGCAGCTGCCCTACTCCGC
AACGGGTAA

ATGAGTATGAGTATACGTGGGGCAGCTGCC
CTACTCCGCAACGGGTAA

MSMSIRGAAALLRNG* MSMSIRGAAALLRN
G*

GAGTTGTTGA ACCTTCAGCC 0 CE 0 0 0 0 0

7559 3529 ao AN4003.1 54.m06586 AO070328000160 0 -188 -147 ATGAGTATACGTGGGGCAGCTGCCCTACTCCGCAACGGG
TAA

ATGAGTATACGTGGGGCAGCTGCCCTACTC
CGCAACGGGTAA

MSIRGAAALLRNG* MSIRGAAALLRNG* TTGAATGAGT ACCTTCAGCC 0 CE 0 0 0 0 0

7560 3529 ao AN4003.1 54.m06586 AO070328000160 0 -131 -93 ATGGCCGATGAAGTATGCTTAGCTTCATCCACGTCATGA ATGGCCGATGAAGTATGCTTAGCTTCATCCA
CGTCATGA

MADEVCLASSTS* MADEVCLASSTS* CAGCCAGAAC AGATTAAGGA 0 CE 0 0 0 0 0

7561 3529 ao AN4003.1 54.m06586 AO070328000160 0 -124 -110 ATGAAGTATGCTTAG ATGAAGTATGCTTAG MKYA* MKYA* AACATGGCCG CTTCATCCAC 0 CE 0 0 0 0 0
7562 3529 ao AN4003.1 54.m06586 AO070328000160 0 -61 -47 ATGCAGGGTCTCTGA ATGCAGGGTCTCTGA MQGL* MQGL* TTTATAGTAG TCTGACAAGT 0 CE 0 0 0 0 0
7563 3530 an AN8038.1 53.m03908 AO070330000008 0 -120 -109 ATGACTAAGTAG ATGACTAAGTAG MTK* MTK* GATCGCTCCT TCCGCTTGCA 0 A 0 0 0 0 0
7564 3530 ao AN8038.1 53.m03908 AO070330000008 0 -143 -132 ATGTTTGAGTAG ATGTTTGAGTAG MFE* MFE* GGTCGCTCCT CCCGTTCACG 0 A 0 0 0 0 0
7568 3531 af AN8066.1 53.m03917 AO070330000022 0 -322 -266 ATGGTAAATACATGCATCAGCCACATTGCATGTGCCGTGA

CGTACGGAGTACTGTGA
ATGGTAAATACATGCATCAGCCACATTGCATGTGC
CGTGACGTACGGAGTACTGTGA

MVNTCISHIACAVTYGVL* MVNTCISHIACAVTY
GVL*

TCGGTATTGT CTTGATCGTA 0 J 0 MG00308.1 NCU09571.1 0 0

7569 3531 af AN8066.1 53.m03917 AO070330000022 0 -311 -261 ATGCATCAGCCACATTGCATGTGCCGTGACGTACGGAGTA
CTGTGACTTGA

ATGCATCAGCCACATTGCATGTGCCGTGACGTACG
GAGTACTGTGACTTGA

MHQPHCMCRDVRSTVT* MHQPHCMCRDVRS
TVT*

TGGTAAATAC TCGTAAGATC 0 J 0 MG00308.1 NCU09571.1 0 0

7570 3531 af AN8066.1 53.m03917 AO070330000022 0 -293 -261 ATGTGCCGTGACGTACGGAGTACTGTGACTTGA ATGTGCCGTGACGTACGGAGTACTGTGACTTGA MCRDVRSTVT* MCRDVRSTVT* GCCACATTGC TCGTAAGATC 0 J 0 MG00308.1 NCU09571.1 0 0

7571 3531 af AN8066.1 53.m03917 AO070330000022 0 -232 -44 ATGACGGACAGCTTATGTAATCTGTTATCAAGATTGCATCC
TGATGTGGCCCGTGCGTTTGCATCATGCGAAAGAAAAAAG
AGTAGGGCAATTTTTGGTTATCAGTGCGTGATACGGCAGA
ATTTGTTGTGCAACATTTCCAAGTCCGCACTTCCCCGTAG
CGGTATGTCTATCGCGAGACATGTGTGA

ATGACGGACAGCTTATGTAATCTGTTATCAAGATTG
CATCCTGATGTGGCCCGTGCGTTTGCATCATGCGA
AAGAAAAAAGAGTAGGGCAATTTTTGGTTATCAGTG
CGTGATACGGCAGAATTTGTTGTGCAACATTTCCAA
GTCCGCACTTCCCCGTAGCGGTATGTCTATCGCGA
GACATGTGTGA

MTDSLCNLLSRLHPDVA
RAFASCERKKSRAIFGYQ
CVIRQNLLCNISKSALPRS
GMSIARHV*

MTDSLCNLLSRLHP
DVARAFASCERKKS
RAIFGYQCVIRQNLL
CNISKSALPRSGMSI
ARHV*

GAGATCTACA CTGCTGAAGC 0 J 0 MG00308.1 NCU09571.1 0 0

7572 3531 af AN8066.1 53.m03917 AO070330000022 0 -189 -121 ATGTGGCCCGTGCGTTTGCATCATGCGAAAGAAAAAAGAG
TAGGGCAATTTTTGGTTATCAGTGCGTGA

ATGTGGCCCGTGCGTTTGCATCATGCGAAAGAAAA
AAGAGTAGGGCAATTTTTGGTTATCAGTGCGTGA

MWPVRLHHAKEKRVGQ
FLVISA*

MWPVRLHHAKEKR
VGQFLVISA*

TTGCATCCTG TACGGCAGAA 0 J 0 MG00308.1 NCU09571.1 0 0

7573 3531 af AN8066.1 53.m03917 AO070330000022 0 -167 -147 ATGCGAAAGAAAAAAGAGTAG ATGCGAAAGAAAAAAGAGTAG MRKKKE* MRKKKE* CGTTTGCATC GGCAATTTTT 0 J 0 MG00308.1 NCU09571.1 0 0

7574 3531 af AN8066.1 53.m03917 AO070330000022 0 -67 -44 ATGTCTATCGCGAGACATGTGTGA ATGTCTATCGCGAGACATGTGTGA MSIARHV* MSIARHV* CCGTAGCGGT CTGCTGAAGC 0 J 0 MG00308.1 NCU09571.1 0 0

7565 3531 an AN8066.1 53.m03917 AO070330000022 0 -232 -197 ATGATTTTCAATACAACGGTATTGCGTCGTAACTAG ATGATTTTCAATACAACGGTATTGCGTCGTAACTA
G

MIFNTTVLRRN* MIFNTTVLRRN* CTGGCAGTTA GGACTCTCTT 0 J 0 MG00308.1 NCU09571.1 0 0

7566 3531 an AN8066.1 53.m03917 AO070330000022 0 -140 -63 ATGTCAGCCATCTTATCAAGATTCAATGGTCCGTGCGCCA
TCGCAAAGAAAAAAAGTCAAGAAATCTGCGACGGTTGA

ATGTCAGCCATCTTATCAAGATTCAATGGTCCGT
GCGCCATCGCAAAGAAAAAAAGTCAAGAAATCTG
CGACGGTTGA

MSAILSRFNGPCAIAKKK
SQEICDG*

MSAILSRFNGPCAIAKKK
SQEICDG*

TCCGCAAATT CGGAAGCTCT 0 J 0 MG00308.1 NCU09571.1 0 0

7567 3531 an AN8066.1 53.m03917 AO070330000022 0 -115 -20 ATGGTCCGTGCGCCATCGCAAAGAAAAAAAGTCAAGAAAT
CTGCGACGGTTGACGGAAGCTCTATACTTGACTGGAGCAA
GATTGACCTGAATTAA

ATGGTCCGTGCGCCATCGCAAAGAAAAAAAGTCA
AGAAATCTGCGACGGTTGACGGAAGCTCTATACT
TGACTGGAGCAAGATTGACCTGAATTAA

MVRAPSQRKKVKKSATV
DGSSILDWSKIDLN*

MVRAPSQRKKVKKSAT
VDGSSILDWSKIDLN*

TCAAGATTCA GATCATATCG 0 J 0 MG00308.1 NCU09571.1 0 0

7576 3531 ao AN8066.1 53.m03917 AO070330000022 0 -287 -213 ATGTTGCATGCCAAGCCACCGGGGATCAACCGCCACGCA
CGAACACCGTTAGCCATCGGACGGAATAACCTCTGA

ATGTTGCATGCCAAGCCACCGGGGATCAAC
CGCCACGCACGAACACCGTTAGCCATCGGA
CGGAATAACCTCTGA

MLHAKPPGINRHARTPLA
IGRNNL*

MLHAKPPGINRHAR
TPLAIGRNNL*

CTGTATGCTT TCCGAATAAA 0 J 0 MG00308.1 NCU09571.1 0 0

7577 3531 ao AN8066.1 53.m03917 AO070330000022 0 -280 -236 ATGCCAAGCCACCGGGGATCAACCGCCACGCACGAACAC
CGTTAG

ATGCCAAGCCACCGGGGATCAACCGCCAC
GCACGAACACCGTTAG

MPSHRGSTATHEHR* MPSHRGSTATHEH
R*

CTTATGTTGC CCATCGGACG 0 J 0 MG00308.1 NCU09571.1 0 0

7578 3531 ao AN8066.1 53.m03917 AO070330000022 0 -186 -157 ATGGTCCGTGCGCTATCGCAAAAAAAGTAA ATGGTCCGTGCGCTATCGCAAAAAAAGTAA MVRALSQKK* MVRALSQKK* ATAATATCAT AAAGAGCATT 0 J 0 MG00308.1 NCU09571.1 0 0

7579 3531 ao AN8066.1 53.m03917 AO070330000022 0 -133 -113 ATGTCGTACGCGGTTTCTTAA ATGTCGTACGCGGTTTCTTAA MSYAVS* MSYAVS* ACACCCGCGC CTTTGCGGAG 0 J 0 MG00308.1 NCU09571.1 0 0

7580 3531 ao AN8066.1 53.m03917 AO070330000022 0 -95 -54 ATGGTCCATTCTAGTATAATTTTGTGCTACTGGAGATCATG
A

ATGGTCCATTCTAGTATAATTTTGTGCTACTG
GAGATCATGA

MVHSSIILCYWRS* MVHSSIILCYWRS* GAGAATTTTT TCTAATACCC 0 J 0 MG00308.1 NCU09571.1 0 0

7582 3532 af AN1230.1 70.m14989 AO070331000242 0 -140 -54 ATGACCTTAAATCAATTAACTTACTCTCTTTGTCAAACAGTT
ATCGGCTGTCGGCGATCCGGCGAGCTCGAGATTACCTTA
GTGTAG

ATGACCTTAAATCAATTAACTTACTCTCTTTGTCAAA
CAGTTATCGGCTGTCGGCGATCCGGCGAGCTCGA
GATTACCTTAGTGTAG

MTLNQLTYSLCQTVIGCR
RSGELEITLV*

MTLNQLTYSLCQTVI
GCRRSGELEITLV*

ACCAAGTCAC TCCCAACCTA 0 O 0 0 0 0 0

7581 3532 an AN1230.1 70.m14989 AO070331000242 0 -202 -176 ATGACAAGTCCCAGAGACTGGATTTGA ATGACAAGTCCCAGAGACTGGATTTGA MTSPRDWI* MTSPRDWI* ATACCTGACG TTTTCTTCAG 0 O 0 0 0 0 0
7583 3532 ao AN1230.1 70.m14989 AO070331000242 0 -178 -119 ATGCAAAAAACACGCCGGAAGGCAACCACGCGCCGGGA

GAGACACGAAAATGCCGCCTAG
ATGCAAAAAACACGCCGGAAGGCAACCACG
CGCCGGGAGAGACACGAAAATGCCGCCTA
G

MQKTRRKATTRRERHEN
AA*

MQKTRRKATTRRE
RHENAA*

AGGGAATACT TCACGGGATT 0 O 0 0 0 0 0

7584 3532 ao AN1230.1 70.m14989 AO070331000242 0 -129 -58 ATGCCGCCTAGTCACGGGATTGTGGGCTTTCAATTTAACT
TTCCGAAAGGTAAGCATGTGGATCTTTCTTAG

ATGCCGCCTAGTCACGGGATTGTGGGCTTT
CAATTTAACTTTCCGAAAGGTAAGCATGTGG
ATCTTTCTTAG

MPPSHGIVGFQFNFPKG
KHVDLS*

MPPSHGIVGFQFNF
PKGKHVDLS*

AGACACGAAA CAGATAGACC 0 O 0 0 0 0 0

7585 3532 ao AN1230.1 70.m14989 AO070331000242 0 -74 -51 ATGTGGATCTTTCTTAGCAGATAG ATGTGGATCTTTCTTAGCAGATAG MWIFLSR* MWIFLSR* AAAGGTAAGC ACCGAGTCTA 0 O 0 0 0 0 0
7586 3534 ao AN9149.1 66.m04586 AO070332000147 0 -175 -128 ATGTTTAACATTTCCTACTTATCTTTGTTATTTGCAATTCCG

CGTTAG
ATGTTTAACATTTCCTACTTATCTTTGTTATTT
GCAATTCCGCGTTAG

MFNISYLSLLFAIPR* MFNISYLSLLFAIPR* ATATAATTTG CTTATAAGAA 0 R 0 0 0 0 0

7587 3535 af AN9075.1 66.m04774 AO070332000206 0 -155 -111 ATGCACTTTCTGTGCATCTGCTCTCTTTACGCCCTTTTCCA
CTGA

ATGCACTTTCTGTGCATCTGCTCTCTTTACGCCCTT
TTCCACTGA

MHFLCICSLYALFH* MHFLCICSLYALFH* AGCTTGCAGC GTCTATCGAC 0 CR 0 0 0 0 0

7593 3538 af AN5013.1 59.m08664 AO070334000121 0 -165 -133 ATGTGTCCTCAGGATTACTCATATTTGATATAG ATGTGTCCTCAGGATTACTCATATTTGATATAG MCPQDYSYLI* MCPQDYSYLI* GGCAAGGAAG ATTTGGACTC 0 L 0 MG06005.1 0 0 0
7588 3538 an AN5013.1 59.m08664 AO070334000121 0 -276 -202 ATGATCAGACTTAATATCGTTATGACCTTAAGGATATCTCA

TAGCAAAACAGCAGATCCCTGTCCAACGTCATGA
ATGATCAGACTTAATATCGTTATGACCTTAAGGAT
ATCTCATAGCAAAACAGCAGATCCCTGTCCAACG
TCATGA

MIRLNIVMTLRISHSKTAD
PCPTS*

MIRLNIVMTLRISHSKTA
DPCPTS*

CCTTAATGCT TCTCGTTATG 0 L 0 MG06005.1 0 0 0

7589 3538 an AN5013.1 59.m08664 AO070334000121 0 -255 -202 ATGACCTTAAGGATATCTCATAGCAAAACAGCAGATCCCT
GTCCAACGTCATGA

ATGACCTTAAGGATATCTCATAGCAAAACAGCAG
ATCCCTGTCCAACGTCATGA

MTLRISHSKTADPCPTS* MTLRISHSKTADPCPTS* TAATATCGTT TCTCGTTATG 0 L 0 MG06005.1 0 0 0

7594 3542 af AN5215.1 69.m14913 AO070337000264 0 -228 -190 ATGAAGCTTCGAGGATCGCGGTGTCACGTGAATAGTTAA ATGAAGCTTCGAGGATCGCGGTGTCACGTGAATAG
TTAA

MKLRGSRCHVNS* MKLRGSRCHVNS* TCGCCACCTG CCCGCTTCAG 0 R FG00848.1 0 NCU07492.1 YPL183C YPL183C
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7596 3542 ao AN5215.1 69.m14913 AO070337000264 0 -195 -148 ATGCCTCATCTGGATATTTGCCTAAGGCGAGACTTGTGTA
TTACATAA

ATGCCTCATCTGGATATTTGCCTAAGGCGA
GACTTGTGTATTACATAA

MPHLDICLRRDLCIT* MPHLDICLRRDLCIT
*

GTGCTCAATT TCCGCCTCGC 0 R FG00848.1 0 NCU07492.1 YPL183C YPL183C

7597 3542 ao AN5215.1 69.m14913 AO070337000264 0 -95 -66 ATGTGGGGAAGTGCTGCTGTACAAATTTGA ATGTGGGGAAGTGCTGCTGTACAAATTTGA MWGSAAVQI* MWGSAAVQI* TAATCGAGGC GCGTCAGGAA 0 R FG00848.1 0 NCU07492.1 YPL183C YPL183C

7601 3543 af AN2903.1 59.m08754 AO070338000102 0 -246 -214 ATGTTGATTTGCGGATCAAGAGCAGGGGCGTAG ATGTTGATTTGCGGATCAAGAGCAGGGGCGTAG MLICGSRAGA* MLICGSRAGA* CAGTTGCATC CTCCGCAACC 0 O FG10782.1 0 0 0 0

7598 3543 an AN2903.1 59.m08754 AO070338000102 0 -236 -213 ATGACGCAGCCGGTGCTCCGATGA ATGACGCAGCCGGTGCTCCGATGA MTQPVLR* MTQPVLR* GCCGAGTCCG TTGGCTGGGC 0 O FG10782.1 0 0 0 0
7599 3543 an AN2903.1 59.m08754 AO070338000102 0 -216 -157 ATGATTGGCTGGGCCCCCATGTCGCTCCGCAACCAGAGC

AAGTCACCCGGGGCCGCCTGA
ATGATTGGCTGGGCCCCCATGTCGCTCCGCAAC
CAGAGCAAGTCACCCGGGGCCGCCTGA

MIGWAPMSLRNQSKSPG
AA*

MIGWAPMSLRNQSKSP
GAA*

CGGTGCTCCG GCAGTGCATC 0 O FG10782.1 0 0 0 0

7600 3543 an AN2903.1 59.m08754 AO070338000102 0 -198 -157 ATGTCGCTCCGCAACCAGAGCAAGTCACCCGGGGCCGCC
TGA

ATGTCGCTCCGCAACCAGAGCAAGTCACCCGGG
GCCGCCTGA

MSLRNQSKSPGAA* MSLRNQSKSPGAA* CTGGGCCCCC GCAGTGCATC 0 O FG10782.1 0 0 0 0

7602 3543 ao AN2903.1 59.m08754 AO070338000102 0 -255 -232 ATGACGCATCGAGTTGCTCCCTGA ATGACGCATCGAGTTGCTCCCTGA MTHRVAP* MTHRVAP* CTTCAATCCA TTGGTTGATA 0 O FG10782.1 0 0 0 0
7604 3544 af AN7836.1 66.m04663 AO070338000245 0 -140 -18 ATGGCTGCTGGCAGCTACAAGTACACAGAGTGCACTGGC

CGAAATATAAAACGAGCAAAACCCACGGCCAGAAACCTCT
CACTAATCAGTAACCAACCCACAAGACATCCCATCCAGCT
TTAG

ATGGCTGCTGGCAGCTACAAGTACACAGAGTGCA
CTGGCCGAAATATAAAACGAGCAAAACCCACGGCC
AGAAACCTCTCACTAATCAGTAACCAACCCACAAG
ACATCCCATCCAGCTTTAG

MAAGSYKYTECTGRNIKR
AKPTARNLSLISNQPTRH
PIQL*

MAAGSYKYTECTGR
NIKRAKPTARNLSLI
SNQPTRHPIQL*

TGAGAACATC TTGAACAATC 0  0 0 0 0 0

7603 3544 an AN7836.1 66.m04663 AO070338000245 0 -148 -137 ATGTTCCGATGA ATGTTCCGATGA MFR* MFR* GTAGACTGGG TGAAGTTGTT 0  0 0 0 0 0
7605 3544 ao AN7836.1 66.m04663 AO070338000245 0 -178 -164 ATGTTGTGGAGCTGA ATGTTGTGGAGCTGA MLWS* MLWS* AGGGTGCGAG GAGTATGGTA 0  0 0 0 0 0
7606 3544 ao AN7836.1 66.m04663 AO070338000245 0 -159 -100 ATGGTATGGGGGGTTCCTACCCCCAACAATTCCAAATATC

CAAGTCTCACAATTCTATAA
ATGGTATGGGGGGTTCCTACCCCCAACAAT
TCCAAATATCCAAGTCTCACAATTCTATAA

MVWGVPTPNNSKYPSLTI
L*

MVWGVPTPNNSKY
PSLTIL*

AGCTGAGAGT GAAGAGCATC 0  0 0 0 0 0

7613 3545 af AN3313.1 65.m07345 AO070339000070 0 -121 -65 ATGACCCGTCAAGTGTCTAACCTAATCAGGAAATGTCCTTA
TCTGATAAACTTTTGA

ATGACCCGTCAAGTGTCTAACCTAATCAGGAAATG
TCCTTATCTGATAAACTTTTGA

MTRQVSNLIRKCPYLINF* MTRQVSNLIRKCPY
LINF*

CATAAATCAC TAAAAAATTT 0 A 0 0 0 0 0

7607 3545 an AN3313.1 65.m07345 AO070339000070 0 -257 -243 ATGCATCATCCGTGA ATGCATCATCCGTGA MHHP* MHHP* GGAAAGTCCA ATCGAACACG 0 A 0 0 0 0 0
7608 3545 an AN3313.1 65.m07345 AO070339000070 0 -222 -76 ATGGCAACGATGAATTCTACCACTAGACCAATGATGCTTTT

TTTCATAAAACATATAAATTTTGACAAAATGTTCCGAATATT
AAACAGCCTGAAATTACGTCCTTATCACCACGTGCTCGCT
CCACCGCCGCACCTGGGCCGATAA

ATGGCAACGATGAATTCTACCACTAGACCAATGA
TGCTTTTTTTCATAAAACATATAAATTTTGACAAAA
TGTTCCGAATATTAAACAGCCTGAAATTACGTCCT
TATCACCACGTGCTCGCTCCACCGCCGCACCTG
GGCCGATAA

MATMNSTTRPMMLFFIKH
INFDKMFRILNSLKLRPYH
HVLAPPPHLGR*

MATMNSTTRPMMLFFIK
HINFDKMFRILNSLKLRP
YHHVLAPPPHLGR*

GGCCTCATCG GCAAAAAAGA 0 A 0 0 0 0 0

7609 3545 an AN3313.1 65.m07345 AO070339000070 0 -213 -76 ATGAATTCTACCACTAGACCAATGATGCTTTTTTTCATAAAA
CATATAAATTTTGACAAAATGTTCCGAATATTAAACAGCCT
GAAATTACGTCCTTATCACCACGTGCTCGCTCCACCGCCG
CACCTGGGCCGATAA

ATGAATTCTACCACTAGACCAATGATGCTTTTTTT
CATAAAACATATAAATTTTGACAAAATGTTCCGAA
TATTAAACAGCCTGAAATTACGTCCTTATCACCAC
GTGCTCGCTCCACCGCCGCACCTGGGCCGATAA

MNSTTRPMMLFFIKHINF
DKMFRILNSLKLRPYHHV
LAPPPHLGR*

MNSTTRPMMLFFIKHINF
DKMFRILNSLKLRPYHH
VLAPPPHLGR*

GATGGCAACG GCAAAAAAGA 0 A 0 0 0 0 0

7610 3545 an AN3313.1 65.m07345 AO070339000070 0 -192 -76 ATGATGCTTTTTTTCATAAAACATATAAATTTTGACAAAATG
TTCCGAATATTAAACAGCCTGAAATTACGTCCTTATCACCA
CGTGCTCGCTCCACCGCCGCACCTGGGCCGATAA

ATGATGCTTTTTTTCATAAAACATATAAATTTTGAC
AAAATGTTCCGAATATTAAACAGCCTGAAATTACG
TCCTTATCACCACGTGCTCGCTCCACCGCCGCA
CCTGGGCCGATAA

MMLFFIKHINFDKMFRILN
SLKLRPYHHVLAPPPHLG
R*

MMLFFIKHINFDKMFRIL
NSLKLRPYHHVLAPPPH
LGR*

CACTAGACCA GCAAAAAAGA 0 A 0 0 0 0 0

7611 3545 an AN3313.1 65.m07345 AO070339000070 0 -189 -76 ATGCTTTTTTTCATAAAACATATAAATTTTGACAAAATGTTC
CGAATATTAAACAGCCTGAAATTACGTCCTTATCACCACGT
GCTCGCTCCACCGCCGCACCTGGGCCGATAA

ATGCTTTTTTTCATAAAACATATAAATTTTGACAAA
ATGTTCCGAATATTAAACAGCCTGAAATTACGTCC
TTATCACCACGTGCTCGCTCCACCGCCGCACCT
GGGCCGATAA

MLFFIKHINFDKMFRILNS
LKLRPYHHVLAPPPHLGR
*

MLFFIKHINFDKMFRILN
SLKLRPYHHVLAPPPHL
GR*

TAGACCAATG GCAAAAAAGA 0 A 0 0 0 0 0

7612 3545 an AN3313.1 65.m07345 AO070339000070 0 -153 -76 ATGTTCCGAATATTAAACAGCCTGAAATTACGTCCTTATCA
CCACGTGCTCGCTCCACCGCCGCACCTGGGCCGATAA

ATGTTCCGAATATTAAACAGCCTGAAATTACGTCC
TTATCACCACGTGCTCGCTCCACCGCCGCACCT
GGGCCGATAA

MFRILNSLKLRPYHHVLA
PPPHLGR*

MFRILNSLKLRPYHHVLA
PPPHLGR*

TTTTGACAAA GCAAAAAAGA 0 A 0 0 0 0 0

7614 3545 ao AN3313.1 65.m07345 AO070339000070 0 -168 -136 ATGCATTCTCAGGTGACCTCGGTCCCTGAATGA ATGCATTCTCAGGTGACCTCGGTCCCTGAA
TGA

MHSQVTSVPE* MHSQVTSVPE* TAACAGCTTT CTCAGCATCC 0 A 0 0 0 0 0

7615 3545 ao AN3313.1 65.m07345 AO070339000070 0 -139 -74 ATGACTCAGCATCCTATCAGAACATCAGGTGATTTATCAGT
ACAGTCACGTGCCACATCCCGCTGA

ATGACTCAGCATCCTATCAGAACATCAGGTG
ATTTATCAGTACAGTCACGTGCCACATCCCG
CTGA

MTQHPIRTSGDLSVQSR
ATSR*

MTQHPIRTSGDLSV
QSRATSR*

CGGTCCCTGA TAACGCATGA 0 A 0 0 0 0 0

7616 3545 ao AN3313.1 65.m07345 AO070339000070 0 -67 -23 ATGAATTTTTTGGAGATCAACAAAATTCCCGCGGTGACGA
ATTAA

ATGAATTTTTTGGAGATCAACAAAATTCCCG
CGGTGACGAATTAA

MNFLEINKIPAVTN* MNFLEINKIPAVTN* CTGATAACGC AATAACCACC 0 A 0 0 0 0 0

7618 3547 af AN6116.1 72.m19043 AO070340000088 0 -187 -65 ATGAATGCAGTGTTAATTTGGGGTGTTGTGATTTGGGCTG
ATTGTGATGGTGTCATTCCCCTCTTTGGCTCGCGAGGCAT
TTATTATCTGCCCTCGTCCTGGACCACTTGTCCCTCCTTCT
GA

ATGAATGCAGTGTTAATTTGGGGTGTTGTGATTTGG
GCTGATTGTGATGGTGTCATTCCCCTCTTTGGCTC
GCGAGGCATTTATTATCTGCCCTCGTCCTGGACCA
CTTGTCCCTCCTTCTGA

MNAVLIWGVVIWADCDG
VIPLFGSRGIYYLPSSWTT
CPSF*

MNAVLIWGVVIWAD
CDGVIPLFGSRGIYY
LPSSWTTCPSF*

CACTTGTGGG CGGTGAAGAA 0 0 0 0 0 0

7619 3547 af AN6116.1 72.m19043 AO070340000088 0 -183 -172 ATGCAGTGTTAA ATGCAGTGTTAA MQC* MQC* TGTGGGATGA TTTGGGGTGT 0 0 0 0 0 0
7620 3547 af AN6116.1 72.m19043 AO070340000088 0 -141 -31 ATGGTGTCATTCCCCTCTTTGGCTCGCGAGGCATTTATTAT

CTGCCCTCGTCCTGGACCACTTGTCCCTCCTTCTGACGGT
GAAGAAGATTTCCTTCTCAGCCTGCTCTAG

ATGGTGTCATTCCCCTCTTTGGCTCGCGAGGCATT
TATTATCTGCCCTCGTCCTGGACCACTTGTCCCTC
CTTCTGACGGTGAAGAAGATTTCCTTCTCAGCCTG
CTCTAG

MVSFPSLAREAFIICPRP
GPLVPPSDGEEDFLLSLL
*

MVSFPSLAREAFIIC
PRPGPLVPPSDGEE
DFLLSLL*

GCTGATTGTG AGACGAGAAA 0 0 0 0 0 0

7617 3547 an AN6116.1 72.m19043 AO070340000088 0 -127 -38 ATGGAGGGGAGGTTATTTATCGATCCAGTCCCTGCTGCGC
GTCCCCTGTCACAGCTGCTTGTGCAACTCACCATCTTCAA
ATTCTACTAA

ATGGAGGGGAGGTTATTTATCGATCCAGTCCCTG
CTGCGCGTCCCCTGTCACAGCTGCTTGTGCAAC
TCACCATCTTCAAATTCTACTAA

MEGRLFIDPVPAARPLSQ
LLVQLTIFKFY*

MEGRLFIDPVPAARPLS
QLLVQLTIFKFY*

GAGAGCCTGC GCATTCAAAG 0 0 0 0 0 0

7621 3547 ao AN6116.1 72.m19043 AO070340000088 0 -203 -162 ATGACAATAATCCCATCTGGCATGACGAGGAAAAAAATATA
A

ATGACAATAATCCCATCTGGCATGACGAGG
AAAAAAATATAA

MTIIPSGMTRKKI* MTIIPSGMTRKKI* GTTGACTCTC TAAGATCTTG 0 0 0 0 0 0

7622 3547 ao AN6116.1 72.m19043 AO070340000088 0 -182 -162 ATGACGAGGAAAAAAATATAA ATGACGAGGAAAAAAATATAA MTRKKI* MTRKKI* CCCATCTGGC TAAGATCTTG 0 0 0 0 0 0
7623 3547 ao AN6116.1 72.m19043 AO070340000088 0 -151 -14 ATGGGTTTCCCCAGGCCTTCCTTCCTCTTCTCCTTTTCATC

ATCAAACCCTCCAGAGAATAACCTGGGGTTGTCCGTGGTT
TGGAACCACGTTACTCTCTCTGAACAACCCTATCCTATACT
TCATCTGTTCTTTTGA

ATGGGTTTCCCCAGGCCTTCCTTCCTCTTCT
CCTTTTCATCATCAAACCCTCCAGAGAATAA
CCTGGGGTTGTCCGTGGTTTGGAACCACGT
TACTCTCTCTGAACAACCCTATCCTATACTTC
ATCTGTTCTTTTGA

MGFPRPSFLFSFSSSNP
PENNLGLSVVWNHVTLS
EQPYPILHLFF*

MGFPRPSFLFSFSS
SNPPENNLGLSVV
WNHVTLSEQPYPIL
HLFF*

TAAGATCTTG TCAATCATCC 0 0 0 0 0 0

7624 3548 ao AN6112.1 72.m19046 AO070340000093 0 -165 -109 ATGATTATTGGTTTTTTCTCTTGCACTCCCTTGCGCAATCC
AAAACCCCAGCTATAG

ATGATTATTGGTTTTTTCTCTTGCACTCCCTT
GCGCAATCCAAAACCCCAGCTATAG

MIIGFFSCTPLRNPKPQL* MIIGFFSCTPLRNPK
PQL*

TTCAAGTTTC TCGTTCCATA 0 R 0 0 0 YAL026C YAL026C

7625 3550 an AN3953.1 69.m14967 AO070341000070 0 -88 -62 ATGACTGCTGCGTCAGTCAAGCCCTGA ATGACTGCTGCGTCAGTCAAGCCCTGA MTAASVKP* MTAASVKP* CGTCTGGCGT AGGTACGTGT 0 R 0 0 0 0 0
7629 3551 af AN2099.1 57.m05801 AO070341000258 0 -271 -149 ATGATGAGAAAATTTCCTTGTTTCATTCCAGATGAGTGCCC

ACTGTTTTTGTTTGGTTCCGCATCGCTTCCGGTTTTTGCCA
TAGATATGACTCTGCAAATATTTGGTCGGTTGCGTATATAA

ATGATGAGAAAATTTCCTTGTTTCATTCCAGATGAG
TGCCCACTGTTTTTGTTTGGTTCCGCATCGCTTCCG
GTTTTTGCCATAGATATGACTCTGCAAATATTTGGT
CGGTTGCGTATATAA

MMRKFPCFIPDECPLFLF
GSASLPVFAIDMTLQIFG
RLRI*

MMRKFPCFIPDECP
LFLFGSASLPVFAID
MTLQIFGRLRI*

GAGATTTTCT AGGACATGAC 0  0 0 0 0 0

7630 3551 af AN2099.1 57.m05801 AO070341000258 0 -268 -149 ATGAGAAAATTTCCTTGTTTCATTCCAGATGAGTGCCCACT
GTTTTTGTTTGGTTCCGCATCGCTTCCGGTTTTTGCCATAG
ATATGACTCTGCAAATATTTGGTCGGTTGCGTATATAA

ATGAGAAAATTTCCTTGTTTCATTCCAGATGAGTGC
CCACTGTTTTTGTTTGGTTCCGCATCGCTTCCGGTT
TTTGCCATAGATATGACTCTGCAAATATTTGGTCGG
TTGCGTATATAA

MRKFPCFIPDECPLFLFG
SASLPVFAIDMTLQIFGRL
RI*

MRKFPCFIPDECPL
FLFGSASLPVFAIDM
TLQIFGRLRI*

ATTTTCTATG AGGACATGAC 0  0 0 0 0 0

7631 3551 af AN2099.1 57.m05801 AO070341000258 0 -240 -187 ATGAGTGCCCACTGTTTTTGTTTGGTTCCGCATCGCTTCC
GGTTTTTGCCATAG

ATGAGTGCCCACTGTTTTTGTTTGGTTCCGCATCG
CTTCCGGTTTTTGCCATAG

MSAHCFCLVPHRFRFLP* MSAHCFCLVPHRFR
FLP*

TTCATTCCAG ATATGACTCT 0  0 0 0 0 0

7632 3551 af AN2099.1 57.m05801 AO070341000258 0 -184 -149 ATGACTCTGCAAATATTTGGTCGGTTGCGTATATAA ATGACTCTGCAAATATTTGGTCGGTTGCGTATATAA MTLQIFGRLRI* MTLQIFGRLRI* TGCCATAGAT AGGACATGAC 0  0 0 0 0 0

7633 3551 af AN2099.1 57.m05801 AO070341000258 0 -143 -132 ATGACTGTATAG ATGACTGTATAG MTV* MTV* TATAAAGGAC ACCATAAGCT 0  0 0 0 0 0
7626 3551 an AN2099.1 57.m05801 AO070341000258 0 -265 -158 ATGAAAAGTTCTGTTCGGCGGCGAGCGTGTGACTCCTGT

GTGCGGGTACTCAGCCCTGAGAGTTCCGATTCCTGCCTC
AGATTGCCTCTGGTTGAATTTTTTTTATAG

ATGAAAAGTTCTGTTCGGCGGCGAGCGTGTGAC
TCCTGTGTGCGGGTACTCAGCCCTGAGAGTTCC
GATTCCTGCCTCAGATTGCCTCTGGTTGAATTTTT
TTTATAG

MKSSVRRRACDSCVRVL
SPESSDSCLRLPLVEFFL*

MKSSVRRRACDSCVRV
LSPESSDSCLRLPLVEF
FL*

CTTTCGGTGA GTCTTTGTAT 0  0 0 0 0 0

7634 3551 ao AN2099.1 57.m05801 AO070341000258 0 -207 -154 ATGACAGTATATTGTTCTCATTTGGTTCCGGCCTTATTCCG
ATTTCTGCCATAA

ATGACAGTATATTGTTCTCATTTGGTTCCGG
CCTTATTCCGATTTCTGCCATAA

MTVYCSHLVPALFRFLP* MTVYCSHLVPALFR
FLP*

TTTGCGCCCT GCTTCTTATC 0  0 0 0 0 0

7635 3551 ao AN2099.1 57.m05801 AO070341000258 0 -102 -28 ATGTCCAGTAAACAGCAAGCCTTTTGTGATCAAAGCACGA
CTCTTTCTACTACTACTTCACCCCAAGACCATTAA

ATGTCCAGTAAACAGCAAGCCTTTTGTGATC
AAAGCACGACTCTTTCTACTACTACTTCACC
CCAAGACCATTAA

MSSKQQAFCDQSTTLST
TTSPQDH*

MSSKQQAFCDQST
TLSTTTSPQDH*

TAGCTTCCCA TCAGTTTATC 0  0 0 0 0 0

7639 3552 af AN9054.1 57.m05358 AO070341000361 0 -107 -51 ATGCGTGCATTCCAGGGAGCCTCCGTCACCAGTAACCATA
AATCAAGAAATGTATAA

ATGCGTGCATTCCAGGGAGCCTCCGTCACCAGTAA
CCATAAATCAAGAAATGTATAA

MRAFQGASVTSNHKSRN
V*

MRAFQGASVTSNH
KSRNV*

CGCGTTGTTG AACGAGGAAT 0 0 0 0 0 0

7636 3552 an AN9054.1 57.m05358 AO070341000361 0 -255 -127 ATGGGAGCCAGAAGCTTTCCCCAGCCAACGCAATTCTTGG
ATTTTCAAACCTTGATCCTGGACGATCCCTCCCATGGGCT
AATCCTTTCGGATATCAAGGAATGTATGTGTCACCACACTA
ACCAATAA

ATGGGAGCCAGAAGCTTTCCCCAGCCAACGCAA
TTCTTGGATTTTCAAACCTTGATCCTGGACGATCC
CTCCCATGGGCTAATCCTTTCGGATATCAAGGAA
TGTATGTGTCACCACACTAACCAATAA

MGARSFPQPTQFLDFQT
LILDDPSHGLILSDIKECM
CHHTNQ*

MGARSFPQPTQFLDFQ
TLILDDPSHGLILSDIKEC
MCHHTNQ*

TTCCCTCATC TATTTCCTCC 0 0 0 0 0 0

7637 3552 an AN9054.1 57.m05358 AO070341000361 0 -154 -134 ATGTATGTGTCACCACACTAA ATGTATGTGTCACCACACTAA MYVSPH* MYVSPH* ATATCAAGGA CCAATAATAT 0 0 0 0 0 0
7638 3552 an AN9054.1 57.m05358 AO070341000361 0 -150 -127 ATGTGTCACCACACTAACCAATAA ATGTGTCACCACACTAACCAATAA MCHHTNQ* MCHHTNQ* CAAGGAATGT TATTTCCTCC 0 0 0 0 0 0
7640 3552 ao AN9054.1 57.m05358 AO070341000361 0 -219 -166 ATGCGCCACGAATACATGTCAGATCACCAAGTTCCAGGCC

AGCTGATAATATAG
ATGCGCCACGAATACATGTCAGATCACCAA
GTTCCAGGCCAGCTGATAATATAG

MRHEYMSDHQVPGQLII* MRHEYMSDHQVPG
QLII*

CGTATTTCAG CATTCCAGAC 0 0 0 0 0 0

7641 3552 ao AN9054.1 57.m05358 AO070341000361 0 -204 -166 ATGTCAGATCACCAAGTTCCAGGCCAGCTGATAATATAG ATGTCAGATCACCAAGTTCCAGGCCAGCTG
ATAATATAG

MSDHQVPGQLII* MSDHQVPGQLII* CCACGAATAC CATTCCAGAC 0 0 0 0 0 0

7642 3552 ao AN9054.1 57.m05358 AO070341000361 0 -100 -74 ATGTTTGCAGGGAAGTGGCGTATATAA ATGTTTGCAGGGAAGTGGCGTATATAA MFAGKWRI* MFAGKWRI* CTTGAAGACC GATCCTTTCG 0 0 0 0 0 0
7643 3553 af AN4065.1 54.m06709 AO070342000055 0 -157 -92 ATGGCAGGCGGTGAGCACCGGATGAATATTTTTTCTTTTT

CTGCCAGTAACTCCAACTTTTTCTGA
ATGGCAGGCGGTGAGCACCGGATGAATATTTTTTC
TTTTTCTGCCAGTAACTCCAACTTTTTCTGA

MAGGEHRMNIFSFSASN
SNFF*

MAGGEHRMNIFSFS
ASNSNFF*

TGCAGGGCGG TTAAAAAGCA 0 J 0 0 0 0 0

7644 3553 af AN4065.1 54.m06709 AO070342000055 0 -136 -92 ATGAATATTTTTTCTTTTTCTGCCAGTAACTCCAACTTTTTCT
GA

ATGAATATTTTTTCTTTTTCTGCCAGTAACTCCAACT
TTTTCTGA

MNIFSFSASNSNFF* MNIFSFSASNSNFF* TGAGCACCGG TTAAAAAGCA 0 J 0 0 0 0 0

7648 3555 af AN5662.1 58.m07312 AO070342000256 0 -242 -168 ATGGAGATGTCTGGAGTTCGGAGTCCGGAGAAGTTTTCAA
ATGGTGGGAGCCTCGAAACGGTAAAGTGTCGCTAG

ATGGAGATGTCTGGAGTTCGGAGTCCGGAGAAGT
TTTCAAATGGTGGGAGCCTCGAAACGGTAAAGTGT
CGCTAG

MEMSGVRSPEKFSNGG
SLETVKCR*

MEMSGVRSPEKFS
NGGSLETVKCR*

GTTGGAATTG CCGCCAGGGC 0 J 0 0 0 YIL078W YIL078W

7649 3555 af AN5662.1 58.m07312 AO070342000256 0 -236 -168 ATGTCTGGAGTTCGGAGTCCGGAGAAGTTTTCAAATGGTG
GGAGCCTCGAAACGGTAAAGTGTCGCTAG

ATGTCTGGAGTTCGGAGTCCGGAGAAGTTTTCAAA
TGGTGGGAGCCTCGAAACGGTAAAGTGTCGCTAG

MSGVRSPEKFSNGGSLE
TVKCR*

MSGVRSPEKFSNG
GSLETVKCR*

ATTGATGGAG CCGCCAGGGC 0 J 0 0 0 YIL078W YIL078W
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7650 3555 af AN5662.1 58.m07312 AO070342000256 0 -202 -179 ATGGTGGGAGCCTCGAAACGGTAA ATGGTGGGAGCCTCGAAACGGTAA MVGASKR* MVGASKR* AAGTTTTCAA AGTGTCGCTA 0 J 0 0 0 YIL078W YIL078W
7651 3555 af AN5662.1 58.m07312 AO070342000256 0 -151 -110 ATGTCACGTGCTTCACCGCCTTCCTTCCCCTCACCGTTCT

GA
ATGTCACGTGCTTCACCGCCTTCCTTCCCCTCACC
GTTCTGA

MSRASPPSFPSPF* MSRASPPSFPSPF* GGGCAGTTTA ATTATTACGA 0 J 0 0 0 YIL078W YIL078W

7645 3555 an AN5662.1 58.m07312 AO070342000256 0 -230 -99 ATGTTGGGGTTGTTCTTGTCGACCTGGTGCGGACTGAAGC
GGAGAAGTTTTCAAACGGCGGGAGCCTCAAAGGAAAATG
TTGCTAGCCGAGTTACTCACCGCCTTCCGGGTAGGTATGA
TTCACAGATCTGA

ATGTTGGGGTTGTTCTTGTCGACCTGGTGCGGA
CTGAAGCGGAGAAGTTTTCAAACGGCGGGAGCC
TCAAAGGAAAATGTTGCTAGCCGAGTTACTCACC
GCCTTCCGGGTAGGTATGATTCACAGATCTGA

MLGLFLSTWCGLKRRSF
QTAGASKENVASRVTHR
LPGRYDSQI*

MLGLFLSTWCGLKRRS
FQTAGASKENVASRVTH
RLPGRYDSQI*

TGACATCTTG GTCAACTTTC 0 J 0 0 0 YIL078W YIL078W

7646 3555 an AN5662.1 58.m07312 AO070342000256 0 -154 -86 ATGTTGCTAGCCGAGTTACTCACCGCCTTCCGGGTAGGTA
TGATTCACAGATCTGAGTCAACTTTCTAG

ATGTTGCTAGCCGAGTTACTCACCGCCTTCCGG
GTAGGTATGATTCACAGATCTGAGTCAACTTTCTA
G

MLLAELLTAFRVGMIHRS
ESTF*

MLLAELLTAFRVGMIHR
SESTF*

TCAAAGGAAA AGGCTTGAGA 0 J 0 0 0 YIL078W YIL078W

7647 3555 an AN5662.1 58.m07312 AO070342000256 0 -115 -86 ATGATTCACAGATCTGAGTCAACTTTCTAG ATGATTCACAGATCTGAGTCAACTTTCTAG MIHRSESTF* MIHRSESTF* CCGGGTAGGT AGGCTTGAGA 0 J 0 0 0 YIL078W YIL078W
7652 3555 ao AN5662.1 58.m07312 AO070342000256 0 -205 -182 ATGGTGGGAAGCTCGAAACGGTAA ATGGTGGGAAGCTCGAAACGGTAA MVGSSKR* MVGSSKR* AAGTTTTCAA AGTGTCGCTA 0 J 0 0 0 YIL078W YIL078W
7653 3556 af AN3738.1 69.m15377 AO070342000269 0 -279 -247 ATGAAGATGACTCATTATCCGCAATCAAGGTAA ATGAAGATGACTCATTATCCGCAATCAAGGTAA MKMTHYPQSR* MKMTHYPQSR* ATCGATTGAA AGTATGATTC 0 S 0 0 0 0 0
7654 3556 af AN3738.1 69.m15377 AO070342000269 0 -273 -247 ATGACTCATTATCCGCAATCAAGGTAA ATGACTCATTATCCGCAATCAAGGTAA MTHYPQSR* MTHYPQSR* TGAAATGAAG AGTATGATTC 0 S 0 0 0 0 0
7655 3556 af AN3738.1 69.m15377 AO070342000269 0 -243 -202 ATGATTCCATGGCTAATTGCTGTGACCTGGACTGCCTGCT

GA
ATGATTCCATGGCTAATTGCTGTGACCTGGACTGC
CTGCTGA

MIPWLIAVTWTAC* MIPWLIAVTWTAC* AAGGTAAAGT ATTGGTCAAG 0 S 0 0 0 0 0

7656 3556 af AN3738.1 69.m15377 AO070342000269 0 -235 -179 ATGGCTAATTGCTGTGACCTGGACTGCCTGCTGAATTGGT
CAAGAATGCATTCATGA

ATGGCTAATTGCTGTGACCTGGACTGCCTGCTGAA
TTGGTCAAGAATGCATTCATGA

MANCCDLDCLLNWSRM
HS*

MANCCDLDCLLNW
SRMHS*

GTATGATTCC CAGGAAGATC 0 S 0 0 0 0 0

7657 3556 af AN3738.1 69.m15377 AO070342000269 0 -190 -179 ATGCATTCATGA ATGCATTCATGA MHS* MHS* TTGGTCAAGA CAGGAAGATC 0 S 0 0 0 0 0
7658 3556 af AN3738.1 69.m15377 AO070342000269 0 -182 -84 ATGACAGGAAGATCAGTTTGGCTCAGCTCAGACCACCGCT

TATACCAAGATTCCTTCTCCGGCTGGCCCGACGTTCCATC
CTATTCATCAAGCCACTAG

ATGACAGGAAGATCAGTTTGGCTCAGCTCAGACCA
CCGCTTATACCAAGATTCCTTCTCCGGCTGGCCCG
ACGTTCCATCCTATTCATCAAGCCACTAG

MTGRSVWLSSDHRLYQD
SFSGWPDVPSYSSSH*

MTGRSVWLSSDHR
LYQDSFSGWPDVP
SYSSSH*

GAATGCATTC TAACTTTGCC 0 S 0 0 0 0 0

7660 3558 ao AN0661.1 70.m15264 AO070343000559 0 -230 -153 ATGACCCAGAGTTTCACCAGCACTAATTTTCTGTCTTTCAT
CCTTCCTTGCCCACCGAGCTCTGCTCTCTCCTTTTGA

ATGACCCAGAGTTTCACCAGCACTAATTTTC
TGTCTTTCATCCTTCCTTGCCCACCGAGCTC
TGCTCTCTCCTTTTGA

MTQSFTSTNFLSFILPCP
PSSALSF*

MTQSFTSTNFLSFIL
PCPPSSALSF*

CTTAGCATAT CTCTAAACGG 0  0 0 0 0 0

7662 3562 af AN1434.1 55.m02940 AO070232000012 0 -200 -51 ATGGCAATGCAGGTTCTCAAAGGACATATGCGTGTGAGGA
GAAAGCGGAGTAGTTCGGTCATCTCAAAAGCGGTGCGGC
AGAATTTCCCCCCGGCGAGAGCGGTGAGCCTACTTTTTTG
CGGACAATCATTGAAAAATGCATCGTCTTAA

ATGGCAATGCAGGTTCTCAAAGGACATATGCGTGT
GAGGAGAAAGCGGAGTAGTTCGGTCATCTCAAAA
GCGGTGCGGCAGAATTTCCCCCCGGCGAGAGCG
GTGAGCCTACTTTTTTGCGGACAATCATTGAAAAAT
GCATCGTCTTAA

MAMQVLKGHMRVRRKR
SSSVISKAVRQNFPPARA
VSLLFCGQSLKNASS*

MAMQVLKGHMRVR
RKRSSSVISKAVRQ
NFPPARAVSLLFCG
QSLKNASS*

CCATATTGCT AAATTTCGGT 0 J 0 0 0 0 0

7663 3562 af AN1434.1 55.m02940 AO070232000012 0 -194 -51 ATGCAGGTTCTCAAAGGACATATGCGTGTGAGGAGAAAGC
GGAGTAGTTCGGTCATCTCAAAAGCGGTGCGGCAGAATTT
CCCCCCGGCGAGAGCGGTGAGCCTACTTTTTTGCGGACA
ATCATTGAAAAATGCATCGTCTTAA

ATGCAGGTTCTCAAAGGACATATGCGTGTGAGGAG
AAAGCGGAGTAGTTCGGTCATCTCAAAAGCGGTGC
GGCAGAATTTCCCCCCGGCGAGAGCGGTGAGCCT
ACTTTTTTGCGGACAATCATTGAAAAATGCATCGTC
TTAA

MQVLKGHMRVRRKRSS
SVISKAVRQNFPPARAVS
LLFCGQSLKNASS*

MQVLKGHMRVRRK
RSSSVISKAVRQNF
PPARAVSLLFCGQS
LKNASS*

TGCTATGGCA AAATTTCGGT 0 J 0 0 0 0 0

7664 3562 af AN1434.1 55.m02940 AO070232000012 0 -173 -51 ATGCGTGTGAGGAGAAAGCGGAGTAGTTCGGTCATCTCA
AAAGCGGTGCGGCAGAATTTCCCCCCGGCGAGAGCGGT
GAGCCTACTTTTTTGCGGACAATCATTGAAAAATGCATCGT
CTTAA

ATGCGTGTGAGGAGAAAGCGGAGTAGTTCGGTCA
TCTCAAAAGCGGTGCGGCAGAATTTCCCCCCGGC
GAGAGCGGTGAGCCTACTTTTTTGCGGACAATCAT
TGAAAAATGCATCGTCTTAA

MRVRRKRSSSVISKAVR
QNFPPARAVSLLFCGQS
LKNASS*

MRVRRKRSSSVISK
AVRQNFPPARAVSL
LFCGQSLKNASS*

CAAAGGACAT AAATTTCGGT 0 J 0 0 0 0 0

7661 3562 an AN1434.1 55.m02940 AO070232000012 0 -141 -106 ATGTCATCGAGGGTGACGCCCGGAAAGCGGAGATAA ATGTCATCGAGGGTGACGCCCGGAAAGCGGAGA
TAA

MSSRVTPGKRR* MSSRVTPGKRR* TCCATTGTCG GAAGCGGCAA 0 J 0 0 0 0 0

7665 3562 ao AN1434.1 55.m02940 AO070232000012 0 -186 -124 ATGAGAACAAGAACGATCTATACTCATGGTATTGTAGAAAA
GCGGAGAGTAATGACGATCTAA

ATGAGAACAAGAACGATCTATACTCATGGTA
TTGTAGAAAAGCGGAGAGTAATGACGATCT
AA

MRTRTIYTHGIVEKRRVM
TI*

MRTRTIYTHGIVEKR
RVMTI*

ATGGTTCGGT AGACAAACCG 0 J 0 0 0 0 0

7666 3562 ao AN1434.1 55.m02940 AO070232000012 0 -161 -150 ATGGTATTGTAG ATGGTATTGTAG MVL* MVL* ATCTATACTC AAAAGCGGAG 0 J 0 0 0 0 0
7667 3562 ao AN1434.1 55.m02940 AO070232000012 0 -135 -124 ATGACGATCTAA ATGACGATCTAA MTI* MTI* GCGGAGAGTA AGACAAACCG 0 J 0 0 0 0 0
7668 3563 af AN4236.1 54.m06779 AO070234000007 0 -226 -197 ATGAGCGGAGGCGGTCGAGGACGCCAGTAG ATGAGCGGAGGCGGTCGAGGACGCCAGTAG MSGGGRGRQ* MSGGGRGRQ* TCAGTTCGTA AGATCAATAT 0 O 0 0 0 0 0
7669 3563 ao AN4236.1 54.m06779 AO070234000007 0 -255 -211 ATGGTACCATCGTGTAGGATGCGAACTATACCATTCATGA

CCTGA
ATGGTACCATCGTGTAGGATGCGAACTATA
CCATTCATGACCTGA

MVPSCRMRTIPFMT* MVPSCRMRTIPFMT
*

CACAATTCAA GGCACCAACA 0 O 0 0 0 0 0

7670 3563 ao AN4236.1 54.m06779 AO070234000007 0 -237 -211 ATGCGAACTATACCATTCATGACCTGA ATGCGAACTATACCATTCATGACCTGA MRTIPFMT* MRTIPFMT* ATCGTGTAGG GGCACCAACA 0 O 0 0 0 0 0
7673 3564 af AN5892.1 72.m19236 AO070245000010 0 -255 -244 ATGCCTACCTAG ATGCCTACCTAG MPT* MPT* TAATGTCGAA GTGATTCGGT 0 L 0 0 0 0 0
7674 3564 af AN5892.1 72.m19236 AO070245000010 0 -194 -114 ATGCTTGGTTTGGATGTGTCCCATGGGCATCAACACCGGC

CATTGACCTTCGACAACGCTCAATGTCTGTCTAACGTTTAA
ATGCTTGGTTTGGATGTGTCCCATGGGCATCAACA
CCGGCCATTGACCTTCGACAACGCTCAATGTCTGT
CTAACGTTTAA

MLGLDVSHGHQHRPLTF
DNAQCLSNV*

MLGLDVSHGHQHR
PLTFDNAQCLSNV*

TAAGCGGTTT GGAAATTTTA 0 L 0 0 0 0 0

7675 3564 af AN5892.1 72.m19236 AO070245000010 0 -181 -149 ATGTGTCCCATGGGCATCAACACCGGCCATTGA ATGTGTCCCATGGGCATCAACACCGGCCATTGA MCPMGINTGH* MCPMGINTGH* CTTGGTTTGG CCTTCGACAA 0 L 0 0 0 0 0
7676 3564 af AN5892.1 72.m19236 AO070245000010 0 -172 -149 ATGGGCATCAACACCGGCCATTGA ATGGGCATCAACACCGGCCATTGA MGINTGH* MGINTGH* GATGTGTCCC CCTTCGACAA 0 L 0 0 0 0 0
7677 3564 af AN5892.1 72.m19236 AO070245000010 0 -132 -121 ATGTCTGTCTAA ATGTCTGTCTAA MSV* MSV* ACAACGCTCA CGTTTAAGGA 0 L 0 0 0 0 0
7671 3564 an AN5892.1 72.m19236 AO070245000010 0 -254 -177 ATGCTCCCCTTTGCTGATGAACAAGATATCCTCTCACGATC

CGTCTCTGCAATTTCCCCCGGCGGACGTTTCGTCTAA
ATGCTCCCCTTTGCTGATGAACAAGATATCCTCT
CACGATCCGTCTCTGCAATTTCCCCCGGCGGAC
GTTTCGTCTAA

MLPFADEQDILSRSVSAIS
PGGRFV*

MLPFADEQDILSRSVSAI
SPGGRFV*

CCCATTCTAT GAACCGCCGA 0 L 0 0 0 0 0

7672 3564 an AN5892.1 72.m19236 AO070245000010 0 -238 -146 ATGAACAAGATATCCTCTCACGATCCGTCTCTGCAATTTCC
CCCGGCGGACGTTTCGTCTAAGAACCGCCGAGCACTTTTT
GAACCGACCTAG

ATGAACAAGATATCCTCTCACGATCCGTCTCTGC
AATTTCCCCCGGCGGACGTTTCGTCTAAGAACCG
CCGAGCACTTTTTGAACCGACCTAG

MNKISSHDPSLQFPPADV
SSKNRRALFEPT*

MNKISSHDPSLQFPPAD
VSSKNRRALFEPT*

CCCTTTGCTG CTTGATTTCT 0 L 0 0 0 0 0

7678 3564 ao AN5892.1 72.m19236 AO070245000010 0 -185 -135 ATGCTCAAATCCGGTCGACGTGCCATTGACGCTTCGATTT
ACTCGATTTGA

ATGCTCAAATCCGGTCGACGTGCCATTGAC
GCTTCGATTTACTCGATTTGA

MLKSGRRAIDASIYSI* MLKSGRRAIDASIYS
I*

GCTTCCTTCG TTCAACGGAT 0 L 0 0 0 0 0

7680 3565 af AN5785.1 69.m14812 AO070249000030 0 -179 -135 ATGAAATCATCCCGCACACCAGATGTTTGTCTTGTTTGCAA
CTGA

ATGAAATCATCCCGCACACCAGATGTTTGTCTTGTT
TGCAACTGA

MKSSRTPDVCLVCN* MKSSRTPDVCLVCN
*

AAATCTTTCC AAAATCCACG 0 O FG01345.1 0 0 0 0

7681 3565 af AN5785.1 69.m14812 AO070249000030 0 -157 -20 ATGTTTGTCTTGTTTGCAACTGAAAAATCCACGACCCACAT
GCACATTTCCCTACCGCTGCCCATAAAATTTGTGATAACAA
GCCCCTCAGGTGATCATCAGGGATTCCTATCTACAGAGAT
TCAATACTGGAGATAG

ATGTTTGTCTTGTTTGCAACTGAAAAATCCACGACC
CACATGCACATTTCCCTACCGCTGCCCATAAAATTT
GTGATAACAAGCCCCTCAGGTGATCATCAGGGATT
CCTATCTACAGAGATTCAATACTGGAGATAG

MFVLFATEKSTTHMHISL
PLPIKFVITSPSGDHQGFL
STEIQYWR*

MFVLFATEKSTTHM
HISLPLPIKFVITSPS
GDHQGFLSTEIQYW
R*

CGCACACCAG CGATAGATAG 0 O FG01345.1 0 0 0 0

7682 3565 af AN5785.1 69.m14812 AO070249000030 0 -118 -20 ATGCACATTTCCCTACCGCTGCCCATAAAATTTGTGATAAC
AAGCCCCTCAGGTGATCATCAGGGATTCCTATCTACAGAG
ATTCAATACTGGAGATAG

ATGCACATTTCCCTACCGCTGCCCATAAAATTTGTG
ATAACAAGCCCCTCAGGTGATCATCAGGGATTCCT
ATCTACAGAGATTCAATACTGGAGATAG

MHISLPLPIKFVITSPSGD
HQGFLSTEIQYWR*

MHISLPLPIKFVITSP
SGDHQGFLSTEIQY
WR*

CACGACCCAC CGATAGATAG 0 O FG01345.1 0 0 0 0

7679 3565 an AN5785.1 69.m14812 AO070249000030 0 -191 -132 ATGAAATCATCCCGCTGCTGTTATCAAGGAGTGTTTGACC
TGTTTGCAATAAAAATTTAA

ATGAAATCATCCCGCTGCTGTTATCAAGGAGTGT
TTGACCTGTTTGCAATAAAAATTTAA

MKSSRCCYQGVFDLFAIK
I*

MKSSRCCYQGVFDLFAI
KI*

GCAAATTTGG AGCCTCCCGC 0 O FG01345.1 0 0 0 0

7683 3565 ao AN5785.1 69.m14812 AO070249000030 0 -130 -14 ATGCATGAAATCATCAACCCGCGCCTAAAGACGTTTGTCT
TGTTTGCAACCGAAAACTCTAGATTTCCCACTACATCCACC
ATCCATCCTTTTACAGTTCCCGAAAATCATTACTAG

ATGCATGAAATCATCAACCCGCGCCTAAAG
ACGTTTGTCTTGTTTGCAACCGAAAACTCTA
GATTTCCCACTACATCCACCATCCATCCTTT
TACAGTTCCCGAAAATCATTACTAG

MHEIINPRLKTFVLFATEN
SRFPTTSTIHPFTVPENH
Y*

MHEIINPRLKTFVLF
ATENSRFPTTSTIHP
FTVPENHY*

CGGACAAAAT CAACCCAAGC 0 O FG01345.1 0 0 0 0

7684 3565 ao AN5785.1 69.m14812 AO070249000030 0 -126 -103 ATGAAATCATCAACCCGCGCCTAA ATGAAATCATCAACCCGCGCCTAA MKSSTRA* MKSSTRA* CAAAATATGC AGACGTTTGT 0 O FG01345.1 0 0 0 0
7685 3566 af AN8748.1 62.m03453 AO070250000024 0 -172 -146 ATGTGGGGCGGTGAAGGGCGCATGTAA ATGTGGGGCGGTGAAGGGCGCATGTAA MWGGEGRM* MWGGEGRM* TACGTCTGGA CGTCGGCGGC 0 I FG06404.1 0 NCU02027.1 YLR118C 0

7686 3566 ao AN8748.1 62.m03453 AO070250000024 0 -202 -179 ATGCATTATCATACTAGGCGGTGA ATGCATTATCATACTAGGCGGTGA MHYHTRR* MHYHTRR* TTGAGGCACA GAGCTTAGGC 0 I FG06404.1 0 NCU02027.1 YLR118C 0

7687 3566 ao AN8748.1 62.m03453 AO070250000024 0 -151 -128 ATGTTTATCGCGTTATCGTCTTAG ATGTTTATCGCGTTATCGTCTTAG MFIALSS* MFIALSS* ATCGCGGGGA TTATCTAGCA 0 I FG06404.1 0 NCU02027.1 YLR118C 0

7689 3567 af AN5296.1 69.m15183 AO070252000014 0 -88 -71 ATGCGTATTTTGAAGTAG ATGCGTATTTTGAAGTAG MRILK* MRILK* CACTCTCCTC CGAGTTCTCG 0 T 0 0 0 0 0
7688 3567 an AN5296.1 69.m15183 AO070252000014 0 -88 -32 ATGCGTTCCGGCCATTTTCTGCCTGCCTTCAGACTTGTCA

AAGAAATCCACGAATGA
ATGCGTTCCGGCCATTTTCTGCCTGCCTTCAGAC
TTGTCAAAGAAATCCACGAATGA

MRSGHFLPAFRLVKEIHE
*

MRSGHFLPAFRLVKEIH
E*

TCATCTCGTC GGCCAATGCT 0 T 0 0 0 0 0

7690 3567 ao AN5296.1 69.m15183 AO070252000014 0 -154 -125 ATGAACGGGTTTCACGAGGTCACAACGTAA ATGAACGGGTTTCACGAGGTCACAACGTAA MNGFHEVTT* MNGFHEVTT* TTTTACTGGT CCTAGATCGT 0 T 0 0 0 0 0

7694 3568 af AN5827.1 72.m18954 AO070260000019 0 -94 -74 ATGCGCGATAGCATCTACTAG ATGCGCGATAGCATCTACTAG MRDSIY* MRDSIY* CAGTCCAATC AGCAAAGGGC 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7691 3568 an AN5827.1 72.m18954 AO070260000019 0 -168 -145 ATGCCAATGCATATCAAACATTAA ATGCCAATGCATATCAAACATTAA MPMHIKH* MPMHIKH* CGTTTTATTT AGACAATTAT 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7692 3568 an AN5827.1 72.m18954 AO070260000019 0 -162 -145 ATGCATATCAAACATTAA ATGCATATCAAACATTAA MHIKH* MHIKH* ATTTATGCCA AGACAATTAT 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7693 3568 an AN5827.1 72.m18954 AO070260000019 0 -116 -99 ATGCATGCTTGCTTCTGA ATGCATGCTTGCTTCTGA MHACF* MHACF* CAAGGCGACA CAGCCGAAAC 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7695 3568 ao AN5827.1 72.m18954 AO070260000019 0 -154 -95 ATGCTTACTGTTGTTCTTGTTTTTAAAGCACATTCTGATATG
ACGCGCGGCTTTCTCTGA

ATGCTTACTGTTGTTCTTGTTTTTAAAGCACA
TTCTGATATGACGCGCGGCTTTCTCTGA

MLTVVLVFKAHSDMTRG
FL*

MLTVVLVFKAHSDM
TRGFL*

CAGTTCACCA GGGTTACAAT 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7696 3568 ao AN5827.1 72.m18954 AO070260000019 0 -115 -95 ATGACGCGCGGCTTTCTCTGA ATGACGCGCGGCTTTCTCTGA MTRGFL* MTRGFL* ACATTCTGAT GGGTTACAAT 0 A FG10391.1 MG07501.1 NCU08928.1 0 0

7700 3569 af AN4360.1 58.m07961 AO070261000003 0 -246 -193 ATGGCTCAATGGGGTGTTTTGGAGTTAGAAGCCCTCCACA
AGAGTGGGAAATAG

ATGGCTCAATGGGGTGTTTTGGAGTTAGAAGCCCT
CCACAAGAGTGGGAAATAG

MAQWGVLELEALHKSGK
*

MAQWGVLELEALH
KSGK*

CAACTTCATG CAATCGGTAA 0  0 0 0 0 0

7701 3569 af AN4360.1 58.m07961 AO070261000003 0 -238 -152 ATGGGGTGTTTTGGAGTTAGAAGCCCTCCACAAGAGTGG
GAAATAGCAATCGGTAATAACGTGACGTTTCTGCTTATCTC
CACGTGA

ATGGGGTGTTTTGGAGTTAGAAGCCCTCCACAAGA
GTGGGAAATAGCAATCGGTAATAACGTGACGTTTC
TGCTTATCTCCACGTGA

MGCFGVRSPPQEWEIAI
GNNVTFLLIST*

MGCFGVRSPPQEW
EIAIGNNVTFLLIST*

TGATGGCTCA CTCATCTGCT 0  0 0 0 0 0

7697 3569 an AN4360.1 58.m07961 AO070261000003 0 -134 -45 ATGCTCGGCGGCTTTAAAGTGGGCTCTCAAAACAAACTGC
TGCTCGGCGAGCAACGACTCTTGCCAAATGCGAGGCAAG
AAACAGTTTGA

ATGCTCGGCGGCTTTAAAGTGGGCTCTCAAAACA
AACTGCTGCTCGGCGAGCAACGACTCTTGCCAA
ATGCGAGGCAAGAAACAGTTTGA

MLGGFKVGSQNKLLLGE
QRLLPNARQETV*

MLGGFKVGSQNKLLLG
EQRLLPNARQETV*

GCGAGTGCTG ACAGTTTACA 0  0 0 0 0 0

7698 3569 an AN4360.1 58.m07961 AO070261000003 0 -67 -17 ATGCGAGGCAAGAAACAGTTTGAACAGTTTACAGACATGA
GTCTGAAGTGA

ATGCGAGGCAAGAAACAGTTTGAACAGTTTACAG
ACATGAGTCTGAAGTGA

MRGKKQFEQFTDMSLK* MRGKKQFEQFTDMSLK
*

CTCTTGCCAA TCCTAGATTA 0  0 0 0 0 0

7704 3569 ao AN4360.1 58.m07961 AO070261000003 0 -172 -134 ATGATTATGTCCCTATCACCACGTGACTGTATCTACTGA ATGATTATGTCCCTATCACCACGTGACTGTA
TCTACTGA

MIMSLSPRDCIY* MIMSLSPRDCIY* CTTATCGACG TGGCCCGTGC 0  0 0 0 0 0
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7705 3569 ao AN4360.1 58.m07961 AO070261000003 0 -166 -134 ATGTCCCTATCACCACGTGACTGTATCTACTGA ATGTCCCTATCACCACGTGACTGTATCTACT
GA

MSLSPRDCIY* MSLSPRDCIY* GACGATGATT TGGCCCGTGC 0  0 0 0 0 0

7706 3569 ao AN4360.1 58.m07961 AO070261000003 0 -134 -54 ATGGCCCGTGCAAATGAAGTCGTCTTGATGGAACATCCCA
CAACCTGTCTTTCAACCATACCTGTATCCGCGGCGGGATA
A

ATGGCCCGTGCAAATGAAGTCGTCTTGATG
GAACATCCCACAACCTGTCTTTCAACCATAC
CTGTATCCGCGGCGGGATAA

MARANEVVLMEHPTTCL
STIPVSAAG*

MARANEVVLMEHPT
TCLSTIPVSAAG*

GTATCTACTG TGCGCAAGAA 0  0 0 0 0 0

7707 3569 ao AN4360.1 58.m07961 AO070261000003 0 -121 -107 ATGAAGTCGTCTTGA ATGAAGTCGTCTTGA MKSS* MKSS* GCCCGTGCAA TGGAACATCC 0  0 0 0 0 0
7708 3569 ao AN4360.1 58.m07961 AO070261000003 0 -107 -54 ATGGAACATCCCACAACCTGTCTTTCAACCATACCTGTATC

CGCGGCGGGATAA
ATGGAACATCCCACAACCTGTCTTTCAACCA
TACCTGTATCCGCGGCGGGATAA

MEHPTTCLSTIPVSAAG* MEHPTTCLSTIPVSA
AG*

AGTCGTCTTG TGCGCAAGAA 0  0 0 0 0 0

7710 3573 af AN6934.1 62.m03423 AO070269000048 0 -131 -90 ATGGATCACTTTGGCTGCAGTCCGTGCAGTCGGAGCTCAT
AA

ATGGATCACTTTGGCTGCAGTCCGTGCAGTCGGA
GCTCATAA

MDHFGCSPCSRSS* MDHFGCSPCSRSS* CTTGATCTGA CCCCGGACAT 0 G 0 0 0 0 0

7712 3574 an AN8869.1 71.m16009 AO070271000002 0 -166 -74 ATGAAGCATTCGCCAATCACGCCGTTTTTGCAGAAACAAA
ACCCACTTTCGATATTTAGTCATCCATACGCTAAGGCCTTT
TCGCATACCTAA

ATGAAGCATTCGCCAATCACGCCGTTTTTGCAGA
AACAAAACCCACTTTCGATATTTAGTCATCCATAC
GCTAAGGCCTTTTCGCATACCTAA

MKHSPITPFLQKQNPLSIF
SHPYAKAFSHT*

MKHSPITPFLQKQNPLSI
FSHPYAKAFSHT*

AGGACGACTC CAGTCTGCGT 0 TZ FG07475.1 0 0 0 0

7713 3574 ao AN8869.1 71.m16009 AO070271000002 0 -247 -197 ATGTTGTACTTCGTAGTCCAATTAGAAAACCACCCCGCCC
GCCAGCCATGA

ATGTTGTACTTCGTAGTCCAATTAGAAAACC
ACCCCGCCCGCCAGCCATGA

MLYFVVQLENHPARQP* MLYFVVQLENHPAR
QP*

TGCTGGTTTT TTAGTCCAGG 0 TZ FG07475.1 0 0 0 0

7714 3574 ao AN8869.1 71.m16009 AO070271000002 0 -200 -90 ATGATTAGTCCAGGCTACTTATCGTACATATTCATGCACAG
TCTGTACCTGCTTGATCTCTCTCTTTTCCTTGCTACAACTTC
ATTACATAGTGCTTCCACGCGAGATTAG

ATGATTAGTCCAGGCTACTTATCGTACATAT
TCATGCACAGTCTGTACCTGCTTGATCTCTC
TCTTTTCCTTGCTACAACTTCATTACATAGTG
CTTCCACGCGAGATTAG

MISPGYLSYIFMHSLYLLD
LSLFLATTSLHSASTRD*

MISPGYLSYIFMHSL
YLLDLSLFLATTSLH
SASTRD*

CCCGCCAGCC TAGACCCTCA 0 TZ FG07475.1 0 0 0 0

7715 3574 ao AN8869.1 71.m16009 AO070271000002 0 -167 -90 ATGCACAGTCTGTACCTGCTTGATCTCTCTCTTTTCCTTGC
TACAACTTCATTACATAGTGCTTCCACGCGAGATTAG

ATGCACAGTCTGTACCTGCTTGATCTCTCTC
TTTTCCTTGCTACAACTTCATTACATAGTGCT
TCCACGCGAGATTAG

MHSLYLLDLSLFLATTSLH
SASTRD*

MHSLYLLDLSLFLAT
TSLHSASTRD*

GTACATATTC TAGACCCTCA 0 TZ FG07475.1 0 0 0 0

7716 3575 af AN8841.1 71.m15972 AO070271000036 0 -110 -57 ATGCGGTCACTGACTATCAGCATGCGATTGTCATTTGATC
AACCACTGTTGTGA

ATGCGGTCACTGACTATCAGCATGCGATTGTCATTT
GATCAACCACTGTTGTGA

MRSLTISMRLSFDQPLL* MRSLTISMRLSFDQ
PLL*

CAAGGAAACC ACAGGCTCTT 0 R FG07396.1 MG06940.1 0 0 0

7717 3575 af AN8841.1 71.m15972 AO070271000036 0 -89 -57 ATGCGATTGTCATTTGATCAACCACTGTTGTGA ATGCGATTGTCATTTGATCAACCACTGTTGTGA MRLSFDQPLL* MRLSFDQPLL* GACTATCAGC ACAGGCTCTT 0 R FG07396.1 MG06940.1 0 0 0
7718 3575 ao AN8841.1 71.m15972 AO070271000036 0 -83 -33 ATGTTCTTAACAGGTTTTTTAGCTGAACGAAGTCATATTCAT

TTGCGTTGA
ATGTTCTTAACAGGTTTTTTAGCTGAACGAA
GTCATATTCATTTGCGTTGA

MFLTGFLAERSHIHLR* MFLTGFLAERSHIHL
R*

ATGTAGTATT TCTTTCTAGG 0 R FG07396.1 MG06940.1 0 0 0

7722 3576 af AN4407.1 58.m08972 AO070273000067 0 -167 -147 ATGTGGGCTTCAATGATCTGA ATGTGGGCTTCAATGATCTGA MWASMI* MWASMI* AGCATAATAC TATTTGCAGT 0 L 0 0 0 0 0
7723 3576 af AN4407.1 58.m08972 AO070273000067 0 -101 -87 ATGCGCCATCCTTAA ATGCGCCATCCTTAA MRHP* MRHP* GCGTAAGCTA TCGTATTGTT 0 L 0 0 0 0 0
7720 3576 an AN4407.1 58.m08972 AO070273000067 0 -223 -188 ATGGGCTTCAGCCTAAGCCTGAGCGACCCCACATGA ATGGGCTTCAGCCTAAGCCTGAGCGACCCCACA

TGA
MGFSLSLSDPT* MGFSLSLSDPT* CGTTTCCACG GTTAGAACAT 0 L 0 0 0 0 0

7721 3576 an AN4407.1 58.m08972 AO070273000067 0 -168 -148 ATGATAGCTCTCATAGAGTAA ATGATAGCTCTCATAGAGTAA MIALIE* MIALIE* TCAACTCCTT CTCATAGAGT 0 L 0 0 0 0 0
7724 3576 ao AN4407.1 58.m08972 AO070273000067 0 -159 -139 ATGATACCCTTTCTTAACTAG ATGATACCCTTTCTTAACTAG MIPFLN* MIPFLN* GTGTATACCA TGTAACATTT 0 L 0 0 0 0 0
7719 3576 conserved AN4407.1 58.m08972 AO070273000067 0 -116 -105 -117 -106 -113 -102 ATGCCmGCGTrA ATGCCAGCGTGA ATGCCCGCGTAA ATGCCCGCGTGA MPA* MPA* MPA* MPA* wmwyTkAATh Gyymmysmds 0 L 0 0 0 0 0

7726 3579 af AN6363.1 72.m19497 AO070279000049 0 -115 -92 ATGGTTCGCACCAAATTATGGTAA ATGGTTCGCACCAAATTATGGTAA MVRTKLW* MVRTKLW* AAGTCAACAC AAAAAAGTGT 0 TD 0 0 0 YOR119C 0
7727 3579 af AN6363.1 72.m19497 AO070279000049 0 -98 -6 ATGGTAAAAAAAAGTGTTGGCGGCAAGAGTTCCACCACGG

TTACCAACTCGATTGCTGGAATATCCTCAATACAAACGAGT
AGGACATTCTAG

ATGGTAAAAAAAAGTGTTGGCGGCAAGAGTTCCAC
CACGGTTACCAACTCGATTGCTGGAATATCCTCAAT
ACAAACGAGTAGGACATTCTAG

MVKKSVGGKSSTTVTNSI
AGISSIQTSRTF*

MVKKSVGGKSSTTV
TNSIAGISSIQTSRTF
*

GCACCAAATT CAGTCATGTC 0 TD 0 0 0 YOR119C 0

7725 3579 an AN6363.1 72.m19497 AO070279000049 0 -229 -77 ATGCCTCGACGTGCGACAGCCTCAACACTGAGACGCGAT
CAACGCGTTTCTCTTCAGCCAGCGGGGTTCTGCCGGGCG
GTCAAGACAATCAAGTCCACCCACAGCTCGTCCAATCAGC
AGCTCGGAACCGATAAGGCACTTTTTCCTACCTAA

ATGCCTCGACGTGCGACAGCCTCAACACTGAGA
CGCGATCAACGCGTTTCTCTTCAGCCAGCGGGG
TTCTGCCGGGCGGTCAAGACAATCAAGTCCACC
CACAGCTCGTCCAATCAGCAGCTCGGAACCGAT
AAGGCACTTTTTCCTACCTAA

MPRRATASTLRRDQRVS
LQPAGFCRAVKTIKSTHS
SSNQQLGTDKALFPT*

MPRRATASTLRRDQRV
SLQPAGFCRAVKTIKST
HSSSNQQLGTDKALFPT
*

TCAAGCGTCA ATTTCTTGAG 0 TD 0 0 0 YOR119C 0

7728 3580 conserved AN7455.1 57.m05888 AO070287000070 0 -163 -128 -147 -112 -145 -110 ATGACTyTCywTyyrCCTGCGGTGGyCyyyyyhTAG ATGACTTTCCATTCACCTGCGGTGGTCCTCTCTT
AG

ATGACTCTCTTTCTGCCTGCGGTGGCCTCTCTCTA
G

ATGACTCTCCATTTGCCTGCGGTGGCCTCT
CTATAG

MTfhsPAVvls* MTFHSPAVVLS* MTLFLPAVASL* MTLHLPAVASL* yyyGCCAGGA CCCGyGTGGT 0 B 0 0 0 0 0

7732 3581 af AN0818.1 70.m15418 AO070288000084 0 -196 -125 ATGCAAACAATGCAAAATTCACTATCTCCGCCGTCTCTAAT
TGGAATTTTTTGTATTCAACCACTTCGATAA

ATGCAAACAATGCAAAATTCACTATCTCCGCCGTCT
CTAATTGGAATTTTTTGTATTCAACCACTTCGATAA

MQTMQNSLSPPSLIGIFCI
QPLR*

MQTMQNSLSPPSLI
GIFCIQPLR*

CACCTCCCGC GACGTTCCAG 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7733 3581 af AN0818.1 70.m15418 AO070288000084 0 -187 -125 ATGCAAAATTCACTATCTCCGCCGTCTCTAATTGGAATTTT
TTGTATTCAACCACTTCGATAA

ATGCAAAATTCACTATCTCCGCCGTCTCTAATTGGA
ATTTTTTGTATTCAACCACTTCGATAA

MQNSLSPPSLIGIFCIQPL
R*

MQNSLSPPSLIGIFCI
QPLR*

CATGCAAACA GACGTTCCAG 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7729 3581 an AN0818.1 70.m15418 AO070288000084 0 -156 -58 ATGCAAACAATACAAACCATGGGCTACTCCGCGGCGGGT
CTTCAAAAATTGTCCGCATGCGAAGCCGAAATCTACCTGT
TAATCTGCTACCCCATCTAG

ATGCAAACAATACAAACCATGGGCTACTCCGCGG
CGGGTCTTCAAAAATTGTCCGCATGCGAAGCCG
AAATCTACCTGTTAATCTGCTACCCCATCTAG

MQTIQTMGYSAAGLQKL
SACEAEIYLLICYPI*

MQTIQTMGYSAAGLQKL
SACEAEIYLLICYPI*

ACATCTAAAG CTTAGATTTT 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7730 3581 an AN0818.1 70.m15418 AO070288000084 0 -138 -58 ATGGGCTACTCCGCGGCGGGTCTTCAAAAATTGTCCGCAT
GCGAAGCCGAAATCTACCTGTTAATCTGCTACCCCATCTA
G

ATGGGCTACTCCGCGGCGGGTCTTCAAAAATTGT
CCGCATGCGAAGCCGAAATCTACCTGTTAATCTG
CTACCCCATCTAG

MGYSAAGLQKLSACEAEI
YLLICYPI*

MGYSAAGLQKLSACEA
EIYLLICYPI*

AATACAAACC CTTAGATTTT 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7731 3581 an AN0818.1 70.m15418 AO070288000084 0 -100 -53 ATGCGAAGCCGAAATCTACCTGTTAATCTGCTACCCCATC
TAGCTTAG

ATGCGAAGCCGAAATCTACCTGTTAATCTGCTAC
CCCATCTAGCTTAG

MRSRNLPVNLLPHLA* MRSRNLPVNLLPHLA* AATTGTCCGC ATTTTTTGAT 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7734 3581 ao AN0818.1 70.m15418 AO070288000084 0 -207 -112 ATGCAAAATTTCATTCATACTCCGCGGTGGGATGTGAGAG
CCGAAATTTTTGTCGGCATTAATCGAGGCAGAAGGCTTGT
TTGCGCTAAGCATTGA

ATGCAAAATTTCATTCATACTCCGCGGTGGG
ATGTGAGAGCCGAAATTTTTGTCGGCATTAA
TCGAGGCAGAAGGCTTGTTTGCGCTAAGCA
TTGA

MQNFIHTPRWDVRAEIFV
GINRGRRLVCAKH*

MQNFIHTPRWDVR
AEIFVGINRGRRLVC
AKH*

ACTGCAAACA ACCTAGCTGC 0 R FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C

7737 3585 af AN2290.1 71.m15938 AO070295000069 0 -111 -64 ATGACACCAATCCTTCCATCCAAATACGAAATGCCTCCTTG
GGCCTAA

ATGACACCAATCCTTCCATCCAAATACGAAATGCCT
CCTTGGGCCTAA

MTPILPSKYEMPPWA* MTPILPSKYEMPPW
A*

ACTAAAACCT TGCCTATAAT 0 R 0 0 0 0 0

7738 3585 af AN2290.1 71.m15938 AO070295000069 0 -81 -64 ATGCCTCCTTGGGCCTAA ATGCCTCCTTGGGCCTAA MPPWA* MPPWA* CAAATACGAA TGCCTATAAT 0 R 0 0 0 0 0
7739 3585 af AN2290.1 71.m15938 AO070295000069 0 -64 -38 ATGCCTATAATCTCCGCGCTCGGCTGA ATGCCTATAATCTCCGCGCTCGGCTGA MPIISALG* MPIISALG* CTTGGGCCTA CGATTATCCA 0 R 0 0 0 0 0
7740 3585 ao AN2290.1 71.m15938 AO070295000069 0 -73 -29 ATGCCGCTTATCTTTGATTCAAACATTCCTCTAGCACCTGA

TTAA
ATGCCGCTTATCTTTGATTCAAACATTCCTCT
AGCACCTGATTAA

MPLIFDSNIPLAPD* MPLIFDSNIPLAPD* CAGCTTGTCA TACGATATAC 0 R 0 0 0 0 0

7743 3587 af AN7335.1 72.m19736 AO070297000108 0 -183 -142 ATGTCAGTGTGTAGATCACGTGATGTTTCCTTCCGCCGGT
GA

ATGTCAGTGTGTAGATCACGTGATGTTTCCTTCCG
CCGGTGA

MSVCRSRDVSFRR* MSVCRSRDVSFRR* GAATACGTTA TGTCATGTGT 0  0 MG04671.1 NCU00295.1 0 0

7744 3587 af AN7335.1 72.m19736 AO070297000108 0 -161 -105 ATGTTTCCTTCCGCCGGTGATGTCATGTGTTGGATAAACC
CCCACTTTCAGCCTTAG

ATGTTTCCTTCCGCCGGTGATGTCATGTGTTGGAT
AAACCCCCACTTTCAGCCTTAG

MFPSAGDVMCWINPHFQ
P*

MFPSAGDVMCWIN
PHFQP*

AGATCACGTG GTATCCATAG 0  0 MG04671.1 NCU00295.1 0 0

7745 3587 af AN7335.1 72.m19736 AO070297000108 0 -142 -125 ATGTCATGTGTTGGATAA ATGTCATGTGTTGGATAA MSCVG* MSCVG* TCCGCCGGTG ACCCCCACTT 0  0 MG04671.1 NCU00295.1 0 0

7746 3587 af AN7335.1 72.m19736 AO070297000108 0 -137 -105 ATGTGTTGGATAAACCCCCACTTTCAGCCTTAG ATGTGTTGGATAAACCCCCACTTTCAGCCTTAG MCWINPHFQP* MCWINPHFQP* CGGTGATGTC GTATCCATAG 0  0 MG04671.1 NCU00295.1 0 0

7741 3587 an AN7335.1 72.m19736 AO070297000108 0 -243 -142 ATGCCTTTTATTGTAAGTTCATCGCAAATTTCAAATTTCGAT
ATTATTTACTGTTTCGTGAGTATAGAGGACTGCTCTCTGTT
GATATTGAATTGTACCTGA

ATGCCTTTTATTGTAAGTTCATCGCAAATTTCAAA
TTTCGATATTATTTACTGTTTCGTGAGTATAGAGG
ACTGCTCTCTGTTGATATTGAATTGTACCTGA

MPFIVSSSQISNFDIIYCFV
SIEDCSLLILNCT*

MPFIVSSSQISNFDIIYCF
VSIEDCSLLILNCT*

GGCGTCTCCT GCTGCTGGTG 0  0 MG04671.1 NCU00295.1 0 0

7742 3587 an AN7335.1 72.m19736 AO070297000108 0 -126 -28 ATGCGTGCCCCGCTGCCAAGCTTTGGAGCTTACGCAGCT
ACAACGGCGAGGACCCTTCTTCCCTCCTCTACTCCCCCCA
AAACTTCATATTTCCGTTAA

ATGCGTGCCCCGCTGCCAAGCTTTGGAGCTTAC
GCAGCTACAACGGCGAGGACCCTTCTTCCCTCC
TCTACTCCCCCCAAAACTTCATATTTCCGTTAA

MRAPLPSFGAYAATTART
LLPSSTPPKTSYFR*

MRAPLPSFGAYAATTAR
TLLPSSTPPKTSYFR*

TGGTGATGTC ATGTCATCGG 0  0 MG04671.1 NCU00295.1 0 0

7747 3587 ao AN7335.1 72.m19736 AO070297000108 0 -164 -66 ATGATCAGGGGAAGGGATGACATCATAGGGCCCGTGCAT
CATGTGAGTATCAAACTGTCCCGCGCTTACGCACTCACGC
TGGTCGATCTAGACTCCTGA

ATGATCAGGGGAAGGGATGACATCATAGGG
CCCGTGCATCATGTGAGTATCAAACTGTCC
CGCGCTTACGCACTCACGCTGGTCGATCTA
GACTCCTGA

MIRGRDDIIGPVHHVSIKL
SRAYALTLVDLDS*

MIRGRDDIIGPVHHV
SIKLSRAYALTLVDL
DS*

CCTTATATTA GTCCTATTCC 0  0 MG04671.1 NCU00295.1 0 0

7748 3587 ao AN7335.1 72.m19736 AO070297000108 0 -148 -137 ATGACATCATAG ATGACATCATAG MTS* MTS* AGGGGAAGGG GGCCCGTGCA 0  0 MG04671.1 NCU00295.1 0 0

7749 3588 an AN7773.1 65.m07171 AO070298000072 0 -74 -48 ATGGTTCTTCCCTTGCAGGGAGTGTGA ATGGTTCTTCCCTTGCAGGGAGTGTGA MVLPLQGV* MVLPLQGV* TTTTCTCTCC GGCTGACCAG 0 Q 0 0 0 0 0
7750 3588 ao AN7773.1 65.m07171 AO070298000072 0 -151 -107 ATGATGCACAGTTTCCACGACAATCGTCGGCTATTTCTGG

CATAA
ATGATGCACAGTTTCCACGACAATCGTCGG
CTATTTCTGGCATAA

MMHSFHDNRRLFLA* MMHSFHDNRRLFL
A*

CATAAGTGAA GCCATACTGG 0 Q 0 0 0 0 0

7751 3588 ao AN7773.1 65.m07171 AO070298000072 0 -148 -107 ATGCACAGTTTCCACGACAATCGTCGGCTATTTCTGGCAT
AA

ATGCACAGTTTCCACGACAATCGTCGGCTAT
TTCTGGCATAA

MHSFHDNRRLFLA* MHSFHDNRRLFLA* AAGTGAAATG GCCATACTGG 0 Q 0 0 0 0 0

7752 3590 an AN4477.1 58.m07843 AO070305000107 0 -225 -211 ATGCTGCATCGGTAG ATGCTGCATCGGTAG MLHR* MLHR* GAGTCTGTAA AAGAAGATCA 0 E 0 0 0 0 0
7753 3590 an AN4477.1 58.m07843 AO070305000107 0 -167 -129 ATGATTCAGTCCCCTACCGCGCACCTCGATTGCACGTGA ATGATTCAGTCCCCTACCGCGCACCTCGATTGCA

CGTGA
MIQSPTAHLDCT* MIQSPTAHLDCT* TATCAATCGG TCGTAAGCTA 0 E 0 0 0 0 0

7754 3592 af AN6310.1 72.m19324 AO070308000065 0 -224 -72 ATGAGGGATGGTGTGACTCGTACAGACCTTCAGGCCACC
AGCTATTACACTCGCCAAATACTTGATTTTGAGACCGCCTA
CTTTTCATGGACAAGCGTCTTCTACCACCAGGGCAGGCG
GTGGAAAAGACGGCCAGTTTCTTCCGTAAAATAA

ATGAGGGATGGTGTGACTCGTACAGACCTTCAGG
CCACCAGCTATTACACTCGCCAAATACTTGATTTTG
AGACCGCCTACTTTTCATGGACAAGCGTCTTCTAC
CACCAGGGCAGGCGGTGGAAAAGACGGCCAGTTT
CTTCCGTAAAATAA

MRDGVTRTDLQATSYYT
RQILDFETAYFSWTSVFY
HQGRRWKRRPVSSVK*

MRDGVTRTDLQATS
YYTRQILDFETAYFS
WTSVFYHQGRRWK
RRPVSSVK*

ATCAGAGGCC TATCGTGATA 0 R 0 0 0 0 0

7755 3592 af AN6310.1 72.m19324 AO070308000065 0 -138 -64 ATGGACAAGCGTCTTCTACCACCAGGGCAGGCGGTGGAA
AAGACGGCCAGTTTCTTCCGTAAAATAATATCGTGA

ATGGACAAGCGTCTTCTACCACCAGGGCAGGCGG
TGGAAAAGACGGCCAGTTTCTTCCGTAAAATAATAT
CGTGA

MDKRLLPPGQAVEKTAS
FFRKIIS*

MDKRLLPPGQAVEK
TASFFRKIIS*

CCTACTTTTC TACTACAAAT 0 R 0 0 0 0 0

7756 3592 ao AN6310.1 72.m19324 AO070308000065 0 -125 -54 ATGTGGGGCTGCGCCACATTTAGCGGCAGAAAACGGCTT
GGAAAAAAAAGTTACTGTTATCGGCATCGATAA

ATGTGGGGCTGCGCCACATTTAGCGGCAGA
AAACGGCTTGGAAAAAAAAGTTACTGTTATC
GGCATCGATAA

MWGCATFSGRKRLGKK
SYCYRHR*

MWGCATFSGRKRL
GKKSYCYRHR*

AGAACACTAA TTTCCTTCTC 0 R 0 0 0 0 0

7759 3593 af AN7621.1 65.m07418 AO070309000109 0 -274 -251 ATGAAGTTCATCAAACTGATCTAA ATGAAGTTCATCAAACTGATCTAA MKFIKLI* MKFIKLI* TCGATTGGCC AGCAACACTA 0 C 0 0 0 0 0
7760 3593 af AN7621.1 65.m07418 AO070309000109 0 -226 -161 ATGGCGCCATTTCCCCGAAGGTGGGCATCCGCCCCATGG

GTTAGAAATCAATTCCAGAATAAATAA
ATGGCGCCATTTCCCCGAAGGTGGGCATCCGCCC
CATGGGTTAGAAATCAATTCCAGAATAAATAA

MAPFPRRWASAPWVRN
QFQNK*

MAPFPRRWASAPW
VRNQFQNK*

AACCCAGCCC TAATGGCTCG 0 C 0 0 0 0 0

7761 3593 af AN7621.1 65.m07418 AO070309000109 0 -158 -99 ATGGCTCGCCTTCGCGCCCCTCCTAACAAATATTTCTTTCC
TTCTTATCTCCACGACTGA

ATGGCTCGCCTTCGCGCCCCTCCTAACAAATATTT
CTTTCCTTCTTATCTCCACGACTGA

MARLRAPPNKYFFPSYLH
D*

MARLRAPPNKYFFP
SYLHD*

ATAAATAATA TCACTGGCTT 0 C 0 0 0 0 0
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7757 3593 an AN7621.1 65.m07418 AO070309000109 0 -235 -56 ATGCTAATCGGGTCCAGCCATGGCGCCATCCGGTGGGGA
TCCTCCGTTCTCTCGGCTGGAGATTTAGTCAAAAGACCAA
AATATTTTGCCCCGCGGCTTCCCTTATCAATCGTGAATTTC
TCGCCCTCCCCTTCTGTTTTCACATATCCGGCGAGATTTCT
CATCATAGCGAGTGCATAG

ATGCTAATCGGGTCCAGCCATGGCGCCATCCGG
TGGGGATCCTCCGTTCTCTCGGCTGGAGATTTAG
TCAAAAGACCAAAATATTTTGCCCCGCGGCTTCC
CTTATCAATCGTGAATTTCTCGCCCTCCCCTTCTG
TTTTCACATATCCGGCGAGATTTCTCATCATAGC
GAGTGCATAG

MLIGSSHGAIRWGSSVLS
AGDLVKRPKYFAPRLPLS
IVNFSPSPSVFTYPARFLII
ASA*

MLIGSSHGAIRWGSSVL
SAGDLVKRPKYFAPRLP
LSIVNFSPSPSVFTYPAR
FLIIASA*

CGCTCCCATC CACCGCTGCC 0 C 0 0 0 0 0

7758 3593 an AN7621.1 65.m07418 AO070309000109 0 -216 -169 ATGGCGCCATCCGGTGGGGATCCTCCGTTCTCTCGGCTG
GAGATTTAG

ATGGCGCCATCCGGTGGGGATCCTCCGTTCTCT
CGGCTGGAGATTTAG

MAPSGGDPPFSRLEI* MAPSGGDPPFSRLEI* GGGTCCAGCC TCAAAAGACC 0 C 0 0 0 0 0

7762 3593 ao AN7621.1 65.m07418 AO070309000109 0 -227 -174 ATGGGGGTTCAACTATGGCGCCATCCCGAGCGGAGGTTC
CGCGCCGATGGTTAG

ATGGGGGTTCAACTATGGCGCCATCCCGAG
CGGAGGTTCCGCGCCGATGGTTAG

MGVQLWRHPERRFRAD
G*

MGVQLWRHPERRF
RADG*

CCGGGTGCCC AAATCCAAAA 0 C 0 0 0 0 0

7763 3593 ao AN7621.1 65.m07418 AO070309000109 0 -213 -145 ATGGCGCCATCCCGAGCGGAGGTTCCGCGCCGATGGTTA
GAAATCCAAAAAAGTCCGGCCACTGTCTAG

ATGGCGCCATCCCGAGCGGAGGTTCCGCG
CCGATGGTTAGAAATCCAAAAAAGTCCGGC
CACTGTCTAG

MAPSRAEVPRRWLEIQK
SPATV*

MAPSRAEVPRRWL
EIQKSPATV*

GGGTTCAACT ATATCCGATC 0 C 0 0 0 0 0

7764 3593 ao AN7621.1 65.m07418 AO070309000109 0 -72 -58 ATGCTCACAGAGTAG ATGCTCACAGAGTAG MLTE* MLTE* CATACTGTTG TCCACAACTG 0 C 0 0 0 0 0
7767 3595 af AN0084.1 71.m16061 AO070311000132 0 -191 -177 ATGATTATTTTGTGA ATGATTATTTTGTGA MIIL* MIIL* GGGCCCAGGC GCGGGACGAA 0 U 0 MG05203.1 0 0 0
7765 3595 an AN0084.1 71.m16061 AO070311000132 0 -237 -208 ATGAAAGAACTAGCAACCTTTATTGCCTGA ATGAAAGAACTAGCAACCTTTATTGCCTGA MKELATFIA* MKELATFIA* GAGGGGTGAA GGCCACATGC 0 U 0 MG05203.1 0 0 0
7766 3595 an AN0084.1 71.m16061 AO070311000132 0 -201 -91 ATGCACGAACCAACCCAACCCACTTGCGACCAAAACCAG

GCCGCCCATAATTTTCCCCTCCTTCTCTCCCTCCTCAGTG
ATACCCACCTCATAGAATCTTCTGTCTTTTAA

ATGCACGAACCAACCCAACCCACTTGCGACCAAA
ACCAGGCCGCCCATAATTTTCCCCTCCTTCTCTC
CCTCCTCAGTGATACCCACCTCATAGAATCTTCT
GTCTTTTAA

MHEPTQPTCDQNQAAH
NFPLLLSLLSDTHLIESSV
F*

MHEPTQPTCDQNQAAH
NFPLLLSLLSDTHLIESS
VF*

CTGAGGCCAC GAATATCCAT 0 U 0 MG05203.1 0 0 0

7768 3595 ao AN0084.1 71.m16061 AO070311000132 0 -180 -118 ATGAACTACCCCCCACCTTTTACAACAAAAACAGCCGACC
ATATTTTCTTCCCCTCTCTATAA

ATGAACTACCCCCCACCTTTTACAACAAAAA
CAGCCGACCATATTTTCTTCCCCTCTCTATA
A

MNYPPPFTTKTADHIFFP
SL*

MNYPPPFTTKTADHI
FFPSL*

GCCGGAGGCA CCATCTCCTA 0 U 0 MG05203.1 0 0 0

7769 3596 af AN1008.1 70.m15226 AO070312000025 0 -175 -140 ATGACAGTCCGCCGAACAGATCTAGACAACAATTAA ATGACAGTCCGCCGAACAGATCTAGACAACAATTA
A

MTVRRTDLDNN* MTVRRTDLDNN* ACTCTTGTCC GCTTCCTATA 0 P 0 0 0 0 0

7770 3596 ao AN1008.1 70.m15226 AO070312000025 0 -216 -160 ATGATATGCCTGCATTTGTTTACACTCGCCAATATCTGTCA
AAGAGTCTATATATGA

ATGATATGCCTGCATTTGTTTACACTCGCCA
ATATCTGTCAAAGAGTCTATATATGA

MICLHLFTLANICQRVYI* MICLHLFTLANICQR
VYI*

CAAATCTTAT GATCTAATTC 0 P 0 0 0 0 0

7771 3596 ao AN1008.1 70.m15226 AO070312000025 0 -211 -131 ATGCCTGCATTTGTTTACACTCGCCAATATCTGTCAAAGAG
TCTATATATGAGATCTAATTCCCTGTCTAGAGCTATCTAA

ATGCCTGCATTTGTTTACACTCGCCAATATC
TGTCAAAGAGTCTATATATGAGATCTAATTC
CCTGTCTAGAGCTATCTAA

MPAFVYTRQYLSKSLYM
RSNSLSRAI*

MPAFVYTRQYLSKS
LYMRSNSLSRAI*

CTTATATGAT ATCACAGCTC 0 P 0 0 0 0 0

7772 3596 ao AN1008.1 70.m15226 AO070312000025 0 -163 -131 ATGAGATCTAATTCCCTGTCTAGAGCTATCTAA ATGAGATCTAATTCCCTGTCTAGAGCTATCT
AA

MRSNSLSRAI* MRSNSLSRAI* GAGTCTATAT ATCACAGCTC 0 P 0 0 0 0 0

7776 3599 af AN3613.1 52.m03647 AO070315000027 0 -160 -134 ATGTCGCGAGGTGGGCTTGGCCGGTAG ATGTCGCGAGGTGGGCTTGGCCGGTAG MSRGGLGR* MSRGGLGR* CGGTTCCAGG TTGCTCACTC 0  0 0 0 0 0
7773 3599 an AN3613.1 52.m03647 AO070315000027 0 -232 -155 ATGGGCTCTAGCACATGCACAGCTTGCAGTTGCTGCTACG

CTATCTGGGAAAACGAATGGCTATTCAGGAGTTTATAA
ATGGGCTCTAGCACATGCACAGCTTGCAGTTGCT
GCTACGCTATCTGGGAAAACGAATGGCTATTCAG
GAGTTTATAA

MGSSTCTACSCCYAIWE
NEWLFRSL*

MGSSTCTACSCCYAIW
ENEWLFRSL*

CTTTGCCCGC CCAAAAGAGC 0  0 0 0 0 0

7774 3599 an AN3613.1 52.m03647 AO070315000027 0 -218 -66 ATGCACAGCTTGCAGTTGCTGCTACGCTATCTGGGAAAAC
GAATGGCTATTCAGGAGTTTATAACCAAAAGAGCCGGAAA
CAGGCTGATTGCCCTCTCACGGGGAGACGTTGTACTTCTG
ATCCAGAGGCTATTAACCGGACACTACCTATAA

ATGCACAGCTTGCAGTTGCTGCTACGCTATCTGG
GAAAACGAATGGCTATTCAGGAGTTTATAACCAA
AAGAGCCGGAAACAGGCTGATTGCCCTCTCACG
GGGAGACGTTGTACTTCTGATCCAGAGGCTATTA
ACCGGACACTACCTATAA

MHSLQLLLRYLGKRMAIQ
EFITKRAGNRLIALSRGDV
VLLIQRLLTGHYL*

MHSLQLLLRYLGKRMAI
QEFITKRAGNRLIALSRG
DVVLLIQRLLTGHYL*

GCTCTAGCAC AGGAGGTAGC 0  0 0 0 0 0

7775 3599 an AN3613.1 52.m03647 AO070315000027 0 -176 -66 ATGGCTATTCAGGAGTTTATAACCAAAAGAGCCGGAAACA
GGCTGATTGCCCTCTCACGGGGAGACGTTGTACTTCTGAT
CCAGAGGCTATTAACCGGACACTACCTATAA

ATGGCTATTCAGGAGTTTATAACCAAAAGAGCCG
GAAACAGGCTGATTGCCCTCTCACGGGGAGACG
TTGTACTTCTGATCCAGAGGCTATTAACCGGACA
CTACCTATAA

MAIQEFITKRAGNRLIALS
RGDVVLLIQRLLTGHYL*

MAIQEFITKRAGNRLIAL
SRGDVVLLIQRLLTGHYL
*

GGGAAAACGA AGGAGGTAGC 0  0 0 0 0 0

7777 3599 ao AN3613.1 52.m03647 AO070315000027 0 -223 -158 ATGTTCATCATTCTGGCAACGGAAATGATCACCGACATGC
CTAAACTGAAATCATCCTTCCGATGA

ATGTTCATCATTCTGGCAACGGAAATGATCA
CCGACATGCCTAAACTGAAATCATCCTTCCG
ATGA

MFIILATEMITDMPKLKSS
FR*

MFIILATEMITDMPKL
KSSFR*

TACTCGCCGG CTCCCCACAC 0  0 0 0 0 0

7778 3599 ao AN3613.1 52.m03647 AO070315000027 0 -199 -158 ATGATCACCGACATGCCTAAACTGAAATCATCCTTCCGAT
GA

ATGATCACCGACATGCCTAAACTGAAATCAT
CCTTCCGATGA

MITDMPKLKSSFR* MITDMPKLKSSFR* GGCAACGGAA CTCCCCACAC 0  0 0 0 0 0

7779 3599 ao AN3613.1 52.m03647 AO070315000027 0 -187 -158 ATGCCTAAACTGAAATCATCCTTCCGATGA ATGCCTAAACTGAAATCATCCTTCCGATGA MPKLKSSFR* MPKLKSSFR* GATCACCGAC CTCCCCACAC 0  0 0 0 0 0

7780 3599 ao AN3613.1 52.m03647 AO070315000027 0 -161 -84 ATGACTCCCCACACTTGGCACCTGTTGTTAATACAGGTAG
CAGAGGGTATGTGCCGGACTGGGGGGAAACATGTATAA

ATGACTCCCCACACTTGGCACCTGTTGTTAA
TACAGGTAGCAGAGGGTATGTGCCGGACTG
GGGGGAAACATGTATAA

MTPHTWHLLLIQVAEGM
CRTGGKHV*

MTPHTWHLLLIQVA
EGMCRTGGKHV*

CATCCTTCCG ATGCCAGTCA 0  0 0 0 0 0

7781 3599 ao AN3613.1 52.m03647 AO070315000027 0 -113 -84 ATGTGCCGGACTGGGGGGAAACATGTATAA ATGTGCCGGACTGGGGGGAAACATGTATAA MCRTGGKHV* MCRTGGKHV* AGCAGAGGGT ATGCCAGTCA 0  0 0 0 0 0

7782 3599 ao AN3613.1 52.m03647 AO070315000027 0 -91 -2 ATGTATAAATGCCAGTCAATTCCACAACAAGCCAACATTGT
ATCTCATCGCAGTCACACACAACCAACGAACTCTAGCACA
GTCACATAA

ATGTATAAATGCCAGTCAATTCCACAACAAG
CCAACATTGTATCTCATCGCAGTCACACACA
ACCAACGAACTCTAGCACAGTCACATAA

MYKCQSIPQQANIVSHRS
HTQPTNSSTVT*

MYKCQSIPQQANIV
SHRSHTQPTNSSTV
T*

GGGGGGAAAC CATGGTGTCC 0  0 0 0 0 0

7783 3599 ao AN3613.1 52.m03647 AO070315000027 0 -83 -15 ATGCCAGTCAATTCCACAACAAGCCAACATTGTATCTCATC
GCAGTCACACACAACCAACGAACTCTAG

ATGCCAGTCAATTCCACAACAAGCCAACATT
GTATCTCATCGCAGTCACACACAACCAACG
AACTCTAG

MPVNSTTSQHCISSQSHT
TNEL*

MPVNSTTSQHCISS
QSHTTNEL*

ACATGTATAA CACAGTCACA 0  0 0 0 0 0

7786 3601 af AN9504.1 62.m03341 AO070315000153 0 -274 -236 ATGTCTTGCTGCGTTGCTCAGCAACAACACTGCATCTAA ATGTCTTGCTGCGTTGCTCAGCAACAACACTGCAT
CTAA

MSCCVAQQQHCI* MSCCVAQQQHCI* GAATAGAGCC ACATCCAAAA 0 V 0 MG03026.1 0 0 0

7787 3601 af AN9504.1 62.m03341 AO070315000153 0 -100 -80 ATGCATTGCATGCCTGTATAA ATGCATTGCATGCCTGTATAA MHCMPV* MHCMPV* AGGCTAGTAA TATCTATTCG 0 V 0 MG03026.1 0 0 0
7788 3601 af AN9504.1 62.m03341 AO070315000153 0 -91 -80 ATGCCTGTATAA ATGCCTGTATAA MPV* MPV* AATGCATTGC TATCTATTCG 0 V 0 MG03026.1 0 0 0
7784 3601 an AN9504.1 62.m03341 AO070315000153 0 -159 -130 ATGTTCCCATCCGACTTCTTCGACTACTAA ATGTTCCCATCCGACTTCTTCGACTACTAA MFPSDFFDY* MFPSDFFDY* AACCTTCTCC CCTGCAGAAA 0 V 0 MG03026.1 0 0 0
7785 3601 an AN9504.1 62.m03341 AO070315000153 0 -94 -32 ATGCGCCAGGACCATCATCTTTCCCATCCACCATTCTCTC

CTTCGATAACCTTTACCTGCTGA
ATGCGCCAGGACCATCATCTTTCCCATCCACCAT
TCTCTCCTTCGATAACCTTTACCTGCTGA

MRQDHHLSHPPFSPSITF
TC*

MRQDHHLSHPPFSPSIT
FTC*

CGAATTGTCA AGCGACGCTC 0 V 0 MG03026.1 0 0 0

7789 3601 ao AN9504.1 62.m03341 AO070315000153 0 -222 -184 ATGGCCTCCGTCCCGTTGCATGAAGACTTACTTCTTTAA ATGGCCTCCGTCCCGTTGCATGAAGACTTA
CTTCTTTAA

MASVPLHEDLLL* MASVPLHEDLLL* CTAAACATTC ATCTACCAAT 0 V 0 MG03026.1 0 0 0

7790 3601 ao AN9504.1 62.m03341 AO070315000153 0 -203 -96 ATGAAGACTTACTTCTTTAAATCTACCAATTTTGCTCCATGT
CCAAAGCCGACCTCGTTGTCTACTAACCAAACAGGTTCTA
CAAAAATAAGATCAATTCATGAATGA

ATGAAGACTTACTTCTTTAAATCTACCAATTT
TGCTCCATGTCCAAAGCCGACCTCGTTGTC
TACTAACCAAACAGGTTCTACAAAAATAAGA
TCAATTCATGAATGA

MKTYFFKSTNFAPCPKPT
SLSTNQTGSTKIRSIHE*

MKTYFFKSTNFAPC
PKPTSLSTNQTGST
KIRSIHE*

GTCCCGTTGC GCTGATCACT 0 V 0 MG03026.1 0 0 0

7791 3601 ao AN9504.1 62.m03341 AO070315000153 0 -165 -136 ATGTCCAAAGCCGACCTCGTTGTCTACTAA ATGTCCAAAGCCGACCTCGTTGTCTACTAA MSKADLVVY* MSKADLVVY* ATTTTGCTCC CCAAACAGGT 0 V 0 MG03026.1 0 0 0

7793 3602 af AN4569.1 57.m05490 AO070316000152 0 -276 -175 ATGGCTTTTGAGGTGAAGAGAAGCAATCGGACGGAGTGC
ATGGCGGCATCCGCACGATTTGGTTCGTCCATGACGTTCC
AGCCGCAGGACCCCCGAGATTGA

ATGGCTTTTGAGGTGAAGAGAAGCAATCGGACGG
AGTGCATGGCGGCATCCGCACGATTTGGTTCGTC
CATGACGTTCCAGCCGCAGGACCCCCGAGATTGA

MAFEVKRSNRTECMAAS
ARFGSSMTFQPQDPRD*

MAFEVKRSNRTEC
MAASARFGSSMTF
QPQDPRD*

AAGAGGACGG TGCCTTGCCA 0 R 0 0 0 0 0

7794 3602 af AN4569.1 57.m05490 AO070316000152 0 -237 -175 ATGGCGGCATCCGCACGATTTGGTTCGTCCATGACGTTCC
AGCCGCAGGACCCCCGAGATTGA

ATGGCGGCATCCGCACGATTTGGTTCGTCCATGAC
GTTCCAGCCGCAGGACCCCCGAGATTGA

MAASARFGSSMTFQPQD
PRD*

MAASARFGSSMTF
QPQDPRD*

GACGGAGTGC TGCCTTGCCA 0 R 0 0 0 0 0

7795 3602 af AN4569.1 57.m05490 AO070316000152 0 -207 -175 ATGACGTTCCAGCCGCAGGACCCCCGAGATTGA ATGACGTTCCAGCCGCAGGACCCCCGAGATTGA MTFQPQDPRD* MTFQPQDPRD* TGGTTCGTCC TGCCTTGCCA 0 R 0 0 0 0 0
7796 3602 af AN4569.1 57.m05490 AO070316000152 0 -175 -53 ATGCCTTGCCAAGAAGGCCGCAAGCGCGCGTCTGCAGCC

ATGCGTTTGGATTGGACCACCTCGGAATATCCGGTATATC
AGCACCTCAGGCCTACAATTGCTGATGATTTACCCATCTAT
TAA

ATGCCTTGCCAAGAAGGCCGCAAGCGCGCGTCTG
CAGCCATGCGTTTGGATTGGACCACCTCGGAATAT
CCGGTATATCAGCACCTCAGGCCTACAATTGCTGA
TGATTTACCCATCTATTAA

MPCQEGRKRASAAMRL
DWTTSEYPVYQHLRPTIA
DDLPIY*

MPCQEGRKRASAA
MRLDWTTSEYPVY
QHLRPTIADDLPIY*

CCCGAGATTG CTGTTCGTGA 0 R 0 0 0 0 0

7797 3602 af AN4569.1 57.m05490 AO070316000152 0 -136 -53 ATGCGTTTGGATTGGACCACCTCGGAATATCCGGTATATC
AGCACCTCAGGCCTACAATTGCTGATGATTTACCCATCTAT
TAA

ATGCGTTTGGATTGGACCACCTCGGAATATCCGGT
ATATCAGCACCTCAGGCCTACAATTGCTGATGATTT
ACCCATCTATTAA

MRLDWTTSEYPVYQHLR
PTIADDLPIY*

MRLDWTTSEYPVY
QHLRPTIADDLPIY*

GTCTGCAGCC CTGTTCGTGA 0 R 0 0 0 0 0

7798 3602 af AN4569.1 57.m05490 AO070316000152 0 -72 -43 ATGATTTACCCATCTATTAACTGTTCGTGA ATGATTTACCCATCTATTAACTGTTCGTGA MIYPSINCS* MIYPSINCS* ACAATTGCTG TATTACCCAA 0 R 0 0 0 0 0
7792 3602 an AN4569.1 57.m05490 AO070316000152 0 -148 -95 ATGACGTCCAGCCACAGTACCGCGTGCCGGCCCGAGCTA

AGGCTGGATACTTAG
ATGACGTCCAGCCACAGTACCGCGTGCCGGCCC
GAGCTAAGGCTGGATACTTAG

MTSSHSTACRPELRLDT* MTSSHSTACRPELRLDT
*

GGGGCCCAGA GCGCGCGGCT 0 R 0 0 0 0 0

7799 3602 ao AN4569.1 57.m05490 AO070316000152 0 -196 -134 ATGACGTCCGTCGTGCCAAGCCCTTTTCGGGCCTTTAAGC
GCGCGTCTGCGGATTTCAATTGA

ATGACGTCCGTCGTGCCAAGCCCTTTTCGG
GCCTTTAAGCGCGCGTCTGCGGATTTCAAT
TGA

MTSVVPSPFRAFKRASA
DFN*

MTSVVPSPFRAFKR
ASADFN*

CGCGGTCGGC GCGGGTTGGA 0 R 0 0 0 0 0

7800 3602 ao AN4569.1 57.m05490 AO070316000152 0 -113 -39 ATGAATGTCTTTACTCCGTCTCTGGTGAATTTCTTTCTACCT
TCTTTTCTGTTCCTCTTCCTATCGCTTCCCTAA

ATGAATGTCTTTACTCCGTCTCTGGTGAATT
TCTTTCTACCTTCTTTTCTGTTCCTCTTCCTA
TCGCTTCCCTAA

MNVFTPSLVNFFLPSFLF
LFLSLP*

MNVFTPSLVNFFLP
SFLFLFLSLP*

CCACCTCGGA TACTCACTCA 0 R 0 0 0 0 0

7801 3602 ao AN4569.1 57.m05490 AO070316000152 0 -109 -86 ATGTCTTTACTCCGTCTCTGGTGA ATGTCTTTACTCCGTCTCTGGTGA MSLLRLW* MSLLRLW* CTCGGAATGA ATTTCTTTCT 0 R 0 0 0 0 0
7807 3604 af AN0629.1 70.m15652 AO070318000119 0 -166 -152 ATGAGAGAAATGTAG ATGAGAGAAATGTAG MREM* MREM* GCCGTGAACC ATCAATGATA 0 O 0 0 0 YIR038C 0
7808 3604 af AN0629.1 70.m15652 AO070318000119 0 -147 -64 ATGATAAAGCCTTGTATCTGCTGTTGCCGACTAAGCTTTCG

ACGGTCGTCTCGTCCTGTTGTTTCAACAGAATCAGCTCCG
TAG

ATGATAAAGCCTTGTATCTGCTGTTGCCGACTAAG
CTTTCGACGGTCGTCTCGTCCTGTTGTTTCAACAG
AATCAGCTCCGTAG

MIKPCICCCRLSFRRSSR
PVVSTESAP*

MIKPCICCCRLSFRR
SSRPVVSTESAP*

ATGTAGATCA ACCAACATTT 0 O 0 0 0 YIR038C 0

7802 3604 an AN0629.1 70.m15652 AO070318000119 0 -237 -175 ATGATAATGGTGGCCGGAGGACATGCCTCGAACGTCGCC
AAGAGTAATGACGGTCTGATTTAG

ATGATAATGGTGGCCGGAGGACATGCCTCGAAC
GTCGCCAAGAGTAATGACGGTCTGATTTAG

MIMVAGGHASNVAKSND
GLI*

MIMVAGGHASNVAKSN
DGLI*

CAAAGAGCTC ATCTACCGCT 0 O 0 0 0 YIR038C 0

7803 3604 an AN0629.1 70.m15652 AO070318000119 0 -231 -175 ATGGTGGCCGGAGGACATGCCTCGAACGTCGCCAAGAGT
AATGACGGTCTGATTTAG

ATGGTGGCCGGAGGACATGCCTCGAACGTCGCC
AAGAGTAATGACGGTCTGATTTAG

MVAGGHASNVAKSNDGL
I*

MVAGGHASNVAKSNDG
LI*

GCTCATGATA ATCTACCGCT 0 O 0 0 0 YIR038C 0

7804 3604 an AN0629.1 70.m15652 AO070318000119 0 -215 -180 ATGCCTCGAACGTCGCCAAGAGTAATGACGGTCTGA ATGCCTCGAACGTCGCCAAGAGTAATGACGGTC
TGA

MPRTSPRVMTV* MPRTSPRVMTV* GCCGGAGGAC TTTAGATCTA 0 O 0 0 0 YIR038C 0

7805 3604 an AN0629.1 70.m15652 AO070318000119 0 -191 -180 ATGACGGTCTGA ATGACGGTCTGA MTV* MTV* GCCAAGAGTA TTTAGATCTA 0 O 0 0 0 YIR038C 0
7806 3604 an AN0629.1 70.m15652 AO070318000119 0 -100 -80 ATGGTTCAGGCACGGATCTAA ATGGTTCAGGCACGGATCTAA MVQARI* MVQARI* TCGGTCTGTG GGGATAAGAA 0 O 0 0 0 YIR038C 0
7809 3606 af AN0917.1 70.m15524 AO070320000097 0 -218 -186 ATGAATCAAGTGATCAACTGCCCCCGCCTTTGA ATGAATCAAGTGATCAACTGCCCCCGCCTTTGA MNQVINCPRL* MNQVINCPRL* TGCGACACAC CTCTCTGACT 0 K 0 0 0 0 0
7811 3608 af AN0938.1 70.m15570 AO070320000129 0 -220 -56 ATGTGCTTTTCCGCCCCCATGCAAATTTATCCCAAGTTCCA

GCGGAAGATACCGATCTCAATCTTCCAGAACGAGGCCTTG
GTGGGTAATCCATTATCTGATTGCCCAAATCACACCAATCA
ATTGGTGAATTCCATCAAGGCTATCCTCGCGAGCTTGAAT
TAG

ATGTGCTTTTCCGCCCCCATGCAAATTTATCCCAAG
TTCCAGCGGAAGATACCGATCTCAATCTTCCAGAA
CGAGGCCTTGGTGGGTAATCCATTATCTGATTGCC
CAAATCACACCAATCAATTGGTGAATTCCATCAAGG
CTATCCTCGCGAGCTTGAATTAG

MCFSAPMQIYPKFQRKIPI
SIFQNEALVGNPLSDCPN
HTNQLVNSIKAILASLN*

MCFSAPMQIYPKFQ
RKIPISIFQNEALVGN
PLSDCPNHTNQLVN
SIKAILASLN*

GAGCCGTGTC TGGTACTTGC 0 R 0 0 0 0 0
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7812 3608 af AN0938.1 70.m15570 AO070320000129 0 -202 -56 ATGCAAATTTATCCCAAGTTCCAGCGGAAGATACCGATCT
CAATCTTCCAGAACGAGGCCTTGGTGGGTAATCCATTATC
TGATTGCCCAAATCACACCAATCAATTGGTGAATTCCATCA
AGGCTATCCTCGCGAGCTTGAATTAG

ATGCAAATTTATCCCAAGTTCCAGCGGAAGATACC
GATCTCAATCTTCCAGAACGAGGCCTTGGTGGGTA
ATCCATTATCTGATTGCCCAAATCACACCAATCAAT
TGGTGAATTCCATCAAGGCTATCCTCGCGAGCTTG
AATTAG

MQIYPKFQRKIPISIFQNE
ALVGNPLSDCPNHTNQL
VNSIKAILASLN*

MQIYPKFQRKIPISIF
QNEALVGNPLSDCP
NHTNQLVNSIKAILA
SLN*

TTCCGCCCCC TGGTACTTGC 0 R 0 0 0 0 0

7810 3608 an AN0938.1 70.m15570 AO070320000129 0 -135 -97 ATGATCCTCCCGAGGACCGAGCCCTCTGCCGAAACCTGA ATGATCCTCCCGAGGACCGAGCCCTCTGCCGAA
ACCTGA

MILPRTEPSAET* MILPRTEPSAET* CCAACACCTC ACGTCGAATG 0 R 0 0 0 0 0

7813 3608 ao AN0938.1 70.m15570 AO070320000129 0 -266 -81 ATGGCGACAGAGCGGAAGTTGACCGAGGCGGAGGGGGG
CGTGACTAGGAAGCCCTCTTTTAAAACTCTTCGCCGTCCA
GTTTGCCCCCATCGCGCCGAAAGAGTACCCGACCTCGTTT
ATACTGCCGCCCCCGATAATAATAATAATAATATATCGAAG
GATCGCTTAGCTGTTGTCATCGTCTGA

ATGGCGACAGAGCGGAAGTTGACCGAGGC
GGAGGGGGGCGTGACTAGGAAGCCCTCTT
TTAAAACTCTTCGCCGTCCAGTTTGCCCCCA
TCGCGCCGAAAGAGTACCCGACCTCGTTTA
TACTGCCGCCCCCGATAATAATAATAATAAT
ATATCGAAGGATCGCTTAGCTGTTGTCATCG
TCTGA

MATERKLTEAEGGVTRK
PSFKTLRRPVCPHRAER
VPDLVYTAAPDNNNNNIS
KDRLAVVIV*

MATERKLTEAEGGV
TRKPSFKTLRRPVC
PHRAERVPDLVYTA
APDNNNNNISKDRL
AVVIV*

GAGGAGAAGC TTTCCCCGGA 0 R 0 0 0 0 0

7815 3610 af AN4639.1 57.m05552 AO070321000194 0 -204 -112 ATGATAGGCATCTACAACGTACAAGGTAGGAATTTCAATCT
CTGCTACCCCGCCGGCAAAGAATTTACTTTGAACTTGTGG
TCAATGTCATAG

ATGATAGGCATCTACAACGTACAAGGTAGGAATTT
CAATCTCTGCTACCCCGCCGGCAAAGAATTTACTTT
GAACTTGTGGTCAATGTCATAG

MIGIYNVQGRNFNLCYPA
GKEFTLNLWSMS*

MIGIYNVQGRNFNL
CYPAGKEFTLNLWS
MS*

CAGAGGAGGC CAGACATGAT 0 D 0 MG02874.1 0 0 0

7816 3610 af AN4639.1 57.m05552 AO070321000194 0 -106 -77 ATGATACCTAGCGATATGACCGGCGGCTAA ATGATACCTAGCGATATGACCGGCGGCTAA MIPSDMTGG* MIPSDMTGG* CATAGCAGAC TAAAGCGCAA 0 D 0 MG02874.1 0 0 0
7817 3610 af AN4639.1 57.m05552 AO070321000194 0 -91 -77 ATGACCGGCGGCTAA ATGACCGGCGGCTAA MTGG* MTGG* ACCTAGCGAT TAAAGCGCAA 0 D 0 MG02874.1 0 0 0
7814 3610 an AN4639.1 57.m05552 AO070321000194 0 -175 -14 ATGATAGTCGGTCTGGACTCGGTGCATGCGCTGACTTCTG

ATAAGGTGAGCGCCCCACTGTCGAAAAACGGCTCTCCAG
AGCCCCTGCACAGGGTAACCTCACTAACAGCGATTGCGA
CTGTAAGTGACGGCCGACGTTCCTACGATAGACGCACAC
GATGA

ATGATAGTCGGTCTGGACTCGGTGCATGCGCTG
ACTTCTGATAAGGTGAGCGCCCCACTGTCGAAAA
ACGGCTCTCCAGAGCCCCTGCACAGGGTAACCT
CACTAACAGCGATTGCGACTGTAAGTGACGGCC
GACGTTCCTACGATAGACGCACACGATGA

MIVGLDSVHALTSDKVSA
PLSKNGSPEPLHRVTSLT
AIATVSDGRRSYDRRTR*

MIVGLDSVHALTSDKVS
APLSKNGSPEPLHRVTS
LTAIATVSDGRRSYDRR
TR*

CTTCATACCG GCATCGCTGT 0 D 0 MG02874.1 0 0 0

7818 3610 ao AN4639.1 57.m05552 AO070321000194 0 -232 -170 ATGATAATTGATAAGGTGAGAGCATACATGTGCATCTGCC
CCACAATCAGATACATCGAATAG

ATGATAATTGATAAGGTGAGAGCATACATGT
GCATCTGCCCCACAATCAGATACATCGAATA
G

MIIDKVRAYMCICPTIRYIE
*

MIIDKVRAYMCICPTI
RYIE*

GCACCGTGGC CTATAATATA 0 D 0 MG02874.1 0 0 0

7819 3610 ao AN4639.1 57.m05552 AO070321000194 0 -205 -170 ATGTGCATCTGCCCCACAATCAGATACATCGAATAG ATGTGCATCTGCCCCACAATCAGATACATCG
AATAG

MCICPTIRYIE* MCICPTIRYIE* GAGAGCATAC CTATAATATA 0 D 0 MG02874.1 0 0 0

7821 3612 an AN8053.1 53.m04098 AO070322000147 0 -63 -40 ATGATTCTGATCGAAAGCCTATGA ATGATTCTGATCGAAAGCCTATGA MILIESL* MILIESL* GGGTGCTGTA TCCAGCTTTC 0 U 0 0 0 0 0
7824 3614 af AN1742.1 69.m15045 AO070324000056 0 -157 -137 ATGCTTGTTTACTACACTTGA ATGCTTGTTTACTACACTTGA MLVYYT* MLVYYT* CAGTGGCTGA CATCGGATTA 0 G 0 0 0 0 0
7822 3614 an AN1742.1 69.m15045 AO070324000056 0 -136 -119 ATGCTTTTCCTCTTCTAA ATGCTTTTCCTCTTCTAA MLFLF* MLFLF* TTGGTCCCCG CACGGCCTTC 0 G 0 0 0 0 0
7823 3614 an AN1742.1 69.m15045 AO070324000056 0 -88 -56 ATGCCTCGCTCACTATATATTCTTGGCCCGTAA ATGCCTCGCTCACTATATATTCTTGGCCCGTAA MPRSLYILGP* MPRSLYILGP* CATCTCATAT GCCAAGAAGT 0 G 0 0 0 0 0
7825 3614 ao AN1742.1 69.m15045 AO070324000056 0 -220 -167 ATGATACTTTCCCTTTTTCAACACGGTTTGGCTTCCGTCTA

CTCTATGCCGTGA
ATGATACTTTCCCTTTTTCAACACGGTTTGG
CTTCCGTCTACTCTATGCCGTGA

MILSLFQHGLASVYSMP* MILSLFQHGLASVYS
MP*

AACCCCACTC CCCGAATCGT 0 G 0 0 0 0 0

7826 3614 ao AN1742.1 69.m15045 AO070324000056 0 -133 -83 ATGACGGCTGGTAGAAATCTAGTGACTGAAATGATACTTA
GCGAAGTATAA

ATGACGGCTGGTAGAAATCTAGTGACTGAA
ATGATACTTAGCGAAGTATAA

MTAGRNLVTEMILSEV* MTAGRNLVTEMILS
EV*

GGAGTCCTGC AACGGACCTG 0 G 0 0 0 0 0

7827 3614 ao AN1742.1 69.m15045 AO070324000056 0 -103 -83 ATGATACTTAGCGAAGTATAA ATGATACTTAGCGAAGTATAA MILSEV* MILSEV* AGTGACTGAA AACGGACCTG 0 G 0 0 0 0 0
7828 3615 ao AN1731.1 69.m15037 AO070324000062 0 -199 -56 ATGACTTTTTACTATGGTCAAAGAAATGTCATGGAAAGCTA

CCGGTCTAATTTTTCCCCCTCAATTACGGTGGATTCCTCC
GGAAGTACTTATTCATATTTCCGTACTTTTATTCCCTACTTA
ACCATCTTCCTGTCTACTTGA

ATGACTTTTTACTATGGTCAAAGAAATGTCAT
GGAAAGCTACCGGTCTAATTTTTCCCCCTCA
ATTACGGTGGATTCCTCCGGAAGTACTTATT
CATATTTCCGTACTTTTATTCCCTACTTAACC
ATCTTCCTGTCTACTTGA

MTFYYGQRNVMESYRSN
FSPSITVDSSGSTYSYFR
TFIPYLTIFLST*

MTFYYGQRNVMES
YRSNFSPSITVDSS
GSTYSYFRTFIPYLTI
FLST*

ATCTCTAATC CTTGTCCACA 0 E 0 0 0 0 0

7829 3615 ao AN1731.1 69.m15037 AO070324000062 0 -186 -76 ATGGTCAAAGAAATGTCATGGAAAGCTACCGGTCTAATTTT
TCCCCCTCAATTACGGTGGATTCCTCCGGAAGTACTTATT
CATATTTCCGTACTTTTATTCCCTACTTAA

ATGGTCAAAGAAATGTCATGGAAAGCTACC
GGTCTAATTTTTCCCCCTCAATTACGGTGGA
TTCCTCCGGAAGTACTTATTCATATTTCCGTA
CTTTTATTCCCTACTTAA

MVKEMSWKATGLIFPPQ
LRWIPPEVLIHISVLLFPT*

MVKEMSWKATGLIF
PPQLRWIPPEVLIHI
SVLLFPT*

ACTTTTTACT CCATCTTCCT 0 E 0 0 0 0 0

7830 3615 ao AN1731.1 69.m15037 AO070324000062 0 -174 -76 ATGTCATGGAAAGCTACCGGTCTAATTTTTCCCCCTCAATT
ACGGTGGATTCCTCCGGAAGTACTTATTCATATTTCCGTAC
TTTTATTCCCTACTTAA

ATGTCATGGAAAGCTACCGGTCTAATTTTTC
CCCCTCAATTACGGTGGATTCCTCCGGAAG
TACTTATTCATATTTCCGTACTTTTATTCCCT
ACTTAA

MSWKATGLIFPPQLRWIP
PEVLIHISVLLFPT*

MSWKATGLIFPPQL
RWIPPEVLIHISVLLF
PT*

GGTCAAAGAA CCATCTTCCT 0 E 0 0 0 0 0

7831 3615 ao AN1731.1 69.m15037 AO070324000062 0 -169 -56 ATGGAAAGCTACCGGTCTAATTTTTCCCCCTCAATTACGGT
GGATTCCTCCGGAAGTACTTATTCATATTTCCGTACTTTTAT
TCCCTACTTAACCATCTTCCTGTCTACTTGA

ATGGAAAGCTACCGGTCTAATTTTTCCCCCT
CAATTACGGTGGATTCCTCCGGAAGTACTTA
TTCATATTTCCGTACTTTTATTCCCTACTTAA
CCATCTTCCTGTCTACTTGA

MESYRSNFSPSITVDSSG
STYSYFRTFIPYLTIFLST*

MESYRSNFSPSITV
DSSGSTYSYFRTFIP
YLTIFLST*

AAGAAATGTC CTTGTCCACA 0 E 0 0 0 0 0

7832 3616 af AN3923.1 69.m15006 AO070324000119 0 -261 -247 ATGTTTTTGTTTTGA ATGTTTTTGTTTTGA MFLF* MFLF* ACATACAGTT GTTTAGGTTT 0 O 0 0 0 0 0
7837 3619 af AN6634.1 62.m03229 AO070326000086 0 -200 -117 ATGTTATGCCATGAACTGTCAGATTCCCAGGTGTCAAAAG

ATATCGTCATTGCACCCCTGCCAGCCCCAGCCCAACTGG
GCTAA

ATGTTATGCCATGAACTGTCAGATTCCCAGGTGTC
AAAAGATATCGTCATTGCACCCCTGCCAGCCCCAG
CCCAACTGGGCTAA

MLCHELSDSQVSKDIVIA
PLPAPAQLG*

MLCHELSDSQVSKD
IVIAPLPAPAQLG*

CTTTGTGGTG ACTGAGGTCA 0 0 0 0 0 0

7838 3619 af AN6634.1 62.m03229 AO070326000086 0 -190 -41 ATGAACTGTCAGATTCCCAGGTGTCAAAAGATATCGTCATT
GCACCCCTGCCAGCCCCAGCCCAACTGGGCTAAACTGAG
GTCAACCCGGGACGTGTACATTCCTCGAGAATCTACAGGC
TCGCTTGTCATGGCGCAAAGACAACCTTAA

ATGAACTGTCAGATTCCCAGGTGTCAAAAGATATC
GTCATTGCACCCCTGCCAGCCCCAGCCCAACTGG
GCTAAACTGAGGTCAACCCGGGACGTGTACATTCC
TCGAGAATCTACAGGCTCGCTTGTCATGGCGCAAA
GACAACCTTAA

MNCQIPRCQKISSLHPCQ
PQPNWAKLRSTRDVYIP
RESTGSLVMAQRQP*

MNCQIPRCQKISSL
HPCQPQPNWAKLR
STRDVYIPRESTGSL
VMAQRQP*

ATGTTATGCC CTCTCGTCAG 0 0 0 0 0 0

7839 3619 af AN6634.1 62.m03229 AO070326000086 0 -61 -41 ATGGCGCAAAGACAACCTTAA ATGGCGCAAAGACAACCTTAA MAQRQP* MAQRQP* CTCGCTTGTC CTCTCGTCAG 0 0 0 0 0 0
7840 3619 ao AN6634.1 62.m03229 AO070326000086 0 -83 -33 ATGCCCGATAACCTCCCCTCCCATCCAATGGCCCGCGAC

AACAAAATTTGA
ATGCCCGATAACCTCCCCTCCCATCCAATG
GCCCGCGACAACAAAATTTGA

MPDNLPSHPMARDNKI* MPDNLPSHPMARD
NKI*

CCGACCCGCC GTGACAAGAC 0 0 0 0 0 0

7843 3620 af AN4854.1 59.m09119 AO070327000089 0 -95 -75 ATGATCACGAGGAAAAAATAA ATGATCACGAGGAAAAAATAA MITRKK* MITRKK* AGGCATTACT AAGCTTCATT 0  0 0 0 0 0
7842 3620 an AN4854.1 59.m09119 AO070327000089 0 -69 -58 ATGTCTTTATAA ATGTCTTTATAA MSL* MSL* AACTCTTTGA CATCATTTGA 0  0 0 0 0 0
7844 3620 ao AN4854.1 59.m09119 AO070327000089 0 -163 -101 ATGCTAAAAATACCCCTGACCAGCCACACGCTAACCCCTT

CTAGGCAAGTATCTACTTGTTAG
ATGCTAAAAATACCCCTGACCAGCCACACG
CTAACCCCTTCTAGGCAAGTATCTACTTGTT
AG

MLKIPLTSHTLTPSRQVST
C*

MLKIPLTSHTLTPSR
QVSTC*

ACGTACAAAC ACGCGTAAGG 0  0 0 0 0 0

7845 3620 ao AN4854.1 59.m09119 AO070327000089 0 -66 -55 ATGATACAATAA ATGATACAATAA MIQ* MIQ* ATTCCACCCC ACAGCACAAA 0  0 0 0 0 0
7852 3624 af AN7918.1 55.m03095 AO070330000118 0 -132 -31 ATGGCCCCGTCACTCCACTCTACATCTCCACATAAAACAA

CCCCTCCCCTCCCCTCACTCATCCCCTTTCCCAAATCAATT
GAAACAAATTGCATTGAATAA

ATGGCCCCGTCACTCCACTCTACATCTCCACATAA
AACAACCCCTCCCCTCCCCTCACTCATCCCCTTTC
CCAAATCAATTGAAACAAATTGCATTGAATAA

MAPSLHSTSPHKTTPPLP
SLIPFPKSIETNCIE*

MAPSLHSTSPHKTT
PPLPSLIPFPKSIETN
CIE*

GTCCAAGACC TCTACAGTCC 0  0 0 0 0 0

7853 3624 ao AN7918.1 55.m03095 AO070330000118 0 -301 -152 ATGCCGGCGACGATAACAAGAGTATCAGTGATAGCGGGG
AAAGCTCTCGATAAGGTCTATCCCGGTAAACAGCTTCCTC
CGTTATCGGTTCCAGTGTCAGCACAACCTCGACTCATGGT
ATTTACCACGTGGACGGTCATTCTAGGGTGA

ATGCCGGCGACGATAACAAGAGTATCAGTG
ATAGCGGGGAAAGCTCTCGATAAGGTCTAT
CCCGGTAAACAGCTTCCTCCGTTATCGGTT
CCAGTGTCAGCACAACCTCGACTCATGGTA
TTTACCACGTGGACGGTCATTCTAGGGTGA

MPATITRVSVIAGKALDKV
YPGKQLPPLSVPVSAQP
RLMVFTTWTVILG*

MPATITRVSVIAGKA
LDKVYPGKQLPPLS
VPVSAQPRLMVFTT
WTVILG*

GGTATTGCAA GAACATGACT 0  0 0 0 0 0

7854 3624 ao AN7918.1 55.m03095 AO070330000118 0 -187 -152 ATGGTATTTACCACGTGGACGGTCATTCTAGGGTGA ATGGTATTTACCACGTGGACGGTCATTCTAG
GGTGA

MVFTTWTVILG* MVFTTWTVILG* ACCTCGACTC GAACATGACT 0  0 0 0 0 0

7855 3624 ao AN7918.1 55.m03095 AO070330000118 0 -147 -118 ATGACTCAAAGGCCAATTGAGTATAAATAA ATGACTCAAAGGCCAATTGAGTATAAATAA MTQRPIEYK* MTQRPIEYK* GGGTGAGAAC GTGACTAGAG 0  0 0 0 0 0

7856 3625 af AN1182.1 70.m15763 AO070331000182 0 -227 -153 ATGTTGACTTGTTGTCTGTTGATCCTTGAGAGACCAGCCC
GCACAACGAACAACTCCTTCTCTCCTCACCGCTAA

ATGTTGACTTGTTGTCTGTTGATCCTTGAGAGACCA
GCCCGCACAACGAACAACTCCTTCTCTCCTCACCG
CTAA

MLTCCLLILERPARTTNN
SFSPHR*

MLTCCLLILERPART
TNNSFSPHR*

CCAACAGCAA ACTTCAACCC 0 Z 0 0 0 0 0

7857 3625 ao AN1182.1 70.m15763 AO070331000182 0 -221 -207 ATGTTGACTTGTTGA ATGTTGACTTGTTGA MLTC* MLTC* AACTAAGCCA TCCCCTGACG 0 Z 0 0 0 0 0
7859 3627 af AN9079.1 66.m04537 AO070332000200 0 -142 -44 ATGAAACTTGATTTGACTCAGTACGCGCTGGCTAGTGCTT

TGGTCCTAAAACCTCTATCCATGGTCTCCGCATCTTCCCCT
CTCCTAAAGTGCAGTTGA

ATGAAACTTGATTTGACTCAGTACGCGCTGGCTAG
TGCTTTGGTCCTAAAACCTCTATCCATGGTCTCCGC
ATCTTCCCCTCTCCTAAAGTGCAGTTGA

MKLDLTQYALASALVLKP
LSMVSASSPLLKCS*

MKLDLTQYALASAL
VLKPLSMVSASSPLL
KCS*

TCGCGGCTTA ATTCTAAATA 0 R 0 0 0 0 0

7860 3627 af AN9079.1 66.m04537 AO070332000200 0 -82 -44 ATGGTCTCCGCATCTTCCCCTCTCCTAAAGTGCAGTTGA ATGGTCTCCGCATCTTCCCCTCTCCTAAAGTGCAG
TTGA

MVSASSPLLKCS* MVSASSPLLKCS* ACCTCTATCC ATTCTAAATA 0 R 0 0 0 0 0

7858 3627 an AN9079.1 66.m04537 AO070332000200 0 -224 -186 ATGATCTTCCACCGCAACAACGCGCCCCCTTCTTATTGA ATGATCTTCCACCGCAACAACGCGCCCCCTTCTT
ATTGA

MIFHRNNAPPSY* MIFHRNNAPPSY* CAGCAAGACA CTTCACCTGC 0 R 0 0 0 0 0

7863 3631 af AN3791.1 57.m05695 AO070337000241 0 -126 -103 ATGGAACCCATCGTGGTCTGCTGA ATGGAACCCATCGTGGTCTGCTGA MEPIVVC* MEPIVVC* TTTCAAAACC GATGCAGTGT 0 0 0 0 0 0
7864 3631 af AN3791.1 57.m05695 AO070337000241 0 -101 -81 ATGCAGTGTGGGTTGAGCTGA ATGCAGTGTGGGTTGAGCTGA MQCGLS* MQCGLS* GTCTGCTGAG GCTAGATTGG 0 0 0 0 0 0
7861 3631 an AN3791.1 57.m05695 AO070337000241 0 -135 -106 ATGAACCGACACGTCTTCTGTTCGACGTGA ATGAACCGACACGTCTTCTGTTCGACGTGA MNRHVFCST* MNRHVFCST* CCCGAGGCCC TCATTAATAT 0 0 0 0 0 0
7862 3631 an AN3791.1 57.m05695 AO070337000241 0 -97 -86 ATGATTTATTGA ATGATTTATTGA MIY* MIY* GATCATTAAT CGCGGATTTT 0 0 0 0 0 0
7865 3631 ao AN3791.1 57.m05695 AO070337000241 0 -149 -120 ATGTCGTTCGTGAAGACCATGATCTATTAA ATGTCGTTCGTGAAGACCATGATCTATTAA MSFVKTMIY* MSFVKTMIY* TCTGGCGGTT AATGTCGTCG 0 0 0 0 0 0

7866 3631 ao AN3791.1 57.m05695 AO070337000241 0 -131 -120 ATGATCTATTAA ATGATCTATTAA MIY* MIY* CGTGAAGACC AATGTCGTCG 0 0 0 0 0 0
7867 3631 ao AN3791.1 57.m05695 AO070337000241 0 -118 -101 ATGTCGTCGGACAAGTGA ATGTCGTCGGACAAGTGA MSSDK* MSSDK* ATCTATTAAA GCGGTCGTCA 0 0 0 0 0 0
7868 3633 af AN2880.1 59.m08727 AO070338000135 0 -273 -250 ATGCAGGCGGTCTTGTCCTCTTGA ATGCAGGCGGTCTTGTCCTCTTGA MQAVLSS* MQAVLSS* CCGAACCCAC TTGCTGCTGT 0 R 0 0 0 0 0
7870 3633 ao AN2880.1 59.m08727 AO070338000135 0 -124 -29 ATGTCTTATTGCTCTTGCAATATTATCATTCTTTTTTTTTTTT

ACCTTACCCTTTCGCCTTGCCCTTTCCTCTATACTCTAATTT
ATTGCCCTTAA

ATGTCTTATTGCTCTTGCAATATTATCATTCT
TTTTTTTTTTTACCTTACCCTTTCGCCTTGCC
CTTTCCTCTATACTCTAATTTATTGCCCTTAA

MSYCSCNIIILFFFYLTLSP
CPFLYTLIYCP*

MSYCSCNIIILFFFYL
TLSPCPFLYTLIYCP*

CCTCTTTTGG TCCATGTCGC 0 R 0 0 0 0 0

7872 3634 ao AN1548.1 55.m03068 AO070339000306 0 -183 -88 ATGTATAATTTCCAAACTTGCGAGATCGAGATGACAAATAT
GTCCATGGCTACATCAATACAGAAGGCTATAAAGATGGAA
TATCCTTGCGACTAA

ATGTATAATTTCCAAACTTGCGAGATCGAGA
TGACAAATATGTCCATGGCTACATCAATACA
GAAGGCTATAAAGATGGAATATCCTTGCGA
CTAA

MYNFQTCEIEMTNMSMA
TSIQKAIKMEYPCD*

MYNFQTCEIEMTNM
SMATSIQKAIKMEYP
CD*

GAAATAGCCC ACTGGCAAAC 0 IQR 0 0 0 0 0

7873 3634 ao AN1548.1 55.m03068 AO070339000306 0 -153 -88 ATGACAAATATGTCCATGGCTACATCAATACAGAAGGCTAT
AAAGATGGAATATCCTTGCGACTAA

ATGACAAATATGTCCATGGCTACATCAATAC
AGAAGGCTATAAAGATGGAATATCCTTGCGA
CTAA

MTNMSMATSIQKAIKMEY
PCD*

MTNMSMATSIQKAI
KMEYPCD*

CGAGATCGAG ACTGGCAAAC 0 IQR 0 0 0 0 0

7874 3634 ao AN1548.1 55.m03068 AO070339000306 0 -144 -88 ATGTCCATGGCTACATCAATACAGAAGGCTATAAAGATGG
AATATCCTTGCGACTAA

ATGTCCATGGCTACATCAATACAGAAGGCTA
TAAAGATGGAATATCCTTGCGACTAA

MSMATSIQKAIKMEYPCD
*

MSMATSIQKAIKMEY
PCD*

GATGACAAAT ACTGGCAAAC 0 IQR 0 0 0 0 0
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7875 3634 ao AN1548.1 55.m03068 AO070339000306 0 -138 -88 ATGGCTACATCAATACAGAAGGCTATAAAGATGGAATATC
CTTGCGACTAA

ATGGCTACATCAATACAGAAGGCTATAAAGA
TGGAATATCCTTGCGACTAA

MATSIQKAIKMEYPCD* MATSIQKAIKMEYPC
D*

AAATATGTCC ACTGGCAAAC 0 IQR 0 0 0 0 0

7876 3634 ao AN1548.1 55.m03068 AO070339000306 0 -108 -88 ATGGAATATCCTTGCGACTAA ATGGAATATCCTTGCGACTAA MEYPCD* MEYPCD* GGCTATAAAG ACTGGCAAAC 0 IQR 0 0 0 0 0
7878 3635 af AN6136.1 72.m19029 AO070340000066 0 -181 -152 ATGGTGACTGCTTGTTACTCCTTTCTGTGA ATGGTGACTGCTTGTTACTCCTTTCTGTGA MVTACYSFL* MVTACYSFL* CTCATATTTC CTTGGGACAA 0 A 0 0 0 0 0
7879 3635 af AN6136.1 72.m19029 AO070340000066 0 -63 -40 ATGACAAATTGCGACTCCTCCTAA ATGACAAATTGCGACTCCTCCTAA MTNCDSS* MTNCDSS* CCCTCTTATC GAATCGTCGG 0 A 0 0 0 0 0
7877 3635 an AN6136.1 72.m19029 AO070340000066 0 -68 -54 ATGGTAACCGAGTAG ATGGTAACCGAGTAG MVTE* MVTE* TCTCCGAATC CTGTCTGCTG 0 A 0 0 0 0 0
7880 3635 ao AN6136.1 72.m19029 AO070340000066 0 -201 -190 ATGGTAAACTGA ATGGTAAACTGA MVN* MVN* ATCATCGCCT CATCGATGCT 0 A 0 0 0 0 0
7881 3635 ao AN6136.1 72.m19029 AO070340000066 0 -184 -131 ATGCTTGTCATCAATTCTCAAGGATTCTTTGTTTTCGAGGG

TAAGGGGACTTAG
ATGCTTGTCATCAATTCTCAAGGATTCTTTGT
TTTCGAGGGTAAGGGGACTTAG

MLVINSQGFFVFEGKGT* MLVINSQGFFVFEG
KGT*

ACTGACATCG CATAGGTACC 0 A 0 0 0 0 0

7887 3638 af AN1865.1 57.m05754 AO070341000202 0 -270 -121 ATGGCAGCAATGCAAGGCCCCTATCAGGAGACGGGATCA
TCCGCAAGCTTTCCTGTTCAGCCGAAGCTTCGTGTTGCGG
GTGTGACACTGACATTGACACCGTCGGATCACGCAACGG
CAGGGATGATTGGCATGCGATCGATGCATTGA

ATGGCAGCAATGCAAGGCCCCTATCAGGAGACGG
GATCATCCGCAAGCTTTCCTGTTCAGCCGAAGCTT
CGTGTTGCGGGTGTGACACTGACATTGACACCGTC
GGATCACGCAACGGCAGGGATGATTGGCATGCGA
TCGATGCATTGA

MAAMQGPYQETGSSASF
PVQPKLRVAGVTLTLTPS
DHATAGMIGMRSMH*

MAAMQGPYQETGS
SASFPVQPKLRVAG
VTLTLTPSDHATAG
MIGMRSMH*

ACTCAATCGT CCGGTCTTCG 0 R 0 MG04225.1 0 0 0

7888 3638 af AN1865.1 57.m05754 AO070341000202 0 -261 -121 ATGCAAGGCCCCTATCAGGAGACGGGATCATCCGCAAGC
TTTCCTGTTCAGCCGAAGCTTCGTGTTGCGGGTGTGACAC
TGACATTGACACCGTCGGATCACGCAACGGCAGGGATGA
TTGGCATGCGATCGATGCATTGA

ATGCAAGGCCCCTATCAGGAGACGGGATCATCCG
CAAGCTTTCCTGTTCAGCCGAAGCTTCGTGTTGCG
GGTGTGACACTGACATTGACACCGTCGGATCACG
CAACGGCAGGGATGATTGGCATGCGATCGATGCA
TTGA

MQGPYQETGSSASFPVQ
PKLRVAGVTLTLTPSDHA
TAGMIGMRSMH*

MQGPYQETGSSAS
FPVQPKLRVAGVTL
TLTPSDHATAGMIG
MRSMH*

TATGGCAGCA CCGGTCTTCG 0 R 0 MG04225.1 0 0 0

7889 3638 af AN1865.1 57.m05754 AO070341000202 0 -147 -121 ATGATTGGCATGCGATCGATGCATTGA ATGATTGGCATGCGATCGATGCATTGA MIGMRSMH* MIGMRSMH* AACGGCAGGG CCGGTCTTCG 0 R 0 MG04225.1 0 0 0
7890 3638 af AN1865.1 57.m05754 AO070341000202 0 -138 -121 ATGCGATCGATGCATTGA ATGCGATCGATGCATTGA MRSMH* MRSMH* GATGATTGGC CCGGTCTTCG 0 R 0 MG04225.1 0 0 0
7891 3638 ao AN1865.1 57.m05754 AO070341000202 0 -257 -147 ATGGATTTCATACCATATGTTGTTCTGTCACCTAAGTGGAT

AGGTAAACTCCTAGCCTCCCCACAGCCTTGTGCAAACGAC
ACGCGGCAGCGGCAGTTGCGCAAGGGGTGA

ATGGATTTCATACCATATGTTGTTCTGTCAC
CTAAGTGGATAGGTAAACTCCTAGCCTCCC
CACAGCCTTGTGCAAACGACACGCGGCAG
CGGCAGTTGCGCAAGGGGTGA

MDFIPYVVLSPKWIGKLL
ASPQPCANDTRQRQLRK
G*

MDFIPYVVLSPKWIG
KLLASPQPCANDTR
QRQLRKG*

TTATTGCACC CAACAAGCTT 0 R 0 MG04225.1 0 0 0

7892 3638 ao AN1865.1 57.m05754 AO070341000202 0 -241 -215 ATGTTGTTCTGTCACCTAAGTGGATAG ATGTTGTTCTGTCACCTAAGTGGATAG MLFCHLSG* MLFCHLSG* TTCATACCAT GTAAACTCCT 0 R 0 MG04225.1 0 0 0
7894 3639 af AN3712.1 69.m15419 AO070341000341 0 -137 -120 ATGGATCTTCCTTCATAA ATGGATCTTCCTTCATAA MDLPS* MDLPS* CCTGTGTTGG TTCTTCGGGC 0 R 0 0 0 0 0
7893 3639 an AN3712.1 69.m15419 AO070341000341 0 -136 -89 ATGGAGGGGCAAAGTGGGGATCCGTGCTGCTGCAGAAG

CGGCAAATAA
ATGGAGGGGCAAAGTGGGGATCCGTGCTGCTG
CAGAAGCGGCAAATAA

MEGQSGDPCCCRSGK* MEGQSGDPCCCRSGK* GCAAGTGGAC ATATCCTCCT 0 R 0 0 0 0 0

7895 3639 ao AN3712.1 69.m15419 AO070341000341 0 -204 -187 ATGTATATACCGTATTAA ATGTATATACCGTATTAA MYIPY* MYIPY* AATGTAACTT TAATGCCGAT 0 R 0 0 0 0 0
7896 3639 ao AN3712.1 69.m15419 AO070341000341 0 -184 -65 ATGCCGATGAGAAAGTGGGGGAGTGGAGGGGAACTGCA

AAATGGGTATTATTTAAAGATGGGCCGCAGTGTTCCCTCG
GAGCTTGTGATTTCGCAATGTTTATATATTTCGCCAGCATA
G

ATGCCGATGAGAAAGTGGGGGAGTGGAGG
GGAACTGCAAAATGGGTATTATTTAAAGATG
GGCCGCAGTGTTCCCTCGGAGCTTGTGATT
TCGCAATGTTTATATATTTCGCCAGCATAG

MPMRKWGSGGELQNGY
YLKMGRSVPSELVISQCL
YISPA*

MPMRKWGSGGEL
QNGYYLKMGRSVP
SELVISQCLYISPA*

CGTATTAATA TAAGAAACTC 0 R 0 0 0 0 0

7897 3639 ao AN3712.1 69.m15419 AO070341000341 0 -178 -65 ATGAGAAAGTGGGGGAGTGGAGGGGAACTGCAAAATGG
GTATTATTTAAAGATGGGCCGCAGTGTTCCCTCGGAGCTT
GTGATTTCGCAATGTTTATATATTTCGCCAGCATAG

ATGAGAAAGTGGGGGAGTGGAGGGGAACT
GCAAAATGGGTATTATTTAAAGATGGGCCG
CAGTGTTCCCTCGGAGCTTGTGATTTCGCA
ATGTTTATATATTTCGCCAGCATAG

MRKWGSGGELQNGYYL
KMGRSVPSELVISQCLYI
SPA*

MRKWGSGGELQN
GYYLKMGRSVPSEL
VISQCLYISPA*

AATAATGCCG TAAGAAACTC 0 R 0 0 0 0 0

7898 3639 ao AN3712.1 69.m15419 AO070341000341 0 -144 -130 ATGGGTATTATTTAA ATGGGTATTATTTAA MGII* MGII* GAACTGCAAA AGATGGGCCG 0 R 0 0 0 0 0
7899 3639 ao AN3712.1 69.m15419 AO070341000341 0 -127 -65 ATGGGCCGCAGTGTTCCCTCGGAGCTTGTGATTTCGCAAT

GTTTATATATTTCGCCAGCATAG
ATGGGCCGCAGTGTTCCCTCGGAGCTTGTG
ATTTCGCAATGTTTATATATTTCGCCAGCATA
G

MGRSVPSELVISQCLYIS
PA*

MGRSVPSELVISQC
LYISPA*

TTATTTAAAG TAAGAAACTC 0 R 0 0 0 0 0

7901 3641 af AN4094.1 54.m06498 AO070342000095 0 -85 -29 ATGGTCTTGCGACAGCTGTCATCACTCCAACGCTACCCCA
ATACTTTGTCTTGTTGA

ATGGTCTTGCGACAGCTGTCATCACTCCAACGCTA
CCCCAATACTTTGTCTTGTTGA

MVLRQLSSLQRYPNTLS
C*

MVLRQLSSLQRYPN
TLSC*

TGGTAAACGT CGTATATCCC 0 IT 0 0 0 0 0

7900 3641 an AN4094.1 54.m06498 AO070342000095 0 -82 -71 ATGTCGACATAA ATGTCGACATAA MST* MST* GGTCAGCCCA ATACCACGCT 0 IT 0 0 0 0 0
7903 3642 af AN3624.1 58.m07411 AO070342000127 0 -225 -145 ATGATATGCCCTTGTCGGACTTCCGACCACATCCGTCCCT

GTGCTCCCTTCATTGGTCTTTTGTCCGCTATTTATCTTTGA
ATGATATGCCCTTGTCGGACTTCCGACCACATCCG
TCCCTGTGCTCCCTTCATTGGTCTTTTGTCCGCTAT
TTATCTTTGA

MICPCRTSDHIRPCAPFIG
LLSAIYL*

MICPCRTSDHIRPCA
PFIGLLSAIYL*

AAGGGATGAA CGTCAACCCA 0 P 0 0 0 0 0

7904 3642 af AN3624.1 58.m07411 AO070342000127 0 -220 -26 ATGCCCTTGTCGGACTTCCGACCACATCCGTCCCTGTGCT
CCCTTCATTGGTCTTTTGTCCGCTATTTATCTTTGACGTCA
ACCCAGCTTGCTGGAGGCGCTGGCTCCTGGTCTTTCTTTT
CATACAGTCTTGGTCTCCCTTCCATAACAGACCCTCATGC
GGTAACACACTGCAGTACAGCTTCCGTTGCGTAG

ATGCCCTTGTCGGACTTCCGACCACATCCGTCCCT
GTGCTCCCTTCATTGGTCTTTTGTCCGCTATTTATC
TTTGACGTCAACCCAGCTTGCTGGAGGCGCTGGC
TCCTGGTCTTTCTTTTCATACAGTCTTGGTCTCCCT
TCCATAACAGACCCTCATGCGGTAACACACTGCAG
TACAGCTTCCGTTGCGTAG

MPLSDFRPHPSLCSLHW
SFVRYLSLTSTQLAGGAG
SWSFFSYSLGLPSITDPH
AVTHCSTASVA*

MPLSDFRPHPSLCS
LHWSFVRYLSLTST
QLAGGAGSWSFFS
YSLGLPSITDPHAVT
HCSTASVA*

ATGAAATGAT CTTTAGTGAA 0 P 0 0 0 0 0

7902 3642 an AN3624.1 58.m07411 AO070342000127 0 -218 -156 ATGCGGGATTCAAGGATTAAGCCCAGGCGCGTCAGCTCC
GCAAGTTCCGACCCGTCTGATTAA

ATGCGGGATTCAAGGATTAAGCCCAGGCGCGTC
AGCTCCGCAAGTTCCGACCCGTCTGATTAA

MRDSRIKPRRVSSASSD
PSD*

MRDSRIKPRRVSSASSD
PSD*

TCAGCAATAA TCCCCATTCT 0 P 0 0 0 0 0

7907 3643 af AN3583.1 58.m07381 AO070342000166 0 -261 -151 ATGTTGTCTCAGTCATCGACATTGACAAAGCAGGAGTTTTT
CGTGAAGCAAGAACTGATATTCAAATTCTTCTTCTTCTTCC
TATTATCATTGTTACTTGTTAATAACTGA

ATGTTGTCTCAGTCATCGACATTGACAAAGCAGGA
GTTTTTCGTGAAGCAAGAACTGATATTCAAATTCTT
CTTCTTCTTCCTATTATCATTGTTACTTGTTAATAAC
TGA

MLSQSSTLTKQEFFVKQ
ELIFKFFFFFLLSLLLVNN*

MLSQSSTLTKQEFF
VKQELIFKFFFFFLL
SLLLVNN*

CGCAACCACT CTTGAACTTG 0 O FG09156.1 0 NCU03219.1 YNL238W 0

7908 3643 af AN3583.1 58.m07381 AO070342000166 0 -85 -47 ATGGCAGCCAAGTCGTCGTCCTTTATTCCGCCTGACTGA ATGGCAGCCAAGTCGTCGTCCTTTATTCCGCCTGA
CTGA

MAAKSSSFIPPD* MAAKSSSFIPPD* CTTTCCGTTC GAGGACGTTT 0 O FG09156.1 0 NCU03219.1 YNL238W 0

7905 3643 an AN3583.1 58.m07381 AO070342000166 0 -165 -64 ATGAATAGACGGTTGTTTCTATCCTCAATCAATTCTTGTGG
CGTATTGTCATCATTGCTCTCCAGTCTCTGCTTGCGCTGTC
CTCCGATGTCAGGCTGTTAG

ATGAATAGACGGTTGTTTCTATCCTCAATCAATTC
TTGTGGCGTATTGTCATCATTGCTCTCCAGTCTCT
GCTTGCGCTGTCCTCCGATGTCAGGCTGTTAG

MNRRLFLSSINSCGVLSS
LLSSLCLRCPPMSGC*

MNRRLFLSSINSCGVLS
SLLSSLCLRCPPMSGC*

GTATCTGTGG CTGTCCTTAA 0 O FG09156.1 0 NCU03219.1 YNL238W 0

7906 3643 an AN3583.1 58.m07381 AO070342000166 0 -78 -64 ATGTCAGGCTGTTAG ATGTCAGGCTGTTAG MSGC* MSGC* CTGTCCTCCG CTGTCCTTAA 0 O FG09156.1 0 NCU03219.1 YNL238W 0

7909 3643 ao AN3583.1 58.m07381 AO070342000166 0 -75 -34 ATGGCAACTATCTTATTTGTCCTCATCTCGCCTTACTACTG
A

ATGGCAACTATCTTATTTGTCCTCATCTCGC
CTTACTACTGA

MATILFVLISPYY* MATILFVLISPYY* GTTCTTATTG TAGGAGCCTA 0 O FG09156.1 0 NCU03219.1 YNL238W 0

7911 3644 af AN3578.1 58.m07376 AO070342000171 0 -176 -159 ATGGATTTTCATCTCTGA ATGGATTTTCATCTCTGA MDFHL* MDFHL* TTGGAGAGCA GGGCCTGCTC 0 L 0 0 0 0 0
7910 3644 an AN3578.1 58.m07376 AO070342000171 0 -195 -178 ATGGACTCGAAGCTTTGA ATGGACTCGAAGCTTTGA MDSKL* MDSKL* CTGAAGGACA GCTCCTTCTT 0 L 0 0 0 0 0
7912 3644 ao AN3578.1 58.m07376 AO070342000171 0 -174 -157 ATGATATCTGAATGTTAA ATGATATCTGAATGTTAA MISEC* MISEC* ACAGGGAACA ACGCCCTTCT 0 L 0 0 0 0 0
7914 3645 af AN3737.1 69.m15379 AO070342000271 0 -231 -181 ATGTATTCTTTTCCTATGACTGTATTCACCAATGGCACCAA

GGAAGAATAA
ATGTATTCTTTTCCTATGACTGTATTCACCAATGGC
ACCAAGGAAGAATAA

MYSFPMTVFTNGTKEE* MYSFPMTVFTNGTK
EE*

CTTATTTATC CCGCACTGCA 0 S 0 0 0 0 0

7915 3645 af AN3737.1 69.m15379 AO070342000271 0 -216 -181 ATGACTGTATTCACCAATGGCACCAAGGAAGAATAA ATGACTGTATTCACCAATGGCACCAAGGAAGAATA
A

MTVFTNGTKEE* MTVFTNGTKEE* TTCTTTTCCT CCGCACTGCA 0 S 0 0 0 0 0

7916 3645 af AN3737.1 69.m15379 AO070342000271 0 -200 -54 ATGGCACCAAGGAAGAATAACCGCACTGCATCATTTGTTT
GTTCCGATCTCATTCAACATATTCCCATTACATCACGTGAT
AGCGCGACATTTCAGGACGCGTTTCCTCAGTCAGAAGCG
CGGGTTCAGCCTGTGACACTGACCTGA

ATGGCACCAAGGAAGAATAACCGCACTGCATCATT
TGTTTGTTCCGATCTCATTCAACATATTCCCATTACA
TCACGTGATAGCGCGACATTTCAGGACGCGTTTCC
TCAGTCAGAAGCGCGGGTTCAGCCTGTGACACTG
ACCTGA

MAPRKNNRTASFVCSDLI
QHIPITSRDSATFQDAFP
QSEARVQPVTLT*

MAPRKNNRTASFVC
SDLIQHIPITSRDSAT
FQDAFPQSEARVQ
PVTLT*

GTATTCACCA GCCCCCTACA 0 S 0 0 0 0 0

7913 3645 an AN3737.1 69.m15379 AO070342000271 0 -69 -19 ATGACTGAACAACTGGCATCCCACTCAATACATCCTTTCG
CAGTCGATTGA

ATGACTGAACAACTGGCATCCCACTCAATACATC
CTTTCGCAGTCGATTGA

MTEQLASHSIHPFAVD* MTEQLASHSIHPFAVD* TGACTCTCCG CTCTTCTACA 0 S 0 0 0 0 0

7918 3646 af AN8489.1 52.m03751 AO070342000405 0 -236 -141 ATGGCATGCACCATCATGATTGGTGAGCACAGCCTTGGGA
CTTGTATTTCTATTGATGCTGTGAGAATCGGGGCCCTGGT
CTGTTTAGACCGCTGA

ATGGCATGCACCATCATGATTGGTGAGCACAGCCT
TGGGACTTGTATTTCTATTGATGCTGTGAGAATCGG
GGCCCTGGTCTGTTTAGACCGCTGA

MACTIMIGEHSLGTCISID
AVRIGALVCLDR*

MACTIMIGEHSLGTC
ISIDAVRIGALVCLDR
*

ATTGATCACA CCCACTCGGC 0 Q 0 0 0 0 0

7919 3646 af AN8489.1 52.m03751 AO070342000405 0 -231 -211 ATGCACCATCATGATTGGTGA ATGCACCATCATGATTGGTGA MHHHDW* MHHHDW* TCACAATGGC GCACAGCCTT 0 Q 0 0 0 0 0
7920 3646 af AN8489.1 52.m03751 AO070342000405 0 -221 -141 ATGATTGGTGAGCACAGCCTTGGGACTTGTATTTCTATTGA

TGCTGTGAGAATCGGGGCCCTGGTCTGTTTAGACCGCTG
A

ATGATTGGTGAGCACAGCCTTGGGACTTGTATTTC
TATTGATGCTGTGAGAATCGGGGCCCTGGTCTGTT
TAGACCGCTGA

MIGEHSLGTCISIDAVRIG
ALVCLDR*

MIGEHSLGTCISIDA
VRIGALVCLDR*

ATGCACCATC CCCACTCGGC 0 Q 0 0 0 0 0

7921 3646 af AN8489.1 52.m03751 AO070342000405 0 -114 -103 ATGGCAAGCTAA ATGGCAAGCTAA MAS* MAS* ATTTTGCAAA TATATACCTT 0 Q 0 0 0 0 0
7917 3646 an AN8489.1 52.m03751 AO070342000405 0 -173 -144 ATGTGGGCCTCTAGGGCGGATTCGGGCTGA ATGTGGGCCTCTAGGGCGGATTCGGGCTGA MWASRADSG* MWASRADSG* TAGGGGAGCC TTATCACGCC 0 Q 0 0 0 0 0
7922 3646 ao AN8489.1 52.m03751 AO070342000405 0 -246 -82 ATGACGCCCCTAACAAATCCCAATAAACTATGGAGTCCGC

TGGAGCCTCGATCCATCCCTGGTGGGTCGCTTAAATGTGA
ACTCGGTGCCGGTCTGGTTTCAGGCCCCCAGACCCACTC
AAGGGCAATGTGCTTATATACTTCGTTGCCCGTCCCATCC
TCGTGA

ATGACGCCCCTAACAAATCCCAATAAACTAT
GGAGTCCGCTGGAGCCTCGATCCATCCCTG
GTGGGTCGCTTAAATGTGAACTCGGTGCCG
GTCTGGTTTCAGGCCCCCAGACCCACTCAA
GGGCAATGTGCTTATATACTTCGTTGCCCGT
CCCATCCTCGTGA

MTPLTNPNKLWSPLEPR
SIPGGSLKCELGAGLVSG
PQTHSRAMCLYTSLPVP
SS*

MTPLTNPNKLWSPL
EPRSIPGGSLKCEL
GAGLVSGPQTHSR
AMCLYTSLPVPSS*

TCTAAGCAAG GGGAGGATTT 0 Q 0 0 0 0 0

7923 3646 ao AN8489.1 52.m03751 AO070342000405 0 -217 -173 ATGGAGTCCGCTGGAGCCTCGATCCATCCCTGGTGGGTC
GCTTAA

ATGGAGTCCGCTGGAGCCTCGATCCATCCC
TGGTGGGTCGCTTAA

MESAGASIHPWWVA* MESAGASIHPWWV
A*

CCAATAAACT ATGTGAACTC 0 Q 0 0 0 0 0

7924 3646 ao AN8489.1 52.m03751 AO070342000405 0 -120 -82 ATGTGCTTATATACTTCGTTGCCCGTCCCATCCTCGTGA ATGTGCTTATATACTTCGTTGCCCGTCCCAT
CCTCGTGA

MCLYTSLPVPSS* MCLYTSLPVPSS* CTCAAGGGCA GGGAGGATTT 0 Q 0 0 0 0 0

7925 3647 af AN2164.1 72.m20017 AO070343000224 0 -245 -30 ATGAACAATATACTCACCGCCTCCCCTTTTGCGTTGTGTG
CGTCCACCATCTTCTGCCCCTCCTACGCGACAATAATCAT
TCACGTCGTATCAATTTGTATCTTCAATCGCAGGTCAATTG
CAGGCGCCATCGATCAGCAGGCGTTTTTCTCTACAGGTAG
CTGCTCTGAGGCCTTGGCTTCAATTTGTGGAACATCTACC
ATTCTCTTCCGGTAG

ATGAACAATATACTCACCGCCTCCCCTTTTGCGTTG
TGTGCGTCCACCATCTTCTGCCCCTCCTACGCGAC
AATAATCATTCACGTCGTATCAATTTGTATCTTCAAT
CGCAGGTCAATTGCAGGCGCCATCGATCAGCAGG
CGTTTTTCTCTACAGGTAGCTGCTCTGAGGCCTTG
GCTTCAATTTGTGGAACATCTACCATTCTCTTCCGG
TAG

MNNILTASPFALCASTIFC
PSYATIIIHVVSICIFNRRSI
AGAIDQQAFFSTGSCSEA
LASICGTSTILFR*

MNNILTASPFALCAS
TIFCPSYATIIIHVVSI
CIFNRRSIAGAIDQQ
AFFSTGSCSEALASI
CGTSTILFR*

AGTCGTTATA CCTGCACTAC 0 UY 0 0 0 0 0

7926 3647 ao AN2164.1 72.m20017 AO070343000224 0 -229 -173 ATGAAATTCCACTCACCGCTTCCTTTTCTGCCTGGTTCTAT
CATCTGCCCCTCCTAA

ATGAAATTCCACTCACCGCTTCCTTTTCTGC
CTGGTTCTATCATCTGCCCCTCCTAA

MKFHSPLPFLPGSIICPS* MKFHSPLPFLPGSII
CPS*

GTTTGCTCCC CAACGCGCCA 0 UY 0 0 0 0 0

7927 3648 an AN2017.1 58.m07625 AO070202000010 0 -168 -130 ATGGATGATCGCCGCGGGACGTGCCACAGCATGGTTTGA ATGGATGATCGCCGCGGGACGTGCCACAGCATG
GTTTGA

MDDRRGTCHSMV* MDDRRGTCHSMV* CTAAAGTCAA CTCTTGCTTG 0 G 0 0 0 0 0

7928 3648 an AN2017.1 58.m07625 AO070202000010 0 -164 -66 ATGATCGCCGCGGGACGTGCCACAGCATGGTTTGACTCT
TGCTTGTCTTGTGAATCCGTGATTTTCCCGTCGAGTTCGAA
ACCTCGAAGATTAAATTGA

ATGATCGCCGCGGGACGTGCCACAGCATGGTTT
GACTCTTGCTTGTCTTGTGAATCCGTGATTTTCCC
GTCGAGTTCGAAACCTCGAAGATTAAATTGA

MIAAGRATAWFDSCLSC
ESVIFPSSSKPRRLN*

MIAAGRATAWFDSCLSC
ESVIFPSSSKPRRLN*

AGTCAAATGG GTCAAGGCCG 0 G 0 0 0 0 0

7929 3648 ao AN2017.1 58.m07625 AO070202000010 0 -196 -173 ATGTTTTGCCTTCACGGCAGGTAG ATGTTTTGCCTTCACGGCAGGTAG MFCLHGR* MFCLHGR* TTGACGGGGA CACAAATCGA 0 G 0 0 0 0 0
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7930 3648 ao AN2017.1 58.m07625 AO070202000010 0 -163 -47 ATGGGAACGGGACGGGCCATCAATTGTGAGGGATTTCCC
GTGGACACCTGGTTCGTCAAGACATATACATCTAGCTACA
ATTCCGGTTCGGAGACGGCAGAGGGGTCCGTTTCTTAA

ATGGGAACGGGACGGGCCATCAATTGTGA
GGGATTTCCCGTGGACACCTGGTTCGTCAA
GACATATACATCTAGCTACAATTCCGGTTCG
GAGACGGCAGAGGGGTCCGTTTCTTAA

MGTGRAINCEGFPVDTW
FVKTYTSSYNSGSETAEG
SVS*

MGTGRAINCEGFPV
DTWFVKTYTSSYNS
GSETAEGSVS*

GCACAAATCG AAGAACAACT 0 G 0 0 0 0 0

7934 3649 af AN3080.1 59.m08918 AO070224000006 0 -153 -7 ATGATGTCGAACAAGATCCTCGGTGATCCCAACTTCATAG
AAGACGCTTTCTGCGCGTCTGAATTTACTGCTGGTGCTCG
ACGGATTGATGCATTGATCAGTCATTGTCCCTTCTCTCCTC
TCAGTCCCACGGTATCCGCGTTATGA

ATGATGTCGAACAAGATCCTCGGTGATCCCAACTT
CATAGAAGACGCTTTCTGCGCGTCTGAATTTACTG
CTGGTGCTCGACGGATTGATGCATTGATCAGTCAT
TGTCCCTTCTCTCCTCTCAGTCCCACGGTATCCGC
GTTATGA

MMSNKILGDPNFIEDAFC
ASEFTAGARRIDALISHCP
FSPLSPTVSAL*

MMSNKILGDPNFIE
DAFCASEFTAGARR
IDALISHCPFSPLSPT
VSAL*

CAGTTGCTTG AGCAGCATGG 0 U 0 0 0 0 0

7935 3649 af AN3080.1 59.m08918 AO070224000006 0 -150 -7 ATGTCGAACAAGATCCTCGGTGATCCCAACTTCATAGAAG
ACGCTTTCTGCGCGTCTGAATTTACTGCTGGTGCTCGACG
GATTGATGCATTGATCAGTCATTGTCCCTTCTCTCCTCTCA
GTCCCACGGTATCCGCGTTATGA

ATGTCGAACAAGATCCTCGGTGATCCCAACTTCAT
AGAAGACGCTTTCTGCGCGTCTGAATTTACTGCTG
GTGCTCGACGGATTGATGCATTGATCAGTCATTGT
CCCTTCTCTCCTCTCAGTCCCACGGTATCCGCGTT
ATGA

MSNKILGDPNFIEDAFCA
SEFTAGARRIDALISHCPF
SPLSPTVSAL*

MSNKILGDPNFIEDA
FCASEFTAGARRID
ALISHCPFSPLSPTV
SAL*

TTGCTTGATG AGCAGCATGG 0 U 0 0 0 0 0

7931 3649 an AN3080.1 59.m08918 AO070224000006 0 -160 -137 ATGATTTGTTTAGGATGGCCTTGA ATGATTTGTTTAGGATGGCCTTGA MICLGWP* MICLGWP* AGTAATTCCG AAGGTGGTCA 0 U 0 0 0 0 0
7932 3649 an AN3080.1 59.m08918 AO070224000006 0 -146 -51 ATGGCCTTGAAAGGTGGTCATTTCAGATCAGAGCATCCTC

TCCTCATAGCTTTTCTGAGGGCGCATATTCTCTTCTCAGTA
ATGGCCCGGTGCTGA

ATGGCCTTGAAAGGTGGTCATTTCAGATCAGAGC
ATCCTCTCCTCATAGCTTTTCTGAGGGCGCATAT
TCTCTTCTCAGTAATGGCCCGGTGCTGA

MALKGGHFRSEHPLLIAF
LRAHILFSVMARC*

MALKGGHFRSEHPLLIA
FLRAHILFSVMARC*

TTTGTTTAGG GACTCTTTAC 0 U 0 0 0 0 0

7933 3649 an AN3080.1 59.m08918 AO070224000006 0 -65 -51 ATGGCCCGGTGCTGA ATGGCCCGGTGCTGA MARC* MARC* CTTCTCAGTA GACTCTTTAC 0 U 0 0 0 0 0
7936 3649 ao AN3080.1 59.m08918 AO070224000006 0 -223 -158 ATGCCCCGTGCCAGCTTCGGAACAACATATGTCCGTCGG

CTTCAGATTAGGTGGTCAGTTGCTTGA
ATGCCCCGTGCCAGCTTCGGAACAACATAT
GTCCGTCGGCTTCAGATTAGGTGGTCAGTT
GCTTGA

MPRASFGTTYVRRLQIR
WSVA*

MPRASFGTTYVRRL
QIRWSVA*

AGGGTGTAGC TTGGGTTAAC 0 U 0 0 0 0 0

7937 3649 ao AN3080.1 59.m08918 AO070224000006 0 -195 -10 ATGTCCGTCGGCTTCAGATTAGGTGGTCAGTTGCTTGATT
GGGTTAACGGATTTGTTTGGATATACTCCGTACTTGTCGC
CCTTTTCGCCGAAACTCCCTTTAGTGATGGTCCGGTGCTG
ATCGGTGTGGGCTGTAAAAGACCTACCTTCCTCATTTCTC
CTTCCCTGAGTCTGTTCACAAAATAA

ATGTCCGTCGGCTTCAGATTAGGTGGTCAG
TTGCTTGATTGGGTTAACGGATTTGTTTGGA
TATACTCCGTACTTGTCGCCCTTTTCGCCGA
AACTCCCTTTAGTGATGGTCCGGTGCTGAT
CGGTGTGGGCTGTAAAAGACCTACCTTCCT
CATTTCTCCTTCCCTGAGTCTGTTCACAAAA
TAA

MSVGFRLGGQLLDWVN
GFVWIYSVLVALFAETPF
SDGPVLIGVGCKRPTFLIS
PSLSLFTK*

MSVGFRLGGQLLD
WVNGFVWIYSVLVA
LFAETPFSDGPVLIG
VGCKRPTFLISPSLS
LFTK*

GGAACAACAT TGAAGCACTA 0 U 0 0 0 0 0

7938 3649 ao AN3080.1 59.m08918 AO070224000006 0 -89 -75 ATGGTCCGGTGCTGA ATGGTCCGGTGCTGA MVRC* MVRC* CCCTTTAGTG TCGGTGTGGG 0 U 0 0 0 0 0
7944 3651 af AN1349.1 70.m14884 AO070237000012 0 -287 -183 ATGCACGCAATAGATCTGACGTTGAACAGCTTTCCATATG

GCGAACTTCCCTTTTCAGAGATATGTCGTCATTCTTTTTGG
GCTTGTGTGAAGTGGGATTTCTGA

ATGCACGCAATAGATCTGACGTTGAACAGCTTTCC
ATATGGCGAACTTCCCTTTTCAGAGATATGTCGTCA
TTCTTTTTGGGCTTGTGTGAAGTGGGATTTCTGA

MHAIDLTLNSFPYGELPF
SEICRHSFWACVKWDF*

MHAIDLTLNSFPYGE
LPFSEICRHSFWAC
VKWDF*

ACAGCTCATT GTGGCTTCTT 0 A 0 0 0 0 0

7941 3651 an AN1349.1 70.m14884 AO070237000012 0 -391 -329 ATGTTTTATTTTTCATTCTCGATACACAGCTTTCGTTCCTTT
GCCCCAACATTCATTGCCTGA

ATGTTTTATTTTTCATTCTCGATACACAGCTTTCGT
TCCTTTGCCCCAACATTCATTGCCTGA

MFYFSFSIHSFRSFAPTFI
A*

MFYFSFSIHSFRSFAPTF
IA*

ACAACAGTGT ATATTTTTTT 0 A 0 0 0 0 0

7961 3653 af AN1407.1 55.m02914 AO070242000010 0 -255 -202 ATGAGTCCCACGGTTCTGATTGGTACCGGGGTCCCTGTGT
CGCTGGTAAACTAA

ATGAGTCCCACGGTTCTGATTGGTACCGGGGTCC
CTGTGTCGCTGGTAAACTAA

MSPTVLIGTGVPVSLVN* MSPTVLIGTGVPVSL
VN*

TTACCAATTC TAGATGGTGT 0 S 0 0 0 0 0

7962 3653 af AN1407.1 55.m02914 AO070242000010 0 -198 -175 ATGGTGTCTGTTTTGGTGTGGTAG ATGGTGTCTGTTTTGGTGTGGTAG MVSVLVW* MVSVLVW* AAACTAATAG CCTCCTCGGC 0 S 0 0 0 0 0
7963 3653 af AN1407.1 55.m02914 AO070242000010 0 -122 -60 ATGGAAGCATGCCTAGACTACATAAAATATTGCCTCCCCC

CACTCTTCTGTAAGAAATGCTGA
ATGGAAGCATGCCTAGACTACATAAAATATTGCCTC
CCCCCACTCTTCTGTAAGAAATGCTGA

MEACLDYIKYCLPPLFCK
KC*

MEACLDYIKYCLPPL
FCKKC*

GGAGCTTTGC CGTTTAGCAT 0 S 0 0 0 0 0

7964 3653 af AN1407.1 55.m02914 AO070242000010 0 -114 -70 ATGCCTAGACTACATAAAATATTGCCTCCCCCCACTCTTCT
GTAA

ATGCCTAGACTACATAAAATATTGCCTCCCCCCACT
CTTCTGTAA

MPRLHKILPPPTLL* MPRLHKILPPPTLL* GCATGGAAGC GAAATGCTGA 0 S 0 0 0 0 0

7960 3653 an AN1407.1 55.m02914 AO070242000010 0 -128 -84 ATGTTATTCCGAGACCCCCCCTCCCCCCGCCACCACTATC
ATTGA

ATGTTATTCCGAGACCCCCCCTCCCCCCGCCAC
CACTATCATTGA

MLFRDPPSPRHHYH* MLFRDPPSPRHHYH* TCTTGGGGCA GTTTTGACTT 0 S 0 0 0 0 0

7965 3653 ao AN1407.1 55.m02914 AO070242000010 0 -194 -180 ATGTTTGGGTTTTAG ATGTTTGGGTTTTAG MFGF* MFGF* ATTCTATCGG ATCTTTTATA 0 S 0 0 0 0 0
7966 3653 ao AN1407.1 55.m02914 AO070242000010 0 -156 -145 ATGGATTCATAG ATGGATTCATAG MDS* MDS* AATTCTTGAG AGTTTAGACT 0 S 0 0 0 0 0
7967 3653 ao AN1407.1 55.m02914 AO070242000010 0 -108 -49 ATGGCCGTTCTCCATCCCCATAGTAAATTTACCCCTCGTCT

AGAAAACATACAATTGTGA
ATGGCCGTTCTCCATCCCCATAGTAAATTTA
CCCCTCGTCTAGAAAACATACAATTGTGA

MAVLHPHSKFTPRLENIQ
L*

MAVLHPHSKFTPRL
ENIQL*

ATTGTTCCAC TTTCCTACCC 0 S 0 0 0 0 0

7969 3658 af AN3837.1 62.m03106 AO070270000016 0 -173 -153 ATGCAATGGCAGCTACTCTAA ATGCAATGGCAGCTACTCTAA MQWQLL* MQWQLL* CAGTTGAGCA TGACCGTGAC 0 G 0 0 0 0 0
7970 3658 af AN3837.1 62.m03106 AO070270000016 0 -168 -124 ATGGCAGCTACTCTAATGACCGTGACAGCATCAACGAATT

CATGA
ATGGCAGCTACTCTAATGACCGTGACAGCATCAAC
GAATTCATGA

MAATLMTVTASTNS* MAATLMTVTASTNS
*

GAGCAATGCA CGGGTGGCTA 0 G 0 0 0 0 0

7971 3658 af AN3837.1 62.m03106 AO070270000016 0 -153 -124 ATGACCGTGACAGCATCAACGAATTCATGA ATGACCGTGACAGCATCAACGAATTCATGA MTVTASTNS* MTVTASTNS* AGCTACTCTA CGGGTGGCTA 0 G 0 0 0 0 0
7972 3658 af AN3837.1 62.m03106 AO070270000016 0 -127 -113 ATGACGGGTGGCTAG ATGACGGGTGGCTAG MTGG* MTGG* CAACGAATTC AGTCTATTTA 0 G 0 0 0 0 0
7968 3658 an AN3837.1 62.m03106 AO070270000016 0 -63 -22 ATGTTCTTTATTGGCAAACATTTCTTTCGACATCGACACTG

A
ATGTTCTTTATTGGCAAACATTTCTTTCGACATCG
ACACTGA

MFFIGKHFFRHRH* MFFIGKHFFRHRH* ATCGGTGACG GCATCTTTCT 0 G 0 0 0 0 0

7973 3658 ao AN3837.1 62.m03106 AO070270000016 0 -220 -194 ATGCATACCTGCACCACCATACTATAG ATGCATACCTGCACCACCATACTATAG MHTCTTIL* MHTCTTIL* CAACCCGTTT GCTTTCTGCC 0 G 0 0 0 0 0
7975 3659 af AN6550.1 62.m03123 AO070270000035 0 -165 -88 ATGAAGTCTGGCTATCGCCTATATACGCTCTTGAGGTCTTT

GATTCATTTTTACTTGGCTGATCGCTGTGTTGGATAA
ATGAAGTCTGGCTATCGCCTATATACGCTCTTGAG
GTCTTTGATTCATTTTTACTTGGCTGATCGCTGTGT
TGGATAA

MKSGYRLYTLLRSLIHFYL
ADRCVG*

MKSGYRLYTLLRSLI
HFYLADRCVG*

TCATTGGTCG TCGCATCCAA 0 J 0 0 0 0 0

7974 3659 an AN6550.1 62.m03123 AO070270000035 0 -179 -120 ATGGTGGTGCCACCTGCCAGTCATCTTTTAGTGTTGTCGA
TCCGCTGTTTTCTGATATAG

ATGGTGGTGCCACCTGCCAGTCATCTTTTAGTGT
TGTCGATCCGCTGTTTTCTGATATAG

MVVPPASHLLVLSIRCFLI
*

MVVPPASHLLVLSIRCFL
I*

AGATATAAGG AAGAGCCTGA 0 J 0 0 0 0 0

7976 3659 ao AN6550.1 62.m03123 AO070270000035 0 -229 -212 ATGAGTGTGGTGCACTGA ATGAGTGTGGTGCACTGA MSVVH* MSVVH* TTGGTGAGTC ATAAAGAACT 0 J 0 0 0 0 0
7977 3659 ao AN6550.1 62.m03123 AO070270000035 0 -160 -146 ATGAACCTCCGTTGA ATGAACCTCCGTTGA MNLR* MNLR* TCATTCCACT CCTTTAGTGC 0 J 0 0 0 0 0
7978 3659 ao AN6550.1 62.m03123 AO070270000035 0 -121 -104 ATGCATTGTGCTTGTTAG ATGCATTGTGCTTGTTAG MHCAC* MHCAC* GTTTCGTCTC TCATTTACAC 0 J 0 0 0 0 0
7980 3661 an AN1096.1 70.m15136 AO070285000048 0 -195 -139 ATGTTGTTACTGGATCCGCCTGGCCTGGTTACGACCTACT

GCTACTATACTAGTTGA
ATGTTGTTACTGGATCCGCCTGGCCTGGTTACGA
CCTACTGCTACTATACTAGTTGA

MLLLDPPGLVTTYCYYTS
*

MLLLDPPGLVTTYCYYT
S*

CCGACGCTGA GTGTCAATAA 0 WV 0 0 0 0 0

7981 3661 ao AN1096.1 70.m15136 AO070285000048 0 -87 -67 ATGCCAATGGGAGTTCCATGA ATGCCAATGGGAGTTCCATGA MPMGVP* MPMGVP* TTCGCGGTTG GAAGCTGTGT 0 WV 0 0 0 0 0
7979 3661 conserved AN1096.1 70.m15136 AO070285000048 0 -94 -80 -81 -67 -81 -67 ATGrGAbTyyCATGA ATGAGATTTCCATGA ATGAGACTCTCATGA ATGGGAGTTCCATGA Mrfp* MRFP* MRLS* MGVP* bhkvdkksvA sArkCkdksy 0 WV 0 0 0 0 0

7982 3662 an AN7494.1 57.m05849 AO070287000022 0 -208 -173 ATGAACACGAGGACCTATATGATCAATCTGAACTAG ATGAACACGAGGACCTATATGATCAATCTGAACT
AG

MNTRTYMINLN* MNTRTYMINLN* GCCTTTGACG AGGTTCCAGA 0 R 0 0 0 0 0

7983 3662 an AN7494.1 57.m05849 AO070287000022 0 -190 -173 ATGATCAATCTGAACTAG ATGATCAATCTGAACTAG MINLN* MINLN* GAGGACCTAT AGGTTCCAGA 0 R 0 0 0 0 0
7984 3662 an AN7494.1 57.m05849 AO070287000022 0 -151 -125 ATGAGCGGCGGCAGTTTAGCGCGGTAG ATGAGCGGCGGCAGTTTAGCGCGGTAG MSGGSLAR* MSGGSLAR* TTGTTCTGCG ACGCATCTAG 0 R 0 0 0 0 0
7986 3663 af AN7479.1 57.m05859 AO070287000036 0 -126 -97 ATGACTCACCCGAAGGAGGATGGTGATTGA ATGACTCACCCGAAGGAGGATGGTGATTGA MTHPKEDGD* MTHPKEDGD* GTTGCATTTC GCTGGCATGA 0 J FG08865.1 MG08897.1 0 0 0
7987 3663 af AN7479.1 57.m05859 AO070287000036 0 -107 -87 ATGGTGATTGAGCTGGCATGA ATGGTGATTGAGCTGGCATGA MVIELA* MVIELA* CCGAAGGAGG TCCCACGAAC 0 J FG08865.1 MG08897.1 0 0 0
7985 3663 an AN7479.1 57.m05859 AO070287000036 0 -136 -104 ATGCTAATTCGTGTGACTCAGACCCTAGATTGA ATGCTAATTCGTGTGACTCAGACCCTAGATTGA MLIRVTQTLD* MLIRVTQTLD* GTTCTCAGAA CTCACAATCT 0 J FG08865.1 MG08897.1 0 0 0

7990 3665 af AN4975.1 59.m08878 AO070288000042 0 -144 -13 ATGGAGTTCTCCGCATCCCGCATAAGAGGGGTGACTCTC
CCAGCTGTGTATATCTTCCCCTCTGGCTTTCTTGCGATCTT
CTTCAATCCATTGGTCAACTGGGATAGAGAGATACTGCAG
CGAAGACCTTGA

ATGGAGTTCTCCGCATCCCGCATAAGAGGGGTGA
CTCTCCCAGCTGTGTATATCTTCCCCTCTGGCTTTC
TTGCGATCTTCTTCAATCCATTGGTCAACTGGGATA
GAGAGATACTGCAGCGAAGACCTTGA

MEFSASRIRGVTLPAVYIF
PSGFLAIFFNPLVNWDRE
ILQRRP*

MEFSASRIRGVTLP
AVYIFPSGFLAIFFNP
LVNWDREILQRRP*

GCGACTAGTT TTTGAGGAAG 0 R FG08428.1 0 0 0 0

7988 3665 an AN4975.1 59.m08878 AO070288000042 0 -249 -46 ATGAGCTCGAAAGGGCAAGTGGTCGCAGCGGGCCGCCC
GATGCCGGAAAGCGAATTGCAGATCGGCTTATCTTCGGC
CACTTTTTCTTGGAGATCAGTCCATATCTTGGGGAAGAGA
CAGCTGGATTCTCTTTCAGCTCCCCAATTCGCATTCTGTAC
CCTTCAGAGCAAAAACCAGCAAGGAAAGAAAGCAGCTCA
GTGTTAA

ATGAGCTCGAAAGGGCAAGTGGTCGCAGCGGG
CCGCCCGATGCCGGAAAGCGAATTGCAGATCGG
CTTATCTTCGGCCACTTTTTCTTGGAGATCAGTCC
ATATCTTGGGGAAGAGACAGCTGGATTCTCTTTC
AGCTCCCCAATTCGCATTCTGTACCCTTCAGAGC
AAAAACCAGCAAGGAAAGAAAGCAGCTCAGTGTT
AA

MSSKGQVVAAGRPMPE
SELQIGLSSATFSWRSVH
ILGKRQLDSLSAPQFAFC
TLQSKNQQGKKAAQC*

MSSKGQVVAAGRPMPE
SELQIGLSSATFSWRSV
HILGKRQLDSLSAPQFA
FCTLQSKNQQGKKAAQ
C*

TGCGAAAGCG AGAACACTGC 0 R FG08428.1 0 0 0 0

7989 3665 an AN4975.1 59.m08878 AO070288000042 0 -210 -46 ATGCCGGAAAGCGAATTGCAGATCGGCTTATCTTCGGCCA
CTTTTTCTTGGAGATCAGTCCATATCTTGGGGAAGAGACA
GCTGGATTCTCTTTCAGCTCCCCAATTCGCATTCTGTACCC
TTCAGAGCAAAAACCAGCAAGGAAAGAAAGCAGCTCAGTG
TTAA

ATGCCGGAAAGCGAATTGCAGATCGGCTTATCTT
CGGCCACTTTTTCTTGGAGATCAGTCCATATCTT
GGGGAAGAGACAGCTGGATTCTCTTTCAGCTCC
CCAATTCGCATTCTGTACCCTTCAGAGCAAAAAC
CAGCAAGGAAAGAAAGCAGCTCAGTGTTAA

MPESELQIGLSSATFSWR
SVHILGKRQLDSLSAPQF
AFCTLQSKNQQGKKAAQ
C*

MPESELQIGLSSATFSW
RSVHILGKRQLDSLSAP
QFAFCTLQSKNQQGKK
AAQC*

GGGCCGCCCG AGAACACTGC 0 R FG08428.1 0 0 0 0

7991 3665 ao AN4975.1 59.m08878 AO070288000042 0 -137 -117 ATGGAGCCACTATTTTTTTAA ATGGAGCCACTATTTTTTTAA MEPLFF* MEPLFF* CGCTCCGAAC AGGTTCCCCA 0 R FG08428.1 0 0 0 0
7992 3667 af AN1706.1 58.m07796 AO070305000044 0 -189 -88 ATGGATTGTGCTCCTTGCTTTGTCTCGATTGCTTGCAATTT

CCTCGACCAGATGTCTTCTGCTGCCCAATGTCGGATCTGT
GAGAGTATCTGGGCTTCCTGA

ATGGATTGTGCTCCTTGCTTTGTCTCGATTGCTTGC
AATTTCCTCGACCAGATGTCTTCTGCTGCCCAATGT
CGGATCTGTGAGAGTATCTGGGCTTCCTGA

MDCAPCFVSIACNFLDQ
MSSAAQCRICESIWAS*

MDCAPCFVSIACNF
LDQMSSAAQCRICE
SIWAS*

CTTGGCGTTG CGCTGGCAAC 0 O 0 0 0 0 0

7993 3667 af AN1706.1 58.m07796 AO070305000044 0 -138 -88 ATGTCTTCTGCTGCCCAATGTCGGATCTGTGAGAGTATCT
GGGCTTCCTGA

ATGTCTTCTGCTGCCCAATGTCGGATCTGTGAGAG
TATCTGGGCTTCCTGA

MSSAAQCRICESIWAS* MSSAAQCRICESIW
AS*

CCTCGACCAG CGCTGGCAAC 0 O 0 0 0 0 0

7994 3667 af AN1706.1 58.m07796 AO070305000044 0 -121 -107 ATGTCGGATCTGTGA ATGTCGGATCTGTGA MSDL* MSDL* CTGCTGCCCA GAGTATCTGG 0 O 0 0 0 0 0
7996 3667 ao AN1706.1 58.m07796 AO070305000044 0 -98 -39 ATGGTCGCTCCTTTGTTGTGGATCTGTTCGAATTCGGGCT

TATCCTCGGTCGTCGCTTGA
ATGGTCGCTCCTTTGTTGTGGATCTGTTCGA
ATTCGGGCTTATCCTCGGTCGTCGCTTGA

MVAPLLWICSNSGLSSVV
A*

MVAPLLWICSNSGL
SSVVA*

GCTATCGTTT ACAGGGATCG 0 O 0 0 0 0 0

7999 3669 af AN1476.1 55.m02978 AO070306000099 0 -85 -53 ATGAGTTGGGGGGGGATCACGGAAAGATCATAA ATGAGTTGGGGGGGGATCACGGAAAGATCATAA MSWGGITERS* MSWGGITERS* CTGAAGATTG TTTCATATGA 0 R 0 0 0 0 0

7997 3669 an AN1476.1 55.m02978 AO070306000099 0 -118 -62 ATGTGGAGCCAGCGTTCTTACTGCATCAACATCAAAGAGA
TAGCTTTGGACCTTTGA

ATGTGGAGCCAGCGTTCTTACTGCATCAACATCA
AAGAGATAGCTTTGGACCTTTGA

MWSQRSYCINIKEIALDL* MWSQRSYCINIKEIALDL
*

CGTTGTTGCG ACCTATCTGT 0 R 0 0 0 0 0

8002 3673 af AN0118.1 71.m15397 AO070311000095 0 -224 -213 ATGATCATCTAA ATGATCATCTAA MII* MII* CAAAAGGGTC CTGATTCCTG 0 Z 0 0 0 0 0
8003 3673 ao AN0118.1 71.m15397 AO070311000095 0 -209 -198 ATGAACTCTTAA ATGAACTCTTAA MNS* MNS* AGAACAGAGC CTACCACTAC 0 Z 0 0 0 0 0
8005 3674 af AN8145.1 71.m15392 AO070311000100 0 -167 -129 ATGATCTCCAACATGGTATCCACCCTGATATCATCCTGA ATGATCTCCAACATGGTATCCACCCTGATATCATCC

TGA
MISNMVSTLISS* MISNMVSTLISS* TGTCATTGTC TGGCGCTGTG 0 S 0 0 0 YML079W 0

8006 3674 af AN8145.1 71.m15392 AO070311000100 0 -155 -129 ATGGTATCCACCCTGATATCATCCTGA ATGGTATCCACCCTGATATCATCCTGA MVSTLISS* MVSTLISS* GATCTCCAAC TGGCGCTGTG 0 S 0 0 0 YML079W 0
8007 3674 af AN8145.1 71.m15392 AO070311000100 0 -129 -76 ATGGCGCTGTGTGGCTCCGACATGATACAATTTTATCTTGT

ATCTACTCGGTAG
ATGGCGCTGTGTGGCTCCGACATGATACAATTTTA
TCTTGTATCTACTCGGTAG

MALCGSDMIQFYLVSTR* MALCGSDMIQFYLV
STR*

TATCATCCTG AAACGAACAA 0 S 0 0 0 YML079W 0

8008 3674 af AN8145.1 71.m15392 AO070311000100 0 -108 -76 ATGATACAATTTTATCTTGTATCTACTCGGTAG ATGATACAATTTTATCTTGTATCTACTCGGTAG MIQFYLVSTR* MIQFYLVSTR* TGGCTCCGAC AAACGAACAA 0 S 0 0 0 YML079W 0
8004 3674 an AN8145.1 71.m15392 AO070311000100 0 -205 -164 ATGGGATCGCCCGTCAGATCAGTCTGGCCCAAACACACAT

AA
ATGGGATCGCCCGTCAGATCAGTCTGGCCCAAA
CACACATAA

MGSPVRSVWPKHT* MGSPVRSVWPKHT* ATGTCAAGTG GAGGAGATCA 0 S 0 0 0 YML079W 0

177
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8009 3674 ao AN8145.1 71.m15392 AO070311000100 0 -206 -177 ATGATTCCAAGATGCAATGTAGAACTGTGA ATGATTCCAAGATGCAATGTAGAACTGTGA MIPRCNVEL* MIPRCNVEL* CGCTATATAC TCCCTCATGA 0 S 0 0 0 YML079W 0

8010 3674 ao AN8145.1 71.m15392 AO070311000100 0 -195 -157 ATGCAATGTAGAACTGTGATCCCTCATGAATTTGGCTGA ATGCAATGTAGAACTGTGATCCCTCATGAAT
TTGGCTGA

MQCRTVIPHEFG* MQCRTVIPHEFG* TGATTCCAAG CTTCCTGTAT 0 S 0 0 0 YML079W 0

8011 3674 ao AN8145.1 71.m15392 AO070311000100 0 -170 -126 ATGAATTTGGCTGACTTCCTGTATCCTGATAAGCTCCATGA
GTGA

ATGAATTTGGCTGACTTCCTGTATCCTGATA
AGCTCCATGAGTGA

MNLADFLYPDKLHE* MNLADFLYPDKLHE
*

GTGATCCCTC GGTCATCGGG 0 S 0 0 0 YML079W 0

8012 3674 ao AN8145.1 71.m15392 AO070311000100 0 -133 -65 ATGAGTGAGGTCATCGGGACATTTATAAGCATGATTTATAG
ACGTCTGGGCGAGTTCCGTCTTACATAG

ATGAGTGAGGTCATCGGGACATTTATAAGC
ATGATTTATAGACGTCTGGGCGAGTTCCGT
CTTACATAG

MSEVIGTFISMIYRRLGEF
RLT*

MSEVIGTFISMIYRR
LGEFRLT*

GATAAGCTCC TATGCTCCAA 0 S 0 0 0 YML079W 0

8016 3675 af AN1007.1 70.m15225 AO070312000026 0 -206 -171 ATGGGCGGATGCAATCGTAGCAGGGTTCGCCGATGA ATGGGCGGATGCAATCGTAGCAGGGTTCGCCGAT
GA

MGGCNRSRVRR* MGGCNRSRVRR* AGGCTCGAAC CAATAAATTA 0 C 0 0 0 0 0

8017 3675 af AN1007.1 70.m15225 AO070312000026 0 -198 -187 ATGCAATCGTAG ATGCAATCGTAG MQS* MQS* ACATGGGCGG CAGGGTTCGC 0 C 0 0 0 0 0
8018 3675 af AN1007.1 70.m15225 AO070312000026 0 -174 -157 ATGACAATAAATTATTAG ATGACAATAAATTATTAG MTINY* MTINY* GGGTTCGCCG CAGAAATAAA 0 C 0 0 0 0 0
8019 3675 af AN1007.1 70.m15225 AO070312000026 0 -146 -84 ATGCAACTGACTGGTTGCGTTTCGTCCATGCCAACTCAAC

GAAGAGCTGTAGATTGTATATGA
ATGCAACTGACTGGTTGCGTTTCGTCCATGCCAAC
TCAACGAAGAGCTGTAGATTGTATATGA

MQLTGCVSSMPTQRRAV
DCI*

MQLTGCVSSMPTQ
RRAVDCI*

CAGAAATAAA GCAGAGAGGT 0 C 0 0 0 0 0

8020 3675 af AN1007.1 70.m15225 AO070312000026 0 -119 -84 ATGCCAACTCAACGAAGAGCTGTAGATTGTATATGA ATGCCAACTCAACGAAGAGCTGTAGATTGTATATG
A

MPTQRRAVDCI* MPTQRRAVDCI* CGTTTCGTCC GCAGAGAGGT 0 C 0 0 0 0 0

8021 3675 af AN1007.1 70.m15225 AO070312000026 0 -87 -13 ATGAGCAGAGAGGTCCTCAGCCGTCCCCTAAAAGAGTTCA
TTCTGGTAATGAGCTGTGGTCAATACTGGCGTTGA

ATGAGCAGAGAGGTCCTCAGCCGTCCCCTAAAAG
AGTTCATTCTGGTAATGAGCTGTGGTCAATACTGG
CGTTGA

MSREVLSRPLKEFILVMS
CGQYWR*

MSREVLSRPLKEFIL
VMSCGQYWR*

TAGATTGTAT GACTTCGTCA 0 C 0 0 0 0 0

8015 3675 an AN1007.1 70.m15225 AO070312000026 0 -152 -117 ATGCCACGGAGATACAATCACCAAGGCGTTTGGTGA ATGCCACGGAGATACAATCACCAAGGCGTTTGGT
GA

MPRRYNHQGVW* MPRRYNHQGVW* TCATGCTCCG CTCGTTGTGC 0 C 0 0 0 0 0

8023 3675 ao AN1007.1 70.m15225 AO070312000026 0 -169 -74 ATGGTGTCCACGGAGATGAGAGGCCCGATCCTGGATCTT
GGCACCAGTAGGGTCTTGCCATATCGGATGATAGATCATG
GGGGACATACTCCTTGA

ATGGTGTCCACGGAGATGAGAGGCCCGAT
CCTGGATCTTGGCACCAGTAGGGTCTTGCC
ATATCGGATGATAGATCATGGGGGACATAC
TCCTTGA

MVSTEMRGPILDLGTSRV
LPYRMIDHGGHTP*

MVSTEMRGPILDLG
TSRVLPYRMIDHGG
HTP*

CCACGACCTC TAAATAAAAA 0 C 0 0 0 0 0

8024 3675 ao AN1007.1 70.m15225 AO070312000026 0 -154 -74 ATGAGAGGCCCGATCCTGGATCTTGGCACCAGTAGGGTC
TTGCCATATCGGATGATAGATCATGGGGGACATACTCCTT
GA

ATGAGAGGCCCGATCCTGGATCTTGGCACC
AGTAGGGTCTTGCCATATCGGATGATAGAT
CATGGGGGACATACTCCTTGA

MRGPILDLGTSRVLPYRM
IDHGGHTP*

MRGPILDLGTSRVL
PYRMIDHGGHTP*

GTCCACGGAG TAAATAAAAA 0 C 0 0 0 0 0

8025 3675 ao AN1007.1 70.m15225 AO070312000026 0 -103 -74 ATGATAGATCATGGGGGACATACTCCTTGA ATGATAGATCATGGGGGACATACTCCTTGA MIDHGGHTP* MIDHGGHTP* GCCATATCGG TAAATAAAAA 0 C 0 0 0 0 0

8026 3675 ao AN1007.1 70.m15225 AO070312000026 0 -93 -67 ATGGGGGACATACTCCTTGATAAATAA ATGGGGGACATACTCCTTGATAAATAA MGDILLDK* MGDILLDK* ATGATAGATC AAACGTCCGC 0 C 0 0 0 0 0
8028 3677 af AN6853.1 71.m15279 AO070314000087 0 -143 -90 ATGAGGATTGACGAAACGACGAAAAAGCAAAGAAGAAAAG

TTCTGATCCTGTGA
ATGAGGATTGACGAAACGACGAAAAAGCAAAGAAG
AAAAGTTCTGATCCTGTGA

MRIDETTKKQRRKVLIL* MRIDETTKKQRRKV
LIL*

GTCGATCTCG CATAAGTTCA 0 I FG05890.1 0 0 0 0

8027 3677 an AN6853.1 71.m15279 AO070314000087 0 -229 -164 ATGTTCACTAACAATGTAAGCTGTCCTGACGATCATCGCAA
CAAAACCCCCAATCAAACAAGCTAA

ATGTTCACTAACAATGTAAGCTGTCCTGACGATC
ATCGCAACAAAACCCCCAATCAAACAAGCTAA

MFTNNVSCPDDHRNKTP
NQTS*

MFTNNVSCPDDHRNKT
PNQTS*

CATTACGCCG GCTTCGGAAG 0 I FG05890.1 0 0 0 0

8030 3677 ao AN6853.1 71.m15279 AO070314000087 0 -216 -40 ATGATTATTACTGTGTATGTCGAACGATCATCCTGTGGGC
CTGTCGATCAACAGAGCCTACTCAGCGCTGAAACTTGCGC
GGAAAAGAACAAAACTCCCAGGGGAGCTGCCATTGTCTC
CGGTCTATATTATCCGAGCCATTGCCCCCTGAATTACAGC
CTAGAGTACTTCCCATAG

ATGATTATTACTGTGTATGTCGAACGATCAT
CCTGTGGGCCTGTCGATCAACAGAGCCTAC
TCAGCGCTGAAACTTGCGCGGAAAAGAACA
AAACTCCCAGGGGAGCTGCCATTGTCTCCG
GTCTATATTATCCGAGCCATTGCCCCCTGAA
TTACAGCCTAGAGTACTTCCCATAG

MIITVYVERSSCGPVDQQ
SLLSAETCAEKNKTPRGA
AIVSGLYYPSHCPLNYSL
EYFP*

MIITVYVERSSCGPV
DQQSLLSAETCAEK
NKTPRGAAIVSGLY
YPSHCPLNYSLEYF
P*

TACTCCGTCT ATTTGAACTT 0 I FG05890.1 0 0 0 0

8031 3677 ao AN6853.1 71.m15279 AO070314000087 0 -200 -66 ATGTCGAACGATCATCCTGTGGGCCTGTCGATCAACAGAG
CCTACTCAGCGCTGAAACTTGCGCGGAAAAGAACAAAACT
CCCAGGGGAGCTGCCATTGTCTCCGGTCTATATTATCCGA
GCCATTGCCCCCTGA

ATGTCGAACGATCATCCTGTGGGCCTGTCG
ATCAACAGAGCCTACTCAGCGCTGAAACTT
GCGCGGAAAAGAACAAAACTCCCAGGGGA
GCTGCCATTGTCTCCGGTCTATATTATCCGA
GCCATTGCCCCCTGA

MSNDHPVGLSINRAYSAL
KLARKRTKLPGELPLSPV
YIIRAIAP*

MSNDHPVGLSINRA
YSALKLARKRTKLP
GELPLSPVYIIRAIAP
*

ATTACTGTGT ATTACAGCCT 0 I FG05890.1 0 0 0 0

8032 3678 af AN0043.1 71.m15318 AO070314000122 0 -203 -162 ATGGGCGGCTTCAAATTGTCACCTTGTCGCCCATGCGCTT
AG

ATGGGCGGCTTCAAATTGTCACCTTGTCGCCCATG
CGCTTAG

MGGFKLSPCRPCA* MGGFKLSPCRPCA* CAATAAATTT CAGTGCATCC 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8033 3678 af AN0043.1 71.m15318 AO070314000122 0 -171 -85 ATGCGCTTAGCAGTGCATCCATATAGATCATTTTCCTTTTT
CTCGGTATGCTTAGAGCTCAGAGATTTGGTGATTTTGGTC
TGCTGA

ATGCGCTTAGCAGTGCATCCATATAGATCATTTTCC
TTTTTCTCGGTATGCTTAGAGCTCAGAGATTTGGTG
ATTTTGGTCTGCTGA

MRLAVHPYRSFSFFSVCL
ELRDLVILVC*

MRLAVHPYRSFSFF
SVCLELRDLVILVC*

CTTGTCGCCC CAAGGTGTCT 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8034 3678 af AN0043.1 71.m15318 AO070314000122 0 -124 -38 ATGCTTAGAGCTCAGAGATTTGGTGATTTTGGTCTGCTGA
CAAGGTGTCTAATAGATCCGGCTATGTGCATGCCAGCGAT
CCTCTGA

ATGCTTAGAGCTCAGAGATTTGGTGATTTTGGTCTG
CTGACAAGGTGTCTAATAGATCCGGCTATGTGCAT
GCCAGCGATCCTCTGA

MLRAQRFGDFGLLTRCLI
DPAMCMPAIL*

MLRAQRFGDFGLLT
RCLIDPAMCMPAIL*

TTTTCTCGGT AGCAGAAACG 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8035 3678 af AN0043.1 71.m15318 AO070314000122 0 -61 -38 ATGTGCATGCCAGCGATCCTCTGA ATGTGCATGCCAGCGATCCTCTGA MCMPAIL* MCMPAIL* AGATCCGGCT AGCAGAAACG 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8037 3678 ao AN0043.1 71.m15318 AO070314000122 0 -184 -143 ATGTATGTGCTATTACCTCTTATCCTTCTATTGTCATTTTAG ATGTATGTGCTATTACCTCTTATCCTTCTATT
GTCATTTTAG

MYVLLPLILLLSF* MYVLLPLILLLSF* GGTTAGGGAA CTAATTGTTT 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8038 3678 ao AN0043.1 71.m15318 AO070314000122 0 -180 -139 ATGTGCTATTACCTCTTATCCTTCTATTGTCATTTTAGCTAA ATGTGCTATTACCTCTTATCCTTCTATTGTCA
TTTTAGCTAA

MCYYLLSFYCHFS* MCYYLLSFYCHFS* AGGGAAATGT TTGTTTGACG 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8039 3678 ao AN0043.1 71.m15318 AO070314000122 0 -93 -61 ATGCTATTTCATCCTCTCTCCGGGGTTTTCTAG ATGCTATTTCATCCTCTCTCCGGGGTTTTCT
AG

MLFHPLSGVF* MLFHPLSGVF* CGTACCCGCA TTCGACCGCA 0 I FG02725.1 MG05031.1 NCU09517.1 0 0

8040 3679 af AN8672.1 62.m03398 AO070315000089 0 -79 -11 ATGCTCTCTTTCCGCCGTCCTAATACAACACGGTCACCTC
CGGTTTATGCCCTTCTCACAAGGGCTTGA

ATGCTCTCTTTCCGCCGTCCTAATACAACACGGTC
ACCTCCGGTTTATGCCCTTCTCACAAGGGCTTGA

MLSFRRPNTTRSPPVYAL
LTRA*

MLSFRRPNTTRSPP
VYALLTRA*

ATTGGAGCGG AGCCGCGTAA 0 R 0 0 0 0 0

8042 3679 ao AN8672.1 62.m03398 AO070315000089 0 -75 -52 ATGCTCGCCCTCCACCTTTTTTAG ATGCTCGCCCTCCACCTTTTTTAG MLALHLF* MLALHLF* CTTGGAGCGG TACATAACGG 0 R 0 0 0 0 0
8044 3680 af AN4581.1 57.m05499 AO070316000164 0 -251 -237 ATGCAGTCTCAATGA ATGCAGTCTCAATGA MQSQ* MQSQ* TAAGTATCGG GATTTTGCCT 0 T 0 0 0 0 0
8045 3680 af AN4581.1 57.m05499 AO070316000164 0 -240 -106 ATGAGATTTTGCCTATCAGTATCTCTCCCCAGCTGCCCAAT

GTCTCGCTGCGCTCTCGACCTTCGTGCTACACAGCCTACG
CTGTCATGGTGGGGAGACAAATCTCCGCAACCTTGCCCA
CACCGCCTTTGCTGA

ATGAGATTTTGCCTATCAGTATCTCTCCCCAGCTGC
CCAATGTCTCGCTGCGCTCTCGACCTTCGTGCTAC
ACAGCCTACGCTGTCATGGTGGGGAGACAAATCTC
CGCAACCTTGCCCACACCGCCTTTGCTGA

MRFCLSVSLPSCPMSRC
ALDLRATQPTLSWWGDK
SPQPCPHRLC*

MRFCLSVSLPSCPM
SRCALDLRATQPTL
SWWGDKSPQPCP
HRLC*

TGCAGTCTCA GTGCCGCCTC 0 T 0 0 0 0 0

8046 3680 af AN4581.1 57.m05499 AO070316000164 0 -201 -106 ATGTCTCGCTGCGCTCTCGACCTTCGTGCTACACAGCCTA
CGCTGTCATGGTGGGGAGACAAATCTCCGCAACCTTGCC
CACACCGCCTTTGCTGA

ATGTCTCGCTGCGCTCTCGACCTTCGTGCTACACA
GCCTACGCTGTCATGGTGGGGAGACAAATCTCCG
CAACCTTGCCCACACCGCCTTTGCTGA

MSRCALDLRATQPTLSW
WGDKSPQPCPHRLC*

MSRCALDLRATQPT
LSWWGDKSPQPCP
HRLC*

CAGCTGCCCA GTGCCGCCTC 0 T 0 0 0 0 0

8047 3680 af AN4581.1 57.m05499 AO070316000164 0 -154 -65 ATGGTGGGGAGACAAATCTCCGCAACCTTGCCCACACCG
CCTTTGCTGAGTGCCGCCTCCGCTCCGCAACTTTTTTTTC
CGACGGCATAA

ATGGTGGGGAGACAAATCTCCGCAACCTTGCCCA
CACCGCCTTTGCTGAGTGCCGCCTCCGCTCCGCA
ACTTTTTTTTCCGACGGCATAA

MVGRQISATLPTPPLLSA
ASAPQLFFPTA*

MVGRQISATLPTPPL
LSAASAPQLFFPTA*

CTACGCTGTC AAATTACCAG 0 T 0 0 0 0 0

8050 3683 af AN7993.1 53.m03854 AO070322000053 0 -246 -196 ATGAAGCCCCGTATCATTGCTTGCTGGTATCTGGGCAACG
TTGCGGTCTGA

ATGAAGCCCCGTATCATTGCTTGCTGGTATCTGGG
CAACGTTGCGGTCTGA

MKPRIIACWYLGNVAV* MKPRIIACWYLGNV
AV*

TACCCAAAGA TTTCCTTGTG 0 U FG06778.1 0 NCU01172.1 0 0

8051 3683 ao AN7993.1 53.m03854 AO070322000053 0 -252 -178 ATGCTGAGGTCCCGAAAGCACGCTCCCCAAGGTTGGATT
ACTTGTGCTTGCGCAGTTGGTGACGTTGCATGTTAA

ATGCTGAGGTCCCGAAAGCACGCTCCCCAA
GGTTGGATTACTTGTGCTTGCGCAGTTGGT
GACGTTGCATGTTAA

MLRSRKHAPQGWITCAC
AVGDVAC*

MLRSRKHAPQGWIT
CACAVGDVAC*

GCCGGCTGTC GCGACTCCTG 0 U FG06778.1 0 NCU01172.1 0 0

8052 3683 ao AN7993.1 53.m03854 AO070322000053 0 -184 -59 ATGTTAAGCGACTCCTGTTTGAAGTCTCGCTTGGTTACCAA
AGCTGTGGCAGCGGGAACTCATTGGAGGAACGCTTGCTC
TCGGTCCCACCTGGACTATTCTACAGTTGTCCTCTTGTCAT
GTTGA

ATGTTAAGCGACTCCTGTTTGAAGTCTCGCT
TGGTTACCAAAGCTGTGGCAGCGGGAACTC
ATTGGAGGAACGCTTGCTCTCGGTCCCACC
TGGACTATTCTACAGTTGTCCTCTTGTCATG
TTGA

MLSDSCLKSRLVTKAVAA
GTHWRNACSRSHLDYST
VVLLSC*

MLSDSCLKSRLVTK
AVAAGTHWRNACS
RSHLDYSTVVLLSC*

GTGACGTTGC GATAACGACG 0 U FG06778.1 0 NCU01172.1 0 0

8049 3683 conserved AN7993.1 53.m03854 AO070322000053 0 -57 -46 -63 -52 -65 -54 ATGyTrAGdTrr ATGCTGAGGTGA ATGTTAAGTTAG ATGTTGAGATAA MLr* MLR* MLS* MLR* TsCbCkTGTC hGwsrhybws 0 U FG06778.1 0 NCU01172.1 0 0

8074 3686 ao AN7729.1 71.m15765 AO070325000156 0 -66 -34 ATGACTCCCTTTTCCTTCCTTCTTGTGGGTTGA ATGACTCCCTTTTCCTTCCTTCTTGTGGGTT
GA

MTPFSFLLVG* MTPFSFLLVG* GGGAGATTTT AAGGGATAGG 0 Q 0 0 0 YDR135C 0

8076 3687 af AN8637.1 62.m03219 AO070326000073 0 -244 -44 ATGATCGTGATCACTGGATCCAGCCGAGGCCGACTGTGC
CAGGGTGACGTTGACGGTCCGCCAACGTCAGAACGTCAC
AATAACGTGCGTCACAGCTCTGGGCATACCAAAGAGCACT
TATTACACACCATCGAAGCCAGCAGAGATGTTGAAGAGAC
GTTCTTGTCAAGTGGGCGCTGTCAGTTCTTCACAGATCTTT
AA

ATGATCGTGATCACTGGATCCAGCCGAGGCCGAC
TGTGCCAGGGTGACGTTGACGGTCCGCCAACGTC
AGAACGTCACAATAACGTGCGTCACAGCTCTGGGC
ATACCAAAGAGCACTTATTACACACCATCGAAGCC
AGCAGAGATGTTGAAGAGACGTTCTTGTCAAGTGG
GCGCTGTCAGTTCTTCACAGATCTTTAA

MIVITGSSRGRLCQGDVD
GPPTSERHNNVRHSSGH
TKEHLLHTIEASRDVEETF
LSSGRCQFFTDL*

MIVITGSSRGRLCQ
GDVDGPPTSERHN
NVRHSSGHTKEHLL
HTIEASRDVEETFLS
SGRCQFFTDL*

AGATCGCTGG CTTAAATTTG 0 P 0 MG10061.1 NCU08791.1 0 0

8077 3687 af AN8637.1 62.m03219 AO070326000073 0 -99 -22 ATGTTGAAGAGACGTTCTTGTCAAGTGGGCGCTGTCAGTT
CTTCACAGATCTTTAACTTAAATTTGATATTACCGTGA

ATGTTGAAGAGACGTTCTTGTCAAGTGGGCGCTGT
CAGTTCTTCACAGATCTTTAACTTAAATTTGATATTA
CCGTGA

MLKRRSCQVGAVSSSQI
FNLNLILP*

MLKRRSCQVGAVS
SSQIFNLNLILP*

GCCAGCAGAG TCGTCAATCC 0 P 0 MG10061.1 NCU08791.1 0 0

8075 3687 an AN8637.1 62.m03219 AO070326000073 0 -154 -110 ATGTCACGACAAGCCATCCGTAGATCCTGCAACAACAGGA
TATAA

ATGTCACGACAAGCCATCCGTAGATCCTGCAACA
ACAGGATATAA

MSRQAIRRSCNNRI* MSRQAIRRSCNNRI* TAGGGCTGTG AGGTCGCCAG 0 P 0 MG10061.1 NCU08791.1 0 0

8078 3687 ao AN8637.1 62.m03219 AO070326000073 0 -232 -221 ATGTCAACGTGA ATGTCAACGTGA MST* MST* AACCAGTTCG CGTTCATCAA 0 P 0 MG10061.1 NCU08791.1 0 0

8079 3687 ao AN8637.1 62.m03219 AO070326000073 0 -103 -80 ATGCAAGTAATGACCGTTTCATGA ATGCAAGTAATGACCGTTTCATGA MQVMTVS* MQVMTVS* TTCTTTTCTC ACATAGCCTC 0 P 0 MG10061.1 NCU08791.1 0 0

8080 3687 ao AN8637.1 62.m03219 AO070326000073 0 -94 -80 ATGACCGTTTCATGA ATGACCGTTTCATGA MTVS* MTVS* CATGCAAGTA ACATAGCCTC 0 P 0 MG10061.1 NCU08791.1 0 0

8081 3687 ao AN8637.1 62.m03219 AO070326000073 0 -83 -57 ATGAACATAGCCTCGATCCCACCTTAA ATGAACATAGCCTCGATCCCACCTTAA MNIASIPP* MNIASIPP* TGACCGTTTC TCTATCTCCG 0 P 0 MG10061.1 NCU08791.1 0 0

8084 3688 af AN6623.1 62.m03222 AO070326000077 0 -207 -76 ATGAGCCGCTTTCTGGACGGCCTTATTCCTTCCCAATCCG
GCCGAGCGAGACCCAATATTTATCTCCGCACTTTGAACTT
TCTCGAGACCATTGAGCAGCATAGAGATTGGATTATCAGT
CGGTCTGCCTAG

ATGAGCCGCTTTCTGGACGGCCTTATTCCTTCCCA
ATCCGGCCGAGCGAGACCCAATATTTATCTCCGCA
CTTTGAACTTTCTCGAGACCATTGAGCAGCATAGA
GATTGGATTATCAGTCGGTCTGCCTAG

MSRFLDGLIPSQSGRAR
PNIYLRTLNFLETIEQHRD
WIISRSA*

MSRFLDGLIPSQSG
RARPNIYLRTLNFLE
TIEQHRDWIISRSA*

TTGGAAGTAC TACAAGAAGT 0 R 0 0 0 0 0

8082 3688 an AN6623.1 62.m03222 AO070326000077 0 -194 -168 ATGATTAAAACCGACAATGAGGATTGA ATGATTAAAACCGACAATGAGGATTGA MIKTDNED* MIKTDNED* TCTGTCTTCT ATACGACATT 0 R 0 0 0 0 0
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8083 3688 an AN6623.1 62.m03222 AO070326000077 0 -178 -140 ATGAGGATTGAATACGACATTATAACCAACCATTTATAA ATGAGGATTGAATACGACATTATAACCAACCATTT
ATAA

MRIEYDIITNHL* MRIEYDIITNHL* AAAACCGACA CGCAGTTTTC 0 R 0 0 0 0 0

8087 3689 af AN2772.1 59.m09271 AO070327000014 0 -192 -175 ATGATCACCAAAAGTTGA ATGATCACCAAAAGTTGA MITKS* MITKS* GAAAATACTC TCCTGCCGCG 0 DO FG06074.1 MG03314.1 0 0 0
8088 3689 af AN2772.1 59.m09271 AO070327000014 0 -71 ATGGATATGATCCCAATCCTGGCTCCTCTTGCCAGAGAAA

TTTTGAGTTTACTCGCAATTCCGCGTCGATAA
ATGGATATGATCCCAATCCTGGCTCCTCTTGCCAG
AGAAATTTTGAGTTTACTCGCAATTCCGCGTCGATA
A

MDMIPILAPLAREILSLLAI
PRR*

MDMIPILAPLAREILS
LLAIPRR*

TGGATTGACA TGGCGTGCGT 0 DO FG06074.1 MG03314.1 0 0 0

8089 3689 af AN2772.1 59.m09271 AO070327000014 0 -65 ATGATCCCAATCCTGGCTCCTCTTGCCAGAGAAATTTTGA
GTTTACTCGCAATTCCGCGTCGATAA

ATGATCCCAATCCTGGCTCCTCTTGCCAGAGAAAT
TTTGAGTTTACTCGCAATTCCGCGTCGATAA

MIPILAPLAREILSLLAIPR
R*

MIPILAPLAREILSLL
AIPRR*

GACAATGGAT TGGCGTGCGT 0 DO FG06074.1 MG03314.1 0 0 0

8085 3689 an AN2772.1 59.m09271 AO070327000014 0 -252 -211 ATGCCGCCGAGCGTCTTCTGTATTTACTACGGACTTCAGT
GA

ATGCCGCCGAGCGTCTTCTGTATTTACTACGGAC
TTCAGTGA

MPPSVFCIYYGLQ* MPPSVFCIYYGLQ* AGAAAGAAAA CCGCGTCCAC 0 DO FG06074.1 MG03314.1 0 0 0

8090 3689 ao AN2772.1 59.m09271 AO070327000014 0 -78 -34 ATGGGTAATGAACATGTTCTCGCTCCTGGCTGCCATTGCC
AGTGA

ATGGGTAATGAACATGTTCTCGCTCCTGGCT
GCCATTGCCAGTGA

MGNEHVLAPGCHCQ* MGNEHVLAPGCHC
Q*

GACACTGCTG TTCAACCACG 0 DO FG06074.1 MG03314.1 0 0 0

8092 3690 af AN5592.1 58.m07516 AO070328000011 0 -135 -58 ATGATCGACATTATTCCCTTTGGCCGACGATTTGCATCTCT
TTCGACCTCCTTCCTTCGATCTGCTGCGCGGATCTGA

ATGATCGACATTATTCCCTTTGGCCGACGATTTGCA
TCTCTTTCGACCTCCTTCCTTCGATCTGCTGCGCG
GATCTGA

MIDIIPFGRRFASLSTSFL
RSAARI*

MIDIIPFGRRFASLST
SFLRSAARI*

CTCGTGATCC TACGACTCAC 0 T FG10511.1 0 0 0 0

8091 3690 an AN5592.1 58.m07516 AO070328000011 0 -181 -89 ATGCTTGACTTGACGACAACTGTCGTACAACCTCCGCTGG
CCGCTACTACTCCATCCTTTTCTGTCCTTTCTTCGACTGCT
GCGCAGATTTGA

ATGCTTGACTTGACGACAACTGTCGTACAACCTC
CGCTGGCCGCTACTACTCCATCCTTTTCTGTCCT
TTCTTCGACTGCTGCGCAGATTTGA

MLDLTTTVVQPPLAATTP
SFSVLSSTAAQI*

MLDLTTTVVQPPLAATT
PSFSVLSSTAAQI*

TCAGTAATCC ACCTCCCATA 0 T FG10511.1 0 0 0 0

8093 3690 ao AN5592.1 58.m07516 AO070328000011 0 -143 -81 ATGCTCGACGTGATTCTTGTACAACCACATCTATCGTCGCT
ATCCACTCACTCCCTTTGTTAG

ATGCTCGACGTGATTCTTGTACAACCACATC
TATCGTCGCTATCCACTCACTCCCTTTGTTA
G

MLDVILVQPHLSSLSTHS
LC*

MLDVILVQPHLSSLS
THSLC*

TCTGTAATCC TCTGCTGCGC 0 T FG10511.1 0 0 0 0

8094 3691 af AN5568.1 58.m07492 AO070328000040 0 -180 -166 ATGAGAACTAATTAG ATGAGAACTAATTAG MRTN* MRTN* GGGGGAAAAA CTAAGAGAAA 0  0 0 0 0 0
8096 3693 an AN0465.1 54.m06603 AO070328000172 0 -269 -96 ATGGAGCATTACGACAGGGGAGCAGAGGCAGAACTCTCG

ATGTTGCTACTTTTTTTGCTTGGAACAACTTCCTTGAAAGAT
TCTTTTCTGAATGCGGCTGGGAAACTGCGAATTGGATATC
CAGCGAAAGGTTACCGACAGACTCACGGCCATCGATACC
ACTCAGCGGGATAG

ATGGAGCATTACGACAGGGGAGCAGAGGCAGAA
CTCTCGATGTTGCTACTTTTTTTGCTTGGAACAAC
TTCCTTGAAAGATTCTTTTCTGAATGCGGCTGGG
AAACTGCGAATTGGATATCCAGCGAAAGGTTACC
GACAGACTCACGGCCATCGATACCACTCAGCGG
GATAG

MEHYDRGAEAELSMLLL
FLLGTTSLKDSFLNAAGK
LRIGYPAKGYRQTHGHR
YHSAG*

MEHYDRGAEAELSMLLL
FLLGTTSLKDSFLNAAG
KLRIGYPAKGYRQTHGH
RYHSAG*

ACAAGAGGGA AATTGAAGGC 0 J 0 0 0 0 0

8097 3693 an AN0465.1 54.m06603 AO070328000172 0 -230 -96 ATGTTGCTACTTTTTTTGCTTGGAACAACTTCCTTGAAAGAT
TCTTTTCTGAATGCGGCTGGGAAACTGCGAATTGGATATC
CAGCGAAAGGTTACCGACAGACTCACGGCCATCGATACC
ACTCAGCGGGATAG

ATGTTGCTACTTTTTTTGCTTGGAACAACTTCCTT
GAAAGATTCTTTTCTGAATGCGGCTGGGAAACTG
CGAATTGGATATCCAGCGAAAGGTTACCGACAGA
CTCACGGCCATCGATACCACTCAGCGGGATAG

MLLLFLLGTTSLKDSFLN
AAGKLRIGYPAKGYRQTH
GHRYHSAG*

MLLLFLLGTTSLKDSFLN
AAGKLRIGYPAKGYRQT
HGHRYHSAG*

AGAACTCTCG AATTGAAGGC 0 J 0 0 0 0 0

8098 3693 an AN0465.1 54.m06603 AO070328000172 0 -72 -40 ATGATCAGCTTCGCTTGTTTCGACTCGTGCTAA ATGATCAGCTTCGCTTGTTTCGACTCGTGCTAA MISFACFDSC* MISFACFDSC* CGGACATTAG TCAATTATCC 0 J 0 0 0 0 0
8099 3694 ao AN4779.1 59.m09204 AO070329000071 0 -95 -66 ATGAAAGTTGCCTTTTCTCTGTTCTGCTAG ATGAAAGTTGCCTTTTCTCTGTTCTGCTAG MKVAFSLFC* MKVAFSLFC* GTTCTGTTTT AAGCATTTAT 0 S 0 0 0 0 0
8100 3695 af AN9486.1 59.m09213 AO070329000083 0 -216 -130 ATGCTTAAGTTCTTTGTGCCGGAATGTGGAAGCCTCAGGC

AACCCTCTGAAAGGCGATTAATCAAGATGAGTCAGCGCCG
GAGGTAA

ATGCTTAAGTTCTTTGTGCCGGAATGTGGAAGCCT
CAGGCAACCCTCTGAAAGGCGATTAATCAAGATGA
GTCAGCGCCGGAGGTAA

MLKFFVPECGSLRQPSE
RRLIKMSQRRR*

MLKFFVPECGSLRQ
PSERRLIKMSQRRR
*

ATCCTACTCC TCGTTGAGTC 0 H 0 0 0 YOR196C 0

8101 3695 af AN9486.1 59.m09213 AO070329000083 0 -193 -167 ATGTGGAAGCCTCAGGCAACCCTCTGA ATGTGGAAGCCTCAGGCAACCCTCTGA MWKPQATL* MWKPQATL* TTGTGCCGGA AAGGCGATTA 0 H 0 0 0 YOR196C 0
8102 3695 af AN9486.1 59.m09213 AO070329000083 0 -150 -130 ATGAGTCAGCGCCGGAGGTAA ATGAGTCAGCGCCGGAGGTAA MSQRRR* MSQRRR* ATTAATCAAG TCGTTGAGTC 0 H 0 0 0 YOR196C 0
8104 3695 ao AN9486.1 59.m09213 AO070329000083 0 -210 -196 ATGAACGAATCATAA ATGAACGAATCATAA MNES* MNES* GAAGAACCTG TTTTCGTATT 0 H 0 0 0 YOR196C 0
8105 3695 ao AN9486.1 59.m09213 AO070329000083 0 -164 -138 ATGCCATCATTTAGGGCAAATATTTGA ATGCCATCATTTAGGGCAAATATTTGA MPSFRANI* MPSFRANI* CTAGTAGTTC AGGTGCTCGA 0 H 0 0 0 YOR196C 0
8106 3695 ao AN9486.1 59.m09213 AO070329000083 0 -114 -91 ATGAGGTTAAGACACGCTGAGTAA ATGAGGTTAAGACACGCTGAGTAA MRLRHAE* MRLRHAE* TCTAAGCCGA TGGCAGCGGA 0 H 0 0 0 YOR196C 0
8107 3695 ao AN9486.1 59.m09213 AO070329000083 0 -91 -8 ATGGCAGCGGACTTCCTTATCATGTCGGAGCTTCGCTCAT

CTTTCCCGCGGAATTCAACTTTCGCAACTTTGCAAGTTGAA
TAG

ATGGCAGCGGACTTCCTTATCATGTCGGAG
CTTCGCTCATCTTTCCCGCGGAATTCAACTT
TCGCAACTTTGCAAGTTGAATAG

MAADFLIMSELRSSFPRN
STFATLQVE*

MAADFLIMSELRSS
FPRNSTFATLQVE*

ACGCTGAGTA CATCAATATG 0 H 0 0 0 YOR196C 0

8108 3695 ao AN9486.1 59.m09213 AO070329000083 0 -70 -8 ATGTCGGAGCTTCGCTCATCTTTCCCGCGGAATTCAACTT
TCGCAACTTTGCAAGTTGAATAG

ATGTCGGAGCTTCGCTCATCTTTCCCGCGG
AATTCAACTTTCGCAACTTTGCAAGTTGAATA
G

MSELRSSFPRNSTFATLQ
VE*

MSELRSSFPRNSTF
ATLQVE*

CTTCCTTATC CATCAATATG 0 H 0 0 0 YOR196C 0

8109 3697 an AN3307.1 52.m03703 AO070330000183 0 -128 -108 ATGTGGGCGTCAATATTATAG ATGTGGGCGTCAATATTATAG MWASIL* MWASIL* GACGGAGTTC ACTCTTAATT 0 G 0 0 0 0 0
8110 3697 ao AN3307.1 52.m03703 AO070330000183 0 -92 -81 ATGATTGCATGA ATGATTGCATGA MIA* MIA* TTGCGCATAT TAGCGGATTA 0 G 0 0 0 0 0
8111 3697 ao AN3307.1 52.m03703 AO070330000183 0 -84 -31 ATGATAGCGGATTACCGATTATTGCTTGCATCTTTTGGTTT

GTCGCCAACTTGA
ATGATAGCGGATTACCGATTATTGCTTGCAT
CTTTTGGTTTGTCGCCAACTTGA

MIADYRLLLASFGLSPT* MIADYRLLLASFGLS
PT*

ATATGATTGC CTACCGGGCG 0 G 0 0 0 0 0

8115 3698 af AN1238.1 70.m14980 AO070331000252 0 -243 -223 ATGCAATTTGAGTCAAAATGA ATGCAATTTGAGTCAAAATGA MQFESK* MQFESK* GCACCTAACT TCGTTCTGTT 0  0 0 0 0 0
8113 3698 an AN1238.1 70.m14980 AO070331000252 0 -166 -137 ATGCTGGGATGCCAAGATTTTGTTTTTTGA ATGCTGGGATGCCAAGATTTTGTTTTTTGA MLGCQDFVF* MLGCQDFVF* TAGGCGGTGG GTTGCGGAAG 0  0 0 0 0 0
8114 3698 an AN1238.1 70.m14980 AO070331000252 0 -158 -114 ATGCCAAGATTTTGTTTTTTGAGTTGCGGAAGAGCTTCAAC

TTAG
ATGCCAAGATTTTGTTTTTTGAGTTGCGGAAGAG
CTTCAACTTAG

MPRFCFLSCGRAST* MPRFCFLSCGRAST* GGATGCTGGG CTTTCTGCCC 0  0 0 0 0 0

8116 3698 ao AN1238.1 70.m14980 AO070331000252 0 -258 -247 ATGGTCTTCTAA ATGGTCTTCTAA MVF* MVF* CAAAGAACGT TAATATCTAT 0  0 0 0 0 0
8117 3698 ao AN1238.1 70.m14980 AO070331000252 0 -174 -28 ATGCGCGTTGCTAAGGCTGGCGCCAAGACCGTGTTTTTTC

TGAACAGAGCTTCGGAGCTTCCCTCTTCCAACTCCACAGG
CTGCGACATTCCACGTACTTGCGACAATCGGCCATGGAGA
CTTGAAGTGACCAATTTTACAAATTAG

ATGCGCGTTGCTAAGGCTGGCGCCAAGAC
CGTGTTTTTTCTGAACAGAGCTTCGGAGCTT
CCCTCTTCCAACTCCACAGGCTGCGACATT
CCACGTACTTGCGACAATCGGCCATGGAGA
CTTGAAGTGACCAATTTTACAAATTAG

MRVAKAGAKTVFFLNRA
SELPSSNSTGCDIPRTCD
NRPWRLEVTNFTN*

MRVAKAGAKTVFFL
NRASELPSSNSTGC
DIPRTCDNRPWRLE
VTNFTN*

CGGTGGATAA TGGAAGGTGG 0  0 0 0 0 0

8112 3698 conserved AN1238.1 70.m14980 AO070331000252 0 -56 -45 -59 -48 -61 -50 ATGGrGvhyTrA ATGGGGCACTGA ATGGAGGTTTAA ATGGAGACTTGA Mgh* MGH* MEV* MET* vvwwysGGCy rvTsAmmAwT 0  0 0 0 0 0

8120 3700 ao AN3056.1 59.m08955 AO070337000018 0 -245 -207 ATGGGGGTTGATATCGACACTAATCCACAACCGGACTAG ATGGGGGTTGATATCGACACTAATCCACAA
CCGGACTAG

MGVDIDTNPQPD* MGVDIDTNPQPD* ACAGAGCGGT TGTATCGTGA 0 R 0 0 0 YOL022C 0

8123 3701 an AN2965.1 59.m09050 AO070337000162 0 -180 -124 ATGTCCACGACCTTCCTGTTATCCTTCTTCCTTACAGTTGT
CCGGAGACGCATCTGA

ATGTCCACGACCTTCCTGTTATCCTTCTTCCTTAC
AGTTGTCCGGAGACGCATCTGA

MSTTFLLSFFLTVVRRRI* MSTTFLLSFFLTVVRRRI
*

ACGCCCTCGA TTCGCCCGTT 0 DO 0 MG06892.1 0 0 0

8124 3704 af AN2877.1 59.m08718 AO070338000146 0 -270 -220 ATGGCCATGACGTCGCAGCCGACTCCCCTCTTGGCAGTC
TTTGTGTTGTAA

ATGGCCATGACGTCGCAGCCGACTCCCCTCTTGG
CAGTCTTTGTGTTGTAA

MAMTSQPTPLLAVFVL* MAMTSQPTPLLAVF
VL*

AGTTACGGAA CTTATGCCCT 0 T 0 0 0 0 0

8125 3704 af AN2877.1 59.m08718 AO070338000146 0 -264 -220 ATGACGTCGCAGCCGACTCCCCTCTTGGCAGTCTTTGTGT
TGTAA

ATGACGTCGCAGCCGACTCCCCTCTTGGCAGTCTT
TGTGTTGTAA

MTSQPTPLLAVFVL* MTSQPTPLLAVFVL* GGAAATGGCC CTTATGCCCT 0 T 0 0 0 0 0

8126 3704 af AN2877.1 59.m08718 AO070338000146 0 -216 -184 ATGCCCTCTGAAACTCGCCCGGCAAGCAATTAA ATGCCCTCTGAAACTCGCCCGGCAAGCAATTAA MPSETRPASN* MPSETRPASN* GTTGTAACTT TTAGTTCCTT 0 T 0 0 0 0 0
8127 3704 af AN2877.1 59.m08718 AO070338000146 0 -144 -82 ATGCTGAAGAATTCTCTCTTCCTTCTTTATCTCCACTCCAG

CTTACTTCTTCTTAGTTTCTAA
ATGCTGAAGAATTCTCTCTTCCTTCTTTATCTCCACT
CCAGCTTACTTCTTCTTAGTTTCTAA

MLKNSLFLLYLHSSLLLLS
F*

MLKNSLFLLYLHSSL
LLLSF*

TGGGGGGCTA GTAATCTTTC 0 T 0 0 0 0 0

8131 3705 af AN2738.1 54.m06679 AO070338000220 0 -235 -200 ATGATTGTTTTGCCAAGTTACCTTATTGACCTGTAA ATGATTGTTTTGCCAAGTTACCTTATTGACCTGTAA MIVLPSYLIDL* MIVLPSYLIDL* GTTATTGCTG GTAGCGTTGA 0 U 0 MG01245.1 0 0 0

8132 3705 af AN2738.1 54.m06679 AO070338000220 0 -190 -167 ATGCATCGTGTGCCGTTTGATTGA ATGCATCGTGTGCCGTTTGATTGA MHRVPFD* MHRVPFD* AGTAGCGTTG CATGCCGCGA 0 U 0 MG01245.1 0 0 0
8133 3705 af AN2738.1 54.m06679 AO070338000220 0 -165 -124 ATGCCGCGATTCCTGCGTTATTTACCAATTGAGCTTCATTG

A
ATGCCGCGATTCCTGCGTTATTTACCAATTGAGCTT
CATTGA

MPRFLRYLPIELH* MPRFLRYLPIELH* TTTGATTGAC CATTGAATAC 0 U 0 MG01245.1 0 0 0

8128 3705 an AN2738.1 54.m06679 AO070338000220 0 -180 -61 ATGCTGGAGGACCCGTGTAGATCGTTCAATGGCTTCGTAG
TTCGCTGCTGCTACCGACACTTTCGAGATCACTTCAGACT
GATAACTCTCCTTCTCTTTAGGAGTTATACTACAGCCTAG

ATGCTGGAGGACCCGTGTAGATCGTTCAATGGC
TTCGTAGTTCGCTGCTGCTACCGACACTTTCGAG
ATCACTTCAGACTGATAACTCTCCTTCTCTTTAGG
AGTTATACTACAGCCTAG

MLEDPCRSFNGFVVRCC
YRHFRDHFRLITLLLFRSY
TTA*

MLEDPCRSFNGFVVRC
CYRHFRDHFRLITLLLFR
SYTTA*

TCTCCGTGAC CCGGTCTAGG 0 U 0 MG01245.1 0 0 0

8129 3705 an AN2738.1 54.m06679 AO070338000220 0 -152 -141 ATGGCTTCGTAG ATGGCTTCGTAG MAS* MAS* AGATCGTTCA TTCGCTGCTG 0 U 0 MG01245.1 0 0 0
8135 3707 af AN5991.1 72.m19149 AO070340000286 0 -206 -3 ATGGGGCGGAACGGAAAATGTCTCGGTCCGAAATACATC

AGGCGGGCCGACTCGGCGAACGGCGCTGGCGGGCATTT
GATTTGCGGAGTCAATGAAGTCCGGGGGATGCTATCTGTC
GGTTGTCGATGCTTCACTTCCTCCAGACAACGTGAAACTA
CTTTCCTGACCCCTTTGAACAGCAGGGTTTTGAGTAACAG
CGCCTGA

ATGGGGCGGAACGGAAAATGTCTCGGTCCGAAAT
ACATCAGGCGGGCCGACTCGGCGAACGGCGCTG
GCGGGCATTTGATTTGCGGAGTCAATGAAGTCCG
GGGGATGCTATCTGTCGGTTGTCGATGCTTCACTT
CCTCCAGACAACGTGAAACTACTTTCCTGACCCCT
TTGAACAGCAGGGTTTTGAGTAACAGCGCCTGA

MGRNGKCLGPKYIRRAD
SANGAGGHLICGVNEVR
GMLSVGCRCFTSSRQRE
TTFLTPLNSRVLSNSA*

MGRNGKCLGPKYIR
RADSANGAGGHLIC
GVNEVRGMLSVGC
RCFTSSRQRETTFL
TPLNSRVLSNSA*

GTAAGACCTT AGATGGCGCC 0 O 0 MG09299.1 NCU08118.1 0 0

8136 3707 af AN5991.1 72.m19149 AO070340000286 0 -189 -112 ATGTCTCGGTCCGAAATACATCAGGCGGGCCGACTCGGC
GAACGGCGCTGGCGGGCATTTGATTTGCGGAGTCAATGA

ATGTCTCGGTCCGAAATACATCAGGCGGGCCGAC
TCGGCGAACGGCGCTGGCGGGCATTTGATTTGCG
GAGTCAATGA

MSRSEIHQAGRLGERRW
RAFDLRSQ*

MSRSEIHQAGRLGE
RRWRAFDLRSQ*

GGAACGGAAA AGTCCGGGGG 0 O 0 MG09299.1 NCU08118.1 0 0

8137 3707 af AN5991.1 72.m19149 AO070340000286 0 -115 -41 ATGAAGTCCGGGGGATGCTATCTGTCGGTTGTCGATGCTT
CACTTCCTCCAGACAACGTGAAACTACTTTCCTGA

ATGAAGTCCGGGGGATGCTATCTGTCGGTTGTCGA
TGCTTCACTTCCTCCAGACAACGTGAAACTACTTTC
CTGA

MKSGGCYLSVVDASLPP
DNVKLLS*

MKSGGCYLSVVDA
SLPPDNVKLLS*

TGCGGAGTCA CCCCTTTGAA 0 O 0 MG09299.1 NCU08118.1 0 0

8138 3707 af AN5991.1 72.m19149 AO070340000286 0 -101 -3 ATGCTATCTGTCGGTTGTCGATGCTTCACTTCCTCCAGAC
AACGTGAAACTACTTTCCTGACCCCTTTGAACAGCAGGGT
TTTGAGTAACAGCGCCTGA

ATGCTATCTGTCGGTTGTCGATGCTTCACTTCCTCC
AGACAACGTGAAACTACTTTCCTGACCCCTTTGAAC
AGCAGGGTTTTGAGTAACAGCGCCTGA

MLSVGCRCFTSSRQRET
TFLTPLNSRVLSNSA*

MLSVGCRCFTSSR
QRETTFLTPLNSRV
LSNSA*

AGTCCGGGGG AGATGGCGCC 0 O 0 MG09299.1 NCU08118.1 0 0

8139 3707 af AN5991.1 72.m19149 AO070340000286 0 -81 -55 ATGCTTCACTTCCTCCAGACAACGTGA ATGCTTCACTTCCTCCAGACAACGTGA MLHFLQTT* MLHFLQTT* TCGGTTGTCG AACTACTTTC 0 O 0 MG09299.1 NCU08118.1 0 0

8140 3707 ao AN5991.1 72.m19149 AO070340000286 0 -191 -33 ATGCACGTGTATCGGAGCGGATTAAGTCTCGGTCCGAGAT
CTATGGGCCGGCCGGCTCGGCGAACGGCGCATGGCGGG
CGCTTGATTGCGGAGTCGATGTCCGGGGACATCTTGAGC
TGCGGTCTTCTCTCTTCTTCAAGAGCTCTCCGCTGCTTCTA
A

ATGCACGTGTATCGGAGCGGATTAAGTCTC
GGTCCGAGATCTATGGGCCGGCCGGCTCG
GCGAACGGCGCATGGCGGGCGCTTGATTG
CGGAGTCGATGTCCGGGGACATCTTGAGCT
GCGGTCTTCTCTCTTCTTCAAGAGCTCTCCG
CTGCTTCTAA

MHVYRSGLSLGPRSMGR
PARRTAHGGRLIAESMS
GDILSCGLLSSSRALRCF*

MHVYRSGLSLGPRS
MGRPARRTAHGGR
LIAESMSGDILSCGL
LSSSRALRCF*

CTAGTATTTT ACAGAACACA 0 O 0 MG09299.1 NCU08118.1 0 0

8141 3707 ao AN5991.1 72.m19149 AO070340000286 0 -149 -33 ATGGGCCGGCCGGCTCGGCGAACGGCGCATGGCGGGC
GCTTGATTGCGGAGTCGATGTCCGGGGACATCTTGAGCT
GCGGTCTTCTCTCTTCTTCAAGAGCTCTCCGCTGCTTCTAA

ATGGGCCGGCCGGCTCGGCGAACGGCGCA
TGGCGGGCGCTTGATTGCGGAGTCGATGT
CCGGGGACATCTTGAGCTGCGGTCTTCTCT
CTTCTTCAAGAGCTCTCCGCTGCTTCTAA

MGRPARRTAHGGRLIAE
SMSGDILSCGLLSSSRAL
RCF*

MGRPARRTAHGGR
LIAESMSGDILSCGL
LSSSRALRCF*

TCCGAGATCT ACAGAACACA 0 O 0 MG09299.1 NCU08118.1 0 0

8142 3707 ao AN5991.1 72.m19149 AO070340000286 0 -121 -107 ATGGCGGGCGCTTGA ATGGCGGGCGCTTGA MAGA* MAGA* CGAACGGCGC TTGCGGAGTC 0 O 0 MG09299.1 NCU08118.1 0 0

8143 3707 ao AN5991.1 72.m19149 AO070340000286 0 -95 -33 ATGTCCGGGGACATCTTGAGCTGCGGTCTTCTCTCTTCTT
CAAGAGCTCTCCGCTGCTTCTAA

ATGTCCGGGGACATCTTGAGCTGCGGTCTT
CTCTCTTCTTCAAGAGCTCTCCGCTGCTTCT
AA

MSGDILSCGLLSSSRALR
CF*

MSGDILSCGLLSSS
RALRCF*

TGCGGAGTCG ACAGAACACA 0 O 0 MG09299.1 NCU08118.1 0 0
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8146 3709 af AN2065.1 57.m05763 AO070341000211 0 -127 -5 ATGATGTCTTGTTCACCCTGCTTCCGGATGGGCAAAATCA
TATCGTTCTCTAAAACCACGAGCGTTCTTTCTTTGTCGGCA
CACTTAAATCTGTTACCGAGTCTATCCCGTTTGGGATGCT
GA

ATGATGTCTTGTTCACCCTGCTTCCGGATGGGCAA
AATCATATCGTTCTCTAAAACCACGAGCGTTCTTTC
TTTGTCGGCACACTTAAATCTGTTACCGAGTCTATC
CCGTTTGGGATGCTGA

MMSCSPCFRMGKIISFSK
TTSVLSLSAHLNLLPSLSR
LGC*

MMSCSPCFRMGKII
SFSKTTSVLSLSAHL
NLLPSLSRLGC*

CCTCCACCGA GGCCATGGAG 0 L 0 0 0 0 0

8147 3709 af AN2065.1 57.m05763 AO070341000211 0 -124 -5 ATGTCTTGTTCACCCTGCTTCCGGATGGGCAAAATCATAT
CGTTCTCTAAAACCACGAGCGTTCTTTCTTTGTCGGCACA
CTTAAATCTGTTACCGAGTCTATCCCGTTTGGGATGCTGA

ATGTCTTGTTCACCCTGCTTCCGGATGGGCAAAAT
CATATCGTTCTCTAAAACCACGAGCGTTCTTTCTTT
GTCGGCACACTTAAATCTGTTACCGAGTCTATCCC
GTTTGGGATGCTGA

MSCSPCFRMGKIISFSKT
TSVLSLSAHLNLLPSLSRL
GC*

MSCSPCFRMGKIIS
FSKTTSVLSLSAHLN
LLPSLSRLGC*

CCACCGAATG GGCCATGGAG 0 L 0 0 0 0 0

8148 3709 af AN2065.1 57.m05763 AO070341000211 0 -100 -5 ATGGGCAAAATCATATCGTTCTCTAAAACCACGAGCGTTCT
TTCTTTGTCGGCACACTTAAATCTGTTACCGAGTCTATCCC
GTTTGGGATGCTGA

ATGGGCAAAATCATATCGTTCTCTAAAACCACGAG
CGTTCTTTCTTTGTCGGCACACTTAAATCTGTTACC
GAGTCTATCCCGTTTGGGATGCTGA

MGKIISFSKTTSVLSLSAH
LNLLPSLSRLGC*

MGKIISFSKTTSVLS
LSAHLNLLPSLSRLG
C*

CTGCTTCCGG GGCCATGGAG 0 L 0 0 0 0 0

8144 3709 an AN2065.1 57.m05763 AO070341000211 0 -125 -75 ATGCCTGCTTTTGCCCGACTTTCGCATTGGCAGAGTCAGG
CCACTCTCTAA

ATGCCTGCTTTTGCCCGACTTTCGCATTGGCAGA
GTCAGGCCACTCTCTAA

MPAFARLSHWQSQATL* MPAFARLSHWQSQATL* CCACTTAACG ACAGTTACAC 0 L 0 0 0 0 0

8149 3709 ao AN2065.1 57.m05763 AO070341000211 0 -126 -76 ATGCCCGATTTCGCTCTCTTTCCGAATGGACAGGACCGTT
TCAGTCTTTAG

ATGCCCGATTTCGCTCTCTTTCCGAATGGAC
AGGACCGTTTCAGTCTTTAG

MPDFALFPNGQDRFSL* MPDFALFPNGQDR
FSL*

ACGCCGAACA GAATAACCAC 0 L 0 0 0 0 0

8150 3709 ao AN2065.1 57.m05763 AO070341000211 0 -101 -51 ATGGACAGGACCGTTTCAGTCTTTAGGAATAACCACGTCG
CCTGCATCTGA

ATGGACAGGACCGTTTCAGTCTTTAGGAATA
ACCACGTCGCCTGCATCTGA

MDRTVSVFRNNHVACI* MDRTVSVFRNNHV
ACI*

CTCTTTCCGA TTTAAAGATA 0 L 0 0 0 0 0

8154 3710 af AN5519.1 69.m15725 AO070341000374 0 -235 -224 ATGAGAAAGTGA ATGAGAAAGTGA MRK* MRK* ATGCCGTTGA TCCGGGCGGA 0 U FG06007.1 0 0 YJL024C 0
8155 3710 af AN5519.1 69.m15725 AO070341000374 0 -212 -192 ATGCAAAGGGGTCTCCGCTGA ATGCAAAGGGGTCTCCGCTGA MQRGLR* MQRGLR* CCGGGCGGAG TACGGCCCCG 0 U FG06007.1 0 0 YJL024C 0
8156 3710 af AN5519.1 69.m15725 AO070341000374 0 -118 -20 ATGCTGGTCACCAATCCGGACAGATTCGGCTATTCTGCGA

ATATAATAGTAGCCATTCACACTGTTCTGGTTTCTCATACC
CGAGGAAGGCGAAAATAG

ATGCTGGTCACCAATCCGGACAGATTCGGCTATTC
TGCGAATATAATAGTAGCCATTCACACTGTTCTGGT
TTCTCATACCCGAGGAAGGCGAAAATAG

MLVTNPDRFGYSANIIVAI
HTVLVSHTRGRRK*

MLVTNPDRFGYSAN
IIVAIHTVLVSHTRGR
RK*

CGTCAGTTCT CTTTCGAATT 0 U FG06007.1 0 0 YJL024C 0

8151 3710 an AN5519.1 69.m15725 AO070341000374 0 -202 -128 ATGTCAGCCGAGATAAATAAGGGACGGCCATATAGGCATG
TTGCCCGAGATCTCCGCGATAAGCTCCGTCGATGA

ATGTCAGCCGAGATAAATAAGGGACGGCCATATA
GGCATGTTGCCCGAGATCTCCGCGATAAGCTCC
GTCGATGA

MSAEINKGRPYRHVARD
LRDKLRR*

MSAEINKGRPYRHVARD
LRDKLRR*

CTAAAGAGGA TGCATGTTCC 0 U FG06007.1 0 0 YJL024C 0

8152 3710 an AN5519.1 69.m15725 AO070341000374 0 -131 -60 ATGATGCATGTTCCATTTCTTTCGCAGCCTGCGCGTTTCC
CTTTGCGACTTTATTGTCGTCAGCTTGCTTAG

ATGATGCATGTTCCATTTCTTTCGCAGCCTGCGC
GTTTCCCTTTGCGACTTTATTGTCGTCAGCTTGCT
TAG

MMHVPFLSQPARFPLRL
YCRQLA*

MMHVPFLSQPARFPLRL
YCRQLA*

AGCTCCGTCG TCTATCAGTC 0 U FG06007.1 0 0 YJL024C 0

8153 3710 an AN5519.1 69.m15725 AO070341000374 0 -128 -60 ATGCATGTTCCATTTCTTTCGCAGCCTGCGCGTTTCCCTTT
GCGACTTTATTGTCGTCAGCTTGCTTAG

ATGCATGTTCCATTTCTTTCGCAGCCTGCGCGTT
TCCCTTTGCGACTTTATTGTCGTCAGCTTGCTTAG

MHVPFLSQPARFPLRLY
CRQLA*

MHVPFLSQPARFPLRLY
CRQLA*

TCCGTCGATG TCTATCAGTC 0 U FG06007.1 0 0 YJL024C 0

8157 3710 ao AN5519.1 69.m15725 AO070341000374 0 -150 -10 ATGCCGCCCCGCGGATTCAGGCCGATAAGAGAGCTTACA
ATAGCTTCAACTGCTATCACAACTTCATTTTTCGGTCGCTT
TCGGATTTCAATATTCTCTTTATTTTTCTGTACAGTTGAATA
CGGATACACTATTTTATAG

ATGCCGCCCCGCGGATTCAGGCCGATAAG
AGAGCTTACAATAGCTTCAACTGCTATCACA
ACTTCATTTTTCGGTCGCTTTCGGATTTCAAT
ATTCTCTTTATTTTTCTGTACAGTTGAATACG
GATACACTATTTTATAG

MPPRGFRPIRELTIASTAI
TTSFFGRFRISIFSLFFCT
VEYGYTIL*

MPPRGFRPIRELTIA
STAITTSFFGRFRISI
FSLFFCTVEYGYTIL*

TTTTGCCGAC AACGGCAAAA 0 U FG06007.1 0 0 YJL024C 0

8158 3711 ao AN5482.1 69.m15746 AO070341000403 0 -251 -219 ATGTGTGCCTTAGGCTTTTGTCACGTGGCTTAA ATGTGTGCCTTAGGCTTTTGTCACGTGGCTT
AA

MCALGFCHVA* MCALGFCHVA* CCTGCGGGGC AACTTGGTGA 0 U 0 MG09952.1 0 0 0

8160 3713 af AN1306.1 71.m15535 AO070342000436 0 -189 -169 ATGACTTTACCTATAAGCTGA ATGACTTTACCTATAAGCTGA MTLPIS* MTLPIS* CGTATTTTAC CATCGGACCA 0 Z 0 0 0 0 0
8161 3713 af AN1306.1 71.m15535 AO070342000436 0 -125 -21 ATGGAGATCTCCACTATCACTGCAGATCATCCTCTCCCTC

GCTCACTCCTCGGCCCTAACCCAACCACCCGTCCACATAG
TTTCTTTCCTCTTCTCAATTTCTAA

ATGGAGATCTCCACTATCACTGCAGATCATCCTCTC
CCTCGCTCACTCCTCGGCCCTAACCCAACCACCC
GTCCACATAGTTTCTTTCCTCTTCTCAATTTCTAA

MEISTITADHPLPRSLLGP
NPTTRPHSFFPLLNF*

MEISTITADHPLPRS
LLGPNPTTRPHSFF
PLLNF*

ACTATTTTTA CTACATTCCT 0 Z 0 0 0 0 0

8159 3713 an AN1306.1 71.m15535 AO070342000436 0 -166 -128 ATGTTTCCCCACCGGTCCCCGCCACACCAGAACCCCTGA ATGTTTCCCCACCGGTCCCCGCCACACCAGAAC
CCCTGA

MFPHRSPPHQNP* MFPHRSPPHQNP* TACAATATCA CCCATTGCAG 0 Z 0 0 0 0 0

8162 3713 ao AN1306.1 71.m15535 AO070342000436 0 -246 -163 ATGGCCAGAAAGATACAAAGACTACCCAGGTACCCAGGA
CCTAAGCCCAACTGCACCAAAGCTCAAAGGCTTGGATCTG
TATGA

ATGGCCAGAAAGATACAAAGACTACCCAGG
TACCCAGGACCTAAGCCCAACTGCACCAAA
GCTCAAAGGCTTGGATCTGTATGA

MARKIQRLPRYPGPKPN
CTKAQRLGSV*

MARKIQRLPRYPGP
KPNCTKAQRLGSV*

CCTGTGCGAT CCCCTCCTAC 0 Z 0 0 0 0 0

8164 3716 af AN1061.1 70.m15172 AO070218000005 0 -218 -171 ATGTTATCTTCGTGTCTTGCCTTCAAATATCCACTGATTCC
CCCTTGA

ATGTTATCTTCGTGTCTTGCCTTCAAATATCCACTG
ATTCCCCCTTGA

MLSSCLAFKYPLIPP* MLSSCLAFKYPLIPP
*

CTTAGCGGAG CTAGTTCGTC 0 E 0 MG01385.1 0 0 0

8165 3716 ao AN1061.1 70.m15172 AO070218000005 0 -214 -134 ATGCAAGCCTGTCATGGATGCTATACGGACCACTACTTAT
ATGCCTCCGCTCCCCGGTCCGAGCCTGGCCTGGATAGTT
GA

ATGCAAGCCTGTCATGGATGCTATACGGAC
CACTACTTATATGCCTCCGCTCCCCGGTCC
GAGCCTGGCCTGGATAGTTGA

MQACHGCYTDHYLYASA
PRSEPGLDS*

MQACHGCYTDHYL
YASAPRSEPGLDS*

ACTCTTGGTG GGTAGCAGTG 0 E 0 MG01385.1 0 0 0

8166 3716 ao AN1061.1 70.m15172 AO070218000005 0 -201 -79 ATGGATGCTATACGGACCACTACTTATATGCCTCCGCTCC
CCGGTCCGAGCCTGGCCTGGATAGTTGAGGTAGCAGTGC
TAGTAGGAGCTGGTCTGACTACTAACCTACTGTCTTATCTA
TAA

ATGGATGCTATACGGACCACTACTTATATGC
CTCCGCTCCCCGGTCCGAGCCTGGCCTGG
ATAGTTGAGGTAGCAGTGCTAGTAGGAGCT
GGTCTGACTACTAACCTACTGTCTTATCTAT
AA

MDAIRTTTYMPPLPGPSL
AWIVEVAVLVGAGLTTNL
LSYL*

MDAIRTTTYMPPLP
GPSLAWIVEVAVLV
GAGLTTNLLSYL*

CAAGCCTGTC CCCTATTGAC 0 E 0 MG01385.1 0 0 0

8167 3716 ao AN1061.1 70.m15172 AO070218000005 0 -197 -138 ATGCTATACGGACCACTACTTATATGCCTCCGCTCCCCGG
TCCGAGCCTGGCCTGGATAG

ATGCTATACGGACCACTACTTATATGCCTCC
GCTCCCCGGTCCGAGCCTGGCCTGGATAG

MLYGPLLICLRSPVRAWP
G*

MLYGPLLICLRSPVR
AWPG*

CCTGTCATGG TTGAGGTAGC 0 E 0 MG01385.1 0 0 0

8168 3716 ao AN1061.1 70.m15172 AO070218000005 0 -174 -79 ATGCCTCCGCTCCCCGGTCCGAGCCTGGCCTGGATAGTT
GAGGTAGCAGTGCTAGTAGGAGCTGGTCTGACTACTAAC
CTACTGTCTTATCTATAA

ATGCCTCCGCTCCCCGGTCCGAGCCTGGC
CTGGATAGTTGAGGTAGCAGTGCTAGTAGG
AGCTGGTCTGACTACTAACCTACTGTCTTAT
CTATAA

MPPLPGPSLAWIVEVAVL
VGAGLTTNLLSYL*

MPPLPGPSLAWIVE
VAVLVGAGLTTNLL
SYL*

CACTACTTAT CCCTATTGAC 0 E 0 MG01385.1 0 0 0

8174 3717 af AN6334.1 72.m19451 AO070236000027 0 -271 -245 ATGACCGGACCGGAGTGGGTCCGATAA ATGACCGGACCGGAGTGGGTCCGATAA MTGPEWVR* MTGPEWVR* CGCCCTGTGC CGGCATAGTC 0 J 0 0 0 0 0
8175 3717 af AN6334.1 72.m19451 AO070236000027 0 -232 -167 ATGACTATTATTCTGCCTCAGGCAATAAGGCTACAGCTCTT

GAGCAAAAAATCTTTTTTTGATTGA
ATGACTATTATTCTGCCTCAGGCAATAAGGCTACAG
CTCTTGAGCAAAAAATCTTTTTTTGATTGA

MTIILPQAIRLQLLSKKSFF
D*

MTIILPQAIRLQLLSK
KSFFD*

GCATAGTCAG TATCGGCGGG 0 J 0 0 0 0 0

8170 3717 an AN6334.1 72.m19451 AO070236000027 0 -212 -171 ATGATTAATCTTATCGATAAGCATTTATGCCTTAGGCTATG
A

ATGATTAATCTTATCGATAAGCATTTATGCCTTAG
GCTATGA

MINLIDKHLCLRL* MINLIDKHLCLRL* TGGTTAGCGT GGAAAATTCA 0 J 0 0 0 0 0

8171 3717 an AN6334.1 72.m19451 AO070236000027 0 -174 -46 ATGAGGAAAATTCATTCGGCGCTAAGAACCTCCGCCCCGA
GAGAAAAAAGGCAAGATGGGTTTATGTTGAGCTTGTTTGA
CGGAGAAAGAGAGCAGTTCATTTCAACGCTTTCTTCAGTC
ACCCAGTGA

ATGAGGAAAATTCATTCGGCGCTAAGAACCTCCG
CCCCGAGAGAAAAAAGGCAAGATGGGTTTATGTT
GAGCTTGTTTGACGGAGAAAGAGAGCAGTTCATT
TCAACGCTTTCTTCAGTCACCCAGTGA

MRKIHSALRTSAPREKRQ
DGFMLSLFDGEREQFIST
LSSVTQ*

MRKIHSALRTSAPREKR
QDGFMLSLFDGEREQFI
STLSSVTQ*

GCCTTAGGCT GGAAGATACA 0 J 0 0 0 0 0

8172 3717 an AN6334.1 72.m19451 AO070236000027 0 -119 -105 ATGGGTTTATGTTGA ATGGGTTTATGTTGA MGLC* MGLC* AAAAGGCAAG GCTTGTTTGA 0 J 0 0 0 0 0
8173 3717 an AN6334.1 72.m19451 AO070236000027 0 -111 -46 ATGTTGAGCTTGTTTGACGGAGAAAGAGAGCAGTTCATTT

CAACGCTTTCTTCAGTCACCCAGTGA
ATGTTGAGCTTGTTTGACGGAGAAAGAGAGCAGT
TCATTTCAACGCTTTCTTCAGTCACCCAGTGA

MLSLFDGEREQFISTLSS
VTQ*

MLSLFDGEREQFISTLS
SVTQ*

AGATGGGTTT GGAAGATACA 0 J 0 0 0 0 0

8176 3717 ao AN6334.1 72.m19451 AO070236000027 0 -128 -96 ATGGAGATAATAATTTTGGACCAAGCTACCTAA ATGGAGATAATAATTTTGGACCAAGCTACCT
AA

MEIIILDQAT* MEIIILDQAT* AGAAAAGAAA AGCTGCTCAC 0 J 0 0 0 0 0

8177 3721 an AN9399.1 52.m04025 AO070274000017 0 -229 -92 ATGCACCAATCTGCTTCGCAGTCATTGGCAGTTCACCTTC
AGCTTCCGGTTTCTCTCTGTGTCTCCCCGTTAGGGATCCC
AGCGACATCCTCATCAGCTGCCAGTCAAACGCTCCGTTCT
GCTAGAATCGCGTGCTAG

ATGCACCAATCTGCTTCGCAGTCATTGGCAGTTC
ACCTTCAGCTTCCGGTTTCTCTCTGTGTCTCCCC
GTTAGGGATCCCAGCGACATCCTCATCAGCTGC
CAGTCAAACGCTCCGTTCTGCTAGAATCGCGTGC
TAG

MHQSASQSLAVHLQLPV
SLCVSPLGIPATSSSAAS
QTLRSARIAC*

MHQSASQSLAVHLQLP
VSLCVSPLGIPATSSSAA
SQTLRSARIAC*

GCTGTGATAG AATAAGTACA 0 BK 0 0 0 YLR015W 0

8178 3721 ao AN9399.1 52.m04025 AO070274000017 0 -252 -214 ATGCCAGCGTTTTTACTATCGATGCTTGTCTCCATTTAA ATGCCAGCGTTTTTACTATCGATGCTTGTCT
CCATTTAA

MPAFLLSMLVSI* MPAFLLSMLVSI* TTGTTCTGGA CCAAGGGGAA 0 BK 0 0 0 YLR015W 0

8179 3721 ao AN9399.1 52.m04025 AO070274000017 0 -231 -214 ATGCTTGTCTCCATTTAA ATGCTTGTCTCCATTTAA MLVSI* MLVSI* TTTACTATCG CCAAGGGGAA 0 BK 0 0 0 YLR015W 0
8180 3721 ao AN9399.1 52.m04025 AO070274000017 0 -93 -61 ATGGTCTTACACGGTAGGAGCCGGGACCATTGA ATGGTCTTACACGGTAGGAGCCGGGACCAT

TGA
MVLHGRSRDH* MVLHGRSRDH* CAGCAAGCCC AACATCTTTT 0 BK 0 0 0 YLR015W 0

8181 3722 af AN9482.1 71.m15630 AO070276000024 0 -287 -180 ATGGTTTCCATTGGCGCTGTGCTACTATCAGAATCAGATA
CGCTAATTCATATGTTTCATTCGACGTCGCATCGTCGGCC
TCTCTTGCGTCCACGTCCACGCAGGTGA

ATGGTTTCCATTGGCGCTGTGCTACTATCAGAATCA
GATACGCTAATTCATATGTTTCATTCGACGTCGCAT
CGTCGGCCTCTCTTGCGTCCACGTCCACGCAGGT
GA

MVSIGAVLLSESDTLIHMF
HSTSHRRPLLRPRPRR*

MVSIGAVLLSESDTL
IHMFHSTSHRRPLL
RPRPRR*

ATGATCTTGA CTACTTGGGA 0  0 0 0 0 0

8182 3722 af AN9482.1 71.m15630 AO070276000024 0 -236 -180 ATGTTTCATTCGACGTCGCATCGTCGGCCTCTCTTGCGTC
CACGTCCACGCAGGTGA

ATGTTTCATTCGACGTCGCATCGTCGGCCTCTCTT
GCGTCCACGTCCACGCAGGTGA

MFHSTSHRRPLLRPRPR
R*

MFHSTSHRRPLLRP
RPRR*

GCTAATTCAT CTACTTGGGA 0  0 0 0 0 0

8183 3722 af AN9482.1 71.m15630 AO070276000024 0 -143 -21 ATGGTCCCTGAAGTGCGGGGACATCCGTCTGTCGGTTCA
TCCTCCTTGGACTTCCCCACGCCCACGTTATTTTGCCCAT
CTAGACTCCAACACGTCTTGCTTGCTATCTCGTTCCGCTC
CTAG

ATGGTCCCTGAAGTGCGGGGACATCCGTCTGTCG
GTTCATCCTCCTTGGACTTCCCCACGCCCACGTTA
TTTTGCCCATCTAGACTCCAACACGTCTTGCTTGCT
ATCTCGTTCCGCTCCTAG

MVPEVRGHPSVGSSSLD
FPTPTLFCPSRLQHVLLAI
SFRS*

MVPEVRGHPSVGS
SSLDFPTPTLFCPS
RLQHVLLAISFRS*

TACTACTGCA AGAACTAGAT 0  0 0 0 0 0

8184 3722 ao AN9482.1 71.m15630 AO070276000024 0 -222 -139 ATGTATTACAGTACGGAGTATGTACCCTGTGTTTGTCGTAT
TAAAAGGTACCGATGGCGTCACGCGGGTTTCCCCCCTCA
ATGA

ATGTATTACAGTACGGAGTATGTACCCTGTG
TTTGTCGTATTAAAAGGTACCGATGGCGTCA
CGCGGGTTTCCCCCCTCAATGA

MYYSTEYVPCVCRIKRYR
WRHAGFPPQ*

MYYSTEYVPCVCRI
KRYRWRHAGFPPQ
*

CGCACAAGTT ATCCGGAGTA 0  0 0 0 0 0

8185 3722 ao AN9482.1 71.m15630 AO070276000024 0 -203 -126 ATGTACCCTGTGTTTGTCGTATTAAAAGGTACCGATGGCG
TCACGCGGGTTTCCCCCCTCAATGAATCCGGAGTATAA

ATGTACCCTGTGTTTGTCGTATTAAAAGGTA
CCGATGGCGTCACGCGGGTTTCCCCCCTCA
ATGAATCCGGAGTATAA

MYPVFVVLKGTDGVTRV
SPLNESGV*

MYPVFVVLKGTDGV
TRVSPLNESGV*

AGTACGGAGT CCTCCCATGA 0  0 0 0 0 0

8186 3722 ao AN9482.1 71.m15630 AO070276000024 0 -169 -116 ATGGCGTCACGCGGGTTTCCCCCCTCAATGAATCCGGAG
TATAACCTCCCATGA

ATGGCGTCACGCGGGTTTCCCCCCTCAATG
AATCCGGAGTATAACCTCCCATGA

MASRGFPPSMNPEYNLP
*

MASRGFPPSMNPE
YNLP*

AAAGGTACCG TCTTGAACAA 0  0 0 0 0 0

8187 3722 ao AN9482.1 71.m15630 AO070276000024 0 -142 -116 ATGAATCCGGAGTATAACCTCCCATGA ATGAATCCGGAGTATAACCTCCCATGA MNPEYNLP* MNPEYNLP* TCCCCCCTCA TCTTGAACAA 0  0 0 0 0 0
8188 3722 ao AN9482.1 71.m15630 AO070276000024 0 -119 ATGATCTTGAACAACAACTACAACAACCCCATTTTCACTCT

CAGATCGTCGTCTGACCTAGCTATTTTACTTTGGCTAATTT
TCTCCCGAGTTAGCTTTCTCTCAGTTACTTACCAGTAA

ATGATCTTGAACAACAACTACAACAACCCCA
TTTTCACTCTCAGATCGTCGTCTGACCTAGC
TATTTTACTTTGGCTAATTTTCTCCCGAGTTA
GCTTTCTCTCAGTTACTTACCAGTAA

MILNNNYNNPIFTLRSSS
DLAILLWLIFSRVSFLSVT
YQ*

MILNNNYNNPIFTLR
SSSDLAILLWLIFSR
VSFLSVTYQ*

ATAACCTCCC TGTATGAATC 0  0 0 0 0 0

8190 3723 an AN2130.1 72.m19711 AO070278000033 0 -76 -17 ATGCAGCAGCCCCTGATTGCTCAAATCACTCTTTTTTTATT
ATTCGCCCGCGTTCGTTAA

ATGCAGCAGCCCCTGATTGCTCAAATCACTCTTT
TTTTATTATTCGCCCGCGTTCGTTAA

MQQPLIAQITLFLLFARVR
*

MQQPLIAQITLFLLFARV
R*

GCCGCAAGGG TTGCTGCGGC 0 T 0 0 0 0 0

8191 3723 ao AN2130.1 72.m19711 AO070278000033 0 -96 -22 ATGAGACGTAGCGTACTGATTACCAGTTTATCTTGGCTCC
CTCCCCCGCCCCCTACCGTCTCCCATTTTATCTAG

ATGAGACGTAGCGTACTGATTACCAGTTTAT
CTTGGCTCCCTCCCCCGCCCCCTACCGTCT
CCCATTTTATCTAG

MRRSVLITSLSWLPPPPP
TVSHFI*

MRRSVLITSLSWLP
PPPPTVSHFI*

CGTTTGTCGC TAACTACCAA 0 T 0 0 0 0 0
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8189 3723 conserved AN2130.1 72.m19711 AO070278000033 0 -121 -101 -111 -91 -138 -118 ATGAsCAACGCCyTTskyTrA ATGAGCAACGCCCTTCGTTGA ATGAGCAACGCCTTTGTCTGA ATGACCAACGCCTTTCGTTAA MsNAlr* MSNALR* MSNAFV* MTNAFR* CkryCTmGwC ryyskyymrb 0 T 0 0 0 0 0

8195 3724 af AN9297.1 52.m03971 AO070279000023 0 -266 -237 ATGCTTGATGGGAGAGGAATCTATCTCTGA ATGCTTGATGGGAGAGGAATCTATCTCTGA MLDGRGIYL* MLDGRGIYL* CAGCTGCGAC CAAGCCCTTC 0 S 0 0 0 0 0
8196 3724 af AN9297.1 52.m03971 AO070279000023 0 -259 -224 ATGGGAGAGGAATCTATCTCTGACAAGCCCTTCTAG ATGGGAGAGGAATCTATCTCTGACAAGCCCTTCTA

G
MGEESISDKPF* MGEESISDKPF* GACATGCTTG TCATATGATG 0 S 0 0 0 0 0

8197 3724 af AN9297.1 52.m03971 AO070279000023 0 -219 -169 ATGATGGTAGTACATGGCTCCCGGCCGAATATCAGCCCAC
CCGCAACCTAG

ATGATGGTAGTACATGGCTCCCGGCCGAATATCAG
CCCACCCGCAACCTAG

MMVVHGSRPNISPPAT* MMVVHGSRPNISPP
AT*

TTCTAGTCAT ATCAGCGCTG 0 S 0 0 0 0 0

8198 3724 af AN9297.1 52.m03971 AO070279000023 0 -216 -169 ATGGTAGTACATGGCTCCCGGCCGAATATCAGCCCACCC
GCAACCTAG

ATGGTAGTACATGGCTCCCGGCCGAATATCAGCCC
ACCCGCAACCTAG

MVVHGSRPNISPPAT* MVVHGSRPNISPPA
T*

TAGTCATATG ATCAGCGCTG 0 S 0 0 0 0 0

8199 3724 af AN9297.1 52.m03971 AO070279000023 0 -206 -156 ATGGCTCCCGGCCGAATATCAGCCCACCCGCAACCTAGA
TCAGCGCTGTAG

ATGGCTCCCGGCCGAATATCAGCCCACCCGCAAC
CTAGATCAGCGCTGTAG

MAPGRISAHPQPRSAL* MAPGRISAHPQPRS
AL*

ATGGTAGTAC AAGCCAAGGT 0 S 0 0 0 0 0

8192 3724 an AN9297.1 52.m03971 AO070279000023 0 -181 -89 ATGATCTCGAAAAAAAACATGGCGATTGCTGTCAGCCCAT
CCGGCGACCATAAGCATATGCAAAGACCATTTGTAGACGC
CCATATAAATTGA

ATGATCTCGAAAAAAAACATGGCGATTGCTGTCA
GCCCATCCGGCGACCATAAGCATATGCAAAGAC
CATTTGTAGACGCCCATATAAATTGA

MISKKNMAIAVSPSGDHK
HMQRPFVDAHIN*

MISKKNMAIAVSPSGDH
KHMQRPFVDAHIN*

GATTCCAACC ACAGTGTCAA 0 S 0 0 0 0 0

8193 3724 an AN9297.1 52.m03971 AO070279000023 0 -163 -89 ATGGCGATTGCTGTCAGCCCATCCGGCGACCATAAGCATA
TGCAAAGACCATTTGTAGACGCCCATATAAATTGA

ATGGCGATTGCTGTCAGCCCATCCGGCGACCAT
AAGCATATGCAAAGACCATTTGTAGACGCCCATA
TAAATTGA

MAIAVSPSGDHKHMQRP
FVDAHIN*

MAIAVSPSGDHKHMQR
PFVDAHIN*

GAAAAAAAAC ACAGTGTCAA 0 S 0 0 0 0 0

8194 3724 an AN9297.1 52.m03971 AO070279000023 0 -124 -89 ATGCAAAGACCATTTGTAGACGCCCATATAAATTGA ATGCAAAGACCATTTGTAGACGCCCATATAAATT
GA

MQRPFVDAHIN* MQRPFVDAHIN* CCATAAGCAT ACAGTGTCAA 0 S 0 0 0 0 0

8200 3724 ao AN9297.1 52.m03971 AO070279000023 0 -234 -166 ATGTCTGGCCAGATACTATATGATAAACCCCAACATCCAC
CAGGAGCTACTCAGCCCAATTTGTCCTAG

ATGTCTGGCCAGATACTATATGATAAACCCC
AACATCCACCAGGAGCTACTCAGCCCAATTT
GTCCTAG

MSGQILYDKPQHPPGAT
QPNLS*

MSGQILYDKPQHPP
GATQPNLS*

TAGTCGAGAC CCTACTATGT 0 S 0 0 0 0 0

8201 3724 ao AN9297.1 52.m03971 AO070279000023 0 -215 -147 ATGATAAACCCCAACATCCACCAGGAGCTACTCAGCCCAA
TTTGTCCTAGCCTACTATGTCACAGTTAA

ATGATAAACCCCAACATCCACCAGGAGCTA
CTCAGCCCAATTTGTCCTAGCCTACTATGTC
ACAGTTAA

MINPNIHQELLSPICPSLL
CHS*

MINPNIHQELLSPIC
PSLLCHS*

CAGATACTAT TGTATGCTTT 0 S 0 0 0 0 0

8202 3724 ao AN9297.1 52.m03971 AO070279000023 0 -159 -115 ATGTCACAGTTAATGTATGCTTTCTCAGTCCTAGCTGTCAT
ATGA

ATGTCACAGTTAATGTATGCTTTCTCAGTCC
TAGCTGTCATATGA

MSQLMYAFSVLAVI* MSQLMYAFSVLAVI* CTAGCCTACT TAACTCTCAG 0 S 0 0 0 0 0

8203 3724 ao AN9297.1 52.m03971 AO070279000023 0 -147 -115 ATGTATGCTTTCTCAGTCCTAGCTGTCATATGA ATGTATGCTTTCTCAGTCCTAGCTGTCATAT
GA

MYAFSVLAVI* MYAFSVLAVI* GTCACAGTTA TAACTCTCAG 0 S 0 0 0 0 0

8204 3724 ao AN9297.1 52.m03971 AO070279000023 0 -143 -126 ATGCTTTCTCAGTCCTAG ATGCTTTCTCAGTCCTAG MLSQS* MLSQS* CAGTTAATGT CTGTCATATG 0 S 0 0 0 0 0
8205 3724 ao AN9297.1 52.m03971 AO070279000023 0 -118 -95 ATGATAACTCTCAGTGGTATTTAG ATGATAACTCTCAGTGGTATTTAG MITLSGI* MITLSGI* TAGCTGTCAT AATCAGGGCC 0 S 0 0 0 0 0
8207 3725 ao AN4971.1 59.m08874 AO070288000037 0 -99 -16 ATGGCTAGACATGCGCTACAGAACGTCCGTCCGCCGGTC

ACATCGAAATTTGGATTCCCTCCGCCCGCAGGTCTCGTCC
GATAG

ATGGCTAGACATGCGCTACAGAACGTCCGT
CCGCCGGTCACATCGAAATTTGGATTCCCT
CCGCCCGCAGGTCTCGTCCGATAG

MARHALQNVRPPVTSKF
GFPPPAGLVR*

MARHALQNVRPPVT
SKFGFPPPAGLVR*

TATCAGTTGA ATCCTCCGTC 0 TV 0 0 0 0 0

8206 3725 conserved AN4971.1 59.m08874 AO070288000037 0 -106 -83 -112 -89 -115 -92 ATGyrGTrTyrryTsArTkryTAG ATGCAGTGTCAACTCAATTATTAG ATGTGGTATTGGTTGAGTGATTAG ATGCGGTATCAGTTGAATGGCTAG MqcqLny* MQCQLNY* MWYWLSD* MRYQLNG* yysyhbrGvr AyATGCGCwr 0 TV 0 0 0 0 0

8210 3726 af AN7630.1 71.m15820 AO070294000040 0 -240 -229 ATGAATTTCTAA ATGAATTTCTAA MNF* MNF* CGGGGAGAAA GCGGTGTGTT 0 S FG09544.1 0 NCU02477.1 0 0

8211 3726 af AN7630.1 71.m15820 AO070294000040 0 -212 -144 ATGGAACAGATACTGATTGATCAGCAGGAGGAAAAAAAAC
ATTCAGAGCTTTTCTGTATAAGGATTTGA

ATGGAACAGATACTGATTGATCAGCAGGAGGAAAA
AAAACATTCAGAGCTTTTCTGTATAAGGATTTGA

MEQILIDQQEEKKHSELF
CIRI*

MEQILIDQQEEKKH
SELFCIRI*

TGTTGAACTT AGGACCTTGT 0 S FG09544.1 0 NCU02477.1 0 0

8208 3726 an AN7630.1 71.m15820 AO070294000040 0 -114 -103 ATGAATTTCTAA ATGAATTTCTAA MNF* MNF* CGGGGAAGAA GCGGGGTGAT 0 S FG09544.1 0 NCU02477.1 0 0

8209 3726 an AN7630.1 71.m15820 AO070294000040 0 -94 -53 ATGAAATTTCCAGCTACTTTATATTTCTGTTTTCTTTCATAG ATGAAATTTCCAGCTACTTTATATTTCTGTTTTCTT
TCATAG

MKFPATLYFCFLS* MKFPATLYFCFLS* AAGCGGGGTG CATTCTAAGC 0 S FG09544.1 0 NCU02477.1 0 0

8212 3729 af AN1624.1 58.m07694 AO070299000090 0 -199 -62 ATGGAAGTATTTATGTCCTTGATGGGTCTCTGGGTCATCCT
GCCCTCCCGCCTTTTTTCTTACCCCCCAAAAGCTCTCCCA
GCTCTCCTTTTTCCTTCCTCTCCTCTTTTTTCTTTCCTTTCC
TTCCACACACTCTAA

ATGGAAGTATTTATGTCCTTGATGGGTCTCTGGGT
CATCCTGCCCTCCCGCCTTTTTTCTTACCCCCCAAA
AGCTCTCCCAGCTCTCCTTTTTCCTTCCTCTCCTCT
TTTTTCTTTCCTTTCCTTCCACACACTCTAA

MEVFMSLMGLWVILPSR
LFSYPPKALPALLFPSSPL
FSFLSFHTL*

MEVFMSLMGLWVIL
PSRLFSYPPKALPAL
LFPSSPLFSFLSFHT
L*

AAAATTCGGC CCTACCTTCT 0 C 0 MG00892.1 NCU02250.1 0 0

8213 3729 af AN1624.1 58.m07694 AO070299000090 0 -187 -62 ATGTCCTTGATGGGTCTCTGGGTCATCCTGCCCTCCCGCC
TTTTTTCTTACCCCCCAAAAGCTCTCCCAGCTCTCCTTTTT
CCTTCCTCTCCTCTTTTTTCTTTCCTTTCCTTCCACACACTC
TAA

ATGTCCTTGATGGGTCTCTGGGTCATCCTGCCCTC
CCGCCTTTTTTCTTACCCCCCAAAAGCTCTCCCAG
CTCTCCTTTTTCCTTCCTCTCCTCTTTTTTCTTTCCT
TTCCTTCCACACACTCTAA

MSLMGLWVILPSRLFSYP
PKALPALLFPSSPLFSFLS
FHTL*

MSLMGLWVILPSRL
FSYPPKALPALLFPS
SPLFSFLSFHTL*

GGAAGTATTT CCTACCTTCT 0 C 0 MG00892.1 NCU02250.1 0 0

8214 3729 af AN1624.1 58.m07694 AO070299000090 0 -178 -62 ATGGGTCTCTGGGTCATCCTGCCCTCCCGCCTTTTTTCTT
ACCCCCCAAAAGCTCTCCCAGCTCTCCTTTTTCCTTCCTCT
CCTCTTTTTTCTTTCCTTTCCTTCCACACACTCTAA

ATGGGTCTCTGGGTCATCCTGCCCTCCCGCCTTTT
TTCTTACCCCCCAAAAGCTCTCCCAGCTCTCCTTTT
TCCTTCCTCTCCTCTTTTTTCTTTCCTTTCCTTCCAC
ACACTCTAA

MGLWVILPSRLFSYPPKA
LPALLFPSSPLFSFLSFHT
L*

MGLWVILPSRLFSY
PPKALPALLFPSSPL
FSFLSFHTL*

TATGTCCTTG CCTACCTTCT 0 C 0 MG00892.1 NCU02250.1 0 0

8215 3729 ao AN1624.1 58.m07694 AO070299000090 0 -126 -76 ATGTCCCGGAAAGCCTCTGTTGTCAACTTCTCCAGCTTTTT
TCCCTCCTAA

ATGTCCCGGAAAGCCTCTGTTGTCAACTTCT
CCAGCTTTTTTCCCTCCTAA

MSRKASVVNFSSFFPS* MSRKASVVNFSSFF
PS*

GAGAGTATTT AAAGTTCTGT 0 C 0 MG00892.1 NCU02250.1 0 0

8217 3731 af AN1992.1 58.m07602 AO070301000083 0 -202 -179 ATGTTGGCGCCAAGTGCGCGCTAA ATGTTGGCGCCAAGTGCGCGCTAA MLAPSAR* MLAPSAR* CTGGCTTTTT GCCTTACCGA 0 A 0 0 0 0 0
8218 3731 af AN1992.1 58.m07602 AO070301000083 0 -143 -120 ATGGAACTGACGGCCTGTGGTTGA ATGGAACTGACGGCCTGTGGTTGA MELTACG* MELTACG* TGTAATAGCA AGGTCAGAGG 0 A 0 0 0 0 0
8219 3731 af AN1992.1 58.m07602 AO070301000083 0 -80 -60 ATGCCAGTCTACGAGACCTGA ATGCCAGTCTACGAGACCTGA MPVYET* MPVYET* CCGACTATCG TATCGTCAAC 0 A 0 0 0 0 0
8216 3731 an AN1992.1 58.m07602 AO070301000083 0 -76 -65 ATGTTCTTTTAA ATGTTCTTTTAA MFF* MFF* CGTCGCCGAC CATAGCGGCC 0 A 0 0 0 0 0
8222 3732 af AN3115.1 59.m08622 AO070303000034 0 -240 -199 ATGGGACTTCTGGGAGGACCATGCCTGTTGGAAGAGCAG

TAA
ATGGGACTTCTGGGAGGACCATGCCTGTTGGAAG
AGCAGTAA

MGLLGGPCLLEEQ* MGLLGGPCLLEEQ* GAATGGTTTA AGCTCCGCGC 0 R 0 0 0 0 0

8223 3732 af AN3115.1 59.m08622 AO070303000034 0 -220 -161 ATGCCTGTTGGAAGAGCAGTAAAGCTCCGCGCTGTGCGC
GCCCGAGCTCCCGGGTTGTAG

ATGCCTGTTGGAAGAGCAGTAAAGCTCCGCGCTGT
GCGCGCCCGAGCTCCCGGGTTGTAG

MPVGRAVKLRAVRARAP
GL*

MPVGRAVKLRAVRA
RAPGL*

TGGGAGGACC CAGGTATGTC 0 R 0 0 0 0 0

8224 3732 af AN3115.1 59.m08622 AO070303000034 0 -120 -85 ATGCCCCCCCTATCTTGCGTCGTGTGGCATACATAA ATGCCCCCCCTATCTTGCGTCGTGTGGCATACATA
A

MPPLSCVVWHT* MPPLSCVVWHT* TCATCCACTC ATACTTCCTA 0 R 0 0 0 0 0

8220 3732 an AN3115.1 59.m08622 AO070303000034 0 -139 -128 ATGTTTGCTTGA ATGTTTGCTTGA MFA* MFA* TATAAGCCCT TAAATAGGCA 0 R 0 0 0 0 0
8221 3732 an AN3115.1 59.m08622 AO070303000034 0 -99 -49 ATGTTACACTCTTCGGTTTATTTTGATTCACGGCCGATCAG

GAACCTCTGA
ATGTTACACTCTTCGGTTTATTTTGATTCACGGCC
GATCAGGAACCTCTGA

MLHSSVYFDSRPIRNL* MLHSSVYFDSRPIRNL* AGCCGTGCAC AGTGCCCATT 0 R 0 0 0 0 0

8225 3732 ao AN3115.1 59.m08622 AO070303000034 0 -243 -232 ATGGACTTTTGA ATGGACTTTTGA MDF* MDF* AAAGGTTAGT TATTGAGAAT 0 R 0 0 0 0 0
8226 3732 ao AN3115.1 59.m08622 AO070303000034 0 -162 -106 ATGCGCTTGGATCCACTTCAGACTACATGGAGCTCACTGT

GTTTGCATGCTGATTGA
ATGCGCTTGGATCCACTTCAGACTACATGG
AGCTCACTGTGTTTGCATGCTGATTGA

MRLDPLQTTWSSLCLHA
D*

MRLDPLQTTWSSLC
LHAD*

CACCAATAGC CAAACTGAAG 0 R 0 0 0 0 0

8227 3732 ao AN3115.1 59.m08622 AO070303000034 0 -136 -110 ATGGAGCTCACTGTGTTTGCATGCTGA ATGGAGCTCACTGTGTTTGCATGCTGA MELTVFAC* MELTVFAC* TTCAGACTAC TTGACAAACT 0 R 0 0 0 0 0
8228 3732 ao AN3115.1 59.m08622 AO070303000034 0 -116 -75 ATGCTGATTGACAAACTGAAGCATACTAATTTCTCTATATAA ATGCTGATTGACAAACTGAAGCATACTAATT

TCTCTATATAA
MLIDKLKHTNFSI* MLIDKLKHTNFSI* CTGTGTTTGC AGTCCTTCGG 0 R 0 0 0 0 0

8233 3736 af AN5687.1 65.m07413 AO070309000102 0 -150 -79 ATGGGCAACCGCCAAGAAAAAACAACTAGATGCGTCCTGC
GTCTAGAACTACCTTACCATAGACTACCTTAG

ATGGGCAACCGCCAAGAAAAAACAACTAGATGCGT
CCTGCGTCTAGAACTACCTTACCATAGACTACCTTA
G

MGNRQEKTTRCVLRLEL
PYHRLP*

MGNRQEKTTRCVL
RLELPYHRLP*

TCTCGTCTCC CTAGCGACTG 0  0 0 0 0 0

8234 3736 af AN5687.1 65.m07413 AO070309000102 0 -121 -89 ATGCGTCCTGCGTCTAGAACTACCTTACCATAG ATGCGTCCTGCGTCTAGAACTACCTTACCATAG MRPASRTTLP* MRPASRTTLP* AAACAACTAG ACTACCTTAG 0  0 0 0 0 0
8236 3737 an AN5690.1 65.m07415 AO070309000105 0 -268 -248 ATGTGCTTGTCGTCAACTTAG ATGTGCTTGTCGTCAACTTAG MCLSST* MCLSST* GCTCAAGTTC GCGCGACCCC 0 Q 0 0 0 0 0
8237 3737 an AN5690.1 65.m07415 AO070309000105 0 -234 -145 ATGGCGCTAGCCGTGACCTTCCCTAATAGGCAGGTCCATC

CAGATCTATCTCGATCTCTTCTTTATCTCCAAAACAGATGG
CAAAGATGA

ATGGCGCTAGCCGTGACCTTCCCTAATAGGCAG
GTCCATCCAGATCTATCTCGATCTCTTCTTTATCT
CCAAAACAGATGGCAAAGATGA

MALAVTFPNRQVHPDLS
RSLLYLQNRWQR*

MALAVTFPNRQVHPDLS
RSLLYLQNRWQR*

CGACCCCACA CAGCTATATA 0 Q 0 0 0 0 0

8238 3737 an AN5690.1 65.m07415 AO070309000105 0 -157 -134 ATGGCAAAGATGACAGCTATATAA ATGGCAAAGATGACAGCTATATAA MAKMTAI* MAKMTAI* TCCAAAACAG GTCACTGTCT 0 Q 0 0 0 0 0
8239 3737 an AN5690.1 65.m07415 AO070309000105 0 -148 -134 ATGACAGCTATATAA ATGACAGCTATATAA MTAI* MTAI* GATGGCAAAG GTCACTGTCT 0 Q 0 0 0 0 0
8240 3737 ao AN5690.1 65.m07415 AO070309000105 0 -131 -84 ATGCTACTCCATCTTCTACTTCAAACCTTTCTAACATTTACC

CCCTAA
ATGCTACTCCATCTTCTACTTCAAACCTTTCT
AACATTTACCCCCTAA

MLLHLLLQTFLTFTP* MLLHLLLQTFLTFTP
*

CTCCCTGTAA GACATTCGTT 0 Q 0 0 0 0 0

8242 3738 af AN9413.1 53.m03669 AO070310000006 0 -148 -71 ATGATGCCCCAATTGGCTTCCGACTCTGTGTTAGCGAGGG
AGATTTCTGAGCCCGCTCCCCGGATTCGCCTGTCCTAA

ATGATGCCCCAATTGGCTTCCGACTCTGTGTTAGC
GAGGGAGATTTCTGAGCCCGCTCCCCGGATTCGC
CTGTCCTAA

MMPQLASDSVLAREISEP
APRIRLS*

MMPQLASDSVLARE
ISEPAPRIRLS*

GGAGAACGGG GTTGGTCCAA 0  0 0 0 0 0

8243 3738 af AN9413.1 53.m03669 AO070310000006 0 -145 -71 ATGCCCCAATTGGCTTCCGACTCTGTGTTAGCGAGGGAGA
TTTCTGAGCCCGCTCCCCGGATTCGCCTGTCCTAA

ATGCCCCAATTGGCTTCCGACTCTGTGTTAGCGAG
GGAGATTTCTGAGCCCGCTCCCCGGATTCGCCTG
TCCTAA

MPQLASDSVLAREISEPA
PRIRLS*

MPQLASDSVLAREI
SEPAPRIRLS*

GAACGGGATG GTTGGTCCAA 0  0 0 0 0 0

8241 3738 an AN9413.1 53.m03669 AO070310000006 0 -124 -62 ATGACGTTCTATCTTTACCGACGCCCCCTACGAGTACCCA
AGCATTTGAGGCAGATAACCTAG

ATGACGTTCTATCTTTACCGACGCCCCCTACGAG
TACCCAAGCATTTGAGGCAGATAACCTAG

MTFYLYRRPLRVPKHLR
QIT*

MTFYLYRRPLRVPKHLR
QIT*

GCAGCACGGC ATCCCCCCAA 0  0 0 0 0 0

8245 3738 ao AN9413.1 53.m03669 AO070310000006 0 -115 -62 ATGACGTTCCTTTTCGTTATCGTCTCAGTAGGTTTCAACGC
CGGTGATATATGA

ATGACGTTCCTTTTCGTTATCGTCTCAGTAG
GTTTCAACGCCGGTGATATATGA

MTFLFVIVSVGFNAGDI* MTFLFVIVSVGFNA
GDI*

TTCACACGGA ACCTACCCCT 0  0 0 0 0 0

8246 3740 af AN8210.1 53.m03766 AO070310000105 0 -242 -204 ATGCAGACTTTGGAAATTCCCTTGTATGTGTTCCAATAA ATGCAGACTTTGGAAATTCCCTTGTATGTGTTCCAA
TAA

MQTLEIPLYVFQ* MQTLEIPLYVFQ* TCTTCCTACC TATCCTCTCC 0 D 0 0 0 0 0

8247 3740 af AN8210.1 53.m03766 AO070310000105 0 -217 -119 ATGTGTTCCAATAATATCCTCTCCTTTGTTGCTACTGGCTC
GAGCCACGGTACGTCTTTTCCAACCCTTCGTCCAGAGTAC
TCGTTGGTTTCCTCATAA

ATGTGTTCCAATAATATCCTCTCCTTTGTTGCTACT
GGCTCGAGCCACGGTACGTCTTTTCCAACCCTTCG
TCCAGAGTACTCGTTGGTTTCCTCATAA

MCSNNILSFVATGSSHGT
SFPTLRPEYSLVSS*

MCSNNILSFVATGS
SHGTSFPTLRPEYS
LVSS*

ATTCCCTTGT GTGTTGTGCA 0 D 0 0 0 0 0

8248 3741 an AN0112.1 71.m15387 AO070311000096 0 -225 -202 ATGTGTTCGGTAATTGCTGAGTAA ATGTGTTCGGTAATTGCTGAGTAA MCSVIAE* MCSVIAE* TTATTGGTGT TAGTAACGGC 0 U 0 0 0 0 0
8251 3742 af AN1005.1 70.m15223 AO070312000029 0 -203 -183 ATGGGAGTCCTGTCTGATTAA ATGGGAGTCCTGTCTGATTAA MGVLSD* MGVLSD* AATCTGGATA TTCAGATCAG 0 Z FG09793.1 0 NCU05282.1 0 0

8252 3742 af AN1005.1 70.m15223 AO070312000029 0 -170 -135 ATGACGATGCGCGCAACAGCGCCTCGGATTCCCTAA ATGACGATGCGCGCAACAGCGCCTCGGATTCCCT
AA

MTMRATAPRIP* MTMRATAPRIP* CAGATCAGGT CAAACGGTGG 0 Z FG09793.1 0 NCU05282.1 0 0

8253 3742 af AN1005.1 70.m15223 AO070312000029 0 -164 -135 ATGCGCGCAACAGCGCCTCGGATTCCCTAA ATGCGCGCAACAGCGCCTCGGATTCCCTAA MRATAPRIP* MRATAPRIP* AGGTATGACG CAAACGGTGG 0 Z FG09793.1 0 NCU05282.1 0 0

8250 3742 an AN1005.1 70.m15223 AO070312000029 0 -170 -150 ATGATCGAGCGCCGCAAATGA ATGATCGAGCGCCGCAAATGA MIERRK* MIERRK* AACTGCTTCG GGAGTATCGG 0 Z FG09793.1 0 NCU05282.1 0 0

8255 3742 ao AN1005.1 70.m15223 AO070312000029 0 -231 -211 ATGGGATCCTCTGTACTGTAA ATGGGATCCTCTGTACTGTAA MGSSVL* MGSSVL* TCAGTGACGA CGCGACACAC 0 Z FG09793.1 0 NCU05282.1 0 0

8257 3744 af AN0039.1 71.m15314 AO070314000117 0 -92 -75 ATGGCCTCAACCTGCTGA ATGGCCTCAACCTGCTGA MASTC* MASTC* CCGCGTCCTC GTGCTCCTTG 0 S 0 0 0 YNL011C 0
8256 3744 an AN0039.1 71.m15314 AO070314000117 0 -159 -130 ATGGTCCTTATCGTGTACTCGCCTCTCTGA ATGGTCCTTATCGTGTACTCGCCTCTCTGA MVLIVYSPL* MVLIVYSPL* TCCTAGCTGA GAATATATAT 0 S 0 0 0 YNL011C 0
8258 3744 ao AN0039.1 71.m15314 AO070314000117 0 -228 -172 ATGATCAATCAAGGAACTAAAAACCCTACGGAGTCTTGGC

TAATGACATCTTGCTAG
ATGATCAATCAAGGAACTAAAAACCCTACGG
AGTCTTGGCTAATGACATCTTGCTAG

MINQGTKNPTESWLMTS
C*

MINQGTKNPTESWL
MTSC*

TCCTTTGTCC GTTACGAAAT 0 S 0 0 0 YNL011C 0

8259 3744 ao AN0039.1 71.m15314 AO070314000117 0 -186 -172 ATGACATCTTGCTAG ATGACATCTTGCTAG MTSC* MTSC* GTCTTGGCTA GTTACGAAAT 0 S 0 0 0 YNL011C 0
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8260 3744 ao AN0039.1 71.m15314 AO070314000117 0 -163 -95 ATGGTATTTATAGAATCCGTGGCCTTAAAATATGAAAATAG
ATATAACGTCCAGACCTCAGGTTTATAA

ATGGTATTTATAGAATCCGTGGCCTTAAAAT
ATGAAAATAGATATAACGTCCAGACCTCAGG
TTTATAA

MVFIESVALKYENRYNVQ
TSGL*

MVFIESVALKYENRY
NVQTSGL*

AGGTTACGAA GTGACCGTGC 0 S 0 0 0 YNL011C 0

8261 3744 ao AN0039.1 71.m15314 AO070314000117 0 -132 -91 ATGAAAATAGATATAACGTCCAGACCTCAGGTTTATAAGTG
A

ATGAAAATAGATATAACGTCCAGACCTCAGG
TTTATAAGTGA

MKIDITSRPQVYK* MKIDITSRPQVYK* GCCTTAAAAT CCGTGCCTGC 0 S 0 0 0 YNL011C 0

8264 3746 af AN8704.1 62.m03491 AO070315000132 0 -291 -136 ATGAACTACATTACGATCACAGAGGAAGAGCCAACAGATA
ACAATTCCCTTGCAATGATTCCCTTCTTTGATGATATCGTA
GTTACCATAGAGGTATTGGAAGTCCGAAGTTGTAAGGCCA
CCCAAGGGCAGACGAGGTCACGTGTCGCACTTTAG

ATGAACTACATTACGATCACAGAGGAAGAGCCAAC
AGATAACAATTCCCTTGCAATGATTCCCTTCTTTGA
TGATATCGTAGTTACCATAGAGGTATTGGAAGTCC
GAAGTTGTAAGGCCACCCAAGGGCAGACGAGGTC
ACGTGTCGCACTTTAG

MNYITITEEEPTDNNSLA
MIPFFDDIVVTIEVLEVRS
CKATQGQTRSRVAL*

MNYITITEEEPTDNN
SLAMIPFFDDIVVTIE
VLEVRSCKATQGQT
RSRVAL*

AAAAAAAATT CGAGGCCTTC 0 J 0 0 0 0 0

8265 3746 af AN8704.1 62.m03491 AO070315000132 0 -237 -136 ATGATTCCCTTCTTTGATGATATCGTAGTTACCATAGAGGT
ATTGGAAGTCCGAAGTTGTAAGGCCACCCAAGGGCAGAC
GAGGTCACGTGTCGCACTTTAG

ATGATTCCCTTCTTTGATGATATCGTAGTTACCATA
GAGGTATTGGAAGTCCGAAGTTGTAAGGCCACCCA
AGGGCAGACGAGGTCACGTGTCGCACTTTAG

MIPFFDDIVVTIEVLEVRS
CKATQGQTRSRVAL*

MIPFFDDIVVTIEVLE
VRSCKATQGQTRS
RVAL*

TTCCCTTGCA CGAGGCCTTC 0 J 0 0 0 0 0

8266 3746 af AN8704.1 62.m03491 AO070315000132 0 -221 -210 ATGATATCGTAG ATGATATCGTAG MIS* MIS* CCCTTCTTTG TTACCATAGA 0 J 0 0 0 0 0
8262 3746 an AN8704.1 62.m03491 AO070315000132 0 -217 -176 ATGCATAGGCATATAGAGCTATCTCAGCGACTTACTTCGTA

G
ATGCATAGGCATATAGAGCTATCTCAGCGACTTA
CTTCGTAG

MHRHIELSQRLTS* MHRHIELSQRLTS* GCAGATTCAA ATGAAGGGTC 0 J 0 0 0 0 0

8263 3746 an AN8704.1 62.m03491 AO070315000132 0 -175 -134 ATGAAGGGTCAAGGGCAGAGCGGGGTCACGTGGTCCGC
TTAG

ATGAAGGGTCAAGGGCAGAGCGGGGTCACGTG
GTCCGCTTAG

MKGQGQSGVTWSA* MKGQGQSGVTWSA* TACTTCGTAG CGAGCTCCGC 0 J 0 0 0 0 0

8267 3746 ao AN8704.1 62.m03491 AO070315000132 0 -187 -170 ATGTCTCATAGAAGTTGA ATGTCTCATAGAAGTTGA MSHRS* MSHRS* GTCACCCCAG AGTTGCAAAC 0 J 0 0 0 0 0
8268 3748 an AN0984.1 70.m15624 AO070318000164 0 -197 -165 ATGAGTCTTAGAATTATTAATAAATGTTTGTAG ATGAGTCTTAGAATTATTAATAAATGTTTGTAG MSLRIINKCL* MSLRIINKCL* ACCCATAAGA TAAAAGAAGG 0 S 0 0 0 YOR243C 0

8269 3748 an AN0984.1 70.m15624 AO070318000164 0 -174 -127 ATGTTTGTAGTAAAAGAAGGGAGAGCGCTTACATCAATGA
GGTTCTGA

ATGTTTGTAGTAAAAGAAGGGAGAGCGCTTACAT
CAATGAGGTTCTGA

MFVVKEGRALTSMRF* MFVVKEGRALTSMRF* TTATTAATAA GCATACTCCC 0 S 0 0 0 YOR243C 0

8270 3748 an AN0984.1 70.m15624 AO070318000164 0 -138 -127 ATGAGGTTCTGA ATGAGGTTCTGA MRF* MRF* GCTTACATCA GCATACTCCC 0 S 0 0 0 YOR243C 0
8271 3748 ao AN0984.1 70.m15624 AO070318000164 0 -157 -131 ATGTACTGTTCTTTATCAGAGACGTAG ATGTACTGTTCTTTATCAGAGACGTAG MYCSLSET* MYCSLSET* AATCCGCCCC GGCTAGGGCT 0 S 0 0 0 YOR243C 0
8275 3752 af AN5535.1 58.m07481 AO070328000056 0 -233 -204 ATGTTTCTCTTGAGATTAAGAAAAAAATAG ATGTTTCTCTTGAGATTAAGAAAAAAATAG MFLLRLRKK* MFLLRLRKK* ACAATAAAGA CTAGCTTGAT 0 S 0 MG00102.1 NCU04505.1 0 0

8276 3752 af AN5535.1 58.m07481 AO070328000056 0 -195 -184 ATGGAGACGTGA ATGGAGACGTGA MET* MET* AGCTAGCTTG ACATGTAAGT 0 S 0 MG00102.1 NCU04505.1 0 0

8277 3752 af AN5535.1 58.m07481 AO070328000056 0 -168 -97 ATGTGGTTCGAAACAGAAATTCTTTTTGTCGCGGGGGATT
CGAGGAGATCTGCTTGCGGGTGGAGCCCGTAG

ATGTGGTTCGAAACAGAAATTCTTTTTGTCGCGGG
GGATTCGAGGAGATCTGCTTGCGGGTGGAGCCCG
TAG

MWFETEILFVAGDSRRS
ACGWSP*

MWFETEILFVAGDS
RRSACGWSP*

TAAGTCAATA TCTGGACCGC 0 S 0 MG00102.1 NCU04505.1 0 0

8272 3752 an AN5535.1 58.m07481 AO070328000056 0 -119 -72 ATGATAAAATGTCGACAGAAAATGAGGGGGAATTGCCAAA
GGCGGTGA

ATGATAAAATGTCGACAGAAAATGAGGGGGAATT
GCCAAAGGCGGTGA

MIKCRQKMRGNCQRR* MIKCRQKMRGNCQRR* AGTACGCTTG GCGAGAAGGT 0 S 0 MG00102.1 NCU04505.1 0 0

8273 3752 an AN5535.1 58.m07481 AO070328000056 0 -111 -4 ATGTCGACAGAAAATGAGGGGGAATTGCCAAAGGCGGTG
AGCGAGAAGGTCTCGACCGTTTTTCGACGTCATTGCTTGC
TTTCTCACTTCAAATGTCTTAACAATTGA

ATGTCGACAGAAAATGAGGGGGAATTGCCAAAG
GCGGTGAGCGAGAAGGTCTCGACCGTTTTTCGA
CGTCATTGCTTGCTTTCTCACTTCAAATGTCTTAA
CAATTGA

MSTENEGELPKAVSEKV
STVFRRHCLLSHFKCLNN
*

MSTENEGELPKAVSEKV
STVFRRHCLLSHFKCLN
N*

TGATGATAAA AAAATGACGC 0 S 0 MG00102.1 NCU04505.1 0 0

8274 3752 an AN5535.1 58.m07481 AO070328000056 0 -98 -72 ATGAGGGGGAATTGCCAAAGGCGGTGA ATGAGGGGGAATTGCCAAAGGCGGTGA MRGNCQRR* MRGNCQRR* TCGACAGAAA GCGAGAAGGT 0 S 0 MG00102.1 NCU04505.1 0 0

8279 3752 ao AN5535.1 58.m07481 AO070328000056 0 -250 -182 ATGTATCACCGGGGTGAAACACGGGAGAATAAGAGTTGT
GTGGTGGTCGAGGATAAGAAAATCAAATAA

ATGTATCACCGGGGTGAAACACGGGAGAAT
AAGAGTTGTGTGGTGGTCGAGGATAAGAAA
ATCAAATAA

MYHRGETRENKSCVVVE
DKKIK*

MYHRGETRENKSC
VVVEDKKIK*

ATCCTCTAGT TTTCTTCCAG 0 S 0 MG00102.1 NCU04505.1 0 0

8284 3753 af AN3642.1 58.m07459 AO070328000088 0 -103 -74 ATGGCAATTGTGGGATCCTATCTGATTTGA ATGGCAATTGTGGGATCCTATCTGATTTGA MAIVGSYLI* MAIVGSYLI* GCTAAGCGGC TTGCAAGGAC 0 U 0 0 0 0 0
8280 3753 an AN3642.1 58.m07459 AO070328000088 0 -272 -213 ATGCATGGAGCGGTATATCCTGAGAGCAAGCTTATCGAAG

TGGGAAGTGCGAAGGTGTAG
ATGCATGGAGCGGTATATCCTGAGAGCAAGCTTA
TCGAAGTGGGAAGTGCGAAGGTGTAG

MHGAVYPESKLIEVGSAK
V*

MHGAVYPESKLIEVGSA
KV*

GCTTTGGATT CGCGGCAGCA 0 U 0 0 0 0 0

8281 3753 an AN3642.1 58.m07459 AO070328000088 0 -268 -155 ATGGAGCGGTATATCCTGAGAGCAAGCTTATCGAAGTGG
GAAGTGCGAAGGTGTAGCGCGGCAGCAATGTTCCTGTTG
TCGTTGAGCGACGCCTTATGTAATCAGAGTACCTAG

ATGGAGCGGTATATCCTGAGAGCAAGCTTATCGA
AGTGGGAAGTGCGAAGGTGTAGCGCGGCAGCA
ATGTTCCTGTTGTCGTTGAGCGACGCCTTATGTA
ATCAGAGTACCTAG

MERYILRASLSKWEVRR
CSAAAMFLLSLSDALCNQ
ST*

MERYILRASLSKWEVRR
CSAAAMFLLSLSDALCN
QST*

TGGATTATGC TTATGCCACC 0 U 0 0 0 0 0

8282 3753 an AN3642.1 58.m07459 AO070328000088 0 -202 -155 ATGTTCCTGTTGTCGTTGAGCGACGCCTTATGTAATCAGA
GTACCTAG

ATGTTCCTGTTGTCGTTGAGCGACGCCTTATGTA
ATCAGAGTACCTAG

MFLLSLSDALCNQST* MFLLSLSDALCNQST* CGCGGCAGCA TTATGCCACC 0 U 0 0 0 0 0

8283 3753 an AN3642.1 58.m07459 AO070328000088 0 -133 -86 ATGCGAGGTGCCATCAACCCAGCTGGAAGCTCAACGGAG
CTCAACTAG

ATGCGAGGTGCCATCAACCCAGCTGGAAGCTCA
ACGGAGCTCAACTAG

MRGAINPAGSSTELN* MRGAINPAGSSTELN* CCAGGCAGTA TCACCCTTTG 0 U 0 0 0 0 0

8285 3753 ao AN3642.1 58.m07459 AO070328000088 0 -127 -92 ATGGCCATACTTGGAATATCCAATTCTAACTGGTGA ATGGCCATACTTGGAATATCCAATTCTAACT
GGTGA

MAILGISNSNW* MAILGISNSNW* GTCCGCGACA CCGTAACGAC 0 U 0 0 0 0 0

8288 3754 af AN4028.1 54.m06555 AO070328000115 0 -137 -96 ATGATTGTCATCACTGAATGCTCCTCTTTCACGGATGGGTA
A

ATGATTGTCATCACTGAATGCTCCTCTTTCACGGAT
GGGTAA

MIVITECSSFTDG* MIVITECSSFTDG* TCGACCTCCA TACTGCGTGG 0 S 0 0 0 0 0

8289 3754 af AN4028.1 54.m06555 AO070328000115 0 -120 -4 ATGCTCCTCTTTCACGGATGGGTAATACTGCGTGGTTCGA
GTTGGAATACACAGGAGGCTTCACCTTCGGCGAGTCTAG
GAAACCGGCGAGCCCGCTTTGGCACGAAATATCCATGA

ATGCTCCTCTTTCACGGATGGGTAATACTGCGTGG
TTCGAGTTGGAATACACAGGAGGCTTCACCTTCGG
CGAGTCTAGGAAACCGGCGAGCCCGCTTTGGCAC
GAAATATCCATGA

MLLFHGWVILRGSSWNT
QEASPSASLGNRRARFG
TKYP*

MLLFHGWVILRGSS
WNTQEASPSASLG
NRRARFGTKYP*

TCATCACTGA AGAATGACCT 0 S 0 0 0 0 0

8286 3754 an AN4028.1 54.m06555 AO070328000115 0 -111 -4 ATGGGTCATATGATACGTCTCTTTCTCGGAAGTCAGACGG
GGGTACCAATTGGGAAAAACAAAAGATTAGAGCAACCTAG
AAGACTGCATCTCGATTTCTCTCGATGA

ATGGGTCATATGATACGTCTCTTTCTCGGAAGTC
AGACGGGGGTACCAATTGGGAAAAACAAAAGATT
AGAGCAACCTAGAAGACTGCATCTCGATTTCTCT
CGATGA

MGHMIRLFLGSQTGVPIG
KNKRLEQPRRLHLDFSR*

MGHMIRLFLGSQTGVPI
GKNKRLEQPRRLHLDFS
R*

GTTTGCGCGG AGAATGAGCT 0 S 0 0 0 0 0

8287 3754 an AN4028.1 54.m06555 AO070328000115 0 -102 -4 ATGATACGTCTCTTTCTCGGAAGTCAGACGGGGGTACCAA
TTGGGAAAAACAAAAGATTAGAGCAACCTAGAAGACTGCA
TCTCGATTTCTCTCGATGA

ATGATACGTCTCTTTCTCGGAAGTCAGACGGGG
GTACCAATTGGGAAAAACAAAAGATTAGAGCAAC
CTAGAAGACTGCATCTCGATTTCTCTCGATGA

MIRLFLGSQTGVPIGKNK
RLEQPRRLHLDFSR*

MIRLFLGSQTGVPIGKN
KRLEQPRRLHLDFSR*

GATGGGTCAT AGAATGAGCT 0 S 0 0 0 0 0

8290 3754 ao AN4028.1 54.m06555 AO070328000115 0 -111 -64 ATGGGTCATCTTATGCGTGGTTTATGCGGGAATCTTCACG
GTGGTTAA

ATGGGTCATCTTATGCGTGGTTTATGCGGG
AATCTTCACGGTGGTTAA

MGHLMRGLCGNLHGG* MGHLMRGLCGNLH
GG*

GTTCGCGCGC AGGGTGACAA 0 S 0 0 0 0 0

8291 3754 ao AN4028.1 54.m06555 AO070328000115 0 -99 -64 ATGCGTGGTTTATGCGGGAATCTTCACGGTGGTTAA ATGCGTGGTTTATGCGGGAATCTTCACGGT
GGTTAA

MRGLCGNLHGG* MRGLCGNLHGG* GGGTCATCTT AGGGTGACAA 0 S 0 0 0 0 0

8292 3754 ao AN4028.1 54.m06555 AO070328000115 0 -88 -38 ATGCGGGAATCTTCACGGTGGTTAAAGGGTGACAAGAAA
GGATCTGGTTGA

ATGCGGGAATCTTCACGGTGGTTAAAGGGT
GACAAGAAAGGATCTGGTTGA

MRESSRWLKGDKKGSG* MRESSRWLKGDKK
GSG*

TGCGTGGTTT TTTGAAACGG 0 S 0 0 0 0 0

8294 3755 af AN3305.1 71.m15151 AO070329000026 0 -185 -150 ATGAGACAATTGCATTTGTGTGAAATCCTGCTCTAG ATGAGACAATTGCATTTGTGTGAAATCCTGCTCTAG MRQLHLCEILL* MRQLHLCEILL* ATTGTCCTAC CGACATCTGA 0 Q 0 MG07443.1 NCU01107.1 0 0

8295 3755 af AN3305.1 71.m15151 AO070329000026 0 -115 -92 ATGACGCTCAGCCAGTCCGACTAA ATGACGCTCAGCCAGTCCGACTAA MTLSQSD* MTLSQSD* TGATATCATC TATAACCACC 0 Q 0 MG07443.1 NCU01107.1 0 0

8293 3755 an AN3305.1 71.m15151 AO070329000026 0 -203 -162 ATGGTCAAGTTTCCACGTAAACATGACATCACGCCTGGCT
AG

ATGGTCAAGTTTCCACGTAAACATGACATCACGC
CTGGCTAG

MVKFPRKHDITPG* MVKFPRKHDITPG* GTGCAATATA GTCGGCAACC 0 Q 0 MG07443.1 NCU01107.1 0 0

8296 3755 ao AN3305.1 71.m15151 AO070329000026 0 -124 -110 ATGACATCAACTTGA ATGACATCAACTTGA MTST* MTST* GCGTCATAGG GCACATAGGG 0 Q 0 MG07443.1 NCU01107.1 0 0

8299 3757 af AN1136.1 70.m15101 AO070331000127 0 -153 -16 ATGCTTGCCATGCCAAAATACCCGGGGCGGTTACTCACG
GGTTTCTGTGAGCCTGACATCCCAGTTCCGTTGGCTTGCG
ATCTCTCTTCACTCATCCGTCTACCCTCCCAATCTGCATAC
ACAATTCATACTTCATAG

ATGCTTGCCATGCCAAAATACCCGGGGCGGTTACT
CACGGGTTTCTGTGAGCCTGACATCCCAGTTCCGT
TGGCTTGCGATCTCTCTTCACTCATCCGTCTACCCT
CCCAATCTGCATACACAATTCATACTTCATAG

MLAMPKYPGRLLTGFCE
PDIPVPLACDLSSLIRLPS
QSAYTIHTS*

MLAMPKYPGRLLTG
FCEPDIPVPLACDLS
SLIRLPSQSAYTIHTS
*

CCGTAGTAGG AAGAGCTTCA 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8300 3757 af AN1136.1 70.m15101 AO070331000127 0 -144 -16 ATGCCAAAATACCCGGGGCGGTTACTCACGGGTTTCTGTG
AGCCTGACATCCCAGTTCCGTTGGCTTGCGATCTCTCTTC
ACTCATCCGTCTACCCTCCCAATCTGCATACACAATTCATA
CTTCATAG

ATGCCAAAATACCCGGGGCGGTTACTCACGGGTTT
CTGTGAGCCTGACATCCCAGTTCCGTTGGCTTGCG
ATCTCTCTTCACTCATCCGTCTACCCTCCCAATCTG
CATACACAATTCATACTTCATAG

MPKYPGRLLTGFCEPDIP
VPLACDLSSLIRLPSQSA
YTIHTS*

MPKYPGRLLTGFCE
PDIPVPLACDLSSLI
RLPSQSAYTIHTS*

GATGCTTGCC AAGAGCTTCA 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8297 3757 an AN1136.1 70.m15101 AO070331000127 0 -110 -72 ATGATCTCCACTCCACCTCATCATGAACCTCCCTCTTGA ATGATCTCCACTCCACCTCATCATGAACCTCCCT
CTTGA

MISTPPHHEPPS* MISTPPHHEPPS* GGCCTGCTGG CTCTTTCCCC 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8298 3757 an AN1136.1 70.m15101 AO070331000127 0 -88 -23 ATGAACCTCCCTCTTGACTCTTTCCCCTCTCTCTTCCACTC
CTCCTCCCCTTCCTCCTCACCATAA

ATGAACCTCCCTCTTGACTCTTTCCCCTCTCTCTT
CCACTCCTCCTCCCCTTCCTCCTCACCATAA

MNLPLDSFPSLFHSSSPS
SSP*

MNLPLDSFPSLFHSSSP
SSSP*

CCACCTCATC TAGAATACAC 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8301 3757 ao AN1136.1 70.m15101 AO070331000127 0 -275 -162 ATGCATGTACCCCATCCAGATAGCCACCCACGTGAGGAGT
CAAGCAATGTGGAGCCCGTCGATAGTCAATTTTATCGGTT
ACTCACGGTCGCTGGAGATAACCTGCACTCATAA

ATGCATGTACCCCATCCAGATAGCCACCCA
CGTGAGGAGTCAAGCAATGTGGAGCCCGT
CGATAGTCAATTTTATCGGTTACTCACGGTC
GCTGGAGATAACCTGCACTCATAA

MHVPHPDSHPREESSNV
EPVDSQFYRLLTVAGDNL
HS*

MHVPHPDSHPREE
SSNVEPVDSQFYRL
LTVAGDNLHS*

TGGTAGGTTC ACCTCGACTG 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8302 3757 ao AN1136.1 70.m15101 AO070331000127 0 -147 -127 ATGAGGAGTCTGTCATCTTGA ATGAGGAGTCTGTCATCTTGA MRSLSS* MRSLSS* CGACTGGTCC ATATTCTACG 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8303 3757 ao AN1136.1 70.m15101 AO070331000127 0 -110 -42 ATGTTTCAAGAGTACATGCTCAAGAGAACACAACCAAACC
AGAAGCTTGAAGCACAGCCCTCACGATAG

ATGTTTCAAGAGTACATGCTCAAGAGAACAC
AACCAAACCAGAAGCTTGAAGCACAGCCCT
CACGATAG

MFQEYMLKRTQPNQKLE
AQPSR*

MFQEYMLKRTQPN
QKLEAQPSR*

TACGTCGTCC CCATTTGAAA 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8304 3757 ao AN1136.1 70.m15101 AO070331000127 0 -95 -42 ATGCTCAAGAGAACACAACCAAACCAGAAGCTTGAAGCAC
AGCCCTCACGATAG

ATGCTCAAGAGAACACAACCAAACCAGAAG
CTTGAAGCACAGCCCTCACGATAG

MLKRTQPNQKLEAQPSR
*

MLKRTQPNQKLEAQ
PSR*

TCAAGAGTAC CCATTTGAAA 0 G FG05701.1 0 NCU06022.1 YDR287W 0

8306 3759 af AN0013.1 69.m15595 AO070333000040 0 -211 -173 ATGCTTTGGTCTCCAGAATGCGGGGTTGATACCGGCTGA ATGCTTTGGTCTCCAGAATGCGGGGTTGATACCGG
CTGA

MLWSPECGVDTG* MLWSPECGVDTG* TTATTTCCCC ATGGACCTGT 0 R 0 0 0 0 0

8307 3759 af AN0013.1 69.m15595 AO070333000040 0 -194 -183 ATGCGGGGTTGA ATGCGGGGTTGA MRG* MRG* GGTCTCCAGA TACCGGCTGA 0 R 0 0 0 0 0
8308 3759 af AN0013.1 69.m15595 AO070333000040 0 -172 -26 ATGGACCTGTATAACCGGTCAGTTGATGGGAGTCTTGGAC

AGAGTTGTTATGGTGCTCCTGATGCTATAGAAAGGGCCAT
GTTCAGGTTTCTCGAGTCTGGCTACTCTTCCTCCACACAG
TTGACTGTGTCTGTTAACCGCACTTGA

ATGGACCTGTATAACCGGTCAGTTGATGGGAGTCT
TGGACAGAGTTGTTATGGTGCTCCTGATGCTATAG
AAAGGGCCATGTTCAGGTTTCTCGAGTCTGGCTAC
TCTTCCTCCACACAGTTGACTGTGTCTGTTAACCGC
ACTTGA

MDLYNRSVDGSLGQSCY
GAPDAIERAMFRFLESGY
SSSTQLTVSVNRT*

MDLYNRSVDGSLG
QSCYGAPDAIERAM
FRFLESGYSSSTQL
TVSVNRT*

TACCGGCTGA ACGGGAAAGA 0 R 0 0 0 0 0

8309 3759 af AN0013.1 69.m15595 AO070333000040 0 -147 -103 ATGGGAGTCTTGGACAGAGTTGTTATGGTGCTCCTGATGC
TATAG

ATGGGAGTCTTGGACAGAGTTGTTATGGTGCTCCT
GATGCTATAG

MGVLDRVVMVLLML* MGVLDRVVMVLLML
*

CGGTCAGTTG AAAGGGCCAT 0 R 0 0 0 0 0

8310 3759 af AN0013.1 69.m15595 AO070333000040 0 -123 -103 ATGGTGCTCCTGATGCTATAG ATGGTGCTCCTGATGCTATAG MVLLML* MVLLML* CAGAGTTGTT AAAGGGCCAT 0 R 0 0 0 0 0
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8311 3759 af AN0013.1 69.m15595 AO070333000040 0 -94 -26 ATGTTCAGGTTTCTCGAGTCTGGCTACTCTTCCTCCACACA
GTTGACTGTGTCTGTTAACCGCACTTGA

ATGTTCAGGTTTCTCGAGTCTGGCTACTCTTCCTCC
ACACAGTTGACTGTGTCTGTTAACCGCACTTGA

MFRFLESGYSSSTQLTVS
VNRT*

MFRFLESGYSSSTQ
LTVSVNRT*

AGAAAGGGCC ACGGGAAAGA 0 R 0 0 0 0 0

8305 3759 an AN0013.1 69.m15595 AO070333000040 0 -140 -117 ATGCTCCCCGCGCTGTGTATATAG ATGCTCCCCGCGCTGTGTATATAG MLPALCI* MLPALCI* TATAGCCTAA GTTGTTCAAT 0 R 0 0 0 0 0
8312 3759 ao AN0013.1 69.m15595 AO070333000040 0 -256 -236 ATGCCAACACTGAATGGGTGA ATGCCAACACTGAATGGGTGA MPTLNG* MPTLNG* AGCTCAACTA CAACATCTCG 0 R 0 0 0 0 0
8313 3759 ao AN0013.1 69.m15595 AO070333000040 0 -243 -151 ATGGGTGACAACATCTCGTGGGAAGCCCGGTTGGGGACA

ATGGAACCGGGAGTCCACCCAGCCGCCATCTGTACGAAG
GATTGTGGTTGTTAA

ATGGGTGACAACATCTCGTGGGAAGCCCG
GTTGGGGACAATGGAACCGGGAGTCCACC
CAGCCGCCATCTGTACGAAGGATTGTGGTT
GTTAA

MGDNISWEARLGTMEPG
VHPAAICTKDCGC*

MGDNISWEARLGT
MEPGVHPAAICTKD
CGC*

CCAACACTGA GCTCATTTCT 0 R 0 0 0 0 0

8314 3759 ao AN0013.1 69.m15595 AO070333000040 0 -204 -151 ATGGAACCGGGAGTCCACCCAGCCGCCATCTGTACGAAG
GATTGTGGTTGTTAA

ATGGAACCGGGAGTCCACCCAGCCGCCAT
CTGTACGAAGGATTGTGGTTGTTAA

MEPGVHPAAICTKDCGC* MEPGVHPAAICTKD
CGC*

GTTGGGGACA GCTCATTTCT 0 R 0 0 0 0 0

8317 3762 af AN2927.1 59.m09068 AO070337000182 0 -258 -205 ATGATGAGTATTTGTTGCTCTCTGATCGCCCCGGCAACGA
ACATTGTCAGGTGA

ATGATGAGTATTTGTTGCTCTCTGATCGCCCCGGC
AACGAACATTGTCAGGTGA

MMSICCSLIAPATNIVR* MMSICCSLIAPATNI
VR*

CATCCATTTC CTTTCCTCCG 0 D 0 0 0 0 0

8318 3762 af AN2927.1 59.m09068 AO070337000182 0 -255 -205 ATGAGTATTTGTTGCTCTCTGATCGCCCCGGCAACGAACA
TTGTCAGGTGA

ATGAGTATTTGTTGCTCTCTGATCGCCCCGGCAAC
GAACATTGTCAGGTGA

MSICCSLIAPATNIVR* MSICCSLIAPATNIVR
*

CCATTTCATG CTTTCCTCCG 0 D 0 0 0 0 0

8319 3762 af AN2927.1 59.m09068 AO070337000182 0 -176 -21 ATGTTTGTCATGATCCAGGAACCAGAACAACAGCATCAAC
TCCGGCAGACGACACAACAAACACGATACGACACGCCCC
CGCCATTGGGGCATCCGATGATTTTTGGGAATTTGGGACG
GGCGCATTGGTTGACACGTCCATGTAGGATTTATTGA

ATGTTTGTCATGATCCAGGAACCAGAACAACAGCA
TCAACTCCGGCAGACGACACAACAAACACGATACG
ACACGCCCCCGCCATTGGGGCATCCGATGATTTTT
GGGAATTTGGGACGGGCGCATTGGTTGACACGTC
CATGTAGGATTTATTGA

MFVMIQEPEQQHQLRQT
TQQTRYDTPPPLGHPMIF
GNLGRAHWLTRPCRIY*

MFVMIQEPEQQHQL
RQTTQQTRYDTPPP
LGHPMIFGNLGRAH
WLTRPCRIY*

GCCACCCGTG TTGGGCTGAG 0 D 0 0 0 0 0

8320 3762 af AN2927.1 59.m09068 AO070337000182 0 -167 -21 ATGATCCAGGAACCAGAACAACAGCATCAACTCCGGCAGA
CGACACAACAAACACGATACGACACGCCCCCGCCATTGG
GGCATCCGATGATTTTTGGGAATTTGGGACGGGCGCATTG
GTTGACACGTCCATGTAGGATTTATTGA

ATGATCCAGGAACCAGAACAACAGCATCAACTCCG
GCAGACGACACAACAAACACGATACGACACGCCC
CCGCCATTGGGGCATCCGATGATTTTTGGGAATTT
GGGACGGGCGCATTGGTTGACACGTCCATGTAGG
ATTTATTGA

MIQEPEQQHQLRQTTQQ
TRYDTPPPLGHPMIFGNL
GRAHWLTRPCRIY*

MIQEPEQQHQLRQT
TQQTRYDTPPPLGH
PMIFGNLGRAHWLT
RPCRIY*

GATGTTTGTC TTGGGCTGAG 0 D 0 0 0 0 0

8321 3762 af AN2927.1 59.m09068 AO070337000182 0 -80 -21 ATGATTTTTGGGAATTTGGGACGGGCGCATTGGTTGACAC
GTCCATGTAGGATTTATTGA

ATGATTTTTGGGAATTTGGGACGGGCGCATTGGTT
GACACGTCCATGTAGGATTTATTGA

MIFGNLGRAHWLTRPCRI
Y*

MIFGNLGRAHWLTR
PCRIY*

GGGGCATCCG TTGGGCTGAG 0 D 0 0 0 0 0

8315 3762 an AN2927.1 59.m09068 AO070337000182 0 -236 -183 ATGCTTTGTTTACATCATACGATTGCCCCTCGCAACCATCA
CGTGTGGGGCTAG

ATGCTTTGTTTACATCATACGATTGCCCCTCGCAA
CCATCACGTGTGGGGCTAG

MLCLHHTIAPRNHHVWG* MLCLHHTIAPRNHHVW
G*

TTGCTCAAAA TCCCAACCAG 0 D 0 0 0 0 0

8322 3762 ao AN2927.1 59.m09068 AO070337000182 0 -236 -174 ATGAACGCCATGCTTTGTTGTCATCACACCATTGCCGTGG
CAACAACCAATCACGTGATATGA

ATGAACGCCATGCTTTGTTGTCATCACACCA
TTGCCGTGGCAACAACCAATCACGTGATAT
GA

MNAMLCCHHTIAVATTNH
VI*

MNAMLCCHHTIAVA
TTNHVI*

ACTGCAGCAA TATCCGCTCC 0 D 0 0 0 0 0

8323 3762 ao AN2927.1 59.m09068 AO070337000182 0 -227 -174 ATGCTTTGTTGTCATCACACCATTGCCGTGGCAACAACCA
ATCACGTGATATGA

ATGCTTTGTTGTCATCACACCATTGCCGTGG
CAACAACCAATCACGTGATATGA

MLCCHHTIAVATTNHVI* MLCCHHTIAVATTN
HVI*

AATGAACGCC TATCCGCTCC 0 D 0 0 0 0 0

8324 3762 ao AN2927.1 59.m09068 AO070337000182 0 -177 -127 ATGATATCCGCTCCCAGCCTCCCCGTAACGTTGTTTCTTC
GAGTACGTTGA

ATGATATCCGCTCCCAGCCTCCCCGTAACG
TTGTTTCTTCGAGTACGTTGA

MISAPSLPVTLFLRVR* MISAPSLPVTLFLRV
R*

ATCACGTGAT TCCCGACCGG 0 D 0 0 0 0 0

8327 3763 af AN3797.1 57.m05686 AO070337000231 0 -236 -132 ATGATACCCACTTTGTTCGCGAAGAAATACTTCAAAAATAT
GTTCTCAGGGGTATTATTAAGATGTCATCAACTATTTCGTT
GTATATCGCAATGTCACTCGTAG

ATGATACCCACTTTGTTCGCGAAGAAATACTTCAAA
AATATGTTCTCAGGGGTATTATTAAGATGTCATCAA
CTATTTCGTTGTATATCGCAATGTCACTCGTAG

MIPTLFAKKYFKNMFSGV
LLRCHQLFRCISQCHS*

MIPTLFAKKYFKNMF
SGVLLRCHQLFRCI
SQCHS*

TTCCAAAGTT AACCAACAGA 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8328 3763 af AN3797.1 57.m05686 AO070337000231 0 -197 -132 ATGTTCTCAGGGGTATTATTAAGATGTCATCAACTATTTCG
TTGTATATCGCAATGTCACTCGTAG

ATGTTCTCAGGGGTATTATTAAGATGTCATCAACTA
TTTCGTTGTATATCGCAATGTCACTCGTAG

MFSGVLLRCHQLFRCISQ
CHS*

MFSGVLLRCHQLFR
CISQCHS*

CTTCAAAAAT AACCAACAGA 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8329 3763 af AN3797.1 57.m05686 AO070337000231 0 -174 -46 ATGTCATCAACTATTTCGTTGTATATCGCAATGTCACTCGT
AGAACCAACAGACTCCTGTGTTTGCCATTTTGCACATAATA
GGTCACATGATTTCGTGTCGCAGCGTGTCGACGCCTGTC
GGGGATGA

ATGTCATCAACTATTTCGTTGTATATCGCAATGTCA
CTCGTAGAACCAACAGACTCCTGTGTTTGCCATTTT
GCACATAATAGGTCACATGATTTCGTGTCGCAGCG
TGTCGACGCCTGTCGGGGATGA

MSSTISLYIAMSLVEPTDS
CVCHFAHNRSHDFVSQR
VDACRG*

MSSTISLYIAMSLVE
PTDSCVCHFAHNRS
HDFVSQRVDACRG*

TATTATTAAG AGTGCATGTA 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8330 3763 af AN3797.1 57.m05686 AO070337000231 0 -144 -46 ATGTCACTCGTAGAACCAACAGACTCCTGTGTTTGCCATTT
TGCACATAATAGGTCACATGATTTCGTGTCGCAGCGTGTC
GACGCCTGTCGGGGATGA

ATGTCACTCGTAGAACCAACAGACTCCTGTGTTTG
CCATTTTGCACATAATAGGTCACATGATTTCGTGTC
GCAGCGTGTCGACGCCTGTCGGGGATGA

MSLVEPTDSCVCHFAHN
RSHDFVSQRVDACRG*

MSLVEPTDSCVCHF
AHNRSHDFVSQRV
DACRG*

GTATATCGCA AGTGCATGTA 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8326 3763 an AN3797.1 57.m05686 AO070337000231 0 -88 -68 ATGAATCACGTGACTTCGTGA ATGAATCACGTGACTTCGTGA MNHVTS* MNHVTS* AAAGTGTAAG TATAGCGCGT 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8332 3763 ao AN3797.1 57.m05686 AO070337000231 0 -85 -71 ATGACCACGCGATAA ATGACCACGCGATAA MTTR* MTTR* ATCCAATCAC GAGCGCGTCA 0 L FG08405.1 MG00630.1 NCU04733.1 0 0

8335 3765 af AN0244.1 54.m06697 AO070338000236 0 -246 -223 ATGGAGTTTGCGGTCTACCATTGA ATGGAGTTTGCGGTCTACCATTGA MEFAVYH* MEFAVYH* ATAGGTATAC TACCAACATC 0 U 0 0 0 0 0
8334 3765 an AN0244.1 54.m06697 AO070338000236 0 -240 -28 ATGCGATCATTCTTTTGGGCGCCGGCGGACCTTCTTCATC

TGACATTGTCGCCTTGCTTTAGAACTAGGCACCGCTCTTTA
CTCGACATTAACCGCCCGACTTCTCTCAGAGAACCGCCCG
TCCCCGGTCTACAGTCCATTCGAGCTCAAAGCTCAAGATA
CGCCTCCGGCGCCAGCGCATCTTCCCTTCCGCCTTGCTG
CGCACGCACTTGA

ATGCGATCATTCTTTTGGGCGCCGGCGGACCTT
CTTCATCTGACATTGTCGCCTTGCTTTAGAACTAG
GCACCGCTCTTTACTCGACATTAACCGCCCGACT
TCTCTCAGAGAACCGCCCGTCCCCGGTCTACAG
TCCATTCGAGCTCAAAGCTCAAGATACGCCTCCG
GCGCCAGCGCATCTTCCCTTCCGCCTTGCTGCG
CACGCACTTGA

MRSFFWAPADLLHLTLSP
CFRTRHRSLLDINRPTSL
REPPVPGLQSIRAQSSRY
ASGASASSLPPCCART*

MRSFFWAPADLLHLTLS
PCFRTRHRSLLDINRPT
SLREPPVPGLQSIRAQS
SRYASGASASSLPPCCA
RT*

TCTCGCTTAG AGAAATGAAC 0 U 0 0 0 0 0

8337 3768 af AN2088.1 57.m05790 AO070341000246 0 -282 -187 ATGAGGATGGATCAAGAAGCGCCCTCCAGATGTAGCAAT
GAAGAGATGATGTTGCAAGAAGAGGTGAAACAAGCTGGC
GGCACGGGATCAGGCTAG

ATGAGGATGGATCAAGAAGCGCCCTCCAGATGTA
GCAATGAAGAGATGATGTTGCAAGAAGAGGTGAAA
CAAGCTGGCGGCACGGGATCAGGCTAG

MRMDQEAPSRCSNEEM
MLQEEVKQAGGTGSG*

MRMDQEAPSRCSN
EEMMLQEEVKQAG
GTGSG*

TTAGATAGAG GCTAGATAGG 0 S FG01054.1 0 0 0 0

8338 3768 af AN2088.1 57.m05790 AO070341000246 0 -276 -187 ATGGATCAAGAAGCGCCCTCCAGATGTAGCAATGAAGAGA
TGATGTTGCAAGAAGAGGTGAAACAAGCTGGCGGCACGG
GATCAGGCTAG

ATGGATCAAGAAGCGCCCTCCAGATGTAGCAATGA
AGAGATGATGTTGCAAGAAGAGGTGAAACAAGCTG
GCGGCACGGGATCAGGCTAG

MDQEAPSRCSNEEMML
QEEVKQAGGTGSG*

MDQEAPSRCSNEE
MMLQEEVKQAGGT
GSG*

AGAGATGAGG GCTAGATAGG 0 S FG01054.1 0 0 0 0

8339 3768 af AN2088.1 57.m05790 AO070341000246 0 -245 -234 ATGAAGAGATGA ATGAAGAGATGA MKR* MKR* AGATGTAGCA TGTTGCAAGA 0 S FG01054.1 0 0 0 0
8340 3768 af AN2088.1 57.m05790 AO070341000246 0 -237 -187 ATGATGTTGCAAGAAGAGGTGAAACAAGCTGGCGGCACG

GGATCAGGCTAG
ATGATGTTGCAAGAAGAGGTGAAACAAGCTGGCG
GCACGGGATCAGGCTAG

MMLQEEVKQAGGTGSG* MMLQEEVKQAGGT
GSG*

CAATGAAGAG GCTAGATAGG 0 S FG01054.1 0 0 0 0

8341 3768 af AN2088.1 57.m05790 AO070341000246 0 -234 -187 ATGTTGCAAGAAGAGGTGAAACAAGCTGGCGGCACGGGA
TCAGGCTAG

ATGTTGCAAGAAGAGGTGAAACAAGCTGGCGGCA
CGGGATCAGGCTAG

MLQEEVKQAGGTGSG* MLQEEVKQAGGTG
SG*

TGAAGAGATG GCTAGATAGG 0 S FG01054.1 0 0 0 0

8342 3768 af AN2088.1 57.m05790 AO070341000246 0 -133 -119 ATGGATGACAATTAA ATGGATGACAATTAA MDDN* MDDN* GCATCGTGAT CATCATAAAC 0 S FG01054.1 0 0 0 0
8343 3768 af AN2088.1 57.m05790 AO070341000246 0 -129 -73 ATGACAATTAACATCATAAACACTCTTCGTTCAGTTGCTGT

GACTCCTGACGCGTAA
ATGACAATTAACATCATAAACACTCTTCGTTCAGTT
GCTGTGACTCCTGACGCGTAA

MTINIINTLRSVAVTPDA* MTINIINTLRSVAVTP
DA*

CGTGATATGG GGGGATCTGG 0 S FG01054.1 0 0 0 0

8344 3768 ao AN2088.1 57.m05790 AO070341000246 0 -291 -280 ATGTCGCGGTGA ATGTCGCGGTGA MSR* MSR* GGAAGTCGCG AGAGATGAGG 0 S FG01054.1 0 0 0 0
8345 3768 ao AN2088.1 57.m05790 AO070341000246 0 -275 -255 ATGAGGTTAAGGTGTGATTGA ATGAGGTTAAGGTGTGATTGA MRLRCD* MRLRCD* CGGTGAAGAG GGCGAAACGG 0 S FG01054.1 0 0 0 0
8346 3770 af AN3730.1 69.m15387 AO070342000284 0 -218 -186 ATGTTATTTGTTGATACCACTGCCGTTCGTTGA ATGTTATTTGTTGATACCACTGCCGTTCGTTGA MLFVDTTAVR* MLFVDTTAVR* TCTTTCCTTC AATCTTCTTC 0  0 0 0 0 0
8347 3770 ao AN3730.1 69.m15387 AO070342000284 0 -185 -54 ATGGTCCCTCGCTTGCTGTCTTTTCTAAGCATTAATATCTT

GGTTTCAAATATCTATTCCCGTCATTCATTATTCAAACTATT
CATCTTTGGCCTTGGTAGTACAAGTGGAATTCTATCTCCAA
ACTTTTGA

ATGGTCCCTCGCTTGCTGTCTTTTCTAAGCA
TTAATATCTTGGTTTCAAATATCTATTCCCGT
CATTCATTATTCAAACTATTCATCTTTGGCCT
TGGTAGTACAAGTGGAATTCTATCTCCAAAC
TTTTGA

MVPRLLSFLSINILVSNIYS
RHSLFKLFIFGLGSTSGIL
SPNF*

MVPRLLSFLSINILVS
NIYSRHSLFKLFIFGL
GSTSGILSPNF*

TTCCTTGTCC GTGTCTGGCA 0  0 0 0 0 0

8349 3773 af AN2147.1 72.m19694 AO070343000196 0 -169 -74 ATGGGGTTGTACTTGATACGGAAGGCGGTCTGCCGACAT
AGATCCAGAAATTTTTTGTATCCGCTATTTTTTTGTGAACCG
GTTCCGATTAGCTAG

ATGGGGTTGTACTTGATACGGAAGGCGGTCTGCC
GACATAGATCCAGAAATTTTTTGTATCCGCTATTTTT
TTGTGAACCGGTTCCGATTAGCTAG

MGLYLIRKAVCRHRSRNF
LYPLFFCEPVPIS*

MGLYLIRKAVCRHR
SRNFLYPLFFCEPV
PIS*

AATTAAAGTG CTGGTCTGAA 0 A 0 0 0 0 0

8348 3773 an AN2147.1 72.m19694 AO070343000196 0 -178 -164 ATGGGTAGGCGGTGA ATGGGTAGGCGGTGA MGRR* MGRR* AATTTCCAGC GACTTTCACT 0 A 0 0 0 0 0
8352 3774 af AN7609.1 72.m19650 AO070343000267 0 -123 -97 ATGAATCCGCGCTTTACTTGCCATTAA ATGAATCCGCGCTTTACTTGCCATTAA MNPRFTCH* MNPRFTCH* CCCGTTTCCA TCATATACTC 0 KL 0 0 0 0 0
8350 3774 an AN7609.1 72.m19650 AO070343000267 0 -209 -168 ATGTTGGGAAAGGCTGCAGGGCGTCTTGTCAGTCTGGATT

GA
ATGTTGGGAAAGGCTGCAGGGCGTCTTGTCAGT
CTGGATTGA

MLGKAAGRLVSLD* MLGKAAGRLVSLD* GCCAGTGCGC CAATATCCCA 0 KL 0 0 0 0 0

8351 3774 an AN7609.1 72.m19650 AO070343000267 0 -92 -42 ATGCTTTACTTTCTTGCCTCCGCTTTATCTCCATTTATCTCT
TATTTTTAA

ATGCTTTACTTTCTTGCCTCCGCTTTATCTCCATT
TATCTCTTATTTTTAA

MLYFLASALSPFISYF* MLYFLASALSPFISYF* TCGCATATAA TCGTGACTGT 0 KL 0 0 0 0 0

8353 3774 ao AN7609.1 72.m19650 AO070343000267 0 -112 -92 ATGAATTTTGTTCTTGCATAA ATGAATTTTGTTCTTGCATAA MNFVLA* MNFVLA* TCGCATACTA TTTTTGCCTT 0 KL 0 0 0 0 0
8355 3775 af AN3778.1 72.m19643 AO070343000274 0 -222 -118 ATGGACAATCAATGGGGGATTCCCTATCGTCCATTTGTTC

GTACTTCCGCGGAGCGCGGTCCTTCTATCACGAAGTCGA
CTGTGAAACCGCTCCCCGCTATCTGA

ATGGACAATCAATGGGGGATTCCCTATCGTCCATT
TGTTCGTACTTCCGCGGAGCGCGGTCCTTCTATCA
CGAAGTCGACTGTGAAACCGCTCCCCGCTATCTGA

MDNQWGIPYRPFVRTSA
ERGPSITKSTVKPLPAI*

MDNQWGIPYRPFV
RTSAERGPSITKSTV
KPLPAI*

CTTTGTAAAT AGCTTTGTGA 0 H FG05299.1 MG06109.1 NCU09746.1 0 0

8356 3775 af AN3778.1 72.m19643 AO070343000274 0 -211 -62 ATGGGGGATTCCCTATCGTCCATTTGTTCGTACTTCCGCG
GAGCGCGGTCCTTCTATCACGAAGTCGACTGTGAAACCG
CTCCCCGCTATCTGAAGCTTTGTGATATATCTCCGATCCC
GCTTATCGAGCTACCTTCCTTAAGAGCGTAA

ATGGGGGATTCCCTATCGTCCATTTGTTCGTACTTC
CGCGGAGCGCGGTCCTTCTATCACGAAGTCGACT
GTGAAACCGCTCCCCGCTATCTGAAGCTTTGTGAT
ATATCTCCGATCCCGCTTATCGAGCTACCTTCCTTA
AGAGCGTAA

MGDSLSSICSYFRGARSF
YHEVDCETAPRYLKLCDI
SPIPLIELPSLRA*

MGDSLSSICSYFRG
ARSFYHEVDCETAP
RYLKLCDISPIPLIEL
PSLRA*

TGGACAATCA CGGATCCCCG 0 H FG05299.1 MG06109.1 NCU09746.1 0 0

8354 3775 an AN3778.1 72.m19643 AO070343000274 0 -168 -112 ATGGATGTTTTTCGTGATGGTTGTCGAGGAAAGAACTTAC
AGAAATTTTGTGCCTGA

ATGGATGTTTTTCGTGATGGTTGTCGAGGAAAGA
ACTTACAGAAATTTTGTGCCTGA

MDVFRDGCRGKNLQKF
CA*

MDVFRDGCRGKNLQKF
CA*

CGGTCCGTTA GGTGTCAATG 0 H FG05299.1 MG06109.1 NCU09746.1 0 0

8357 3775 ao AN3778.1 72.m19643 AO070343000274 0 -218 -147 ATGTATAGCATTGATTTAAATTTCACATTGTTGTATTTAAGG
GTTTATAGGAAATTAGCGATCGTTATATAA

ATGTATAGCATTGATTTAAATTTCACATTGTT
GTATTTAAGGGTTTATAGGAAATTAGCGATC
GTTATATAA

MYSIDLNFTLLYLRVYRKL
AIVI*

MYSIDLNFTLLYLRV
YRKLAIVI*

GCGCACTCTT TTGACATTGA 0 H FG05299.1 MG06109.1 NCU09746.1 0 0

8358 3778 an AN5449.1 69.m15483 AO070239000028 0 -175 -164 ATGATCTTGTGA ATGATCTTGTGA MIL* MIL* TCCTGGATCC CATTGGATGT 0 P 0 0 0 0 0
8359 3781 af AN4617.1 57.m05535 AO070267000034 0 -152 -93 ATGTCACGTGCTGATAGTCTGATAATGCGGGCATTCTTTC

GCATGAATTTCATGTTCTAG
ATGTCACGTGCTGATAGTCTGATAATGCGGGCATT
CTTTCGCATGAATTTCATGTTCTAG

MSRADSLIMRAFFRMNF
MF*

MSRADSLIMRAFFR
MNFMF*

CAAGGCTGTA TTCAAGTCAT 0 J 0 0 0 0 0

8360 3781 af AN4617.1 57.m05535 AO070267000034 0 -128 -93 ATGCGGGCATTCTTTCGCATGAATTTCATGTTCTAG ATGCGGGCATTCTTTCGCATGAATTTCATGTTCTAG MRAFFRMNFMF* MRAFFRMNFMF* TAGTCTGATA TTCAAGTCAT 0 J 0 0 0 0 0

8361 3781 af AN4617.1 57.m05535 AO070267000034 0 -110 -93 ATGAATTTCATGTTCTAG ATGAATTTCATGTTCTAG MNFMF* MNFMF* ATTCTTTCGC TTCAAGTCAT 0 J 0 0 0 0 0
8362 3781 ao AN4617.1 57.m05535 AO070267000034 0 -241 -170 ATGGTTAATATAGATCTTAAAGTTATATTACTGAGTTATCTA

TACGTAACCACCAGTACTACCATTGCCTAG
ATGGTTAATATAGATCTTAAAGTTATATTACT
GAGTTATCTATACGTAACCACCAGTACTACC
ATTGCCTAG

MVNIDLKVILLSYLYVTTS
TTIA*

MVNIDLKVILLSYLYV
TTSTTIA*

GCTCTCAAGC TCCACTGATA 0 J 0 0 0 0 0

8363 3781 ao AN4617.1 57.m05535 AO070267000034 0 -157 -131 ATGGCGCAGAAACAATCTCTCACGTGA ATGGCGCAGAAACAATCTCTCACGTGA MAQKQSLT* MAQKQSLT* CACTGATATA AGATAGCCGA 0 J 0 0 0 0 0
8367 3782 af AN8836.1 71.m15967 AO070271000042 0 -70 -14 ATGCAGTGCATATCCTTCTTGGGGTTTGATTGGTCTCAATT

CCAGAACTTTGACTGA
ATGCAGTGCATATCCTTCTTGGGGTTTGATTGGTCT
CAATTCCAGAACTTTGACTGA

MQCISFLGFDWSQFQNF
D*

MQCISFLGFDWSQF
QNFD*

TCATCTGACC CCTCTGTCGC 0 T 0 0 0 0 0

8364 3782 an AN8836.1 71.m15967 AO070271000042 0 -116 -105 ATGTCAGCATAA ATGTCAGCATAA MSA* MSA* TACGAAAAGT GTCCCACGTT 0 T 0 0 0 0 0
8368 3782 ao AN8836.1 71.m15967 AO070271000042 0 -149 -105 ATGGAAAGTAAGCCGGTGTTGCTTTTCTTTATCACTACTGC

CTAG
ATGGAAAGTAAGCCGGTGTTGCTTTTCTTTA
TCACTACTGCCTAG

MESKPVLLFFITTA* MESKPVLLFFITTA* ATCTCAACTT CAGTCATTTG 0 T 0 0 0 0 0
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8369 3782 ao AN8836.1 71.m15967 AO070271000042 0 -71 -24 ATGGCTTTGTCCCTATTCTTACATCCAAAGGGGTACTGGG
ACCTTTGA

ATGGCTTTGTCCCTATTCTTACATCCAAAGG
GGTACTGGGACCTTTGA

MALSLFLHPKGYWDL* MALSLFLHPKGYWD
L*

GTGTATACTG AAGGTAACTG 0 T 0 0 0 0 0

8371 3784 af AN4265.1 65.m07442 AO070277000020 0 -120 -103 ATGAAGCACAGCTTTTGA ATGAAGCACAGCTTTTGA MKHSF* MKHSF* ACATCAAAAA GATTGCTATT 0 BD 0 MG01639.1 NCU02828.1 0 0

8370 3784 an AN4265.1 65.m07442 AO070277000020 0 -161 -135 ATGCTCTCAAGGCAAGATTGCCGCTGA ATGCTCTCAAGGCAAGATTGCCGCTGA MLSRQDCR* MLSRQDCR* CCCCAAAACC TATATCGCGC 0 BD 0 MG01639.1 NCU02828.1 0 0

8372 3784 ao AN4265.1 65.m07442 AO070277000020 0 -230 -114 ATGTTTTTGTTGACTCGCATTTGTTTGTTCTGGTCGGCCAA
AGAGAGAAACTTTGCTGTATTTCCGCACATCGTGACGGGA
TTCAGTACGCAGCAGGTTATCATCTACAGAGGATGA

ATGTTTTTGTTGACTCGCATTTGTTTGTTCTG
GTCGGCCAAAGAGAGAAACTTTGCTGTATTT
CCGCACATCGTGACGGGATTCAGTACGCAG
CAGGTTATCATCTACAGAGGATGA

MFLLTRICLFWSAKERNF
AVFPHIVTGFSTQQVIIYR
G*

MFLLTRICLFWSAKE
RNFAVFPHIVTGFST
QQVIIYRG*

AGTATGGCGT GTATCTTAAA 0 BD 0 MG01639.1 NCU02828.1 0 0

8373 3784 ao AN4265.1 65.m07442 AO070277000020 0 -117 -79 ATGAGTATCTTAAACTGTGGCTGCTTCATTGTCACTTAA ATGAGTATCTTAAACTGTGGCTGCTTCATTG
TCACTTAA

MSILNCGCFIVT* MSILNCGCFIVT* TCTACAGAGG TTATCATTTT 0 BD 0 MG01639.1 NCU02828.1 0 0

8375 3785 af AN7550.1 72.m19567 AO070277000047 0 -237 -220 ATGTTTGGGAAGTGTTGA ATGTTTGGGAAGTGTTGA MFGKC* MFGKC* CTCGATATCA TCGATGGAGA 0 R 0 0 0 0 0
8376 3785 af AN7550.1 72.m19567 AO070277000047 0 -216 -169 ATGGAGATAAACAGTGGAGAGATGGGTAAAGGCGCTAAT

CTGTATTAG
ATGGAGATAAACAGTGGAGAGATGGGTAAAGGCG
CTAATCTGTATTAG

MEINSGEMGKGANLY* MEINSGEMGKGANL
Y*

GTGTTGATCG GTAAGGCAAG 0 R 0 0 0 0 0

8377 3785 af AN7550.1 72.m19567 AO070277000047 0 -195 -169 ATGGGTAAAGGCGCTAATCTGTATTAG ATGGGTAAAGGCGCTAATCTGTATTAG MGKGANLY* MGKGANLY* CAGTGGAGAG GTAAGGCAAG 0 R 0 0 0 0 0
8378 3785 af AN7550.1 72.m19567 AO070277000047 0 -135 -118 ATGGAGGAAGCCACTTGA ATGGAGGAAGCCACTTGA MEEAT* MEEAT* CGACATTATC GGCGATGATT 0 R 0 0 0 0 0
8379 3785 af AN7550.1 72.m19567 AO070277000047 0 -113 -63 ATGATTATCATCTATGGAGTACGGAGTATGCTGGTTGCCA

TCAACACTTGA
ATGATTATCATCTATGGAGTACGGAGTATGCTGGTT
GCCATCAACACTTGA

MIIIYGVRSMLVAINT* MIIIYGVRSMLVAINT
*

ACTTGAGGCG ATCCTCATTT 0 R 0 0 0 0 0

8380 3785 af AN7550.1 72.m19567 AO070277000047 0 -86 -63 ATGCTGGTTGCCATCAACACTTGA ATGCTGGTTGCCATCAACACTTGA MLVAINT* MLVAINT* AGTACGGAGT ATCCTCATTT 0 R 0 0 0 0 0
8374 3785 an AN7550.1 72.m19567 AO070277000047 0 -174 -151 ATGGTTCAAAGTATACCCTGTTGA ATGGTTCAAAGTATACCCTGTTGA MVQSIPC* MVQSIPC* CACTTTGTGT TTGAAGGAAT 0 R 0 0 0 0 0
8381 3786 an AN0623.1 70.m15662 AO070280000074 0 -177 -49 ATGATCTACACTGCCTGCAGCCGTATATCAATTTTCCCTTC

CTCCCACTTCGCTGGCTCCTCTCCCACAGGATTTTTCTATT
TGCGAGGGGATCGCATTTCTATTCTTCTGCCCACTCTCGT
TGGTTGA

ATGATCTACACTGCCTGCAGCCGTATATCAATTTT
CCCTTCCTCCCACTTCGCTGGCTCCTCTCCCACA
GGATTTTTCTATTTGCGAGGGGATCGCATTTCTAT
TCTTCTGCCCACTCTCGTTGGTTGA

MIYTACSRISIFPSSHFAG
SSPTGFFYLRGDRISILLP
TLVG*

MIYTACSRISIFPSSHFA
GSSPTGFFYLRGDRISIL
LPTLVG*

CGCCCTGTTG TTATCCTTAC 0 E 0 0 NCU08977.1 0 0

8382 3786 ao AN0623.1 70.m15662 AO070280000074 0 -177 -157 ATGGCACGGAAGGCGCAGTGA ATGGCACGGAAGGCGCAGTGA MARKAQ* MARKAQ* GGTGAATCTT CGCGGACCTG 0 E 0 0 NCU08977.1 0 0

8385 3790 af AN8879.1 56.m02290 AO070293000008 0 -231 -97 ATGTATATGAAGGTGACGTGGATCACAGGGGCTGAACGA
AAAGGGTCAGATAGAAGAAAATGCCATGTTTTTTCGGAAG
TTTACCTTTGGCTGACTTTGTCATCTTTCACAACCATAACTT
ATGACTTGATTTAA

ATGTATATGAAGGTGACGTGGATCACAGGGGCTGA
ACGAAAAGGGTCAGATAGAAGAAAATGCCATGTTT
TTTCGGAAGTTTACCTTTGGCTGACTTTGTCATCTT
TCACAACCATAACTTATGACTTGATTTAA

MYMKVTWITGAERKGSD
RRKCHVFSEVYLWLTLS
SFTTITYDLI*

MYMKVTWITGAERK
GSDRRKCHVFSEVY
LWLTLSSFTTITYDLI
*

TTGTGTCCTT TGCTACCGCC 0 U 0 0 NCU09313.1 0 0

8386 3790 af AN8879.1 56.m02290 AO070293000008 0 -225 -97 ATGAAGGTGACGTGGATCACAGGGGCTGAACGAAAAGGG
TCAGATAGAAGAAAATGCCATGTTTTTTCGGAAGTTTACCT
TTGGCTGACTTTGTCATCTTTCACAACCATAACTTATGACTT
GATTTAA

ATGAAGGTGACGTGGATCACAGGGGCTGAACGAA
AAGGGTCAGATAGAAGAAAATGCCATGTTTTTTCG
GAAGTTTACCTTTGGCTGACTTTGTCATCTTTCACA
ACCATAACTTATGACTTGATTTAA

MKVTWITGAERKGSDRR
KCHVFSEVYLWLTLSSFT
TITYDLI*

MKVTWITGAERKGS
DRRKCHVFSEVYL
WLTLSSFTTITYDLI*

CCTTATGTAT TGCTACCGCC 0 U 0 0 NCU09313.1 0 0

8387 3790 af AN8879.1 56.m02290 AO070293000008 0 -172 -107 ATGCCATGTTTTTTCGGAAGTTTACCTTTGGCTGACTTTGT
CATCTTTCACAACCATAACTTATGA

ATGCCATGTTTTTTCGGAAGTTTACCTTTGGCTGAC
TTTGTCATCTTTCACAACCATAACTTATGA

MPCFFGSLPLADFVIFHN
HNL*

MPCFFGSLPLADFVI
FHNHNL*

ATAGAAGAAA CTTGATTTAA 0 U 0 0 NCU09313.1 0 0

8388 3790 af AN8879.1 56.m02290 AO070293000008 0 -167 -138 ATGTTTTTTCGGAAGTTTACCTTTGGCTGA ATGTTTTTTCGGAAGTTTACCTTTGGCTGA MFFRKFTFG* MFFRKFTFG* AGAAAATGCC CTTTGTCATC 0 U 0 0 NCU09313.1 0 0

8389 3790 af AN8879.1 56.m02290 AO070293000008 0 -97 -71 ATGCTACCGCCAATTGATCTGATCTGA ATGCTACCGCCAATTGATCTGATCTGA MLPPIDLI* MLPPIDLI* ACTTGATTTA TGGTCAATCG 0 U 0 0 NCU09313.1 0 0

8390 3790 af AN8879.1 56.m02290 AO070293000008 0 -71 -3 ATGGTCAATCGCAACTCGTTATCTGCGGCCTTGCTGTTCC
CTGTCGACGAGGATCACCCTATGTCGTGA

ATGGTCAATCGCAACTCGTTATCTGCGGCCTTGCT
GTTCCCTGTCGACGAGGATCACCCTATGTCGTGA

MVNRNSLSAALLFPVDE
DHPMS*

MVNRNSLSAALLFP
VDEDHPMS*

ATCTGATCTG AGATGTCGGA 0 U 0 0 NCU09313.1 0 0

8383 3790 an AN8879.1 56.m02290 AO070293000008 0 -207 -76 ATGGAAGCGGCCCCACATCAGCTTGGAGCCTCGAACCGC
GCGGTTTCTGGCCGGTGGTCAAACATCCTGATGGCGACC
TCGTCACCTGGAGCTCGACCTTCCACCTTCACAGCCTACA
ACAATAACTATTGA

ATGGAAGCGGCCCCACATCAGCTTGGAGCCTCG
AACCGCGCGGTTTCTGGCCGGTGGTCAAACATC
CTGATGGCGACCTCGTCACCTGGAGCTCGACCT
TCCACCTTCACAGCCTACAACAATAACTATTGA

MEAAPHQLGASNRAVSG
RWSNILMATSSPGARPS
TFTAYNNNY*

MEAAPHQLGASNRAVS
GRWSNILMATSSPGAR
PSTFTAYNNNY*

CATTCTTTAC GTTTTTTTGC 0 U 0 0 NCU09313.1 0 0

8384 3790 an AN8879.1 56.m02290 AO070293000008 0 -138 -76 ATGGCGACCTCGTCACCTGGAGCTCGACCTTCCACCTTCA
CAGCCTACAACAATAACTATTGA

ATGGCGACCTCGTCACCTGGAGCTCGACCTTCC
ACCTTCACAGCCTACAACAATAACTATTGA

MATSSPGARPSTFTAYN
NNY*

MATSSPGARPSTFTAYN
NNY*

AAACATCCTG GTTTTTTTGC 0 U 0 0 NCU09313.1 0 0

8391 3790 ao AN8879.1 56.m02290 AO070293000008 0 -259 -197 ATGGTGTACTATACGGAAGGGAAACACAATTACGCAATCG
AACTGCTCGGCACTCCATACTAA

ATGGTGTACTATACGGAAGGGAAACACAATT
ACGCAATCGAACTGCTCGGCACTCCATACT
AA

MVYYTEGKHNYAIELLGT
PY*

MVYYTEGKHNYAIE
LLGTPY*

CCCTGTTATT TACGACTCCG 0 U 0 0 NCU09313.1 0 0

8392 3790 ao AN8879.1 56.m02290 AO070293000008 0 -100 -68 ATGCGAACATATATCTTACTCTGCCGCATATAA ATGCGAACATATATCTTACTCTGCCGCATAT
AA

MRTYILLCRI* MRTYILLCRI* ACGATTCTAC GCATCGTAAT 0 U 0 0 NCU09313.1 0 0

8396 3791 af AN2266.1 71.m15910 AO070295000038 0 -222 -190 ATGAACTTTTGTACAGAACCCTTGAGCATATAA ATGAACTTTTGTACAGAACCCTTGAGCATATAA MNFCTEPLSI* MNFCTEPLSI* AGTTGGGTTC GTTTCTGCCT 0 U 0 0 0 0 0
8394 3791 an AN2266.1 71.m15910 AO070295000038 0 -225 -148 ATGGCTCGTGGTGGGACGAGTTACATAACTAAGCAGTGCT

GCCTTGCGATCTGCCCCAGGCCTCAACAACTAGTCTAG
ATGGCTCGTGGTGGGACGAGTTACATAACTAAG
CAGTGCTGCCTTGCGATCTGCCCCAGGCCTCAA
CAACTAGTCTAG

MARGGTSYITKQCCLAIC
PRPQQLV*

MARGGTSYITKQCCLAI
CPRPQQLV*

TGGAGCTTGG CCAATCGACT 0 U 0 0 0 0 0

8395 3791 an AN2266.1 71.m15910 AO070295000038 0 -66 -31 ATGCTGCTACCCGGTCGTTTTATATATTCGGTATGA ATGCTGCTACCCGGTCGTTTTATATATTCGGTAT
GA

MLLPGRFIYSV* MLLPGRFIYSV* TTGGCTGTCC TATAGGCTAT 0 U 0 0 0 0 0

8397 3791 ao AN2266.1 71.m15910 AO070295000038 0 -172 -26 ATGCCTCAGGCAAGAAGAATCATGCCAAGGCATCAACAGC
TGTCTAGCTTCCCCATCCCGCCCTATCGGTATCAATCGGT
CAGTCGACAGCTTGACACAAGCTCCTCTAGCAACTCCTCA
ACCCTCGGGGAACCCGCTATGATATAG

ATGCCTCAGGCAAGAAGAATCATGCCAAGG
CATCAACAGCTGTCTAGCTTCCCCATCCCG
CCCTATCGGTATCAATCGGTCAGTCGACAG
CTTGACACAAGCTCCTCTAGCAACTCCTCAA
CCCTCGGGGAACCCGCTATGATATAG

MPQARRIMPRHQQLSSF
PIPPYRYQSVSRQLDTSS
SSNSSTLGEPAMI*

MPQARRIMPRHQQ
LSSFPIPPYRYQSVS
RQLDTSSSSNSSTL
GEPAMI*

AGAATAGTGT TGCCTTTTGT 0 U 0 0 0 0 0

8398 3791 ao AN2266.1 71.m15910 AO070295000038 0 -151 -26 ATGCCAAGGCATCAACAGCTGTCTAGCTTCCCCATCCCGC
CCTATCGGTATCAATCGGTCAGTCGACAGCTTGACACAAG
CTCCTCTAGCAACTCCTCAACCCTCGGGGAACCCGCTATG
ATATAG

ATGCCAAGGCATCAACAGCTGTCTAGCTTC
CCCATCCCGCCCTATCGGTATCAATCGGTC
AGTCGACAGCTTGACACAAGCTCCTCTAGC
AACTCCTCAACCCTCGGGGAACCCGCTATG
ATATAG

MPRHQQLSSFPIPPYRY
QSVSRQLDTSSSSNSSTL
GEPAMI*

MPRHQQLSSFPIPP
YRYQSVSRQLDTSS
SSNSSTLGEPAMI*

AAGAAGAATC TGCCTTTTGT 0 U 0 0 0 0 0

8399 3792 ao AN7260.1 72.m19789 AO070297000018 0 -190 -122 ATGACTGATGGGGGGTTGTTCGCAGTCGAAGAAAAGCTC
CGCGGACAAAAAAATCCAAAAAAAGTCTAA

ATGACTGATGGGGGGTTGTTCGCAGTCGAA
GAAAAGCTCCGCGGACAAAAAAATCCAAAA
AAAGTCTAA

MTDGGLFAVEEKLRGQK
NPKKV*

MTDGGLFAVEEKLR
GQKNPKKV*

CGCATTTTGA GGTGGAGAGC 0 JU FG05465.1 0 0 YLR002C 0

8403 3794 af AN8389.1 59.m08445 AO070300000072 0 -149 -96 ATGATCCACCAGGGTCGTGTTTCCCACTTCGACTTGGTCC
TCGGCAACAAGTAG

ATGATCCACCAGGGTCGTGTTTCCCACTTCGACTT
GGTCCTCGGCAACAAGTAG

MIHQGRVSHFDLVLGNK* MIHQGRVSHFDLVL
GNK*

GTGGACGCAG AGAATCTTCG 0  0 0 0 0 0

8400 3794 an AN8389.1 59.m08445 AO070300000072 0 -248 -213 ATGGTGCACAGAACGCTTATTATATGGAGTCTGTGA ATGGTGCACAGAACGCTTATTATATGGAGTCTGT
GA

MVHRTLIIWSL* MVHRTLIIWSL* TGTAAACAAG CCCTACGAGA 0  0 0 0 0 0

8401 3794 an AN8389.1 59.m08445 AO070300000072 0 -225 -172 ATGGAGTCTGTGACCCTACGAGAGAGCATGCCTAGGCTTA
CAGGCCGGACTTAG

ATGGAGTCTGTGACCCTACGAGAGAGCATGCCT
AGGCTTACAGGCCGGACTTAG

MESVTLRESMPRLTGRT* MESVTLRESMPRLTGRT
*

CGCTTATTAT TTTATCTATT 0  0 0 0 0 0

8402 3794 an AN8389.1 59.m08445 AO070300000072 0 -198 -172 ATGCCTAGGCTTACAGGCCGGACTTAG ATGCCTAGGCTTACAGGCCGGACTTAG MPRLTGRT* MPRLTGRT* ACGAGAGAGC TTTATCTATT 0  0 0 0 0 0
8405 3794 ao AN8389.1 59.m08445 AO070300000072 0 -147 -79 ATGACGGCCCATTATTGGCGGGTTTGCTGGATTGCTGGCA

TTAAATGTTATCTTCTAAGTCTGCCATGA
ATGACGGCCCATTATTGGCGGGTTTGCTGG
ATTGCTGGCATTAAATGTTATCTTCTAAGTCT
GCCATGA

MTAHYWRVCWIAGIKCY
LLSLP*

MTAHYWRVCWIAGI
KCYLLSLP*

CACGTGTGAG CTACTCCGAT 0  0 0 0 0 0

8406 3794 ao AN8389.1 59.m08445 AO070300000072 0 -103 -59 ATGTTATCTTCTAAGTCTGCCATGACTACTCCGATTAACTC
ATAA

ATGTTATCTTCTAAGTCTGCCATGACTACTC
CGATTAACTCATAA

MLSSKSAMTTPINS* MLSSKSAMTTPINS* CTGGCATTAA ATAAACCCAC 0  0 0 0 0 0

8407 3794 ao AN8389.1 59.m08445 AO070300000072 0 -82 -59 ATGACTACTCCGATTAACTCATAA ATGACTACTCCGATTAACTCATAA MTTPINS* MTTPINS* TAAGTCTGCC ATAAACCCAC 0  0 0 0 0 0
8410 3798 af AN1708.1 58.m07794 AO070305000041 0 -208 -98 ATGAGTGTCCATACCGATACCACCACTAAACGCGTCGACG

CGCTACGTGACGCCTCCTTATCGGACAAGCCGACATTTTC
CCGTCCTGGGAACCTCTCTCAACACTTGTAG

ATGAGTGTCCATACCGATACCACCACTAAACGCGT
CGACGCGCTACGTGACGCCTCCTTATCGGACAAG
CCGACATTTTCCCGTCCTGGGAACCTCTCTCAACA
CTTGTAG

MSVHTDTTTKRVDALRD
ASLSDKPTFSRPGNLSQ
HL*

MSVHTDTTTKRVDA
LRDASLSDKPTFSR
PGNLSQHL*

CCAAGAAGTG TGTGTTTCCA 0 L 0 0 0 0 0

8411 3798 af AN1708.1 58.m07794 AO070305000041 0 -61 -41 ATGGATTATACATCTTCTTAA ATGGATTATACATCTTCTTAA MDYTSS* MDYTSS* CATCCTCAGT TTATCACATT 0 L 0 0 0 0 0
8408 3798 an AN1708.1 58.m07794 AO070305000041 0 -221 -177 ATGTCTGCTTGGTGCCTGAGTATTAAGGTATCAAGAAGCC

ACTAA
ATGTCTGCTTGGTGCCTGAGTATTAAGGTATCAA
GAAGCCACTAA

MSAWCLSIKVSRSH* MSAWCLSIKVSRSH* ATTAGAGCCG ACGCGTCGAC 0 L 0 0 0 0 0

8412 3798 ao AN1708.1 58.m07794 AO070305000041 0 -234 -211 ATGCCTGAGGCGTGGACGGAATGA ATGCCTGAGGCGTGGACGGAATGA MPEAWTE* MPEAWTE* ACTTCCCTTG AGGCCGGAAA 0 L 0 0 0 0 0
8413 3798 ao AN1708.1 58.m07794 AO070305000041 0 -214 -158 ATGAAGGCCGGAAAACCACTAAACGCGTCGACGCGCGAC

GCCCTTCCGACGATTTGA
ATGAAGGCCGGAAAACCACTAAACGCGTCG
ACGCGCGACGCCCTTCCGACGATTTGA

MKAGKPLNASTRDALPTI
*

MKAGKPLNASTRDA
LPTI*

CGTGGACGGA TAGATCGACT 0 L 0 0 0 0 0

8418 3800 af AN4510.1 57.m05618 AO070311000065 0 -205 -188 ATGTCGCGCCACTACTGA ATGTCGCGCCACTACTGA MSRHY* MSRHY* ACGACCTCAT CGCCCGTCCT 0 R 0 0 0 0 0
8416 3800 an AN4510.1 57.m05618 AO070311000065 0 -195 -178 ATGTTTGCTCCCTACTGA ATGTTTGCTCCCTACTGA MFAPY* MFAPY* GGCTATTCAA CCCCTCCCCG 0 R 0 0 0 0 0
8417 3800 an AN4510.1 57.m05618 AO070311000065 0 -81 -55 ATGCTACTGCTCGGAGCGTACAGCTGA ATGCTACTGCTCGGAGCGTACAGCTGA MLLLGAYS* MLLLGAYS* GGCGAACTCT ATATCTGTGT 0 R 0 0 0 0 0
8419 3800 ao AN4510.1 57.m05618 AO070311000065 0 -179 -168 ATGCCATTCTGA ATGCCATTCTGA MPF* MPF* TGGACCGAAG AGCTCTCCCG 0 R 0 0 0 0 0
8420 3800 ao AN4510.1 57.m05618 AO070311000065 0 -87 -31 ATGCTACCTCTGGAAACTTCCGAACCTCTCCATCTCTCCAT

TCCCTATCCTGTTTGA
ATGCTACCTCTGGAAACTTCCGAACCTCTCC
ATCTCTCCATTCCCTATCCTGTTTGA

MLPLETSEPLHLSIPYPV* MLPLETSEPLHLSIP
YPV*

AATACACTAT CGCTTCTTAG 0 R 0 0 0 0 0

8422 3802 af AN0111.1 71.m15386 AO070311000109 0 -271 -209 ATGATACGCAGCGCGATAGAGGAAGAAGCTTGGGCCACT
TCTGCCCGCCTGGCTGCGGCATGA

ATGATACGCAGCGCGATAGAGGAAGAAGCTTGGG
CCACTTCTGCCCGCCTGGCTGCGGCATGA

MIRSAIEEEAWATSARLA
AA*

MIRSAIEEEAWATSA
RLAAA*

CATTGGCACG CAGAAGGTCA 0 A 0 0 0 0 0

8423 3802 af AN0111.1 71.m15386 AO070311000109 0 -212 -162 ATGACAGAAGGTCACGTGCTCATGTCCAACTTCACGTTCT
GCGGCGCTTGA

ATGACAGAAGGTCACGTGCTCATGTCCAACTTCAC
GTTCTGCGGCGCTTGA

MTEGHVLMSNFTFCGA* MTEGHVLMSNFTFC
GA*

TGGCTGCGGC TCTTTGCTGG 0 A 0 0 0 0 0

8424 3802 af AN0111.1 71.m15386 AO070311000109 0 -191 -162 ATGTCCAACTTCACGTTCTGCGGCGCTTGA ATGTCCAACTTCACGTTCTGCGGCGCTTGA MSNFTFCGA* MSNFTFCGA* TCACGTGCTC TCTTTGCTGG 0 A 0 0 0 0 0
8425 3802 af AN0111.1 71.m15386 AO070311000109 0 -115 -95 ATGCGATCCTCCCTTTTCTGA ATGCGATCCTCCCTTTTCTGA MRSSLF* MRSSLF* TCTCCAGTTC CCCTGTGTGG 0 A 0 0 0 0 0
8421 3802 an AN0111.1 71.m15386 AO070311000109 0 -116 -84 ATGCCATCACGTTTCCTCGCGAATACGTGCTGA ATGCCATCACGTTTCCTCGCGAATACGTGCTGA MPSRFLANTC* MPSRFLANTC* TTTCCCGCTC CCGTGTGAGT 0 A 0 0 0 0 0

8426 3802 ao AN0111.1 71.m15386 AO070311000109 0 -240 -76 ATGGAGGAGGAGCTTGGACCACCTGCGGCCCGCATGATA
GCAGGTCACGTGGAACCTGCACAACTTCATCTCTGCAGTC
TCTCAGGCGGCTATCATCCAACGCGACGAGAAAGCTCTC
CAATTCATGCTACACCCCTTTCTTCGGACTCTGTGTTGACC
GTGTGA

ATGGAGGAGGAGCTTGGACCACCTGCGGC
CCGCATGATAGCAGGTCACGTGGAACCTGC
ACAACTTCATCTCTGCAGTCTCTCAGGCGG
CTATCATCCAACGCGACGAGAAAGCTCTCC
AATTCATGCTACACCCCTTTCTTCGGACTCT
GTGTTGACCGTGTGA

MEEELGPPAARMIAGHV
EPAQLHLCSLSGGYHPT
RRESSPIHATPLSSDSVL
TV*

MEEELGPPAARMIA
GHVEPAQLHLCSLS
GGYHPTRRESSPIH
ATPLSSDSVLTV*

ATAGGCGATA GCCGATCCCG 0 A 0 0 0 0 0
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8427 3802 ao AN0111.1 71.m15386 AO070311000109 0 -207 -76 ATGATAGCAGGTCACGTGGAACCTGCACAACTTCATCTCT
GCAGTCTCTCAGGCGGCTATCATCCAACGCGACGAGAAA
GCTCTCCAATTCATGCTACACCCCTTTCTTCGGACTCTGTG
TTGACCGTGTGA

ATGATAGCAGGTCACGTGGAACCTGCACAA
CTTCATCTCTGCAGTCTCTCAGGCGGCTATC
ATCCAACGCGACGAGAAAGCTCTCCAATTC
ATGCTACACCCCTTTCTTCGGACTCTGTGTT
GACCGTGTGA

MIAGHVEPAQLHLCSLSG
GYHPTRRESSPIHATPLS
SDSVLTV*

MIAGHVEPAQLHLC
SLSGGYHPTRRESS
PIHATPLSSDSVLTV
*

TGCGGCCCGC GCCGATCCCG 0 A 0 0 0 0 0

8428 3802 ao AN0111.1 71.m15386 AO070311000109 0 -116 -84 ATGCTACACCCCTTTCTTCGGACTCTGTGTTGA ATGCTACACCCCTTTCTTCGGACTCTGTGTT
GA

MLHPFLRTLC* MLHPFLRTLC* TCTCCAATTC CCGTGTGAGC 0 A 0 0 0 0 0

8429 3804 af AN0330.1 53.m03956 AO070312000077 0 -268 -251 ATGGATATCAGCCAATAG ATGGATATCAGCCAATAG MDISQ* MDISQ* CCTTTTCGGC CGGTTAGAAA 0 CR 0 0 0 0 0
8430 3804 af AN0330.1 53.m03956 AO070312000077 0 -67 -8 ATGTCTTCTCCTCTCTCACTTCACGATTCACGTCCGCATCT

GTGCAACCGGACTACCTGA
ATGTCTTCTCCTCTCTCACTTCACGATTCACGTCCG
CATCTGTGCAACCGGACTACCTGA

MSSPLSLHDSRPHLCNR
TT*

MSSPLSLHDSRPHL
CNRTT*

CAACGCCATC AAACAACATG 0 CR 0 0 0 0 0

8431 3804 ao AN0330.1 53.m03956 AO070312000077 0 -238 -194 ATGGCTGTAGAGCTCTGGAGAGCGCTGGCCAATGGAAAG
CCGTAA

ATGGCTGTAGAGCTCTGGAGAGCGCTGGC
CAATGGAAAGCCGTAA

MAVELWRALANGKP* MAVELWRALANGK
P*

GAACCAACCA AAGGGGTATC 0 CR 0 0 0 0 0

8432 3804 ao AN0330.1 53.m03956 AO070312000077 0 -207 -22 ATGGAAAGCCGTAAAAGGGGTATCGGCCTCGGCACCGGA
TCCGAGCATTTGTCAGCCGTGATTTTCTGGCATCCAAAGA
GATTCCATGCAATTCATTCACCATATCGAAAATCTATAAATC
GCTATGGGTTTACCCACGATGGCCATTATCCAGCAGGGCA
CACCATTCCCGTTCTCCCCTCATAA

ATGGAAAGCCGTAAAAGGGGTATCGGCCTC
GGCACCGGATCCGAGCATTTGTCAGCCGTG
ATTTTCTGGCATCCAAAGAGATTCCATGCAA
TTCATTCACCATATCGAAAATCTATAAATCGC
TATGGGTTTACCCACGATGGCCATTATCCAG
CAGGGCACACCATTCCCGTTCTCCCCTCAT
AA

MESRKRGIGLGTGSEHL
SAVIFWHPKRFHAIHSPY
RKSINRYGFTHDGHYPA
GHTIPVLPS*

MESRKRGIGLGTGS
EHLSAVIFWHPKRF
HAIHSPYRKSINRYG
FTHDGHYPAGHTIP
VLPS*

GCGCTGGCCA TCATAAACCA 0 CR 0 0 0 0 0

8433 3804 ao AN0330.1 53.m03956 AO070312000077 0 -122 -90 ATGCAATTCATTCACCATATCGAAAATCTATAA ATGCAATTCATTCACCATATCGAAAATCTATA
A

MQFIHHIENL* MQFIHHIENL* AAGAGATTCC ATCGCTATGG 0 CR 0 0 0 0 0

8434 3804 ao AN0330.1 53.m03956 AO070312000077 0 -83 -6 ATGGGTTTACCCACGATGGCCATTATCCAGCAGGGCACAC
CATTCCCGTTCTCCCCTCATAATCATAAACCAAGATAG

ATGGGTTTACCCACGATGGCCATTATCCAG
CAGGGCACACCATTCCCGTTCTCCCCTCAT
AATCATAAACCAAGATAG

MGLPTMAIIQQGTPFPFS
PHNHKPR*

MGLPTMAIIQQGTP
FPFSPHNHKPR*

ATAAATCGCT TCACAATGGG 0 CR 0 0 0 0 0

8435 3804 ao AN0330.1 53.m03956 AO070312000077 0 -68 -6 ATGGCCATTATCCAGCAGGGCACACCATTCCCGTTCTCCC
CTCATAATCATAAACCAAGATAG

ATGGCCATTATCCAGCAGGGCACACCATTC
CCGTTCTCCCCTCATAATCATAAACCAAGAT
AG

MAIIQQGTPFPFSPHNHK
PR*

MAIIQQGTPFPFSPH
NHKPR*

TTTACCCACG TCACAATGGG 0 CR 0 0 0 0 0

8436 3808 an AN3907.1 69.m15658 AO070324000091 0 -176 -120 ATGATATTGCCTCTGCTTCACTTAACGTCCTGTCTCTCGAG
CCTGCGCCGCTCCTAA

ATGATATTGCCTCTGCTTCACTTAACGTCCTGTCT
CTCGAGCCTGCGCCGCTCCTAA

MILPLLHLTSCLSSLRRS* MILPLLHLTSCLSSLRRS
*

TTTCCCGGCA ACTCCATGCT 0 K FG09338.1 0 0 YGR274C YGR274C

8437 3808 an AN3907.1 69.m15658 AO070324000091 0 -114 -31 ATGCTCGCATCTTCTCTATCCGTCGCGTCAACTACAATAAA
ATTCCCCTTTTTGCGTCTACCCAGGCGTACGCTATTTCTTT
GA

ATGCTCGCATCTTCTCTATCCGTCGCGTCAACTA
CAATAAAATTCCCCTTTTTGCGTCTACCCAGGCG
TACGCTATTTCTTTGA

MLASSLSVASTTIKFPFLR
LPRRTLFL*

MLASSLSVASTTIKFPFL
RLPRRTLFL*

CCTAAACTCC ACGTTTCGTC 0 K FG09338.1 0 0 YGR274C YGR274C

8438 3808 ao AN3907.1 69.m15658 AO070324000091 0 -120 -103 ATGTGCGCTCCTTCATAA ATGTGCGCTCCTTCATAA MCAPS* MCAPS* ACCGTTCTCG CGTCCAGTTG 0 K FG09338.1 0 0 YGR274C YGR274C
8451 3811 af AN5600.1 58.m07524 AO070328000004 0 -267 -217 ATGGACACAGCCCTACGAATTAAGACCTTCTTTCTTTCATA

TCATAATTAG
ATGGACACAGCCCTACGAATTAAGACCTTCTTTCTT
TCATATCATAATTAG

MDTALRIKTFFLSYHN* MDTALRIKTFFLSYH
N*

GTGTAGCCTG TCGGTGGAGT 0 I 0 0 0 0 0

8449 3811 an AN5600.1 58.m07524 AO070328000004 0 -481 -413 ATGTATTCCTGCCTCCCGCGCATTTCTCTATCCGCACCAG
ATCGACAAAGAGAACAGGAAACACTGTAG

ATGTATTCCTGCCTCCCGCGCATTTCTCTATCCG
CACCAGATCGACAAAGAGAACAGGAAACACTGTA
G

MYSCLPRISLSAPDRQRE
QETL*

MYSCLPRISLSAPDRQR
EQETL*

TCTTTCAGGT CCTGCTTGCC 0 I 0 0 0 0 0

8450 3811 an AN5600.1 58.m07524 AO070328000004 0 -376 -362 ATGATTTCCTGCTGA ATGATTTCCTGCTGA MISC* MISC* CGACCCTCAA CGTTTCCTGG 0 I 0 0 0 0 0
8452 3811 ao AN5600.1 58.m07524 AO070328000004 0 -237 -190 ATGAACACAGCCCTACAACAGAGGATCTCCATCTCGCGCC

GTCTCTAG
ATGAACACAGCCCTACAACAGAGGATCTCC
ATCTCGCGCCGTCTCTAG

MNTALQQRISISRRL* MNTALQQRISISRRL
*

GTGTAGCCTG TCAACCGGTG 0 I 0 0 0 0 0

8453 3812 af AN5536.1 58.m07482 AO070328000055 0 -219 -121 ATGACGTCTGGGCGGTCCAGACTACGGGCTCCACCCGCA
AGCAGATCTCCTCGAATCCCCCGCGACAAAAAGAATTTCT
GTTTCGAACCACATTATTGA

ATGACGTCTGGGCGGTCCAGACTACGGGCTCCAC
CCGCAAGCAGATCTCCTCGAATCCCCCGCGACAA
AAAGAATTTCTGTTTCGAACCACATTATTGA

MTSGRSRLRAPPASRSP
RIPRDKKNFCFEPHY*

MTSGRSRLRAPPAS
RSPRIPRDKKNFCF
EPHY*

AAATACTAGG CTTACATGTT 0 L 0 0 NCU04507.1 0 0

8454 3812 af AN5536.1 58.m07482 AO070328000055 0 -115 -92 ATGTTCACGTCTCCATCAAGCTAG ATGTTCACGTCTCCATCAAGCTAG MFTSPSS* MFTSPSS* ATTGACTTAC CTATTTTTTT 0 L 0 0 NCU04507.1 0 0

8455 3812 ao AN5536.1 58.m07482 AO070328000055 0 -227 -144 ATGACGTCTGGCCGGCCTTTTGGACTCCACCCCGAGCAG
ATCCTCAAAAAAGTACTCCCCGCGCGACTGGAAGAAATTA
TTTGA

ATGACGTCTGGCCGGCCTTTTGGACTCCAC
CCCGAGCAGATCCTCAAAAAAGTACTCCCC
GCGCGACTGGAAGAAATTATTTGA

MTSGRPFGLHPEQILKKV
LPARLEEII*

MTSGRPFGLHPEQI
LKKVLPARLEEII*

AAAGGCGCTA TTTTCTTATC 0 L 0 0 NCU04507.1 0 0

8456 3814 an AN4038.1 54.m06572 AO070328000136 0 -63 -34 ATGTTCAGTTCTTTCAAACTACACGGATAA ATGTTCAGTTCTTTCAAACTACACGGATAA MFSSFKLHG* MFSSFKLHG* AGTGATTTTC CGCCTTGCTA 0 J 0 0 0 0 0
8457 3816 af AN4859.1 59.m09466 AO070329000143 0 -182 -159 ATGCAAATCCCCCCCAAATATTAA ATGCAAATCCCCCCCAAATATTAA MQIPPKY* MQIPPKY* TGCTGCTTCC AGGATACATT 0 P 0 0 0 0 0
8460 3820 af AN1513.1 55.m03253 AO070334000232 0 -244 -215 ATGGAACAGCGGGTATTCCAGAAAATATAA ATGGAACAGCGGGTATTCCAGAAAATATAA MEQRVFQKI* MEQRVFQKI* CCATAGGACG TTCAACCGTA 0 E 0 0 0 YGR012W YGR012W
8461 3820 af AN1513.1 55.m03253 AO070334000232 0 -187 -158 ATGCCCGATAATGACGATAATGAAGGATGA ATGCCCGATAATGACGATAATGAAGGATGA MPDNDDNEG* MPDNDDNEG* GCTGACAGAA TGGATGGGGG 0 E 0 0 0 YGR012W YGR012W
8462 3820 af AN1513.1 55.m03253 AO070334000232 0 -177 -64 ATGACGATAATGAAGGATGATGGATGGGGGCTGGCGGAG

GAGTTCCTCAAGTGGCCCGAGCTTTCTCTCCGACTTTCTA
CACTAACCTCTCTCGCTTGGATGCGATCTAGATAG

ATGACGATAATGAAGGATGATGGATGGGGGCTGG
CGGAGGAGTTCCTCAAGTGGCCCGAGCTTTCTCTC
CGACTTTCTACACTAACCTCTCTCGCTTGGATGCG
ATCTAGATAG

MTIMKDDGWGLAEEFLK
WPELSLRLSTLTSLAWM
RSR*

MTIMKDDGWGLAE
EFLKWPELSLRLSTL
TSLAWMRSR*

ATGCCCGATA TTGCTCTTTT 0 E 0 0 0 YGR012W YGR012W

8463 3820 af AN1513.1 55.m03253 AO070334000232 0 -168 -64 ATGAAGGATGATGGATGGGGGCTGGCGGAGGAGTTCCTC
AAGTGGCCCGAGCTTTCTCTCCGACTTTCTACACTAACCT
CTCTCGCTTGGATGCGATCTAGATAG

ATGAAGGATGATGGATGGGGGCTGGCGGAGGAGT
TCCTCAAGTGGCCCGAGCTTTCTCTCCGACTTTCT
ACACTAACCTCTCTCGCTTGGATGCGATCTAGATA
G

MKDDGWGLAEEFLKWP
ELSLRLSTLTSLAWMRSR
*

MKDDGWGLAEEFL
KWPELSLRLSTLTSL
AWMRSR*

AATGACGATA TTGCTCTTTT 0 E 0 0 0 YGR012W YGR012W

8464 3820 af AN1513.1 55.m03253 AO070334000232 0 -161 -93 ATGATGGATGGGGGCTGGCGGAGGAGTTCCTCAAGTGGC
CCGAGCTTTCTCTCCGACTTTCTACACTAA

ATGATGGATGGGGGCTGGCGGAGGAGTTCCTCAA
GTGGCCCGAGCTTTCTCTCCGACTTTCTACACTAA

MMDGGWRRSSSSGPSF
LSDFLH*

MMDGGWRRSSSS
GPSFLSDFLH*

ATAATGAAGG CCTCTCTCGC 0 E 0 0 0 YGR012W YGR012W

8465 3820 af AN1513.1 55.m03253 AO070334000232 0 -158 -93 ATGGATGGGGGCTGGCGGAGGAGTTCCTCAAGTGGCCC
GAGCTTTCTCTCCGACTTTCTACACTAA

ATGGATGGGGGCTGGCGGAGGAGTTCCTCAAGTG
GCCCGAGCTTTCTCTCCGACTTTCTACACTAA

MDGGWRRSSSSGPSFL
SDFLH*

MDGGWRRSSSSGP
SFLSDFLH*

ATGAAGGATG CCTCTCTCGC 0 E 0 0 0 YGR012W YGR012W

8466 3820 af AN1513.1 55.m03253 AO070334000232 0 -154 -68 ATGGGGGCTGGCGGAGGAGTTCCTCAAGTGGCCCGAGC
TTTCTCTCCGACTTTCTACACTAACCTCTCTCGCTTGGATG
CGATCTAG

ATGGGGGCTGGCGGAGGAGTTCCTCAAGTGGCCC
GAGCTTTCTCTCCGACTTTCTACACTAACCTCTCTC
GCTTGGATGCGATCTAG

MGAGGGVPQVARAFSPT
FYTNLSRLDAI*

MGAGGGVPQVARA
FSPTFYTNLSRLDAI*

AGGATGATGG ATAGTTGCTC 0 E 0 0 0 YGR012W YGR012W

8467 3820 af AN1513.1 55.m03253 AO070334000232 0 -78 -64 ATGCGATCTAGATAG ATGCGATCTAGATAG MRSR* MRSR* TCTCGCTTGG TTGCTCTTTT 0 E 0 0 0 YGR012W YGR012W
8458 3820 an AN1513.1 55.m03253 AO070334000232 0 -160 -77 ATGAGAAGTGGAATCTCGATCAGATGCGGGCGGAGATTG

GCAGGCGGCCCGAGCTTTTACTTCGTTAACGTATCTCCAG
CTTGA

ATGAGAAGTGGAATCTCGATCAGATGCGGGCGG
AGATTGGCAGGCGGCCCGAGCTTTTACTTCGTTA
ACGTATCTCCAGCTTGA

MRSGISIRCGRRLAGGPS
FYFVNVSPA*

MRSGISIRCGRRLAGGP
SFYFVNVSPA*

TAGCTGGATA CCTCCAATGA 0 E 0 0 0 YGR012W YGR012W

8459 3820 an AN1513.1 55.m03253 AO070334000232 0 -137 -93 ATGCGGGCGGAGATTGGCAGGCGGCCCGAGCTTTTACTT
CGTTAA

ATGCGGGCGGAGATTGGCAGGCGGCCCGAGCT
TTTACTTCGTTAA

MRAEIGRRPELLLR* MRAEIGRRPELLLR* TCTCGATCAG CGTATCTCCA 0 E 0 0 0 YGR012W YGR012W

8468 3821 an AN3063.1 59.m08951 AO070337000010 0 -89 -72 ATGGTAATTTTAGCTTGA ATGGTAATTTTAGCTTGA MVILA* MVILA* GTCATACCGA CTTTTTTAGT 0 K 0 0 NCU02401.1 0 0

8473 3822 af AN4883.1 59.m08777 AO070338000077 0 -188 -57 ATGTTGTCTGTAAATCGTCATTCATTCCAGCGCCAGGTGTT
GCGATCGATTAACGCCAACTCCGCCTTACGATCAGTTCAA
CTTCCGATGACTCAACATCTCCTTTATCCATTTAGACATCA
TGTAGTTTAG

ATGTTGTCTGTAAATCGTCATTCATTCCAGCGCCAG
GTGTTGCGATCGATTAACGCCAACTCCGCCTTACG
ATCAGTTCAACTTCCGATGACTCAACATCTCCTTTA
TCCATTTAGACATCATGTAGTTTAG

MLSVNRHSFQRQVLRSI
NANSALRSVQLPMTQHL
LYPFRHHVV*

MLSVNRHSFQRQV
LRSINANSALRSVQL
PMTQHLLYPFRHHV
V*

GGTGGTGGGG ATCTGAGGAC 0 L 0 MG03854.1 0 0 0

8474 3822 af AN4883.1 59.m08777 AO070338000077 0 -101 -57 ATGACTCAACATCTCCTTTATCCATTTAGACATCATGTAGTT
TAG

ATGACTCAACATCTCCTTTATCCATTTAGACATCAT
GTAGTTTAG

MTQHLLYPFRHHVV* MTQHLLYPFRHHVV
*

TCAACTTCCG ATCTGAGGAC 0 L 0 MG03854.1 0 0 0

8470 3822 an AN4883.1 59.m08777 AO070338000077 0 -177 -88 ATGGTGTCGTCGCGAATGATCATCGCCGCAGCAGCTCCC
CTCCGCTCGGGGTCGGAGCTCTTGGAACTTCCCCAAACC
AATCAACCATAA

ATGGTGTCGTCGCGAATGATCATCGCCGCAGCA
GCTCCCCTCCGCTCGGGGTCGGAGCTCTTGGAA
CTTCCCCAAACCAATCAACCATAA

MVSSRMIIAAAAPLRSGS
ELLELPQTNQP*

MVSSRMIIAAAAPLRSG
SELLELPQTNQP*

ACAGCGAACG TTCAGCAACT 0 L 0 MG03854.1 0 0 0

8471 3822 an AN4883.1 59.m08777 AO070338000077 0 -162 -88 ATGATCATCGCCGCAGCAGCTCCCCTCCGCTCGGGGTCG
GAGCTCTTGGAACTTCCCCAAACCAATCAACCATAA

ATGATCATCGCCGCAGCAGCTCCCCTCCGCTCG
GGGTCGGAGCTCTTGGAACTTCCCCAAACCAAT
CAACCATAA

MIIAAAAPLRSGSELLELP
QTNQP*

MIIAAAAPLRSGSELLEL
PQTNQP*

GTCGTCGCGA TTCAGCAACT 0 L 0 MG03854.1 0 0 0

8472 3822 an AN4883.1 59.m08777 AO070338000077 0 -66 -10 ATGAAACTCATAATAGGCACCAACCCAGCTAATTTTATATT
ATCGCTACCTACGTGA

ATGAAACTCATAATAGGCACCAACCCAGCTAATT
TTATATTATCGCTACCTACGTGA

MKLIIGTNPANFILSLPT* MKLIIGTNPANFILSLPT* GCTCGACGTC CGGTTCAATA 0 L 0 MG03854.1 0 0 0

8475 3822 ao AN4883.1 59.m08777 AO070338000077 0 -209 -153 ATGAAATGTAAGGTGTCGCGAACAATGACAACTCCGCCTC
CGGACGAATTAAATTGA

ATGAAATGTAAGGTGTCGCGAACAATGACA
ACTCCGCCTCCGGACGAATTAAATTGA

MKCKVSRTMTTPPPDEL
N*

MKCKVSRTMTTPPP
DELN*

GGAGAGGGGA ATTGCGGGAA 0 L 0 MG03854.1 0 0 0

8476 3822 ao AN4883.1 59.m08777 AO070338000077 0 -185 -153 ATGACAACTCCGCCTCCGGACGAATTAAATTGA ATGACAACTCCGCCTCCGGACGAATTAAATT
GA

MTTPPPDELN* MTTPPPDELN* GTCGCGAACA ATTGCGGGAA 0 L 0 MG03854.1 0 0 0

8477 3823 af AN2904.1 59.m08755 AO070338000101 0 -272 -204 ATGAATCAAGAACTCGATAGAATTGGATTCGGCAGCTCTC
TGGCGGCGCCAAGCTACATAATCACGTGA

ATGAATCAAGAACTCGATAGAATTGGATTCGGCAG
CTCTCTGGCGGCGCCAAGCTACATAATCACGTGA

MNQELDRIGFGSSLAAPS
YIIT*

MNQELDRIGFGSSL
AAPSYIIT*

ACGCAAGAAG CTGAAACTTA 0 O 0 MG00908.1 NCU02260.1 0 0

8478 3823 ao AN2904.1 59.m08755 AO070338000101 0 -139 -92 ATGATCAAAGCAAAAGCTCCGATTCCCTCAACACTACCTC
GCCGTTAG

ATGATCAAAGCAAAAGCTCCGATTCCCTCAA
CACTACCTCGCCGTTAG

MIKAKAPIPSTLPRR* MIKAKAPIPSTLPRR* CAGTTTGGTT ATCTCTCGCT 0 O 0 MG00908.1 NCU02260.1 0 0

8479 3826 af AN2068.1 57.m05768 AO070341000217 0 -158 -99 ATGCTCAATGTTCCTGTATTGGCTGTAATGGCTTCTTCCCA
GATGGAGATCACATACTAA

ATGCTCAATGTTCCTGTATTGGCTGTAATGGCTTCT
TCCCAGATGGAGATCACATACTAA

MLNVPVLAVMASSQMEIT
Y*

MLNVPVLAVMASSQ
MEITY*

TTGCTCTGGT TCTATGCCCT 0 I 0 0 0 0 0

8480 3826 af AN2068.1 57.m05768 AO070341000217 0 -151 -131 ATGTTCCTGTATTGGCTGTAA ATGTTCCTGTATTGGCTGTAA MFLYWL* MFLYWL* GGTATGCTCA TGGCTTCTTC 0 I 0 0 0 0 0
8481 3826 af AN2068.1 57.m05768 AO070341000217 0 -131 -99 ATGGCTTCTTCCCAGATGGAGATCACATACTAA ATGGCTTCTTCCCAGATGGAGATCACATACTAA MASSQMEITY* MASSQMEITY* ATTGGCTGTA TCTATGCCCT 0 I 0 0 0 0 0
8482 3826 af AN2068.1 57.m05768 AO070341000217 0 -116 -99 ATGGAGATCACATACTAA ATGGAGATCACATACTAA MEITY* MEITY* TTCTTCCCAG TCTATGCCCT 0 I 0 0 0 0 0
8483 3826 ao AN2068.1 57.m05768 AO070341000217 0 -151 -107 ATGAGTGACTGGCAGCCTAATATATCTCAAGCTCGAATCA

ATTGA
ATGAGTGACTGGCAGCCTAATATATCTCAAG
CTCGAATCAATTGA

MSDWQPNISQARIN* MSDWQPNISQARIN
*

GGTTCCGGGT CGAAATAGTG 0 I 0 0 0 0 0

8486 3827 af AN5492.1 69.m15459 AO070341000393 0 -242 -69 ATGACAAAAACAGCATCAGGCCTTACATTGGCTGTGATGG
CTGGGGTCCAGAGTGGGGAATGCTATCGATCCCCGAGCT
CCTGCGCCTCACATGCTGCGATCAGCATTGTTAATTTTCT
GTTGATCGTATCTCTGTTTACCTTAGTTCTTGTTGGATTTTA
TCAGTCTAGATAG

ATGACAAAAACAGCATCAGGCCTTACATTGGCTGT
GATGGCTGGGGTCCAGAGTGGGGAATGCTATCGA
TCCCCGAGCTCCTGCGCCTCACATGCTGCGATCA
GCATTGTTAATTTTCTGTTGATCGTATCTCTGTTTAC
CTTAGTTCTTGTTGGATTTTATCAGTCTAGATAG

MTKTASGLTLAVMAGVQ
SGECYRSPSSCASHAAIS
IVNFLLIVSLFTLVLVGFYQ
SR*

MTKTASGLTLAVMA
GVQSGECYRSPSS
CASHAAISIVNFLLIV
SLFTLVLVGFYQSR*

TCATGAAGTG TCCTGGACTC 0 F 0 0 0 0 0

8487 3827 af AN5492.1 69.m15459 AO070341000393 0 -206 -69 ATGGCTGGGGTCCAGAGTGGGGAATGCTATCGATCCCCG
AGCTCCTGCGCCTCACATGCTGCGATCAGCATTGTTAATT
TTCTGTTGATCGTATCTCTGTTTACCTTAGTTCTTGTTGGAT
TTTATCAGTCTAGATAG

ATGGCTGGGGTCCAGAGTGGGGAATGCTATCGAT
CCCCGAGCTCCTGCGCCTCACATGCTGCGATCAG
CATTGTTAATTTTCTGTTGATCGTATCTCTGTTTACC
TTAGTTCTTGTTGGATTTTATCAGTCTAGATAG

MAGVQSGECYRSPSSCA
SHAAISIVNFLLIVSLFTLV
LVGFYQSR*

MAGVQSGECYRSP
SSCASHAAISIVNFL
LIVSLFTLVLVGFYQ
SR*

ATTGGCTGTG TCCTGGACTC 0 F 0 0 0 0 0

8488 3827 af AN5492.1 69.m15459 AO070341000393 0 -183 -130 ATGCTATCGATCCCCGAGCTCCTGCGCCTCACATGCTGC
GATCAGCATTGTTAA

ATGCTATCGATCCCCGAGCTCCTGCGCCTCACATG
CTGCGATCAGCATTGTTAA

MLSIPELLRLTCCDQHC* MLSIPELLRLTCCDQ
HC*

AGAGTGGGGA TTTTCTGTTG 0 F 0 0 0 0 0

8489 3827 af AN5492.1 69.m15459 AO070341000393 0 -151 -119 ATGCTGCGATCAGCATTGTTAATTTTCTGTTGA ATGCTGCGATCAGCATTGTTAATTTTCTGTTGA MLRSALLIFC* MLRSALLIFC* TGCGCCTCAC TCGTATCTCT 0 F 0 0 0 0 0
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8484 3827 an AN5492.1 69.m15459 AO070341000393 0 -198 -160 ATGTGCTATGCCCGGAAACAGCGATCGCGTCGGGTGTAA ATGTGCTATGCCCGGAAACAGCGATCGCGTCGG
GTGTAA

MCYARKQRSRRV* MCYARKQRSRRV* AAAAAAAAAA TAACCCCTCA 0 F 0 0 0 0 0

8485 3827 an AN5492.1 69.m15459 AO070341000393 0 -191 -39 ATGCCCGGAAACAGCGATCGCGTCGGGTGTAATAACCCC
TCACGGCCTGCCAAGACCGGGTCTCCCGCCTCTACCTCT
TTGGAGTTTCCCCGAAGCCTGGGCCTCCCGGCGTATGCC
CCCAAACGGTCTTACTTCCGACCACCTGATCGCTAG

ATGCCCGGAAACAGCGATCGCGTCGGGTGTAAT
AACCCCTCACGGCCTGCCAAGACCGGGTCTCCC
GCCTCTACCTCTTTGGAGTTTCCCCGAAGCCTGG
GCCTCCCGGCGTATGCCCCCAAACGGTCTTACT
TCCGACCACCTGATCGCTAG

MPGNSDRVGCNNPSRP
AKTGSPASTSLEFPRSLG
LPAYAPKRSYFRPPDR*

MPGNSDRVGCNNPSRP
AKTGSPASTSLEFPRSL
GLPAYAPKRSYFRPPDR
*

AAAATGTGCT GATAATCCCC 0 F 0 0 0 0 0

8490 3827 ao AN5492.1 69.m15459 AO070341000393 0 -111 -79 ATGGCCCACCATACCTCAAGCGGGGAACCCTGA ATGGCCCACCATACCTCAAGCGGGGAACCC
TGA

MAHHTSSGEP* MAHHTSSGEP* GCAAACAAAC CCATGTCAAT 0 F 0 0 0 0 0

8493 3828 af AN3734.1 69.m15381 AO070342000274 0 -108 -94 ATGGCCCGCAACTGA ATGGCCCGCAACTGA MARN* MARN* TGCTTCTCGA TCTCTCGGCT 0 R 0 0 0 0 0
8491 3828 an AN3734.1 69.m15381 AO070342000274 0 -108 -94 ATGACGGCCATCTGA ATGACGGCCATCTGA MTAI* MTAI* ACATCGTTTG GAATGATTCT 0 R 0 0 0 0 0
8492 3828 an AN3734.1 69.m15381 AO070342000274 0 -91 -38 ATGATTCTGGCTTTGAGGCCGCAAACATATATCTATACTGT

CTTGTTATGCTGA
ATGATTCTGGCTTTGAGGCCGCAAACATATATCT
ATACTGTCTTGTTATGCTGA

MILALRPQTYIYTVLLC* MILALRPQTYIYTVLLC* CCATCTGAGA TGATAGGAAG 0 R 0 0 0 0 0

8494 3828 ao AN3734.1 69.m15381 AO070342000274 0 -117 -103 ATGAATGGTCCTTAG ATGAATGGTCCTTAG MNGP* MNGP* ATCTGCCTCG CTGACGCTTG 0 R 0 0 0 0 0
8495 3828 ao AN3734.1 69.m15381 AO070342000274 0 -113 -99 ATGGTCCTTAGCTGA ATGGTCCTTAGCTGA MVLS* MVLS* GCCTCGATGA CGCTTGTATT 0 R 0 0 0 0 0
8496 3828 ao AN3734.1 69.m15381 AO070342000274 0 -71 -39 ATGATGCACTGCTGTTTAGGCAGCTCATACTGA ATGATGCACTGCTGTTTAGGCAGCTCATACT

GA
MMHCCLGSSY* MMHCCLGSSY* AAGGGCGGCT TGTGATTCGG 0 R 0 0 0 0 0

8497 3828 ao AN3734.1 69.m15381 AO070342000274 0 -68 -39 ATGCACTGCTGTTTAGGCAGCTCATACTGA ATGCACTGCTGTTTAGGCAGCTCATACTGA MHCCLGSSY* MHCCLGSSY* GGCGGCTATG TGTGATTCGG 0 R 0 0 0 0 0

8498 3829 af AN2151.1 72.m19690 AO070343000200 0 -223 -209 ATGTCTACTCTGTAA ATGTCTACTCTGTAA MSTL* MSTL* TGAAGCAATC TGATACGATC 0 A 0 0 0 0 0
8499 3829 af AN2151.1 72.m19690 AO070343000200 0 -209 -183 ATGATACGATCTTTTGCGACAGTCTAA ATGATACGATCTTTTGCGACAGTCTAA MIRSFATV* MIRSFATV* CTACTCTGTA TCACTCTTCC 0 A 0 0 0 0 0
8500 3829 ao AN2151.1 72.m19690 AO070343000200 0 -102 -40 ATGCTTTTCTACCGAGTGCGCCTGACTCGATTACCGGAGA

GCATTGTTGCAATTTGGAATTGA
ATGCTTTTCTACCGAGTGCGCCTGACTCGAT
TACCGGAGAGCATTGTTGCAATTTGGAATTG
A

MLFYRVRLTRLPESIVAIW
N*

MLFYRVRLTRLPESI
VAIWN*

TCTCTAGTGT GCAGACCTTA 0 A 0 0 0 0 0

8501 3831 af AN0649.1 70.m15253 AO070343000578 0 -129 -94 ATGGTCTTTTGCGTCTTTGTCTCTACGTATATATAG ATGGTCTTTTGCGTCTTTGTCTCTACGTATATATAG MVFCVFVSTYI* MVFCVFVSTYI* CAGTGAATGA TTTTCTGCTT 0 I 0 0 0 0 0

8502 3831 ao AN0649.1 70.m15253 AO070343000578 0 -145 -74 ATGACTTGCTCTCGCTCTCGCTCTCCTCAAAGTTTATATCG
TTACTTCTTATTCATTTTTACCTTTTGTTGA

ATGACTTGCTCTCGCTCTCGCTCTCCTCAAA
GTTTATATCGTTACTTCTTATTCATTTTTACCT
TTTGTTGA

MTCSRSRSPQSLYRYFL
FIFTFC*

MTCSRSRSPQSLYR
YFLFIFTFC*

AATTCTATAT ACTTGATTGG 0 I 0 0 0 0 0

8503 3836 ao AN1254.1 70.m14968 AO070223000015 0 -191 -171 ATGTTGTGGGCGGTATTTTGA ATGTTGTGGGCGGTATTTTGA MLWAVF* MLWAVF* AGGGACGAAA CCACGATAGC 0 R 0 0 0 0 0
8504 3836 ao AN1254.1 70.m14968 AO070223000015 0 -101 -63 ATGGATGCTTTGTTCCGTCGCAAAACCACCCGGTGTTAG ATGGATGCTTTGTTCCGTCGCAAAACCACC

CGGTGTTAG
MDALFRRKTTRC* MDALFRRKTTRC* CCATTGACTG TCCCTGTCGA 0 R 0 0 0 0 0

8506 3837 af AN5909.1 72.m19222 AO070245000003 0 -92 -69 ATGTGTCGATCTTTGACGATATGA ATGTGTCGATCTTTGACGATATGA MCRSLTI* MCRSLTI* CGGATCTACC CTCCACTGAC 0 F FG09678.1 0 0 0 0
8507 3837 af AN5909.1 72.m19222 AO070245000003 0 -72 -16 ATGACTCCACTGACTGCCTTTAGAAGTAGTCAAGTTGGGC

TGATCAAGCACCCCTGA
ATGACTCCACTGACTGCCTTTAGAAGTAGTCAAGTT
GGGCTGATCAAGCACCCCTGA

MTPLTAFRSSQVGLIKHP
*

MTPLTAFRSSQVGLI
KHP*

CTTTGACGAT CAAGGCAGAC 0 F FG09678.1 0 0 0 0

8505 3837 an AN5909.1 72.m19222 AO070245000003 0 -83 -69 ATGTGGTCTACATAG ATGTGGTCTACATAG MWST* MWST* TTGCTAAAAT GTCTACAAAC 0 F FG09678.1 0 0 0 0
8508 3837 ao AN5909.1 72.m19222 AO070245000003 0 -219 -88 ATGTGGTACGATGCTCTAGGTTATGGAAGACCTGGATATA

GAAACAGATTTAAGTCCTATGTCATGTCGAGTCGGTGCTA
TCTGTCTTTTCCTATCAATGCTTCAAATCTATGTCGTTGGG
CGCATTCCTAA

ATGTGGTACGATGCTCTAGGTTATGGAAGA
CCTGGATATAGAAACAGATTTAAGTCCTATG
TCATGTCGAGTCGGTGCTATCTGTCTTTTCC
TATCAATGCTTCAAATCTATGTCGTTGGGCG
CATTCCTAA

MWYDALGYGRPGYRNR
FKSYVMSSRCYLSFPINA
SNLCRWAHS*

MWYDALGYGRPGY
RNRFKSYVMSSRCY
LSFPINASNLCRWA
HS*

TCGTCGGTTC CATGGAGCCG 0 F FG09678.1 0 0 0 0

8509 3837 ao AN5909.1 72.m19222 AO070245000003 0 -197 -33 ATGGAAGACCTGGATATAGAAACAGATTTAAGTCCTATGTC
ATGTCGAGTCGGTGCTATCTGTCTTTTCCTATCAATGCTTC
AAATCTATGTCGTTGGGCGCATTCCTAACATGGAGCCGCT
AACCATTCGTAGGTCAAATAAAAACCAAAGATCTTGTCAAT
AA

ATGGAAGACCTGGATATAGAAACAGATTTAA
GTCCTATGTCATGTCGAGTCGGTGCTATCT
GTCTTTTCCTATCAATGCTTCAAATCTATGTC
GTTGGGCGCATTCCTAACATGGAGCCGCTA
ACCATTCGTAGGTCAAATAAAAACCAAAGAT
CTTGTCAATAA

MEDLDIETDLSPMSCRVG
AICLFLSMLQIYVVGRIPN
MEPLTIRRSNKNQRSCQ*

MEDLDIETDLSPMS
CRVGAICLFLSMLQI
YVVGRIPNMEPLTIR
RSNKNQRSCQ*

GCTCTAGGTT TTGGATTGTC 0 F FG09678.1 0 0 0 0

8510 3837 ao AN5909.1 72.m19222 AO070245000003 0 -161 -33 ATGTCATGTCGAGTCGGTGCTATCTGTCTTTTCCTATCAAT
GCTTCAAATCTATGTCGTTGGGCGCATTCCTAACATGGAG
CCGCTAACCATTCGTAGGTCAAATAAAAACCAAAGATCTTG
TCAATAA

ATGTCATGTCGAGTCGGTGCTATCTGTCTTT
TCCTATCAATGCTTCAAATCTATGTCGTTGG
GCGCATTCCTAACATGGAGCCGCTAACCAT
TCGTAGGTCAAATAAAAACCAAAGATCTTGT
CAATAA

MSCRVGAICLFLSMLQIY
VVGRIPNMEPLTIRRSNK
NQRSCQ*

MSCRVGAICLFLSM
LQIYVVGRIPNMEPL
TIRRSNKNQRSCQ*

TTTAAGTCCT TTGGATTGTC 0 F FG09678.1 0 0 0 0

8511 3837 ao AN5909.1 72.m19222 AO070245000003 0 -156 -88 ATGTCGAGTCGGTGCTATCTGTCTTTTCCTATCAATGCTTC
AAATCTATGTCGTTGGGCGCATTCCTAA

ATGTCGAGTCGGTGCTATCTGTCTTTTCCTA
TCAATGCTTCAAATCTATGTCGTTGGGCGCA
TTCCTAA

MSSRCYLSFPINASNLCR
WAHS*

MSSRCYLSFPINAS
NLCRWAHS*

GTCCTATGTC CATGGAGCCG 0 F FG09678.1 0 0 0 0

8512 3837 ao AN5909.1 72.m19222 AO070245000003 0 -122 -33 ATGCTTCAAATCTATGTCGTTGGGCGCATTCCTAACATGG
AGCCGCTAACCATTCGTAGGTCAAATAAAAACCAAAGATC
TTGTCAATAA

ATGCTTCAAATCTATGTCGTTGGGCGCATTC
CTAACATGGAGCCGCTAACCATTCGTAGGT
CAAATAAAAACCAAAGATCTTGTCAATAA

MLQIYVVGRIPNMEPLTIR
RSNKNQRSCQ*

MLQIYVVGRIPNME
PLTIRRSNKNQRSC
Q*

TTTCCTATCA TTGGATTGTC 0 F FG09678.1 0 0 0 0

8513 3837 ao AN5909.1 72.m19222 AO070245000003 0 -109 -74 ATGTCGTTGGGCGCATTCCTAACATGGAGCCGCTAA ATGTCGTTGGGCGCATTCCTAACATGGAGC
CGCTAA

MSLGAFLTWSR* MSLGAFLTWSR* CTTCAAATCT CCATTCGTAG 0 F FG09678.1 0 0 0 0

8514 3837 ao AN5909.1 72.m19222 AO070245000003 0 -86 -33 ATGGAGCCGCTAACCATTCGTAGGTCAAATAAAAACCAAA
GATCTTGTCAATAA

ATGGAGCCGCTAACCATTCGTAGGTCAAAT
AAAAACCAAAGATCTTGTCAATAA

MEPLTIRRSNKNQRSCQ* MEPLTIRRSNKNQR
SCQ*

CATTCCTAAC TTGGATTGTC 0 F FG09678.1 0 0 0 0

8516 3838 af AN8743.1 62.m03337 AO070250000032 0 -125 -39 ATGCGTCCACGGCTCGTGTCAGCCCTGATTGATTGTCGCA
TTACGTCGCGAAACTGCCATGATCTCGGTCCGCTTTGCAA
TAAATAA

ATGCGTCCACGGCTCGTGTCAGCCCTGATTGATTG
TCGCATTACGTCGCGAAACTGCCATGATCTCGGTC
CGCTTTGCAATAAATAA

MRPRLVSALIDCRITSRN
CHDLGPLCNK*

MRPRLVSALIDCRIT
SRNCHDLGPLCNK*

ACTTGGCAAC ACCTACATTA 0 IOT 0 0 0 0 0

8515 3838 an AN8743.1 62.m03337 AO070250000032 0 -77 -45 ATGGCTCAAAGAAACCTTCCCGGGAAACGCTGA ATGGCTCAAAGAAACCTTCCCGGGAAACGCTGA MAQRNLPGKR* MAQRNLPGKR* TCTTCACCGT CCGTCCGGCG 0 IOT 0 0 0 0 0

8520 3839 af AN5815.1 72.m18944 AO070260000032 0 -206 -180 ATGTGTCGAAGGAGCATAACTAGATAA ATGTGTCGAAGGAGCATAACTAGATAA MCRRSITR* MCRRSITR* TGCTGTGGTG ACAAGTGGAT 0 D FG06959.1 MG00479.1 0 YPL209C 0
8521 3839 af AN5815.1 72.m18944 AO070260000032 0 -168 -85 ATGGAATGTTACTCTTCTCTTTCCCAGAGGGCTCTCGACTT

CTATCTACTATTTGACACTCCAAGTTTTCCACCATCAATGTA
A

ATGGAATGTTACTCTTCTCTTTCCCAGAGGGCTCTC
GACTTCTATCTACTATTTGACACTCCAAGTTTTCCA
CCATCAATGTAA

MECYSSLSQRALDFYLLF
DTPSFPPSM*

MECYSSLSQRALDF
YLLFDTPSFPPSM*

CAAGTGGATC TTATGATTGC 0 D FG06959.1 MG00479.1 0 YPL209C 0

8522 3839 af AN5815.1 72.m18944 AO070260000032 0 -163 -113 ATGTTACTCTTCTCTTTCCCAGAGGGCTCTCGACTTCTATC
TACTATTTGA

ATGTTACTCTTCTCTTTCCCAGAGGGCTCTCGACTT
CTATCTACTATTTGA

MLLFSFPEGSRLLSTI* MLLFSFPEGSRLLS
TI*

GGATCATGGA CACTCCAAGT 0 D FG06959.1 MG00479.1 0 YPL209C 0

8523 3839 af AN5815.1 72.m18944 AO070260000032 0 -82 -71 ATGATTGCATAA ATGATTGCATAA MIA* MIA* CAATGTAATT ACCAATAGAG 0 D FG06959.1 MG00479.1 0 YPL209C 0
8518 3839 an AN5815.1 72.m18944 AO070260000032 0 -103 -89 ATGGACACTCAATAA ATGGACACTCAATAA MDTQ* MDTQ* ATACTCCTAT TGCTTGCTTA 0 D FG06959.1 MG00479.1 0 YPL209C 0
8519 3839 an AN5815.1 72.m18944 AO070260000032 0 -89 -78 ATGCTTGCTTAA ATGCTTGCTTAA MLA* MLA* ACACTCAATA AAGAGAACCA 0 D FG06959.1 MG00479.1 0 YPL209C 0
8524 3839 ao AN5815.1 72.m18944 AO070260000032 0 -106 -95 ATGTCTATGTAA ATGTCTATGTAA MSM* MSM* AACCTAGATA ACTACACAAG 0 D FG06959.1 MG00479.1 0 YPL209C 0
8528 3840 af AN4389.1 58.m07935 AO070261000034 0 -149 -66 ATGACTTATCGGACTCTGGATAAATGTACTCAGCACCGAA

AGCCGTACCAGCAAGCGAACATCGAAAAGATATCAACTCT
TTAG

ATGACTTATCGGACTCTGGATAAATGTACTCAGCAC
CGAAAGCCGTACCAGCAAGCGAACATCGAAAAGAT
ATCAACTCTTTAG

MTYRTLDKCTQHRKPYQ
QANIEKISTL*

MTYRTLDKCTQHRK
PYQQANIEKISTL*

CTCGGAGCGG GGGGATAGAA 0 L 0 0 0 0 0

8529 3840 af AN4389.1 58.m07935 AO070261000034 0 -126 -58 ATGTACTCAGCACCGAAAGCCGTACCAGCAAGCGAACATC
GAAAAGATATCAACTCTTTAGGGGGATAG

ATGTACTCAGCACCGAAAGCCGTACCAGCAAGCG
AACATCGAAAAGATATCAACTCTTTAGGGGGATAG

MYSAPKAVPASEHRKDIN
SLGG*

MYSAPKAVPASEHR
KDINSLGG*

CTCTGGATAA AAGGGACAAG 0 L 0 0 0 0 0

8525 3840 an AN4389.1 58.m07935 AO070261000034 0 -277 -158 ATGCAACCGCAACCGCCAACTTTAAATCGAGCTTCAGGGT
CAGCAATGCCCTCTATACATCGACCGCACCAAGCGTTCAG
AGTTGCGATTTGCAAAAGGAATACGAGTCCGCTTTCGTAA

ATGCAACCGCAACCGCCAACTTTAAATCGAGCTT
CAGGGTCAGCAATGCCCTCTATACATCGACCGC
ACCAAGCGTTCAGAGTTGCGATTTGCAAAAGGAA
TACGAGTCCGCTTTCGTAA

MQPQPPTLNRASGSAMP
SIHRPHQAFRVAICKRNT
SPLS*

MQPQPPTLNRASGSAM
PSIHRPHQAFRVAICKR
NTSPLS*

AATCTGGTAG GGATGACAGC 0 L 0 0 0 0 0

8526 3840 an AN4389.1 58.m07935 AO070261000034 0 -232 -158 ATGCCCTCTATACATCGACCGCACCAAGCGTTCAGAGTTG
CGATTTGCAAAAGGAATACGAGTCCGCTTTCGTAA

ATGCCCTCTATACATCGACCGCACCAAGCGTTCA
GAGTTGCGATTTGCAAAAGGAATACGAGTCCGCT
TTCGTAA

MPSIHRPHQAFRVAICKR
NTSPLS*

MPSIHRPHQAFRVAICK
RNTSPLS*

AGGGTCAGCA GGATGACAGC 0 L 0 0 0 0 0

8527 3840 an AN4389.1 58.m07935 AO070261000034 0 -155 -135 ATGACAGCGAAAAGCCGCTGA ATGACAGCGAAAAGCCGCTGA MTAKSR* MTAKSR* TTTCGTAAGG CTCCGCACCC 0 L 0 0 0 0 0
8530 3840 ao AN4389.1 58.m07935 AO070261000034 0 -154 -128 ATGACATATCCCGAGCTCTCATTGTGA ATGACATATCCCGAGCTCTCATTGTGA MTYPELSL* MTYPELSL* CCCGTGATTG CATCCACTAA 0 L 0 0 0 0 0
8531 3841 af AN3430.1 59.m09287 AO070265000004 0 -217 -203 ATGGCATGTTCGTAG ATGGCATGTTCGTAG MACS* MACS* ATTCAACGTA CCAATAGAAT 0  0 0 0 0 0
8532 3841 af AN3430.1 59.m09287 AO070265000004 0 -212 -171 ATGTTCGTAGCCAATAGAATTACTGTCAATAATGATGATTG

A
ATGTTCGTAGCCAATAGAATTACTGTCAATAATGAT
GATTGA

MFVANRITVNNDD* MFVANRITVNNDD* ACGTAATGGC TGCCTTGCAG 0  0 0 0 0 0

8533 3841 af AN3430.1 59.m09287 AO070265000004 0 -181 -128 ATGATGATTGATGCCTTGCAGCCGTGGCGCCGGGGGCAA
GATTCTGCTGCCTGA

ATGATGATTGATGCCTTGCAGCCGTGGCGCCGGG
GGCAAGATTCTGCTGCCTGA

MMIDALQPWRRGQDSA
A*

MMIDALQPWRRGQ
DSAA*

ACTGTCAATA GGCACCTAAT 0  0 0 0 0 0

8534 3841 af AN3430.1 59.m09287 AO070265000004 0 -178 -128 ATGATTGATGCCTTGCAGCCGTGGCGCCGGGGGCAAGAT
TCTGCTGCCTGA

ATGATTGATGCCTTGCAGCCGTGGCGCCGGGGGC
AAGATTCTGCTGCCTGA

MIDALQPWRRGQDSAA* MIDALQPWRRGQD
SAA*

GTCAATAATG GGCACCTAAT 0  0 0 0 0 0

8535 3841 af AN3430.1 59.m09287 AO070265000004 0 -171 -13 ATGCCTTGCAGCCGTGGCGCCGGGGGCAAGATTCTGCTG
CCTGAGGCACCTAATTATTTCCATGTGTCAACATTCGGAC
CATCACCGTCAGCAGCATCTCAAACACGCCAACGCTTCGC
CACTTTCTTCCTCAATCTTGCCGATATGTCTGTGGTCTGA

ATGCCTTGCAGCCGTGGCGCCGGGGGCAAGATTC
TGCTGCCTGAGGCACCTAATTATTTCCATGTGTCAA
CATTCGGACCATCACCGTCAGCAGCATCTCAAACA
CGCCAACGCTTCGCCACTTTCTTCCTCAATCTTGC
CGATATGTCTGTGGTCTGA

MPCSRGAGGKILLPEAP
NYFHVSTFGPSPSAASQ
TRQRFATFFLNLADMSVV
*

MPCSRGAGGKILLP
EAPNYFHVSTFGPS
PSAASQTRQRFATF
FLNLADMSVV*

ATGATGATTG GGTGCTTTAA 0  0 0 0 0 0

8536 3841 af AN3430.1 59.m09287 AO070265000004 0 -110 -3 ATGTGTCAACATTCGGACCATCACCGTCAGCAGCATCTCA
AACACGCCAACGCTTCGCCACTTTCTTCCTCAATCTTGCC
GATATGTCTGTGGTCTGAGGTGCTTTAA

ATGTGTCAACATTCGGACCATCACCGTCAGCAGCA
TCTCAAACACGCCAACGCTTCGCCACTTTCTTCCTC
AATCTTGCCGATATGTCTGTGGTCTGAGGTGCTTTA
A

MCQHSDHHRQQHLKHA
NASPLSSSILPICLWSEVL
*

MCQHSDHHRQQHL
KHANASPLSSSILPI
CLWSEVL*

AATTATTTCC CCATGCCATC 0  0 0 0 0 0

8538 3841 ao AN3430.1 59.m09287 AO070265000004 0 -215 -147 ATGTCACGATTGCATCGAATGCCCAAGGGAATGAAGCATG
GTTCCGTTCGTGACCAAAATAGTAAGTAA

ATGTCACGATTGCATCGAATGCCCAAGGGA
ATGAAGCATGGTTCCGTTCGTGACCAAAATA
GTAAGTAA

MSRLHRMPKGMKHGSV
RDQNSK*

MSRLHRMPKGMKH
GSVRDQNSK*

CTGTTGACTA CATGACTCCC 0  0 0 0 0 0

8539 3841 ao AN3430.1 59.m09287 AO070265000004 0 -197 -147 ATGCCCAAGGGAATGAAGCATGGTTCCGTTCGTGACCAAA
ATAGTAAGTAA

ATGCCCAAGGGAATGAAGCATGGTTCCGTT
CGTGACCAAAATAGTAAGTAA

MPKGMKHGSVRDQNSK* MPKGMKHGSVRDQ
NSK*

ATTGCATCGA CATGACTCCC 0  0 0 0 0 0

8540 3841 ao AN3430.1 59.m09287 AO070265000004 0 -185 -147 ATGAAGCATGGTTCCGTTCGTGACCAAAATAGTAAGTAA ATGAAGCATGGTTCCGTTCGTGACCAAAATA
GTAAGTAA

MKHGSVRDQNSK* MKHGSVRDQNSK* GCCCAAGGGA CATGACTCCC 0  0 0 0 0 0

8541 3841 ao AN3430.1 59.m09287 AO070265000004 0 -178 -122 ATGGTTCCGTTCGTGACCAAAATAGTAAGTAACATGACTC
CCTGCCTCGGCGCCTGA

ATGGTTCCGTTCGTGACCAAAATAGTAAGTA
ACATGACTCCCTGCCTCGGCGCCTGA

MVPFVTKIVSNMTPCLGA
*

MVPFVTKIVSNMTP
CLGA*

GGAATGAAGC GCGGCTTTTT 0  0 0 0 0 0

8542 3841 ao AN3430.1 59.m09287 AO070265000004 0 -145 -122 ATGACTCCCTGCCTCGGCGCCTGA ATGACTCCCTGCCTCGGCGCCTGA MTPCLGA* MTPCLGA* AGTAAGTAAC GCGGCTTTTT 0  0 0 0 0 0
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8549 3842 af AN5267.1 72.m19543 AO070275000042 0 -195 -88 ATGGAAAGACAGGCCTGGTCAACATTAGCCGGGAGGTTA
AATCATCTGAATCGGACGATCAAAGGCATAAATACCAGGC
ACAATTGTCATCGAGACATTGCTTCGTAG

ATGGAAAGACAGGCCTGGTCAACATTAGCCGGGA
GGTTAAATCATCTGAATCGGACGATCAAAGGCATA
AATACCAGGCACAATTGTCATCGAGACATTGCTTC
GTAG

MERQAWSTLAGRLNHLN
RTIKGINTRHNCHRDIAS*

MERQAWSTLAGRL
NHLNRTIKGINTRHN
CHRDIAS*

CTCTTCAGCA GACTCTCAGC 0 Q 0 0 0 0 0

8543 3842 an AN5267.1 72.m19543 AO070275000042 0 -231 -121 ATGATGAAGATCGTACATATGGAGGGCGTCTCGTCAATCA
GACCCTCCATGCAGGGCTCCGTTGCTAACCTAGCAATGAT
CTGCGCGGGAATCCTGGCGGTTAACTCTTGA

ATGATGAAGATCGTACATATGGAGGGCGTCTCGT
CAATCAGACCCTCCATGCAGGGCTCCGTTGCTAA
CCTAGCAATGATCTGCGCGGGAATCCTGGCGGT
TAACTCTTGA

MMKIVHMEGVSSIRPSM
QGSVANLAMICAGILAVN
S*

MMKIVHMEGVSSIRPSM
QGSVANLAMICAGILAV
NS*

CACTGGAAAA CCGCAATATA 0 Q 0 0 0 0 0

8544 3842 an AN5267.1 72.m19543 AO070275000042 0 -228 -121 ATGAAGATCGTACATATGGAGGGCGTCTCGTCAATCAGAC
CCTCCATGCAGGGCTCCGTTGCTAACCTAGCAATGATCTG
CGCGGGAATCCTGGCGGTTAACTCTTGA

ATGAAGATCGTACATATGGAGGGCGTCTCGTCAA
TCAGACCCTCCATGCAGGGCTCCGTTGCTAACCT
AGCAATGATCTGCGCGGGAATCCTGGCGGTTAA
CTCTTGA

MKIVHMEGVSSIRPSMQ
GSVANLAMICAGILAVNS*

MKIVHMEGVSSIRPSMQ
GSVANLAMICAGILAVNS
*

TGGAAAAATG CCGCAATATA 0 Q 0 0 0 0 0

8545 3842 an AN5267.1 72.m19543 AO070275000042 0 -213 -121 ATGGAGGGCGTCTCGTCAATCAGACCCTCCATGCAGGGC
TCCGTTGCTAACCTAGCAATGATCTGCGCGGGAATCCTGG
CGGTTAACTCTTGA

ATGGAGGGCGTCTCGTCAATCAGACCCTCCATG
CAGGGCTCCGTTGCTAACCTAGCAATGATCTGC
GCGGGAATCCTGGCGGTTAACTCTTGA

MEGVSSIRPSMQGSVAN
LAMICAGILAVNS*

MEGVSSIRPSMQGSVA
NLAMICAGILAVNS*

GATCGTACAT CCGCAATATA 0 Q 0 0 0 0 0

8546 3842 an AN5267.1 72.m19543 AO070275000042 0 -183 -121 ATGCAGGGCTCCGTTGCTAACCTAGCAATGATCTGCGCG
GGAATCCTGGCGGTTAACTCTTGA

ATGCAGGGCTCCGTTGCTAACCTAGCAATGATCT
GCGCGGGAATCCTGGCGGTTAACTCTTGA

MQGSVANLAMICAGILAV
NS*

MQGSVANLAMICAGILA
VNS*

CAGACCCTCC CCGCAATATA 0 Q 0 0 0 0 0

8547 3842 an AN5267.1 72.m19543 AO070275000042 0 -156 -121 ATGATCTGCGCGGGAATCCTGGCGGTTAACTCTTGA ATGATCTGCGCGGGAATCCTGGCGGTTAACTCTT
GA

MICAGILAVNS* MICAGILAVNS* TAACCTAGCA CCGCAATATA 0 Q 0 0 0 0 0

8548 3842 an AN5267.1 72.m19543 AO070275000042 0 -93 -55 ATGGGACTGCTGATACTTCTCAACTTACCAGTGCCTTGA ATGGGACTGCTGATACTTCTCAACTTACCAGTGC
CTTGA

MGLLILLNLPVP* MGLLILLNLPVP* AATATCTGCC CATTTTACCT 0 Q 0 0 0 0 0

8550 3842 ao AN5267.1 72.m19543 AO070275000042 0 -169 -68 ATGTCAGGGGTCAAATCATCCATGAATGTTGCAGCGTACA
TGTACACGGCAAAAGCTATAAATTCCAGCATGAGCTTTTC
GAGAGTGTCAGTTGCTCAGTGA

ATGTCAGGGGTCAAATCATCCATGAATGTTG
CAGCGTACATGTACACGGCAAAAGCTATAA
ATTCCAGCATGAGCTTTTCGAGAGTGTCAGT
TGCTCAGTGA

MSGVKSSMNVAAYMYTA
KAINSSMSFSRVSVAQ*

MSGVKSSMNVAAY
MYTAKAINSSMSFS
RVSVAQ*

TCGAGGAATC GTATCATTAC 0 Q 0 0 0 0 0

8551 3842 ao AN5267.1 72.m19543 AO070275000042 0 -148 -68 ATGAATGTTGCAGCGTACATGTACACGGCAAAAGCTATAA
ATTCCAGCATGAGCTTTTCGAGAGTGTCAGTTGCTCAGTG
A

ATGAATGTTGCAGCGTACATGTACACGGCA
AAAGCTATAAATTCCAGCATGAGCTTTTCGA
GAGTGTCAGTTGCTCAGTGA

MNVAAYMYTAKAINSSM
SFSRVSVAQ*

MNVAAYMYTAKAIN
SSMSFSRVSVAQ*

CAAATCATCC GTATCATTAC 0 Q 0 0 0 0 0

8552 3842 ao AN5267.1 72.m19543 AO070275000042 0 -144 -109 ATGTTGCAGCGTACATGTACACGGCAAAAGCTATAA ATGTTGCAGCGTACATGTACACGGCAAAAG
CTATAA

MLQRTCTRQKL* MLQRTCTRQKL* TCATCCATGA ATTCCAGCAT 0 Q 0 0 0 0 0

8553 3842 ao AN5267.1 72.m19543 AO070275000042 0 -130 -68 ATGTACACGGCAAAAGCTATAAATTCCAGCATGAGCTTTTC
GAGAGTGTCAGTTGCTCAGTGA

ATGTACACGGCAAAAGCTATAAATTCCAGCA
TGAGCTTTTCGAGAGTGTCAGTTGCTCAGT
GA

MYTAKAINSSMSFSRVSV
AQ*

MYTAKAINSSMSFS
RVSVAQ*

TGCAGCGTAC GTATCATTAC 0 Q 0 0 0 0 0

8554 3842 ao AN5267.1 72.m19543 AO070275000042 0 -100 -68 ATGAGCTTTTCGAGAGTGTCAGTTGCTCAGTGA ATGAGCTTTTCGAGAGTGTCAGTTGCTCAGT
GA

MSFSRVSVAQ* MSFSRVSVAQ* AAATTCCAGC GTATCATTAC 0 Q 0 0 0 0 0

8555 3845 af AN8794.1 71.m15601 AO070276000069 0 -246 -193 ATGCACCGAGGAAGTTGGGATAGCATTGGGTGGTTTGAA
CTGAAGATCCGATAA

ATGCACCGAGGAAGTTGGGATAGCATTGGGTGGT
TTGAACTGAAGATCCGATAA

MHRGSWDSIGWFELKIR* MHRGSWDSIGWFE
LKIR*

AGCAAGACGA CTCTTTACTG 0  FG09009.1 0 0 0 0

8556 3845 ao AN8794.1 71.m15601 AO070276000069 0 -234 -208 ATGAGTATTCCGTCAAGGAATCAATAG ATGAGTATTCCGTCAAGGAATCAATAG MSIPSRNQ* MSIPSRNQ* ACAAAACTAA TATTTGCTGT 0  FG09009.1 0 0 0 0
8557 3846 af AN0583.1 69.m15265 AO070280000005 0 -171 -130 ATGCAAAGGGTTCTGTGTTCTATTTTGCGTCTTGCAACTTG

A
ATGCAAAGGGTTCTGTGTTCTATTTTGCGTCTTGCA
ACTTGA

MQRVLCSILRLAT* MQRVLCSILRLAT* AAGTAATTGG TGGAATTCGA 0 A 0 MG04179.1 0 0 0

8558 3846 af AN0583.1 69.m15265 AO070280000005 0 -130 -113 ATGGAATTCGAAGCCTGA ATGGAATTCGAAGCCTGA MEFEA* MEFEA* TTGCAACTTG GCTGTCCTGA 0 A 0 MG04179.1 0 0 0
8559 3846 ao AN0583.1 69.m15265 AO070280000005 0 -233 -171 ATGATCGATAAGAAGTCAATTATTGGACGAGGAGAGGAGC

ATTGTCTTTTCTCGTCATTTTAA
ATGATCGATAAGAAGTCAATTATTGGACGAG
GAGAGGAGCATTGTCTTTTCTCGTCATTTTA
A

MIDKKSIIGRGEEHCLFSS
F*

MIDKKSIIGRGEEHC
LFSSF*

AAAAAAGTTG ATCGCTTTTC 0 A 0 MG04179.1 0 0 0

8560 3846 ao AN0583.1 69.m15265 AO070280000005 0 -104 -63 ATGAAGTTTTCTACGCCAGCAATTTGGTCCCTTTCTCAGTG
A

ATGAAGTTTTCTACGCCAGCAATTTGGTCCC
TTTCTCAGTGA

MKFSTPAIWSLSQ* MKFSTPAIWSLSQ* GTTTTGTTTG ACCTTTTTTT 0 A 0 MG04179.1 0 0 0

8565 3850 af AN8218.1 53.m03752 AO070310000090 0 -181 -83 ATGGATGCACGATGTCGTCGTGTCGATTGCGATCCCGAC
CACCTACTTAAGTATCTTGGATCGTGCTTCTGGCCCTGCC
TGCTGAGATCACCTATTTAA

ATGGATGCACGATGTCGTCGTGTCGATTGCGATCC
CGACCACCTACTTAAGTATCTTGGATCGTGCTTCTG
GCCCTGCCTGCTGAGATCACCTATTTAA

MDARCRRVDCDPDHLLK
YLGSCFWPCLLRSPI*

MDARCRRVDCDPD
HLLKYLGSCFWPCL
LRSPI*

AAAGAAAAGG GCGGTCCTTG 0 O 0 0 0 0 0

8566 3850 af AN8218.1 53.m03752 AO070310000090 0 -177 -97 ATGCACGATGTCGTCGTGTCGATTGCGATCCCGACCACCT
ACTTAAGTATCTTGGATCGTGCTTCTGGCCCTGCCTGCTG
A

ATGCACGATGTCGTCGTGTCGATTGCGATCCCGAC
CACCTACTTAAGTATCTTGGATCGTGCTTCTGGCC
CTGCCTGCTGA

MHDVVVSIAIPTTYLSILD
RASGPAC*

MHDVVVSIAIPTTYL
SILDRASGPAC*

AAAAGGATGG GATCACCTAT 0 O 0 0 0 0 0

8567 3850 af AN8218.1 53.m03752 AO070310000090 0 -170 -132 ATGTCGTCGTGTCGATTGCGATCCCGACCACCTACTTAA ATGTCGTCGTGTCGATTGCGATCCCGACCACCTAC
TTAA

MSSCRLRSRPPT* MSSCRLRSRPPT* TGGATGCACG GTATCTTGGA 0 O 0 0 0 0 0

8561 3850 an AN8218.1 53.m03752 AO070310000090 0 -220 -77 ATGAACTATTGGGCCGATCATCATCATGATTCAATCTTGCA
GCTGCTTACCCGTGGCTGGCTGATGCCTTCTCGTCTAGC
GCACTGGCTTGGGAAGCAAATACCTTCCGAATACATAAAT
ATCCCCCTCCTTCGTTATCTGTAA

ATGAACTATTGGGCCGATCATCATCATGATTCAAT
CTTGCAGCTGCTTACCCGTGGCTGGCTGATGCC
TTCTCGTCTAGCGCACTGGCTTGGGAAGCAAATA
CCTTCCGAATACATAAATATCCCCCTCCTTCGTTA
TCTGTAA

MNYWADHHHDSILQLLT
RGWLMPSRLAHWLGKQI
PSEYINIPLLRYL*

MNYWADHHHDSILQLLT
RGWLMPSRLAHWLGK
QIPSEYINIPLLRYL*

TGCAATCCGC TGAAGCAGCG 0 O 0 0 0 0 0

8562 3850 an AN8218.1 53.m03752 AO070310000090 0 -195 -157 ATGATTCAATCTTGCAGCTGCTTACCCGTGGCTGGCTGA ATGATTCAATCTTGCAGCTGCTTACCCGTGGCTG
GCTGA

MIQSCSCLPVAG* MIQSCSCLPVAG* GATCATCATC TGCCTTCTCG 0 O 0 0 0 0 0

8563 3850 an AN8218.1 53.m03752 AO070310000090 0 -157 -77 ATGCCTTCTCGTCTAGCGCACTGGCTTGGGAAGCAAATAC
CTTCCGAATACATAAATATCCCCCTCCTTCGTTATCTGTAA

ATGCCTTCTCGTCTAGCGCACTGGCTTGGGAAG
CAAATACCTTCCGAATACATAAATATCCCCCTCCT
TCGTTATCTGTAA

MPSRLAHWLGKQIPSEYI
NIPLLRYL*

MPSRLAHWLGKQIPSEY
INIPLLRYL*

TGGCTGGCTG TGAAGCAGCG 0 O 0 0 0 0 0

8564 3850 an AN8218.1 53.m03752 AO070310000090 0 -77 -15 ATGAAGCAGCGAGCAGCCAGCCTTCAGCCAGTCCAATCG
CGCTATAGTGCAGGGTACCTGTAG

ATGAAGCAGCGAGCAGCCAGCCTTCAGCCAGTC
CAATCGCGCTATAGTGCAGGGTACCTGTAG

MKQRAASLQPVQSRYSA
GYL*

MKQRAASLQPVQSRYS
AGYL*

GTTATCTGTA TGGTTCAGTT 0 O 0 0 0 0 0

8568 3850 ao AN8218.1 53.m03752 AO070310000090 0 -153 -103 ATGCAATGCTTGATGATCTTTCTCAGCTGGCCAGTGGGCA
TGCGCTGCTGA

ATGCAATGCTTGATGATCTTTCTCAGCTGGC
CAGTGGGCATGCGCTGCTGA

MQCLMIFLSWPVGMRC* MQCLMIFLSWPVG
MRC*

TCTTGGCAGC ATCCTGCTCA 0 O 0 0 0 0 0

8569 3850 ao AN8218.1 53.m03752 AO070310000090 0 -148 -68 ATGCTTGATGATCTTTCTCAGCTGGCCAGTGGGCATGCGC
TGCTGAATCCTGCTCAGATGCTATGCTTTGACAATATTTAA

ATGCTTGATGATCTTTCTCAGCTGGCCAGTG
GGCATGCGCTGCTGAATCCTGCTCAGATGC
TATGCTTTGACAATATTTAA

MLDDLSQLASGHALLNP
AQMLCFDNI*

MLDDLSQLASGHAL
LNPAQMLCFDNI*

GCAGCATGCA ACCATTCATG 0 O 0 0 0 0 0

8570 3850 ao AN8218.1 53.m03752 AO070310000090 0 -141 -103 ATGATCTTTCTCAGCTGGCCAGTGGGCATGCGCTGCTGA ATGATCTTTCTCAGCTGGCCAGTGGGCATG
CGCTGCTGA

MIFLSWPVGMRC* MIFLSWPVGMRC* GCAATGCTTG ATCCTGCTCA 0 O 0 0 0 0 0

8571 3850 ao AN8218.1 53.m03752 AO070310000090 0 -114 -103 ATGCGCTGCTGA ATGCGCTGCTGA MRC* MRC* GCCAGTGGGC ATCCTGCTCA 0 O 0 0 0 0 0
8572 3850 ao AN8218.1 53.m03752 AO070310000090 0 -91 -68 ATGCTATGCTTTGACAATATTTAA ATGCTATGCTTTGACAATATTTAA MLCFDNI* MLCFDNI* TCCTGCTCAG ACCATTCATG 0 O 0 0 0 0 0
8575 3851 af AN3811.1 57.m05671 AO070311000008 0 -260 -192 ATGAATCAAAAGCGCTCAGTGAAGTTGATAGGATATGATC

TAGGTTTTTCCAACCCAAATGACGTATGA
ATGAATCAAAAGCGCTCAGTGAAGTTGATAGGATA
TGATCTAGGTTTTTCCAACCCAAATGACGTATGA

MNQKRSVKLIGYDLGFS
NPNDV*

MNQKRSVKLIGYDL
GFSNPNDV*

TTGAGCGAAA GGAATTGCGA 0 KL 0 0 0 0 0

8576 3851 af AN3811.1 57.m05671 AO070311000008 0 -195 -85 ATGAGGAATTGCGAGGGCAGACGAAGGCGACAGACGGC
GAAGGTCGAAGTGGGAGCGGACAAATTCAGTTTGCGGCC
AACAGCTCTTTTCCTAGTCGGGAAATCCGCCTGA

ATGAGGAATTGCGAGGGCAGACGAAGGCGACAGA
CGGCGAAGGTCGAAGTGGGAGCGGACAAATTCAG
TTTGCGGCCAACAGCTCTTTTCCTAGTCGGGAAAT
CCGCCTGA

MRNCEGRRRRQTAKVE
VGADKFSLRPTALFLVGK
SA*

MRNCEGRRRRQTA
KVEVGADKFSLRPT
ALFLVGKSA*

CAAATGACGT TAAGTATCCA 0 KL 0 0 0 0 0

8573 3851 an AN3811.1 57.m05671 AO070311000008 0 -250 -158 ATGTGTATATATCCAGTAAAAAGAAGTTTAACAGGCACAGT
ACCAAATTATGCTGCAAGTTGTTCGACCGCAGGAGTGAAG
TCCAAAGGGTGA

ATGTGTATATATCCAGTAAAAAGAAGTTTAACAGG
CACAGTACCAAATTATGCTGCAAGTTGTTCGACC
GCAGGAGTGAAGTCCAAAGGGTGA

MCIYPVKRSLTGTVPNYA
ASCSTAGVKSKG*

MCIYPVKRSLTGTVPNY
AASCSTAGVKSKG*

CCGTGAAATA GAGGAAGCCA 0 KL 0 0 0 0 0

8574 3851 an AN3811.1 57.m05671 AO070311000008 0 -201 -172 ATGCTGCAAGTTGTTCGACCGCAGGAGTGA ATGCTGCAAGTTGTTCGACCGCAGGAGTGA MLQVVRPQE* MLQVVRPQE* GTACCAAATT AGTCCAAAGG 0 KL 0 0 0 0 0
8577 3851 ao AN3811.1 57.m05671 AO070311000008 0 -198 -94 ATGGCTGGTTTTAGCAGAAGAGACGATAACGGCGGCGGG

GAATTTGGATCGGCGACAAAAATCAATTTGAAAGAATTGA
GCTCCTTTCCCGATTGGGTAATATAG

ATGGCTGGTTTTAGCAGAAGAGACGATAAC
GGCGGCGGGGAATTTGGATCGGCGACAAA
AATCAATTTGAAAGAATTGAGCTCCTTTCCC
GATTGGGTAATATAG

MAGFSRRDDNGGGEFG
SATKINLKELSSFPDWVI*

MAGFSRRDDNGGG
EFGSATKINLKELSS
FPDWVI*

AAAAGGCACA ATCCTCCGCC 0 KL 0 0 0 0 0

8580 3853 af AN2555.1 57.m05650 AO070319000164 0 -191 -171 ATGTCTCCCGGCTTCTGGTGA ATGTCTCCCGGCTTCTGGTGA MSPGFW* MSPGFW* TGGACTTTCC TAGGCTAAAA 0 OE 0 0 0 0 0
8581 3853 af AN2555.1 57.m05650 AO070319000164 0 -119 -102 ATGGCTATCGTCATATAA ATGGCTATCGTCATATAA MAIVI* MAIVI* CGTGGCAGAC ATGCAGCCAA 0 OE 0 0 0 0 0
8582 3853 af AN2555.1 57.m05650 AO070319000164 0 -101 -27 ATGCAGCCAATTCTCCTCGGCGTAATTGGGACTGATCTTC

ACCCGTACCTGCAAGCCTCAGTTTCCCGTCTTTGA
ATGCAGCCAATTCTCCTCGGCGTAATTGGGACTGA
TCTTCACCCGTACCTGCAAGCCTCAGTTTCCCGTC
TTTGA

MQPILLGVIGTDLHPYLQ
ASVSRL*

MQPILLGVIGTDLHP
YLQASVSRL*

CGTCATATAA TTTCCCCTTT 0 OE 0 0 0 0 0

8578 3853 an AN2555.1 57.m05650 AO070319000164 0 -127 -80 ATGCGTTTCTCCACTGTTGCACCGCTTATAAACGACTGTTC
CCCTTGA

ATGCGTTTCTCCACTGTTGCACCGCTTATAAACG
ACTGTTCCCCTTGA

MRFSTVAPLINDCSP* MRFSTVAPLINDCSP* CTCTTCTACC TCTGGTGATG 0 OE 0 0 0 0 0

8579 3853 an AN2555.1 57.m05650 AO070319000164 0 -72 -52 ATGGGAAGGAATAAGAATTAA ATGGGAAGGAATAAGAATTAA MGRNKN* MGRNKN* TGATCTGGTG CTTTCCGCTC 0 OE 0 0 0 0 0
8583 3853 ao AN2555.1 57.m05650 AO070319000164 0 -172 -149 ATGGAGCGGCCCACAAGCTGGTAG ATGGAGCGGCCCACAAGCTGGTAG MERPTSW* MERPTSW* GAACAGTTCC AATACCTCCG 0 OE 0 0 0 0 0
8584 3853 ao AN2555.1 57.m05650 AO070319000164 0 -95 -21 ATGCAGGCCGTGGGCTCATCCCGTTCCATTGTCTATAAAG

GCCCGCGCACCCCGACGGGAAAAGCCTTTCTCTGA
ATGCAGGCCGTGGGCTCATCCCGTTCCATT
GTCTATAAAGGCCCGCGCACCCCGACGGG
AAAAGCCTTTCTCTGA

MQAVGSSRSIVYKGPRT
PTGKAFL*

MQAVGSSRSIVYKG
PRTPTGKAFL*

CTCTACCGTC TTTAATCACG 0 OE 0 0 0 0 0

8588 3856 an AN5722.1 54.m06842 AO070324000128 0 -124 -98 ATGCTGGCCTTGATGCCTGGGGCATAA ATGCTGGCCTTGATGCCTGGGGCATAA MLALMPGA* MLALMPGA* CGTTGCGGTG TTTGCCGACA 0 T 0 0 0 0 0
8589 3856 an AN5722.1 54.m06842 AO070324000128 0 -112 -98 ATGCCTGGGGCATAA ATGCCTGGGGCATAA MPGA* MPGA* GCTGGCCTTG TTTGCCGACA 0 T 0 0 0 0 0
8590 3856 ao AN5722.1 54.m06842 AO070324000128 0 -134 -87 ATGGCTGGGGTCCGATTAAACCCCGAAAGGTCTCCGCCA

TTAGACTAG
ATGGCTGGGGTCCGATTAAACCCCGAAAGG
TCTCCGCCATTAGACTAG

MAGVRLNPERSPPLD* MAGVRLNPERSPPL
D*

ATAAGCCGTC TAAATAGCTG 0 T 0 0 0 0 0

8591 3857 an AN6596.1 62.m03202 AO070326000045 0 -177 -166 ATGGCGAGTTAG ATGGCGAGTTAG MAS* MAS* TAGATCGTCC TTCGTGGTTG 0  0 0 0 0 0
8592 3857 an AN6596.1 62.m03202 AO070326000045 0 -137 -111 ATGAGTCATCATAGCTCCCTTAATTAG ATGAGTCATCATAGCTCCCTTAATTAG MSHHSSLN* MSHHSSLN* CCTGCATTTG GTTAGTCTAG 0  0 0 0 0 0
8593 3857 ao AN6596.1 62.m03202 AO070326000045 0 -201 -184 ATGACCTACTCTCGGTAG ATGACCTACTCTCGGTAG MTYSR* MTYSR* AGACTAAAAC GCGGTGTACC 0  0 0 0 0 0
8594 3857 ao AN6596.1 62.m03202 AO070326000045 0 -133 -26 ATGCCCCCGTATTCCTGCCACGTGCTGCCTCAGGCATATG

CCATAAGCGTCATTATTGTCTGTGAAGCAACACGAAGTTG
CGGCATTCCGCTCCGTCGGCCACTCTAG

ATGCCCCCGTATTCCTGCCACGTGCTGCCT
CAGGCATATGCCATAAGCGTCATTATTGTCT
GTGAAGCAACACGAAGTTGCGGCATTCCGC
TCCGTCGGCCACTCTAG

MPPYSCHVLPQAYAISVII
VCEATRSCGIPLRRPL*

MPPYSCHVLPQAYA
ISVIIVCEATRSCGIP
LRRPL*

CGTACATTGC GCTTCGACCT 0  0 0 0 0 0

8597 3858 af AN6614.1 62.m03213 AO070326000063 0 -124 -113 ATGCGGGCCTGA ATGCGGGCCTGA MRA* MRA* TACAATAACA AATGCCACTT 0 P FG05149.1 0 0 0 0
8598 3858 af AN6614.1 62.m03213 AO070326000063 0 -111 -85 ATGCCACTTACCGTGATAGGATCCTGA ATGCCACTTACCGTGATAGGATCCTGA MPLTVIGS* MPLTVIGS* CGGGCCTGAA ATTAAATATA 0 P FG05149.1 0 0 0 0
8595 3858 an AN6614.1 62.m03213 AO070326000063 0 -159 -121 ATGGTCCTATCGGGACACCCTGGAAGCAACGCAAAATAA ATGGTCCTATCGGGACACCCTGGAAGCAACGCA

AAATAA
MVLSGHPGSNAK* MVLSGHPGSNAK* CAACCATAAG ACACACTAAG 0 P FG05149.1 0 0 0 0

8596 3858 an AN6614.1 62.m03213 AO070326000063 0 -104 -21 ATGACAGCTTTCCTTGTGGCACTGGAGCCTACGGACTGCT
CCCGCACACCGGAATACAAATTTGATCCCGTGCTTTTTAA
GTGA

ATGACAGCTTTCCTTGTGGCACTGGAGCCTACG
GACTGCTCCCGCACACCGGAATACAAATTTGATC
CCGTGCTTTTTAAGTGA

MTAFLVALEPTDCSRTPE
YKFDPVLFK*

MTAFLVALEPTDCSRTP
EYKFDPVLFK*

TAAGCGGGAC GTCGACTGAC 0 P FG05149.1 0 0 0 0
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8599 3858 ao AN6614.1 62.m03213 AO070326000063 0 -126 -88 ATGGTCCTGCTGAAAAGTCTTGGATGCAACTCGACGTGA ATGGTCCTGCTGAAAAGTCTTGGATGCAACT
CGACGTGA

MVLLKSLGCNST* MVLLKSLGCNST* CGCATCAACA CATGATATCA 0 P FG05149.1 0 0 0 0

8600 3858 ao AN6614.1 62.m03213 AO070326000063 0 -103 -83 ATGCAACTCGACGTGACATGA ATGCAACTCGACGTGACATGA MQLDVT* MQLDVT* AAAGTCTTGG TATCATTTGC 0 P FG05149.1 0 0 0 0
8601 3858 ao AN6614.1 62.m03213 AO070326000063 0 -86 -57 ATGATATCATTTGCTAGTGCAGGAGCTTGA ATGATATCATTTGCTAGTGCAGGAGCTTGA MISFASAGA* MISFASAGA* TCGACGTGAC GGACTGCTCC 0 P FG05149.1 0 0 0 0

8603 3859 af AN3425.1 59.m09279 AO070327000006 0 -178 -125 ATGTCCATCGTCTTTGTGAAAACATTCTTTCTGCCGACACT
CTCCATACCCTAG

ATGTCCATCGTCTTTGTGAAAACATTCTTTCTGCCG
ACACTCTCCATACCCTAG

MSIVFVKTFFLPTLSIP* MSIVFVKTFFLPTLSI
P*

CAGTCTTATC TATTGAGATA 0 Z 0 0 NCU04256.1 0 0

8602 3859 an AN3425.1 59.m09279 AO070327000006 0 -212 -141 ATGTCATTTGTCTCTCAAACTACCAGTCTCTTTGCATCACA
CTCGATACCGTTTGATAGTCGGACTCGATAA

ATGTCATTTGTCTCTCAAACTACCAGTCTCTTTGC
ATCACACTCGATACCGTTTGATAGTCGGACTCGA
TAA

MSFVSQTTSLFASHSIPF
DSRTR*

MSFVSQTTSLFASHSIPF
DSRTR*

TGAGATTACC CTGCACTATC 0 Z 0 0 NCU04256.1 0 0

8604 3859 ao AN3425.1 59.m09279 AO070327000006 0 -222 -163 ATGAACTTTGTCTCCGAGAAATTATTCCTATTGTCAACTATT
TCCATACCTCTCGCATAG

ATGAACTTTGTCTCCGAGAAATTATTCCTATT
GTCAACTATTTCCATACCTCTCGCATAG

MNFVSEKLFLLSTISIPLA* MNFVSEKLFLLSTISI
PLA*

GTGTTATACC CCCTACTTTG 0 Z 0 0 NCU04256.1 0 0

8609 3860 af AN2348.1 59.m09458 AO070327000141 0 -240 -13 ATGGTCAGAAAGACCATGACCTACAATGCCTTGACGAATG
ATGGGTCATCTCGACCATTATTCCCCGAAGAGCTAACCAA
AATGCCGGGACCAGTCGAACTCGCATGGCATGATCCTTCA
GTCGGGCACAGCCAACGTATAAAAGACCTGTCCACTCGAT
GTCTCACAATCGATATCGATCTGTCCTGGCGTGTTCATCA
ATTCCACAGGGCCAAACATTATTCATAG

ATGGTCAGAAAGACCATGACCTACAATGCCTTGAC
GAATGATGGGTCATCTCGACCATTATTCCCCGAAG
AGCTAACCAAAATGCCGGGACCAGTCGAACTCGC
ATGGCATGATCCTTCAGTCGGGCACAGCCAACGTA
TAAAAGACCTGTCCACTCGATGTCTCACAATCGATA
TCGATCTGTCCTGGCGTGTTCATCAATTCCACAGG
GCCAAACATTATTCATAG

MVRKTMTYNALTNDGSS
RPLFPEELTKMPGPVELA
WHDPSVGHSQRIKDLST
RCLTIDIDLSWRVHQFHR
AKHYS*

MVRKTMTYNALTND
GSSRPLFPEELTKM
PGPVELAWHDPSV
GHSQRIKDLSTRCL
TIDIDLSWRVHQFH
RAKHYS*

GGATAGCATC TTCCGACCAA 0 M 0 0 0 0 0

8610 3860 af AN2348.1 59.m09458 AO070327000141 0 -225 -13 ATGACCTACAATGCCTTGACGAATGATGGGTCATCTCGAC
CATTATTCCCCGAAGAGCTAACCAAAATGCCGGGACCAGT
CGAACTCGCATGGCATGATCCTTCAGTCGGGCACAGCCA
ACGTATAAAAGACCTGTCCACTCGATGTCTCACAATCGATA
TCGATCTGTCCTGGCGTGTTCATCAATTCCACAGGGCCAA
ACATTATTCATAG

ATGACCTACAATGCCTTGACGAATGATGGGTCATC
TCGACCATTATTCCCCGAAGAGCTAACCAAAATGC
CGGGACCAGTCGAACTCGCATGGCATGATCCTTCA
GTCGGGCACAGCCAACGTATAAAAGACCTGTCCAC
TCGATGTCTCACAATCGATATCGATCTGTCCTGGC
GTGTTCATCAATTCCACAGGGCCAAACATTATTCAT
AG

MTYNALTNDGSSRPLFP
EELTKMPGPVELAWHDP
SVGHSQRIKDLSTRCLTI
DIDLSWRVHQFHRAKHY
S*

MTYNALTNDGSSRP
LFPEELTKMPGPVE
LAWHDPSVGHSQRI
KDLSTRCLTIDIDLS
WRVHQFHRAKHYS
*

CAGAAAGACC TTCCGACCAA 0 M 0 0 0 0 0

8611 3860 af AN2348.1 59.m09458 AO070327000141 0 -203 -165 ATGATGGGTCATCTCGACCATTATTCCCCGAAGAGCTAA ATGATGGGTCATCTCGACCATTATTCCCCGAAGAG
CTAA

MMGHLDHYSPKS* MMGHLDHYSPKS* GCCTTGACGA CCAAAATGCC 0 M 0 0 0 0 0

8612 3860 af AN2348.1 59.m09458 AO070327000141 0 -200 -165 ATGGGTCATCTCGACCATTATTCCCCGAAGAGCTAA ATGGGTCATCTCGACCATTATTCCCCGAAGAGCTA
A

MGHLDHYSPKS* MGHLDHYSPKS* TTGACGAATG CCAAAATGCC 0 M 0 0 0 0 0

8613 3860 af AN2348.1 59.m09458 AO070327000141 0 -159 -13 ATGCCGGGACCAGTCGAACTCGCATGGCATGATCCTTCA
GTCGGGCACAGCCAACGTATAAAAGACCTGTCCACTCGAT
GTCTCACAATCGATATCGATCTGTCCTGGCGTGTTCATCA
ATTCCACAGGGCCAAACATTATTCATAG

ATGCCGGGACCAGTCGAACTCGCATGGCATGATC
CTTCAGTCGGGCACAGCCAACGTATAAAAGACCTG
TCCACTCGATGTCTCACAATCGATATCGATCTGTCC
TGGCGTGTTCATCAATTCCACAGGGCCAAACATTA
TTCATAG

MPGPVELAWHDPSVGH
SQRIKDLSTRCLTIDIDLS
WRVHQFHRAKHYS*

MPGPVELAWHDPS
VGHSQRIKDLSTRC
LTIDIDLSWRVHQFH
RAKHYS*

GCTAACCAAA TTCCGACCAA 0 M 0 0 0 0 0

8614 3860 af AN2348.1 59.m09458 AO070327000141 0 -131 -99 ATGATCCTTCAGTCGGGCACAGCCAACGTATAA ATGATCCTTCAGTCGGGCACAGCCAACGTATAA MILQSGTANV* MILQSGTANV* CTCGCATGGC AAGACCTGTC 0 M 0 0 0 0 0
8605 3860 an AN2348.1 59.m09458 AO070327000141 0 -198 -7 ATGGCCCAGTATACTTCAGTCTGCATACGCAAAACCAAAA

TAAACAACCAATCAGGACTCGGCAAGAATGCACCCTGCAG
GACTAGTTGCAGTGGGGGCGATGGAGATACGGAGCCCC
CTATGCTCACCATCTCCTTCTTGCCGCTGAGCCACCACCG
TCTCAGAGAGTCAAAGCGGCTATTTTCCATGTGA

ATGGCCCAGTATACTTCAGTCTGCATACGCAAAA
CCAAAATAAACAACCAATCAGGACTCGGCAAGAA
TGCACCCTGCAGGACTAGTTGCAGTGGGGGCGA
TGGAGATACGGAGCCCCCTATGCTCACCATCTC
CTTCTTGCCGCTGAGCCACCACCGTCTCAGAGA
GTCAAAGCGGCTATTTTCCATGTGA

MAQYTSVCIRKTKINNQS
GLGKNAPCRTSCSGGD
GDTEPPMLTISFLPLSHH
RLRESKRLFSM*

MAQYTSVCIRKTKINNQ
SGLGKNAPCRTSCSGG
DGDTEPPMLTISFLPLSH
HRLRESKRLFSM*

GGTTAGCAAA TGCAGGATGG 0 M 0 0 0 0 0

8606 3860 an AN2348.1 59.m09458 AO070327000141 0 -131 -51 ATGCACCCTGCAGGACTAGTTGCAGTGGGGGCGATGGAG
ATACGGAGCCCCCTATGCTCACCATCTCCTTCTTGCCGCT
GA

ATGCACCCTGCAGGACTAGTTGCAGTGGGGGCG
ATGGAGATACGGAGCCCCCTATGCTCACCATCTC
CTTCTTGCCGCTGA

MHPAGLVAVGAMEIRSPL
CSPSPSCR*

MHPAGLVAVGAMEIRSP
LCSPSPSCR*

CTCGGCAAGA GCCACCACCG 0 M 0 0 0 0 0

8607 3860 an AN2348.1 59.m09458 AO070327000141 0 -98 -51 ATGGAGATACGGAGCCCCCTATGCTCACCATCTCCTTCTT
GCCGCTGA

ATGGAGATACGGAGCCCCCTATGCTCACCATCTC
CTTCTTGCCGCTGA

MEIRSPLCSPSPSCR* MEIRSPLCSPSPSCR* AGTGGGGGCG GCCACCACCG 0 M 0 0 0 0 0

8608 3860 an AN2348.1 59.m09458 AO070327000141 0 -78 -7 ATGCTCACCATCTCCTTCTTGCCGCTGAGCCACCACCGTC
TCAGAGAGTCAAAGCGGCTATTTTCCATGTGA

ATGCTCACCATCTCCTTCTTGCCGCTGAGCCACC
ACCGTCTCAGAGAGTCAAAGCGGCTATTTTCCAT
GTGA

MLTISFLPLSHHRLRESK
RLFSM*

MLTISFLPLSHHRLRESK
RLFSM*

GGAGCCCCCT TGCAGGATGG 0 M 0 0 0 0 0

8615 3860 ao AN2348.1 59.m09458 AO070327000141 0 -253 -233 ATGCCGCCGCTTACAGCCTGA ATGCCGCCGCTTACAGCCTGA MPPLTA* MPPLTA* AAGCTCTAAT CATTTGACTT 0 M 0 0 0 0 0
8616 3860 ao AN2348.1 59.m09458 AO070327000141 0 -213 -187 ATGAGAGGGTTGATAAGCATCAGGTGA ATGAGAGGGTTGATAAGCATCAGGTGA MRGLISIR* MRGLISIR* TGAAGAGCGT CGCCCTGGCC 0 M 0 0 0 0 0
8617 3860 ao AN2348.1 59.m09458 AO070327000141 0 -174 -103 ATGACGGGTCGGGATGACCCGGTGATCGTCTTGTACACA

GCACATTTATACTACGGTGGAGAGCTGAGATAA
ATGACGGGTCGGGATGACCCGGTGATCGT
CTTGTACACAGCACATTTATACTACGGTGGA
GAGCTGAGATAA

MTGRDDPVIVLYTAHLYY
GGELR*

MTGRDDPVIVLYTA
HLYYGGELR*

CCCTGGCCCC ATAAAGCTGC 0 M 0 0 0 0 0

8618 3860 ao AN2348.1 59.m09458 AO070327000141 0 -161 -150 ATGACCCGGTGA ATGACCCGGTGA MTR* MTR* ACGGGTCGGG TCGTCTTGTA 0 M 0 0 0 0 0
8620 3862 af AN0460.1 54.m06609 AO070328000178 0 -227 -216 ATGGAAACATAA ATGGAAACATAA MET* MET* TTTGATCGCT TGATGAGACA 0  0 0 0 0 0
8621 3862 af AN0460.1 54.m06609 AO070328000178 0 -216 -151 ATGATGAGACATCCTTTAACAGTATATAGGCAATTTTCTTT

GACGACGGTTCAATACACACTATAA
ATGATGAGACATCCTTTAACAGTATATAGGCAATTT
TCTTTGACGACGGTTCAATACACACTATAA

MMRHPLTVYRQFSLTTV
QYTL*

MMRHPLTVYRQFSL
TTVQYTL*

TGGAAACATA GTATGCTTTT 0  0 0 0 0 0

8622 3862 af AN0460.1 54.m06609 AO070328000178 0 -213 -151 ATGAGACATCCTTTAACAGTATATAGGCAATTTTCTTTGAC
GACGGTTCAATACACACTATAA

ATGAGACATCCTTTAACAGTATATAGGCAATTTTCT
TTGACGACGGTTCAATACACACTATAA

MRHPLTVYRQFSLTTVQ
YTL*

MRHPLTVYRQFSLT
TVQYTL*

AAACATAATG GTATGCTTTT 0  0 0 0 0 0

8623 3862 af AN0460.1 54.m06609 AO070328000178 0 -148 -104 ATGCTTTTTTCGGCTAATATCTCAAACATCCGGAATCCTCT
ATGA

ATGCTTTTTTCGGCTAATATCTCAAACATCCGGAAT
CCTCTATGA

MLFSANISNIRNPL* MLFSANISNIRNPL* CACTATAAGT GCAAGATGTG 0  0 0 0 0 0

8624 3862 af AN0460.1 54.m06609 AO070328000178 0 -107 -90 ATGAGCAAGATGTGCTAA ATGAGCAAGATGTGCTAA MSKMC* MSKMC* GGAATCCTCT AAATCTCTGA 0  0 0 0 0 0
8619 3862 an AN0460.1 54.m06609 AO070328000178 0 -160 -89 ATGTTGCCGTTCTATAACTATTGTGTTGCCTTTACTCATCAT

AAGGCTGGCCCACTTGTGCGGGCATTATAA
ATGTTGCCGTTCTATAACTATTGTGTTGCCTTTAC
TCATCATAAGGCTGGCCCACTTGTGCGGGCATTA
TAA

MLPFYNYCVAFTHHKAG
PLVRAL*

MLPFYNYCVAFTHHKAG
PLVRAL*

CTCAGACCTG CCTGGATTTT 0  0 0 0 0 0

8625 3862 ao AN0460.1 54.m06609 AO070328000178 0 -144 -124 ATGATGTCGCTAATGCTTTAG ATGATGTCGCTAATGCTTTAG MMSLML* MMSLML* CAGACGAATT ACTGGAGTAC 0  0 0 0 0 0
8626 3862 ao AN0460.1 54.m06609 AO070328000178 0 -141 -124 ATGTCGCTAATGCTTTAG ATGTCGCTAATGCTTTAG MSLML* MSLML* ACGAATTATG ACTGGAGTAC 0  0 0 0 0 0
8627 3862 ao AN0460.1 54.m06609 AO070328000178 0 -72 -46 ATGTACTTTCAGGGTAACCGCCACTAG ATGTACTTTCAGGGTAACCGCCACTAG MYFQGNRH* MYFQGNRH* TCGGATACTC ACCTTTTAGC 0  0 0 0 0 0
8634 3864 af AN8070.1 53.m03921 AO070330000027 0 -136 -113 ATGACCATGTCACCAACAGTATAG ATGACCATGTCACCAACAGTATAG MTMSPTV* MTMSPTV* GAAGTGCAAG AGATTGAGCG 0 S 0 0 0 0 0
8635 3864 af AN8070.1 53.m03921 AO070330000027 0 -130 -113 ATGTCACCAACAGTATAG ATGTCACCAACAGTATAG MSPTV* MSPTV* CAAGATGACC AGATTGAGCG 0 S 0 0 0 0 0
8628 3864 an AN8070.1 53.m03921 AO070330000027 0 -274 -161 ATGCAGCATCATGGACGCATTCCTTTGGCAGCGAAGCCAT

TAGCTGCAAGTGCCATGAACATTATTGGTTTAACAAGAAC
GTCTAACAAGCTGATGCTCGTCAGAACACGGTAA

ATGCAGCATCATGGACGCATTCCTTTGGCAGCGA
AGCCATTAGCTGCAAGTGCCATGAACATTATTGG
TTTAACAAGAACGTCTAACAAGCTGATGCTCGTC
AGAACACGGTAA

MQHHGRIPLAAKPLAASA
MNIIGLTRTSNKLMLVRT
R*

MQHHGRIPLAAKPLAAS
AMNIIGLTRTSNKLMLVR
TR*

ACCAGGAGCA GGTTGGATGT 0 S 0 0 0 0 0

8629 3864 an AN8070.1 53.m03921 AO070330000027 0 -264 -232 ATGGACGCATTCCTTTGGCAGCGAAGCCATTAG ATGGACGCATTCCTTTGGCAGCGAAGCCATTAG MDAFLWQRSH* MDAFLWQRSH* ATGCAGCATC CTGCAAGTGC 0 S 0 0 0 0 0

8630 3864 an AN8070.1 53.m03921 AO070330000027 0 -220 -161 ATGAACATTATTGGTTTAACAAGAACGTCTAACAAGCTGAT
GCTCGTCAGAACACGGTAA

ATGAACATTATTGGTTTAACAAGAACGTCTAACAA
GCTGATGCTCGTCAGAACACGGTAA

MNIIGLTRTSNKLMLVRT
R*

MNIIGLTRTSNKLMLVRT
R*

TGCAAGTGCC GGTTGGATGT 0 S 0 0 0 0 0

8631 3864 an AN8070.1 53.m03921 AO070330000027 0 -181 -161 ATGCTCGTCAGAACACGGTAA ATGCTCGTCAGAACACGGTAA MLVRTR* MLVRTR* TAACAAGCTG GGTTGGATGT 0 S 0 0 0 0 0
8632 3864 an AN8070.1 53.m03921 AO070330000027 0 -154 -140 ATGTTGAGGACATGA ATGTTGAGGACATGA MLRT* MLRT* GTAAGGTTGG GAAGTGATAC 0 S 0 0 0 0 0
8633 3864 an AN8070.1 53.m03921 AO070330000027 0 -143 -102 ATGAGAAGTGATACTCGAGGCGGTGACAGCCGGCAGTTC

TAG
ATGAGAAGTGATACTCGAGGCGGTGACAGCCGG
CAGTTCTAG

MRSDTRGGDSRQF* MRSDTRGGDSRQF* TGTTGAGGAC AAGAGTGGCC 0 S 0 0 0 0 0

8636 3864 ao AN8070.1 53.m03921 AO070330000027 0 -102 -85 ATGATAGGCGGTGGATAA ATGATAGGCGGTGGATAA MIGGG* MIGGG* ACGCCGAGGG TGGCAGTATA 0 S 0 0 0 0 0
8637 3864 ao AN8070.1 53.m03921 AO070330000027 0 -85 -62 ATGGCAGTATACAATGACCGATAG ATGGCAGTATACAATGACCGATAG MAVYNDR* MAVYNDR* GCGGTGGATA CGACTGCGAC 0 S 0 0 0 0 0
8642 3865 af AN1132.1 70.m15104 AO070331000124 0 -148 -107 ATGTTTGCCATATCAATCAATACATTGGTTCTTTCTTCCTGA ATGTTTGCCATATCAATCAATACATTGGTTCTTTCTT

CCTGA
MFAISINTLVLSS* MFAISINTLVLSS* AACTTTATTG CCCCTTCACA 0 E 0 0 0 0 0

8643 3865 af AN1132.1 70.m15104 AO070331000124 0 -63 -31 ATGTGCAGCTTTCGAGTCTCCGGTTGTTCATGA ATGTGCAGCTTTCGAGTCTCCGGTTGTTCATGA MCSFRVSGCS* MCSFRVSGCS* TTCTTTCAAC GCTTTAAGTC 0 E 0 0 0 0 0
8638 3865 an AN1132.1 70.m15104 AO070331000124 0 -86 -15 ATGTTTCATGCGTTCTCTTCACAATATATAACATGTCAGCC

TAACATGATTTCCACCTTTGCTGTGGTATAA
ATGTTTCATGCGTTCTCTTCACAATATATAACATG
TCAGCCTAACATGATTTCCACCTTTGCTGTGGTAT
AA

MFHAFSSQYITCQPNMIS
TFAVV*

MFHAFSSQYITCQPNMI
STFAVV*

TCCACCTCTG TCCGTCGTCT 0 E 0 0 0 0 0

8639 3865 an AN1132.1 70.m15104 AO070331000124 0 -79 -56 ATGCGTTCTCTTCACAATATATAA ATGCGTTCTCTTCACAATATATAA MRSLHNI* MRSLHNI* CTGATGTTTC CATGTCAGCC 0 E 0 0 0 0 0
8644 3865 ao AN1132.1 70.m15104 AO070331000124 0 -188 -159 ATGCCGTCACCCGGTCATTCTAGCTTTTGA ATGCCGTCACCCGGTCATTCTAGCTTTTGA MPSPGHSSF* MPSPGHSSF* AGACTCACTC CAGTGAATTC 0 E 0 0 0 0 0
8645 3865 ao AN1132.1 70.m15104 AO070331000124 0 -89 -57 ATGTCTCCATCTCGTTACCCACGCCGCGCATAA ATGTCTCCATCTCGTTACCCACGCCGCGCA

TAA
MSPSRYPRRA* MSPSRYPRRA* TCCTTGTTCA TCCAGGAATG 0 E 0 0 0 0 0

8650 3866 af AN9130.1 66.m04599 AO070332000125 0 -225 -73 ATGCCATCCTATTCCAGTTGGACGAATCCAATATACTTGGC
ACCTGCATCTTTCCTTTCCGACATACCCGAAGGACGCCTC
TCTGCATGGTCAGGCACAGTCAGGTCAGATTTGTCGTTCC
TTGATTACCAGCTTCCCGGGGGGGGGGGTTAA

ATGCCATCCTATTCCAGTTGGACGAATCCAATATAC
TTGGCACCTGCATCTTTCCTTTCCGACATACCCGAA
GGACGCCTCTCTGCATGGTCAGGCACAGTCAGGT
CAGATTTGTCGTTCCTTGATTACCAGCTTCCCGGG
GGGGGGGGTTAA

MPSYSSWTNPIYLAPASF
LSDIPEGRLSAWSGTVRS
DLSFLDYQLPGGGG*

MPSYSSWTNPIYLA
PASFLSDIPEGRLSA
WSGTVRSDLSFLDY
QLPGGGG*

CTGTTGGCGA AACAAACCCG 0 I 0 0 0 0 0

8651 3866 af AN9130.1 66.m04599 AO070332000125 0 -139 -101 ATGGTCAGGCACAGTCAGGTCAGATTTGTCGTTCCTTGA ATGGTCAGGCACAGTCAGGTCAGATTTGTCGTTCC
TTGA

MVRHSQVRFVVP* MVRHSQVRFVVP* GCCTCTCTGC TTACCAGCTT 0 I 0 0 0 0 0

8647 3866 an AN9130.1 66.m04599 AO070332000125 0 -149 -96 ATGCAGGCTTCTGCGACTGTTGTTATTATTATGACTATGAT
TATTATTATTTAA

ATGCAGGCTTCTGCGACTGTTGTTATTATTATGAC
TATGATTATTATTATTTAA

MQASATVVIIMTMIIII* MQASATVVIIMTMIIII* CTGACGAGCC ACATCGGCAA 0 I 0 0 0 0 0

8648 3866 an AN9130.1 66.m04599 AO070332000125 0 -119 -96 ATGACTATGATTATTATTATTTAA ATGACTATGATTATTATTATTTAA MTMIIII* MTMIIII* TGTTATTATT ACATCGGCAA 0 I 0 0 0 0 0
8649 3866 an AN9130.1 66.m04599 AO070332000125 0 -113 -96 ATGATTATTATTATTTAA ATGATTATTATTATTTAA MIIII* MIIII* TATTATGACT ACATCGGCAA 0 I 0 0 0 0 0
8653 3869 af AN1520.1 55.m03039 AO070334000238 0 -210 -199 ATGCGCAAGTGA ATGCGCAAGTGA MRK* MRK* TTGTTGTTGA ACCATTGATT 0 Y 0 0 0 0 0
8654 3869 ao AN1520.1 55.m03039 AO070334000238 0 -193 -170 ATGTTGTTGTTGTTGTTGTTGTGA ATGTTGTTGTTGTTGTTGTTGTGA MLLLLLL* MLLLLLL* ATTCCTGTTG GCCGTAGGCA 0 Y 0 0 0 0 0
8657 3871 af AN1038.1 70.m15196 AO070336000073 0 -242 -228 ATGCGATGGCCATAA ATGCGATGGCCATAA MRWP* MRWP* GTCATCTAAA GGGTGTCTTG 0 R 0 0 0 0 0
8658 3871 af AN1038.1 70.m15196 AO070336000073 0 -237 -118 ATGGCCATAAGGGTGTCTTGTCTTCGTATGAACAATGCCA

AGAGATGTAGCTACCTAGTATGCGGAGAGACTCGACCGC
CTTCCTGCCAGAGGACCAGACATCTGGATATTGTCTCCTG
A

ATGGCCATAAGGGTGTCTTGTCTTCGTATGAACAAT
GCCAAGAGATGTAGCTACCTAGTATGCGGAGAGA
CTCGACCGCCTTCCTGCCAGAGGACCAGACATCT
GGATATTGTCTCCTGA

MAIRVSCLRMNNAKRCS
YLVCGETRPPSCQRTRH
LDIVS*

MAIRVSCLRMNNAK
RCSYLVCGETRPPS
CQRTRHLDIVS*

CTAAAATGCG ATGAAGCAGA 0 R 0 0 0 0 0

8659 3871 af AN1038.1 70.m15196 AO070336000073 0 -210 -118 ATGAACAATGCCAAGAGATGTAGCTACCTAGTATGCGGAG
AGACTCGACCGCCTTCCTGCCAGAGGACCAGACATCTGG
ATATTGTCTCCTGA

ATGAACAATGCCAAGAGATGTAGCTACCTAGTATG
CGGAGAGACTCGACCGCCTTCCTGCCAGAGGACC
AGACATCTGGATATTGTCTCCTGA

MNNAKRCSYLVCGETRP
PSCQRTRHLDIVS*

MNNAKRCSYLVCG
ETRPPSCQRTRHLD
IVS*

TTGTCTTCGT ATGAAGCAGA 0 R 0 0 0 0 0

8660 3871 af AN1038.1 70.m15196 AO070336000073 0 -203 -180 ATGCCAAGAGATGTAGCTACCTAG ATGCCAAGAGATGTAGCTACCTAG MPRDVAT* MPRDVAT* CGTATGAACA TATGCGGAGA 0 R 0 0 0 0 0
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8661 3871 af AN1038.1 70.m15196 AO070336000073 0 -117 -76 ATGAAGCAGACGCCTGTGCTAAGGTACCTACCTTGCCGCT
GA

ATGAAGCAGACGCCTGTGCTAAGGTACCTACCTTG
CCGCTGA

MKQTPVLRYLPCR* MKQTPVLRYLPCR* TGTCTCCTGA TTGTTGAAAT 0 R 0 0 0 0 0

8655 3871 an AN1038.1 70.m15196 AO070336000073 0 -130 -17 ATGTCGTCGATTGCCTCTACCTCTCACCATTCCATTATTGC
TCGTAGGAGTAGAGGCTATTGTAACCCGACTGCCGACCG
GAATGCTCCTCGCGCGCAGACAGCTTCCCCCTGA

ATGTCGTCGATTGCCTCTACCTCTCACCATTCCA
TTATTGCTCGTAGGAGTAGAGGCTATTGTAACCC
GACTGCCGACCGGAATGCTCCTCGCGCGCAGAC
AGCTTCCCCCTGA

MSSIASTSHHSIIARRSRG
YCNPTADRNAPRAQTAS
P*

MSSIASTSHHSIIARRSR
GYCNPTADRNAPRAQT
ASP*

GCCGTTACGG ATAGTGCGCG 0 R 0 0 0 0 0

8663 3871 ao AN1038.1 70.m15196 AO070336000073 0 -249 -208 ATGCTGTTTATTTTGCGTATAGATATAAATAAGTGTATATAA ATGCTGTTTATTTTGCGTATAGATATAAATAA
GTGTATATAA

MLFILRIDINKCI* MLFILRIDINKCI* CGAGTTTGTC AGACCACCGT 0 R 0 0 0 0 0

8665 3872 af AN3040.1 59.m08977 AO070337000054 0 -81 -34 ATGACTGAACAAATTGATATCTATTGTAGATATCCGTCATC
GCGATAA

ATGACTGAACAAATTGATATCTATTGTAGATATCCG
TCATCGCGATAA

MTEQIDIYCRYPSSR* MTEQIDIYCRYPSSR
*

AAGAAGGACT GATCTGATAG 0 Z 0 0 0 0 0

8666 3872 ao AN3040.1 59.m08977 AO070337000054 0 -282 -199 ATGGTATGGATGTCAAAACTGCAAAGAAGAGAATCCAGAA
GTAGACCCGAAACACGTTACGTCATAAAACACCGCGTTAA
TTGA

ATGGTATGGATGTCAAAACTGCAAAGAAGA
GAATCCAGAAGTAGACCCGAAACACGTTAC
GTCATAAAACACCGCGTTAATTGA

MVWMSKLQRRESRSRP
ETRYVIKHRVN*

MVWMSKLQRRESR
SRPETRYVIKHRVN*

AATGATAATG TTTCGCGCAC 0 Z 0 0 0 0 0

8667 3872 ao AN3040.1 59.m08977 AO070337000054 0 -277 -239 ATGGATGTCAAAACTGCAAAGAAGAGAATCCAGAAGTAG ATGGATGTCAAAACTGCAAAGAAGAGAATC
CAGAAGTAG

MDVKTAKKRIQK* MDVKTAKKRIQK* TAATGATGGT ACCCGAAACA 0 Z 0 0 0 0 0

8668 3872 ao AN3040.1 59.m08977 AO070337000054 0 -273 -199 ATGTCAAAACTGCAAAGAAGAGAATCCAGAAGTAGACCCG
AAACACGTTACGTCATAAAACACCGCGTTAATTGA

ATGTCAAAACTGCAAAGAAGAGAATCCAGAA
GTAGACCCGAAACACGTTACGTCATAAAACA
CCGCGTTAATTGA

MSKLQRRESRSRPETRY
VIKHRVN*

MSKLQRRESRSRP
ETRYVIKHRVN*

GATGGTATGG TTTCGCGCAC 0 Z 0 0 0 0 0

8670 3877 af AN4894.1 59.m08792 AO070338000062 0 -111 -55 ATGTCTTTTTTTCCCCGTCAACCCCCGCTGTTCTTTCCCTA
CTGGCCCTGTTCCTAA

ATGTCTTTTTTTCCCCGTCAACCCCCGCTGTTCTTT
CCCTACTGGCCCTGTTCCTAA

MSFFPRQPPLFFPYWPC
S*

MSFFPRQPPLFFPY
WPCS*

CTTTCTCTCT ACGTGGAGAA 0 BK 0 0 0 0 0

8669 3877 an AN4894.1 59.m08792 AO070338000062 0 -111 -61 ATGTATTTTTTCATCGTTCAAACCCGCTCGTTGTTGCCTAC
CCGAATCTGA

ATGTATTTTTTCATCGTTCAAACCCGCTCGTTGTT
GCCTACCCGAATCTGA

MYFFIVQTRSLLPTRI* MYFFIVQTRSLLPTRI* CTTTATCTCT TTATAACCGT 0 BK 0 0 0 0 0

8671 3877 ao AN4894.1 59.m08792 AO070338000062 0 -111 -61 ATGTTTTTTTCAGCCACTCAAGCCGCCCTGTTGCTACCTCT
CCGCACCTGA

ATGTTTTTTTCAGCCACTCAAGCCGCCCTGT
TGCTACCTCTCCGCACCTGA

MFFSATQAALLLPLRT* MFFSATQAALLLPL
RT*

GTTTGTCTCT ATTTAACCGT 0 BK 0 0 0 0 0

8672 3879 conserved AN5057.1 59.m08669 AO070338000201 0 -181 -170 -210 -199 -185 -174 ATGATTGTTTAG ATGATTGTTTAG ATGATTGTTTAG ATGATTGTTTAG MIV* MIV* MIV* MIV* svdyCvrAys vTyrswkhhh 0 V 0 0 0 YFR028C 0

8676 3880 af AN0407.1 54.m06667 AO070338000247 0 -250 -152 ATGAATGTGGAAGCTGTGGACAGAACTCTACTTGACTACG
TTGGATACATGCCATCTGATACATCCAGCATCGCAATTGG
GTTGCTCTACTCTTGGTGA

ATGAATGTGGAAGCTGTGGACAGAACTCTACTTGA
CTACGTTGGATACATGCCATCTGATACATCCAGCAT
CGCAATTGGGTTGCTCTACTCTTGGTGA

MNVEAVDRTLLDYVGYM
PSDTSSIAIGLLYSW*

MNVEAVDRTLLDYV
GYMPSDTSSIAIGLL
YSW*

CGCGCCTTGA TACATTTGTA 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8677 3880 af AN0407.1 54.m06667 AO070338000247 0 -246 -124 ATGTGGAAGCTGTGGACAGAACTCTACTTGACTACGTTGG
ATACATGCCATCTGATACATCCAGCATCGCAATTGGGTTG
CTCTACTCTTGGTGATACATTTGTACTCTGTATGCCTCTGT
GA

ATGTGGAAGCTGTGGACAGAACTCTACTTGACTAC
GTTGGATACATGCCATCTGATACATCCAGCATCGC
AATTGGGTTGCTCTACTCTTGGTGATACATTTGTAC
TCTGTATGCCTCTGTGA

MWKLWTELYLTTLDTCH
LIHPASQLGCSTLGDTFV
LCMPL*

MWKLWTELYLTTLD
TCHLIHPASQLGCS
TLGDTFVLCMPL*

CCTTGAATGA ATCTGCACCT 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8678 3880 af AN0407.1 54.m06667 AO070338000247 0 -202 -152 ATGCCATCTGATACATCCAGCATCGCAATTGGGTTGCTCT
ACTCTTGGTGA

ATGCCATCTGATACATCCAGCATCGCAATTGGGTT
GCTCTACTCTTGGTGA

MPSDTSSIAIGLLYSW* MPSDTSSIAIGLLYS
W*

CGTTGGATAC TACATTTGTA 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8679 3880 af AN0407.1 54.m06667 AO070338000247 0 -135 -124 ATGCCTCTGTGA ATGCCTCTGTGA MPL* MPL* TGTACTCTGT ATCTGCACCT 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8680 3880 af AN0407.1 54.m06667 AO070338000247 0 -76 -23 ATGGACGGCGATTCATTTGGTTTTCTCTACAACGTCATAGA
CCCAGGTGGATAG

ATGGACGGCGATTCATTTGGTTTTCTCTACAACGTC
ATAGACCCAGGTGGATAG

MDGDSFGFLYNVIDPGG* MDGDSFGFLYNVID
PGG*

TCCCGCGTTC TTCAAAATTG 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8673 3880 an AN0407.1 54.m06667 AO070338000247 0 -89 -72 ATGATCCCGGGATTCTAG ATGATCCCGGGATTCTAG MIPGF* MIPGF* ACTCAGTATT CCACCAAAGT 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8681 3880 ao AN0407.1 54.m06667 AO070338000247 0 -262 -209 ATGAGAGTGGACTCAAAATCAGCTATGATCGGCCCTCGTC
CTCGGCATCTTTAA

ATGAGAGTGGACTCAAAATCAGCTATGATC
GGCCCTCGTCCTCGGCATCTTTAA

MRVDSKSAMIGPRPRHL* MRVDSKSAMIGPRP
RHL*

ACACGCACGA GTTCCACGCC 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8682 3880 ao AN0407.1 54.m06667 AO070338000247 0 -238 -209 ATGATCGGCCCTCGTCCTCGGCATCTTTAA ATGATCGGCCCTCGTCCTCGGCATCTTTAA MIGPRPRHL* MIGPRPRHL* AAAATCAGCT GTTCCACGCC 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8683 3880 ao AN0407.1 54.m06667 AO070338000247 0 -75 -22 ATGGGCAATTGGCCTCAAAAAGCGTTAAGCAAGACAAGAG
ACCCTGGTGGATAG

ATGGGCAATTGGCCTCAAAAAGCGTTAAGC
AAGACAAGAGACCCTGGTGGATAG

MGNWPQKALSKTRDPG
G*

MGNWPQKALSKTR
DPGG*

TTTTTTTTTT CCGAAGACCC 0 K FG05376.1 0 NCU00310.1 YGR047C 0

8686 3882 af AN6685.1 65.m07296 AO070339000093 0 -159 -136 ATGATTTTGGGTGGAGGAATTTGA ATGATTTTGGGTGGAGGAATTTGA MILGGGI* MILGGGI* AGCCTCCTGT GCCCATTATA 0 U 0 0 0 0 0
8684 3882 an AN6685.1 65.m07296 AO070339000093 0 -80 -69 ATGCCTCTCTGA ATGCCTCTCTGA MPL* MPL* TATCCTTCCT ATGCCCTGTG 0 U 0 0 0 0 0
8685 3882 an AN6685.1 65.m07296 AO070339000093 0 -68 -27 ATGCCCTGTGCGATTATATCCTCGCTGGAACTCCCCTTAT

AG
ATGCCCTGTGCGATTATATCCTCGCTGGAACTCC
CCTTATAG

MPCAIISSLELPL* MPCAIISSLELPL* GCCTCTCTGA AAGGACTGTC 0 U 0 0 0 0 0

8687 3882 ao AN6685.1 65.m07296 AO070339000093 0 -229 -173 ATGTTTTTGGTTTTTCGGTGTTCTCAGACCACATTCCTTTCT
CGACTCCTTTTCTAG

ATGTTTTTGGTTTTTCGGTGTTCTCAGACCA
CATTCCTTTCTCGACTCCTTTTCTAG

MFLVFRCSQTTFLSRLLF
*

MFLVFRCSQTTFLS
RLLF*

TGTTTTCTTG CATTATTCGC 0 U 0 0 0 0 0

8688 3885 af AN2077.1 57.m05776 AO070341000230 0 -229 -71 ATGCCATCGAGACCCGACGGAGTTTGGCTCGGGCCGCCT
CGCCCAATCAAGTGTAAGCTGCATCCGCATTGTCATTGTC
ACGTGCCCGCTCAGCTATCAATTGTCTCCACCCAAACTTTT
TTTCTTTTATCAGAGAGCGATATCTTTGGAGAGCGGTAA

ATGCCATCGAGACCCGACGGAGTTTGGCTCGGGC
CGCCTCGCCCAATCAAGTGTAAGCTGCATCCGCAT
TGTCATTGTCACGTGCCCGCTCAGCTATCAATTGT
CTCCACCCAAACTTTTTTTCTTTTATCAGAGAGCGA
TATCTTTGGAGAGCGGTAA

MPSRPDGVWLGPPRPIK
CKLHPHCHCHVPAQLSIV
STQTFFLLSESDIFGER*

MPSRPDGVWLGPP
RPIKCKLHPHCHCH
VPAQLSIVSTQTFFL
LSESDIFGER*

GCTCCGTTCG CAATTTTCGC 0 R FG08439.1 0 0 0 0

8689 3886 ao AN3692.1 69.m15406 AO070341000323 0 -210 -157 ATGTTCAAAATAGGGTATCCAATCAAATGGAGGCGATCGA
TCAGAGCCAAATAA

ATGTTCAAAATAGGGTATCCAATCAAATGGA
GGCGATCGATCAGAGCCAAATAA

MFKIGYPIKWRRSIRAK* MFKIGYPIKWRRSIR
AK*

CCCCGGGCGG CGCACCAAAC 0 S FG00333.1 0 0 0 0

8690 3886 ao AN3692.1 69.m15406 AO070341000323 0 -184 -125 ATGGAGGCGATCGATCAGAGCCAAATAACGCACCAAACC
AAAGGCGGAAGTGCTGCTTAG

ATGGAGGCGATCGATCAGAGCCAAATAACG
CACCAAACCAAAGGCGGAAGTGCTGCTTAG

MEAIDQSQITHQTKGGSA
A*

MEAIDQSQITHQTK
GGSAA*

ATCCAATCAA CCCGAAATCC 0 S FG00333.1 0 0 0 0

8693 3889 af AN3082.1 59.m08916 AO070224000004 0 -234 -184 ATGACCATCGAGGAACGTATCGCATATTATTGTCTTCATTA
CCACACCTAA

ATGACCATCGAGGAACGTATCGCATATTATTGTCTT
CATTACCACACCTAA

MTIEERIAYYCLHYHT* MTIEERIAYYCLHYH
T*

CGAGCATGAA CAGCTCTCAT 0 A 0 0 0 0 0

8694 3889 af AN3082.1 59.m08916 AO070224000004 0 -145 -125 ATGATAAGTGATATGATTTGA ATGATAAGTGATATGATTTGA MISDMI* MISDMI* TTATCTGGCT TATTCTATAC 0 A 0 0 0 0 0
8695 3889 af AN3082.1 59.m08916 AO070224000004 0 -100 -80 ATGGGCGGATCATTGAATTGA ATGGGCGGATCATTGAATTGA MGGSLN* MGGSLN* ATTACTCTCT GAGTTCTCCC 0 A 0 0 0 0 0
8691 3889 an AN3082.1 59.m08916 AO070224000004 0 -163 -137 ATGGTCATTTTTTACGTTCTGTGCTGA ATGGTCATTTTTTACGTTCTGTGCTGA MVIFYVLC* MVIFYVLC* ACTGTCATTC GCATGGTATG 0 A 0 0 0 0 0
8692 3889 an AN3082.1 59.m08916 AO070224000004 0 -134 -117 ATGGTATGCACTAAATAG ATGGTATGCACTAAATAG MVCTK* MVCTK* TGTGCTGAGC ACATATATTG 0 A 0 0 0 0 0
8696 3889 ao AN3082.1 59.m08916 AO070224000004 0 -241 -122 ATGCTTCCCCGGAACTCTCCAATCACCTCAATAACACGATT

CCTCCTCAATGCCTTGAGTTTGAATCCATTTCTAAGTGAGA
AGAGACGTGATGTTATGATTGAAGTCTATTGGTCTTAA

ATGCTTCCCCGGAACTCTCCAATCACCTCAA
TAACACGATTCCTCCTCAATGCCTTGAGTTT
GAATCCATTTCTAAGTGAGAAGAGACGTGAT
GTTATGATTGAAGTCTATTGGTCTTAA

MLPRNSPITSITRFLLNAL
SLNPFLSEKRRDVMIEVY
WS*

MLPRNSPITSITRFLL
NALSLNPFLSEKRR
DVMIEVYWS*

CAGATCCGCG CCGTTCTTGT 0 A 0 0 0 0 0

8697 3889 ao AN3082.1 59.m08916 AO070224000004 0 -145 -122 ATGATTGAAGTCTATTGGTCTTAA ATGATTGAAGTCTATTGGTCTTAA MIEVYWS* MIEVYWS* ACGTGATGTT CCGTTCTTGT 0 A 0 0 0 0 0
8698 3889 ao AN3082.1 59.m08916 AO070224000004 0 -101 -72 ATGACTAGATTGGAAGCGCTGCAACACTAA ATGACTAGATTGGAAGCGCTGCAACACTAA MTRLEALQH* MTRLEALQH* ATTTGAATTG GTGTCCGAGA 0 A 0 0 0 0 0

8704 3890 af AN7439.1 57.m05910 AO070229000005 0 -280 -254 ATGGACCTCTACGGAGTACCTACATAG ATGGACCTCTACGGAGTACCTACATAG MDLYGVPT* MDLYGVPT* GAAAGGTCAA TGTTTCAAAT 0 L 0 0 0 YPR175W 0
8705 3890 af AN7439.1 57.m05910 AO070229000005 0 -188 -102 ATGATCGCTCTAACCCAGCATCTTGTTTACCTTTTCAGAGA

ACCCGACTTCTGTCATGACAATAGCAGTGAAACTCACAGA
GCATGA

ATGATCGCTCTAACCCAGCATCTTGTTTACCTTTTC
AGAGAACCCGACTTCTGTCATGACAATAGCAGTGA
AACTCACAGAGCATGA

MIALTQHLVYLFREPDFC
HDNSSETHRA*

MIALTQHLVYLFREP
DFCHDNSSETHRA*

TGGATAACCC CTTATAGCCC 0 L 0 0 0 YPR175W 0

8706 3890 af AN7439.1 57.m05910 AO070229000005 0 -133 -95 ATGACAATAGCAGTGAAACTCACAGAGCATGACTTATAG ATGACAATAGCAGTGAAACTCACAGAGCATGACTT
ATAG

MTIAVKLTEHDL* MTIAVKLTEHDL* GACTTCTGTC CCCGCTCATC 0 L 0 0 0 YPR175W 0

8707 3890 af AN7439.1 57.m05910 AO070229000005 0 -105 -37 ATGACTTATAGCCCGCTCATCGTCCTTGAAGCTACGTTCAT
TTGGTCCTCAGTCCTGACACATCTCTGA

ATGACTTATAGCCCGCTCATCGTCCTTGAAGCTAC
GTTCATTTGGTCCTCAGTCCTGACACATCTCTGA

MTYSPLIVLEATFIWSSVL
THL*

MTYSPLIVLEATFIW
SSVLTHL*

CTCACAGAGC AGAGACTAAG 0 L 0 0 0 YPR175W 0

8699 3890 an AN7439.1 57.m05910 AO070229000005 0 -221 -57 ATGAAACATGGGATGCTCAGCACCCACCTCTTATGGTCTT
TATGCAATAAATCGTGTGAGAACTCAATCATCTTTTTAAACA
CACATATATTCTGTGAGTTAGGCATAGCATTGTTTTCCTTC
GCGCAAACGCCCGTTTCCCGCAAGCTAATGAGTTCTAAGT
GA

ATGAAACATGGGATGCTCAGCACCCACCTCTTAT
GGTCTTTATGCAATAAATCGTGTGAGAACTCAAT
CATCTTTTTAAACACACATATATTCTGTGAGTTAG
GCATAGCATTGTTTTCCTTCGCGCAAACGCCCGT
TTCCCGCAAGCTAATGAGTTCTAAGTGA

MKHGMLSTHLLWSLCNK
SCENSIIFLNTHIFCELGIA
LFSFAQTPVSRKLMSSK*

MKHGMLSTHLLWSLCN
KSCENSIIFLNTHIFCELG
IALFSFAQTPVSRKLMSS
K*

TTATGGTACA ACAACTTCTA 0 L 0 0 0 YPR175W 0

8700 3890 an AN7439.1 57.m05910 AO070229000005 0 -214 -143 ATGGGATGCTCAGCACCCACCTCTTATGGTCTTTATGCAA
TAAATCGTGTGAGAACTCAATCATCTTTTTAA

ATGGGATGCTCAGCACCCACCTCTTATGGTCTTT
ATGCAATAAATCGTGTGAGAACTCAATCATCTTTT
TAA

MGCSAPTSYGLYAINRVR
TQSSF*

MGCSAPTSYGLYAINRV
RTQSSF*

ACAATGAAAC ACACACATAT 0 L 0 0 0 YPR175W 0

8701 3890 an AN7439.1 57.m05910 AO070229000005 0 -209 -57 ATGCTCAGCACCCACCTCTTATGGTCTTTATGCAATAAATC
GTGTGAGAACTCAATCATCTTTTTAAACACACATATATTCTG
TGAGTTAGGCATAGCATTGTTTTCCTTCGCGCAAACGCCC
GTTTCCCGCAAGCTAATGAGTTCTAAGTGA

ATGCTCAGCACCCACCTCTTATGGTCTTTATGCA
ATAAATCGTGTGAGAACTCAATCATCTTTTTAAAC
ACACATATATTCTGTGAGTTAGGCATAGCATTGTT
TTCCTTCGCGCAAACGCCCGTTTCCCGCAAGCTA
ATGAGTTCTAAGTGA

MLSTHLLWSLCNKSCEN
SIIFLNTHIFCELGIALFSF
AQTPVSRKLMSSK*

MLSTHLLWSLCNKSCE
NSIIFLNTHIFCELGIALFS
FAQTPVSRKLMSSK*

GAAACATGGG ACAACTTCTA 0 L 0 0 0 YPR175W 0

8702 3890 an AN7439.1 57.m05910 AO070229000005 0 -189 -172 ATGGTCTTTATGCAATAA ATGGTCTTTATGCAATAA MVFMQ* MVFMQ* CCCACCTCTT ATCGTGTGAG 0 L 0 0 0 YPR175W 0
8703 3890 an AN7439.1 57.m05910 AO070229000005 0 -71 -57 ATGAGTTCTAAGTGA ATGAGTTCTAAGTGA MSSK* MSSK* CCGCAAGCTA ACAACTTCTA 0 L 0 0 0 YPR175W 0
8710 3892 af AN1421.1 55.m02935 AO070232000017 0 -152 -120 ATGATTTTAGGAGAGCCTGTTCAATGCTATTGA ATGATTTTAGGAGAGCCTGTTCAATGCTATTGA MILGEPVQCY* MILGEPVQCY* TTTGCACTCA TCTTGTCTCT 0 K 0 0 0 0 0
8711 3892 af AN1421.1 55.m02935 AO070232000017 0 -129 -100 ATGCTATTGATCTTGTCTCTATTGTGTTGA ATGCTATTGATCTTGTCTCTATTGTGTTGA MLLILSLLC* MLLILSLLC* AGCCTGTTCA TTCCAGAGAC 0 K 0 0 0 0 0
8712 3892 af AN1421.1 55.m02935 AO070232000017 0 -66 -52 ATGCAGCTCTCTTAA ATGCAGCTCTCTTAA MQLS* MQLS* ATCCAACCAA AAATCTCAGT 0 K 0 0 0 0 0
8708 3892 an AN1421.1 55.m02935 AO070232000017 0 -180 -136 ATGGCGTTACAACGCAATTGGATGATCAATCACTTTTATTT

ATAG
ATGGCGTTACAACGCAATTGGATGATCAATCACT
TTTATTTATAG

MALQRNWMINHFYL* MALQRNWMINHFYL* GGCCGATTAT CTTATCCTAA 0 K 0 0 0 0 0

8709 3892 an AN1421.1 55.m02935 AO070232000017 0 -159 -136 ATGATCAATCACTTTTATTTATAG ATGATCAATCACTTTTATTTATAG MINHFYL* MINHFYL* ACGCAATTGG CTTATCCTAA 0 K 0 0 0 0 0
8713 3892 ao AN1421.1 55.m02935 AO070232000017 0 -237 -187 ATGCCTCTCTCACTAATTGAGGGTCGGTCTGTTTATTTCGT

TTCAATATAG
ATGCCTCTCTCACTAATTGAGGGTCGGTCT
GTTTATTTCGTTTCAATATAG

MPLSLIEGRSVYFVSI* MPLSLIEGRSVYFVS
I*

TCCTTTACAC AATGCGACAG 0 K 0 0 0 0 0

8714 3892 ao AN1421.1 55.m02935 AO070232000017 0 -185 -156 ATGCGACAGAATCTTAGCCATTTTTTCTGA ATGCGACAGAATCTTAGCCATTTTTTCTGA MRQNLSHFF* MRQNLSHFF* TCAATATAGA CCTAGAGCTA 0 K 0 0 0 0 0

8718 3893 af AN5198.1 69.m14897 AO070237000028 0 -175 -149 ATGTTGAATGCGATTGCTCCATTTTGA ATGTTGAATGCGATTGCTCCATTTTGA MLNAIAPF* MLNAIAPF* AAAACCAATC CGCTTAATTT 0 R 0 0 0 0 0
8719 3893 af AN5198.1 69.m14897 AO070237000028 0 -168 -142 ATGCGATTGCTCCATTTTGACGCTTAA ATGCGATTGCTCCATTTTGACGCTTAA MRLLHFDA* MRLLHFDA* ATCATGTTGA TTTGTCATCG 0 R 0 0 0 0 0
8720 3893 af AN5198.1 69.m14897 AO070237000028 0 -118 -53 ATGTCTTATCATCACGTGATTTACTTTTCGTGTTCAACTCG

CTCATCATGTACTCGCCCTTTTTGA
ATGTCTTATCATCACGTGATTTACTTTTCGTGTTCAA
CTCGCTCATCATGTACTCGCCCTTTTTGA

MSYHHVIYFSCSTRSSCT
RPF*

MSYHHVIYFSCSTR
SSCTRPF*

GTCAGTGGGG CCTGCGTCGT 0 R 0 0 0 0 0

8716 3893 an AN5198.1 69.m14897 AO070237000028 0 -70 -2 ATGTCGAGGCATCCATTCGTCTTCTCTTTTCAGTTGATGGA
GGTGCTAGGTGATCCGACTCGCTTGTAG

ATGTCGAGGCATCCATTCGTCTTCTCTTTTCAGTT
GATGGAGGTGCTAGGTGATCCGACTCGCTTGTA
G

MSRHPFVFSFQLMEVLG
DPTRL*

MSRHPFVFSFQLMEVL
GDPTRL*

ATAGTTGGAG CATGTCGTCA 0 R 0 0 0 0 0

8721 3893 ao AN5198.1 69.m14897 AO070237000028 0 -192 -181 ATGATCCAATGA ATGATCCAATGA MIQ* MIQ* CGAGAGCCGA AAATGTACCC 0 R 0 0 0 0 0
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8722 3893 ao AN5198.1 69.m14897 AO070237000028 0 -184 -152 ATGAAAATGTACCCTTTGCGATATAATTTGTAA ATGAAAATGTACCCTTTGCGATATAATTTGTA
A

MKMYPLRYNL* MKMYPLRYNL* GAATGATCCA GCCCAGTGGG 0 R 0 0 0 0 0

8723 3893 ao AN5198.1 69.m14897 AO070237000028 0 -178 -152 ATGTACCCTTTGCGATATAATTTGTAA ATGTACCCTTTGCGATATAATTTGTAA MYPLRYNL* MYPLRYNL* TCCAATGAAA GCCCAGTGGG 0 R 0 0 0 0 0
8727 3894 af AN3163.1 59.m08551 AO070256000032 0 -254 -192 ATGAGAGCTACCTCTTGTTATTTAACCCCGCAAACATCCCC

ATCTTCCTTTACTGCACAATAA
ATGAGAGCTACCTCTTGTTATTTAACCCCGCAAACA
TCCCCATCTTCCTTTACTGCACAATAA

MRATSCYLTPQTSPSSFT
AQ*

MRATSCYLTPQTSP
SSFTAQ*

TGCACGCGAA GTCCAAGTCT 0 O 0 MG02410.1 NCU03388.1 0 0

8724 3894 an AN3163.1 59.m08551 AO070256000032 0 -245 -96 ATGCTAACCAATGCGAAAGCTGGCTACCCCAGATTAGTGC
ACTGCCCAGGGCAGATTGGCCCACCCGGGCGACACCTAT
GGCCGTCTTTCCCGACCGTGGTCGGGTGGTCAACAGGTG
ACGTCCTTGAGCCTGCGGACTGCGCTACTTAA

ATGCTAACCAATGCGAAAGCTGGCTACCCCAGAT
TAGTGCACTGCCCAGGGCAGATTGGCCCACCCG
GGCGACACCTATGGCCGTCTTTCCCGACCGTGG
TCGGGTGGTCAACAGGTGACGTCCTTGAGCCTG
CGGACTGCGCTACTTAA

MLTNAKAGYPRLVHCPG
QIGPPGRHLWPSFPTVV
GWSTGDVLEPADCAT*

MLTNAKAGYPRLVHCP
GQIGPPGRHLWPSFPT
VVGWSTGDVLEPADCA
T*

GACCTCCTCC ATACCATTCC 0 O 0 MG02410.1 NCU03388.1 0 0

8725 3894 an AN3163.1 59.m08551 AO070256000032 0 -235 -209 ATGCGAAAGCTGGCTACCCCAGATTAG ATGCGAAAGCTGGCTACCCCAGATTAG MRKLATPD* MRKLATPD* ATGCTAACCA TGCACTGCCC 0 O 0 MG02410.1 NCU03388.1 0 0

8726 3894 an AN3163.1 59.m08551 AO070256000032 0 -168 -127 ATGGCCGTCTTTCCCGACCGTGGTCGGGTGGTCAACAGG
TGA

ATGGCCGTCTTTCCCGACCGTGGTCGGGTGGTC
AACAGGTGA

MAVFPDRGRVVNR* MAVFPDRGRVVNR* GGCGACACCT CGTCCTTGAG 0 O 0 MG02410.1 NCU03388.1 0 0

8728 3894 ao AN3163.1 59.m08551 AO070256000032 0 -230 -213 ATGCATGGTGAGAAGTAA ATGCATGGTGAGAAGTAA MHGEK* MHGEK* TAACTAGCTC CATCCCAAAT 0 O 0 MG02410.1 NCU03388.1 0 0

8729 3894 ao AN3163.1 59.m08551 AO070256000032 0 -226 -188 ATGGTGAGAAGTAACATCCCAAATCAATTTGTTATTTAA ATGGTGAGAAGTAACATCCCAAATCAATTTG
TTATTTAA

MVRSNIPNQFVI* MVRSNIPNQFVI* TAGCTCATGC TCCGTTCATC 0 O 0 MG02410.1 NCU03388.1 0 0

8733 3901 af AN1085.1 70.m15159 AO070285000085 0 -231 -22 ATGGTCATTTACATCATCTGCAGTCGCTCATCCCACAAGC
AACATTGCTCTGGTTACCACTCGCCACGGTCTCCGCATCT
TGACGATTCCCCAACCGCTGCTCAGTGGTACTCTGTTCGC
ACCTTTTTGGTTTTCGCAACAACGAAAAACTCGACATTGTC
TAAGGAATTGACAGCGTCTCCGTCATATTCCTTATCTCCCA
ACGGCTGA

ATGGTCATTTACATCATCTGCAGTCGCTCATCCCAC
AAGCAACATTGCTCTGGTTACCACTCGCCACGGTC
TCCGCATCTTGACGATTCCCCAACCGCTGCTCAGT
GGTACTCTGTTCGCACCTTTTTGGTTTTCGCAACAA
CGAAAAACTCGACATTGTCTAAGGAATTGACAGCG
TCTCCGTCATATTCCTTATCTCCCAACGGCTGA

MVIYIICSRSSHKQHCSG
YHSPRSPHLDDSPTAAQ
WYSVRTFLVFATTKNSTL
SKELTASPSYSLSPNG*

MVIYIICSRSSHKQH
CSGYHSPRSPHLDD
SPTAAQWYSVRTFL
VFATTKNSTLSKELT
ASPSYSLSPNG*

ATTTCCTTGT CTTCGTAAAA 0 R FG00833.1 0 0 0 0

8732 3901 an AN1085.1 70.m15159 AO070285000085 0 -206 -165 ATGAACTTTCGGTCTCCTTACAGCCGATCGGCCCTGCGTT
AA

ATGAACTTTCGGTCTCCTTACAGCCGATCGGCCC
TGCGTTAA

MNFRSPYSRSALR* MNFRSPYSRSALR* TTCTTTGCAC GCTTCCTAAG 0 R FG00833.1 0 0 0 0

8738 3902 af AN4951.1 59.m08856 AO070288000003 0 -217 -191 ATGGTCTCTTTTCTCTACATGGACTAA ATGGTCTCTTTTCTCTACATGGACTAA MVSFLYMD* MVSFLYMD* TTATTCTGCG TTAAGTGATC 0 U 0 0 NCU06284.1 0 0

8734 3902 an AN4951.1 59.m08856 AO070288000003 0 -252 -208 ATGCCAGTTCCACCACTCCAGCACCGTTCAACTCCAACTC
CCTGA

ATGCCAGTTCCACCACTCCAGCACCGTTCAACTC
CAACTCCCTGA

MPVPPLQHRSTPTP* MPVPPLQHRSTPTP* CAACGGCATT TTAATGAATG 0 U 0 0 NCU06284.1 0 0

8735 3902 an AN4951.1 59.m08856 AO070288000003 0 -204 -169 ATGAATGAACTTCACTCTCTGTTCTATGGAATCTGA ATGAATGAACTTCACTCTCTGTTCTATGGAATCTG
A

MNELHSLFYGI* MNELHSLFYGI* TCCCTGATTA AAGCAGTCAA 0 U 0 0 NCU06284.1 0 0

8736 3902 an AN4951.1 59.m08856 AO070288000003 0 -200 -69 ATGAACTTCACTCTCTGTTCTATGGAATCTGAAAGCAGTCA
AATCTCTTCCGTTCCAGTGTTTTCCCTCCGATATTATCATA
GTTTCATCTCTCCCCTCCCTTTTGAGCCATTCCAGCTGCTT
ACCGCCTAA

ATGAACTTCACTCTCTGTTCTATGGAATCTGAAAG
CAGTCAAATCTCTTCCGTTCCAGTGTTTTCCCTCC
GATATTATCATAGTTTCATCTCTCCCCTCCCTTTT
GAGCCATTCCAGCTGCTTACCGCCTAA

MNFTLCSMESESSQISSV
PVFSLRYYHSFISPLPFEP
FQLLTA*

MNFTLCSMESESSQISS
VPVFSLRYYHSFISPLPF
EPFQLLTA*

TGATTAATGA ACCCAAGCCG 0 U 0 0 NCU06284.1 0 0

8739 3902 ao AN4951.1 59.m08856 AO070288000003 0 -223 -182 ATGTCAATCCACTGCGCCTCTTCTTCTGCTGTTGTTGATTA
A

ATGTCAATCCACTGCGCCTCTTCTTCTGCTG
TTGTTGATTAA

MSIHCASSSAVVD* MSIHCASSSAVVD* ATGTGATCGC TCTTTCCTCC 0 U 0 0 NCU06284.1 0 0

8744 3903 af AN5617.1 58.m07541 AO070301000017 0 -209 -186 ATGTGCGTCATTTCAAGAAACTAG ATGTGCGTCATTTCAAGAAACTAG MCVISRN* MCVISRN* AAGGTTGTAA GATTACTAAA 0 L 0 0 0 0 0
8745 3903 af AN5617.1 58.m07541 AO070301000017 0 -77 -48 ATGGTCCCTCCACGAAATTTGTCTGATTGA ATGGTCCCTCCACGAAATTTGTCTGATTGA MVPPRNLSD* MVPPRNLSD* TTCATCCTTC TCACCAATTC 0 L 0 0 0 0 0
8741 3903 an AN5617.1 58.m07541 AO070301000017 0 -166 -146 ATGCGAGCCTACAGGACGTGA ATGCGAGCCTACAGGACGTGA MRAYRT* MRAYRT* TAAGGCACCA CTAAGCTATC 0 L 0 0 0 0 0
8742 3903 an AN5617.1 58.m07541 AO070301000017 0 -91 -5 ATGTCTTCAACGATTTCATTCAAGATACTCATGAATCTGTC

ATCCCAGTGCCCTGGTCTGGCACACAGGTCAGCTGTCGG
TGATTGA

ATGTCTTCAACGATTTCATTCAAGATACTCATGAA
TCTGTCATCCCAGTGCCCTGGTCTGGCACACAG
GTCAGCTGTCGGTGATTGA

MSSTISFKILMNLSSQCP
GLAHRSAVGD*

MSSTISFKILMNLSSQCP
GLAHRSAVGD*

ATCAACTCCG AACCATGGTA 0 L 0 0 0 0 0

8743 3903 an AN5617.1 58.m07541 AO070301000017 0 -61 -5 ATGAATCTGTCATCCCAGTGCCCTGGTCTGGCACACAGGT
CAGCTGTCGGTGATTGA

ATGAATCTGTCATCCCAGTGCCCTGGTCTGGCAC
ACAGGTCAGCTGTCGGTGATTGA

MNLSSQCPGLAHRSAVG
D*

MNLSSQCPGLAHRSAV
GD*

CAAGATACTC AACCATGGTA 0 L 0 0 0 0 0

8746 3903 ao AN5617.1 58.m07541 AO070301000017 0 -63 -46 ATGATCGCATTGCTCTGA ATGATCGCATTGCTCTGA MIALL* MIALL* TTGATCGAAG CTCCCAACAA 0 L 0 0 0 0 0
8751 3904 af AN6263.1 72.m19394 AO070304000026 0 -82 -50 ATGCGGACGTTTGCGATTTGCAACTCAGCATAA ATGCGGACGTTTGCGATTTGCAACTCAGCATAA MRTFAICNSA* MRTFAICNSA* GAATTGGTTG CCCCATCCTC 0 O 0 0 0 0 0
8747 3904 an AN6263.1 72.m19394 AO070304000026 0 -183 -166 ATGTACATTGCACACTGA ATGTACATTGCACACTGA MYIAH* MYIAH* AGGAAAAGCT TGAGAAATCA 0 O 0 0 0 0 0
8748 3904 an AN6263.1 72.m19394 AO070304000026 0 -166 -113 ATGAGAAATCACGTGGTTGCTGACAAAGAACAAACTGGGC

TTCCATGGGCTTAA
ATGAGAAATCACGTGGTTGCTGACAAAGAACAAA
CTGGGCTTCCATGGGCTTAA

MRNHVVADKEQTGLPW
A*

MRNHVVADKEQTGLPW
A*

TTGCACACTG GATAAAAAAG 0 O 0 0 0 0 0

8749 3904 an AN6263.1 72.m19394 AO070304000026 0 -122 -108 ATGGGCTTAAGATAA ATGGGCTTAAGATAA MGLR* MGLR* CTGGGCTTCC AAAAGTTCCG 0 O 0 0 0 0 0
8750 3904 an AN6263.1 72.m19394 AO070304000026 0 -72 -25 ATGCAGACGTTTGTTTCGTGCAGCATCAGCAGCCTCACTA

TTCTCTGA
ATGCAGACGTTTGTTTCGTGCAGCATCAGCAGCC
TCACTATTCTCTGA

MQTFVSCSISSLTIL* MQTFVSCSISSLTIL* TTGACATCTG TTCCGGCGGC 0 O 0 0 0 0 0

8752 3904 ao AN6263.1 72.m19394 AO070304000026 0 -198 -181 ATGACTAAGCAGCAATAA ATGACTAAGCAGCAATAA MTKQQ* MTKQQ* TAGGGCTGCA GTGCCGAAAA 0 O 0 0 0 0 0
8753 3904 ao AN6263.1 72.m19394 AO070304000026 0 -156 -37 ATGATATCAAACTCCGGCGACCGCCCGAAAGGAGCAGTT

ATTGAACTGTTGTTTCCACCGACAACTCGACTGATACAACT
ACTCGCTGCCTGCGGTCGAAGCAGATCCAGCATTCATTAA

ATGATATCAAACTCCGGCGACCGCCCGAAA
GGAGCAGTTATTGAACTGTTGTTTCCACCGA
CAACTCGACTGATACAACTACTCGCTGCCT
GCGGTCGAAGCAGATCCAGCATTCATTAA

MISNSGDRPKGAVIELLF
PPTTRLIQLLAACGRSRS
SIH*

MISNSGDRPKGAVI
ELLFPPTTRLIQLLAA
CGRSRSSIH*

TACAGATCAC ATCCAGTGGC 0 O 0 0 0 0 0

8758 3909 af AN0357.1 54.m06397 AO070318000033 0 -280 -263 ATGGTATTGCTCTCTTGA ATGGTATTGCTCTCTTGA MVLLS* MVLLS* CTAAATGGCT TCACTGAAAT 0 C 0 0 0 0 0
8757 3909 an AN0357.1 54.m06397 AO070318000033 0 -249 -229 ATGCGATTGTTTTTCATATAA ATGCGATTGTTTTTCATATAA MRLFFI* MRLFFI* TTCTGGTGTC GACTCGCTTT 0 C 0 0 0 0 0
8759 3909 ao AN0357.1 54.m06397 AO070318000033 0 -272 -207 ATGTGGCTGCTGATTTATGGATCGAATTTTGTTGTTCCGAA

AAGTCGCGGTTTTCACCGAAGGTAG
ATGTGGCTGCTGATTTATGGATCGAATTTTG
TTGTTCCGAAAAGTCGCGGTTTTCACCGAA
GGTAG

MWLLIYGSNFVVPKSRG
FHRR*

MWLLIYGSNFVVPK
SRGFHRR*

GGCTGTCATC TTAGAGCCGT 0 C 0 0 0 0 0

8760 3909 ao AN0357.1 54.m06397 AO070318000033 0 -256 -203 ATGGATCGAATTTTGTTGTTCCGAAAAGTCGCGGTTTTCAC
CGAAGGTAGTTAG

ATGGATCGAATTTTGTTGTTCCGAAAAGTCG
CGGTTTTCACCGAAGGTAGTTAG

MDRILLFRKVAVFTEGS* MDRILLFRKVAVFTE
GS*

CTGCTGATTT AGCCGTGGTG 0 C 0 0 0 0 0

8762 3910 af AN0892.1 70.m15489 AO070320000063 0 -293 -222 ATGCTCACCAGTCCTTTGCATATGTTTCTTGCTCTCGGTCG
TTCTCTTTTTTCTCCTTCTCCGGGCCGGTAG

ATGCTCACCAGTCCTTTGCATATGTTTCTTGCTCTC
GGTCGTTCTCTTTTTTCTCCTTCTCCGGGCCGGTA
G

MLTSPLHMFLALGRSLFS
PSPGR*

MLTSPLHMFLALGR
SLFSPSPGR*

GTTCACTTCC TCTTTCCCTT 0 O 0 0 0 0 0

8763 3910 af AN0892.1 70.m15489 AO070320000063 0 -272 -222 ATGTTTCTTGCTCTCGGTCGTTCTCTTTTTTCTCCTTCTCCG
GGCCGGTAG

ATGTTTCTTGCTCTCGGTCGTTCTCTTTTTTCTCCTT
CTCCGGGCCGGTAG

MFLALGRSLFSPSPGR* MFLALGRSLFSPSP
GR*

TCCTTTGCAT TCTTTCCCTT 0 O 0 0 0 0 0

8764 3910 af AN0892.1 70.m15489 AO070320000063 0 -105 -76 ATGTCATGTGCAATACGACTGGACTTTTGA ATGTCATGTGCAATACGACTGGACTTTTGA MSCAIRLDF* MSCAIRLDF* GTTACGGTTT CCGACACGGC 0 O 0 0 0 0 0
8765 3910 af AN0892.1 70.m15489 AO070320000063 0 -100 -32 ATGTGCAATACGACTGGACTTTTGACCGACACGGCTAGAA

CCCGCTCATTTGGCAATACGCAATATTGA
ATGTGCAATACGACTGGACTTTTGACCGACACGGC
TAGAACCCGCTCATTTGGCAATACGCAATATTGA

MCNTTGLLTDTARTRSF
GNTQY*

MCNTTGLLTDTART
RSFGNTQY*

GGTTTATGTC AGGCCGTTGA 0 O 0 0 0 0 0

8761 3910 an AN0892.1 70.m15489 AO070320000063 0 -104 -24 ATGTACAGCAGGAGTAGACAAATACCAGGCTACAGTGGCA
TACGCTCTTTAATAGTCACCGAGACATTGATTGCTCCTTAG

ATGTACAGCAGGAGTAGACAAATACCAGGCTACA
GTGGCATACGCTCTTTAATAGTCACCGAGACATT
GATTGCTCCTTAG

MYSRSRQIPGYSGIRSLIV
TETLIAP*

MYSRSRQIPGYSGIRSLI
VTETLIAP*

TTGTCAGGTC CTGGCCGGTC 0 O 0 0 0 0 0

8768 3912 af AN1733.1 69.m15036 AO070324000063 0 -277 -248 ATGCAGCACTTCATGAGGGGAACAAAGTAA ATGCAGCACTTCATGAGGGGAACAAAGTAA MQHFMRGTK* MQHFMRGTK* ACCAGTGATT AGAATTTGGA 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8769 3912 af AN1733.1 69.m15036 AO070324000063 0 -265 -248 ATGAGGGGAACAAAGTAA ATGAGGGGAACAAAGTAA MRGTK* MRGTK* GCAGCACTTC AGAATTTGGA 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8770 3912 af AN1733.1 69.m15036 AO070324000063 0 -227 -192 ATGTCACAGGAATGTATGGTAATAAATGCTGACTGA ATGTCACAGGAATGTATGGTAATAAATGCTGACTGA MSQECMVINAD* MSQECMVINAD* GAACGGATCC TTTTCTTCTT 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8771 3912 af AN1733.1 69.m15036 AO070324000063 0 -216 -196 ATGTATGGTAATAAATGCTGA ATGTATGGTAATAAATGCTGA MYGNKC* MYGNKC* TGTCACAGGA CTGATTTTCT 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8772 3912 af AN1733.1 69.m15036 AO070324000063 0 -212 -192 ATGGTAATAAATGCTGACTGA ATGGTAATAAATGCTGACTGA MVINAD* MVINAD* ACAGGAATGT TTTTCTTCTT 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8773 3912 af AN1733.1 69.m15036 AO070324000063 0 -202 -173 ATGCTGACTGATTTTCTTCTTCATCTCTGA ATGCTGACTGATTTTCTTCTTCATCTCTGA MLTDFLLHL* MLTDFLLHL* ATGGTAATAA CTGGCTCATT 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8767 3912 an AN1733.1 69.m15036 AO070324000063 0 -114 -22 ATGCATACACCGTGTTTGCTCTCCCTTCCTCCTCATTTCCC
CTCCTCATCTTCTTCCTCTTCTTCTCTCCTCTCTTCGTTCGC
TCCACTTTGA

ATGCATACACCGTGTTTGCTCTCCCTTCCTCCTC
ATTTCCCCTCCTCATCTTCTTCCTCTTCTTCTCTC
CTCTCTTCGTTCGCTCCACTTTGA

MHTPCLLSLPPHFPSSSS
SSSSLLSSFAPL*

MHTPCLLSLPPHFPSSS
SSSSSLLSSFAPL*

ACTTGCATAC ACTGCGAAGT 0 E FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W

8775 3918 af AN5443.1 69.m15491 AO070333000106 0 -212 -39 ATGTTGGGTCACCTGCCGCTGAGTCACGCGGGCGGCAC
GAGACCAGCGTCATCGCAAATTATCAGGTACATTGGGGAT
AGTCACAATTTTGGGAGGGGCTGCACGACTTTTTTCCATC
ACGGAACAGCCCCATCTATTTTGATCTCATACGTTAAAATA
CTGTTTAGATTTTGA

ATGTTGGGTCACCTGCCGCTGAGTCACGCGGGCG
GCACGAGACCAGCGTCATCGCAAATTATCAGGTAC
ATTGGGGATAGTCACAATTTTGGGAGGGGCTGCAC
GACTTTTTTCCATCACGGAACAGCCCCATCTATTTT
GATCTCATACGTTAAAATACTGTTTAGATTTTGA

MLGHLPLSHAGGTRPAS
SQIIRYIGDSHNFGRGCT
TFFHHGTAPSILISYVKILF
RF*

MLGHLPLSHAGGTR
PASSQIIRYIGDSHN
FGRGCTTFFHHGTA
PSILISYVKILFRF*

AACCAGTCAC GTTCAGAGAG 0 J FG06894.1 0 0 0 0

8774 3918 an AN5443.1 69.m15491 AO070333000106 0 -154 -41 ATGGGTCCCGTACCATGTGACGTCGGTTATCGATACTGGC
ACGAATTTATTATCCTCAGCACGAAGAGTTATTATTTATTGT
CTCGCCTGTCGCACGCATCCCATCATACTTAA

ATGGGTCCCGTACCATGTGACGTCGGTTATCGAT
ACTGGCACGAATTTATTATCCTCAGCACGAAGAG
TTATTATTTATTGTCTCGCCTGTCGCACGCATCCC
ATCATACTTAA

MGPVPCDVGYRYWHEFII
LSTKSYYLLSRLSHASHH
T*

MGPVPCDVGYRYWHEF
IILSTKSYYLLSRLSHASH
HT*

CAGCTGCGGG TTTATTACGG 0 J FG06894.1 0 0 0 0

8776 3918 ao AN5443.1 69.m15491 AO070333000106 0 -141 -130 ATGTTGACCTAA ATGTTGACCTAA MLT* MLT* TCCTGGGAAA TTTCTTCACG 0 J FG06894.1 0 0 0 0
8777 3920 af AN2967.1 59.m09040 AO070337000149 0 -246 -181 ATGAACGGAAGACTCCGAAGTAGCAATGGAGATCAAATGA

AGCTTATCAGTTTTATCTTCACGTGA
ATGAACGGAAGACTCCGAAGTAGCAATGGAGATCA
AATGAAGCTTATCAGTTTTATCTTCACGTGA

MNGRLRSSNGDQMKLIS
FIFT*

MNGRLRSSNGDQM
KLISFIFT*

ATATCCGTCT CTTCCACTTT 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8778 3920 af AN2967.1 59.m09040 AO070337000149 0 -221 -207 ATGGAGATCAAATGA ATGGAGATCAAATGA MEIK* MEIK* CGAAGTAGCA AGCTTATCAG 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8779 3920 af AN2967.1 59.m09040 AO070337000149 0 -210 -181 ATGAAGCTTATCAGTTTTATCTTCACGTGA ATGAAGCTTATCAGTTTTATCTTCACGTGA MKLISFIFT* MKLISFIFT* TGGAGATCAA CTTCCACTTT 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8780 3920 af AN2967.1 59.m09040 AO070337000149 0 -151 -104 ATGTCTGTCGCCATCCACTTTGTAGGTCGTCGATTTACATT
TCTGTAA

ATGTCTGTCGCCATCCACTTTGTAGGTCGTCGATTT
ACATTTCTGTAA

MSVAIHFVGRRFTFL* MSVAIHFVGRRFTF
L*

CACCTTTTCA GACAACTTTA 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8782 3920 ao AN2967.1 59.m09040 AO070337000149 0 -251 -177 ATGCAATACCCGTCACAATACCCGAGCGAAAAGAATGCGA
AGGAAAATTTTAACTTATCGTCTATCTTCACGTGA

ATGCAATACCCGTCACAATACCCGAGCGAA
AAGAATGCGAAGGAAAATTTTAACTTATCGT
CTATCTTCACGTGA

MQYPSQYPSEKNAKENF
NLSSIFT*

MQYPSQYPSEKNA
KENFNLSSIFT*

GCCCGGTAAT TATAGACTTT 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0
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8783 3920 ao AN2967.1 59.m09040 AO070337000149 0 -217 -92 ATGCGAAGGAAAATTTTAACTTATCGTCTATCTTCACGTGA
TATAGACTTTTTCCCTCCGCCTTCCAAGGATAATGAACTAC
TCCATGACTTAACTATACGAACGCCCACGAAGTCGATTTCT
TGA

ATGCGAAGGAAAATTTTAACTTATCGTCTAT
CTTCACGTGATATAGACTTTTTCCCTCCGCC
TTCCAAGGATAATGAACTACTCCATGACTTA
ACTATACGAACGCCCACGAAGTCGATTTCTT
GA

MRRKILTYRLSSRDIDFFP
PPSKDNELLHDLTIRTPTK
SIS*

MRRKILTYRLSSRDI
DFFPPPSKDNELLH
DLTIRTPTKSIS*

AGCGAAAAGA CCGTCTGAGT 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8784 3920 ao AN2967.1 59.m09040 AO070337000149 0 -144 -124 ATGAACTACTCCATGACTTAA ATGAACTACTCCATGACTTAA MNYSMT* MNYSMT* TCCAAGGATA CTATACGAAC 0 J FG06863.1 MG01648.1 NCU00950.1 YNR015W 0

8789 3921 af AN4876.1 59.m08772 AO070338000084 0 -165 -10 ATGTGTTTCGACCCATCCAACCGGCATTCAACGGCGATTT
GGGCTAGGTGCTTAGTCATCAGCTATCCCCGAGTTACCCC
AGGTCCACCAACTGCTCGTCATGACTCGATCCCCCCACCC
GTGGTGATCCTTCAATTGCTCCAGGTACGGAAATAG

ATGTGTTTCGACCCATCCAACCGGCATTCAACGGC
GATTTGGGCTAGGTGCTTAGTCATCAGCTATCCCC
GAGTTACCCCAGGTCCACCAACTGCTCGTCATGAC
TCGATCCCCCCACCCGTGGTGATCCTTCAATTGCT
CCAGGTACGGAAATAG

MCFDPSNRHSTAIWARC
LVISYPRVTPGPPTARHD
SIPPPVVILQLLQVRK*

MCFDPSNRHSTAIW
ARCLVISYPRVTPGP
PTARHDSIPPPVVIL
QLLQVRK*

TTTGCAAAGA GCATTCGCCA 0 U 0 MG03313.1 0 0 0

8790 3921 af AN4876.1 59.m08772 AO070338000084 0 -65 -39 ATGACTCGATCCCCCCACCCGTGGTGA ATGACTCGATCCCCCCACCCGTGGTGA MTRSPHPW* MTRSPHPW* ACTGCTCGTC TCCTTCAATT 0 U 0 MG03313.1 0 0 0
8785 3921 an AN4876.1 59.m08772 AO070338000084 0 -216 -115 ATGGTCTATCGTGACCAAACCAGGATTGCGAGGAACGATA

ATATGATGCGAACTACTCTTCTAGAAGCTTTCTGCAAAAGC
GGCGTGACGGATGTTGCTTAG

ATGGTCTATCGTGACCAAACCAGGATTGCGAGG
AACGATAATATGATGCGAACTACTCTTCTAGAAG
CTTTCTGCAAAAGCGGCGTGACGGATGTTGCTTA
G

MVYRDQTRIARNDNMMR
TTLLEAFCKSGVTDVA*

MVYRDQTRIARNDNMM
RTTLLEAFCKSGVTDVA*

CCTGCAAAAC TCATCTCATG 0 U 0 MG03313.1 0 0 0

8786 3921 an AN4876.1 59.m08772 AO070338000084 0 -174 -115 ATGATGCGAACTACTCTTCTAGAAGCTTTCTGCAAAAGCG
GCGTGACGGATGTTGCTTAG

ATGATGCGAACTACTCTTCTAGAAGCTTTCTGCA
AAAGCGGCGTGACGGATGTTGCTTAG

MMRTTLLEAFCKSGVTD
VA*

MMRTTLLEAFCKSGVTD
VA*

GAACGATAAT TCATCTCATG 0 U 0 MG03313.1 0 0 0

8787 3921 an AN4876.1 59.m08772 AO070338000084 0 -171 -115 ATGCGAACTACTCTTCTAGAAGCTTTCTGCAAAAGCGGCG
TGACGGATGTTGCTTAG

ATGCGAACTACTCTTCTAGAAGCTTTCTGCAAAA
GCGGCGTGACGGATGTTGCTTAG

MRTTLLEAFCKSGVTDVA
*

MRTTLLEAFCKSGVTDV
A*

CGATAATATG TCATCTCATG 0 U 0 MG03313.1 0 0 0

8788 3921 an AN4876.1 59.m08772 AO070338000084 0 -93 -52 ATGGGAGTTACCCCAGGTACAGCTCCTTCGCCGATGTCAT
GA

ATGGGAGTTACCCCAGGTACAGCTCCTTCGCCG
ATGTCATGA

MGVTPGTAPSPMS* MGVTPGTAPSPMS* CGCGGTTAGC GCTCCCCGTC 0 U 0 MG03313.1 0 0 0

8791 3921 ao AN4876.1 59.m08772 AO070338000084 0 -234 -211 ATGACAAACACGGTCGGCCGTTGA ATGACAAACACGGTCGGCCGTTGA MTNTVGR* MTNTVGR* TTCTAGTGCC AGATCTGAAA 0 U 0 MG03313.1 0 0 0
8792 3921 ao AN4876.1 59.m08772 AO070338000084 0 -62 -30 ATGCTTTCTTGCATCGGTGACACTCCAGCATAG ATGCTTTCTTGCATCGGTGACACTCCAGCAT

AG
MLSCIGDTPA* MLSCIGDTPA* CATCCCGGAC CTCCATCAGG 0 U 0 MG03313.1 0 0 0

8796 3923 af AN0432.1 54.m06625 AO070338000285 0 -230 -123 ATGGACACAAATACCTTACCGTCAGGAACGGGTATTGCGT
CATACGGACCAGTTAGTAAGACGGACAGTTTGGGATCCGA
ACAGCGAGAACCACTCCGTACCTACTAA

ATGGACACAAATACCTTACCGTCAGGAACGGGTAT
TGCGTCATACGGACCAGTTAGTAAGACGGACAGTT
TGGGATCCGAACAGCGAGAACCACTCCGTACCTA
CTAA

MDTNTLPSGTGIASYGPV
SKTDSLGSEQREPLRTY*

MDTNTLPSGTGIAS
YGPVSKTDSLGSEQ
REPLRTY*

TTGATTAGTC CTCCGTCGGT 0 HC FG00926.1 MG03708.1 NCU03112.1 0 0

8793 3923 an AN0432.1 54.m06625 AO070338000285 0 -193 -179 ATGCCCGACAAATGA ATGCCCGACAAATGA MPDK* MPDK* GAGCCCTGAT TTGATTGATA 0 HC FG00926.1 MG03708.1 NCU03112.1 0 0

8794 3923 an AN0432.1 54.m06625 AO070338000285 0 -182 -171 ATGATTGATTGA ATGATTGATTGA MID* MID* TGCCCGACAA TAATCGCGTG 0 HC FG00926.1 MG03708.1 NCU03112.1 0 0

8795 3923 an AN0432.1 54.m06625 AO070338000285 0 -129 -31 ATGTACGGAGTAGCGTCGGCGTTTTCGGGTCCCGCTTTTC
GAAGCTCCTTCCAACAGACATCTTCGGCCGGACTTCTGAC
ACAACCTAACGCCCATTGA

ATGTACGGAGTAGCGTCGGCGTTTTCGGGTCCC
GCTTTTCGAAGCTCCTTCCAACAGACATCTTCGG
CCGGACTTCTGACACAACCTAACGCCCATTGA

MYGVASAFSGPAFRSSF
QQTSSAGLLTQPNAH*

MYGVASAFSGPAFRSS
FQQTSSAGLLTQPNAH*

GTATTACGTC CATTCCAGTC 0 HC FG00926.1 MG03708.1 NCU03112.1 0 0

8797 3923 ao AN0432.1 54.m06625 AO070338000285 0 -144 -61 ATGTGGAATCGGCGAGGTCGGAGGGCGGGTCCCGAAAA
CGAAAAGAGCTCAATTAAGGTACTTAGTCTCCAGCCGCCT
TTCTAA

ATGTGGAATCGGCGAGGTCGGAGGGCGGG
TCCCGAAAACGAAAAGAGCTCAATTAAGGTA
CTTAGTCTCCAGCCGCCTTTCTAA

MWNRRGRRAGPENEKS
SIKVLSLQPPF*

MWNRRGRRAGPE
NEKSSIKVLSLQPPF
*

GCATTGCGTC TCTTCTCGCT 0 HC FG00926.1 MG03708.1 NCU03112.1 0 0

8800 3924 af AN1560.1 55.m03076 AO070339000293 0 -226 -206 ATGACCCGGTTCCAGTACTGA ATGACCCGGTTCCAGTACTGA MTRFQY* MTRFQY* GAGACATTGG CCGTTTCAAG 0 D 0 0 0 0 0
8801 3924 af AN1560.1 55.m03076 AO070339000293 0 -112 -65 ATGACTACGACAAATATTTCGTCTCACCTTGCCTGGTCACA

CGATTGA
ATGACTACGACAAATATTTCGTCTCACCTTGCCTGG
TCACACGATTGA

MTTTNISSHLAWSHD* MTTTNISSHLAWSH
D*

TGTTACTTTT TCTCCAATGC 0 D 0 0 0 0 0

8798 3924 an AN1560.1 55.m03076 AO070339000293 0 -175 -143 ATGTTCATATACCCCCTCTGCTTTTGCGATTGA ATGTTCATATACCCCCTCTGCTTTTGCGATTGA MFIYPLCFCD* MFIYPLCFCD* TCGGCAGTCC CTGTTCCTAT 0 D 0 0 0 0 0
8799 3924 an AN1560.1 55.m03076 AO070339000293 0 -107 -93 ATGCATATACAATAG ATGCATATACAATAG MHIQ* MHIQ* CTACGCCTGC CCGCCCGCAT 0 D 0 0 0 0 0
8804 3924 ao AN1560.1 55.m03076 AO070339000293 0 -242 -174 ATGCGCTGTCCGATGAGAATCTTATTTCACTATTTCTTAAC

TCCCTCGGGGTATACTGATGAAGCATAG
ATGCGCTGTCCGATGAGAATCTTATTTCACT
ATTTCTTAACTCCCTCGGGGTATACTGATGA
AGCATAG

MRCPMRILFHYFLTPSGY
TDEA*

MRCPMRILFHYFLT
PSGYTDEA*

CATGTAATCA GCACTATCAC 0 D 0 0 0 0 0

8805 3924 ao AN1560.1 55.m03076 AO070339000293 0 -230 -174 ATGAGAATCTTATTTCACTATTTCTTAACTCCCTCGGGGTA
TACTGATGAAGCATAG

ATGAGAATCTTATTTCACTATTTCTTAACTCC
CTCGGGGTATACTGATGAAGCATAG

MRILFHYFLTPSGYTDEA* MRILFHYFLTPSGYT
DEA*

GCGCTGTCCG GCACTATCAC 0 D 0 0 0 0 0

8806 3924 ao AN1560.1 55.m03076 AO070339000293 0 -184 -125 ATGAAGCATAGGCACTATCACGCCAGTATACCCCTTCCGC
GCTTGAGTTTTTGTAATTGA

ATGAAGCATAGGCACTATCACGCCAGTATA
CCCCTTCCGCGCTTGAGTTTTTGTAATTGA

MKHRHYHASIPLPRLSFC
N*

MKHRHYHASIPLPR
LSFCN*

GGGTATACTG TGAACGTTAC 0 D 0 0 0 0 0

8807 3924 ao AN1560.1 55.m03076 AO070339000293 0 -125 -48 ATGAACGTTACGACTGCCCTGCCTGAATCTAACCCGTCTC
TCTGCCCTTGCGCAATTGGTCTCGACCACCATTATTGA

ATGAACGTTACGACTGCCCTGCCTGAATCTA
ACCCGTCTCTCTGCCCTTGCGCAATTGGTC
TCGACCACCATTATTGA

MNVTTALPESNPSLCPCA
IGLDHHY*

MNVTTALPESNPSL
CPCAIGLDHHY*

TTTGTAATTG TACCCACCAA 0 D 0 0 0 0 0

8809 3929 af AN0689.1 70.m15292 AO070343000524 0 -162 -118 ATGCGAGGCAACTATCTCGCCTTCAGTACCTGGATCGTCG
CCTAA

ATGCGAGGCAACTATCTCGCCTTCAGTACCTGGAT
CGTCGCCTAA

MRGNYLAFSTWIVA* MRGNYLAFSTWIVA
*

AACACCTCGA CCTTACGGAG 0  0 0 0 0 0

8808 3929 an AN0689.1 70.m15292 AO070343000524 0 -140 -114 ATGGGTATCTCGATTCACTGCCCCTGA ATGGGTATCTCGATTCACTGCCCCTGA MGISIHCP* MGISIHCP* AAACTTATAC ATATATACTC 0  0 0 0 0 0
8812 3933 af AN5886.1 72.m19244 AO070245000021 0 -242 -132 ATGTCGGATCCGCCCCTCATCGTCTCTGAGCGACATCGC

GACCCCCCATCCCCAATAAAATGTTGCAGCTCCTCCTTGA
GATTGCATCAGCATCATAATTGTCATCATTAG

ATGTCGGATCCGCCCCTCATCGTCTCTGAGCGACA
TCGCGACCCCCCATCCCCAATAAAATGTTGCAGCT
CCTCCTTGAGATTGCATCAGCATCATAATTGTCATC
ATTAG

MSDPPLIVSERHRDPPSP
IKCCSSSLRLHQHHNCH
H*

MSDPPLIVSERHRD
PPSPIKCCSSSLRLH
QHHNCHH*

GACCGGACCG TATCTCCAAG 0 E 0 0 0 0 0

8813 3933 af AN5886.1 72.m19244 AO070245000021 0 -183 -145 ATGTTGCAGCTCCTCCTTGAGATTGCATCAGCATCATAA ATGTTGCAGCTCCTCCTTGAGATTGCATCAGCATC
ATAA

MLQLLLEIASAS* MLQLLLEIASAS* CCCCAATAAA TTGTCATCAT 0 E 0 0 0 0 0

8810 3933 an AN5886.1 72.m19244 AO070245000021 0 -181 -41 ATGCTGTGGCCAGCGACATCGCGATCCATAAGAGTTCTTA
TAATGCTGAAGAGCTTTCTGTCTGTCTCAAGCATCTCATAC
CTGACTATTCGTTCTTTCCGGAGACACTTGCTCTTCTCCTT
CTGCGCCATCCCCACTTAA

ATGCTGTGGCCAGCGACATCGCGATCCATAAGA
GTTCTTATAATGCTGAAGAGCTTTCTGTCTGTCTC
AAGCATCTCATACCTGACTATTCGTTCTTTCCGGA
GACACTTGCTCTTCTCCTTCTGCGCCATCCCCAC
TTAA

MLWPATSRSIRVLIMLKS
FLSVSSISYLTIRSFRRHL
LFSFCAIPT*

MLWPATSRSIRVLIMLKS
FLSVSSISYLTIRSFRRHL
LFSFCAIPT*

GAGCCCCTCG TTGGATTCCC 0 E 0 0 0 0 0

8811 3933 an AN5886.1 72.m19244 AO070245000021 0 -139 -41 ATGCTGAAGAGCTTTCTGTCTGTCTCAAGCATCTCATACCT
GACTATTCGTTCTTTCCGGAGACACTTGCTCTTCTCCTTCT
GCGCCATCCCCACTTAA

ATGCTGAAGAGCTTTCTGTCTGTCTCAAGCATCT
CATACCTGACTATTCGTTCTTTCCGGAGACACTT
GCTCTTCTCCTTCTGCGCCATCCCCACTTAA

MLKSFLSVSSISYLTIRSF
RRHLLFSFCAIPT*

MLKSFLSVSSISYLTIRSF
RRHLLFSFCAIPT*

AGTTCTTATA TTGGATTCCC 0 E 0 0 0 0 0

8814 3933 ao AN5886.1 72.m19244 AO070245000021 0 -209 -171 ATGCCCCTCGATGGTCGCGCTGCGACATCGCGGTCTTAA ATGCCCCTCGATGGTCGCGCTGCGACATCG
CGGTCTTAA

MPLDGRAATSRS* MPLDGRAATSRS* GAGATCGGGG AGAGGGTTAA 0 E 0 0 0 0 0

8815 3933 ao AN5886.1 72.m19244 AO070245000021 0 -199 -161 ATGGTCGCGCTGCGACATCGCGGTCTTAAAGAGGGTTAA ATGGTCGCGCTGCGACATCGCGGTCTTAAA
GAGGGTTAA

MVALRHRGLKEG* MVALRHRGLKEG* ATGCCCCTCG AATGTTCCCC 0 E 0 0 0 0 0

8816 3933 ao AN5886.1 72.m19244 AO070245000021 0 -159 -76 ATGTTCCCCAAGGTATCTCTGTACTCGTCCAGATTCCCCA
GATATAATTTCTTCACAACCGTTGGCGAAGACGCAAACAG
TTGA

ATGTTCCCCAAGGTATCTCTGTACTCGTCCA
GATTCCCCAGATATAATTTCTTCACAACCGT
TGGCGAAGACGCAAACAGTTGA

MFPKVSLYSSRFPRYNFF
TTVGEDANS*

MFPKVSLYSSRFPR
YNFFTTVGEDANS*

GAGGGTTAAA GTCTGTGTCT 0 E 0 0 0 0 0

8817 3935 af AN3181.1 59.m08573 AO070256000007 0 -199 -113 ATGCTGAAAATCCCGCTGATACCTGCAAGGAGAATCATTA
TGCATGGCTGCGGAGTAGTGTTACAGGTCATCATTCTAAT
AGTCTAG

ATGCTGAAAATCCCGCTGATACCTGCAAGGAGAAT
CATTATGCATGGCTGCGGAGTAGTGTTACAGGTCA
TCATTCTAATAGTCTAG

MLKIPLIPARRIIMHGCGV
VLQVIILIV*

MLKIPLIPARRIIMHG
CGVVLQVIILIV*

GATATACTGG ACTTCCTACA 0 T 0 0 0 0 0

8818 3935 af AN3181.1 59.m08573 AO070256000007 0 -160 -113 ATGCATGGCTGCGGAGTAGTGTTACAGGTCATCATTCTAA
TAGTCTAG

ATGCATGGCTGCGGAGTAGTGTTACAGGTCATCAT
TCTAATAGTCTAG

MHGCGVVLQVIILIV* MHGCGVVLQVIILIV* GAGAATCATT ACTTCCTACA 0 T 0 0 0 0 0

8819 3935 af AN3181.1 59.m08573 AO070256000007 0 -156 -142 ATGGCTGCGGAGTAG ATGGCTGCGGAGTAG MAAE* MAAE* ATCATTATGC TGTTACAGGT 0 T 0 0 0 0 0
8820 3935 ao AN3181.1 59.m08573 AO070256000007 0 -241 -218 ATGGTGATGATCTCGTCCTTCTGA ATGGTGATGATCTCGTCCTTCTGA MVMISSF* MVMISSF* GTGTCCACTA CGAGGAACCA 0 T 0 0 0 0 0
8821 3935 ao AN3181.1 59.m08573 AO070256000007 0 -235 -218 ATGATCTCGTCCTTCTGA ATGATCTCGTCCTTCTGA MISSF* MISSF* ACTAATGGTG CGAGGAACCA 0 T 0 0 0 0 0
8822 3935 ao AN3181.1 59.m08573 AO070256000007 0 -151 -137 ATGACAGTCACTTAG ATGACAGTCACTTAG MTVT* MTVT* AATCTCTTAT TGGCGTACAC 0 T 0 0 0 0 0
8827 3936 af AN2508.1 59.m08476 AO070263000056 0 -242 -201 ATGATACATCGGACAATAGGTAGGTCCGTAGAAGATGGCT

GA
ATGATACATCGGACAATAGGTAGGTCCGTAGAAGA
TGGCTGA

MIHRTIGRSVEDG* MIHRTIGRSVEDG* CTATCCACAA TATGCCGGTG 0 E FG10049.1 0 0 0 0

8828 3936 af AN2508.1 59.m08476 AO070263000056 0 -208 -119 ATGGCTGATATGCCGGTGAAAAATGACCAAGAGAATTCTC
GGAGCTATCTGCTTGCTCCGCTCCGATCGGGCTTAGCGG
CAATGATATAA

ATGGCTGATATGCCGGTGAAAAATGACCAAGAGAA
TTCTCGGAGCTATCTGCTTGCTCCGCTCCGATCGG
GCTTAGCGGCAATGATATAA

MADMPVKNDQENSRSYL
LAPLRSGLAAMI*

MADMPVKNDQENS
RSYLLAPLRSGLAA
MI*

TCCGTAGAAG CCGGATCCAA 0 E FG10049.1 0 0 0 0

8829 3936 af AN2508.1 59.m08476 AO070263000056 0 -199 -119 ATGCCGGTGAAAAATGACCAAGAGAATTCTCGGAGCTATC
TGCTTGCTCCGCTCCGATCGGGCTTAGCGGCAATGATATA
A

ATGCCGGTGAAAAATGACCAAGAGAATTCTCGGAG
CTATCTGCTTGCTCCGCTCCGATCGGGCTTAGCGG
CAATGATATAA

MPVKNDQENSRSYLLAP
LRSGLAAMI*

MPVKNDQENSRSY
LLAPLRSGLAAMI*

GATGGCTGAT CCGGATCCAA 0 E FG10049.1 0 0 0 0

8830 3936 af AN2508.1 59.m08476 AO070263000056 0 -186 -133 ATGACCAAGAGAATTCTCGGAGCTATCTGCTTGCTCCGCT
CCGATCGGGCTTAG

ATGACCAAGAGAATTCTCGGAGCTATCTGCTTGCT
CCGCTCCGATCGGGCTTAG

MTKRILGAICLLRSDRA* MTKRILGAICLLRSD
RA*

CCGGTGAAAA CGGCAATGAT 0 E FG10049.1 0 0 0 0

8823 3936 an AN2508.1 59.m08476 AO070263000056 0 -252 -223 ATGCCGACGTTAGACCTTAGATATAGATGA ATGCCGACGTTAGACCTTAGATATAGATGA MPTLDLRYR* MPTLDLRYR* ACAAATTTAC AGTGAGGTGA 0 E FG10049.1 0 0 0 0
8824 3936 an AN2508.1 59.m08476 AO070263000056 0 -211 -146 ATGGGAATGCCAGAGATTGGGCTATACTGGAAGTCCGGG

GTTCGGGGTCGGGGTCGGACATACTGA
ATGGGAATGCCAGAGATTGGGCTATACTGGAAG
TCCGGGGTTCGGGGTCGGGGTCGGACATACTG
A

MGMPEIGLYWKSGVRGR
GRTY*

MGMPEIGLYWKSGVRG
RGRTY*

GTGAGGTGAA TCGGGGGTAG 0 E FG10049.1 0 0 0 0

8825 3936 an AN2508.1 59.m08476 AO070263000056 0 -205 -146 ATGCCAGAGATTGGGCTATACTGGAAGTCCGGGGTTCGG
GGTCGGGGTCGGACATACTGA

ATGCCAGAGATTGGGCTATACTGGAAGTCCGGG
GTTCGGGGTCGGGGTCGGACATACTGA

MPEIGLYWKSGVRGRGR
TY*

MPEIGLYWKSGVRGRG
RTY*

TGAAATGGGA TCGGGGGTAG 0 E FG10049.1 0 0 0 0

8832 3936 ao AN2508.1 59.m08476 AO070263000056 0 -183 -124 ATGCCAGTTCCCAAAGGGGAAAGCACCTTCGGACTATCTG
ATAAATCCGATCGGGCTTAG

ATGCCAGTTCCCAAAGGGGAAAGCACCTTC
GGACTATCTGATAAATCCGATCGGGCTTAG

MPVPKGESTFGLSDKSD
RA*

MPVPKGESTFGLSD
KSDRA*

CGAAAGCCCG TGGGCTCGGC 0 E FG10049.1 0 0 0 0

8835 3937 af AN3455.1 59.m09317 AO070265000031 0 -225 -211 ATGGTGCTTATCTAA ATGGTGCTTATCTAA MVLI* MVLI* TACTGAAGAT ACAAAGTAAG 0 S 0 0 0 0 0
8836 3937 af AN3455.1 59.m09317 AO070265000031 0 -197 -174 ATGGCTTCAGAAAATTTATCTTAA ATGGCTTCAGAAAATTTATCTTAA MASENLS* MASENLS* AAGTAAGGAA GAAATTTGCT 0 S 0 0 0 0 0
8837 3937 af AN3455.1 59.m09317 AO070265000031 0 -92 -81 ATGATTTTCTAA ATGATTTTCTAA MIF* MIF* TTGGGCTGTT GTGTATTATT 0 S 0 0 0 0 0
8833 3937 an AN3455.1 59.m09317 AO070265000031 0 -167 -144 ATGCTGTGGCGCTCCGGCCAATAA ATGCTGTGGCGCTCCGGCCAATAA MLWRSGQ* MLWRSGQ* GCGGCCTTGG CACGTGATCT 0 S 0 0 0 0 0
8834 3937 an AN3455.1 59.m09317 AO070265000031 0 -79 -59 ATGGAGACTTTCAAGTTCTGA ATGGAGACTTTCAAGTTCTGA METFKF* METFKF* AAAAGTTTCG CTTGGAGCAG 0 S 0 0 0 0 0
8838 3939 af AN4439.1 58.m07886 AO070273000015 0 -252 -172 ATGAGTGCTGCTACCTTCAATATCTGCCGTCGTTGTGCCG

TGGGCTGCGCATTCTGGAACTGCAGCCGCCCGCCTTCTT
AA

ATGAGTGCTGCTACCTTCAATATCTGCCGTCGTTGT
GCCGTGGGCTGCGCATTCTGGAACTGCAGCCGCC
CGCCTTCTTAA

MSAATFNICRRCAVGCA
FWNCSRPPS*

MSAATFNICRRCAV
GCAFWNCSRPPS*

GAAAGAGAGC CCTTGGATGA 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8839 3939 af AN4439.1 58.m07886 AO070273000015 0 -165 -70 ATGATTTATCAGAATGACCCCACCAGTGGATGCCAGTCAG
CCGCCTCTGACGTGACAGCATCAAGCGTTATTTGGATGGC
TGTTACCTTAGCTTAA

ATGATTTATCAGAATGACCCCACCAGTGGATGCCA
GTCAGCCGCCTCTGACGTGACAGCATCAAGCGTTA
TTTGGATGGCTGTTACCTTAGCTTAA

MIYQNDPTSGCQSAASD
VTASSVIWMAVTLA*

MIYQNDPTSGCQSA
ASDVTASSVIWMAV
TLA*

TTAACCTTGG CAGCCCTTTC 0  FG01611.1 MG06214.1 NCU08736.1 0 0
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8840 3939 af AN4439.1 58.m07886 AO070273000015 0 -152 -111 ATGACCCCACCAGTGGATGCCAGTCAGCCGCCTCTGACG
TGA

ATGACCCCACCAGTGGATGCCAGTCAGCCGCCTC
TGACGTGA

MTPPVDASQPPLT* MTPPVDASQPPLT* ATTTATCAGA CAGCATCAAG 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8841 3939 af AN4439.1 58.m07886 AO070273000015 0 -136 -116 ATGCCAGTCAGCCGCCTCTGA ATGCCAGTCAGCCGCCTCTGA MPVSRL* MPVSRL* CCACCAGTGG CGTGACAGCA 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8842 3939 af AN4439.1 58.m07886 AO070273000015 0 -90 -70 ATGGCTGTTACCTTAGCTTAA ATGGCTGTTACCTTAGCTTAA MAVTLA* MAVTLA* CGTTATTTGG CAGCCCTTTC 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8843 3939 ao AN4439.1 58.m07886 AO070273000015 0 -231 -34 ATGAACAACTCCGTTGTTTGGGGCTGTCTTTGTATGATGC
AATTCTCTGCAGCCACCCGCGGGGGAGAATCCACCGGGC
GCCAGCCTTCGGGACTTCTCTCAACCTTCCATTCCATGGA
TTCAACTTTCTCCACTTTCAGAAAGCTCTTGGCCGTGTCTG
ACGTCCCCGACAAGAAGGCCCTTGTTACCACACTTTAA

ATGAACAACTCCGTTGTTTGGGGCTGTCTTT
GTATGATGCAATTCTCTGCAGCCACCCGCG
GGGGAGAATCCACCGGGCGCCAGCCTTCG
GGACTTCTCTCAACCTTCCATTCCATGGATT
CAACTTTCTCCACTTTCAGAAAGCTCTTGGC
CGTGTCTGACGTCCCCGACAAGAAGGCCCT
TGTTACCACACTTTAA

MNNSVVWGCLCMMQFS
AATRGGESTGRQPSGLL
STFHSMDSTFSTFRKLLA
VSDVPDKKALVTTL*

MNNSVVWGCLCM
MQFSAATRGGEST
GRQPSGLLSTFHSM
DSTFSTFRKLLAVS
DVPDKKALVTTL*

ATATAAAGTT ACAGTCTGTT 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8844 3939 ao AN4439.1 58.m07886 AO070273000015 0 -198 -34 ATGATGCAATTCTCTGCAGCCACCCGCGGGGGAGAATCC
ACCGGGCGCCAGCCTTCGGGACTTCTCTCAACCTTCCATT
CCATGGATTCAACTTTCTCCACTTTCAGAAAGCTCTTGGCC
GTGTCTGACGTCCCCGACAAGAAGGCCCTTGTTACCACAC
TTTAA

ATGATGCAATTCTCTGCAGCCACCCGCGGG
GGAGAATCCACCGGGCGCCAGCCTTCGGG
ACTTCTCTCAACCTTCCATTCCATGGATTCA
ACTTTCTCCACTTTCAGAAAGCTCTTGGCCG
TGTCTGACGTCCCCGACAAGAAGGCCCTTG
TTACCACACTTTAA

MMQFSAATRGGESTGR
QPSGLLSTFHSMDSTFST
FRKLLAVSDVPDKKALVT
TL*

MMQFSAATRGGES
TGRQPSGLLSTFHS
MDSTFSTFRKLLAV
SDVPDKKALVTTL*

CTGTCTTTGT ACAGTCTGTT 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8845 3939 ao AN4439.1 58.m07886 AO070273000015 0 -195 -34 ATGCAATTCTCTGCAGCCACCCGCGGGGGAGAATCCACC
GGGCGCCAGCCTTCGGGACTTCTCTCAACCTTCCATTCCA
TGGATTCAACTTTCTCCACTTTCAGAAAGCTCTTGGCCGTG
TCTGACGTCCCCGACAAGAAGGCCCTTGTTACCACACTTT
AA

ATGCAATTCTCTGCAGCCACCCGCGGGGGA
GAATCCACCGGGCGCCAGCCTTCGGGACT
TCTCTCAACCTTCCATTCCATGGATTCAACTT
TCTCCACTTTCAGAAAGCTCTTGGCCGTGTC
TGACGTCCCCGACAAGAAGGCCCTTGTTAC
CACACTTTAA

MQFSAATRGGESTGRQP
SGLLSTFHSMDSTFSTFR
KLLAVSDVPDKKALVTTL*

MQFSAATRGGEST
GRQPSGLLSTFHSM
DSTFSTFRKLLAVS
DVPDKKALVTTL*

TCTTTGTATG ACAGTCTGTT 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8846 3939 ao AN4439.1 58.m07886 AO070273000015 0 -117 -34 ATGGATTCAACTTTCTCCACTTTCAGAAAGCTCTTGGCCGT
GTCTGACGTCCCCGACAAGAAGGCCCTTGTTACCACACTT
TAA

ATGGATTCAACTTTCTCCACTTTCAGAAAGC
TCTTGGCCGTGTCTGACGTCCCCGACAAGA
AGGCCCTTGTTACCACACTTTAA

MDSTFSTFRKLLAVSDVP
DKKALVTTL*

MDSTFSTFRKLLAV
SDVPDKKALVTTL*

CTTCCATTCC ACAGTCTGTT 0  FG01611.1 MG06214.1 NCU08736.1 0 0

8847 3943 an AN4728.1 71.m15638 AO070284000080 0 -126 -25 ATGAAGATGAGCAAAGCCCCAGGGCTCGGCGTCGGAGTT
CCCCAAGTTCTCCACTACGTTACCTTTATCTTCCTCGCCCT
CGCAACCATCAACACCCAATGA

ATGAAGATGAGCAAAGCCCCAGGGCTCGGCGTC
GGAGTTCCCCAAGTTCTCCACTACGTTACCTTTA
TCTTCCTCGCCCTCGCAACCATCAACACCCAATG
A

MKMSKAPGLGVGVPQVL
HYVTFIFLALATINTQ*

MKMSKAPGLGVGVPQV
LHYVTFIFLALATINTQ*

AATCTAGTAG CCCCTCCACG 0 S FG00261.1 MG02867.1 0 0 0

8848 3943 an AN4728.1 71.m15638 AO070284000080 0 -120 -25 ATGAGCAAAGCCCCAGGGCTCGGCGTCGGAGTTCCCCAA
GTTCTCCACTACGTTACCTTTATCTTCCTCGCCCTCGCAAC
CATCAACACCCAATGA

ATGAGCAAAGCCCCAGGGCTCGGCGTCGGAGTT
CCCCAAGTTCTCCACTACGTTACCTTTATCTTCCT
CGCCCTCGCAACCATCAACACCCAATGA

MSKAPGLGVGVPQVLHY
VTFIFLALATINTQ*

MSKAPGLGVGVPQVLH
YVTFIFLALATINTQ*

GTAGATGAAG CCCCTCCACG 0 S FG00261.1 MG02867.1 0 0 0

8851 3944 af AN1102.1 70.m15130 AO070285000036 0 -359 -288 ATGCCCCTTTCACCCCGCCGAATTTCCATCAAACCATCAA
CAATTGCTCATCTACATCTTCTGAAACATTGA

ATGCCCCTTTCACCCCGCCGAATTTCCATCAAACC
ATCAACAATTGCTCATCTACATCTTCTGAAACATTG
A

MPLSPRRISIKPSTIAHLH
LLKH*

MPLSPRRISIKPSTIA
HLHLLKH*

TCCTCCGTCG AACCTGGCCA 0 O 0 0 NCU00447.1 0 0

8852 3944 ao AN1102.1 70.m15130 AO070285000036 0 -331 -236 ATGCCGCCCTCGAGTCTTGGTCTTCTTTTCGTTTCTCCCTC
GCATCTGTTGGCTATTTGCACGAGTGTTTCGCACACTGGT
CTGGATTGTGGCTGA

ATGCCGCCCTCGAGTCTTGGTCTTCTTTTCG
TTTCTCCCTCGCATCTGTTGGCTATTTGCAC
GAGTGTTTCGCACACTGGTCTGGATTGTGG
CTGA

MPPSSLGLLFVSPSHLLAI
CTSVSHTGLDCG*

MPPSSLGLLFVSPS
HLLAICTSVSHTGLD
CG*

CTGTCTGTGT CTGCTTTCCT 0 O 0 0 NCU00447.1 0 0

8854 3945 af AN7784.1 71.m15815 AO070286000028 0 -221 -198 ATGCTGCGACTGCTTATAAGATGA ATGCTGCGACTGCTTATAAGATGA MLRLLIR* MLRLLIR* GTATTCGAGC TTCACACCTA 0 R 0 0 0 0 0
8855 3945 af AN7784.1 71.m15815 AO070286000028 0 -201 -139 ATGATTCACACCTACTATATGATCCAGCGTGGATTTTCATC

CAAAATCTCTACCCGAGTCTGA
ATGATTCACACCTACTATATGATCCAGCGTGGATTT
TCATCCAAAATCTCTACCCGAGTCTGA

MIHTYYMIQRGFSSKISTR
V*

MIHTYYMIQRGFSS
KISTRV*

TGCTTATAAG CCTGCCGTCT 0 R 0 0 0 0 0

8856 3945 af AN7784.1 71.m15815 AO070286000028 0 -183 -139 ATGATCCAGCGTGGATTTTCATCCAAAATCTCTACCCGAGT
CTGA

ATGATCCAGCGTGGATTTTCATCCAAAATCTCTACC
CGAGTCTGA

MIQRGFSSKISTRV* MIQRGFSSKISTRV* CACCTACTAT CCTGCCGTCT 0 R 0 0 0 0 0

8853 3945 an AN7784.1 71.m15815 AO070286000028 0 -199 -188 ATGTTGCGCTGA ATGTTGCGCTGA MLR* MLR* CGGTATAATC ACTATACAAT 0 R 0 0 0 0 0
8857 3945 ao AN7784.1 71.m15815 AO070286000028 0 -231 -208 ATGTTGCGCCTGTCTTTACGATGA ATGTTGCGCCTGTCTTTACGATGA MLRLSLR* MLRLSLR* CCTTGGAAGG GCCTTGATTT 0 R 0 0 0 0 0
8858 3945 ao AN7784.1 71.m15815 AO070286000028 0 -211 -152 ATGAGCCTTGATTTACCATTCTCACACTTCCATCCAAGGGC

GTGCTTCTATATCTACTGA
ATGAGCCTTGATTTACCATTCTCACACTTCC
ATCCAAGGGCGTGCTTCTATATCTACTGA

MSLDLPFSHFHPRACFYI
Y*

MSLDLPFSHFHPRA
CFYIY*

TGTCTTTACG TCGCCCCGAG 0 R 0 0 0 0 0

8862 3947 af AN4954.1 59.m08859 AO070288000007 0 -234 -124 ATGGCATTTGTTGCAGCAGATATGATGAACTGTGAAGTATT
CAATCAATTCAATATAATGGCATTAAGTCATATTATACACCA
AGATGGAATCAATCTCGGCCGTAGATAG

ATGGCATTTGTTGCAGCAGATATGATGAACTGTGA
AGTATTCAATCAATTCAATATAATGGCATTAAGTCAT
ATTATACACCAAGATGGAATCAATCTCGGCCGTAG
ATAG

MAFVAADMMNCEVFNQF
NIMALSHIIHQDGINLGRR
*

MAFVAADMMNCEV
FNQFNIMALSHIIHQ
DGINLGRR*

AGGCACCTCA ATAACAGTAG 0  0 0 0 0 0

8863 3947 af AN4954.1 59.m08859 AO070288000007 0 -213 -124 ATGATGAACTGTGAAGTATTCAATCAATTCAATATAATGGC
ATTAAGTCATATTATACACCAAGATGGAATCAATCTCGGCC
GTAGATAG

ATGATGAACTGTGAAGTATTCAATCAATTCAATATA
ATGGCATTAAGTCATATTATACACCAAGATGGAATC
AATCTCGGCCGTAGATAG

MMNCEVFNQFNIMALSHI
IHQDGINLGRR*

MMNCEVFNQFNIMA
LSHIIHQDGINLGRR*

TGCAGCAGAT ATAACAGTAG 0  0 0 0 0 0

8864 3947 af AN4954.1 59.m08859 AO070288000007 0 -210 -124 ATGAACTGTGAAGTATTCAATCAATTCAATATAATGGCATTA
AGTCATATTATACACCAAGATGGAATCAATCTCGGCCGTA
GATAG

ATGAACTGTGAAGTATTCAATCAATTCAATATAATG
GCATTAAGTCATATTATACACCAAGATGGAATCAAT
CTCGGCCGTAGATAG

MNCEVFNQFNIMALSHIIH
QDGINLGRR*

MNCEVFNQFNIMAL
SHIIHQDGINLGRR*

AGCAGATATG ATAACAGTAG 0  0 0 0 0 0

8865 3947 af AN4954.1 59.m08859 AO070288000007 0 -177 -124 ATGGCATTAAGTCATATTATACACCAAGATGGAATCAATCT
CGGCCGTAGATAG

ATGGCATTAAGTCATATTATACACCAAGATGGAATC
AATCTCGGCCGTAGATAG

MALSHIIHQDGINLGRR* MALSHIIHQDGINLG
RR*

ATTCAATATA ATAACAGTAG 0  0 0 0 0 0

8866 3947 af AN4954.1 59.m08859 AO070288000007 0 -149 -120 ATGGAATCAATCTCGGCCGTAGATAGATAA ATGGAATCAATCTCGGCCGTAGATAGATAA MESISAVDR* MESISAVDR* ATACACCAAG CAGTAGCTGT 0  0 0 0 0 0
8859 3947 an AN4954.1 59.m08859 AO070288000007 0 -202 -128 ATGTACGCCGCATGGAGGGCATGGAGTGCTCATTCCACA

GTATCCAGTGCGGCGCTTAACTTAGCGCGCGCTTAA
ATGTACGCCGCATGGAGGGCATGGAGTGCTCAT
TCCACAGTATCCAGTGCGGCGCTTAACTTAGCGC
GCGCTTAA

MYAAWRAWSAHSTVSS
AALNLARA*

MYAAWRAWSAHSTVSS
AALNLARA*

CCCATTCACA GGAGTCACTC 0  0 0 0 0 0

8860 3947 an AN4954.1 59.m08859 AO070288000007 0 -191 -144 ATGGAGGGCATGGAGTGCTCATTCCACAGTATCCAGTGC
GGCGCTTAA

ATGGAGGGCATGGAGTGCTCATTCCACAGTATC
CAGTGCGGCGCTTAA

MEGMECSFHSIQCGA* MEGMECSFHSIQCGA* TGTACGCCGC CTTAGCGCGC 0  0 0 0 0 0

8861 3947 an AN4954.1 59.m08859 AO070288000007 0 -182 -144 ATGGAGTGCTCATTCCACAGTATCCAGTGCGGCGCTTAA ATGGAGTGCTCATTCCACAGTATCCAGTGCGGC
GCTTAA

MECSFHSIQCGA* MECSFHSIQCGA* CATGGAGGGC CTTAGCGCGC 0  0 0 0 0 0

8868 3954 af AN0124.1 71.m15405 AO070311000088 0 -262 -224 ATGAAAAGAAATGCTTTGATTTCGTCGATACGTATTTAA ATGAAAAGAAATGCTTTGATTTCGTCGATACGTATT
TAA

MKRNALISSIRI* MKRNALISSIRI* TGTGCCACCA AGACCTTTGG 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8869 3954 af AN0124.1 71.m15405 AO070311000088 0 -152 -108 ATGCGCTCGAATAGGAAAGTAGGGCATAGGGTTTCACACA
TGTAA

ATGCGCTCGAATAGGAAAGTAGGGCATAGGGTTTC
ACACATGTAA

MRSNRKVGHRVSHM* MRSNRKVGHRVSH
M*

ATACCCAAAG CTTTTTTCCG 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8867 3954 an AN0124.1 71.m15405 AO070311000088 0 -186 -175 ATGATACATTGA ATGATACATTGA MIH* MIH* GTCCTTGTAC TTGGCAATTC 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8870 3954 ao AN0124.1 71.m15405 AO070311000088 0 -197 -183 ATGGGCAAATTGTAG ATGGGCAAATTGTAG MGKL* MGKL* CAGAATCTGG CTCAAAGCCC 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8871 3954 ao AN0124.1 71.m15405 AO070311000088 0 -106 -23 ATGTCACTTTTTCTCCATCATGTCCGCGGCATCTCTCAGTA
TGCAGTCTGCGGTTCTAGAAGGTCACTGGTTCTAATGCCC
TAG

ATGTCACTTTTTCTCCATCATGTCCGCGGCA
TCTCTCAGTATGCAGTCTGCGGTTCTAGAAG
GTCACTGGTTCTAATGCCCTAG

MSLFLHHVRGISQYAVC
GSRRSLVLMP*

MSLFLHHVRGISQY
AVCGSRRSLVLMP*

CAAGGGGGGG GCTTCGGTGA 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8872 3954 ao AN0124.1 71.m15405 AO070311000088 0 -87 -31 ATGTCCGCGGCATCTCTCAGTATGCAGTCTGCGGTTCTAG
AAGGTCACTGGTTCTAA

ATGTCCGCGGCATCTCTCAGTATGCAGTCT
GCGGTTCTAGAAGGTCACTGGTTCTAA

MSAASLSMQSAVLEGHW
F*

MSAASLSMQSAVLE
GHWF*

TTTCTCCATC TGCCCTAGGC 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8873 3954 ao AN0124.1 71.m15405 AO070311000088 0 -66 -31 ATGCAGTCTGCGGTTCTAGAAGGTCACTGGTTCTAA ATGCAGTCTGCGGTTCTAGAAGGTCACTGG
TTCTAA

MQSAVLEGHWF* MQSAVLEGHWF* ATCTCTCAGT TGCCCTAGGC 0 TR FG09784.1 MG07119.1 NCU07722.1 0 0

8876 3958 af AN0190.1 71.m15460 AO070321000053 0 -260 -135 ATGGTAAGTCAAACGCCTTTTTTCTTTGTCTTTCATGTACC
CTCACATGATTATACAACTACTATAATCTGTCAATCCCCTG
AAGCTCATTTATTTATCTCAAAAATTTCGAGCACATGTGATT
GA

ATGGTAAGTCAAACGCCTTTTTTCTTTGTCTTTCAT
GTACCCTCACATGATTATACAACTACTATAATCTGT
CAATCCCCTGAAGCTCATTTATTTATCTCAAAAATTT
CGAGCACATGTGATTGA

MVSQTPFFFVFHVPSHD
YTTTIICQSPEAHLFISKIS
STCD*

MVSQTPFFFVFHVP
SHDYTTTIICQSPEA
HLFISKISSTCD*

AATTCGTCTG GAAACGTATC 0 J 0 0 0 0 0

8877 3958 af AN0190.1 71.m15460 AO070321000053 0 -226 -194 ATGTACCCTCACATGATTATACAACTACTATAA ATGTACCCTCACATGATTATACAACTACTATAA MYPHMIIQLL* MYPHMIIQLL* TTTGTCTTTC TCTGTCAATC 0 J 0 0 0 0 0
8875 3958 an AN0190.1 71.m15460 AO070321000053 0 -235 -122 ATGGTAAGTTCGAATCAGCATTATTTCGCGCACAGATCAAA

TGATTATATACCTACTATAATCTGTCAATCCCCTGAAGCTC
GCTATATAATCTCATCAAAGAGCACAACGTGA

ATGGTAAGTTCGAATCAGCATTATTTCGCGCACA
GATCAAATGATTATATACCTACTATAATCTGTCAA
TCCCCTGAAGCTCGCTATATAATCTCATCAAAGA
GCACAACGTGA

MVSSNQHYFAHRSNDYI
PTIICQSPEARYIISSKSTT
*

MVSSNQHYFAHRSNDYI
PTIICQSPEARYIISSKST
T*

TTCGTTCTTG TTGAGAAACG 0 J 0 0 0 0 0

8878 3958 ao AN0190.1 71.m15460 AO070321000053 0 -260 -195 ATGGTAAGTTACTATCTCTACTTTCTTAATATTGCCTGTCTT
TGCATGATTATACAAATACTATAA

ATGGTAAGTTACTATCTCTACTTTCTTAATAT
TGCCTGTCTTTGCATGATTATACAAATACTAT
AA

MVSYYLYFLNIACLCMIIQI
L*

MVSYYLYFLNIACLC
MIIQIL*

ATCTCTTCTG TCTGTCAATC 0 J 0 0 0 0 0

8879 3958 ao AN0190.1 71.m15460 AO070321000053 0 -134 -120 ATGTATCGAAAATGA ATGTATCGAAAATGA MYRK* MYRK* TGATTGAGAA TTTGCATTCT 0 J 0 0 0 0 0
8880 3958 ao AN0190.1 71.m15460 AO070321000053 0 -123 -67 ATGATTTGCATTCTTAATTTCCCATGTGGATCTTGCATGTCT

TGGGCTGAGCAATAA
ATGATTTGCATTCTTAATTTCCCATGTGGATC
TTGCATGTCTTGGGCTGAGCAATAA

MICILNFPCGSCMSWAE
Q*

MICILNFPCGSCMS
WAEQ*

TGTATCGAAA GCTAACATTA 0 J 0 0 0 0 0

8881 3958 ao AN0190.1 71.m15460 AO070321000053 0 -100 -74 ATGTGGATCTTGCATGTCTTGGGCTGA ATGTGGATCTTGCATGTCTTGGGCTGA MWILHVLG* MWILHVLG* TTAATTTCCC GCAATAAGCT 0 J 0 0 0 0 0
8882 3958 ao AN0190.1 71.m15460 AO070321000053 0 -87 -67 ATGTCTTGGGCTGAGCAATAA ATGTCTTGGGCTGAGCAATAA MSWAEQ* MSWAEQ* TGGATCTTGC GCTAACATTA 0 J 0 0 0 0 0
8874 3958 conserved AN0190.1 71.m15460 AO070321000053 0 -195 -175 -214 -194 -215 -195 ATGATTATAyAmmTACTATAA ATGATTATATACCTACTATAA ATGATTATACAACTACTATAA ATGATTATACAAATACTATAA MIIylL* MIIYLL* MIIQLL* MIIQIL* swvhshTyrm TCTGTCAATC 0 J 0 0 0 0 0

8886 3960 af AN6630.1 62.m03226 AO070326000082 0 -192 -10 ATGTTTATATTGATTTTACGGGTTCCAAATTCATCTCTGGG
CCCAATTTCGAAATTCCTGCGCTTTTGGTGGAGATTTCAGT
GTTTCGTGGGGCATTTTCCAACCTTTATATTTGAACCGCCA
GACGGTGCTCCAGTTCGAATCGCTAACTGTCAATTTAACA
GCCCTTCTAGGCTCGTTTAG

ATGTTTATATTGATTTTACGGGTTCCAAATTCATCTC
TGGGCCCAATTTCGAAATTCCTGCGCTTTTGGTGG
AGATTTCAGTGTTTCGTGGGGCATTTTCCAACCTTT
ATATTTGAACCGCCAGACGGTGCTCCAGTTCGAAT
CGCTAACTGTCAATTTAACAGCCCTTCTAGGCTCGT
TTAG

MFILILRVPNSSLGPISKFL
RFWWRFQCFVGHFPTFI
FEPPDGAPVRIANCQFNS
PSRLV*

MFILILRVPNSSLGPI
SKFLRFWWRFQCF
VGHFPTFIFEPPDG
APVRIANCQFNSPS
RLV*

TGAACTAGGT ACCGCAAAAA 0 K 0 0 0 YHR193C 0

8883 3960 an AN6630.1 62.m03226 AO070326000082 0 -194 -183 ATGTTCAACTGA ATGTTCAACTGA MFN* MFN* ACTCGCAGGT ATTGTGCGAC 0 K 0 0 0 YHR193C 0
8884 3960 an AN6630.1 62.m03226 AO070326000082 0 -165 -139 ATGGATTTTCCAAATCGGACGTGGTGA ATGGATTTTCCAAATCGGACGTGGTGA MDFPNRTW* MDFPNRTW* GACCGCGAAA TAATCCCGCG 0 K 0 0 0 YHR193C 0
8888 3963 an AN5576.1 58.m07503 AO070328000028 0 -282 -265 ATGGTTGTAGTTGGCTGA ATGGTTGTAGTTGGCTGA MVVVG* MVVVG* TCGACCGTTT TAGTCGGAAC 0 0 0 0 0 0
8889 3963 an AN5576.1 58.m07503 AO070328000028 0 -220 -206 ATGGATGAAAAATAA ATGGATGAAAAATAA MDEK* MDEK* TCGACCTTGA AAGTCGTGAT 0 0 0 0 0 0
8890 3963 an AN5576.1 58.m07503 AO070328000028 0 -216 -148 ATGAAAAATAAAAGTCGTGATGGACATATCCATTATATCCT

ACTTATACAGAATTCTACAAGGATCTGA
ATGAAAAATAAAAGTCGTGATGGACATATCCATTA
TATCCTACTTATACAGAATTCTACAAGGATCTGA

MKNKSRDGHIHYILLIQNS
TRI*

MKNKSRDGHIHYILLIQN
STRI*

CCTTGAATGG CGTCCTTGAC 0 0 0 0 0 0
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8891 3963 an AN5576.1 58.m07503 AO070328000028 0 -197 -81 ATGGACATATCCATTATATCCTACTTATACAGAATTCTACAA
GGATCTGACGTCCTTGACGCTGGGGTGTCGACCGTCAGC
AGTGCTCCCACGTCATTGCCGCAATTTCCTTTTTAG

ATGGACATATCCATTATATCCTACTTATACAGAAT
TCTACAAGGATCTGACGTCCTTGACGCTGGGGT
GTCGACCGTCAGCAGTGCTCCCACGTCATTGCC
GCAATTTCCTTTTTAG

MDISIISYLYRILQGSDVLD
AGVSTVSSAPTSLPQFPF
*

MDISIISYLYRILQGSDVL
DAGVSTVSSAPTSLPQF
PF*

AAAAGTCGTG GCTGGTCATC 0 0 0 0 0 0

8892 3964 ao AN5569.1 58.m07493 AO070328000037 0 -238 -200 ATGCGGTCACGTGTCGATGCGGTCATGGTCAAGGCTTAA ATGCGGTCACGTGTCGATGCGGTCATGGTC
AAGGCTTAA

MRSRVDAVMVKA* MRSRVDAVMVKA* GAAGGCGGAG CTGAACTCGT 0 KL 0 0 0 0 0

8893 3964 ao AN5569.1 58.m07493 AO070328000037 0 -222 -196 ATGCGGTCATGGTCAAGGCTTAACTGA ATGCGGTCATGGTCAAGGCTTAACTGA MRSWSRLN* MRSWSRLN* TCACGTGTCG ACTCGTTGCG 0 KL 0 0 0 0 0
8894 3964 ao AN5569.1 58.m07493 AO070328000037 0 -214 -200 ATGGTCAAGGCTTAA ATGGTCAAGGCTTAA MVKA* MVKA* CGATGCGGTC CTGAACTCGT 0 KL 0 0 0 0 0
8897 3965 af AN3628.1 58.m07473 AO070328000066 0 -140 -117 ATGAGGCTAAGAAGAATACTATAA ATGAGGCTAAGAAGAATACTATAA MRLRRIL* MRLRRIL* GATATTGTTT GTGCTCGTCA 0 B 0 0 0 0 0
8895 3965 an AN3628.1 58.m07473 AO070328000066 0 -193 -167 ATGGGTCTAGGCTGTCGAGCGCAGTGA ATGGGTCTAGGCTGTCGAGCGCAGTGA MGLGCRAQ* MGLGCRAQ* AAGAAGCAGC ATGGACATTG 0 B 0 0 0 0 0
8896 3965 an AN3628.1 58.m07473 AO070328000066 0 -166 -128 ATGGACATTGTAGGCGGGATCGTTGACTGCTGGCGCTGA ATGGACATTGTAGGCGGGATCGTTGACTGCTGG

CGCTGA
MDIVGGIVDCWR* MDIVGGIVDCWR* AGCGCAGTGA GGTCGAGCTT 0 B 0 0 0 0 0

8900 3969 af AN0409.1 54.m07007 AO070338000252 0 -208 -179 ATGTGGATGGTCATAGGAAATCAGGGTTGA ATGTGGATGGTCATAGGAAATCAGGGTTGA MWMVIGNQG* MWMVIGNQG* ACCTCGGAGG ATCGTTGCTA 0 TZ 0 0 0 0 0
8901 3969 af AN0409.1 54.m07007 AO070338000252 0 -202 -179 ATGGTCATAGGAAATCAGGGTTGA ATGGTCATAGGAAATCAGGGTTGA MVIGNQG* MVIGNQG* GAGGATGTGG ATCGTTGCTA 0 TZ 0 0 0 0 0
8902 3969 af AN0409.1 54.m07007 AO070338000252 0 -101 -63 ATGTCGACTCCTGTCTTTCGCCTTACGAGTATCTCCTGA ATGTCGACTCCTGTCTTTCGCCTTACGAGTATCTCC

TGA
MSTPVFRLTSIS* MSTPVFRLTSIS* TGTCAGCAAG GTGTCCTTCA 0 TZ 0 0 0 0 0

8898 3969 an AN0409.1 54.m07007 AO070338000252 0 -165 -64 ATGATACTGACGTTCTTTTCGTTTAGTTTATTCCGCGTCCC
TTTTGCTCCGCTGTCGTCCACCAGCAAGATGTCGACCTGT
TTTTACCCTACGAGAGCTTGA

ATGATACTGACGTTCTTTTCGTTTAGTTTATTCCG
CGTCCCTTTTGCTCCGCTGTCGTCCACCAGCAAG
ATGTCGACCTGTTTTTACCCTACGAGAGCTTGA

MILTFFSFSLFRVPFAPLS
STSKMSTCFYPTRA*

MILTFFSFSLFRVPFAPL
SSTSKMSTCFYPTRA*

CCAAGGGAAA GCGTTGTTCT 0 TZ 0 0 0 0 0

8899 3969 an AN0409.1 54.m07007 AO070338000252 0 -96 -64 ATGTCGACCTGTTTTTACCCTACGAGAGCTTGA ATGTCGACCTGTTTTTACCCTACGAGAGCTTGA MSTCFYPTRA* MSTCFYPTRA* CACCAGCAAG GCGTTGTTCT 0 TZ 0 0 0 0 0
8903 3969 ao AN0409.1 54.m07007 AO070338000252 0 -100 -62 ATGTCGACTTCTGTTTTGAACACTGCGAGTAGTTGTTGA ATGTCGACTTCTGTTTTGAACACTGCGAGTA

GTTGTTGA
MSTSVLNTASSC* MSTSVLNTASSC* TGTCAGCAAA GCGCTCCTCT 0 TZ 0 0 0 0 0

8908 3973 af AN2150.1 72.m19691 AO070343000199 0 -244 -155 ATGGCCGAGCTTCCACTGCTGGAGATCTCGTTCTGCTACC
CACTCTCAGTTGGTCTCCCGCTAAAAGTTCTGCCGGTCCG
GAGGCGGTGA

ATGGCCGAGCTTCCACTGCTGGAGATCTCGTTCTG
CTACCCACTCTCAGTTGGTCTCCCGCTAAAAGTTCT
GCCGGTCCGGAGGCGGTGA

MAELPLLEISFCYPLSVGL
PLKVLPVRRR*

MAELPLLEISFCYPL
SVGLPLKVLPVRRR*

TTGTGACGAG ATGTTTTCGA 0 J 0 MG10357.1 0 0 0

8909 3973 af AN2150.1 72.m19691 AO070343000199 0 -154 -107 ATGTTTTCGAAGATGCATCCCACTTTGGCGAGGGGAATGC
GGCCCTGA

ATGTTTTCGAAGATGCATCCCACTTTGGCGAGGGG
AATGCGGCCCTGA

MFSKMHPTLARGMRP* MFSKMHPTLARGM
RP*

GAGGCGGTGA ATTTGCTCCC 0 J 0 MG10357.1 0 0 0

8910 3973 af AN2150.1 72.m19691 AO070343000199 0 -142 -107 ATGCATCCCACTTTGGCGAGGGGAATGCGGCCCTGA ATGCATCCCACTTTGGCGAGGGGAATGCGGCCCT
GA

MHPTLARGMRP* MHPTLARGMRP* GTTTTCGAAG ATTTGCTCCC 0 J 0 MG10357.1 0 0 0

8911 3973 af AN2150.1 72.m19691 AO070343000199 0 -118 -107 ATGCGGCCCTGA ATGCGGCCCTGA MRP* MRP* GGCGAGGGGA ATTTGCTCCC 0 J 0 MG10357.1 0 0 0
8904 3973 an AN2150.1 72.m19691 AO070343000199 0 -227 -162 ATGCTGTGTGAGCGAATGTCAAGCTCCGACAGCTGCTTTT

CTGGGGGGTTGAATGGGCTGCGCTAA
ATGCTGTGTGAGCGAATGTCAAGCTCCGACAGC
TGCTTTTCTGGGGGGTTGAATGGGCTGCGCTAA

MLCERMSSSDSCFSGGL
NGLR*

MLCERMSSSDSCFSGG
LNGLR*

GTTTATACGT GCAAAAGATT 0 J 0 MG10357.1 0 0 0

8905 3973 an AN2150.1 72.m19691 AO070343000199 0 -212 -162 ATGTCAAGCTCCGACAGCTGCTTTTCTGGGGGGTTGAATG
GGCTGCGCTAA

ATGTCAAGCTCCGACAGCTGCTTTTCTGGGGGG
TTGAATGGGCTGCGCTAA

MSSSDSCFSGGLNGLR* MSSSDSCFSGGLNGLR* GTGTGAGCGA GCAAAAGATT 0 J 0 MG10357.1 0 0 0

8906 3973 an AN2150.1 72.m19691 AO070343000199 0 -175 -134 ATGGGCTGCGCTAAGCAAAAGATTCTGCCAGGCGGGCGG
TGA

ATGGGCTGCGCTAAGCAAAAGATTCTGCCAGGC
GGGCGGTGA

MGCAKQKILPGGR* MGCAKQKILPGGR* GGGGGGTTGA CAATATTTCG 0 J 0 MG10357.1 0 0 0

8907 3973 an AN2150.1 72.m19691 AO070343000199 0 -99 -52 ATGAGTCAAATCCTCCACGAGACCCCGGACTGCCTTTCCT
TTCTTTAG

ATGAGTCAAATCCTCCACGAGACCCCGGACTGC
CTTTCCTTTCTTTAG

MSQILHETPDCLSFL* MSQILHETPDCLSFL* TTCCCCCTCA AATTCACGTT 0 J 0 MG10357.1 0 0 0

8913 3975 af AN6503.1 62.m03091 AO070222000019 0 -120 -76 ATGGGATTCTTGGATCCCCACCGTCCTTCTGTCAGCAGAA
ACTGA

ATGGGATTCTTGGATCCCCACCGTCCTTCTGTCAG
CAGAAACTGA

MGFLDPHRPSVSRN* MGFLDPHRPSVSR
N*

GGAGACCTCT GAGAGATAGA 0 R 0 0 0 0 0

8912 3975 an AN6503.1 62.m03091 AO070222000019 0 -162 -133 ATGTACTCCAGGTCACAACAAGGTAGCTGA ATGTACTCCAGGTCACAACAAGGTAGCTGA MYSRSQQGS* MYSRSQQGS* CCAGCTTAAG TATCAACGCA 0 R 0 0 0 0 0
8914 3975 ao AN6503.1 62.m03091 AO070222000019 0 -117 -70 ATGAACGTGAGAGCTGACATGGAGACAGCGAGGACAAGA

GACGAGTAG
ATGAACGTGAGAGCTGACATGGAGACAGCG
AGGACAAGAGACGAGTAG

MNVRADMETARTRDE* MNVRADMETARTR
DE*

GTTGTCACAT ATAGCAAAGA 0 R 0 0 0 0 0

8915 3975 ao AN6503.1 62.m03091 AO070222000019 0 -99 -70 ATGGAGACAGCGAGGACAAGAGACGAGTAG ATGGAGACAGCGAGGACAAGAGACGAGTA
G

METARTRDE* METARTRDE* GAGAGCTGAC ATAGCAAAGA 0 R 0 0 0 0 0

8920 3978 af AN3168.1 59.m08557 AO070256000022 0 -101 -90 ATGCTTACATAA ATGCTTACATAA MLT* MLT* GTGGCCGTGA TGCAGCGGGA 0 C FG10907.1 MG07007.1 0 0 0
8921 3978 af AN3168.1 59.m08557 AO070256000022 0 -90 -28 ATGCAGCGGGAGGTGTGGCAGAGAAACAGCTCCAGGTGT

TGGTCTGCGGAGAGGCTCAGGTAA
ATGCAGCGGGAGGTGTGGCAGAGAAACAGCTCCA
GGTGTTGGTCTGCGGAGAGGCTCAGGTAA

MQREVWQRNSSRCWSA
ERLR*

MQREVWQRNSSRC
WSAERLR*

TGCTTACATA CCTCGGGGTA 0 C FG10907.1 MG07007.1 0 0 0

8917 3978 an AN3168.1 59.m08557 AO070256000022 0 -93 -10 ATGGCTTACGTAAAACTGGCCGGCCAAAGAACAGCAGCA
CCTGGAGCTCTCCATGTCGATGCGGAGAGCCGTCTGATC
TGCTAG

ATGGCTTACGTAAAACTGGCCGGCCAAAGAACA
GCAGCACCTGGAGCTCTCCATGTCGATGCGGAG
AGCCGTCTGATCTGCTAG

MAYVKLAGQRTAAPGAL
HVDAESRLIC*

MAYVKLAGQRTAAPGA
LHVDAESRLIC*

AGGCGGTGTA AGTCACACAA 0 C FG10907.1 MG07007.1 0 0 0

8922 3978 ao AN3168.1 59.m08557 AO070256000022 0 -160 -95 ATGAAAAAAGCGAGAGCGATCCGAGTGGCTGAGTGGCTG
GTGGGTGCGGCGGTGCGTCTTACGTAA

ATGAAAAAAGCGAGAGCGATCCGAGTGGCT
GAGTGGCTGGTGGGTGCGGCGGTGCGTCT
TACGTAA

MKKARAIRVAEWLVGAA
VRLT*

MKKARAIRVAEWLV
GAAVRLT*

AAGTAAAAAA CGCGGGAAGC 0 C FG10907.1 MG07007.1 0 0 0

8923 3979 af AN4592.1 57.m05515 AO070267000008 0 -73 -38 ATGCTGGAGTCTATCCAGATCCGTACTCACTCCTGA ATGCTGGAGTCTATCCAGATCCGTACTCACTCCTG
A

MLESIQIRTHS* MLESIQIRTHS* AGACAAGGCG GCTCGAGTCT 0 I 0 0 0 0 0

8924 3979 ao AN4592.1 57.m05515 AO070267000008 0 -63 -28 ATGTTGACCCGAACCGCTTTACTCTACCGCGACTGA ATGTTGACCCGAACCGCTTTACTCTACCGC
GACTGA

MLTRTALLYRD* MLTRTALLYRD* AGGTCGTACG GCTGGATACG 0 I 0 0 0 0 0

8926 3982 af AN0585.1 69.m15264 AO070280000007 0 -284 -267 ATGATCGACACACCCTAG ATGATCGACACACCCTAG MIDTP* MIDTP* GCATAATTCA TTTATGACTT 0 TZ 0 0 0 0 0
8927 3982 af AN0585.1 69.m15264 AO070280000007 0 -263 -198 ATGACTTATCCAATCGCAGATATTGTACTGACTGATTATAA

GCTCCTCCGGTCCATGGACTTGTAA
ATGACTTATCCAATCGCAGATATTGTACTGACTGAT
TATAAGCTCCTCCGGTCCATGGACTTGTAA

MTYPIADIVLTDYKLLRSM
DL*

MTYPIADIVLTDYKLL
RSMDL*

ACCCTAGTTT GCGTGAGAAT 0 TZ 0 0 0 0 0

8928 3982 af AN0585.1 69.m15264 AO070280000007 0 -209 -198 ATGGACTTGTAA ATGGACTTGTAA MDL* MDL* CCTCCGGTCC GCGTGAGAAT 0 TZ 0 0 0 0 0
8929 3982 af AN0585.1 69.m15264 AO070280000007 0 -182 -165 ATGACGACCGGTGATTGA ATGACGACCGGTGATTGA MTTGD* MTTGD* AGAATCTCAG GAAGAAAGAA 0 TZ 0 0 0 0 0
8930 3982 af AN0585.1 69.m15264 AO070280000007 0 -108 -52 ATGCCAGATATGCTGCCTATTTCAACATCAGATCTAGTTTG

TTTTCTGTTCCTTTGA
ATGCCAGATATGCTGCCTATTTCAACATCAGATCTA
GTTTGTTTTCTGTTCCTTTGA

MPDMLPISTSDLVCFLFL* MPDMLPISTSDLVC
FLFL*

CCTTCTCTCC ACCCTTCCAG 0 TZ 0 0 0 0 0

8931 3982 af AN0585.1 69.m15264 AO070280000007 0 -99 -52 ATGCTGCCTATTTCAACATCAGATCTAGTTTGTTTTCTGTTC
CTTTGA

ATGCTGCCTATTTCAACATCAGATCTAGTTTGTTTT
CTGTTCCTTTGA

MLPISTSDLVCFLFL* MLPISTSDLVCFLFL* CATGCCAGAT ACCCTTCCAG 0 TZ 0 0 0 0 0

8925 3982 an AN0585.1 69.m15264 AO070280000007 0 -75 -25 ATGCCCGCCAACCGAGGGTCTTTGAGTGCCGGATATGCT
GCCCTTTTCTAA

ATGCCCGCCAACCGAGGGTCTTTGAGTGCCGGA
TATGCTGCCCTTTTCTAA

MPANRGSLSAGYAALF* MPANRGSLSAGYAALF* CTGGTCAACT ACCAACTCAC 0 TZ 0 0 0 0 0

8932 3982 ao AN0585.1 69.m15264 AO070280000007 0 -232 -203 ATGACTCCTCCAATAATGATCCTGGGCTGA ATGACTCCTCCAATAATGATCCTGGGCTGA MTPPIMILG* MTPPIMILG* GTCCTAATTT CTTGATTATA 0 TZ 0 0 0 0 0

8933 3982 ao AN0585.1 69.m15264 AO070280000007 0 -217 -203 ATGATCCTGGGCTGA ATGATCCTGGGCTGA MILG* MILG* TCCTCCAATA CTTGATTATA 0 TZ 0 0 0 0 0
8934 3982 ao AN0585.1 69.m15264 AO070280000007 0 -168 -136 ATGCGTGGAGTTTCAATAATGACTGCCGATTGA ATGCGTGGAGTTTCAATAATGACTGCCGATT

GA
MRGVSIMTAD* MRGVSIMTAD* TCTGACTGCA ACAGGAAACT 0 TZ 0 0 0 0 0

8935 3982 ao AN0585.1 69.m15264 AO070280000007 0 -150 -136 ATGACTGCCGATTGA ATGACTGCCGATTGA MTAD* MTAD* AGTTTCAATA ACAGGAAACT 0 TZ 0 0 0 0 0
8936 3982 ao AN0585.1 69.m15264 AO070280000007 0 -85 -38 ATGCTGCCCATGTCAATATCGACTACAACCCTCTTCCCGTT

CTTGTAA
ATGCTGCCCATGTCAATATCGACTACAACCC
TCTTCCCGTTCTTGTAA

MLPMSISTTTLFPFL* MLPMSISTTTLFPFL* GTACCGGAAT TTCGCGTCCC 0 TZ 0 0 0 0 0

8937 3982 ao AN0585.1 69.m15264 AO070280000007 0 -76 -38 ATGTCAATATCGACTACAACCCTCTTCCCGTTCTTGTAA ATGTCAATATCGACTACAACCCTCTTCCCGT
TCTTGTAA

MSISTTTLFPFL* MSISTTTLFPFL* TATGCTGCCC TTCGCGTCCC 0 TZ 0 0 0 0 0

8939 3983 af AN5116.1 54.m06907 AO070291000063 0 -167 -111 ATGATTCTCATGGCGTTTTATCTTCGCGTTGCCTGCAATTC
GCCTGCCACCATGTGA

ATGATTCTCATGGCGTTTTATCTTCGCGTTGCCTGC
AATTCGCCTGCCACCATGTGA

MILMAFYLRVACNSPATM
*

MILMAFYLRVACNS
PATM*

ACAAGACTTT CTGATAGGCG 0 O 0 MG08570.1 0 0 0

8940 3983 af AN5116.1 54.m06907 AO070291000063 0 -158 -111 ATGGCGTTTTATCTTCGCGTTGCCTGCAATTCGCCTGCCA
CCATGTGA

ATGGCGTTTTATCTTCGCGTTGCCTGCAATTCGCCT
GCCACCATGTGA

MAFYLRVACNSPATM* MAFYLRVACNSPAT
M*

TATGATTCTC CTGATAGGCG 0 O 0 MG08570.1 0 0 0

8941 3983 af AN5116.1 54.m06907 AO070291000063 0 -95 -66 ATGACTTCAATTGGGATTCCTTCATTGTGA ATGACTTCAATTGGGATTCCTTCATTGTGA MTSIGIPSL* MTSIGIPSL* AGGCGTGTAC ATAGTATATA 0 O 0 MG08570.1 0 0 0
8938 3983 an AN5116.1 54.m06907 AO070291000063 0 -243 -157 ATGTGCTTCCACTGGCTCCCCGCACCTCACAACTGCCATA

TCATTCCATCTGTTTCCATTACTCTTTCCTGTATTCCTACAA
ACTGA

ATGTGCTTCCACTGGCTCCCCGCACCTCACAACT
GCCATATCATTCCATCTGTTTCCATTACTCTTTCC
TGTATTCCTACAAACTGA

MCFHWLPAPHNCHIIPSV
SITLSCIPTN*

MCFHWLPAPHNCHIIPS
VSITLSCIPTN*

GGAATTCGAG CCGCGGTCCA 0 O 0 MG08570.1 0 0 0

8942 3983 ao AN5116.1 54.m06907 AO070291000063 0 -110 -3 ATGAAGTCTTACCTGATGACTGGGCTCCCCCACGTCGAAA
AAGTAGAGCAACTCATTTGCTCACCTAGAACCACTTTTTCT
CGATTGAAGGGCACGCATTCCAAGTGA

ATGAAGTCTTACCTGATGACTGGGCTCCCC
CACGTCGAAAAAGTAGAGCAACTCATTTGCT
CACCTAGAACCACTTTTTCTCGATTGAAGGG
CACGCATTCCAAGTGA

MKSYLMTGLPHVEKVEQ
LICSPRTTFSRLKGTHSK*

MKSYLMTGLPHVEK
VEQLICSPRTTFSRL
KGTHSK*

ACACTTGCAC CTATGTCATT 0 O 0 MG08570.1 0 0 0

8943 3983 ao AN5116.1 54.m06907 AO070291000063 0 -95 -3 ATGACTGGGCTCCCCCACGTCGAAAAAGTAGAGCAACTCA
TTTGCTCACCTAGAACCACTTTTTCTCGATTGAAGGGCAC
GCATTCCAAGTGA

ATGACTGGGCTCCCCCACGTCGAAAAAGTA
GAGCAACTCATTTGCTCACCTAGAACCACTT
TTTCTCGATTGAAGGGCACGCATTCCAAGT
GA

MTGLPHVEKVEQLICSPR
TTFSRLKGTHSK*

MTGLPHVEKVEQLI
CSPRTTFSRLKGTH
SK*

GTCTTACCTG CTATGTCATT 0 O 0 MG08570.1 0 0 0

8944 3985 ao AN2055.1 58.m07643 AO070292000025 0 -98 -78 ATGTTATCGATTACCTTTTAA ATGTTATCGATTACCTTTTAA MLSITF* MLSITF* CTTTTTCCCC TTTTTCTTGT 0  0 MG05176.1 0 0 0
8946 3988 af AN9163.1 55.m03303 AO070296000059 0 -264 -235 ATGCTTGAGACCATTACCTCCTGCTGGTAG ATGCTTGAGACCATTACCTCCTGCTGGTAG MLETITSCW* MLETITSCW* TCTATAATCC ATCATTGGTC 0  0 0 0 0 0
8947 3988 af AN9163.1 55.m03303 AO070296000059 0 -214 -161 ATGATTATTTCAAGACTATTAACCACTAAAGACTGGGGCAC

AATGTTAAAATGA
ATGATTATTTCAAGACTATTAACCACTAAAGACTGG
GGCACAATGTTAAAATGA

MIISRLLTTKDWGTMLK* MIISRLLTTKDWGTM
LK*

AAACTATATA TGATGCTATA 0  0 0 0 0 0

8948 3988 af AN9163.1 55.m03303 AO070296000059 0 -172 -161 ATGTTAAAATGA ATGTTAAAATGA MLK* MLK* CTGGGGCACA TGATGCTATA 0  0 0 0 0 0
8949 3988 af AN9163.1 55.m03303 AO070296000059 0 -164 -150 ATGATGATGCTATAA ATGATGATGCTATAA MMML* MMML* CAATGTTAAA TTCGCATTCT 0  0 0 0 0 0
8950 3988 af AN9163.1 55.m03303 AO070296000059 0 -161 -150 ATGATGCTATAA ATGATGCTATAA MML* MML* TGTTAAAATG TTCGCATTCT 0  0 0 0 0 0
8945 3988 an AN9163.1 55.m03303 AO070296000059 0 -132 -52 ATGACGTCACCATCTCTCAGCTTCCAAGTTTCAATTGATGT

CTATTATGTTAAATCACCCCCTGCTCACAAACTATCCTAA
ATGACGTCACCATCTCTCAGCTTCCAAGTTTCAAT
TGATGTCTATTATGTTAAATCACCCCCTGCTCACA
AACTATCCTAA

MTSPSLSFQVSIDVYYVK
SPPAHKLS*

MTSPSLSFQVSIDVYYV
KSPPAHKLS*

TAATTATGCC AGTTTCTCAA 0  0 0 0 0 0

8951 3989 af AN1630.1 58.m07716 AO070299000035 0 -244 -113 ATGAGGGGATATCTCTTATGCAATGGCAAGAGCTGCTGCA
CTTTATTAGTAGCCAGTTATCCCTGCCCTCTTCCTCATTCC
TTCTTATCCTTCCCTCTCCCTTTGTCAGATTCTCACTCTGTT
TCTTCGTAA

ATGAGGGGATATCTCTTATGCAATGGCAAGAGCTG
CTGCACTTTATTAGTAGCCAGTTATCCCTGCCCTCT
TCCTCATTCCTTCTTATCCTTCCCTCTCCCTTTGTCA
GATTCTCACTCTGTTTCTTCGTAA

MRGYLLCNGKSCCTLLV
ASYPCPLPHSFLSFPLPL
SDSHSVSS*

MRGYLLCNGKSCC
TLLVASYPCPLPHSF
LSFPLPLSDSHSVS
S*

CAGCAGAAGG ATCGACTTTT 0 P 0 0 0 0 0

8952 3989 af AN1630.1 58.m07716 AO070299000035 0 -222 -196 ATGGCAAGAGCTGCTGCACTTTATTAG ATGGCAAGAGCTGCTGCACTTTATTAG MARAAALY* MARAAALY* CTCTTATGCA TAGCCAGTTA 0 P 0 0 0 0 0
8956 3991 af AN6239.1 52.m04100 AO070302000122 0 -182 -3 ATGAGGCACCGAGACAAGCTTGAACCTGCAGTGCCGATC

TCGGCCATTTATCAGATTGGACGAGGGGCATGGCACCAAT
GCATTTCTGGATGCGATTTCTGCTATTCCCTGCAGATTTTC
TTTTTCCGTCCCAGCTTCAACCACAATCAAAACGACCAATT
GCTGCTCTATACACATTGA

ATGAGGCACCGAGACAAGCTTGAACCTGCAGTGC
CGATCTCGGCCATTTATCAGATTGGACGAGGGGCA
TGGCACCAATGCATTTCTGGATGCGATTTCTGCTAT
TCCCTGCAGATTTTCTTTTTCCGTCCCAGCTTCAAC
CACAATCAAAACGACCAATTGCTGCTCTATACACAT
TGA

MRHRDKLEPAVPISAIYQI
GRGAWHQCISGCDFCYS
LQIFFFRPSFNHNQNDQL
LLYTH*

MRHRDKLEPAVPIS
AIYQIGRGAWHQCI
SGCDFCYSLQIFFF
RPSFNHNQNDQLLL
YTH*

GCAGCAGCAC ATATGTACTC 0 R 0 0 0 0 0

8953 3991 an AN6239.1 52.m04100 AO070302000122 0 -212 -189 ATGCGAATTCCCACTCTTGACTAA ATGCGAATTCCCACTCTTGACTAA MRIPTLD* MRIPTLD* ATTCAAAGAG AAAGCTGAAA 0 R 0 0 0 0 0
8954 3991 an AN6239.1 52.m04100 AO070302000122 0 -113 -84 ATGATGAAATTGCAAGCAGTGCTGTGCTGA ATGATGAAATTGCAAGCAGTGCTGTGCTGA MMKLQAVLC* MMKLQAVLC* ACCTAGCCAC TAACACCAAA 0 R 0 0 0 0 0
8955 3991 an AN6239.1 52.m04100 AO070302000122 0 -110 -84 ATGAAATTGCAAGCAGTGCTGTGCTGA ATGAAATTGCAAGCAGTGCTGTGCTGA MKLQAVLC* MKLQAVLC* TAGCCACATG TAACACCAAA 0 R 0 0 0 0 0
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8957 3991 ao AN6239.1 52.m04100 AO070302000122 0 -229 -68 ATGGAGATATCCACAGCATCCCAACGCCGACGAAAAGCG
CAACCAAAGGCACATGAATCCGATCTCGGATATTCCACAC
TCCTGCAGAAAATGAACCGTTGCAACGAACTTCTTGACTC
AATCCTAGTTCACGAAAGTCACACACGAACTACTACTTACT
AG

ATGGAGATATCCACAGCATCCCAACGCCGA
CGAAAAGCGCAACCAAAGGCACATGAATCC
GATCTCGGATATTCCACACTCCTGCAGAAAA
TGAACCGTTGCAACGAACTTCTTGACTCAAT
CCTAGTTCACGAAAGTCACACACGAACTACT
ACTTACTAG

MEISTASQRRRKAQPKA
HESDLGYSTLLQKMNRC
NELLDSILVHESHTRTTTY
*

MEISTASQRRRKAQ
PKAHESDLGYSTLL
QKMNRCNELLDSIL
VHESHTRTTTY*

CCACCTTCTC TTTTGACAAG 0 R 0 0 0 0 0

8958 3991 ao AN6239.1 52.m04100 AO070302000122 0 -177 -136 ATGAATCCGATCTCGGATATTCCACACTCCTGCAGAAAAT
GA

ATGAATCCGATCTCGGATATTCCACACTCCT
GCAGAAAATGA

MNPISDIPHSCRK* MNPISDIPHSCRK* CCAAAGGCAC ACCGTTGCAA 0 R 0 0 0 0 0

8959 3991 ao AN6239.1 52.m04100 AO070302000122 0 -139 -68 ATGAACCGTTGCAACGAACTTCTTGACTCAATCCTAGTTCA
CGAAAGTCACACACGAACTACTACTTACTAG

ATGAACCGTTGCAACGAACTTCTTGACTCAA
TCCTAGTTCACGAAAGTCACACACGAACTAC
TACTTACTAG

MNRCNELLDSILVHESHT
RTTTY*

MNRCNELLDSILVH
ESHTRTTTY*

CCTGCAGAAA TTTTGACAAG 0 R 0 0 0 0 0

8963 3995 ao AN1461.1 55.m03257 AO070306000077 0 -255 -193 ATGTTGCTCTGCTTCCAACTGCAGCGAGGGCTTTCCCTCC
AGAATTCATATCCTCCCATATAG

ATGTTGCTCTGCTTCCAACTGCAGCGAGGG
CTTTCCCTCCAGAATTCATATCCTCCCATATA
G

MLLCFQLQRGLSLQNSY
PPI*

MLLCFQLQRGLSLQ
NSYPPI*

CACAGCTGTC TACCATGATG 0 R 0 0 0 0 0

8967 3997 af AN3749.1 65.m07385 AO070309000073 0 -213 -187 ATGATTTACGCAATCCAGAAGTCTTGA ATGATTTACGCAATCCAGAAGTCTTGA MIYAIQKS* MIYAIQKS* ATTACCTGGG ATCAGGCTGG 0 L FG07112.1 MG09306.1 0 0 0
8968 3997 af AN3749.1 65.m07385 AO070309000073 0 -169 -2 ATGAATACCGAGATTTTCAGTAAGGTGCACACTGGTACCT

CTCGCTCAAAAGAAATCGGAAGAGTCATCGCCACTTCTAC
ACTTGCGATGCCAAACCCCACGCCTCTCCTGATCCCGCTT
CGTGTTGAACAGTTGACTCAGGAGTCCACAGCGACTCCC
GCGAGGTAA

ATGAATACCGAGATTTTCAGTAAGGTGCACACTGG
TACCTCTCGCTCAAAAGAAATCGGAAGAGTCATCG
CCACTTCTACACTTGCGATGCCAAACCCCACGCCT
CTCCTGATCCCGCTTCGTGTTGAACAGTTGACTCA
GGAGTCCACAGCGACTCCCGCGAGGTAA

MNTEIFSKVHTGTSRSKEI
GRVIATSTLAMPNPTPLLI
PLRVEQLTQESTATPAR*

MNTEIFSKVHTGTS
RSKEIGRVIATSTLA
MPNPTPLLIPLRVEQ
LTQESTATPAR*

TGGTTAATAA AATGACACTA 0 L FG07112.1 MG09306.1 0 0 0

8969 3997 af AN3749.1 65.m07385 AO070309000073 0 -82 -2 ATGCCAAACCCCACGCCTCTCCTGATCCCGCTTCGTGTTG
AACAGTTGACTCAGGAGTCCACAGCGACTCCCGCGAGGT
AA

ATGCCAAACCCCACGCCTCTCCTGATCCCGCTTCG
TGTTGAACAGTTGACTCAGGAGTCCACAGCGACTC
CCGCGAGGTAA

MPNPTPLLIPLRVEQLTQ
ESTATPAR*

MPNPTPLLIPLRVEQ
LTQESTATPAR*

TACACTTGCG AATGACACTA 0 L FG07112.1 MG09306.1 0 0 0

8966 3997 an AN3749.1 65.m07385 AO070309000073 0 -128 -96 ATGACGGCAATATTGCGGCCCCTGGAGCGTTAA ATGACGGCAATATTGCGGCCCCTGGAGCGTTAA MTAILRPLER* MTAILRPLER* CCGCAGTATA AAGGCTTGCA 0 L FG07112.1 MG09306.1 0 0 0

8970 3997 ao AN3749.1 65.m07385 AO070309000073 0 -248 -216 ATGCGGGGCTGTCAACCGCTAATGGCCGCATGA ATGCGGGGCTGTCAACCGCTAATGGCCGC
ATGA

MRGCQPLMAA* MRGCQPLMAA* CGTTAATACT TATCCTGGTA 0 L FG07112.1 MG09306.1 0 0 0

8971 3997 ao AN3749.1 65.m07385 AO070309000073 0 -227 -216 ATGGCCGCATGA ATGGCCGCATGA MAA* MAA* TCAACCGCTA TATCCTGGTA 0 L FG07112.1 MG09306.1 0 0 0
8972 3997 ao AN3749.1 65.m07385 AO070309000073 0 -219 -187 ATGATATCCTGGTATCCAATACTTGTTTACTAA ATGATATCCTGGTATCCAATACTTGTTTACTA

A
MISWYPILVY* MISWYPILVY* TAATGGCCGC ACCTATTTCG 0 L FG07112.1 MG09306.1 0 0 0

8973 3997 ao AN3749.1 65.m07385 AO070309000073 0 -175 -56 ATGCTTTTTACGAAAACCTATTGCCGAGAGCTTCCTTTGCC
ACCTCTTCCTTGGCCGCTGATCCATTACTACGTTTCGCCC
ATCTCGTTGTATCTTATTTCTTCTTGGAGTATCACGTAA

ATGCTTTTTACGAAAACCTATTGCCGAGAGC
TTCCTTTGCCACCTCTTCCTTGGCCGCTGAT
CCATTACTACGTTTCGCCCATCTCGTTGTAT
CTTATTTCTTCTTGGAGTATCACGTAA

MLFTKTYCRELPLPPLPW
PLIHYYVSPISLYLISSWSI
T*

MLFTKTYCRELPLP
PLPWPLIHYYVSPIS
LYLISSWSIT*

CCTATTTCGA TAGAGCGCCT 0 L FG07112.1 MG09306.1 0 0 0

8975 3998 af AN8214.1 53.m03759 AO070310000098 0 -193 -110 ATGCGTGTGGTACAAAAAGCGGTGGGAAAACAAAGCAAA
CTGTGGTGTCTACAGAGTAAGTCTAGTGGATTTATCAATTG
CTAG

ATGCGTGTGGTACAAAAAGCGGTGGGAAAACAAA
GCAAACTGTGGTGTCTACAGAGTAAGTCTAGTGGA
TTTATCAATTGCTAG

MRVVQKAVGKQSKLWC
LQSKSSGFINC*

MRVVQKAVGKQSK
LWCLQSKSSGFINC
*

AATTGGGCTG CATTTACTAG 0 A 0 MG07477.1 0 0 0

8976 3998 ao AN8214.1 53.m03759 AO070310000098 0 -271 -176 ATGAAAGTAACCTTTGGAGTTGGAGAAGATTTAAAGTATCC
CTTCAAAAAAATAAAATACAATCTTCCTGTCCGATCATATG
CAACGAGACGGTAA

ATGAAAGTAACCTTTGGAGTTGGAGAAGATT
TAAAGTATCCCTTCAAAAAAATAAAATACAAT
CTTCCTGTCCGATCATATGCAACGAGACGG
TAA

MKVTFGVGEDLKYPFKKI
KYNLPVRSYATRR*

MKVTFGVGEDLKYP
FKKIKYNLPVRSYAT
RR*

ATAGTTGAAT GAGGAAGAAC 0 A 0 MG07477.1 0 0 0

8977 3998 ao AN8214.1 53.m03759 AO070310000098 0 -192 -163 ATGCAACGAGACGGTAAGAGGAAGAACTGA ATGCAACGAGACGGTAAGAGGAAGAACTGA MQRDGKRKN* MQRDGKRKN* GTCCGATCAT CAATGCGGAG 0 A 0 MG07477.1 0 0 0

8981 4003 af AN0910.1 70.m15519 AO070320000091 0 -127 -32 ATGCATACAACTTGGCTGACAACAAATCGATCTCATCTCAT
CTCAGTCTGCTTGTACAGGACACCACATACATCATCCCCA
TATCTTCTCCCGTAA

ATGCATACAACTTGGCTGACAACAAATCGATCTCAT
CTCATCTCAGTCTGCTTGTACAGGACACCACATAC
ATCATCCCCATATCTTCTCCCGTAA

MHTTWLTTNRSHLISVCL
YRTPHTSSPYLLP*

MHTTWLTTNRSHLI
SVCLYRTPHTSSPY
LLP*

GAAATAGTTG GGGATGATGT 0 I 0 0 0 0 0

8978 4003 an AN0910.1 70.m15519 AO070320000091 0 -95 -78 ATGAGTCTATCCTACTGA ATGAGTCTATCCTACTGA MSLSY* MSLSY* ACCTGTTCAC AAATCCCGCG 0 I 0 0 0 0 0
8984 4003 ao AN0910.1 70.m15519 AO070320000091 0 -135 -115 ATGCAAAAGCACGAGATTTGA ATGCAAAAGCACGAGATTTGA MQKHEI* MQKHEI* CTGCAGCATG GGGGGAAAGA 0 I 0 0 0 0 0
8989 4004 af AN3537.1 57.m05323 AO070321000015 0 -238 -191 ATGAAATGGGTTGGGTGGGACCGCGTTACATTTGAAGCC

CTAAGTTGA
ATGAAATGGGTTGGGTGGGACCGCGTTACATTTGA
AGCCCTAAGTTGA

MKWVGWDRVTFEALS* MKWVGWDRVTFEA
LS*

GGAAACCTGG TGGTGTCATG 0 Q 0 0 0 0 0

8990 4004 af AN3537.1 57.m05323 AO070321000015 0 -233 -204 ATGGGTTGGGTGGGACCGCGTTACATTTGA ATGGGTTGGGTGGGACCGCGTTACATTTGA MGWVGPRYI* MGWVGPRYI* CCTGGATGAA AGCCCTAAGT 0 Q 0 0 0 0 0
8991 4004 af AN3537.1 57.m05323 AO070321000015 0 -191 -132 ATGGTGTCATGTTCCGGGTGCAGAAGTATTCCTATACTTTT

CCTCCCACTACAAAGCTAG
ATGGTGTCATGTTCCGGGTGCAGAAGTATTCCTAT
ACTTTTCCTCCCACTACAAAGCTAG

MVSCSGCRSIPILFLPLQS
*

MVSCSGCRSIPILFL
PLQS*

CCCTAAGTTG GTGCTGTTGA 0 Q 0 0 0 0 0

8985 4004 an AN3537.1 57.m05323 AO070321000015 0 -262 -245 ATGGGTTGTGAAACCTGA ATGGGTTGTGAAACCTGA MGCET* MGCET* CGATAGTGAA GTCGTCGGTA 0 Q 0 0 0 0 0
8986 4004 an AN3537.1 57.m05323 AO070321000015 0 -189 -67 ATGTGTCATGACCCCGATGCAGAAGTTGTTCGGAAACGAT

TCCCAGCGCATAGAGAGCGCTATCAATCATTATTAGAGGG
TCGAGTGCCATCGTCTGAGAACTGTGTTCTCCAAATGTCA
TAA

ATGTGTCATGACCCCGATGCAGAAGTTGTTCGGA
AACGATTCCCAGCGCATAGAGAGCGCTATCAATC
ATTATTAGAGGGTCGAGTGCCATCGTCTGAGAAC
TGTGTTCTCCAAATGTCATAA

MCHDPDAEVVRKRFPAH
RERYQSLLEGRVPSSEN
CVLQMS*

MCHDPDAEVVRKRFPA
HRERYQSLLEGRVPSSE
NCVLQMS*

GCCTGAGTGG TTTTCTGCTG 0 Q 0 0 0 0 0

8987 4004 an AN3537.1 57.m05323 AO070321000015 0 -182 -114 ATGACCCCGATGCAGAAGTTGTTCGGAAACGATTCCCAGC
GCATAGAGAGCGCTATCAATCATTATTAG

ATGACCCCGATGCAGAAGTTGTTCGGAAACGATT
CCCAGCGCATAGAGAGCGCTATCAATCATTATTA
G

MTPMQKLFGNDSQRIES
AINHY*

MTPMQKLFGNDSQRIE
SAINHY*

TGGATGTGTC AGGGTCGAGT 0 Q 0 0 0 0 0

8988 4004 an AN3537.1 57.m05323 AO070321000015 0 -173 -114 ATGCAGAAGTTGTTCGGAAACGATTCCCAGCGCATAGAGA
GCGCTATCAATCATTATTAG

ATGCAGAAGTTGTTCGGAAACGATTCCCAGCGCA
TAGAGAGCGCTATCAATCATTATTAG

MQKLFGNDSQRIESAINH
Y*

MQKLFGNDSQRIESAIN
HY*

CATGACCCCG AGGGTCGAGT 0 Q 0 0 0 0 0

8992 4004 ao AN3537.1 57.m05323 AO070321000015 0 -264 -235 ATGACTCCAAATTCAATTAGTGGGGCGTAA ATGACTCCAAATTCAATTAGTGGGGCGTAA MTPNSISGA* MTPNSISGA* AGCAATCTCC TTTATCTACA 0 Q 0 0 0 0 0

8993 4004 ao AN3537.1 57.m05323 AO070321000015 0 -199 -182 ATGCCCCACGTTCAATAA ATGCCCCACGTTCAATAA MPHVQ* MPHVQ* TACCCAGAAA CGAAATACCT 0 Q 0 0 0 0 0
8994 4004 ao AN3537.1 57.m05323 AO070321000015 0 -165 -151 ATGGAACTCCACTAG ATGGAACTCCACTAG MELH* MELH* ACCTATACAC TTTCTTCCGC 0 Q 0 0 0 0 0
8995 4004 ao AN3537.1 57.m05323 AO070321000015 0 -71 -42 ATGGTTGAATTGCCTGTCTGCTCCCGATAA ATGGTTGAATTGCCTGTCTGCTCCCGATAA MVELPVCSR* MVELPVCSR* CCATAGTTCC CGTCTACATC 0 Q 0 0 0 0 0

8996 4005 af AN0204.1 71.m15469 AO070321000040 0 -201 -190 ATGTACAAGTAG ATGTACAAGTAG MYK* MYK* TATATAATTT ACGGCAACAT 0 A 0 0 NCU06520.1 0 0

8997 4006 ao AN1778.1 69.m15077 AO070324000018 0 -252 -235 ATGATACGCCATACATAG ATGATACGCCATACATAG MIRHT* MIRHT* TAGTACATAC AGTGGAGGCA 0 H FG09312.1 MG00599.1 0 0 0
9001 4008 an AN7723.1 71.m15750 AO070325000138 0 -209 -192 ATGGAAGTCGCGTTCTAG ATGGAAGTCGCGTTCTAG MEVAF* MEVAF* CTAACTAGAA GCGCGCGCAA 0 L FG06122.1 0 NCU01370.1 0 0

9003 4008 ao AN7723.1 71.m15750 AO070325000138 0 -186 -142 ATGAACCGCGTTGGAGGCGCGCCGAGAAAAAGCCACGA
GGGATAA

ATGAACCGCGTTGGAGGCGCGCCGAGAAA
AAGCCACGAGGGATAA

MNRVGGAPRKSHEG* MNRVGGAPRKSHE
G*

TCCTCAATCA AGGACTAGAG 0 L FG06122.1 0 NCU01370.1 0 0

9005 4009 af AN3427.1 59.m09282 AO070327000003 0 -140 -63 ATGCGCTTGGGTTACCTTGGCCAGTCAAAACAAGCTCCTA
TTCTGAATTGCTATTTTACGGCCTCATTAATCTATTAA

ATGCGCTTGGGTTACCTTGGCCAGTCAAAACAAGC
TCCTATTCTGAATTGCTATTTTACGGCCTCATTAATC
TATTAA

MRLGYLGQSKQAPILNCY
FTASLIY*

MRLGYLGQSKQAPI
LNCYFTASLIY*

CAATAGTTGA TGAAGTGGGC 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9006 4009 af AN3427.1 59.m09282 AO070327000003 0 -63 -43 ATGAAGTGGGCCATTTTCTAA ATGAAGTGGGCCATTTTCTAA MKWAIF* MKWAIF* TAATCTATTA CGACGATTTT 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9007 4009 ao AN3427.1 59.m09282 AO070327000003 0 -245 -225 ATGGGACCAAATGCCAAATGA ATGGGACCAAATGCCAAATGA MGPNAK* MGPNAK* AGAGGCCCTT TTGAAGGGTG 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9008 4009 ao AN3427.1 59.m09282 AO070327000003 0 -235 -221 ATGCCAAATGATTGA ATGCCAAATGATTGA MPND* MPND* ATGGGACCAA AGGGTGATCC 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9009 4009 ao AN3427.1 59.m09282 AO070327000003 0 -228 -214 ATGATTGAAGGGTGA ATGATTGAAGGGTGA MIEG* MIEG* CAAATGCCAA TCCGGGCGGA 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9010 4009 ao AN3427.1 59.m09282 AO070327000003 0 -203 -150 ATGTTTCTGCCCGTCAAAAGAGGGAAAGGAAAAAGAAAAA
AAATAGAAATTTAG

ATGTTTCTGCCCGTCAAAAGAGGGAAAGGA
AAAAGAAAAAAAATAGAAATTTAG

MFLPVKRGKGKRKKIEI* MFLPVKRGKGKRKK
IEI*

TCCGGGCGGA TTTCCCTCGA 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9011 4009 ao AN3427.1 59.m09282 AO070327000003 0 -137 -78 ATGAGCGGTACTAGTAGATCGTGCCACAATCTGACCGAGT
GCTTGTTACATTACTACTGA

ATGAGCGGTACTAGTAGATCGTGCCACAAT
CTGACCGAGTGCTTGTTACATTACTACTGA

MSGTSRSCHNLTECLLH
YY*

MSGTSRSCHNLTEC
LLHYY*

TCCCTCGACA TCATCGTCCT 0 K FG10156.1 0 NCU04273.1 YNL175C YNL175C

9017 4010 af AN9038.1 59.m08392 AO070330000171 0 -246 -181 ATGAAATGCGTCAAAACAGGCCTCGTGGAGTCCCATCCCT
GTTTATGGGCTGTTTATGGTGTCTAA

ATGAAATGCGTCAAAACAGGCCTCGTGGAGTCCCA
TCCCTGTTTATGGGCTGTTTATGGTGTCTAA

MKCVKTGLVESHPCLWA
VYGV*

MKCVKTGLVESHPC
LWAVYGV*

CTCCGCGGCA CCAAACAGGA 0 H FG05299.1 0 0 0 0

9018 4010 af AN9038.1 59.m08392 AO070330000171 0 -241 -86 ATGCGTCAAAACAGGCCTCGTGGAGTCCCATCCCTGTTTA
TGGGCTGTTTATGGTGTCTAACCAAACAGGATAGTACTATT
GTATGTGCACTAACGATTGTCATTGAGGTTTATCGGAGGT
TTGGTAGACTCGTGAGTAAGAAATCTCCCCCATGA

ATGCGTCAAAACAGGCCTCGTGGAGTCCCATCCCT
GTTTATGGGCTGTTTATGGTGTCTAACCAAACAGG
ATAGTACTATTGTATGTGCACTAACGATTGTCATTG
AGGTTTATCGGAGGTTTGGTAGACTCGTGAGTAAG
AAATCTCCCCCATGA

MRQNRPRGVPSLFMGC
LWCLTKQDSTIVCALTIVI
EVYRRFGRLVSKKSPP*

MRQNRPRGVPSLF
MGCLWCLTKQDSTI
VCALTIVIEVYRRFG
RLVSKKSPP*

CGGCAATGAA TCTTACAAAC 0 H FG05299.1 0 0 0 0

9019 4010 af AN9038.1 59.m08392 AO070330000171 0 -202 -86 ATGGGCTGTTTATGGTGTCTAACCAAACAGGATAGTACTAT
TGTATGTGCACTAACGATTGTCATTGAGGTTTATCGGAGG
TTTGGTAGACTCGTGAGTAAGAAATCTCCCCCATGA

ATGGGCTGTTTATGGTGTCTAACCAAACAGGATAG
TACTATTGTATGTGCACTAACGATTGTCATTGAGGT
TTATCGGAGGTTTGGTAGACTCGTGAGTAAGAAAT
CTCCCCCATGA

MGCLWCLTKQDSTIVCA
LTIVIEVYRRFGRLVSKKS
PP*

MGCLWCLTKQDSTI
VCALTIVIEVYRRFG
RLVSKKSPP*

ATCCCTGTTT TCTTACAAAC 0 H FG05299.1 0 0 0 0

9020 4010 af AN9038.1 59.m08392 AO070330000171 0 -191 -168 ATGGTGTCTAACCAAACAGGATAG ATGGTGTCTAACCAAACAGGATAG MVSNQTG* MVSNQTG* TGGGCTGTTT TACTATTGTA 0 H FG05299.1 0 0 0 0
9021 4010 af AN9038.1 59.m08392 AO070330000171 0 -158 -135 ATGTGCACTAACGATTGTCATTGA ATGTGCACTAACGATTGTCATTGA MCTNDCH* MCTNDCH* GTACTATTGT GGTTTATCGG 0 H FG05299.1 0 0 0 0
9012 4010 an AN9038.1 59.m08392 AO070330000171 0 -148 -77 ATGAATGGAGGTGTTCGTATTGGCTCTAATGACCTCATTAT

GATGCGCGCGGGGATTCCCAGATATTTTTGA
ATGAATGGAGGTGTTCGTATTGGCTCTAATGACC
TCATTATGATGCGCGCGGGGATTCCCAGATATTT
TTGA

MNGGVRIGSNDLIMMRA
GIPRYF*

MNGGVRIGSNDLIMMR
AGIPRYF*

GTTACAAATC AGCTGCCAAG 0 H FG05299.1 0 0 0 0

9013 4010 an AN9038.1 59.m08392 AO070330000171 0 -144 -106 ATGGAGGTGTTCGTATTGGCTCTAATGACCTCATTATGA ATGGAGGTGTTCGTATTGGCTCTAATGACCTCAT
TATGA

MEVFVLALMTSL* MEVFVLALMTSL* CAAATCATGA TGCGCGCGGG 0 H FG05299.1 0 0 0 0

9014 4010 an AN9038.1 59.m08392 AO070330000171 0 -120 -106 ATGACCTCATTATGA ATGACCTCATTATGA MTSL* MTSL* ATTGGCTCTA TGCGCGCGGG 0 H FG05299.1 0 0 0 0
9015 4010 an AN9038.1 59.m08392 AO070330000171 0 -109 -77 ATGATGCGCGCGGGGATTCCCAGATATTTTTGA ATGATGCGCGCGGGGATTCCCAGATATTTTTGA MMRAGIPRYF* MMRAGIPRYF* TGACCTCATT AGCTGCCAAG 0 H FG05299.1 0 0 0 0

9016 4010 an AN9038.1 59.m08392 AO070330000171 0 -106 -77 ATGCGCGCGGGGATTCCCAGATATTTTTGA ATGCGCGCGGGGATTCCCAGATATTTTTGA MRAGIPRYF* MRAGIPRYF* CCTCATTATG AGCTGCCAAG 0 H FG05299.1 0 0 0 0
9024 4010 ao AN9038.1 59.m08392 AO070330000171 0 -208 -191 ATGGGTTATAGTCGCTAG ATGGGTTATAGTCGCTAG MGYSR* MGYSR* GAAGAGGTAT TTGACGCGCG 0 H FG05299.1 0 0 0 0
9025 4010 ao AN9038.1 59.m08392 AO070330000171 0 -140 -111 ATGGCGCAAAGGAAAAGGTACCAAAGATGA ATGGCGCAAAGGAAAAGGTACCAAAGATGA MAQRKRYQR* MAQRKRYQR* AATCAAGTAT CGCCAATATT 0 H FG05299.1 0 0 0 0

9026 4010 ao AN9038.1 59.m08392 AO070330000171 0 -114 -97 ATGACGCCAATATTATGA ATGACGCCAATATTATGA MTPIL* MTPIL* GGTACCAAAG AATTAGGGTT 0 H FG05299.1 0 0 0 0
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9027 4010 ao AN9038.1 59.m08392 AO070330000171 0 -100 -38 ATGAAATTAGGGTTACGACGACCACAATCCTTTATTCATAT
TTCTACGCCAACAACAGACTGA

ATGAAATTAGGGTTACGACGACCACAATCCT
TTATTCATATTTCTACGCCAACAACAGACTG
A

MKLGLRRPQSFIHISTPTT
D*

MKLGLRRPQSFIHIS
TPTTD*

CGCCAATATT ACATAATAAA 0 H FG05299.1 0 0 0 0

9029 4011 af AN2879.1 53.m04051 AO070330000208 0 -111 -61 ATGCTGAACCCCGCCTTGACTCGCATGTGTAAAGGCCTGT
ACTTACTATGA

ATGCTGAACCCCGCCTTGACTCGCATGTGTAAAGG
CCTGTACTTACTATGA

MLNPALTRMCKGLYLL* MLNPALTRMCKGLY
LL*

AGTGCTATCA CCGCCGCAAC 0 JIT 0 0 0 0 0

9030 4011 af AN2879.1 53.m04051 AO070330000208 0 -87 -61 ATGTGTAAAGGCCTGTACTTACTATGA ATGTGTAAAGGCCTGTACTTACTATGA MCKGLYLL* MCKGLYLL* CTTGACTCGC CCGCCGCAAC 0 JIT 0 0 0 0 0
9031 4011 af AN2879.1 53.m04051 AO070330000208 0 -64 -44 ATGACCGCCGCAACTATTTAA ATGACCGCCGCAACTATTTAA MTAATI* MTAATI* TGTACTTACT GGCAGTCGAG 0 JIT 0 0 0 0 0
9028 4011 an AN2879.1 53.m04051 AO070330000208 0 -263 -117 ATGGCGAGCCGGCGGTTTGGCCGGCGTATACGTTGGCCT

TCCCCACGCTACCTCCTTAGCTTCGATAAGCACAGGTGGA
CACAGGCTCACTTGGAGTTGCTTCCCATCTTCCAACGTAC
AAATAACTTGAAAAGCACAATAGATTAA

ATGGCGAGCCGGCGGTTTGGCCGGCGTATACGT
TGGCCTTCCCCACGCTACCTCCTTAGCTTCGATA
AGCACAGGTGGACACAGGCTCACTTGGAGTTGC
TTCCCATCTTCCAACGTACAAATAACTTGAAAAGC
ACAATAGATTAA

MASRRFGRRIRWPSPRY
LLSFDKHRWTQAHLELLP
IFQRTNNLKSTID*

MASRRFGRRIRWPSPR
YLLSFDKHRWTQAHLEL
LPIFQRTNNLKSTID*

TTCAGGAACG TAATAGACAC 0 JIT 0 0 0 0 0

9033 4011 ao AN2879.1 53.m04051 AO070330000208 0 -146 -78 ATGCGGAAGGTAGACGCGCTTCGGCCGGTAAAGGATTGT
TGGAGGTTCTCCTCACGCGGAGCAACTTAG

ATGCGGAAGGTAGACGCGCTTCGGCCGGT
AAAGGATTGTTGGAGGTTCTCCTCACGCGG
AGCAACTTAG

MRKVDALRPVKDCWRFS
SRGAT*

MRKVDALRPVKDC
WRFSSRGAT*

AACCATCCCA CACTGAGGCC 0 JIT 0 0 0 0 0

9034 4012 af AN1191.1 70.m15030 AO070331000192 0 -114 -13 ATGCGACTTCCCCACTTCGGGACGAACACTGACAAGTCAT
ATCAATCTCAGGAACCCCAGCAACTCAACAGCAGTCTCTT
CATTCTCTTGTCTAAAGTCTGA

ATGCGACTTCCCCACTTCGGGACGAACACTGACAA
GTCATATCAATCTCAGGAACCCCAGCAACTCAACA
GCAGTCTCTTCATTCTCTTGTCTAAAGTCTGA

MRLPHFGTNTDKSYQSQ
EPQQLNSSLFILLSKV*

MRLPHFGTNTDKSY
QSQEPQQLNSSLFI
LLSKV*

TTCACCTTGT TTACCCGTCA 0 O 0 MG05737.1 0 YDR510W 0

9037 4016 af AN4921.1 59.m08824 AO070338000022 0 -94 -20 ATGGCACTTCCCTTGCATTGCTTATCTTGTCACAAGCAGCA
TCGCCTCACCAACATTCATCTACTTATACACTAA

ATGGCACTTCCCTTGCATTGCTTATCTTGTCACAAG
CAGCATCGCCTCACCAACATTCATCTACTTATACAC
TAA

MALPLHCLSCHKQHRLT
NIHLLIH*

MALPLHCLSCHKQH
RLTNIHLLIH*

AGCCAGCACC CACAAACCAA 0  0 0 0 0 0

9036 4016 an AN4921.1 59.m08824 AO070338000022 0 -231 -154 ATGATCGAGTACCTTGGGGACTCAAGTACCCTGAGGAACA
TCCACAGGGTGCACGAGACCAGTGCCTATCAGTCTTGA

ATGATCGAGTACCTTGGGGACTCAAGTACCCTGA
GGAACATCCACAGGGTGCACGAGACCAGTGCCT
ATCAGTCTTGA

MIEYLGDSSTLRNIHRVH
ETSAYQS*

MIEYLGDSSTLRNIHRVH
ETSAYQS*

AAAGGGAGTA ATCCCCTATA 0  0 0 0 0 0

9038 4016 ao AN4921.1 59.m08824 AO070338000022 0 -223 -101 ATGACCAAACCATCATGTTTTTTGCCATTATTGGCTTTAAA
GGACCTTGGGATCCAAGTACCCCGGAGGCCATCATTTAC
CACCAACAGATTTATAGAAGCTGTACGGAACTATCTCATGT
AA

ATGACCAAACCATCATGTTTTTTGCCATTATT
GGCTTTAAAGGACCTTGGGATCCAAGTACC
CCGGAGGCCATCATTTACCACCAACAGATTT
ATAGAAGCTGTACGGAACTATCTCATGTAA

MTKPSCFLPLLALKDLGI
QVPRRPSFTTNRFIEAVR
NYLM*

MTKPSCFLPLLALK
DLGIQVPRRPSFTT
NRFIEAVRNYLM*

GACGCAGATC CTGCTAGTTC 0  0 0 0 0 0

9039 4016 ao AN4921.1 59.m08824 AO070338000022 0 -209 -36 ATGTTTTTTGCCATTATTGGCTTTAAAGGACCTTGGGATCC
AAGTACCCCGGAGGCCATCATTTACCACCAACAGATTTAT
AGAAGCTGTACGGAACTATCTCATGTAACTGCTAGTTCAAA
GAAAACTTTTGCTCTTCTGAGTATACCTAAATCCTCGGGTG
ACAACCCCTGA

ATGTTTTTTGCCATTATTGGCTTTAAAGGACC
TTGGGATCCAAGTACCCCGGAGGCCATCAT
TTACCACCAACAGATTTATAGAAGCTGTACG
GAACTATCTCATGTAACTGCTAGTTCAAAGA
AAACTTTTGCTCTTCTGAGTATACCTAAATCC
TCGGGTGACAACCCCTGA

MFFAIIGFKGPWDPSTPE
AIIYHQQIYRSCTELSHVT
ASSKKTFALLSIPKSSGD
NP*

MFFAIIGFKGPWDP
STPEAIIYHQQIYRS
CTELSHVTASSKKT
FALLSIPKSSGDNP*

CCAAACCATC ACAACCCTAA 0  0 0 0 0 0

9041 4017 af AN6726.1 65.m07244 AO070339000170 0 -261 -154 ATGAGGAACCTCAGGCAACAACTGCACTTACCTGCTCGCG
TAAGCCAGTTCTGGCATTTGTATCGTCACCGCCCCAGACA
TGGCTTGGCGCTGGGCAGATGGACCTAA

ATGAGGAACCTCAGGCAACAACTGCACTTACCTGC
TCGCGTAAGCCAGTTCTGGCATTTGTATCGTCACC
GCCCCAGACATGGCTTGGCGCTGGGCAGATGGAC
CTAA

MRNLRQQLHLPARVSQF
WHLYRHRPRHGLALGR
WT*

MRNLRQQLHLPAR
VSQFWHLYRHRPR
HGLALGRWT*

GCTTCGAGAC GCTGTGCTGC 0 O 0 0 0 0 0

9042 4017 af AN6726.1 65.m07244 AO070339000170 0 -182 -48 ATGGCTTGGCGCTGGGCAGATGGACCTAAGCTGTGCTGC
GTCAACACCTTGTCGCCTGTTGCTTGGAGGAGGAGAGCTT
CACTTGAACTTCAACAATTTCATTTTGTCTTCATATTATCTT
CCCCATCTTTTTGA

ATGGCTTGGCGCTGGGCAGATGGACCTAAGCTGT
GCTGCGTCAACACCTTGTCGCCTGTTGCTTGGAGG
AGGAGAGCTTCACTTGAACTTCAACAATTTCATTTT
GTCTTCATATTATCTTCCCCATCTTTTTGA

MAWRWADGPKLCCVNT
LSPVAWRRRASLELQQF
HFVFILSSPSF*

MAWRWADGPKLC
CVNTLSPVAWRRR
ASLELQQFHFVFILS
SPSF*

CGCCCCAGAC TAGCTCTATA 0 O 0 0 0 0 0

9040 4017 an AN6726.1 65.m07244 AO070339000170 0 -196 -137 ATGGAGGAGCTCCGATTTACTGCCACCGCCTTCCGACTTT
GGACTGGTAAACTGATGTGA

ATGGAGGAGCTCCGATTTACTGCCACCGCCTTC
CGACTTTGGACTGGTAAACTGATGTGA

MEELRFTATAFRLWTGK
LM*

MEELRFTATAFRLWTGK
LM*

GCGAGTGGAG GCTGAAGGCT 0 O 0 0 0 0 0

9043 4017 ao AN6726.1 65.m07244 AO070339000170 0 -241 -200 ATGGAAACGGCGCTAAGTGCTCGCCTAGCGTCACCGCCT
TAG

ATGGAAACGGCGCTAAGTGCTCGCCTAGCG
TCACCGCCTTAG

METALSARLASPP* METALSARLASPP* AGAGAAGCTG GCGCGGCTTG 0 O 0 0 0 0 0

9044 4018 an AN4188.1 54.m06746 AO070342000109 0 -166 -122 ATGGCGGGGAACTGTAGGGAGAGGGTGGAGGAGCGGAT
GCGATGA

ATGGCGGGGAACTGTAGGGAGAGGGTGGAGGA
GCGGATGCGATGA

MAGNCRERVEERMR* MAGNCRERVEERMR* GAGGGGAAAG GGTTCTGCGC 0  0 0 0 0 0

9052 4021 af AN1020.1 70.m15238 AO070343000595 0 -84 -49 ATGATCGTGGTCTGCAAAGGTAATTGTTCAGCATAA ATGATCGTGGTCTGCAAAGGTAATTGTTCAGCATAA MIVVCKGNCSA* MIVVCKGNCSA* TATTCTTGCG CTGTCATCTA 0 S 0 0 0 0 0

9045 4021 an AN1020.1 70.m15238 AO070343000595 0 -261 -232 ATGATAGATTCGATGACAGTGACACCTTAG ATGATAGATTCGATGACAGTGACACCTTAG MIDSMTVTP* MIDSMTVTP* AAGAGATAAG CTATGGTTGG 0 S 0 0 0 0 0
9046 4021 an AN1020.1 70.m15238 AO070343000595 0 -249 -232 ATGACAGTGACACCTTAG ATGACAGTGACACCTTAG MTVTP* MTVTP* GATAGATTCG CTATGGTTGG 0 S 0 0 0 0 0
9047 4021 an AN1020.1 70.m15238 AO070343000595 0 -229 -191 ATGGTTGGAACGCATATCTTTAGAACGGTACTTGCATGA ATGGTTGGAACGCATATCTTTAGAACGGTACTTG

CATGA
MVGTHIFRTVLA* MVGTHIFRTVLA* CACCTTAGCT TACTTTTTTG 0 S 0 0 0 0 0

9048 4021 an AN1020.1 70.m15238 AO070343000595 0 -194 -174 ATGATACTTTTTTGGAACTAG ATGATACTTTTTTGGAACTAG MILFWN* MILFWN* CGGTACTTGC ATGGAGAGCT 0 S 0 0 0 0 0
9049 4021 an AN1020.1 70.m15238 AO070343000595 0 -173 -162 ATGGAGAGCTAG ATGGAGAGCTAG MES* MES* TTGGAACTAG CTTTGGAAGG 0 S 0 0 0 0 0
9050 4021 an AN1020.1 70.m15238 AO070343000595 0 -150 -91 ATGAGGCTCTTTCAAAGCAACCTTGGATATGGAGTATACT

CCAGAGTAAAAACCCTATGA
ATGAGGCTCTTTCAAAGCAACCTTGGATATGGAG
TATACTCCAGAGTAAAAACCCTATGA

MRLFQSNLGYGVYSRVK
TL*

MRLFQSNLGYGVYSRV
KTL*

TTTGGAAGGG CGTAACGTGA 0 S 0 0 0 0 0

9051 4021 an AN1020.1 70.m15238 AO070343000595 0 -122 -102 ATGGAGTATACTCCAGAGTAA ATGGAGTATACTCCAGAGTAA MEYTPE* MEYTPE* AACCTTGGAT AAACCCTATG 0 S 0 0 0 0 0
9053 4021 ao AN1020.1 70.m15238 AO070343000595 0 -134 -30 ATGGCGACTTTCCATTTTTGGAAACCCTCAAACCCTTACTT

GGCTGAAGAAAGAACGACACCTGAGATCCTCACCCGCTT
GCATGCAGCAAACAACACTGCCTGA

ATGGCGACTTTCCATTTTTGGAAACCCTCAA
ACCCTTACTTGGCTGAAGAAAGAACGACAC
CTGAGATCCTCACCCGCTTGCATGCAGCAA
ACAACACTGCCTGA

MATFHFWKPSNPYLAEE
RTTPEILTRLHAANNTA*

MATFHFWKPSNPYL
AEERTTPEILTRLHA
ANNTA*

AAATGACGTC AAACTATCCA 0 S 0 0 0 0 0

9054 4022 af AN2008.1 58.m07617 AO070179000004 0 -167 -150 ATGGACTGTCCTCTTTGA ATGGACTGTCCTCTTTGA MDCPL* MDCPL* AGTACATAAC TCCCTTGCTT 0 R 0 0 0 YHR100C 0
9055 4024 an AN4402.1 58.m07924 AO070261000046 0 -249 -232 ATGCCCCAGGCGTTTTAA ATGCCCCAGGCGTTTTAA MPQAF* MPQAF* GTAATATCGG GGCACCGTCG 0 P 0 0 0 0 0
9056 4026 an AN0600.1 69.m15248 AO070280000025 0 -189 -169 ATGGAATTTTGCTGCCTTTGA ATGGAATTTTGCTGCCTTTGA MEFCCL* MEFCCL* GACAATCATT TCCGTTACGC 0  0 0 0 0 0
9057 4026 an AN0600.1 69.m15248 AO070280000025 0 -98 -51 ATGTTGTTACCAATATTTATAAGGACTCATACAAATCGCGC

CCCCTAG
ATGTTGTTACCAATATTTATAAGGACTCATACAAA
TCGCGCCCCCTAG

MLLPIFIRTHTNRAP* MLLPIFIRTHTNRAP* AATCTTTTTA CGCCATCACT 0  0 0 0 0 0

9058 4026 ao AN0600.1 69.m15248 AO070280000025 0 -257 -135 ATGACCCCTGGGACCCAACCTTTTCATTCAACAATGCTGC
CTGGGACTGCGTACAAGTGCAAACCTTTTCCACTCTTCAG
CCTTATAATACCTCTTTGTCGTGAAACTTCTGTTGAAATTTA
G

ATGACCCCTGGGACCCAACCTTTTCATTCAA
CAATGCTGCCTGGGACTGCGTACAAGTGCA
AACCTTTTCCACTCTTCAGCCTTATAATACCT
CTTTGTCGTGAAACTTCTGTTGAAATTTAG

MTPGTQPFHSTMLPGTA
YKCKPFPLFSLIIPLCRET
SVEI*

MTPGTQPFHSTMLP
GTAYKCKPFPLFSLII
PLCRETSVEI*

CTGCGACACC CTCTTAGCTT 0  0 0 0 0 0

9059 4026 ao AN0600.1 69.m15248 AO070280000025 0 -224 -135 ATGCTGCCTGGGACTGCGTACAAGTGCAAACCTTTTCCAC
TCTTCAGCCTTATAATACCTCTTTGTCGTGAAACTTCTGTT
GAAATTTAG

ATGCTGCCTGGGACTGCGTACAAGTGCAAA
CCTTTTCCACTCTTCAGCCTTATAATACCTCT
TTGTCGTGAAACTTCTGTTGAAATTTAG

MLPGTAYKCKPFPLFSLII
PLCRETSVEI*

MLPGTAYKCKPFPL
FSLIIPLCRETSVEI*

TCATTCAACA CTCTTAGCTT 0  0 0 0 0 0

9061 4027 ao AN4984.1 59.m08886 AO070288000052 0 -530 -450 ATGGTTCGTATCTGCATTTCAATTTTCTGTGTTGCCCTGAT
TAGCGAAGGTCTATTTTACCATTGTGGTATAATATACTGA

ATGGTTCGTATCTGCATTTCAATTTTCTGTGT
TGCCCTGATTAGCGAAGGTCTATTTTACCAT
TGTGGTATAATATACTGA

MVRICISIFCVALISEGLFY
HCGIIY*

MVRICISIFCVALISE
GLFYHCGIIY*

AGACGTGTAG CGGGACTCTC 0 R 0 0 0 0 0

9062 4029 af AN2050.1 58.m07638 AO070292000017 0 -128 -81 ATGCACACCTCCTCAAATCGCCAGCTGGAGCATTGCATTC
AACCTTAA

ATGCACACCTCCTCAAATCGCCAGCTGGAGCATTG
CATTCAACCTTAA

MHTSSNRQLEHCIQP* MHTSSNRQLEHCIQ
P*

ATCAACACTC TCTCATTTCC 0 U 0 0 0 0 0

9064 4030 af AN2218.1 71.m15851 AO070294000007 0 -234 -169 ATGAGTGATTGTGTATTACTGAAATCGAGCATCGTTTCATC
AGATCGGTTTCTTTCAACGTCCTAA

ATGAGTGATTGTGTATTACTGAAATCGAGCATCGTT
TCATCAGATCGGTTTCTTTCAACGTCCTAA

MSDCVLLKSSIVSSDRFL
STS*

MSDCVLLKSSIVSSD
RFLSTS*

TTTTACCAGC CTGCACCCAT 0 S 0 0 0 0 0

9063 4030 an AN2218.1 71.m15851 AO070294000007 0 -179 -147 ATGATCACTCTTTTAAACTCGTTCAACGTATAA ATGATCACTCTTTTAAACTCGTTCAACGTATAA MITLLNSFNV* MITLLNSFNV* CCTCTTCAGC TTACACCGCG 0 S 0 0 0 0 0
9065 4030 ao AN2218.1 71.m15851 AO070294000007 0 -254 -222 ATGAACACTCGTCCAGGGTCAAAGTTGAACTGA ATGAACACTCGTCCAGGGTCAAAGTTGAAC

TGA
MNTRPGSKLN* MNTRPGSKLN* CCTTAACAGC ACCCTGAAAG 0 S 0 0 0 0 0

9071 4033 af AN3387.1 72.m19372 AO070304000008 0 -101 -21 ATGCTAGGAACCAGGAACCTACTTGCCGAACTCCATCAGT
CTGGCGTCTTTCTCAACGACCGCATCACCAACCGGCCTTG
A

ATGCTAGGAACCAGGAACCTACTTGCCGAACTCCA
TCAGTCTGGCGTCTTTCTCAACGACCGCATCACCA
ACCGGCCTTGA

MLGTRNLLAELHQSGVFL
NDRITNRP*

MLGTRNLLAELHQS
GVFLNDRITNRP*

GGTACCTGTC ACGGGCGATG 0 0 0 0 0 0

9066 4033 an AN3387.1 72.m19372 AO070304000008 0 -261 -133 ATGCAAGGAGGAGTGTCACTGACAGGGTCTTGGACGATA
TTAAGCTTTCGCCAATGCCCCACGATGGCGGCGAAAAGC
GTGCAAAGTGGCCACGCCGTACCCGGTTCCAGAATGCAG
GCTTGCCGGTGA

ATGCAAGGAGGAGTGTCACTGACAGGGTCTTGG
ACGATATTAAGCTTTCGCCAATGCCCCACGATGG
CGGCGAAAAGCGTGCAAAGTGGCCACGCCGTAC
CCGGTTCCAGAATGCAGGCTTGCCGGTGA

MQGGVSLTGSWTILSFR
QCPTMAAKSVQSGHAVP
GSRMQACR*

MQGGVSLTGSWTILSFR
QCPTMAAKSVQSGHAV
PGSRMQACR*

CGCCGGACTA TCAGGTGTAT 0 0 0 0 0 0

9067 4033 an AN3387.1 72.m19372 AO070304000008 0 -208 -104 ATGCCCCACGATGGCGGCGAAAAGCGTGCAAAGTGGCCA
CGCCGTACCCGGTTCCAGAATGCAGGCTTGCCGGTGATC
AGGTGTATTTTCTTTTTTAAGTACTGA

ATGCCCCACGATGGCGGCGAAAAGCGTGCAAAG
TGGCCACGCCGTACCCGGTTCCAGAATGCAGGC
TTGCCGGTGATCAGGTGTATTTTCTTTTTTAAGTA
CTGA

MPHDGGEKRAKWPRRT
RFQNAGLPVIRCIFFFKY*

MPHDGGEKRAKWPRR
TRFQNAGLPVIRCIFFFK
Y*

GCTTTCGCCA GAATACGCCA 0 0 0 0 0 0

9068 4033 an AN3387.1 72.m19372 AO070304000008 0 -198 -133 ATGGCGGCGAAAAGCGTGCAAAGTGGCCACGCCGTACCC
GGTTCCAGAATGCAGGCTTGCCGGTGA

ATGGCGGCGAAAAGCGTGCAAAGTGGCCACGC
CGTACCCGGTTCCAGAATGCAGGCTTGCCGGTG
A

MAAKSVQSGHAVPGSR
MQACR*

MAAKSVQSGHAVPGSR
MQACR*

ATGCCCCACG TCAGGTGTAT 0 0 0 0 0 0

9069 4033 an AN3387.1 72.m19372 AO070304000008 0 -150 -133 ATGCAGGCTTGCCGGTGA ATGCAGGCTTGCCGGTGA MQACR* MQACR* CGGTTCCAGA TCAGGTGTAT 0 0 0 0 0 0
9070 4033 an AN3387.1 72.m19372 AO070304000008 0 -94 -62 ATGCACTGGCCGTTTCACCAGGGACGGGATTGA ATGCACTGGCCGTTTCACCAGGGACGGGATTGA MHWPFHQGRD* MHWPFHQGRD* AGAATACGCC CTTGCCGCCG 0 0 0 0 0 0

9072 4033 ao AN3387.1 72.m19372 AO070304000008 0 -174 -64 ATGAGGAGCTTAGCCGGGACAACAAAATGTTCTAAATTCT
GGGTCAGGAACCGTCCCCAAACCTCAATGATAAGCGGTTA
TATACCCTCATTCTTTCCCAGGGACTTCTAG

ATGAGGAGCTTAGCCGGGACAACAAAATGT
TCTAAATTCTGGGTCAGGAACCGTCCCCAA
ACCTCAATGATAAGCGGTTATATACCCTCAT
TCTTTCCCAGGGACTTCTAG

MRSLAGTTKCSKFWVRN
RPQTSMISGYIPSFFPRD
F*

MRSLAGTTKCSKF
WVRNRPQTSMISG
YIPSFFPRDF*

AAAGCTTTTG GCGCGGATAC 0 0 0 0 0 0

9073 4033 ao AN3387.1 72.m19372 AO070304000008 0 -108 -64 ATGATAAGCGGTTATATACCCTCATTCTTTCCCAGGGACTT
CTAG

ATGATAAGCGGTTATATACCCTCATTCTTTC
CCAGGGACTTCTAG

MISGYIPSFFPRDF* MISGYIPSFFPRDF* CCAAACCTCA GCGCGGATAC 0 0 0 0 0 0

9075 4034 af AN6257.1 72.m19399 AO070304000031 0 -84 -58 ATGATTGTCATCGTCAGACGGTTCTGA ATGATTGTCATCGTCAGACGGTTCTGA MIVIVRRF* MIVIVRRF* TTGTCGTTTA GTCTGATCCT 0 U 0 0 0 0 0
9074 4034 an AN6257.1 72.m19399 AO070304000031 0 -158 -135 ATGCACCCCTCGGCTCTCGATTAG ATGCACCCCTCGGCTCTCGATTAG MHPSALD* MHPSALD* TCTTCCGTCC AGGGGAAAGT 0 U 0 0 0 0 0
9076 4034 ao AN6257.1 72.m19399 AO070304000031 0 -86 -42 ATGATAGTTGCTGCCAGACCGTTCCTTAGTCTGGTTATCTC

CTAA
ATGATAGTTGCTGCCAGACCGTTCCTTAGTC
TGGTTATCTCCTAA

MIVAARPFLSLVIS* MIVAARPFLSLVIS* TTCTTGTTTC TCTATAGTAC 0 U 0 0 0 0 0
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9082 4035 af AN6248.1 72.m19405 AO070304000104 0 -222 -46 ATGATCGTCTGTCTCATGAATCTCTTCTTTCCATCGGCCCG
AAGATCCCCTGCCATGACCCAACACGGTAAGCGGTCAGG
TGATGCCATGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGG
CGGGCAAAGAACTGGCTCTACCACAGCTTCACACTCCTTG
CTCTTTCCCCCTTTAA

ATGATCGTCTGTCTCATGAATCTCTTCTTTCCATCG
GCCCGAAGATCCCCTGCCATGACCCAACACGGTA
AGCGGTCAGGTGATGCCATGCCCTGTAGCTTCGA
AAGTTCCATTTTTCTGGCGGGCAAAGAACTGGCTC
TACCACAGCTTCACACTCCTTGCTCTTTCCCCCTTT
AA

MIVCLMNLFFPSARRSPA
MTQHGKRSGDAMPCSF
ESSIFLAGKELALPQLHTP
CSFPL*

MIVCLMNLFFPSAR
RSPAMTQHGKRSG
DAMPCSFESSIFLA
GKELALPQLHTPCS
FPL*

ATTAGTGATA AAGCTCCATA 0 O FG00305.1 0 NCU01516.1 0 0

9083 4035 af AN6248.1 72.m19405 AO070304000104 0 -207 -46 ATGAATCTCTTCTTTCCATCGGCCCGAAGATCCCCTGCCA
TGACCCAACACGGTAAGCGGTCAGGTGATGCCATGCCCT
GTAGCTTCGAAAGTTCCATTTTTCTGGCGGGCAAAGAACT
GGCTCTACCACAGCTTCACACTCCTTGCTCTTTCCCCCTTT
AA

ATGAATCTCTTCTTTCCATCGGCCCGAAGATCCCCT
GCCATGACCCAACACGGTAAGCGGTCAGGTGATG
CCATGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGG
CGGGCAAAGAACTGGCTCTACCACAGCTTCACACT
CCTTGCTCTTTCCCCCTTTAA

MNLFFPSARRSPAMTQH
GKRSGDAMPCSFESSIFL
AGKELALPQLHTPCSFPL
*

MNLFFPSARRSPAM
TQHGKRSGDAMPC
SFESSIFLAGKELAL
PQLHTPCSFPL*

CGTCTGTCTC AAGCTCCATA 0 O FG00305.1 0 NCU01516.1 0 0

9084 4035 af AN6248.1 72.m19405 AO070304000104 0 -168 -46 ATGACCCAACACGGTAAGCGGTCAGGTGATGCCATGCCC
TGTAGCTTCGAAAGTTCCATTTTTCTGGCGGGCAAAGAAC
TGGCTCTACCACAGCTTCACACTCCTTGCTCTTTCCCCCTT
TAA

ATGACCCAACACGGTAAGCGGTCAGGTGATGCCA
TGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGGCG
GGCAAAGAACTGGCTCTACCACAGCTTCACACTCC
TTGCTCTTTCCCCCTTTAA

MTQHGKRSGDAMPCSF
ESSIFLAGKELALPQLHTP
CSFPL*

MTQHGKRSGDAMP
CSFESSIFLAGKELA
LPQLHTPCSFPL*

ATCCCCTGCC AAGCTCCATA 0 O FG00305.1 0 NCU01516.1 0 0

9085 4035 af AN6248.1 72.m19405 AO070304000104 0 -140 -18 ATGCCATGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGGC
GGGCAAAGAACTGGCTCTACCACAGCTTCACACTCCTTGC
TCTTTCCCCCTTTAAAAGCTCCATATTCCTTTTTCATCTCTA
A

ATGCCATGCCCTGTAGCTTCGAAAGTTCCATTTTTC
TGGCGGGCAAAGAACTGGCTCTACCACAGCTTCA
CACTCCTTGCTCTTTCCCCCTTTAAAAGCTCCATAT
TCCTTTTTCATCTCTAA

MPCPVASKVPFFWRAKN
WLYHSFTLLALSPFKSSIF
LFHL*

MPCPVASKVPFFW
RAKNWLYHSFTLLA
LSPFKSSIFLFHL*

CGGTCAGGTG AATATCCCTC 0 O FG00305.1 0 NCU01516.1 0 0

9086 4035 af AN6248.1 72.m19405 AO070304000104 0 -135 -46 ATGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGGCGGGCA
AAGAACTGGCTCTACCACAGCTTCACACTCCTTGCTCTTTC
CCCCTTTAA

ATGCCCTGTAGCTTCGAAAGTTCCATTTTTCTGGCG
GGCAAAGAACTGGCTCTACCACAGCTTCACACTCC
TTGCTCTTTCCCCCTTTAA

MPCSFESSIFLAGKELAL
PQLHTPCSFPL*

MPCSFESSIFLAGK
ELALPQLHTPCSFPL
*

AGGTGATGCC AAGCTCCATA 0 O FG00305.1 0 NCU01516.1 0 0

9077 4035 an AN6248.1 72.m19405 AO070304000104 0 -201 -166 ATGGTTTCCACAATTACTTGGGACATCAAAGTATGA ATGGTTTCCACAATTACTTGGGACATCAAAGTAT
GA

MVSTITWDIKV* MVSTITWDIKV* GACCTCGGGT TACGCGTCGC 0 O FG00305.1 0 NCU01516.1 0 0

9078 4035 an AN6248.1 72.m19405 AO070304000104 0 -169 -143 ATGATACGCGTCGCATCTCATGTATAG ATGATACGCGTCGCATCTCATGTATAG MIRVASHV* MIRVASHV* ACATCAAAGT TTCGGTGGGA 0 O FG00305.1 0 NCU01516.1 0 0

9079 4035 an AN6248.1 72.m19405 AO070304000104 0 -150 -106 ATGTATAGTTCGGTGGGATGTTTTTCCTTCGGCGCGGTCA
GGTGA

ATGTATAGTTCGGTGGGATGTTTTTCCTTCGGCG
CGGTCAGGTGA

MYSSVGCFSFGAVR* MYSSVGCFSFGAVR* GTCGCATCTC CGTCGAAGCT 0 O FG00305.1 0 NCU01516.1 0 0

9080 4035 an AN6248.1 72.m19405 AO070304000104 0 -133 -77 ATGTTTTTCCTTCGGCGCGGTCAGGTGACGTCGAAGCTTT
CATATTTTCTGCTGTAA

ATGTTTTTCCTTCGGCGCGGTCAGGTGACGTCGA
AGCTTTCATATTTTCTGCTGTAA

MFFLRRGQVTSKLSYFLL
*

MFFLRRGQVTSKLSYFL
L*

GTTCGGTGGG TGCCGAGTGT 0 O FG00305.1 0 NCU01516.1 0 0

9081 4035 an AN6248.1 72.m19405 AO070304000104 0 -77 -24 ATGCCGAGTGTCTCATTAGCACCAACCCTGTTCCTCTACC
TTCAATCATTATAA

ATGCCGAGTGTCTCATTAGCACCAACCCTGTTCC
TCTACCTTCAATCATTATAA

MPSVSLAPTLFLYLQSL* MPSVSLAPTLFLYLQSL* TTCTGCTGTA TCTCCAAATC 0 O FG00305.1 0 NCU01516.1 0 0

9087 4035 ao AN6248.1 72.m19405 AO070304000104 0 -119 -96 ATGCCGAAATATCTGTTTTTCTAG ATGCCGAAATATCTGTTTTTCTAG MPKYLFF* MPKYLFF* CAGGTGATTT CGATATCGCT 0 O FG00305.1 0 NCU01516.1 0 0

9091 4036 af AN3815.1 57.m05667 AO070311000013 0 -153 -79 ATGGCCTTCTTCGCCGCAGTCATCAGTAGAACACCCGAAT
TAATGATCACATTCTGCACTTTGTCTCGTGTGTGA

ATGGCCTTCTTCGCCGCAGTCATCAGTAGAACACC
CGAATTAATGATCACATTCTGCACTTTGTCTCGTGT
GTGA

MAFFAAVISRTPELMITFC
TLSRV*

MAFFAAVISRTPELM
ITFCTLSRV*

CCCCTTGTCG AGCTCCGATC 0 Z 0 0 0 0 0

9092 4036 af AN3815.1 57.m05667 AO070311000013 0 -111 -79 ATGATCACATTCTGCACTTTGTCTCGTGTGTGA ATGATCACATTCTGCACTTTGTCTCGTGTGTGA MITFCTLSRV* MITFCTLSRV* ACCCGAATTA AGCTCCGATC 0 Z 0 0 0 0 0
9088 4036 an AN3815.1 57.m05667 AO070311000013 0 -143 -114 ATGCCATCGCTTCGAATTGGATGTATATGA ATGCCATCGCTTCGAATTGGATGTATATGA MPSLRIGCI* MPSLRIGCI* TTCCCTTCTC GTAAATACGC 0 Z 0 0 0 0 0
9089 4036 an AN3815.1 57.m05667 AO070311000013 0 -123 -70 ATGTATATGAGTAAATACGCGATCTATTGGTGGATTGGAAC

GACACTTTTCTAG
ATGTATATGAGTAAATACGCGATCTATTGGTGGA
TTGGAACGACACTTTTCTAG

MYMSKYAIYWWIGTTLF* MYMSKYAIYWWIGTTLF
*

TTCGAATTGG CAGCAGCTTT 0 Z 0 0 0 0 0

9090 4036 an AN3815.1 57.m05667 AO070311000013 0 -117 -70 ATGAGTAAATACGCGATCTATTGGTGGATTGGAACGACAC
TTTTCTAG

ATGAGTAAATACGCGATCTATTGGTGGATTGGAA
CGACACTTTTCTAG

MSKYAIYWWIGTTLF* MSKYAIYWWIGTTLF* TTGGATGTAT CAGCAGCTTT 0 Z 0 0 0 0 0

9093 4036 ao AN3815.1 57.m05667 AO070311000013 0 -116 -81 ATGCATATCTGCAGGACCGCTATACTAAGGAGGTGA ATGCATATCTGCAGGACCGCTATACTAAGG
AGGTGA

MHICRTAILRR* MHICRTAILRR* GAGATCTCGA AGGGTTGCCC 0 Z 0 0 0 0 0

9096 4037 af AN2693.1 71.m15180 AO070313000094 0 -220 -128 ATGTATGGGGTAATTCGTAGTGATTCATTGTCCAAGCTCG
GACGCAGTATGCCTGAGGCACCCAGGCAATCTGTTATCG
ATAAGCTCCTTTGA

ATGTATGGGGTAATTCGTAGTGATTCATTGTCCAAG
CTCGGACGCAGTATGCCTGAGGCACCCAGGCAAT
CTGTTATCGATAAGCTCCTTTGA

MYGVIRSDSLSKLGRSM
PEAPRQSVIDKLL*

MYGVIRSDSLSKLG
RSMPEAPRQSVIDK
LL*

TTTACATTAG TTCCCCCGAA 0 R 0 0 0 0 0

9097 4037 af AN2693.1 71.m15180 AO070313000094 0 -172 -128 ATGCCTGAGGCACCCAGGCAATCTGTTATCGATAAGCTCC
TTTGA

ATGCCTGAGGCACCCAGGCAATCTGTTATCGATAA
GCTCCTTTGA

MPEAPRQSVIDKLL* MPEAPRQSVIDKLL* CGGACGCAGT TTCCCCCGAA 0 R 0 0 0 0 0

9098 4037 af AN2693.1 71.m15180 AO070313000094 0 -106 -14 ATGGGTTGTCTGCGCAGTCTGCCCTCAACATCTACTCCTA
TTAGGACGATATCATTAGTTCTATCATCTATCCTTACTGTCA
GTTATCCTTAG

ATGGGTTGTCTGCGCAGTCTGCCCTCAACATCTAC
TCCTATTAGGACGATATCATTAGTTCTATCATCTATC
CTTACTGTCAGTTATCCTTAG

MGCLRSLPSTSTPIRTISL
VLSSILTVSYP*

MGCLRSLPSTSTPIR
TISLVLSSILTVSYP*

CTTTTTCCTC CTTCTACATC 0 R 0 0 0 0 0

9094 4037 an AN2693.1 71.m15180 AO070313000094 0 -263 -180 ATGGTTGGAGATTGGAAGAATCTGGGCAGCTATGACAACA
TCTTGCAGCCTGAGGCAGAAGGCAGATATCACAGAGCGC
TGTAA

ATGGTTGGAGATTGGAAGAATCTGGGCAGCTAT
GACAACATCTTGCAGCCTGAGGCAGAAGGCAGA
TATCACAGAGCGCTGTAA

MVGDWKNLGSYDNILQP
EAEGRYHRAL*

MVGDWKNLGSYDNILQ
PEAEGRYHRAL*

TCAGCCCACG GGCATCAAGG 0 R 0 0 0 0 0

9095 4037 an AN2693.1 71.m15180 AO070313000094 0 -232 -104 ATGACAACATCTTGCAGCCTGAGGCAGAAGGCAGATATCA
CAGAGCGCTGTAAGGCATCAAGGCAAACACAGTTGCTATC
GATAAGAGTCGCTTTTTTCGTTCTCCAGCTTTGTCCAGGTT
GGAGTTAA

ATGACAACATCTTGCAGCCTGAGGCAGAAGGCA
GATATCACAGAGCGCTGTAAGGCATCAAGGCAA
ACACAGTTGCTATCGATAAGAGTCGCTTTTTTCGT
TCTCCAGCTTTGTCCAGGTTGGAGTTAA

MTTSCSLRQKADITERCK
ASRQTQLLSIRVAFFVLQ
LCPGWS*

MTTSCSLRQKADITERC
KASRQTQLLSIRVAFFVL
QLCPGWS*

CTGGGCAGCT ACAACATCTC 0 R 0 0 0 0 0

9099 4037 ao AN2693.1 71.m15180 AO070313000094 0 -191 -102 ATGAACCTCCTTATCGATAAGCTAAATGTATCCAGATTCCA
GACTTTTTTTTCCTCCGCTCCACTTCTCATATCTCACATTAT
ATCATAA

ATGAACCTCCTTATCGATAAGCTAAATGTAT
CCAGATTCCAGACTTTTTTTTCCTCCGCTCC
ACTTCTCATATCTCACATTATATCATAA

MNLLIDKLNVSRFQTFFS
SAPLLISHIIS*

MNLLIDKLNVSRFQT
FFSSAPLLISHIIS*

TAAGGCATAA CATGACCTGT 0 R 0 0 0 0 0

9100 4037 ao AN2693.1 71.m15180 AO070313000094 0 -166 -74 ATGTATCCAGATTCCAGACTTTTTTTTCCTCCGCTCCACTT
CTCATATCTCACATTATATCATAACATGACCTGTCCCCATAT
CCATACTTGA

ATGTATCCAGATTCCAGACTTTTTTTTCCTCC
GCTCCACTTCTCATATCTCACATTATATCATA
ACATGACCTGTCCCCATATCCATACTTGA

MYPDSRLFFPPLHFSYLT
LYHNMTCPHIHT*

MYPDSRLFFPPLHF
SYLTLYHNMTCPHIH
T*

GATAAGCTAA TATTTTACCC 0 R 0 0 0 0 0

9101 4037 ao AN2693.1 71.m15180 AO070313000094 0 -100 -74 ATGACCTGTCCCCATATCCATACTTGA ATGACCTGTCCCCATATCCATACTTGA MTCPHIHT* MTCPHIHT* ATATCATAAC TATTTTACCC 0 R 0 0 0 0 0
9105 4038 af AN6843.1 71.m15300 AO070314000096 0 -189 -100 ATGGCTGGAATTGACGCTCTTCGAGCTCTCAGATGGCTTT

CGCGAAGCTCAAGTGGCCTGTTGACAGGCGCTGAAGCCA
CAACGGTATAA

ATGGCTGGAATTGACGCTCTTCGAGCTCTCAGATG
GCTTTCGCGAAGCTCAAGTGGCCTGTTGACAGGC
GCTGAAGCCACAACGGTATAA

MAGIDALRALRWLSRSS
SGLLTGAEATTV*

MAGIDALRALRWLS
RSSSGLLTGAEATT
V*

AAACTGCAAA CTTGTGTCTT 0 J FG09003.1 MG04008.1 0 YML025C YML025C

9103 4038 an AN6843.1 71.m15300 AO070314000096 0 -310 -188 ATGGCGGGGAGCAGCGCTTTCGGCACTTTCAGATGGCTG
TCTCGCAGCTCAAGGGGTCTTCTTTCTGGAACTGAAGCCA
CCACGGTTGGTTCACCCATCTACACCTCAAGGAATGCGAA
TTGA

ATGGCGGGGAGCAGCGCTTTCGGCACTTTCAGA
TGGCTGTCTCGCAGCTCAAGGGGTCTTCTTTCTG
GAACTGAAGCCACCACGGTTGGTTCACCCATCTA
CACCTCAAGGAATGCGAATTGA

MAGSSAFGTFRWLSRSS
RGLLSGTEATTVGSPIYT
SRNAN*

MAGSSAFGTFRWLSRS
SRGLLSGTEATTVGSPIY
TSRNAN*

AGTCATAGCA CATCCCGTAG 0 J FG09003.1 MG04008.1 0 YML025C YML025C

9104 4038 an AN6843.1 71.m15300 AO070314000096 0 -198 -178 ATGCGAATTGACATCCCGTAG ATGCGAATTGACATCCCGTAG MRIDIP* MRIDIP* ACCTCAAGGA CAGCGATGCC 0 J FG09003.1 MG04008.1 0 YML025C YML025C
9106 4038 ao AN6843.1 71.m15300 AO070314000096 0 -198 -67 ATGCCTGGAGGTGACGCTCTTCGTGCCTTAAGATGGCTCT

CCCGAAGCACTGGTGGGTTGCTCTCGGGGTCTGAGACCA
CTACAGTATGTGCTGTCGTTTTCTTTATGTTCCCGGTTGCA
ACACAATTATAA

ATGCCTGGAGGTGACGCTCTTCGTGCCTTA
AGATGGCTCTCCCGAAGCACTGGTGGGTTG
CTCTCGGGGTCTGAGACCACTACAGTATGT
GCTGTCGTTTTCTTTATGTTCCCGGTTGCAA
CACAATTATAA

MPGGDALRALRWLSRST
GGLLSGSETTTVCAVVFF
MFPVATQL*

MPGGDALRALRWL
SRSTGGLLSGSETT
TVCAVVFFMFPVAT
QL*

TGACAACACA CATCAACTCT 0 J FG09003.1 MG04008.1 0 YML025C YML025C

9107 4038 ao AN6843.1 71.m15300 AO070314000096 0 -93 -67 ATGTTCCCGGTTGCAACACAATTATAA ATGTTCCCGGTTGCAACACAATTATAA MFPVATQL* MFPVATQL* CGTTTTCTTT CATCAACTCT 0 J FG09003.1 MG04008.1 0 YML025C YML025C
9110 4040 af AN0211.1 71.m15474 AO070321000033 0 -181 -167 ATGCGGCTTCAATAA ATGCGGCTTCAATAA MRLQ* MRLQ* TCTTGAGGTA TTCAGCCATG 0 A 0 0 0 0 0
9108 4040 an AN0211.1 71.m15474 AO070321000033 0 -174 -22 ATGTCTCACCGCCGGGCAGAATTCTCTCTGAGCTCTCCAG

AAATCGACGCGAAGTTCATTCTGCCGTTCACATTACCACG
ATTGCACTTTATAATTCTTTATCATCCCTCGAGATTCACTCT
TTTCAATTCAACCGCCTTGCTCCGTTTATGA

ATGTCTCACCGCCGGGCAGAATTCTCTCTGAGCT
CTCCAGAAATCGACGCGAAGTTCATTCTGCCGTT
CACATTACCACGATTGCACTTTATAATTCTTTATC
ATCCCTCGAGATTCACTCTTTTCAATTCAACCGCC
TTGCTCCGTTTATGA

MSHRRAEFSLSSPEIDAK
FILPFTLPRLHFIILYHPSR
FTLFNSTALLRL*

MSHRRAEFSLSSPEIDA
KFILPFTLPRLHFIILYHP
SRFTLFNSTALLRL*

ACAGGACCTG ACCGCTCATA 0 A 0 0 0 0 0

9112 4040 ao AN0211.1 71.m15474 AO070321000033 0 -268 -83 ATGGTCCATAGAGTATGTGATCACGTGCATGTGTGCTGGT
TCGTCAGCTCACCGCCCTGGCAAAATCCTTTGCGGTACCG
CTTCGATAATTTGGTATGCGTCAAGGAGCTCTGGCTGCTC
TCCGCATACTTTGATCTTTTCATTGTCAATTTACTGTCCTTT
GGGCGTGATCTGTCGAGACTCTGA

ATGGTCCATAGAGTATGTGATCACGTGCAT
GTGTGCTGGTTCGTCAGCTCACCGCCCTGG
CAAAATCCTTTGCGGTACCGCTTCGATAATT
TGGTATGCGTCAAGGAGCTCTGGCTGCTCT
CCGCATACTTTGATCTTTTCATTGTCAATTTA
CTGTCCTTTGGGCGTGATCTGTCGAGACTC
TGA

MVHRVCDHVHVCWFVS
SPPWQNPLRYRFDNLVC
VKELWLLSAYFDLFIVNLL
SFGRDLSRL*

MVHRVCDHVHVCW
FVSSPPWQNPLRY
RFDNLVCVKELWLL
SAYFDLFIVNLLSFG
RDLSRL*

TTAGTCGTCA ATTCTGTATT 0 A 0 0 0 0 0

9113 4040 ao AN0211.1 71.m15474 AO070321000033 0 -240 -46 ATGTGTGCTGGTTCGTCAGCTCACCGCCCTGGCAAAATCC
TTTGCGGTACCGCTTCGATAATTTGGTATGCGTCAAGGAG
CTCTGGCTGCTCTCCGCATACTTTGATCTTTTCATTGTCAA
TTTACTGTCCTTTGGGCGTGATCTGTCGAGACTCTGAATTC
TGTATTAATCGTACTCTTTGCTGCTTCCCATAA

ATGTGTGCTGGTTCGTCAGCTCACCGCCCT
GGCAAAATCCTTTGCGGTACCGCTTCGATA
ATTTGGTATGCGTCAAGGAGCTCTGGCTGC
TCTCCGCATACTTTGATCTTTTCATTGTCAAT
TTACTGTCCTTTGGGCGTGATCTGTCGAGA
CTCTGAATTCTGTATTAATCGTACTCTTTGCT
GCTTCCCATAA

MCAGSSAHRPGKILCGT
ASIIWYASRSSGCSPHTLI
FSLSIYCPLGVICRDSEFC
INRTLCCFP*

MCAGSSAHRPGKIL
CGTASIIWYASRSS
GCSPHTLIFSLSIYC
PLGVICRDSEFCINR
TLCCFP*

GATCACGTGC TTGCATGATA 0 A 0 0 0 0 0

9114 4040 ao AN0211.1 71.m15474 AO070321000033 0 -173 -135 ATGCGTCAAGGAGCTCTGGCTGCTCTCCGCATACTTTGA ATGCGTCAAGGAGCTCTGGCTGCTCTCCGC
ATACTTTGA

MRQGALAALRIL* MRQGALAALRIL* ATAATTTGGT TCTTTTCATT 0 A 0 0 0 0 0

9115 4041 af AN4726.1 71.m15495 AO070323000058 0 -214 -203 ATGGTGCTGTGA ATGGTGCTGTGA MVL* MVL* TGTCATTGAA CTCGTGAGGG 0 Q 0 MG07443.1 0 0 0
9116 4041 af AN4726.1 71.m15495 AO070323000058 0 -188 -81 ATGTTGGTAATCTTAAGATGGTGGTGGTGGCGGGAGATC

GGCCGCTATCTGACTTCTGACGCAGCTCCGGCTGCTCTTT
TGAGTGTTTCAGCGGGATTGCATTCCTGA

ATGTTGGTAATCTTAAGATGGTGGTGGTGGCGGGA
GATCGGCCGCTATCTGACTTCTGACGCAGCTCCG
GCTGCTCTTTTGAGTGTTTCAGCGGGATTGCATTC
CTGA

MLVILRWWWWREIGRYL
TSDAAPAALLSVSAGLHS
*

MLVILRWWWWREI
GRYLTSDAAPAALL
SVSAGLHS*

TGAGGGGAAA ACCTGTTCAC 0 Q 0 MG07443.1 0 0 0

9117 4041 af AN4726.1 71.m15495 AO070323000058 0 -171 -130 ATGGTGGTGGTGGCGGGAGATCGGCCGCTATCTGACTTC
TGA

ATGGTGGTGGTGGCGGGAGATCGGCCGCTATCTG
ACTTCTGA

MVVVAGDRPLSDF* MVVVAGDRPLSDF* TAATCTTAAG CGCAGCTCCG 0 Q 0 MG07443.1 0 0 0

9118 4041 ao AN4726.1 71.m15495 AO070323000058 0 -248 -225 ATGTGTTTCATTTCAATGATTTAG ATGTGTTTCATTTCAATGATTTAG MCFISMI* MCFISMI* TAGGAGGTCA TGGTTTGCGG 0 Q 0 MG07443.1 0 0 0
9119 4041 ao AN4726.1 71.m15495 AO070323000058 0 -156 -73 ATGGCGGTAGACTGGGCGGTGAGCTTATTTGTGGTCTGG

GCCCTGCATTTGATCCTATGTTTAGTAGCAGCTTTCTGTCC
ATAA

ATGGCGGTAGACTGGGCGGTGAGCTTATTT
GTGGTCTGGGCCCTGCATTTGATCCTATGTT
TAGTAGCAGCTTTCTGTCCATAA

MAVDWAVSLFVVWALHL
ILCLVAAFCP*

MAVDWAVSLFVVW
ALHLILCLVAAFCP*

GACGAAGCAG TTGGATTGTT 0 Q 0 MG07443.1 0 0 0

9123 4046 af AN3648.1 58.m07451 AO070328000096 0 -250 -137 ATGCTGACTGGAGAGCTTCTGCAGGTCGACAATAGCTACA
GTATATCTCCTTTCTTTTTCCTCCGCTCTCCTACGTACTTCT
TCCTCTTCTTTTCAGCATCATGCCTCCGGTAA

ATGCTGACTGGAGAGCTTCTGCAGGTCGACAATAG
CTACAGTATATCTCCTTTCTTTTTCCTCCGCTCTCCT
ACGTACTTCTTCCTCTTCTTTTCAGCATCATGCCTC
CGGTAA

MLTGELLQVDNSYSISPF
FFLRSPTYFFLFFSASCL
R*

MLTGELLQVDNSYSI
SPFFFLRSPTYFFLF
FSASCLR*

ATCTCCTGGA GTTCTCCCCA 0 D 0 MG05646.1 0 0 0
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9124 4046 af AN3648.1 58.m07451 AO070328000096 0 -149 -111 ATGCCTCCGGTAAGTTCTCCCCATGAGAGACACGCGTAA ATGCCTCCGGTAAGTTCTCCCCATGAGAGACACGC
GTAA

MPPVSSPHERHA* MPPVSSPHERHA* TTTCAGCATC TACTTCTACG 0 D 0 MG05646.1 0 0 0

9120 4046 an AN3648.1 58.m07451 AO070328000096 0 -239 -120 ATGCTGACTGAAGTCCAGCGACGTGCACAGTTACTGAACC
AAGACATTATCTTAAATCTTGCTATAATCTGTCGAGGGCTT
TTCCTGCTCCTCGCGCTCTCTTCGCTATGCCTCCGGTAA

ATGCTGACTGAAGTCCAGCGACGTGCACAGTTA
CTGAACCAAGACATTATCTTAAATCTTGCTATAAT
CTGTCGAGGGCTTTTCCTGCTCCTCGCGCTCTCT
TCGCTATGCCTCCGGTAA

MLTEVQRRAQLLNQDIIL
NLAIICRGLFLLLALSSLCL
R*

MLTEVQRRAQLLNQDIIL
NLAIICRGLFLLLALSSLC
LR*

ACCGTAGGGA GGTTCCTCTG 0 D 0 MG05646.1 0 0 0

9121 4046 an AN3648.1 58.m07451 AO070328000096 0 -132 -103 ATGCCTCCGGTAAGGTTCCTCTGGATTTGA ATGCCTCCGGTAAGGTTCCTCTGGATTTGA MPPVRFLWI* MPPVRFLWI* TCTCTTCGCT CGCGTTACAA 0 D 0 MG05646.1 0 0 0
9122 4046 an AN3648.1 58.m07451 AO070328000096 0 -93 -28 ATGAGTCACAACTGCTTCACCCTGGCGACGCGACTTCCTG

TGGCTAACACATTGATTTCTGCTTAG
ATGAGTCACAACTGCTTCACCCTGGCGACGCGA
CTTCCTGTGGCTAACACATTGATTTCTGCTTAG

MSHNCFTLATRLPVANTL
ISA*

MSHNCFTLATRLPVANT
LISA*

ACGCGTTACA GCTCGAAACC 0 D 0 MG05646.1 0 0 0

9125 4046 ao AN3648.1 58.m07451 AO070328000096 0 -249 -214 ATGCTGACGAGACGACAAGGACAGGAACCGCAGTAA ATGCTGACGAGACGACAAGGACAGGAACC
GCAGTAA

MLTRRQGQEPQ* MLTRRQGQEPQ* CTTCATTGGA CCATAATCAA 0 D 0 MG05646.1 0 0 0

9126 4046 ao AN3648.1 58.m07451 AO070328000096 0 -147 -115 ATGCCTACGGTAAGCTTTTCACAACTCCTATGA ATGCCTACGGTAAGCTTTTCACAACTCCTAT
GA

MPTVSFSQLL* MPTVSFSQLL* TTCCCTCACA CGCATTGATT 0 D 0 MG05646.1 0 0 0

9127 4046 ao AN3648.1 58.m07451 AO070328000096 0 -118 -107 ATGACGCATTGA ATGACGCATTGA MTH* MTH* CACAACTCCT TTCTTACCAG 0 D 0 MG05646.1 0 0 0
9129 4048 af AN0475.1 54.m06595 AO070328000165 0 -253 -215 ATGCAGCCGTCGAGGATGTGGCCGTTGTTGGGGTTGTGA ATGCAGCCGTCGAGGATGTGGCCGTTGTTGGGGT

TGTGA
MQPSRMWPLLGL* MQPSRMWPLLGL* AGTGCGATAA AAAGGTCGTG 0 S 0 0 0 YML093W 0

9130 4048 af AN0475.1 54.m06595 AO070328000165 0 -238 -215 ATGTGGCCGTTGTTGGGGTTGTGA ATGTGGCCGTTGTTGGGGTTGTGA MWPLLGL* MWPLLGL* GCCGTCGAGG AAAGGTCGTG 0 S 0 0 0 YML093W 0
9128 4048 an AN0475.1 54.m06595 AO070328000165 0 -185 -105 ATGCGGAGATCGAAGTCAGTTGGCGGTCGGTCAAGCTCT

CCGCCTTGCCAAGAAATTATTTTTTTCTGCCGCCATCGATA
A

ATGCGGAGATCGAAGTCAGTTGGCGGTCGGTCA
AGCTCTCCGCCTTGCCAAGAAATTATTTTTTTCTG
CCGCCATCGATAA

MRRSKSVGGRSSSPPC
QEIIFFCRHR*

MRRSKSVGGRSSSPPC
QEIIFFCRHR*

ATCGACGGAG GCAAAATTGT 0 S 0 0 0 YML093W 0

9131 4048 ao AN0475.1 54.m06595 AO070328000165 0 -248 -207 ATGTCGGAGTCGGAGGAAGGATTTGAAAGTCGGCGGCGC
TAA

ATGTCGGAGTCGGAGGAAGGATTTGAAAGT
CGGCGGCGCTAA

MSESEEGFESRRR* MSESEEGFESRRR* AATAATACCA GACCAACTTA 0 S 0 0 0 YML093W 0

9132 4048 ao AN0475.1 54.m06595 AO070328000165 0 -70 -14 ATGATTAAGATCGTGAATATATTCTTTATACGATCTTGCCTC
TTAGCGTTTATATAA

ATGATTAAGATCGTGAATATATTCTTTATACG
ATCTTGCCTCTTAGCGTTTATATAA

MIKIVNIFFIRSCLLAFI* MIKIVNIFFIRSCLLAF
I*

TTTCAGGGCT AGGTCCCGCA 0 S 0 0 0 YML093W 0

9133 4049 af AN4862.1 59.m09109 AO070329000148 0 -194 -114 ATGATACCGGAGGATTTTCTCTTTCCCCTCCACATTTGTAC
TGTGAATAGTATCACCACCTGCAATCTCTCTGACTATTGA

ATGATACCGGAGGATTTTCTCTTTCCCCTCCACATT
TGTACTGTGAATAGTATCACCACCTGCAATCTCTCT
GACTATTGA

MIPEDFLFPLHICTVNSITT
CNLSDY*

MIPEDFLFPLHICTV
NSITTCNLSDY*

AATAATTATA AATATTTAGT 0 AYT FG00562.1 MG01248.1 NCU03207.1 0 0

9134 4049 ao AN4862.1 59.m09109 AO070329000148 0 -247 -182 ATGGATCGGATTGGGTTTAGCGTGAGATTTGGGTTCTTCA
TTGCAGGTGCATATCATCCCGCTTGA

ATGGATCGGATTGGGTTTAGCGTGAGATTT
GGGTTCTTCATTGCAGGTGCATATCATCCC
GCTTGA

MDRIGFSVRFGFFIAGAY
HPA*

MDRIGFSVRFGFFIA
GAYHPA*

AAGTTTTGTT CCTATTGAAG 0 AYT FG00562.1 MG01248.1 NCU03207.1 0 0

9137 4051 af AN9112.1 66.m04571 AO070332000162 0 -140 -69 ATGGCGGTGTTTACTTTCTTCCCCTTTTGGAATAATCCCTG
CTGCATGGAAAATAACGGTCGTCGACAATAA

ATGGCGGTGTTTACTTTCTTCCCCTTTTGGAATAAT
CCCTGCTGCATGGAAAATAACGGTCGTCGACAATA
A

MAVFTFFPFWNNPCCME
NNGRRQ*

MAVFTFFPFWNNP
CCMENNGRRQ*

AGCCCCAGCA TAATCTCTCA 0 Q 0 0 0 0 0

9138 4051 af AN9112.1 66.m04571 AO070332000162 0 -95 -69 ATGGAAAATAACGGTCGTCGACAATAA ATGGAAAATAACGGTCGTCGACAATAA MENNGRRQ* MENNGRRQ* TCCCTGCTGC TAATCTCTCA 0 Q 0 0 0 0 0
9135 4051 an AN9112.1 66.m04571 AO070332000162 0 -182 -93 ATGAGCGACGCCACAGAACGGGCGGGGCCGGCGTCTTT

GGTCTGTCTCGCTTCCCCAACAGTCCACAATGTTTACATTC
TTCCCCTTTAG

ATGAGCGACGCCACAGAACGGGCGGGGCCGGC
GTCTTTGGTCTGTCTCGCTTCCCCAACAGTCCAC
AATGTTTACATTCTTCCCCTTTAG

MSDATERAGPASLVCLA
SPTVHNVYILPL*

MSDATERAGPASLVCLA
SPTVHNVYILPL*

GGCAACCGAC GAGTTTTGAC 0 Q 0 0 0 0 0

9136 4051 an AN9112.1 66.m04571 AO070332000162 0 -115 -44 ATGTTTACATTCTTCCCCTTTAGGAGTTTTGACTTGACTGA
ACCTCATCCGAGGACATCACCTCGGTTTTAA

ATGTTTACATTCTTCCCCTTTAGGAGTTTTGACTT
GACTGAACCTCATCCGAGGACATCACCTCGGTTT
TAA

MFTFFPFRSFDLTEPHPR
TSPRF*

MFTFFPFRSFDLTEPHP
RTSPRF*

ACAGTCCACA AACTACATTA 0 Q 0 0 0 0 0

9139 4051 ao AN9112.1 66.m04571 AO070332000162 0 -189 -106 ATGCGACTGCGCCTTTGGTGCATCCGGCCCACCGCGGAA
AAGGCGGTGTTTACATTCTTCCCCATTCGGAATCCCTGCA
AGTGA

ATGCGACTGCGCCTTTGGTGCATCCGGCCC
ACCGCGGAAAAGGCGGTGTTTACATTCTTC
CCCATTCGGAATCCCTGCAAGTGA

MRLRLWCIRPTAEKAVFT
FFPIRNPCK*

MRLRLWCIRPTAEK
AVFTFFPIRNPCK*

GGCGACGATC AAATAACGGC 0 Q 0 0 0 0 0

9142 4052 af AN4926.1 59.m08828 AO070338000017 0 -131 -15 ATGGAGGAGCTGGTCTCATCCGACCTCGAGATAAGCAGT
CATTCAACTTTCCGGACCGAGAGCAATGTCCACAGTCCTC
GGACGATACCTCCTCGTGGATCTATAGTACAGGATTGA

ATGGAGGAGCTGGTCTCATCCGACCTCGAGATAA
GCAGTCATTCAACTTTCCGGACCGAGAGCAATGTC
CACAGTCCTCGGACGATACCTCCTCGTGGATCTAT
AGTACAGGATTGA

MEELVSSDLEISSHSTFR
TESNVHSPRTIPPRGSIV
QD*

MEELVSSDLEISSHS
TFRTESNVHSPRTIP
PRGSIVQD*

TTTCTCTTAC ATATATACCC 0  0 0 0 0 0

9143 4052 af AN4926.1 59.m08828 AO070338000017 0 -67 -26 ATGTCCACAGTCCTCGGACGATACCTCCTCGTGGATCTAT
AG

ATGTCCACAGTCCTCGGACGATACCTCCTCGTGGA
TCTATAG

MSTVLGRYLLVDL* MSTVLGRYLLVDL* ACCGAGAGCA TACAGGATTG 0  0 0 0 0 0

9140 4052 an AN4926.1 59.m08828 AO070338000017 0 -183 -148 ATGGTTTCCGACGGTGCACGCCTGCATATGCCATAA ATGGTTTCCGACGGTGCACGCCTGCATATGCCAT
AA

MVSDGARLHMP* MVSDGARLHMP* TAGCGTTTCA CTTGTCTGTC 0  0 0 0 0 0

9141 4052 an AN4926.1 59.m08828 AO070338000017 0 -123 -61 ATGGAGGAGTTGGTTCTGTCGAAGTCAGCAACAGCTACTG
TCCACCCCCGGCCGGGGGGGTGA

ATGGAGGAGTTGGTTCTGTCGAAGTCAGCAACA
GCTACTGTCCACCCCCGGCCGGGGGGGTGA

MEELVLSKSATATVHPRP
GG*

MEELVLSKSATATVHPR
PGG*

AACACTTTAC GCTACACCTC 0  0 0 0 0 0

9144 4052 ao AN4926.1 59.m08828 AO070338000017 0 -184 -149 ATGCAATTCATGGGCGCCCTCTCGTACATGCTCTGA ATGCAATTCATGGGCGCCCTCTCGTACATG
CTCTGA

MQFMGALSYML* MQFMGALSYML* GCCATATTCG TACCCTTCGA 0  0 0 0 0 0

9145 4052 ao AN4926.1 59.m08828 AO070338000017 0 -175 -149 ATGGGCGCCCTCTCGTACATGCTCTGA ATGGGCGCCCTCTCGTACATGCTCTGA MGALSYML* MGALSYML* GATGCAATTC TACCCTTCGA 0  0 0 0 0 0
9146 4052 ao AN4926.1 59.m08828 AO070338000017 0 -122 -3 ATGGAGGAGCTGGTCTCCCTCGCTAACAGCAATTACGATC

CGCTCCCGGTTGGGGGAGATGTGCATCTTTCCAGGACTC
TCCCTTGTCTTGGACCTATAGTCACCATTGGTTACTTTTGA

ATGGAGGAGCTGGTCTCCCTCGCTAACAGC
AATTACGATCCGCTCCCGGTTGGGGGAGAT
GTGCATCTTTCCAGGACTCTCCCTTGTCTTG
GACCTATAGTCACCATTGGTTACTTTTGA

MEELVSLANSNYDPLPV
GGDVHLSRTLPCLGPIVTI
GYF*

MEELVSLANSNYDP
LPVGGDVHLSRTLP
CLGPIVTIGYF*

CCTATAGTAT CCATGTCTCC 0  0 0 0 0 0

9147 4052 ao AN4926.1 59.m08828 AO070338000017 0 -64 -23 ATGTGCATCTTTCCAGGACTCTCCCTTGTCTTGGACCTATA
G

ATGTGCATCTTTCCAGGACTCTCCCTTGTCT
TGGACCTATAG

MCIFPGLSLVLDL* MCIFPGLSLVLDL* GTTGGGGGAG TCACCATTGG 0  0 0 0 0 0

9148 4055 an AN4102.1 54.m06742 AO070342000101 0 -106 -83 ATGGGCTGGAGCCTGTGCTTATAA ATGGGCTGGAGCCTGTGCTTATAA MGWSLCL* MGWSLCL* ATATGTTGAC CCTCCTTGCT 0 G 0 MG09272.1 0 0 0
9149 4055 ao AN4102.1 54.m06742 AO070342000101 0 -191 -177 ATGTGTGGTACTTAA ATGTGTGGTACTTAA MCGT* MCGT* GGAATACATC CCTTCCCATC 0 G 0 MG09272.1 0 0 0
9150 4055 ao AN4102.1 54.m06742 AO070342000101 0 -136 -59 ATGCCGGTTCTTATTTATATCACCTTTCTCCCCTCCACTGT

TGGTGAATTTCCCTCATTCAACAATCACTCTTTGTGA
ATGCCGGTTCTTATTTATATCACCTTTCTCCC
CTCCACTGTTGGTGAATTTCCCTCATTCAAC
AATCACTCTTTGTGA

MPVLIYITFLPSTVGEFPS
FNNHSL*

MPVLIYITFLPSTVGE
FPSFNNHSL*

CCTCGTTACC GCACTGTGTG 0 G 0 MG09272.1 0 0 0

9151 4056 af AN1934.1 58.m08870 AO070342000199 0 -196 -125 ATGGTCGCATTGGCAAATCACGATGTTGACGTACATCAAG
ATATAGAAAATCGGCCGCCACCTTCATATTAG

ATGGTCGCATTGGCAAATCACGATGTTGACGTACA
TCAAGATATAGAAAATCGGCCGCCACCTTCATATTA
G

MVALANHDVDVHQDIEN
RPPPSY*

MVALANHDVDVHQ
DIENRPPPSY*

TCGCTGGTAT ACCGTATATG 0  0 0 0 0 0

9152 4056 af AN1934.1 58.m08870 AO070342000199 0 -174 -151 ATGTTGACGTACATCAAGATATAG ATGTTGACGTACATCAAGATATAG MLTYIKI* MLTYIKI* GCAAATCACG AAAATCGGCC 0  0 0 0 0 0
9153 4056 af AN1934.1 58.m08870 AO070342000199 0 -117 -64 ATGGAACGCCTCCGATCAGCGTCCCCGGTTCGCGTTCAC

GCGCCTAATCGATAA
ATGGAACGCCTCCGATCAGCGTCCCCGGTTCGCG
TTCACGCGCCTAATCGATAA

MERLRSASPVRVHAPNR
*

MERLRSASPVRVHA
PNR*

TAGACCGTAT CCAAGTTATG 0  0 0 0 0 0

9154 4056 ao AN1934.1 58.m08870 AO070342000199 0 -255 -13 ATGGTAATATACTGTGTAGATCAAATAACGAAGATCTGTTT
GATTTTTAATGTAAGCCAGGTACTTGAAACTTGGGATACAA
TCGGTAGATTGATATCCATATCAATTGTGAAACACAAACTA
CGGATCAATGACCATGACCAGGGTAATTGTTATTACACGT
GGTTGTCGCATATCGATAAGAAGTCGCGACACCGCGATTC
TCAGCCTTCTACAACATCACATCTCTCAACCGACAAGTAA

ATGGTAATATACTGTGTAGATCAAATAACGA
AGATCTGTTTGATTTTTAATGTAAGCCAGGT
ACTTGAAACTTGGGATACAATCGGTAGATTG
ATATCCATATCAATTGTGAAACACAAACTAC
GGATCAATGACCATGACCAGGGTAATTGTTA
TTACACGTGGTTGTCGCATATCGATAAGAAG
TCGCGACACCGCGATTCTCAGCCTTCTACA
ACATCACATCTCTCAACCGACAAGTAA

MVIYCVDQITKICLIFNVS
QVLETWDTIGRLISISIVK
HKLRINDHDQGNCYYTW
LSHIDKKSRHRDSQPSTT
SHLSTDK*

MVIYCVDQITKICLIF
NVSQVLETWDTIGR
LISISIVKHKLRINDH
DQGNCYYTWLSHID
KKSRHRDSQPSTTS
HLSTDK*

ACTTCACGCT ACAGCTCAGT 0  0 0 0 0 0

9158 4058 af AN7559.1 72.m19579 AO070343000399 0 -108 -16 ATGACAACGGCACAACACGATTTTAGAGGATTACTTCTTTT
TTTCAAACCTCATCGGTGTTGTCGGTTCTGTGGAGTGCTC
TATCTTTCCTAA

ATGACAACGGCACAACACGATTTTAGAGGATTACTT
CTTTTTTTCAAACCTCATCGGTGTTGTCGGTTCTGT
GGAGTGCTCTATCTTTCCTAA

MTTAQHDFRGLLLFFKPH
RCCRFCGVLYLS*

MTTAQHDFRGLLLF
FKPHRCCRFCGVLY
LS*

CTCTCTCATC TTATACATCG 0 K 0 0 0 0 0

9155 4058 an AN7559.1 72.m19579 AO070343000399 0 -158 -39 ATGAATGTTAAGGTGAAGAAGAAAGCGGACTGGGACTGC
GCTCCCTCTTGGCCTCGGCCGCCTTGCCCGACTTCTCTTC
CAACACCTCTCACCTCACCATCACGTCTTTCTCATACATGA

ATGAATGTTAAGGTGAAGAAGAAAGCGGACTGG
GACTGCGCTCCCTCTTGGCCTCGGCCGCCTTGC
CCGACTTCTCTTCCAACACCTCTCACCTCACCAT
CACGTCTTTCTCATACATGA

MNVKVKKKADWDCAPS
WPRPPCPTSLPTPLTSPS
RLSHT*

MNVKVKKKADWDCAPS
WPRPPCPTSLPTPLTSP
SRLSHT*

GTTGGTGGTG CCCACGATTG 0 K 0 0 0 0 0

9156 4058 an AN7559.1 72.m19579 AO070343000399 0 -154 -143 ATGTTAAGGTGA ATGTTAAGGTGA MLR* MLR* GTGGTGATGA AGAAGAAAGC 0 K 0 0 0 0 0
9159 4063 an AN4386.1 58.m08970 AO070261000031 0 -239 -192 ATGCGACGGCATCGGCAGCGGCGAGACTCGGACTGGAG

GCGAACATAA
ATGCGACGGCATCGGCAGCGGCGAGACTCGGA
CTGGAGGCGAACATAA

MRRHRQRRDSDWRRT* MRRHRQRRDSDWRRT* GTAAATCCAC TGCCACGATC 0 R FG09938.1 MG00957.1 NCU04259.1 YLR253W 0

9160 4063 an AN4386.1 58.m08970 AO070261000031 0 -192 -31 ATGCCACGATCAGCATCGCAACGGCCACGCGGCAATTTTT
GTCTCCTCCGCCATCCGCTATCTCTCCTTCCCTTCAGAAC
TACCTCATCTACACCTCCATCTTTCGCCCAATGGCCTTGG
GGTACGGATGAACACTTCACCCGACAGACTTTTCTCCCTT
GA

ATGCCACGATCAGCATCGCAACGGCCACGCGGC
AATTTTTGTCTCCTCCGCCATCCGCTATCTCTCCT
TCCCTTCAGAACTACCTCATCTACACCTCCATCTT
TCGCCCAATGGCCTTGGGGTACGGATGAACACT
TCACCCGACAGACTTTTCTCCCTTGA

MPRSASQRPRGNFCLLR
HPLSLLPFRTTSSTPPSF
AQWPWGTDEHFTRQTF
LP*

MPRSASQRPRGNFCLL
RHPLSLLPFRTTSSTPP
SFAQWPWGTDEHFTR
QTFLP*

GGCGAACATA CTCGTGGCTG 0 R FG09938.1 MG00957.1 NCU04259.1 YLR253W 0

9161 4063 an AN4386.1 58.m08970 AO070261000031 0 -82 -62 ATGGCCTTGGGGTACGGATGA ATGGCCTTGGGGTACGGATGA MALGYG* MALGYG* CTTTCGCCCA ACACTTCACC 0 R FG09938.1 MG00957.1 NCU04259.1 YLR253W 0

9165 4065 af AN6520.1 62.m03108 AO070270000018 0 -229 -170 ATGTTAATACACCAGCAGCAAGAGATTCGGAGTTGCTCTA
GTGCTGAGAGTGGTAGATGA

ATGTTAATACACCAGCAGCAAGAGATTCGGAGTTG
CTCTAGTGCTGAGAGTGGTAGATGA

MLIHQQQEIRSCSSAESG
R*

MLIHQQQEIRSCSS
AESGR*

ACGATATCAT GGAAAAACGA 0 HC FG00926.1 0 NCU03112.1 0 0

9166 4065 af AN6520.1 62.m03108 AO070270000018 0 -173 -129 ATGAGGAAAAACGAAGACGATCATCGACAAGGGGTTCTTC
ATTGA

ATGAGGAAAAACGAAGACGATCATCGACAAGGGG
TTCTTCATTGA

MRKNEDDHRQGVLH* MRKNEDDHRQGVL
H*

AGAGTGGTAG TACCCGATTG 0 HC FG00926.1 0 NCU03112.1 0 0

9163 4065 an AN6520.1 62.m03108 AO070270000018 0 -249 -49 ATGAGGGAAGTCCGAAATCCTAGGGAAGAAGGGCGACAG
GCTAATCTTGCCTTCTGGCTGGCACAAGTAAACGGAGCTC
GAGCGCTTGAGGATCGTCATTCGTGCCCAATTCGGACTAG
TGCTTCACCCTTGCAAAAAAGACCAGGGGCGGCTATGTG
CGGAGTTCCAGAGACCGCGATATCTTCTACTTTGAGATTTT
AG

ATGAGGGAAGTCCGAAATCCTAGGGAAGAAGGG
CGACAGGCTAATCTTGCCTTCTGGCTGGCACAA
GTAAACGGAGCTCGAGCGCTTGAGGATCGTCAT
TCGTGCCCAATTCGGACTAGTGCTTCACCCTTGC
AAAAAAGACCAGGGGCGGCTATGTGCGGAGTTC
CAGAGACCGCGATATCTTCTACTTTGAGATTTTA
G

MREVRNPREEGRQANLA
FWLAQVNGARALEDRHS
CPIRTSASPLQKRPGAAM
CGVPETAISSTLRF*

MREVRNPREEGRQANL
AFWLAQVNGARALEDR
HSCPIRTSASPLQKRPG
AAMCGVPETAISSTLRF*

AATAACATAA ACCGTCCCAT 0 HC FG00926.1 0 NCU03112.1 0 0

9164 4065 an AN6520.1 62.m03108 AO070270000018 0 -96 -49 ATGTGCGGAGTTCCAGAGACCGCGATATCTTCTACTTTGA
GATTTTAG

ATGTGCGGAGTTCCAGAGACCGCGATATCTTCTA
CTTTGAGATTTTAG

MCGVPETAISSTLRF* MCGVPETAISSTLRF* AGGGGCGGCT ACCGTCCCAT 0 HC FG00926.1 0 NCU03112.1 0 0

9167 4065 ao AN6520.1 62.m03108 AO070270000018 0 -212 -129 ATGAAGACAGAAGTAACCGCAAGATATTCTCGTCTTTTGG
CTGAAAGAAACAGGGAGAGAAAAAGACCAGCTCCAATGCT
GTAG

ATGAAGACAGAAGTAACCGCAAGATATTCTC
GTCTTTTGGCTGAAAGAAACAGGGAGAGAA
AAAGACCAGCTCCAATGCTGTAG

MKTEVTARYSRLLAERN
RERKRPAPML*

MKTEVTARYSRLLA
ERNRERKRPAPML*

GCCCCTCTGT AAGAAATGCA 0 HC FG00926.1 0 NCU03112.1 0 0

9168 4067 an AN0589.1 69.m15260 AO070280000011 0 -195 -184 ATGTTTCGTTAG ATGTTTCGTTAG MFR* MFR* CAAAGACAAA CTCGTCAACA 0 A 0 MG08049.1 NCU04439.1 0 0
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9169 4067 an AN0589.1 69.m15260 AO070280000011 0 -150 -112 ATGAGGCTATCGCGATCCTTATCGGTGCTGACTAAGTAA ATGAGGCTATCGCGATCCTTATCGGTGCTGACTA
AGTAA

MRLSRSLSVLTK* MRLSRSLSVLTK* ACTGCGACGC GTTCCCGCCC 0 A 0 MG08049.1 NCU04439.1 0 0

9170 4067 ao AN0589.1 69.m15260 AO070280000011 0 -232 -200 ATGCTACTGATAAAAGCTCCGCATGGAGAATAG ATGCTACTGATAAAAGCTCCGCATGGAGAAT
AG

MLLIKAPHGE* MLLIKAPHGE* ACAGATTCGG AGATGGTCGC 0 A 0 MG08049.1 NCU04439.1 0 0

9171 4067 ao AN0589.1 69.m15260 AO070280000011 0 -210 -178 ATGGAGAATAGAGATGGTCGCATGTCTCCATAA ATGGAGAATAGAGATGGTCGCATGTCTCCA
TAA

MENRDGRMSP* MENRDGRMSP* AAAGCTCCGC CCATCGATAA 0 A 0 MG08049.1 NCU04439.1 0 0

9172 4067 ao AN0589.1 69.m15260 AO070280000011 0 -197 -168 ATGGTCGCATGTCTCCATAACCATCGATAA ATGGTCGCATGTCTCCATAACCATCGATAA MVACLHNHR* MVACLHNHR* GAGAATAGAG GCCTTCATCT 0 A 0 MG08049.1 NCU04439.1 0 0

9173 4067 ao AN0589.1 69.m15260 AO070280000011 0 -189 -178 ATGTCTCCATAA ATGTCTCCATAA MSP* MSP* AGATGGTCGC CCATCGATAA 0 A 0 MG08049.1 NCU04439.1 0 0

9176 4068 af AN2525.1 59.m08455 AO070286000098 0 -132 -16 ATGACTCAAATCGGGCTCATCTCCGATGAAGAGCTCCGCC
TTCCGTATACACCATCTTTTTCCTGCCTCATGAGAATTCAC
GTCCTTCCTTTTTCGTTATCGAACCAATACATCTAG

ATGACTCAAATCGGGCTCATCTCCGATGAAGAGCT
CCGCCTTCCGTATACACCATCTTTTTCCTGCCTCAT
GAGAATTCACGTCCTTCCTTTTTCGTTATCGAACCA
ATACATCTAG

MTQIGLISDEELRLPYTPS
FSCLMRIHVLPFSLSNQYI
*

MTQIGLISDEELRLP
YTPSFSCLMRIHVLP
FSLSNQYI*

TCCGTAGCCG AGCCCCAAAT 0 TE FG10119.1 MG09501.1 0 0 0

9177 4068 af AN2525.1 59.m08455 AO070286000098 0 -107 -60 ATGAAGAGCTCCGCCTTCCGTATACACCATCTTTTTCCTGC
CTCATGA

ATGAAGAGCTCCGCCTTCCGTATACACCATCTTTTT
CCTGCCTCATGA

MKSSAFRIHHLFPAS* MKSSAFRIHHLFPA
S*

CTCATCTCCG GAATTCACGT 0 TE FG10119.1 MG09501.1 0 0 0

9178 4068 af AN2525.1 59.m08455 AO070286000098 0 -63 -16 ATGAGAATTCACGTCCTTCCTTTTTCGTTATCGAACCAATA
CATCTAG

ATGAGAATTCACGTCCTTCCTTTTTCGTTATCGAAC
CAATACATCTAG

MRIHVLPFSLSNQYI* MRIHVLPFSLSNQYI
*

TTCCTGCCTC AGCCCCAAAT 0 TE FG10119.1 MG09501.1 0 0 0

9174 4068 an AN2525.1 59.m08455 AO070286000098 0 -158 -78 ATGACTCACATATTCCGACTTCGCAATATTCCGCCGGGAT
GGCTCGCGACTCCAAATAGATCACTCTCCAACTCCGCATA
A

ATGACTCACATATTCCGACTTCGCAATATTCCGC
CGGGATGGCTCGCGACTCCAAATAGATCACTCT
CCAACTCCGCATAA

MTHIFRLRNIPPGWLATP
NRSLSNSA*

MTHIFRLRNIPPGWLAT
PNRSLSNSA*

CGAAGCGCCC CCCCACCAGG 0 TE FG10119.1 MG09501.1 0 0 0

9175 4068 an AN2525.1 59.m08455 AO070286000098 0 -120 -100 ATGGCTCGCGACTCCAAATAG ATGGCTCGCGACTCCAAATAG MARDSK* MARDSK* TTCCGCCGGG ATCACTCTCC 0 TE FG10119.1 MG09501.1 0 0 0
9189 4072 af AN2312.1 71.m15515 AO070323000042 0 -289 -263 ATGTCCCACCAGAGATCCGAAGCCTGA ATGTCCCACCAGAGATCCGAAGCCTGA MSHQRSEA* MSHQRSEA* CACCAGGCTC AAATTATGGC 0 R 0 0 0 0 0
9190 4072 af AN2312.1 71.m15515 AO070323000042 0 -257 -231 ATGGCAGTGTCCCTCAAAATCAAGTGA ATGGCAGTGTCCCTCAAAATCAAGTGA MAVSLKIK* MAVSLKIK* CCTGAAAATT CATGGACCGA 0 R 0 0 0 0 0
9192 4074 ao AN6578.1 62.m03158 AO070326000025 0 -152 -105 ATGCTATCCTCCTTTCTGCGGGTTGGGAGTGACTACTTTG

TTGAATAA
ATGCTATCCTCCTTTCTGCGGGTTGGGAGT
GACTACTTTGTTGAATAA

MLSSFLRVGSDYFVE* MLSSFLRVGSDYFV
E*

GGTCTTGTGT CCATTTAGCC 0 TG 0 0 0 0 0

9194 4076 ao AN1168.1 70.m15052 AO070331000162 0 -247 -230 ATGAGGACCTGCGATTGA ATGAGGACCTGCGATTGA MRTCD* MRTCD* CGTTACGCTG TTGGGTTTTA 0 PT FG01364.1 0 0 YGR217W YGR217W
9197 4078 af AN8717.1 66.m04554 AO070335000284 0 -211 -194 ATGTGTGGTGTGTGGTAG ATGTGTGGTGTGTGGTAG MCGVW* MCGVW* TGATGGACTA ATGGACAGTA 0 BD 0 0 0 0 0
9198 4078 af AN8717.1 66.m04554 AO070335000284 0 -193 -92 ATGGACAGTAGTACAGTAAAACCTCGTTATAACGAGTCTC

GATATAACGAGAACCTCGATATAACGAGCGCAACCCCTTG
CCTCAATTATTTTCCCATGTAA

ATGGACAGTAGTACAGTAAAACCTCGTTATAACGA
GTCTCGATATAACGAGAACCTCGATATAACGAGCG
CAACCCCTTGCCTCAATTATTTTCCCATGTAA

MDSSTVKPRYNESRYNE
NLDITSATPCLNYFPM*

MDSSTVKPRYNESR
YNENLDITSATPCLN
YFPM*

TGTGTGGTAG ATAACGAGAT 0 BD 0 0 0 0 0

9195 4078 an AN8717.1 66.m04554 AO070335000284 0 -249 -217 ATGAGTATTTTGAGTGTGGTTGTGGATCGATAG ATGAGTATTTTGAGTGTGGTTGTGGATCGATAG MSILSVVVDR* MSILSVVVDR* TTGCTCCCGC AAATTTGCGG 0 BD 0 0 0 0 0

9196 4078 an AN8717.1 66.m04554 AO070335000284 0 -123 -40 ATGAATTCCATCCCATATAAATTTACCTCGCTTTACTATGTA
ACCCCGATCCCCGATATATCGACAAGCATATCGTCTATTT
GA

ATGAATTCCATCCCATATAAATTTACCTCGCTTTA
CTATGTAACCCCGATCCCCGATATATCGACAAGC
ATATCGTCTATTTGA

MNSIPYKFTSLYYVTPIPDI
STSISSI*

MNSIPYKFTSLYYVTPIP
DISTSISSI*

TCATCTCGGG AAAGCTCGTC 0 BD 0 0 0 0 0

9199 4078 ao AN8717.1 66.m04554 AO070335000284 0 -164 -138 ATGTCTGTTATAAGCATATTGGTCTGA ATGTCTGTTATAAGCATATTGGTCTGA MSVISILV* MSVISILV* TATAAGCAAC TGGTAAAGTT 0 BD 0 0 0 0 0
9200 4078 ao AN8717.1 66.m04554 AO070335000284 0 -138 -112 ATGGTAAAGTTGGCTCCGTGTCCTTAA ATGGTAAAGTTGGCTCCGTGTCCTTAA MVKLAPCP* MVKLAPCP* TATTGGTCTG AAATTTTATT 0 BD 0 0 0 0 0
9201 4079 af AN4901.1 59.m08801 AO070338000047 0 -197 -186 ATGTGGAGTTGA ATGTGGAGTTGA MWS* MWS* CGTCCGTCCC ATCAATCTGC 0  0 0 0 0 0
9203 4079 ao AN4901.1 59.m08801 AO070338000047 0 -196 -20 ATGGTAGAGAATCTCTTACGCCAGGTAATTAGGATTGGAG

TAGATCATTACTGTTTGGGATCTTCTCCGACACCATTGCAT
CACGGGGTTTGCACGTGGTCGGTGCCTGCATACCTCTCA
CATCCCCTCTTTTGCTTCTGTGTTATTTTCTTTCTTTCGCTC
ACCTATCACTCGTGA

ATGGTAGAGAATCTCTTACGCCAGGTAATTA
GGATTGGAGTAGATCATTACTGTTTGGGATC
TTCTCCGACACCATTGCATCACGGGGTTTG
CACGTGGTCGGTGCCTGCATACCTCTCACA
TCCCCTCTTTTGCTTCTGTGTTATTTTCTTTC
TTTCGCTCACCTATCACTCGTGA

MVENLLRQVIRIGVDHYC
LGSSPTPLHHGVCTWSV
PAYLSHPLFCFCVIFFLSL
TYHS*

MVENLLRQVIRIGVD
HYCLGSSPTPLHHG
VCTWSVPAYLSHPL
FCFCVIFFLSLTYHS*

TAAAGTATTC TCAATCCGAC 0  0 0 0 0 0

9206 4082 af AN6085.1 72.m19075 AO070340000136 0 -249 -43 ATGAAAAATAAGTATAGAGAACTGAGTATGGAGTACCAAG
TGGATCAAATGAACTGGTATACGCCAGGTAGCTGGCTTAT
CGATAAGGCTCTCCCGCAGAAAAATTTCGGGAACTCCACC
GATCACCTCCATGCACGGGACTTGATAATCATTAGACTGC
GATTGTTGTGCTTGTTCTCAATAGACAGGTACTCTGTTAAC
TATTAA

ATGAAAAATAAGTATAGAGAACTGAGTATGGAGTAC
CAAGTGGATCAAATGAACTGGTATACGCCAGGTAG
CTGGCTTATCGATAAGGCTCTCCCGCAGAAAAATT
TCGGGAACTCCACCGATCACCTCCATGCACGGGA
CTTGATAATCATTAGACTGCGATTGTTGTGCTTGTT
CTCAATAGACAGGTACTCTGTTAACTATTAA

MKNKYRELSMEYQVDQ
MNWYTPGSWLIDKALPQ
KNFGNSTDHLHARDLIIIR
LRLLCLFSIDRYSVNY*

MKNKYRELSMEYQ
VDQMNWYTPGSWL
IDKALPQKNFGNST
DHLHARDLIIIRLRLL
CLFSIDRYSVNY*

ACTTTGTTTC TATTTTCTTT 0 A 0 0 0 YKL078W 0

9207 4082 af AN6085.1 72.m19075 AO070340000136 0 -222 -43 ATGGAGTACCAAGTGGATCAAATGAACTGGTATACGCCAG
GTAGCTGGCTTATCGATAAGGCTCTCCCGCAGAAAAATTT
CGGGAACTCCACCGATCACCTCCATGCACGGGACTTGAT
AATCATTAGACTGCGATTGTTGTGCTTGTTCTCAATAGACA
GGTACTCTGTTAACTATTAA

ATGGAGTACCAAGTGGATCAAATGAACTGGTATAC
GCCAGGTAGCTGGCTTATCGATAAGGCTCTCCCG
CAGAAAAATTTCGGGAACTCCACCGATCACCTCCA
TGCACGGGACTTGATAATCATTAGACTGCGATTGTT
GTGCTTGTTCTCAATAGACAGGTACTCTGTTAACTA
TTAA

MEYQVDQMNWYTPGSW
LIDKALPQKNFGNSTDHL
HARDLIIIRLRLLCLFSIDR
YSVNY*

MEYQVDQMNWYTP
GSWLIDKALPQKNF
GNSTDHLHARDLIIIR
LRLLCLFSIDRYSVN
Y*

AGAACTGAGT TATTTTCTTT 0 A 0 0 0 YKL078W 0

9208 4082 af AN6085.1 72.m19075 AO070340000136 0 -201 -43 ATGAACTGGTATACGCCAGGTAGCTGGCTTATCGATAAGG
CTCTCCCGCAGAAAAATTTCGGGAACTCCACCGATCACCT
CCATGCACGGGACTTGATAATCATTAGACTGCGATTGTTG
TGCTTGTTCTCAATAGACAGGTACTCTGTTAACTATTAA

ATGAACTGGTATACGCCAGGTAGCTGGCTTATCGA
TAAGGCTCTCCCGCAGAAAAATTTCGGGAACTCCA
CCGATCACCTCCATGCACGGGACTTGATAATCATT
AGACTGCGATTGTTGTGCTTGTTCTCAATAGACAG
GTACTCTGTTAACTATTAA

MNWYTPGSWLIDKALPQ
KNFGNSTDHLHARDLIIIR
LRLLCLFSIDRYSVNY*

MNWYTPGSWLIDK
ALPQKNFGNSTDHL
HARDLIIIRLRLLCLF
SIDRYSVNY*

AGTGGATCAA TATTTTCTTT 0 A 0 0 0 YKL078W 0

9209 4082 af AN6085.1 72.m19075 AO070340000136 0 -119 -105 ATGCACGGGACTTGA ATGCACGGGACTTGA MHGT* MHGT* GATCACCTCC TAATCATTAG 0 A 0 0 0 YKL078W 0
9204 4082 an AN6085.1 72.m19075 AO070340000136 0 -174 -31 ATGCCAAGACCAGTTTATGATAAGATAACCTTCCACCCAG

AATTTTTCTGGGGATCAGGATCCGAAATCGTCAAAGTCAA
AAAGATAACAGGCAAGGAGACAACTGCTCGAGCAATAACT
CACAGACTCATCTTAGAGATATAG

ATGCCAAGACCAGTTTATGATAAGATAACCTTCC
ACCCAGAATTTTTCTGGGGATCAGGATCCGAAAT
CGTCAAAGTCAAAAAGATAACAGGCAAGGAGACA
ACTGCTCGAGCAATAACTCACAGACTCATCTTAG
AGATATAG

MPRPVYDKITFHPEFFW
GSGSEIVKVKKITGKETTA
RAITHRLILEI*

MPRPVYDKITFHPEFFW
GSGSEIVKVKKITGKETT
ARAITHRLILEI*

CTGGGGCGGG CAGATACAAC 0 A 0 0 0 YKL078W 0

9205 4082 an AN6085.1 72.m19075 AO070340000136 0 -158 -147 ATGATAAGATAA ATGATAAGATAA MIR* MIR* AGACCAGTTT CCTTCCACCC 0 A 0 0 0 YKL078W 0
9210 4082 ao AN6085.1 72.m19075 AO070340000136 0 -229 -167 ATGTATAGTCGAACTGTTAAATCAGTCTCCGCGCCAAGCG

TCTTATCGATAAGCTTCACTTAA
ATGTATAGTCGAACTGTTAAATCAGTCTCCG
CGCCAAGCGTCTTATCGATAAGCTTCACTTA
A

MYSRTVKSVSAPSVLSIS
FT*

MYSRTVKSVSAPSV
LSISFT*

CGACTGCAGT AAAATTTCGG 0 A 0 0 0 YKL078W 0

9211 4082 ao AN6085.1 72.m19075 AO070340000136 0 -111 -97 ATGATGAACACCTAA ATGATGAACACCTAA MMNT* MMNT* GCGATACGAC TTAGACTAAC 0 A 0 0 0 YKL078W 0
9212 4082 ao AN6085.1 72.m19075 AO070340000136 0 -108 -97 ATGAACACCTAA ATGAACACCTAA MNT* MNT* ATACGACATG TTAGACTAAC 0 A 0 0 0 YKL078W 0
9216 4083 af AN5732.1 54.m06851 AO070341000028 0 -282 -262 ATGTGTCAGCCCTTAGTTTGA ATGTGTCAGCCCTTAGTTTGA MCQPLV* MCQPLV* AATCTGACAG GGTCGCAAAA 0 H FG01642.1 0 NCU05421.1 0 0

9217 4083 af AN5732.1 54.m06851 AO070341000028 0 -248 -123 ATGAAGTGGGACTTTTTAACAACAGTCATCGATGTTGCTTA
TCTGGGTTTAGTGCGCCGGCGATCGGAGATATCTTTCATC
AACAAGATCTTACATTACAGTACCCAGCATCTATTTTTCAC
CTGA

ATGAAGTGGGACTTTTTAACAACAGTCATCGATGTT
GCTTATCTGGGTTTAGTGCGCCGGCGATCGGAGA
TATCTTTCATCAACAAGATCTTACATTACAGTACCC
AGCATCTATTTTTCACCTGA

MKWDFLTTVIDVAYLGLV
RRRSEISFINKILHYSTQH
LFFT*

MKWDFLTTVIDVAY
LGLVRRRSEISFINKI
LHYSTQHLFFT*

CGCAAAAGAG GGCTCGGAGA 0 H FG01642.1 0 NCU05421.1 0 0

9218 4083 af AN5732.1 54.m06851 AO070341000028 0 -217 -197 ATGTTGCTTATCTGGGTTTAG ATGTTGCTTATCTGGGTTTAG MLLIWV* MLLIWV* ACAGTCATCG TGCGCCGGCG 0 H FG01642.1 0 NCU05421.1 0 0

9213 4083 an AN5732.1 54.m06851 AO070341000028 0 -190 -47 ATGATGCTCAAGAGTGACTCGAGATCGGGAATATTTTCGG
TGACTACTGATACTCGTTTCGGCTTAGCGCCCGCGATCGG
AGCTCTGCATGGATACCGGAGCTTTCAGGCTGACGGCGG
ACATGTGATAAGAAAATCAAGATAA

ATGATGCTCAAGAGTGACTCGAGATCGGGAATAT
TTTCGGTGACTACTGATACTCGTTTCGGCTTAGC
GCCCGCGATCGGAGCTCTGCATGGATACCGGAG
CTTTCAGGCTGACGGCGGACATGTGATAAGAAAA
TCAAGATAA

MMLKSDSRSGIFSVTTDT
RFGLAPAIGALHGYRSFQ
ADGGHVIRKSR*

MMLKSDSRSGIFSVTTD
TRFGLAPAIGALHGYRS
FQADGGHVIRKSR*

GGAACAACTT TAATTGACAG 0 H FG01642.1 0 NCU05421.1 0 0

9214 4083 an AN5732.1 54.m06851 AO070341000028 0 -187 -47 ATGCTCAAGAGTGACTCGAGATCGGGAATATTTTCGGTGA
CTACTGATACTCGTTTCGGCTTAGCGCCCGCGATCGGAG
CTCTGCATGGATACCGGAGCTTTCAGGCTGACGGCGGAC
ATGTGATAAGAAAATCAAGATAA

ATGCTCAAGAGTGACTCGAGATCGGGAATATTTT
CGGTGACTACTGATACTCGTTTCGGCTTAGCGCC
CGCGATCGGAGCTCTGCATGGATACCGGAGCTT
TCAGGCTGACGGCGGACATGTGATAAGAAAATC
AAGATAA

MLKSDSRSGIFSVTTDTR
FGLAPAIGALHGYRSFQA
DGGHVIRKSR*

MLKSDSRSGIFSVTTDT
RFGLAPAIGALHGYRSF
QADGGHVIRKSR*

ACAACTTATG TAATTGACAG 0 H FG01642.1 0 NCU05421.1 0 0

9215 4083 an AN5732.1 54.m06851 AO070341000028 0 -102 -64 ATGGATACCGGAGCTTTCAGGCTGACGGCGGACATGTGA ATGGATACCGGAGCTTTCAGGCTGACGGCGGAC
ATGTGA

MDTGAFRLTADM* MDTGAFRLTADM* GGAGCTCTGC TAAGAAAATC 0 H FG01642.1 0 NCU05421.1 0 0

9219 4083 ao AN5732.1 54.m06851 AO070341000028 0 -201 -184 ATGATGAAAATAAGGTGA ATGATGAAAATAAGGTGA MMKIR* MMKIR* CAACGATTGC GAAATATGGC 0 H FG01642.1 0 NCU05421.1 0 0

9220 4083 ao AN5732.1 54.m06851 AO070341000028 0 -198 -184 ATGAAAATAAGGTGA ATGAAAATAAGGTGA MKIR* MKIR* CGATTGCATG GAAATATGGC 0 H FG01642.1 0 NCU05421.1 0 0

9221 4083 ao AN5732.1 54.m06851 AO070341000028 0 -178 -161 ATGGCATCTTTTCACTGA ATGGCATCTTTTCACTGA MASFH* MASFH* GGTGAGAAAT CCCGATCTGG 0 H FG01642.1 0 NCU05421.1 0 0

9222 4083 ao AN5732.1 54.m06851 AO070341000028 0 -108 -94 ATGATGGGGCGGTGA ATGATGGGGCGGTGA MMGR* MMGR* TGAGTCACCA ACGGACACTG 0 H FG01642.1 0 NCU05421.1 0 0

9223 4083 ao AN5732.1 54.m06851 AO070341000028 0 -105 -94 ATGGGGCGGTGA ATGGGGCGGTGA MGR* MGR* GTCACCAATG ACGGACACTG 0 H FG01642.1 0 NCU05421.1 0 0

9232 4086 af AN7781.1 57.m05368 AO070343000355 0 -221 -126 ATGCTTAAGGAGATGCAAGCTGTTATCAGGGCATATACCG
AACGACTAGAAAGCTCTACTAACTTTCCTACCATGGTAAAG
ATACACAGTTGCTAA

ATGCTTAAGGAGATGCAAGCTGTTATCAGGGCATA
TACCGAACGACTAGAAAGCTCTACTAACTTTCCTAC
CATGGTAAAGATACACAGTTGCTAA

MLKEMQAVIRAYTERLES
STNFPTMVKIHSC*

MLKEMQAVIRAYTE
RLESSTNFPTMVKIH
SC*

ATATCCTGCC CTAGATGCAA 0  0 0 0 0 0

9233 4086 af AN7781.1 57.m05368 AO070343000355 0 -209 -126 ATGCAAGCTGTTATCAGGGCATATACCGAACGACTAGAAA
GCTCTACTAACTTTCCTACCATGGTAAAGATACACAGTTGC
TAA

ATGCAAGCTGTTATCAGGGCATATACCGAACGACT
AGAAAGCTCTACTAACTTTCCTACCATGGTAAAGAT
ACACAGTTGCTAA

MQAVIRAYTERLESSTNF
PTMVKIHSC*

MQAVIRAYTERLES
STNFPTMVKIHSC*

GCTTAAGGAG CTAGATGCAA 0  0 0 0 0 0

9234 4086 af AN7781.1 57.m05368 AO070343000355 0 -149 -126 ATGGTAAAGATACACAGTTGCTAA ATGGTAAAGATACACAGTTGCTAA MVKIHSC* MVKIHSC* CTTTCCTACC CTAGATGCAA 0  0 0 0 0 0
9235 4086 af AN7781.1 57.m05368 AO070343000355 0 -69 -28 ATGCTGGGGCAGGTTTGTCTCTCAAATTGTATTGTCAGTT

GA
ATGCTGGGGCAGGTTTGTCTCTCAAATTGTATTGTC
AGTTGA

MLGQVCLSNCIVS* MLGQVCLSNCIVS* ACTTTGAGTA AAGCTGGTAC 0  0 0 0 0 0

9224 4086 an AN7781.1 57.m05368 AO070343000355 0 -239 -180 ATGACGGATAAAACGCCATTCATGTTCACAGCGCGCCAAG
ATCCCGCAGGAGAAGGCTGA

ATGACGGATAAAACGCCATTCATGTTCACAGCGC
GCCAAGATCCCGCAGGAGAAGGCTGA

MTDKTPFMFTARQDPAG
EG*

MTDKTPFMFTARQDPA
GEG*

TGCAACCTGC AGCTCAAGCT 0  0 0 0 0 0

9225 4086 an AN7781.1 57.m05368 AO070343000355 0 -218 -180 ATGTTCACAGCGCGCCAAGATCCCGCAGGAGAAGGCTGA ATGTTCACAGCGCGCCAAGATCCCGCAGGAGAA
GGCTGA

MFTARQDPAGEG* MFTARQDPAGEG* AACGCCATTC AGCTCAAGCT 0  0 0 0 0 0

9226 4086 an AN7781.1 57.m05368 AO070343000355 0 -161 -102 ATGTGGTATGATGGGGTTGAGAAGGATGGCGGTTTTCTG
GGGGGGGCAGGAAAGACATAA

ATGTGGTATGATGGGGTTGAGAAGGATGGCGGT
TTTCTGGGGGGGGCAGGAAAGACATAA

MWYDGVEKDGGFLGGA
GKT*

MWYDGVEKDGGFLGG
AGKT*

CTCCGGTTGA ATAGAGGCAT 0  0 0 0 0 0
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9227 4086 an AN7781.1 57.m05368 AO070343000355 0 -154 -98 ATGATGGGGTTGAGAAGGATGGCGGTTTTCTGGGGGGGG
CAGGAAAGACATAAATAG

ATGATGGGGTTGAGAAGGATGGCGGTTTTCTGG
GGGGGGCAGGAAAGACATAAATAG

MMGLRRMAVFWGGQER
HK*

MMGLRRMAVFWGGQE
RHK*

TGAATGTGGT AGGCATATCT 0  0 0 0 0 0

9228 4086 an AN7781.1 57.m05368 AO070343000355 0 -151 -98 ATGGGGTTGAGAAGGATGGCGGTTTTCTGGGGGGGGCA
GGAAAGACATAAATAG

ATGGGGTTGAGAAGGATGGCGGTTTTCTGGGGG
GGGCAGGAAAGACATAAATAG

MGLRRMAVFWGGQERH
K*

MGLRRMAVFWGGQER
HK*

ATGTGGTATG AGGCATATCT 0  0 0 0 0 0

9229 4086 an AN7781.1 57.m05368 AO070343000355 0 -136 -98 ATGGCGGTTTTCTGGGGGGGGCAGGAAAGACATAAATAG ATGGCGGTTTTCTGGGGGGGGCAGGAAAGACAT
AAATAG

MAVFWGGQERHK* MAVFWGGQERHK* GTTGAGAAGG AGGCATATCT 0  0 0 0 0 0

9230 4086 an AN7781.1 57.m05368 AO070343000355 0 -61 -23 ATGAGTTCGAATGACCAGATCCCATTTCTGCCCAATTGA ATGAGTTCGAATGACCAGATCCCATTTCTGCCCA
ATTGA

MSSNDQIPFLPN* MSSNDQIPFLPN* AGTCTTGTGA GCTAGACCCT 0  0 0 0 0 0

9236 4086 ao AN7781.1 57.m05368 AO070343000355 0 -184 -131 ATGCGGAGAGATGTGGGTCTTGACCACGCAACGACGAGA
AACCACTGCCTTTGA

ATGCGGAGAGATGTGGGTCTTGACCACGCA
ACGACGAGAAACCACTGCCTTTGA

MRRDVGLDHATTRNHCL
*

MRRDVGLDHATTR
NHCL*

TCAGTTCCCT AGACCTCTCA 0  0 0 0 0 0

9237 4086 ao AN7781.1 57.m05368 AO070343000355 0 -174 -112 ATGTGGGTCTTGACCACGCAACGACGAGAAACCACTGCC
TTTGAAGACCTCTCATTTGGGTAA

ATGTGGGTCTTGACCACGCAACGACGAGAA
ACCACTGCCTTTGAAGACCTCTCATTTGGGT
AA

MWVLTTQRRETTAFEDL
SFG*

MWVLTTQRRETTAF
EDLSFG*

ATGCGGAGAG TTCTCCGGCC 0  0 0 0 0 0

9238 4086 ao AN7781.1 57.m05368 AO070343000355 0 -100 -83 ATGTCTTGGATAGCATGA ATGTCTTGGATAGCATGA MSWIA* MSWIA* TCTCCGGCCA GCTGGTCGAA 0  0 0 0 0 0
9239 4086 ao AN7781.1 57.m05368 AO070343000355 0 -86 -66 ATGAGCTGGTCGAATATATAA ATGAGCTGGTCGAATATATAA MSWSNI* MSWSNI* CTTGGATAGC ATATCCGACT 0  0 0 0 0 0
9244 4089 af AN4216.1 54.m06773 AO070231000008 0 -237 -163 ATGACCTTGTTTAGAGGCTGCGCATGTATCTATGAATTGTC

TTTCTGTACGAGTAATTTCTTTGATAGGAATTGA
ATGACCTTGTTTAGAGGCTGCGCATGTATCTATGAA
TTGTCTTTCTGTACGAGTAATTTCTTTGATAGGAATT
GA

MTLFRGCACIYELSFCTS
NFFDRN*

MTLFRGCACIYELSF
CTSNFFDRN*

GGTAAACTGT AAGATCGATA 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9245 4089 af AN4216.1 54.m06773 AO070231000008 0 -214 -203 ATGTATCTATGA ATGTATCTATGA MYL* MYL* GAGGCTGCGC ATTGTCTTTC 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9246 4089 af AN4216.1 54.m06773 AO070231000008 0 -206 -120 ATGAATTGTCTTTCTGTACGAGTAATTTCTTTGATAGGAATT
GAAAGATCGATAGTTCTATATGAGTTGTATGCGCATTTCAA
TTGA

ATGAATTGTCTTTCTGTACGAGTAATTTCTTTGATAG
GAATTGAAAGATCGATAGTTCTATATGAGTTGTATG
CGCATTTCAATTGA

MNCLSVRVISLIGIERSIVL
YELYAHFN*

MNCLSVRVISLIGIE
RSIVLYELYAHFN*

GCATGTATCT AGAGCTGTCT 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9247 4089 af AN4216.1 54.m06773 AO070231000008 0 -145 -44 ATGAGTTGTATGCGCATTTCAATTGAAGAGCTGTCTTTCAG
GGCAGTGAAGATCACGTGTATCCTTGCACTGATCTCCGCC
GTCACCCCATGGCCTCGATGA

ATGAGTTGTATGCGCATTTCAATTGAAGAGCTGTCT
TTCAGGGCAGTGAAGATCACGTGTATCCTTGCACT
GATCTCCGCCGTCACCCCATGGCCTCGATGA

MSCMRISIEELSFRAVKIT
CILALISAVTPWPR*

MSCMRISIEELSFRA
VKITCILALISAVTPW
PR*

ATAGTTCTAT TGCCATTCGT 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9248 4089 af AN4216.1 54.m06773 AO070231000008 0 -136 -44 ATGCGCATTTCAATTGAAGAGCTGTCTTTCAGGGCAGTGA
AGATCACGTGTATCCTTGCACTGATCTCCGCCGTCACCCC
ATGGCCTCGATGA

ATGCGCATTTCAATTGAAGAGCTGTCTTTCAGGGC
AGTGAAGATCACGTGTATCCTTGCACTGATCTCCG
CCGTCACCCCATGGCCTCGATGA

MRISIEELSFRAVKITCILA
LISAVTPWPR*

MRISIEELSFRAVKIT
CILALISAVTPWPR*

TATGAGTTGT TGCCATTCGT 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9240 4089 an AN4216.1 54.m06773 AO070231000008 0 -182 -162 ATGGCCATGGGTCTCTTTTAA ATGGCCATGGGTCTCTTTTAA MAMGLF* MAMGLF* CCCTCTGACC TGACTTTGGC 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9241 4089 an AN4216.1 54.m06773 AO070231000008 0 -176 -162 ATGGGTCTCTTTTAA ATGGGTCTCTTTTAA MGLF* MGLF* GACCATGGCC TGACTTTGGC 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9242 4089 an AN4216.1 54.m06773 AO070231000008 0 -162 -100 ATGACTTTGGCAGATAACAGCCACAGCCCATTGGTAACAG
AAAAGCAATGGTCTATGCTTTAA

ATGACTTTGGCAGATAACAGCCACAGCCCATTGG
TAACAGAAAAGCAATGGTCTATGCTTTAA

MTLADNSHSPLVTEKQW
SML*

MTLADNSHSPLVTEKQ
WSML*

GTCTCTTTTA AAGTAGGAGT 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9243 4089 an AN4216.1 54.m06773 AO070231000008 0 -115 -83 ATGGTCTATGCTTTAAAAGTAGGAGTCACGTGA ATGGTCTATGCTTTAAAAGTAGGAGTCACGTGA MVYALKVGVT* MVYALKVGVT* CAGAAAAGCA ACTGTCAGAT 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9249 4089 ao AN4216.1 54.m06773 AO070231000008 0 -295 -227 ATGCCAATCACCATTCCATACTACGAACCATCTCAACTCAC
ACCCCAACAACTATATCATAGTCACTAA

ATGCCAATCACCATTCCATACTACGAACCAT
CTCAACTCACACCCCAACAACTATATCATAG
TCACTAA

MPITIPYYEPSQLTPQQLY
HSH*

MPITIPYYEPSQLTP
QQLYHSH*

TTTCGCTCCA TACCCCCAAA 0  FG02096.1 MG05446.1 NCU01218.1 0 0

9252 4090 af AN1343.1 70.m14890 AO070247000021 0 -126 -91 ATGTCATCCTCTTGTTGCCATGTCGCGAAGCCATGA ATGTCATCCTCTTGTTGCCATGTCGCGAAGCCATG
A

MSSSCCHVAKP* MSSSCCHVAKP* TACAAGCCGT GGTGAAGGGG 0 K 0 0 0 0 0

9253 4090 af AN1343.1 70.m14890 AO070247000021 0 -107 -42 ATGTCGCGAAGCCATGAGGTGAAGGGGAATCAAAAGGTC
GCTGAGTTTGCCGTCGGTATCCTGTAG

ATGTCGCGAAGCCATGAGGTGAAGGGGAATCAAA
AGGTCGCTGAGTTTGCCGTCGGTATCCTGTAG

MSRSHEVKGNQKVAEFA
VGIL*

MSRSHEVKGNQKV
AEFAVGIL*

TCTTGTTGCC ATAACTGCGC 0 K 0 0 0 0 0

9250 4090 an AN1343.1 70.m14890 AO070247000021 0 -127 -71 ATGGTTGCCTTGACCTGTTCGCTGTACTTTTCGCTGCCCC
TCGGAATGTTCCGGTGA

ATGGTTGCCTTGACCTGTTCGCTGTACTTTTCGC
TGCCCCTCGGAATGTTCCGGTGA

MVALTCSLYFSLPLGMFR
*

MVALTCSLYFSLPLGMF
R*

CCTGTCCCTC TCGCTGACTT 0 K 0 0 0 0 0

9251 4090 an AN1343.1 70.m14890 AO070247000021 0 -82 -71 ATGTTCCGGTGA ATGTTCCGGTGA MFR* MFR* GCCCCTCGGA TCGCTGACTT 0 K 0 0 0 0 0
9254 4090 ao AN1343.1 70.m14890 AO070247000021 0 -114 -61 ATGCTGCCTTACCTCGATCCATGTCCGATTGTTCCTACACT

ACACGAGTGCTAA
ATGCTGCCTTACCTCGATCCATGTCCGATTG
TTCCTACACTACACGAGTGCTAA

MLPYLDPCPIVPTLHEC* MLPYLDPCPIVPTLH
EC*

TGCAATCTCA CTAGCACGTT 0 K 0 0 0 0 0

9255 4090 ao AN1343.1 70.m14890 AO070247000021 0 -94 -38 ATGTCCGATTGTTCCTACACTACACGAGTGCTAACTAGCA
CGTTCTCCCTTAGATAG

ATGTCCGATTGTTCCTACACTACACGAGTGC
TAACTAGCACGTTCTCCCTTAGATAG

MSDCSYTTRVLTSTFSLR
*

MSDCSYTTRVLTST
FSLR*

ACCTCGATCC CTGCGCCAGC 0 K 0 0 0 0 0

9261 4095 af AN8798.1 71.m15605 AO070276000062 0 -85 -50 ATGGAACGCTTGCTTCTACGTCTATCCTACTCCTAA ATGGAACGCTTGCTTCTACGTCTATCCTACTCCTAA MERLLLRLSYS* MERLLLRLSYS* AAATCAGATC TTCCGTCCCC 0 R 0 MG04080.1 0 0 0

9256 4095 an AN8798.1 71.m15605 AO070276000062 0 -213 -187 ATGATGCTCCAGGGGAAGAGTCATTGA ATGATGCTCCAGGGGAAGAGTCATTGA MMLQGKSH* MMLQGKSH* ATAGTCGCCC CACAGCATCC 0 R 0 MG04080.1 0 0 0
9257 4095 an AN8798.1 71.m15605 AO070276000062 0 -210 -187 ATGCTCCAGGGGAAGAGTCATTGA ATGCTCCAGGGGAAGAGTCATTGA MLQGKSH* MLQGKSH* GTCGCCCATG CACAGCATCC 0 R 0 MG04080.1 0 0 0
9258 4095 an AN8798.1 71.m15605 AO070276000062 0 -174 -112 ATGTTTATGAATTCAGTCTTTTTCATTGAAGCGACCTTTTTA

ATGTCACCATTTTACTTTTAG
ATGTTTATGAATTCAGTCTTTTTCATTGAAGCGAC
CTTTTTAATGTCACCATTTTACTTTTAG

MFMNSVFFIEATFLMSPF
YF*

MFMNSVFFIEATFLMSP
FYF*

CAGCATCCCA ACTGCACATA 0 R 0 MG04080.1 0 0 0

9259 4095 an AN8798.1 71.m15605 AO070276000062 0 -168 -112 ATGAATTCAGTCTTTTTCATTGAAGCGACCTTTTTAATGTCA
CCATTTTACTTTTAG

ATGAATTCAGTCTTTTTCATTGAAGCGACCTTTTT
AATGTCACCATTTTACTTTTAG

MNSVFFIEATFLMSPFYF* MNSVFFIEATFLMSPFYF
*

CCCAATGTTT ACTGCACATA 0 R 0 MG04080.1 0 0 0

9260 4095 an AN8798.1 71.m15605 AO070276000062 0 -132 -112 ATGTCACCATTTTACTTTTAG ATGTCACCATTTTACTTTTAG MSPFYF* MSPFYF* GACCTTTTTA ACTGCACATA 0 R 0 MG04080.1 0 0 0
9262 4095 ao AN8798.1 71.m15605 AO070276000062 0 -213 -181 ATGCAGTGTGCCAAGTGGTCAGTTCTTGATTAA ATGCAGTGTGCCAAGTGGTCAGTTCTTGATT

AA
MQCAKWSVLD* MQCAKWSVLD* ATTTACTGTA TGCTTGCTTT 0 R 0 MG04080.1 0 0 0

9263 4095 ao AN8798.1 71.m15605 AO070276000062 0 -181 -167 ATGCTTGCTTTGTGA ATGCTTGCTTTGTGA MLAL* MLAL* TTCTTGATTA ATATTTCCGG 0 R 0 MG04080.1 0 0 0
9264 4095 ao AN8798.1 71.m15605 AO070276000062 0 -156 -49 ATGCTCTATACACCAGACGCTCTATCACACGAACAGGATC

AGCTCACTCGATCGTTGATGGTGAGGCTAGACCATGGAAC
TACTTATCTCCCCCGATCTCTATCCTAA

ATGCTCTATACACCAGACGCTCTATCACACG
AACAGGATCAGCTCACTCGATCGTTGATGG
TGAGGCTAGACCATGGAACTACTTATCTCCC
CCGATCTCTATCCTAA

MLYTPDALSHEQDQLTR
SLMVRLDHGTTYLPRSLS
*

MLYTPDALSHEQDQ
LTRSLMVRLDHGTT
YLPRSLS*

ATATTTCCGG TTCAGTCCTC 0 R 0 MG04080.1 0 0 0

9265 4095 ao AN8798.1 71.m15605 AO070276000062 0 -99 -49 ATGGTGAGGCTAGACCATGGAACTACTTATCTCCCCCGAT
CTCTATCCTAA

ATGGTGAGGCTAGACCATGGAACTACTTAT
CTCCCCCGATCTCTATCCTAA

MVRLDHGTTYLPRSLS* MVRLDHGTTYLPRS
LS*

TCGATCGTTG TTCAGTCCTC 0 R 0 MG04080.1 0 0 0

9266 4095 ao AN8798.1 71.m15605 AO070276000062 0 -83 -9 ATGGAACTACTTATCTCCCCCGATCTCTATCCTAATTCAGT
CCTCCCAGACACCTCCCTATTCGTACTAAATTGA

ATGGAACTACTTATCTCCCCCGATCTCTATC
CTAATTCAGTCCTCCCAGACACCTCCCTATT
CGTACTAAATTGA

MELLISPDLYPNSVLPDTS
LFVLN*

MELLISPDLYPNSVL
PDTSLFVLN*

AGGCTAGACC CTATCGCCAT 0 R 0 MG04080.1 0 0 0

9269 4096 af AN7549.1 72.m19566 AO070277000046 0 -164 -102 ATGCTGCCTACTTGTTTCCGCCGTGCAACATGCGCGCGG
ACCTACCAGGCTGCCAGCCTATAA

ATGCTGCCTACTTGTTTCCGCCGTGCAACATGCGC
GCGGACCTACCAGGCTGCCAGCCTATAA

MLPTCFRRATCARTYQA
ASL*

MLPTCFRRATCART
YQAASL*

GCCTCGTTGG AAGCCAGAGA 0 O 0 0 0 0 0

9270 4096 af AN7549.1 72.m19566 AO070277000046 0 -135 -61 ATGCGCGCGGACCTACCAGGCTGCCAGCCTATAAAAGCC
AGAGAAACCTATATAATGAGCGATGAAGACGGGTAG

ATGCGCGCGGACCTACCAGGCTGCCAGCCTATAA
AAGCCAGAGAAACCTATATAATGAGCGATGAAGAC
GGGTAG

MRADLPGCQPIKARETYI
MSDEDG*

MRADLPGCQPIKAR
ETYIMSDEDG*

GCCGTGCAAC TCTTCTTTTC 0 O 0 0 0 0 0

9271 4096 af AN7549.1 72.m19566 AO070277000046 0 -81 -61 ATGAGCGATGAAGACGGGTAG ATGAGCGATGAAGACGGGTAG MSDEDG* MSDEDG* AACCTATATA TCTTCTTTTC 0 O 0 0 0 0 0
9267 4096 an AN7549.1 72.m19566 AO070277000046 0 -182 -3 ATGAGCCTCACTATAGGTATAAAGGTCCAGACCTCAGACC

TCAGATTTCACACCACAATCAACCTTCAAACGAATGGGAC
ACACTCTCATCCCTCTTTTTTCTCCTCTTATCCCCATCTTTG
TCTCTACAATAATACAACCCTGAGGTCACTCGAATCCCCG
TTAAGTTCGAGCAAGTAA

ATGAGCCTCACTATAGGTATAAAGGTCCAGACCT
CAGACCTCAGATTTCACACCACAATCAACCTTCA
AACGAATGGGACACACTCTCATCCCTCTTTTTTCT
CCTCTTATCCCCATCTTTGTCTCTACAATAATACA
ACCCTGAGGTCACTCGAATCCCCGTTAAGTTCGA
GCAAGTAA

MSLTIGIKVQTSDLRFHTT
INLQTNGTHSHPSFFSSY
PHLCLYNNTTLRSLESPL
SSSK*

MSLTIGIKVQTSDLRFHT
TINLQTNGTHSHPSFFS
SYPHLCLYNNTTLRSLE
SPLSSSK*

GCCTGCTCAT CAATGGCCTC 0 O 0 0 0 0 0

9268 4096 an AN7549.1 72.m19566 AO070277000046 0 -109 -38 ATGGGACACACTCTCATCCCTCTTTTTTCTCCTCTTATCCC
CATCTTTGTCTCTACAATAATACAACCCTGA

ATGGGACACACTCTCATCCCTCTTTTTTCTCCTCT
TATCCCCATCTTTGTCTCTACAATAATACAACCCT
GA

MGHTLIPLFSPLIPIFVSTII
QP*

MGHTLIPLFSPLIPIFVSTI
IQP*

CTTCAAACGA GGTCACTCGA 0 O 0 0 0 0 0

9272 4096 ao AN7549.1 72.m19566 AO070277000046 0 -64 -8 ATGCCAAAACAACATACTACCTTTTCGTCTTCAGAGACCCT
GATTGGGACCATATAA

ATGCCAAAACAACATACTACCTTTTCGTCTT
CAGAGACCCTGATTGGGACCATATAA

MPKQHTTFSSSETLIGTI* MPKQHTTFSSSETLI
GTI*

TATACATTAC AGCCATCATG 0 O 0 0 0 0 0

9274 4099 af AN2262.1 71.m15903 AO070295000025 0 -173 -153 ATGTTTCTGCCCAAGGCATGA ATGTTTCTGCCCAAGGCATGA MFLPKA* MFLPKA* GGTGAGCGCG ATCTGCCGAT 0 S FG07195.1 0 0 YKL143W 0
9275 4099 af AN2262.1 71.m15903 AO070295000025 0 -156 -28 ATGAATCTGCCGATAAGGGAGCACGTGACTCGATACAACC

CACTATCACGAAATTTTGATTTTTCGATCTCCGGAAGAGAC
TTGGAAAGAGAGACAGAGACAGAGCAGATTAGACGGTCA
AGATTTTAG

ATGAATCTGCCGATAAGGGAGCACGTGACTCGATA
CAACCCACTATCACGAAATTTTGATTTTTCGATCTC
CGGAAGAGACTTGGAAAGAGAGACAGAGACAGAG
CAGATTAGACGGTCAAGATTTTAG

MNLPIREHVTRYNPLSRN
FDFSISGRDLERETETEQI
RRSRF*

MNLPIREHVTRYNP
LSRNFDFSISGRDLE
RETETEQIRRSRF*

TGCCCAAGGC GACGTCGATA 0 S FG07195.1 0 0 YKL143W 0

9273 4099 an AN2262.1 71.m15903 AO070295000025 0 -195 -166 ATGGTATCCTCTCCTCTCGATTTAATATAG ATGGTATCCTCTCCTCTCGATTTAATATAG MVSSPLDLI* MVSSPLDLI* AGATTTTAAG ATCCTCCGGT 0 S FG07195.1 0 0 YKL143W 0
9277 4102 af AN6304.1 72.m19330 AO070308000059 0 -154 -32 ATGTGCTTAGCGCATATCTTCCCTTCATCACAGCCCTCCAT

CCCCCTACGGTTTGGACTACTACACTGTGTCTTCACTGGG
TTCAATATTTGTTGGCCGATTCCATTAGGGACACGACCGT
AA

ATGTGCTTAGCGCATATCTTCCCTTCATCACAGCCC
TCCATCCCCCTACGGTTTGGACTACTACACTGTGT
CTTCACTGGGTTCAATATTTGTTGGCCGATTCCATT
AGGGACACGACCGTAA

MCLAHIFPSSQPSIPLRF
GLLHCVFTGFNICWPIPL
GTRP*

MCLAHIFPSSQPSIP
LRFGLLHCVFTGFNI
CWPIPLGTRP*

TATCTGCTCC TCTTTGAAAC 0 T 0 0 0 0 0

9276 4102 an AN6304.1 72.m19330 AO070308000059 0 -116 -93 ATGAGAGCACAGGACGTACGATAG ATGAGAGCACAGGACGTACGATAG MRAQDVR* MRAQDVR* TCAGTCCGCA CCCTGTTAAA 0 T 0 0 0 0 0
9278 4102 ao AN6304.1 72.m19330 AO070308000059 0 -119 -75 ATGCCCAGACGAACACCACCAGCGACTATACAGTGTCTAC

CTTAA
ATGCCCAGACGAACACCACCAGCGACTATA
CAGTGTCTACCTTAA

MPRRTPPATIQCLP* MPRRTPPATIQCLP* ACTTGGAATC ATCCAGAATT 0 T 0 0 0 0 0

9281 4104 af AN5685.1 65.m07411 AO070309000100 0 -252 -166 ATGATGTTGCTTCAACAGAGCCAACCTGGAGGCTTGGCC
GACGAGCTCGGAAGCGGTCGAGCCAACCACCGACTAGAC
AAGGCTTAG

ATGATGTTGCTTCAACAGAGCCAACCTGGAGGCTT
GGCCGACGAGCTCGGAAGCGGTCGAGCCAACCA
CCGACTAGACAAGGCTTAG

MMLLQQSQPGGLADELG
SGRANHRLDKA*

MMLLQQSQPGGLA
DELGSGRANHRLD
KA*

TAGGCTGAGG TTCTTATCGG 0 S 0 0 0 0 0

9282 4104 af AN5685.1 65.m07411 AO070309000100 0 -249 -166 ATGTTGCTTCAACAGAGCCAACCTGGAGGCTTGGCCGAC
GAGCTCGGAAGCGGTCGAGCCAACCACCGACTAGACAAG
GCTTAG

ATGTTGCTTCAACAGAGCCAACCTGGAGGCTTGGC
CGACGAGCTCGGAAGCGGTCGAGCCAACCACCGA
CTAGACAAGGCTTAG

MLLQQSQPGGLADELGS
GRANHRLDKA*

MLLQQSQPGGLAD
ELGSGRANHRLDKA
*

GCTGAGGATG TTCTTATCGG 0 S 0 0 0 0 0

9283 4104 af AN5685.1 65.m07411 AO070309000100 0 -150 -76 ATGATCATATCAGCAACCTTTTTTTTCCTTTTTAGTCCAATC
TTTTTTAAGGGTCAAAATTGTTATCAAATTTGA

ATGATCATATCAGCAACCTTTTTTTTCCTTTTTAGTC
CAATCTTTTTTAAGGGTCAAAATTGTTATCAAATTTG
A

MIISATFFFLFSPIFFKGQ
NCYQI*

MIISATFFFLFSPIFF
KGQNCYQI*

ATCGGCCGCA AATCAATTGA 0 S 0 0 0 0 0

9279 4104 an AN5685.1 65.m07411 AO070309000100 0 -183 -13 ATGATGTTGAAATCGAAGCCAGGCTGTTGGATTGGGCGA
GCTCGGAGGGCGGTCAGATCGGTGCCAGCTCCGGCGGA
TGCAAGATTTCGTCCACTTTTTTTCTGGCCGACAGATTCCC
ATACAAATTCAATCCGCCATATCGCTTATTCATTTCAGTATC
TGGACCTATAA

ATGATGTTGAAATCGAAGCCAGGCTGTTGGATTG
GGCGAGCTCGGAGGGCGGTCAGATCGGTGCCA
GCTCCGGCGGATGCAAGATTTCGTCCACTTTTTT
TCTGGCCGACAGATTCCCATACAAATTCAATCCG
CCATATCGCTTATTCATTTCAGTATCTGGACCTAT
AA

MMLKSKPGCWIGRARRA
VRSVPAPADARFRPLFF
WPTDSHTNSIRHIAYSFQ
YLDL*

MMLKSKPGCWIGRARR
AVRSVPAPADARFRPLF
FWPTDSHTNSIRHIAYSF
QYLDL*

CCGCTGGAGG TCATCGATCG 0 S 0 0 0 0 0
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9280 4104 an AN5685.1 65.m07411 AO070309000100 0 -180 -13 ATGTTGAAATCGAAGCCAGGCTGTTGGATTGGGCGAGCT
CGGAGGGCGGTCAGATCGGTGCCAGCTCCGGCGGATGC
AAGATTTCGTCCACTTTTTTTCTGGCCGACAGATTCCCATA
CAAATTCAATCCGCCATATCGCTTATTCATTTCAGTATCTG
GACCTATAA

ATGTTGAAATCGAAGCCAGGCTGTTGGATTGGG
CGAGCTCGGAGGGCGGTCAGATCGGTGCCAGC
TCCGGCGGATGCAAGATTTCGTCCACTTTTTTTC
TGGCCGACAGATTCCCATACAAATTCAATCCGCC
ATATCGCTTATTCATTTCAGTATCTGGACCTATAA

MLKSKPGCWIGRARRAV
RSVPAPADARFRPLFFW
PTDSHTNSIRHIAYSFQYL
DL*

MLKSKPGCWIGRARRA
VRSVPAPADARFRPLFF
WPTDSHTNSIRHIAYSF
QYLDL*

CTGGAGGATG TCATCGATCG 0 S 0 0 0 0 0

9284 4104 ao AN5685.1 65.m07411 AO070309000100 0 -250 -173 ATGGTGGTTGGAGACAGGCTGGAGGATTGGCCGAACGG
GGCTCGGAGGCGGTCGACCCAAATCACCGGCAAGGCTTA
G

ATGGTGGTTGGAGACAGGCTGGAGGATTG
GCCGAACGGGGCTCGGAGGCGGTCGACCC
AAATCACCGGCAAGGCTTAG

MVVGDRLEDWPNGARR
RSTQITGKA*

MVVGDRLEDWPNG
ARRRSTQITGKA*

CCCCGGAGGT CTTCACTTTG 0 S 0 0 0 0 0

9285 4104 ao AN5685.1 65.m07411 AO070309000100 0 -138 -94 ATGGCTCTTTTATATCGAAACCATATCACCGAATACGTGGG
TTAA

ATGGCTCTTTTATATCGAAACCATATCACCG
AATACGTGGGTTAA

MALLYRNHITEYVG* MALLYRNHITEYVG* GATTTTTTTT TAACGCACTT 0 S 0 0 0 0 0

9286 4105 af AN8248.1 53.m03717 AO070310000058 0 -208 -125 ATGAGAGAGATTTCTATATGGTCGATGGAGGTAAGAAAAG
AAAATCCGAAAAAGGCGGGAAATTCGGACATAAAGCGCA
GCTAG

ATGAGAGAGATTTCTATATGGTCGATGGAGGTAAG
AAAAGAAAATCCGAAAAAGGCGGGAAATTCGGACA
TAAAGCGCAGCTAG

MREISIWSMEVRKENPKK
AGNSDIKRS*

MREISIWSMEVRKE
NPKKAGNSDIKRS*

CTGACCAGGA AGAAATCCAT 0  0 0 0 0 0

9287 4105 af AN8248.1 53.m03717 AO070310000058 0 -191 -87 ATGGTCGATGGAGGTAAGAAAAGAAAATCCGAAAAAGGC
GGGAAATTCGGACATAAAGCGCAGCTAGAGAAATCCATCG
GCGTCACTCTTCGTAGCTCCATCTAA

ATGGTCGATGGAGGTAAGAAAAGAAAATCCGAAAA
AGGCGGGAAATTCGGACATAAAGCGCAGCTAGAG
AAATCCATCGGCGTCACTCTTCGTAGCTCCATCTAA

MVDGGKKRKSEKGGKF
GHKAQLEKSIGVTLRSSI*

MVDGGKKRKSEKG
GKFGHKAQLEKSIG
VTLRSSI*

AGATTTCTAT AATCATCTTC 0  0 0 0 0 0

9288 4105 af AN8248.1 53.m03717 AO070310000058 0 -184 -125 ATGGAGGTAAGAAAAGAAAATCCGAAAAAGGCGGGAAATT
CGGACATAAAGCGCAGCTAG

ATGGAGGTAAGAAAAGAAAATCCGAAAAAGGCGG
GAAATTCGGACATAAAGCGCAGCTAG

MEVRKENPKKAGNSDIK
RS*

MEVRKENPKKAGN
SDIKRS*

TATATGGTCG AGAAATCCAT 0  0 0 0 0 0

9289 4107 an AN4481.1 57.m05651 AO070311000027 0 -194 -117 ATGGTCTTGTCTCGAGCGATTTGGTTTCTTTCACCACATTA
TTCAAGAACATCCCCTGCTGCTCTTCAAGAGAGTTGA

ATGGTCTTGTCTCGAGCGATTTGGTTTCTTTCAC
CACATTATTCAAGAACATCCCCTGCTGCTCTTCAA
GAGAGTTGA

MVLSRAIWFLSPHYSRTS
PAALQES*

MVLSRAIWFLSPHYSRT
SPAALQES*

GTCAAAGATC CCCAAGGAAG 0 G 0 0 0 0 0

9290 4109 af AN3145.1 59.m08506 AO070312000163 0 -282 -127 ATGCTAACACGTTATAGGTGTCGACTGGCTCTTTTTCGAAC
AAAATCCTTTCACGAGCAACGCTTTCCTCACACTCCGTCAA
TCCTTCCAGGAATCTCGCAGTGCTGTCTGATTATTTCCGTC
CCGCGTGCCCTCAGCATCATACTAATAACGTAA

ATGCTAACACGTTATAGGTGTCGACTGGCTCTTTTT
CGAACAAAATCCTTTCACGAGCAACGCTTTCCTCA
CACTCCGTCAATCCTTCCAGGAATCTCGCAGTGCT
GTCTGATTATTTCCGTCCCGCGTGCCCTCAGCATC
ATACTAATAACGTAA

MLTRYRCRLALFRTKSFH
EQRFPHTPSILPGISQCC
LIISVPRALSIILIT*

MLTRYRCRLALFRT
KSFHEQRFPHTPSIL
PGISQCCLIISVPRAL
SIILIT*

GAATTTGCTA TTCCTCGAAC 0 A 0 0 0 0 0

9308 4112 af AN8691.1 62.m03474 AO070315000112 0 -143 -132 ATGACGCGCTAA ATGACGCGCTAA MTR* MTR* TTCGGCCGGG AGCCCCCGAA 0 A 0 0 0 YNL221C 0
9307 4112 an AN8691.1 62.m03474 AO070315000112 0 -91 -80 ATGGAGCTCTAA ATGGAGCTCTAA MEL* MEL* CAATTTCCCA GTTTCACTCT 0 A 0 0 0 YNL221C 0
9309 4112 ao AN8691.1 62.m03474 AO070315000112 0 -122 -111 ATGGAATTTTAA ATGGAATTTTAA MEF* MEF* GCTTTCCTAT TTCCAGACCA 0 A 0 0 0 YNL221C 0
9310 4112 ao AN8691.1 62.m03474 AO070315000112 0 -94 -83 ATGCCACTATAA ATGCCACTATAA MPL* MPL* ACCACATTTA TTCACCAGCC 0 A 0 0 0 YNL221C 0
9311 4113 an AN8724.1 62.m03342 AO070315000152 0 -256 -203 ATGCTTCCCCGCTACCCCTCCGTTGTCGAAGGGTCCTCTA

TTTCTCTTGCCTAG
ATGCTTCCCCGCTACCCCTCCGTTGTCGAAGGG
TCCTCTATTTCTCTTGCCTAG

MLPRYPSVVEGSSISLA* MLPRYPSVVEGSSISLA* GCAGGTCTCT GTTGGAGTAC 0 TV 0 0 0 0 0

9312 4113 ao AN8724.1 62.m03342 AO070315000152 0 -162 -118 ATGAGAGCTTACATTCCATGTCTGACAAAAGTGGAGCTTC
AATAG

ATGAGAGCTTACATTCCATGTCTGACAAAAG
TGGAGCTTCAATAG

MRAYIPCLTKVELQ* MRAYIPCLTKVELQ* ACGAGAAACG TTCGATAAAA 0 TV 0 0 0 0 0

9313 4113 ao AN8724.1 62.m03342 AO070315000152 0 -145 -110 ATGTCTGACAAAAGTGGAGCTTCAATAGTTCGATAA ATGTCTGACAAAAGTGGAGCTTCAATAGTTC
GATAA

MSDKSGASIVR* MSDKSGASIVR* CTTACATTCC AAATTAATGT 0 TV 0 0 0 0 0

9314 4113 ao AN8724.1 62.m03342 AO070315000152 0 -103 -83 ATGTCCCATTCACGCGCCTAG ATGTCCCATTCACGCGCCTAG MSHSRA* MSHSRA* ATAAAAATTA TTCACTACAA 0 TV 0 0 0 0 0
9316 4114 af AN0632.1 70.m15650 AO070318000122 0 -208 -35 ATGTTGGTGGTTGAGGTGTTTGCCTTTGTCACGAGAGTGA

GAGCTATCCGGCGGAGGAAAGAAGCTCGCCCCGGCGAA
TGTGGCCGCTTGCACCGCCGTTGCTTCAAGATCATTTCTA
CTATCTCCCACAACTCTCATTATACGCGCATGTCTTGGTTA
CTCTTAGCATCCTAG

ATGTTGGTGGTTGAGGTGTTTGCCTTTGTCACGAG
AGTGAGAGCTATCCGGCGGAGGAAAGAAGCTCGC
CCCGGCGAATGTGGCCGCTTGCACCGCCGTTGCT
TCAAGATCATTTCTACTATCTCCCACAACTCTCATTA
TACGCGCATGTCTTGGTTACTCTTAGCATCCTAG

MLVVEVFAFVTRVRAIRR
RKEARPGECGRLHRRCF
KIISTISHNSHYTRMSWLL
LAS*

MLVVEVFAFVTRVR
AIRRRKEARPGECG
RLHRRCFKIISTISHN
SHYTRMSWLLLAS*

CGGGCTGGCG TTAGCGACTG 0 A 0 0 0 0 0

9317 4114 af AN0632.1 70.m15650 AO070318000122 0 -61 -35 ATGTCTTGGTTACTCTTAGCATCCTAG ATGTCTTGGTTACTCTTAGCATCCTAG MSWLLLAS* MSWLLLAS* TTATACGCGC TTAGCGACTG 0 A 0 0 0 0 0
9315 4114 an AN0632.1 70.m15650 AO070318000122 0 -172 -146 ATGAAATCGAGGTTAATTACGACCTAG ATGAAATCGAGGTTAATTACGACCTAG MKSRLITT* MKSRLITT* GAAGCGGTAG CTCTTCTCGA 0 A 0 0 0 0 0
9318 4114 ao AN0632.1 70.m15650 AO070318000122 0 -254 -228 ATGTTCAGCGGAAGTTGTTGCGGTTGA ATGTTCAGCGGAAGTTGTTGCGGTTGA MFSGSCCG* MFSGSCCG* GAGGGATTGA AATTAAATGG 0 A 0 0 0 0 0
9319 4114 ao AN0632.1 70.m15650 AO070318000122 0 -221 -162 ATGGAGAGCTCCGGTTTTGTCACGAGTTTAAGCTCGACCG

CCGAGGAGCTTCTAGTCTAG
ATGGAGAGCTCCGGTTTTGTCACGAGTTTAA
GCTCGACCGCCGAGGAGCTTCTAGTCTAG

MESSGFVTSLSSTAEELL
V*

MESSGFVTSLSSTA
EELLV*

TTGAAATTAA TCCGCCCTCT 0 A 0 0 0 0 0

9320 4115 ao AN0140.1 71.m15423 AO070321000112 0 -262 -245 ATGGGCATACGTATGTGA ATGGGCATACGTATGTGA MGIRM* MGIRM* ACCTAAAACA CTTAAGGTAC 0 Z FG10856.1 MG03879.1 NCU01756.1 YJR065C YJR065C

9323 4116 af AN1751.1 69.m15052 AO070324000042 0 -199 -170 ATGGAAGCGGTGATGATCTTTTTTACTTGA ATGGAAGCGGTGATGATCTTTTTTACTTGA MEAVMIFFT* MEAVMIFFT* ACGCAAATCA GATGAAAAAA 0 DR 0 MG00559.1 NCU04040.1 0 0

9324 4116 af AN1751.1 69.m15052 AO070324000042 0 -187 -170 ATGATCTTTTTTACTTGA ATGATCTTTTTTACTTGA MIFFT* MIFFT* GGAAGCGGTG GATGAAAAAA 0 DR 0 MG00559.1 NCU04040.1 0 0

9325 4116 af AN1751.1 69.m15052 AO070324000042 0 -168 -4 ATGAAAAAAAGCGGCAGAAAAGAGGCCCGCCTTTTTACGC
ATTTTAATCTTATCGCTTCATCTCCCCACATTGAATTTCTAC
CAGAGATCCAACTGGACGGCAATTTATACATCTACACTGC
CTTACAATCCCAGTACTTGCGAGGGATTGTTATCAGTTCCT
GA

ATGAAAAAAAGCGGCAGAAAAGAGGCCCGCCTTTT
TACGCATTTTAATCTTATCGCTTCATCTCCCCACATT
GAATTTCTACCAGAGATCCAACTGGACGGCAATTT
ATACATCTACACTGCCTTACAATCCCAGTACTTGCG
AGGGATTGTTATCAGTTCCTGA

MKKSGRKEARLFTHFNLI
ASSPHIEFLPEIQLDGNLY
IYTALQSQYLRGIVISS*

MKKSGRKEARLFTH
FNLIASSPHIEFLPEI
QLDGNLYIYTALQS
QYLRGIVISS*

TTTACTTGAG AAAATGGGGA 0 DR 0 MG00559.1 NCU04040.1 0 0

9321 4116 an AN1751.1 69.m15052 AO070324000042 0 -226 -200 ATGAGAAATTTATTGAGTCAAAGTTGA ATGAGAAATTTATTGAGTCAAAGTTGA MRNLLSQS* MRNLLSQS* CCCATATTAT TCAGTGCAGT 0 DR 0 MG00559.1 NCU04040.1 0 0

9322 4116 an AN1751.1 69.m15052 AO070324000042 0 -189 -10 ATGTTATTCCTTCGGCGAGTTCGATTTTTGGAGCAGAAAAA
AAGGCGGCAGAACAATCCCACCGCCTTCTATTTCTTAGTT
CCAATCTTATCGCCAGCCCCACGCACCAAAAGAAATCGCA
ATTGTCCCCTCAGACCCCTCCTCTATTCCTTTTTGTCGCCC
ATTGGGAATCGAAGATAG

ATGTTATTCCTTCGGCGAGTTCGATTTTTGGAGC
AGAAAAAAAGGCGGCAGAACAATCCCACCGCCT
TCTATTTCTTAGTTCCAATCTTATCGCCAGCCCCA
CGCACCAAAAGAAATCGCAATTGTCCCCTCAGAC
CCCTCCTCTATTCCTTTTTGTCGCCCATTGGGAAT
CGAAGATAG

MLFLRRVRFLEQKKRRQ
NNPTAFYFLVPILSPAPRT
KRNRNCPLRPLLYSFLSP
IGNRR*

MLFLRRVRFLEQKKRR
QNNPTAFYFLVPILSPAP
RTKRNRNCPLRPLLYSF
LSPIGNRR*

TCAGTGCAGT ACAGTCGCCA 0 DR 0 MG00559.1 NCU04040.1 0 0

9326 4116 ao AN1751.1 69.m15052 AO070324000042 0 -210 -181 ATGAGGATATATGTTGTTTCTGGTTTTTGA ATGAGGATATATGTTGTTTCTGGTTTTTGA MRIYVVSGF* MRIYVVSGF* GGAAGCAATT AGAATTATTT 0 DR 0 MG00559.1 NCU04040.1 0 0

9328 4117 af AN6597.1 62.m03201 AO070326000046 0 -99 -28 ATGTCCCTCTTGCCAACTTCCTACAAATGTACGCAACCCA
CTACGGCTTCAATATTTTGCTCTCTCGAATGA

ATGTCCCTCTTGCCAACTTCCTACAAATGTACGCAA
CCCACTACGGCTTCAATATTTTGCTCTCTCGAATGA

MSLLPTSYKCTQPTTASIF
CSLE*

MSLLPTSYKCTQPT
TASIFCSLE*

GAAAGCTAGG TCTTGCGGTA 0 R 0 0 0 0 0

9329 4117 af AN6597.1 62.m03201 AO070326000046 0 -73 -17 ATGTACGCAACCCACTACGGCTTCAATATTTTGCTCTCTCG
AATGATCTTGCGGTAG

ATGTACGCAACCCACTACGGCTTCAATATTTTGCTC
TCTCGAATGATCTTGCGGTAG

MYATHYGFNILLSRMILR* MYATHYGFNILLSR
MILR*

CTTCCTACAA CCCCAACTCT 0 R 0 0 0 0 0

9327 4117 an AN6597.1 62.m03201 AO070326000046 0 -126 -79 ATGACCGACCGCTCTGGGCTCGAGCTTCATTCGGCCAAC
CTCGACTGA

ATGACCGACCGCTCTGGGCTCGAGCTTCATTCG
GCCAACCTCGACTGA

MTDRSGLELHSANLD* MTDRSGLELHSANLD* CGCGGGAAAA CTCAATTGCC 0 R 0 0 0 0 0

9331 4117 ao AN6597.1 62.m03201 AO070326000046 0 -241 -212 ATGCGATGCGGTAAGCAGCAGATACCTTAA ATGCGATGCGGTAAGCAGCAGATACCTTAA MRCGKQQIP* MRCGKQQIP* ACTCCGTAAT TGACGATAAG 0 R 0 0 0 0 0

9332 4117 ao AN6597.1 62.m03201 AO070326000046 0 -212 -75 ATGACGATAAGATGCGGCTGTGATACGCTAATCCCAGCCA
GGTATAGTGGTTTCCGCGGGGGACTCTCACCGCTCACGT
CACGTTTCCGGGTACTGCATCAGTTGGCCGCGGGAAAAC
GGAATGCTTCTGGTGACTGA

ATGACGATAAGATGCGGCTGTGATACGCTA
ATCCCAGCCAGGTATAGTGGTTTCCGCGGG
GGACTCTCACCGCTCACGTCACGTTTCCGG
GTACTGCATCAGTTGGCCGCGGGAAAACG
GAATGCTTCTGGTGACTGA

MTIRCGCDTLIPARYSGF
RGGLSPLTSRFRVLHQLA
AGKRNASGD*

MTIRCGCDTLIPARY
SGFRGGLSPLTSRF
RVLHQLAAGKRNAS
GD*

AGATACCTTA TTCATCCGCC 0 R 0 0 0 0 0

9333 4117 ao AN6597.1 62.m03201 AO070326000046 0 -201 -190 ATGCGGCTGTGA ATGCGGCTGTGA MRL* MRL* TGACGATAAG TACGCTAATC 0 R 0 0 0 0 0
9336 4118 af AN4776.1 59.m09207 AO070329000076 0 -110 -39 ATGTCAAGCATTCAGCTTCACTCTCGCATAGATGGACAGC

TTATAGAATATCTGCATAAATCTCTTTTCTAA
ATGTCAAGCATTCAGCTTCACTCTCGCATAGATGG
ACAGCTTATAGAATATCTGCATAAATCTCTTTTCTAA

MSSIQLHSRIDGQLIEYLH
KSLF*

MSSIQLHSRIDGQLI
EYLHKSLF*

GGGCCAGGAC TCGTGACAAC 0 E 0 0 0 0 0

9337 4118 af AN4776.1 59.m09207 AO070329000076 0 -79 -65 ATGGACAGCTTATAG ATGGACAGCTTATAG MDSL* MDSL* TCTCGCATAG AATATCTGCA 0 E 0 0 0 0 0
9335 4118 an AN4776.1 59.m09207 AO070329000076 0 -176 -102 ATGTGTGGTCTTCGCCACAAACCACGAACGTTATCTTATCA

GCATAAAATTGTACTATCTCTTCCGCTGCGTTGA
ATGTGTGGTCTTCGCCACAAACCACGAACGTTAT
CTTATCAGCATAAAATTGTACTATCTCTTCCGCTG
CGTTGA

MCGLRHKPRTLSYQHKIV
LSLPLR*

MCGLRHKPRTLSYQHKI
VLSLPLR*

TTAGACTGGT CTCCAAGCCC 0 E 0 0 0 0 0

9338 4118 ao AN4776.1 59.m09207 AO070329000076 0 -302 -282 ATGCGTAGAAGAATACTATAG ATGCGTAGAAGAATACTATAG MRRRIL* MRRRIL* TGTTGAAGGT CCAGGATGAG 0 E 0 0 0 0 0
9339 4118 ao AN4776.1 59.m09207 AO070329000076 0 -276 -130 ATGAGACTCCAATTGAGTTCCACATCCTGCACTGCAGTGC

CAAACTGGTCTGTTTCTATACTTACGATGCCCTATAGAGG
GGAAACGAATAATGCCACTCTTTCCCGCCTTTCTTATCTTA
TCGGCTCTACAATTCAATTCAACTAA

ATGAGACTCCAATTGAGTTCCACATCCTGCA
CTGCAGTGCCAAACTGGTCTGTTTCTATACT
TACGATGCCCTATAGAGGGGAAACGAATAA
TGCCACTCTTTCCCGCCTTTCTTATCTTATC
GGCTCTACAATTCAATTCAACTAA

MRLQLSSTSCTAVPNWS
VSILTMPYRGETNNATLS
RLSYLIGSTIQFN*

MRLQLSSTSCTAVP
NWSVSILTMPYRGE
TNNATLSRLSYLIGS
TIQFN*

TATAGCCAGG ACCGTACTAA 0 E 0 0 0 0 0

9340 4118 ao AN4776.1 59.m09207 AO070329000076 0 -210 -130 ATGCCCTATAGAGGGGAAACGAATAATGCCACTCTTTCCC
GCCTTTCTTATCTTATCGGCTCTACAATTCAATTCAACTAA

ATGCCCTATAGAGGGGAAACGAATAATGCC
ACTCTTTCCCGCCTTTCTTATCTTATCGGCT
CTACAATTCAATTCAACTAA

MPYRGETNNATLSRLSYL
IGSTIQFN*

MPYRGETNNATLSR
LSYLIGSTIQFN*

TATACTTACG ACCGTACTAA 0 E 0 0 0 0 0

9341 4118 ao AN4776.1 59.m09207 AO070329000076 0 -185 -120 ATGCCACTCTTTCCCGCCTTTCTTATCTTATCGGCTCTACA
ATTCAATTCAACTAAACCGTACTAA

ATGCCACTCTTTCCCGCCTTTCTTATCTTATC
GGCTCTACAATTCAATTCAACTAAACCGTAC
TAA

MPLFPAFLILSALQFNSTK
PY*

MPLFPAFLILSALQF
NSTKPY*

GAAACGAATA GTCTCCGATC 0 E 0 0 0 0 0

9344 4119 af AN1121.1 70.m15111 AO070331000113 0 -182 -138 ATGGCAGCCTTTGGAGGAAGTAGGTACGTCAGGCAGCTG
AGTTAG

ATGGCAGCCTTTGGAGGAAGTAGGTACGTCAGGC
AGCTGAGTTAG

MAAFGGSRYVRQLS* MAAFGGSRYVRQL
S*

ATCTTCGGCG TGAAGAACGG 0  0 0 0 0 0

9345 4119 af AN1121.1 70.m15111 AO070331000113 0 -75 -25 ATGGTCAGGTCTACCAACTCCATCAAAAAGACAGAGCAGA
CTCAGTCTTGA

ATGGTCAGGTCTACCAACTCCATCAAAAAGACAGA
GCAGACTCAGTCTTGA

MVRSTNSIKKTEQTQS* MVRSTNSIKKTEQT
QS*

CCGCTTTTTC CCCCGCGAAC 0  0 0 0 0 0

9342 4119 an AN1121.1 70.m15111 AO070331000113 0 -160 -146 ATGTTAAGGAGATGA ATGTTAAGGAGATGA MLRR* MLRR* ATAGTTGAGG CGACGGAGGC 0  0 0 0 0 0
9343 4119 an AN1121.1 70.m15111 AO070331000113 0 -149 -132 ATGACGACGGAGGCCTAG ATGACGACGGAGGCCTAG MTTEA* MTTEA* TGTTAAGGAG AGTGGGTGGC 0  0 0 0 0 0
9346 4119 ao AN1121.1 70.m15111 AO070331000113 0 -231 -181 ATGACGTCCGTTGGAATGGGGAGAAGAAGGAGTGGTGTC

GATGTAGCCTGA
ATGACGTCCGTTGGAATGGGGAGAAGAAG
GAGTGGTGTCGATGTAGCCTGA

MTSVGMGRRRSGVDVA* MTSVGMGRRRSGV
DVA*

AGGGAGAAAG TGGAGCAAAG 0  0 0 0 0 0

9347 4119 ao AN1121.1 70.m15111 AO070331000113 0 -216 -181 ATGGGGAGAAGAAGGAGTGGTGTCGATGTAGCCTGA ATGGGGAGAAGAAGGAGTGGTGTCGATGTA
GCCTGA

MGRRRSGVDVA* MGRRRSGVDVA* GTCCGTTGGA TGGAGCAAAG 0  0 0 0 0 0
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9348 4119 ao AN1121.1 70.m15111 AO070331000113 0 -181 -2 ATGGAGCAAAGCGAATGGGATCAGTTAAGTTGCCCAATAG
TGGAGAGTCCGTCCGGAGTTAGTGGCGGTGCTGCGGCG
GCAGTAAGACTCCGCCTTGTGTCGCAAATGGCATATTGCC
TGTCCTCGTATCCGTACTCAATACCCTGGAAAGCAACGCC
AAAAAGTACTTTCACTGCTTAA

ATGGAGCAAAGCGAATGGGATCAGTTAAGT
TGCCCAATAGTGGAGAGTCCGTCCGGAGTT
AGTGGCGGTGCTGCGGCGGCAGTAAGACT
CCGCCTTGTGTCGCAAATGGCATATTGCCT
GTCCTCGTATCCGTACTCAATACCCTGGAAA
GCAACGCCAAAAAGTACTTTCACTGCTTAA

MEQSEWDQLSCPIVESP
SGVSGGAAAAVRLRLVS
QMAYCLSSYPYSIPWKAT
PKSTFTA*

MEQSEWDQLSCPIV
ESPSGVSGGAAAAV
RLRLVSQMAYCLSS
YPYSIPWKATPKSTF
TA*

ATGTAGCCTG CATGAAAGGC 0  0 0 0 0 0

9349 4119 ao AN1121.1 70.m15111 AO070331000113 0 -167 -120 ATGGGATCAGTTAAGTTGCCCAATAGTGGAGAGTCCGTCC
GGAGTTAG

ATGGGATCAGTTAAGTTGCCCAATAGTGGA
GAGTCCGTCCGGAGTTAG

MGSVKLPNSGESVRS* MGSVKLPNSGESV
RS*

AGCAAAGCGA TGGCGGTGCT 0  0 0 0 0 0

9350 4119 ao AN1121.1 70.m15111 AO070331000113 0 -76 -2 ATGGCATATTGCCTGTCCTCGTATCCGTACTCAATACCCT
GGAAAGCAACGCCAAAAAGTACTTTCACTGCTTAA

ATGGCATATTGCCTGTCCTCGTATCCGTACT
CAATACCCTGGAAAGCAACGCCAAAAAGTA
CTTTCACTGCTTAA

MAYCLSSYPYSIPWKATP
KSTFTA*

MAYCLSSYPYSIPW
KATPKSTFTA*

TGTGTCGCAA CATGAAAGGC 0  0 0 0 0 0

9351 4120 an AN1134.1 70.m15103 AO070331000125 0 -253 -227 ATGATCGCTTTTATCCATATGATCTAA ATGATCGCTTTTATCCATATGATCTAA MIAFIHMI* MIAFIHMI* CTCCCACAAC TTCAATTACT 0  0 0 0 0 0
9352 4120 an AN1134.1 70.m15103 AO070331000125 0 -214 -200 ATGCATGGTATCTGA ATGCATGGTATCTGA MHGI* MHGI* CAATTACTTC CTTGGACGAG 0  0 0 0 0 0
9353 4120 an AN1134.1 70.m15103 AO070331000125 0 -210 -187 ATGGTATCTGACTTGGACGAGTAA ATGGTATCTGACTTGGACGAGTAA MVSDLDE* MVSDLDE* TACTTCATGC GGATTTTAAT 0  0 0 0 0 0
9354 4120 ao AN1134.1 70.m15103 AO070331000125 0 -76 -50 ATGATACATCTCGGTTGCAACATCTGA ATGATACATCTCGGTTGCAACATCTGA MIHLGCNI* MIHLGCNI* CTGCCGGCAA CGATGGACAT 0  0 0 0 0 0
9358 4121 af AN1041.1 70.m15198 AO070336000075 0 -200 -105 ATGGAGGACAGCTTTCTTCTGTTCTTCCCATCAGCATTCCT

TTCTCACGGTCTCAGCACCTTCCATTCTCTCATTCTGTTCT
ATCGGCTTCATTGA

ATGGAGGACAGCTTTCTTCTGTTCTTCCCATCAGCA
TTCCTTTCTCACGGTCTCAGCACCTTCCATTCTCTC
ATTCTGTTCTATCGGCTTCATTGA

MEDSFLLFFPSAFLSHGL
STFHSLILFYRLH*

MEDSFLLFFPSAFLS
HGLSTFHSLILFYRL
H*

CTTCGTCACG CTGAAGTCCT 0 PT 0 0 0 0 0

9355 4121 an AN1041.1 70.m15198 AO070336000075 0 -237 -217 ATGGGACATGGATGTATATAA ATGGGACATGGATGTATATAA MGHGCI* MGHGCI* TTGTGGGCAG AGGCGTTCAA 0 PT 0 0 0 0 0
9356 4121 an AN1041.1 70.m15198 AO070336000075 0 -230 -192 ATGGATGTATATAAAGGCGTTCAACCTCGACGACAGTAA ATGGATGTATATAAAGGCGTTCAACCTCGACGAC

AGTAA
MDVYKGVQPRRQ* MDVYKGVQPRRQ* CAGATGGGAC AGGCTCTTCT 0 PT 0 0 0 0 0

9357 4121 an AN1041.1 70.m15198 AO070336000075 0 -226 -98 ATGTATATAAAGGCGTTCAACCTCGACGACAGTAAAGGCT
CTTCTCTTCTTTCTACCACCAACCCTTGCATTCTTTTCACCA
GGATCAACGATCCATTCGTTCTCTTACTTTCCCACTTCATT
GATTGA

ATGTATATAAAGGCGTTCAACCTCGACGACAGTA
AAGGCTCTTCTCTTCTTTCTACCACCAACCCTTGC
ATTCTTTTCACCAGGATCAACGATCCATTCGTTCT
CTTACTTTCCCACTTCATTGATTGA

MYIKAFNLDDSKGSSLLS
TTNPCILFTRINDPFVLLL
SHFID*

MYIKAFNLDDSKGSSLL
STTNPCILFTRINDPFVLL
LSHFID*

TGGGACATGG AGTCTGGACA 0 PT 0 0 0 0 0

9359 4121 ao AN1041.1 70.m15198 AO070336000075 0 -201 -136 ATGATGGATAACGCATTCTTCTCTTCCTCATCAGCTTTACA
TTCCTTTCTTTCTTTAGGGTCTTAG

ATGATGGATAACGCATTCTTCTCTTCCTCAT
CAGCTTTACATTCCTTTCTTTCTTTAGGGTCT
TAG

MMDNAFFSSSSALHSFL
SLGS*

MMDNAFFSSSSALH
SFLSLGS*

TCATTTCGCG AACCTGCCGT 0 PT 0 0 0 0 0

9360 4121 ao AN1041.1 70.m15198 AO070336000075 0 -198 -136 ATGGATAACGCATTCTTCTCTTCCTCATCAGCTTTACATTC
CTTTCTTTCTTTAGGGTCTTAG

ATGGATAACGCATTCTTCTCTTCCTCATCAG
CTTTACATTCCTTTCTTTCTTTAGGGTCTTAG

MDNAFFSSSSALHSFLSL
GS*

MDNAFFSSSSALHS
FLSLGS*

TTTCGCGATG AACCTGCCGT 0 PT 0 0 0 0 0

9361 4122 af AN3018.1 59.m08991 AO070337000096 0 -111 -37 ATGCCCTCATCGTCGGTCTGTAAACACATTCTGCGAGAAA
AGCTGGAAAAAACTTGTATGGGCGTTCAGAAGTAG

ATGCCCTCATCGTCGGTCTGTAAACACATTCTGCG
AGAAAAGCTGGAAAAAACTTGTATGGGCGTTCAGA
AGTAG

MPSSSVCKHILREKLEKT
CMGVQK*

MPSSSVCKHILREKL
EKTCMGVQK*

GCCCACACTT CAAAATTAAA 0 E 0 MG03562.1 0 0 0

9366 4123 af AN4943.1 59.m08847 AO070338000001 0 -196 -98 ATGAGAGTAATTGTTGTTGAGATCGTATCGCACTGCATCA
GACTCACGCTGTCTCTGTTCTGCCTCAGGCTGCAACGATC
TCCGCCTCCGCTCTGGTAG

ATGAGAGTAATTGTTGTTGAGATCGTATCGCACTG
CATCAGACTCACGCTGTCTCTGTTCTGCCTCAGGC
TGCAACGATCTCCGCCTCCGCTCTGGTAG

MRVIVVEIVSHCIRLTLSLF
CLRLQRSPPPLW*

MRVIVVEIVSHCIRLT
LSLFCLRLQRSPPPL
W*

GGTGCTGTTC CCTCTTGATT 0 R 0 0 NCU04772.1 0 0

9363 4123 an AN4943.1 59.m08847 AO070338000001 0 -254 -240 ATGATAAAGCAGTAG ATGATAAAGCAGTAG MIKQ* MIKQ* CCTCGATAGG CCAGTCGCAG 0 R 0 0 NCU04772.1 0 0

9364 4123 an AN4943.1 59.m08847 AO070338000001 0 -226 -167 ATGTGTTGGTTAATAGGCGAGGTCACTGGTTTCCGCAGGA
TGCACCAAATTTTGGCCTGA

ATGTGTTGGTTAATAGGCGAGGTCACTGGTTTCC
GCAGGATGCACCAAATTTTGGCCTGA

MCWLIGEVTGFRRMHQI
LA*

MCWLIGEVTGFRRMHQI
LA*

GTCGCAGGCA GCCCCAAGGC 0 R 0 0 NCU04772.1 0 0

9365 4123 an AN4943.1 59.m08847 AO070338000001 0 -187 -167 ATGCACCAAATTTTGGCCTGA ATGCACCAAATTTTGGCCTGA MHQILA* MHQILA* TTTCCGCAGG GCCCCAAGGC 0 R 0 0 NCU04772.1 0 0

9367 4123 ao AN4943.1 59.m08847 AO070338000001 0 -180 -166 ATGGATAAACCATAA ATGGATAAACCATAA MDKP* MDKP* TTGACGAGCA GACAAGCACC 0 R 0 0 NCU04772.1 0 0

9371 4127 af AN3658.1 58.m07442 AO070342000030 0 -168 -85 ATGCTGTTCCTGATCACCTCTGTTTCTCTCTTCCCCAGATT
ACTCATGGGGTCCAGGTTCGGATTCTACTTACTGTGCTCC
TAA

ATGCTGTTCCTGATCACCTCTGTTTCTCTCTTCCCC
AGATTACTCATGGGGTCCAGGTTCGGATTCTACTT
ACTGTGCTCCTAA

MLFLITSVSLFPRLLMGS
RFGFYLLCS*

MLFLITSVSLFPRLL
MGSRFGFYLLCS*

AAAATTGGTC TATGTACAAT 0 G 0 0 0 YKL221W 0

9372 4127 af AN3658.1 58.m07442 AO070342000030 0 -123 -85 ATGGGGTCCAGGTTCGGATTCTACTTACTGTGCTCCTAA ATGGGGTCCAGGTTCGGATTCTACTTACTGTGCTC
CTAA

MGSRFGFYLLCS* MGSRFGFYLLCS* CAGATTACTC TATGTACAAT 0 G 0 0 0 YKL221W 0

9373 4127 af AN3658.1 58.m07442 AO070342000030 0 -83 -72 ATGTACAATTGA ATGTACAATTGA MYN* MYN* TGCTCCTAAT GTCGTGGGGA 0 G 0 0 0 YKL221W 0
9368 4127 an AN3658.1 58.m07442 AO070342000030 0 -177 -163 ATGGAGTTGCTGTAG ATGGAGTTGCTGTAG MELL* MELL* TCCACGTCTC GTATATATGC 0 G 0 0 0 YKL221W 0
9369 4127 an AN3658.1 58.m07442 AO070342000030 0 -156 -118 ATGCCTATGCGCAGTTCAGCCTCTCTCTTGCTGTTATAG ATGCCTATGCGCAGTTCAGCCTCTCTCTTGCTGT

TATAG
MPMRSSASLLLL* MPMRSSASLLLL* GTAGGTATAT AGTCCCTTAT 0 G 0 0 0 YKL221W 0

9370 4127 an AN3658.1 58.m07442 AO070342000030 0 -150 -118 ATGCGCAGTTCAGCCTCTCTCTTGCTGTTATAG ATGCGCAGTTCAGCCTCTCTCTTGCTGTTATAG MRSSASLLLL* MRSSASLLLL* ATATATGCCT AGTCCCTTAT 0 G 0 0 0 YKL221W 0
9374 4127 ao AN3658.1 58.m07442 AO070342000030 0 -159 -148 ATGTTCCCTTAG ATGTTCCCTTAG MFP* MFP* TTATTAGTTC TTTCTTGGAC 0 G 0 0 0 YKL221W 0
9375 4127 ao AN3658.1 58.m07442 AO070342000030 0 -88 -59 ATGAGCATAGTTATGTCCTCTCATGTATAG ATGAGCATAGTTATGTCCTCTCATGTATAG MSIVMSSHV* MSIVMSSHV* CTATTCTTTC TAAGCGGAGG 0 G 0 0 0 YKL221W 0

9376 4127 ao AN3658.1 58.m07442 AO070342000030 0 -76 -59 ATGTCCTCTCATGTATAG ATGTCCTCTCATGTATAG MSSHV* MSSHV* GAGCATAGTT TAAGCGGAGG 0 G 0 0 0 YKL221W 0
9377 4127 ao AN3658.1 58.m07442 AO070342000030 0 -66 -1 ATGTATAGTAAGCGGAGGGAGAGACGCAAAATCACACATT

ACTTTTATCTATTTTTCGTCGCATGA
ATGTATAGTAAGCGGAGGGAGAGACGCAAA
ATCACACATTACTTTTATCTATTTTTCGTCGC
ATGA

MYSKRRERRKITHYFYLF
FVA*

MYSKRRERRKITHY
FYLFFVA*

ATGTCCTCTC ATGGCAGACA 0 G 0 0 0 YKL221W 0

9381 4128 af AN2148.1 72.m19693 AO070343000197 0 -112 -89 ATGCCGCAGTTTTGCACCGTTTAG ATGCCGCAGTTTTGCACCGTTTAG MPQFCTV* MPQFCTV* CAGCTCCACC CCAATTCTTC 0 S 0 0 0 0 0
9378 4128 an AN2148.1 72.m19693 AO070343000197 0 -201 -76 ATGCTGGAAATTTCGCGTCAGACACAAGCACGTCCACGTC

CACGTCGCGAGCAGGAAACGAGTCTCGCGAATGTTGCTT
GGTGGATTCTCAGCTCCACCATGCCTCGATTCTCCTCTTTT
GCCTAA

ATGCTGGAAATTTCGCGTCAGACACAAGCACGTC
CACGTCCACGTCGCGAGCAGGAAACGAGTCTCG
CGAATGTTGCTTGGTGGATTCTCAGCTCCACCAT
GCCTCGATTCTCCTCTTTTGCCTAA

MLEISRQTQARPRPRRE
QETSLANVAWWILSSTM
PRFSSFA*

MLEISRQTQARPRPRRE
QETSLANVAWWILSSTM
PRFSSFA*

CCGCCTACCC GCTCCCCTCC 0 S 0 0 0 0 0

9379 4128 an AN2148.1 72.m19693 AO070343000197 0 -102 -76 ATGCCTCGATTCTCCTCTTTTGCCTAA ATGCCTCGATTCTCCTCTTTTGCCTAA MPRFSSFA* MPRFSSFA* CAGCTCCACC GCTCCCCTCC 0 S 0 0 0 0 0
9383 4128 ao AN2148.1 72.m19693 AO070343000197 0 -221 -198 ATGCCTCACCGCCTGCCACAATAA ATGCCTCACCGCCTGCCACAATAA MPHRLPQ* MPHRLPQ* CCTTAATTGA GCGACTCGCG 0 S 0 0 0 0 0
9384 4128 ao AN2148.1 72.m19693 AO070343000197 0 -96 -73 ATGCGTCTGTCTTCTGCCACTTAG ATGCGTCTGTCTTCTGCCACTTAG MRLSSAT* MRLSSAT* GAGCTCCACT CCCCAACATC 0 S 0 0 0 0 0
9390 4130 af AN5902.1 72.m19228 AO070248000040 0 -291 -280 ATGGGCCGATGA ATGGGCCGATGA MGR* MGR* CAGGGAGAAT AATATTGATG 0 OKIT 0 0 0 0 0
9391 4130 af AN5902.1 72.m19228 AO070248000040 0 -283 -272 ATGAAATATTGA ATGAAATATTGA MKY* MKY* ATATGGGCCG TGAGCAAGGC 0 OKIT 0 0 0 0 0
9392 4130 af AN5902.1 72.m19228 AO070248000040 0 -272 -225 ATGAGCAAGGCCCCTCTGAGAGTGAATTATCGCATCAAAT

CTCTTTAG
ATGAGCAAGGCCCCTCTGAGAGTGAATTATCGCAT
CAAATCTCTTTAG

MSKAPLRVNYRIKSL* MSKAPLRVNYRIKSL
*

TGAAATATTG AATTAGGGAA 0 OKIT 0 0 0 0 0

9393 4130 af AN5902.1 72.m19228 AO070248000040 0 -214 -197 ATGTATTCTATCCAGTGA ATGTATTCTATCCAGTGA MYSIQ* MYSIQ* AATTAGGGAA TGCATACACT 0 OKIT 0 0 0 0 0
9394 4130 af AN5902.1 72.m19228 AO070248000040 0 -197 -183 ATGCATACACTTTAG ATGCATACACTTTAG MHTL* MHTL* CTATCCAGTG TTCTTTCATC 0 OKIT 0 0 0 0 0
9395 4130 af AN5902.1 72.m19228 AO070248000040 0 -146 -96 ATGTTTGAACCGTTTGCAATTGAATTATTTACTGGAGCTTG

GATAGCTTAA
ATGTTTGAACCGTTTGCAATTGAATTATTTACTGGA
GCTTGGATAGCTTAA

MFEPFAIELFTGAWIA* MFEPFAIELFTGAWI
A*

TGTCAAGGTG GCTCCATCCA 0 OKIT 0 0 0 0 0

9386 4130 an AN5902.1 72.m19228 AO070248000040 0 -221 -177 ATGAAAAGATTAGACTCAGGGCCAGTGATACATGACTTCG
CTTGA

ATGAAAAGATTAGACTCAGGGCCAGTGATACATG
ACTTCGCTTGA

MKRLDSGPVIHDFA* MKRLDSGPVIHDFA* GAGAAATCGG CTTAATTCAC 0 OKIT 0 0 0 0 0

9387 4130 an AN5902.1 72.m19228 AO070248000040 0 -190 -161 ATGACTTCGCTTGACTTAATTCACGTATAG ATGACTTCGCTTGACTTAATTCACGTATAG MTSLDLIHV* MTSLDLIHV* CCAGTGATAC CTGTAGTTGC 0 OKIT 0 0 0 0 0
9388 4130 an AN5902.1 72.m19228 AO070248000040 0 -127 -77 ATGTCGAAGTACGGTTTGTACTGTTTGCAAGCGGTACCAT

ACCGTCGCTAG
ATGTCGAAGTACGGTTTGTACTGTTTGCAAGCGG
TACCATACCGTCGCTAG

MSKYGLYCLQAVPYRR* MSKYGLYCLQAVPYRR* GGTAGCTGAA CAGAAGCAAC 0 OKIT 0 0 0 0 0

9396 4130 ao AN5902.1 72.m19228 AO070248000040 0 -255 -241 ATGCGCAAAACCTAG ATGCGCAAAACCTAG MRKT* MRKT* GCTTATCGTG CGACAGTCGT 0 OKIT 0 0 0 0 0
9397 4130 ao AN5902.1 72.m19228 AO070248000040 0 -216 -175 ATGTTCAGTAAAGGAGGCAACGATGGTCGTCGCAGCGTC

TAG
ATGTTCAGTAAAGGAGGCAACGATGGTCGT
CGCAGCGTCTAG

MFSKGGNDGRRSV* MFSKGGNDGRRSV
*

ATCATTTAAA ACCATACATA 0 OKIT 0 0 0 0 0

9398 4130 ao AN5902.1 72.m19228 AO070248000040 0 -194 -150 ATGGTCGTCGCAGCGTCTAGACCATACATAAAGCTGGGG
ATATAG

ATGGTCGTCGCAGCGTCTAGACCATACATA
AAGCTGGGGATATAG

MVVAASRPYIKLGI* MVVAASRPYIKLGI* GGAGGCAACG AATCGCCCAA 0 OKIT 0 0 0 0 0

9399 4130 ao AN5902.1 72.m19228 AO070248000040 0 -107 -63 ATGTTTCTCCGCGGTCATTTTAATTTACAGAGTAGTTGTCA
CTGA

ATGTTTCTCCGCGGTCATTTTAATTTACAGA
GTAGTTGTCACTGA

MFLRGHFNLQSSCH* MFLRGHFNLQSSC
H*

TGCAGATTTA CTCCATGATT 0 OKIT 0 0 0 0 0

9405 4132 af AN7652.1 57.m05411 AO070268000009 0 -274 -200 ATGGGCAATGTATATAATTGTACATGTACAACAATGACTCG
AGCCACATCCCAAGTGTTGGTTGCACGCACGTGA

ATGGGCAATGTATATAATTGTACATGTACAACAATG
ACTCGAGCCACATCCCAAGTGTTGGTTGCACGCAC
GTGA

MGNVYNCTCTTMTRATS
QVLVART*

MGNVYNCTCTTMT
RATSQVLVART*

TATGTGAAGG CAAGACACCA 0 L 0 0 0 0 0

9406 4132 af AN7652.1 57.m05411 AO070268000009 0 -267 -238 ATGTATATAATTGTACATGTACAACAATGA ATGTATATAATTGTACATGTACAACAATGA MYIIVHVQQ* MYIIVHVQQ* AGGATGGGCA CTCGAGCCAC 0 L 0 0 0 0 0
9407 4132 af AN7652.1 57.m05411 AO070268000009 0 -251 -126 ATGTACAACAATGACTCGAGCCACATCCCAAGTGTTGGTT

GCACGCACGTGACAAGACACCAGCTACGGACATATCTTGA
TCTTATCTCCGACCACTTTCAAAGATCCCAAAGCCAAGTCA
GTTGA

ATGTACAACAATGACTCGAGCCACATCCCAAGTGT
TGGTTGCACGCACGTGACAAGACACCAGCTACGG
ACATATCTTGATCTTATCTCCGACCACTTTCAAAGA
TCCCAAAGCCAAGTCAGTTGA

MYNNDSSHIPSVGCTHV
TRHQLRTYLDLISDHFQR
SQSQVS*

MYNNDSSHIPSVGC
THVTRHQLRTYLDLI
SDHFQRSQSQVS*

ATAATTGTAC TACCTCTCTA 0 L 0 0 0 0 0

9408 4132 af AN7652.1 57.m05411 AO070268000009 0 -241 -200 ATGACTCGAGCCACATCCCAAGTGTTGGTTGCACGCACGT
GA

ATGACTCGAGCCACATCCCAAGTGTTGGTTGCACG
CACGTGA

MTRATSQVLVART* MTRATSQVLVART* ATGTACAACA CAAGACACCA 0 L 0 0 0 0 0

9402 4132 an AN7652.1 57.m05411 AO070268000009 0 -187 -104 ATGAAGTCACTGAACGGAGTTAAGCTATTTTCTCTCCCCG
CACGAGCTTGCAGAGCTGCACAGCTCCCTCTTCAAGCCAA
ATGA

ATGAAGTCACTGAACGGAGTTAAGCTATTTTCTCT
CCCCGCACGAGCTTGCAGAGCTGCACAGCTCCC
TCTTCAAGCCAAATGA

MKSLNGVKLFSLPARAC
RAAQLPLQAK*

MKSLNGVKLFSLPARAC
RAAQLPLQAK*

TAAACTAGTT TTCAACGACC 0 L 0 0 0 0 0

9403 4132 an AN7652.1 57.m05411 AO070268000009 0 -107 -90 ATGATTCAACGACCGTAA ATGATTCAACGACCGTAA MIQRP* MIQRP* TTCAAGCCAA ACCTTACCCA 0 L 0 0 0 0 0
9409 4132 ao AN7652.1 57.m05411 AO070268000009 0 -209 -186 ATGACTAAGCAGACCGAGTTATGA ATGACTAAGCAGACCGAGTTATGA MTKQTEL* MTKQTEL* TTGTAAACAC AATCATCCCC 0 L 0 0 0 0 0
9410 4132 ao AN7652.1 57.m05411 AO070268000009 0 -189 -166 ATGAAATCATCCCCGCGGACATAA ATGAAATCATCCCCGCGGACATAA MKSSPRT* MKSSPRT* AGACCGAGTT AACCCCACTC 0 L 0 0 0 0 0
9416 4133 af AN7664.1 57.m05434 AO070268000037 0 -226 -122 ATGATGGAAGCATGGCAACCCCTCACGTTTATCAGGTCAA

CACCTGGGCTTCATCCATACGATGACTGGTATAACTTAGG
ACAATCCCCGCACCTCTATACGTAA

ATGATGGAAGCATGGCAACCCCTCACGTTTATCAG
GTCAACACCTGGGCTTCATCCATACGATGACTGGT
ATAACTTAGGACAATCCCCGCACCTCTATACGTAA

MMEAWQPLTFIRSTPGL
HPYDDWYNLGQSPHLYT
*

MMEAWQPLTFIRST
PGLHPYDDWYNLG
QSPHLYT*

CATGCAGGGG CCTAACATTC 0 P 0 0 0 0 0

9417 4133 af AN7664.1 57.m05434 AO070268000037 0 -223 -122 ATGGAAGCATGGCAACCCCTCACGTTTATCAGGTCAACAC
CTGGGCTTCATCCATACGATGACTGGTATAACTTAGGACA
ATCCCCGCACCTCTATACGTAA

ATGGAAGCATGGCAACCCCTCACGTTTATCAGGTC
AACACCTGGGCTTCATCCATACGATGACTGGTATA
ACTTAGGACAATCCCCGCACCTCTATACGTAA

MEAWQPLTFIRSTPGLHP
YDDWYNLGQSPHLYT*

MEAWQPLTFIRSTP
GLHPYDDWYNLGQ
SPHLYT*

GCAGGGGATG CCTAACATTC 0 P 0 0 0 0 0

9418 4133 af AN7664.1 57.m05434 AO070268000037 0 -215 -162 ATGGCAACCCCTCACGTTTATCAGGTCAACACCTGGGCTT
CATCCATACGATGA

ATGGCAACCCCTCACGTTTATCAGGTCAACACCTG
GGCTTCATCCATACGATGA

MATPHVYQVNTWASSIR* MATPHVYQVNTWA
SSIR*

TGATGGAAGC CTGGTATAAC 0 P 0 0 0 0 0

9419 4133 af AN7664.1 57.m05434 AO070268000037 0 -165 -148 ATGACTGGTATAACTTAG ATGACTGGTATAACTTAG MTGIT* MTGIT* CATCCATACG GACAATCCCC 0 P 0 0 0 0 0
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9413 4133 an AN7664.1 57.m05434 AO070268000037 0 -231 -130 ATGAATGGTGCAGCCATGACAACCCCTCATGCCGTGATTC
TTGGTCGCGGCCATCCCCCACCCCAGACGGATCCCCTGT
CGGCCTATATAAAGTACGTTTAG

ATGAATGGTGCAGCCATGACAACCCCTCATGCC
GTGATTCTTGGTCGCGGCCATCCCCCACCCCAG
ACGGATCCCCTGTCGGCCTATATAAAGTACGTTT
AG

MNGAAMTTPHAVILGRG
HPPPQTDPLSAYIKYV*

MNGAAMTTPHAVILGRG
HPPPQTDPLSAYIKYV*

GGCACGTATC AGGACACTCA 0 P 0 0 0 0 0

9414 4133 an AN7664.1 57.m05434 AO070268000037 0 -227 -213 ATGGTGCAGCCATGA ATGGTGCAGCCATGA MVQP* MVQP* CGTATCATGA CAACCCCTCA 0 P 0 0 0 0 0
9415 4133 an AN7664.1 57.m05434 AO070268000037 0 -216 -130 ATGACAACCCCTCATGCCGTGATTCTTGGTCGCGGCCATC

CCCCACCCCAGACGGATCCCCTGTCGGCCTATATAAAGTA
CGTTTAG

ATGACAACCCCTCATGCCGTGATTCTTGGTCGCG
GCCATCCCCCACCCCAGACGGATCCCCTGTCGG
CCTATATAAAGTACGTTTAG

MTTPHAVILGRGHPPPQT
DPLSAYIKYV*

MTTPHAVILGRGHPPPQ
TDPLSAYIKYV*

TGGTGCAGCC AGGACACTCA 0 P 0 0 0 0 0

9420 4133 ao AN7664.1 57.m05434 AO070268000037 0 -232 -113 ATGGCAACCCCTCACTGCCCTTCGCCTCGTACCTTGCCTC
TCCCGCGGCTAGAGCTGGAGTATAAGTGGCTCTCTCGATA
TCCCTGGAATCTGTCTGGATTGGATCGTTATTCACTTTGA

ATGGCAACCCCTCACTGCCCTTCGCCTCGT
ACCTTGCCTCTCCCGCGGCTAGAGCTGGAG
TATAAGTGGCTCTCTCGATATCCCTGGAATC
TGTCTGGATTGGATCGTTATTCACTTTGA

MATPHCPSPRTLPLPRLE
LEYKWLSRYPWNLSGLD
RYSL*

MATPHCPSPRTLPL
PRLELEYKWLSRYP
WNLSGLDRYSL*

CAGGAGCGCA TCGTTCCTCT 0 P 0 0 0 0 0

9421 4135 af AN6345.1 72.m19510 AO070275000008 0 -85 -62 ATGGCCGCAGTGCGTTCTCAGTAG ATGGCCGCAGTGCGTTCTCAGTAG MAAVRSQ* MAAVRSQ* ACCCCGAGCA CTCCGCTTTT 0 I FG02055.1 0 0 0 0
9425 4136 af AN3368.1 66.m04636 AO070281000024 0 -210 -19 ATGTGCTCATACTACGAACTCATGGAGACGTTGAGATGCT

ACAGTAAATATGGGGTGCTGACTCTAAATTCGCGGCTTCC
CCCGCCAATGGAGGAATGGGGAATCAGAAGATTTCATCCA
TTCCTTCTCAGTCGTGGCCGGATTCTCCTGAACATCATCA
AGTATCCGTTCCGGTTTTCGCGACAGCTCTAG

ATGTGCTCATACTACGAACTCATGGAGACGTTGAG
ATGCTACAGTAAATATGGGGTGCTGACTCTAAATTC
GCGGCTTCCCCCGCCAATGGAGGAATGGGGAATC
AGAAGATTTCATCCATTCCTTCTCAGTCGTGGCCG
GATTCTCCTGAACATCATCAAGTATCCGTTCCGGTT
TTCGCGACAGCTCTAG

MCSYYELMETLRCYSKY
GVLTLNSRLPPPMEEWGI
RRFHPFLLSRGRILLNIIKY
PFRFSRQL*

MCSYYELMETLRCY
SKYGVLTLNSRLPP
PMEEWGIRRFHPFL
LSRGRILLNIIKYPFR
FSRQL*

TCTCCGTGTT TTACCCAGAA 0 G 0 0 0 0 0

9426 4136 af AN3368.1 66.m04636 AO070281000024 0 -189 -19 ATGGAGACGTTGAGATGCTACAGTAAATATGGGGTGCTGA
CTCTAAATTCGCGGCTTCCCCCGCCAATGGAGGAATGGG
GAATCAGAAGATTTCATCCATTCCTTCTCAGTCGTGGCCG
GATTCTCCTGAACATCATCAAGTATCCGTTCCGGTTTTCGC
GACAGCTCTAG

ATGGAGACGTTGAGATGCTACAGTAAATATGGGGT
GCTGACTCTAAATTCGCGGCTTCCCCCGCCAATGG
AGGAATGGGGAATCAGAAGATTTCATCCATTCCTT
CTCAGTCGTGGCCGGATTCTCCTGAACATCATCAA
GTATCCGTTCCGGTTTTCGCGACAGCTCTAG

METLRCYSKYGVLTLNSR
LPPPMEEWGIRRFHPFLL
SRGRILLNIIKYPFRFSRQ
L*

METLRCYSKYGVLT
LNSRLPPPMEEWGI
RRFHPFLLSRGRILL
NIIKYPFRFSRQL*

CTACGAACTC TTACCCAGAA 0 G 0 0 0 0 0

9427 4136 af AN3368.1 66.m04636 AO070281000024 0 -175 -164 ATGCTACAGTAA ATGCTACAGTAA MLQ* MLQ* AGACGTTGAG ATATGGGGTG 0 G 0 0 0 0 0
9428 4136 af AN3368.1 66.m04636 AO070281000024 0 -161 -150 ATGGGGTGCTGA ATGGGGTGCTGA MGC* MGC* TACAGTAAAT CTCTAAATTC 0 G 0 0 0 0 0
9429 4136 af AN3368.1 66.m04636 AO070281000024 0 -123 -19 ATGGAGGAATGGGGAATCAGAAGATTTCATCCATTCCTTC

TCAGTCGTGGCCGGATTCTCCTGAACATCATCAAGTATCC
GTTCCGGTTTTCGCGACAGCTCTAG

ATGGAGGAATGGGGAATCAGAAGATTTCATCCATT
CCTTCTCAGTCGTGGCCGGATTCTCCTGAACATCA
TCAAGTATCCGTTCCGGTTTTCGCGACAGCTCTAG

MEEWGIRRFHPFLLSRG
RILLNIIKYPFRFSRQL*

MEEWGIRRFHPFLL
SRGRILLNIIKYPFRF
SRQL*

TCCCCCGCCA TTACCCAGAA 0 G 0 0 0 0 0

9424 4136 an AN3368.1 66.m04636 AO070281000024 0 -107 -87 ATGGCAGCCGTCGGCAGTTAA ATGGCAGCCGTCGGCAGTTAA MAAVGS* MAAVGS* CACAGGATAA GAATGTTTTG 0 G 0 0 0 0 0
9430 4136 ao AN3368.1 66.m04636 AO070281000024 0 -241 -200 ATGGCTCAAAGAGGAAATCCCAGCACGTGGGGTGCGGAG

TGA
ATGGCTCAAAGAGGAAATCCCAGCACGTGG
GGTGCGGAGTGA

MAQRGNPSTWGAE* MAQRGNPSTWGAE
*

TCCGTCCAGA CACTCCGCAT 0 G 0 0 0 0 0

9431 4136 ao AN3368.1 66.m04636 AO070281000024 0 -164 -48 ATGAGAATCTGCGCCTTACAACGATCCTTTCAACATGGGG
AGCCGGCATCTAAAATCCGGGGAATTTCCACTTTCTGGGG
TTCAATGAACACAAGTTTTCTCTGCCCTCTGCTGTGA

ATGAGAATCTGCGCCTTACAACGATCCTTTC
AACATGGGGAGCCGGCATCTAAAATCCGGG
GAATTTCCACTTTCTGGGGTTCAATGAACAC
AAGTTTTCTCTGCCCTCTGCTGTGA

MRICALQRSFQHGEPAS
KIRGISTFWGSMNTSFLC
PLL*

MRICALQRSFQHGE
PASKIRGISTFWGS
MNTSFLCPLL*

GCATACACTT AGTGTCCGAG 0 G 0 0 0 0 0

9432 4136 ao AN3368.1 66.m04636 AO070281000024 0 -130 -77 ATGGGGAGCCGGCATCTAAAATCCGGGGAATTTCCACTTT
CTGGGGTTCAATGA

ATGGGGAGCCGGCATCTAAAATCCGGGGA
ATTTCCACTTTCTGGGGTTCAATGA

MGSRHLKSGEFPLSGVQ
*

MGSRHLKSGEFPLS
GVQ*

TCCTTTCAAC ACACAAGTTT 0 G 0 0 0 0 0

9433 4136 ao AN3368.1 66.m04636 AO070281000024 0 -80 -48 ATGAACACAAGTTTTCTCTGCCCTCTGCTGTGA ATGAACACAAGTTTTCTCTGCCCTCTGCTGT
GA

MNTSFLCPLL* MNTSFLCPLL* CTGGGGTTCA AGTGTCCGAG 0 G 0 0 0 0 0

9435 4137 af AN0233.1 69.m15589 AO070283000035 0 -192 -100 ATGCCTTTCCATCAAGGAGCATCTCAGACCAGGACCTCGG
TCAGAGCTATCAACAGGGTCGTCGCGGCCCATCACCAGT
CCGCCCTGGCGTAA

ATGCCTTTCCATCAAGGAGCATCTCAGACCAGGAC
CTCGGTCAGAGCTATCAACAGGGTCGTCGCGGCC
CATCACCAGTCCGCCCTGGCGTAA

MPFHQGASQTRTSVRAI
NRVVAAHHQSALA*

MPFHQGASQTRTS
VRAINRVVAAHHQS
ALA*

GGGTTGCAGG GCCATCTCCC 0 R FG05720.1 0 NCU05853.1 0 0

9434 4137 an AN0233.1 69.m15589 AO070283000035 0 -178 -143 ATGCAGTGCGCATTCCTAGGCATTTTTGGAGATTAA ATGCAGTGCGCATTCCTAGGCATTTTTGGAGATT
AA

MQCAFLGIFGD* MQCAFLGIFGD* TGTTGCGCCA CCATGTCGGT 0 R FG05720.1 0 NCU05853.1 0 0

9437 4138 af AN7504.1 57.m05835 AO070287000007 0 -190 -164 ATGTTGGGGAACGGCAGCTCAGTCTAG ATGTTGGGGAACGGCAGCTCAGTCTAG MLGNGSSV* MLGNGSSV* GTAGGGTTGG GTTATCAGTC 0  0 MG04163.1 0 0 0
9436 4138 an AN7504.1 57.m05835 AO070287000007 0 -213 -190 ATGGGGAACTACGGCTCAGTTTAG ATGGGGAACTACGGCTCAGTTTAG MGNYGSV* MGNYGSV* AGATTGAGTG TCTGGCTGTG 0  0 MG04163.1 0 0 0
9438 4138 ao AN7504.1 57.m05835 AO070287000007 0 -169 -140 ATGGGGAACTGCAGTTCCAAGATAGTTTAG ATGGGGAACTGCAGTTCCAAGATAGTTTAG MGNCSSKIV* MGNCSSKIV* TGATTGAATC CTGTCTGGCT 0  0 MG04163.1 0 0 0

9440 4142 af AN8026.1 52.m03630 AO070319000174 0 -98 -78 ATGGGGTACGTTCAGGTATAA ATGGGGTACGTTCAGGTATAA MGYVQV* MGYVQV* CCAAACCCCC AAATGTCAAA 0 E 0 0 0 0 0
9441 4142 af AN8026.1 52.m03630 AO070319000174 0 -75 -43 ATGTCAAACGATCTGTCCCTCGGCCATCGTTGA ATGTCAAACGATCTGTCCCTCGGCCATCGTTGA MSNDLSLGHR* MSNDLSLGHR* AGGTATAAAA TTTTTCTTTA 0 E 0 0 0 0 0
9439 4142 an AN8026.1 52.m03630 AO070319000174 0 -123 -100 ATGGGGCTTGCCCAGATACCCTAG ATGGGGCTTGCCCAGATACCCTAG MGLAQIP* MGLAQIP* TGGGAAATAT TGTTACCCGG 0 E 0 0 0 0 0
9442 4142 ao AN8026.1 52.m03630 AO070319000174 0 -186 -85 ATGATGGCGCCAGTGGCAAGTTATTCCCGCAATCTGTCGT

GGTATTTACTTCGTGCCGTAATTGGACGCTTGATCAAGGA
CGGCTTGAGACAAGTGATATAA

ATGATGGCGCCAGTGGCAAGTTATTCCCGC
AATCTGTCGTGGTATTTACTTCGTGCCGTAA
TTGGACGCTTGATCAAGGACGGCTTGAGAC
AAGTGATATAA

MMAPVASYSRNLSWYLL
RAVIGRLIKDGLRQVI*

MMAPVASYSRNLS
WYLLRAVIGRLIKDG
LRQVI*

CCTGGGATGG ATACATCCAA 0 E 0 0 0 0 0

9443 4142 ao AN8026.1 52.m03630 AO070319000174 0 -183 -85 ATGGCGCCAGTGGCAAGTTATTCCCGCAATCTGTCGTGGT
ATTTACTTCGTGCCGTAATTGGACGCTTGATCAAGGACGG
CTTGAGACAAGTGATATAA

ATGGCGCCAGTGGCAAGTTATTCCCGCAAT
CTGTCGTGGTATTTACTTCGTGCCGTAATTG
GACGCTTGATCAAGGACGGCTTGAGACAAG
TGATATAA

MAPVASYSRNLSWYLLR
AVIGRLIKDGLRQVI*

MAPVASYSRNLSW
YLLRAVIGRLIKDGL
RQVI*

GGGATGGATG ATACATCCAA 0 E 0 0 0 0 0

9446 4143 af AN0855.1 70.m15454 AO070320000002 0 -225 -151 ATGCAGAAGGCGCCTAACGCAGATAGTGTACAGCGGCTT
CTCCATACAGCTGGGAAGTCATCCGAAGCCGATTAA

ATGCAGAAGGCGCCTAACGCAGATAGTGTACAGC
GGCTTCTCCATACAGCTGGGAAGTCATCCGAAGCC
GATTAA

MQKAPNADSVQRLLHTA
GKSSEAD*

MQKAPNADSVQRLL
HTAGKSSEAD*

GCTGCTACTC TGGTCCAATA 0 L 0 0 0 0 0

9447 4143 af AN0855.1 70.m15454 AO070320000002 0 -151 -104 ATGGTCCAATATCTCTCGATATGGATATGCAAAATAACACT
CACGTGA

ATGGTCCAATATCTCTCGATATGGATATGCAAAATA
ACACTCACGTGA

MVQYLSIWICKITLT* MVQYLSIWICKITLT* AAGCCGATTA CCACGCGCTC 0 L 0 0 0 0 0

9444 4143 an AN0855.1 70.m15454 AO070320000002 0 -161 -72 ATGAGATTCATCAATTATCCAGTATTTAGCAGGAAAATCGT
ATGCATACGAAATTGGAGTCACGTGAACACGCGTTCCCAT
GGCGCCTGA

ATGAGATTCATCAATTATCCAGTATTTAGCAGGAA
AATCGTATGCATACGAAATTGGAGTCACGTGAAC
ACGCGTTCCCATGGCGCCTGA

MRFINYPVFSRKIVCIRN
WSHVNTRSHGA*

MRFINYPVFSRKIVCIRN
WSHVNTRSHGA*

CTGACTCTTA CGCGAGTCTC 0 L 0 0 0 0 0

9445 4143 an AN0855.1 70.m15454 AO070320000002 0 -120 -52 ATGCATACGAAATTGGAGTCACGTGAACACGCGTTCCCAT
GGCGCCTGACGCGAGTCTCTTCCACTTGA

ATGCATACGAAATTGGAGTCACGTGAACACGCGT
TCCCATGGCGCCTGACGCGAGTCTCTTCCACTT
GA

MHTKLESREHAFPWRLT
RVSST*

MHTKLESREHAFPWRL
TRVSST*

GGAAAATCGT ACTTTCAACA 0 L 0 0 0 0 0

9448 4143 ao AN0855.1 70.m15454 AO070320000002 0 -228 -205 ATGTTTATTACCTATCAAAATTAA ATGTTTATTACCTATCAAAATTAA MFITYQN* MFITYQN* GCAAACCAGG GATTCCTACA 0 L 0 0 0 0 0
9449 4143 ao AN0855.1 70.m15454 AO070320000002 0 -162 -103 ATGGAAATTACTGTATTTAACTATACTTACTTGTTCTGGCAA

TACTCAACCTCAACCTAG
ATGGAAATTACTGTATTTAACTATACTTACTT
GTTCTGGCAATACTCAACCTCAACCTAG

MEITVFNYTYLFWQYSTS
T*

MEITVFNYTYLFWQ
YSTST*

TCGGTGCAGA ATCATGTGAT 0 L 0 0 0 0 0

9452 4144 af AN4557.1 57.m05569 AO070321000171 0 -228 -91 ATGAGTCAGCAAACCAGCGGAACTGCGAAAAATCCCAGG
CCGACGGAAGGTGTCAAGGGCCGGCGGCGAACTGCGTC
CGCAAGAGCTCCTCTCAGGCCCGAACAAACATCTACCTAT
CCTCTTTTTTATCTCATCTAG

ATGAGTCAGCAAACCAGCGGAACTGCGAAAAATCC
CAGGCCGACGGAAGGTGTCAAGGGCCGGCGGCG
AACTGCGTCCGCAAGAGCTCCTCTCAGGCCCGAA
CAAACATCTACCTATCCTCTTTTTTATCTCATCTAG

MSQQTSGTAKNPRPTEG
VKGRRRTASARAPLRPE
QTSTYPLFYLI*

MSQQTSGTAKNPR
PTEGVKGRRRTASA
RAPLRPEQTSTYPL
FYLI*

GTTGCGACTG AGCCTCTATG 0 O 0 0 0 0 0

9450 4144 an AN4557.1 57.m05569 AO070321000171 0 -234 -130 ATGACTCAGCCGGAACGGCGAAAAAACCAGGTCCGATCC
AACCTCCCGAAGGCGGGCGACGACAGACAAGTTCACCAA
CTGACCTTAACAATTCCAACTGAGTGA

ATGACTCAGCCGGAACGGCGAAAAAACCAGGTC
CGATCCAACCTCCCGAAGGCGGGCGACGACAG
ACAAGTTCACCAACTGACCTTAACAATTCCAACT
GAGTGA

MTQPERRKNQVRSNLPK
AGDDRQVHQLTLTIPTE*

MTQPERRKNQVRSNLP
KAGDDRQVHQLTLTIPT
E*

GGCAGACTGG CACGTATTCA 0 O 0 0 0 0 0

9454 4144 ao AN4557.1 57.m05569 AO070321000171 0 -241 -170 ATGACTCAGCTACCGGGGCGGAACTACGAAAAAACCCAA
AGTCCGACAAAAGGCGGCGGGAACTCAACTTAG

ATGACTCAGCTACCGGGGCGGAACTACGAA
AAAACCCAAAGTCCGACAAAAGGCGGCGG
GAACTCAACTTAG

MTQLPGRNYEKTQSPTK
GGGNST*

MTQLPGRNYEKTQ
SPTKGGGNST*

CCGTAACCCG TAACTCAACG 0 O 0 0 0 0 0

9457 4146 af AN6594.1 62.m03203 AO070326000044 0 -147 -109 ATGGTAAGTATCTGCTTGAAGGGCGGCCGGCCCCGCTGA ATGGTAAGTATCTGCTTGAAGGGCGGCCGGCCCC
GCTGA

MVSICLKGGRPR* MVSICLKGGRPR* TAATCCACAA GTCACTAAAA 0 S 0 0 0 0 0

9458 4146 af AN6594.1 62.m03203 AO070326000044 0 -87 -76 ATGGATAAATAA ATGGATAAATAA MDK* MDK* ACTCATAGAT TCGAGGATCT 0 S 0 0 0 0 0
9456 4146 an AN6594.1 62.m03203 AO070326000044 0 -145 -122 ATGGCCCATCTTATCGCCGCGTAA ATGGCCCATCTTATCGCCGCGTAA MAHLIAA* MAHLIAA* TAGATCCACA AAGCGGCATC 0 S 0 0 0 0 0
9459 4146 ao AN6594.1 62.m03203 AO070326000044 0 -159 -115 ATGTTCTGTCATATCGGTATTGACTATACTGTAAGAGGCAA

GTAA
ATGTTCTGTCATATCGGTATTGACTATACTGT
AAGAGGCAAGTAA

MFCHIGIDYTVRGK* MFCHIGIDYTVRGK* GGATCTGTAA TTTGACTCAT 0 S 0 0 0 0 0

9463 4149 af AN1200.1 70.m15019 AO070331000206 0 -237 -52 ATGTCACATTATATAATCATACTATCATGTAATTTTCTATATT
TGCAACTGATACTGCAGACCTTACTCCATAGGCATGGTCC
AAGCGGCCGGCATCTCGGGGACCGCGAAACTATTCTCCG
GCGGCCAACAGCATCTCCGCAGCAAAGTTTCGTCTTCCAG
CGGCAGAAAAAAAAAGTTGGATGA

ATGTCACATTATATAATCATACTATCATGTAATTTTC
TATATTTGCAACTGATACTGCAGACCTTACTCCATA
GGCATGGTCCAAGCGGCCGGCATCTCGGGGACC
GCGAAACTATTCTCCGGCGGCCAACAGCATCTCC
GCAGCAAAGTTTCGTCTTCCAGCGGCAGAAAAAAA
AAGTTGGATGA

MSHYIIILSCNFLYLQLILQ
TLLHRHGPSGRHLGDRE
TILRRPTASPQQSFVFQR
QKKKVG*

MSHYIIILSCNFLYLQ
LILQTLLHRHGPSGR
HLGDRETILRRPTAS
PQQSFVFQRQKKK
VG*

ACAACAGTCA TCGAAGTCAA 0 JK 0 0 0 0 0

9461 4149 an AN1200.1 70.m15019 AO070331000206 0 -197 -171 ATGCTTGTTACTCTTCGTTTAGCTTAG ATGCTTGTTACTCTTCGTTTAGCTTAG MLVTLRLA* MLVTLRLA* GCCTGAACAG TTATTGAACT 0 JK 0 0 0 0 0
9462 4149 an AN1200.1 70.m15019 AO070331000206 0 -137 -102 ATGCGGTCGGCATCCGGTACCACGTTAGTCCGATAG ATGCGGTCGGCATCCGGTACCACGTTAGTCCGA

TAG
MRSASGTTLVR* MRSASGTTLVR* GCTTCGCGAA CCTAGGCGGA 0 JK 0 0 0 0 0

9464 4149 ao AN1200.1 70.m15019 AO070331000206 0 -254 -201 ATGATCAGAATGATAAACAGAAGGGAACGTTTATCTCCAAT
ATCATGGATATGA

ATGATCAGAATGATAAACAGAAGGGAACGTT
TATCTCCAATATCATGGATATGA

MIRMINRRERLSPISWI* MIRMINRRERLSPIS
WI*

ATAGGGAAAT TTAGTTGGAG 0 JK 0 0 0 0 0

9465 4149 ao AN1200.1 70.m15019 AO070331000206 0 -245 -201 ATGATAAACAGAAGGGAACGTTTATCTCCAATATCATGGAT
ATGA

ATGATAAACAGAAGGGAACGTTTATCTCCAA
TATCATGGATATGA

MINRRERLSPISWI* MINRRERLSPISWI* TATGATCAGA TTAGTTGGAG 0 JK 0 0 0 0 0

9466 4149 ao AN1200.1 70.m15019 AO070331000206 0 -210 -181 ATGGATATGATTAGTTGGAGATCTAAATAA ATGGATATGATTAGTTGGAGATCTAAATAA MDMISWRSK* MDMISWRSK* CTCCAATATC AAGGTCCGCA 0 JK 0 0 0 0 0

9467 4149 ao AN1200.1 70.m15019 AO070331000206 0 -204 -181 ATGATTAGTTGGAGATCTAAATAA ATGATTAGTTGGAGATCTAAATAA MISWRSK* MISWRSK* TATCATGGAT AAGGTCCGCA 0 JK 0 0 0 0 0
9470 4150 af AN2997.1 59.m09019 AO070337000120 0 -162 -139 ATGAAATTCACTAAGAATAATTAG ATGAAATTCACTAAGAATAATTAG MKFTKNN* MKFTKNN* GAACTGTGCG TCGACGACGC 0 JT 0 0 0 YMR146C 0
9468 4150 an AN2997.1 59.m09019 AO070337000120 0 -217 -164 ATGCATACGGCCAATAGAGAAGGCTTGGCATTAGTCCCGC

AGACTGTGCGATGA
ATGCATACGGCCAATAGAGAAGGCTTGGCATTAG
TCCCGCAGACTGTGCGATGA

MHTANREGLALVPQTVR* MHTANREGLALVPQTV
R*

ACTCAGTGTC AATTCGTGAA 0 JT 0 0 0 YMR146C 0

9469 4150 an AN2997.1 59.m09019 AO070337000120 0 -167 -117 ATGAAATTCGTGAACTTGTCGGGTGAGGTTCAAGAAAGGC
CGCCGCAATAA

ATGAAATTCGTGAACTTGTCGGGTGAGGTTCAAG
AAAGGCCGCCGCAATAA

MKFVNLSGEVQERPPQ* MKFVNLSGEVQERPPQ* AGACTGTGCG TCAACCCCGC 0 JT 0 0 0 YMR146C 0
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9471 4150 ao AN2997.1 59.m09019 AO070337000120 0 -162 -58 ATGAAATTCACTAGTCTGACTACGCCGACGAAGAGAGCCG
CCAGCACCCCGCCAGCAGTTCCGCCTCAGAAACGATACA
GTCGGTCACAGGATCCCAATCTGTGA

ATGAAATTCACTAGTCTGACTACGCCGACGA
AGAGAGCCGCCAGCACCCCGCCAGCAGTT
CCGCCTCAGAAACGATACAGTCGGTCACAG
GATCCCAATCTGTGA

MKFTSLTTPTKRAASTPP
AVPPQKRYSRSQDPNL*

MKFTSLTTPTKRAA
STPPAVPPQKRYSR
SQDPNL*

GGACTGTGCG TCTAATACCT 0 JT 0 0 0 YMR146C 0

9475 4151 af AN0248.1 54.m06701 AO070338000241 0 -194 -177 ATGGCGGAGCTGTTTTGA ATGGCGGAGCTGTTTTGA MAELF* MAELF* TGTTTGCATC TCTCCGCCGT 0 O 0 MG06786.1 NCU00813.1 0 0

9476 4151 af AN0248.1 54.m06701 AO070338000241 0 -163 -122 ATGCCAAGAGCTTCAGGACACCTTGCTTCAACACCCAAGT
AG

ATGCCAAGAGCTTCAGGACACCTTGCTTCAACACC
CAAGTAG

MPRASGHLASTPK* MPRASGHLASTPK* CCGCCGTCAC ACAGCTCTAA 0 O 0 MG06786.1 NCU00813.1 0 0

9477 4151 af AN0248.1 54.m06701 AO070338000241 0 -82 -41 ATGATACTTGGCTGGTGTGCCTTGCTACTACCTACTCTCTA
G

ATGATACTTGGCTGGTGTGCCTTGCTACTACCTACT
CTCTAG

MILGWCALLLPTL* MILGWCALLLPTL* TTGGACAATC TCACTAATCA 0 O 0 MG06786.1 NCU00813.1 0 0

9472 4151 an AN0248.1 54.m06701 AO070338000241 0 -172 -128 ATGCCAAGACTCACGAGCGTCAGGACTGAGGACACCTTG
CTTTAA

ATGCCAAGACTCACGAGCGTCAGGACTGAGGAC
ACCTTGCTTTAA

MPRLTSVRTEDTLL* MPRLTSVRTEDTLL* CAACCGTGAC TTCCTCCAGC 0 O 0 MG06786.1 NCU00813.1 0 0

9473 4151 an AN0248.1 54.m06701 AO070338000241 0 -74 -60 ATGTTTAATCTATGA ATGTTTAATCTATGA MFNL* MFNL* CCTCTCTGAC CCATTGACTT 0 O 0 MG06786.1 NCU00813.1 0 0

9474 4151 an AN0248.1 54.m06701 AO070338000241 0 -63 -19 ATGACCATTGACTTGCTCGTCCATATCGTACAATTAGCCAG
GTAG

ATGACCATTGACTTGCTCGTCCATATCGTACAATT
AGCCAGGTAG

MTIDLLVHIVQLAR* MTIDLLVHIVQLAR* TGTTTAATCT TAATCCCACA 0 O 0 MG06786.1 NCU00813.1 0 0

9478 4151 ao AN0248.1 54.m06701 AO070338000241 0 -218 -123 ATGGGCGGAGCGGAAGCTTCCCCGGTCACATGCCAAGAG
CGCGTCTTTAGGACACATTGCTTCATTGCTTTTCTTTCAAC
CTCTGCCCAACCATAA

ATGGGCGGAGCGGAAGCTTCCCCGGTCAC
ATGCCAAGAGCGCGTCTTTAGGACACATTG
CTTCATTGCTTTTCTTTCAACCTCTGCCCAAC
CATAA

MGGAEASPVTCQERVFR
THCFIAFLSTSAQP*

MGGAEASPVTCQE
RVFRTHCFIAFLSTS
AQP*

AAGGGTATTT ATACGGTTTC 0 O 0 MG06786.1 NCU00813.1 0 0

9479 4151 ao AN0248.1 54.m06701 AO070338000241 0 -189 -169 ATGCCAAGAGCGCGTCTTTAG ATGCCAAGAGCGCGTCTTTAG MPRARL* MPRARL* CCCCGGTCAC GACACATTGC 0 O 0 MG06786.1 NCU00813.1 0 0

9502 4156 af AN1876.1 57.m05742 AO070341000183 0 -64 -50 ATGTCGCTGCAGTAG ATGTCGCTGCAGTAG MSLQ* MSLQ* CGCCTTAAAT CCCGTGCTAC 0 S 0 0 0 0 0
9501 4156 an AN1876.1 57.m05742 AO070341000183 0 -75 -52 ATGTCCCTCGACTCCTCCGTCTGA ATGTCCCTCGACTCCTCCGTCTGA MSLDSSV* MSLDSSV* CTCCAACAGA ACCCGCCCGC 0 S 0 0 0 0 0
9503 4156 ao AN1876.1 57.m05742 AO070341000183 0 -106 -59 ATGGTCCAATTGCCCGAACTGCGCCGTCGAAATATGTCCC

TCCAGTAG
ATGGTCCAATTGCCCGAACTGCGCCGTCGA
AATATGTCCCTCCAGTAG

MVQLPELRRRNMSLQ* MVQLPELRRRNMSL
Q*

TCTTCAACGC TCCTCCTTCG 0 S 0 0 0 0 0

9504 4156 ao AN1876.1 57.m05742 AO070341000183 0 -73 -59 ATGTCCCTCCAGTAG ATGTCCCTCCAGTAG MSLQ* MSLQ* CCGTCGAAAT TCCTCCTTCG 0 S 0 0 0 0 0
9511 4158 af AN0828.1 70.m15429 AO070255000017 0 -174 -145 ATGTCCATAGGCACATGTGAACCGCGGTAA ATGTCCATAGGCACATGTGAACCGCGGTAA MSIGTCEPR* MSIGTCEPR* TAAGAGTACG GTCAACTACG 0 J 0 0 0 0 0
9512 4158 af AN0828.1 70.m15429 AO070255000017 0 -81 -31 ATGACACTCCCCAAACACTACTTACCCTTTACTGTCGATCC

TTCACTTTAG
ATGACACTCCCCAAACACTACTTACCCTTTACTGTC
GATCCTTCACTTTAG

MTLPKHYLPFTVDPSL* MTLPKHYLPFTVDP
SL*

GAGCTTAAAT TAAAAGGGGA 0 J 0 0 0 0 0

9505 4158 an AN0828.1 70.m15429 AO070255000017 0 -218 -201 ATGATAATCGCATGCTGA ATGATAATCGCATGCTGA MIIAC* MIIAC* ATCTGAGACC TTACCCAGAA 0 J 0 0 0 0 0
9506 4158 an AN0828.1 70.m15429 AO070255000017 0 -207 -94 ATGCTGATTACCCAGAAAGAAGAGATGGCGCAGAATAGAC

TCATCGATGCCGATGGCGGAGAACAAGAACGAAGAGTGA
CCAAGAATCACATGCAAAAAGATTGGGCAGCCTGA

ATGCTGATTACCCAGAAAGAAGAGATGGCGCAG
AATAGACTCATCGATGCCGATGGCGGAGAACAA
GAACGAAGAGTGACCAAGAATCACATGCAAAAAG
ATTGGGCAGCCTGA

MLITQKEEMAQNRLIDAD
GGEQERRVTKNHMQKD
WAA*

MLITQKEEMAQNRLIDA
DGGEQERRVTKNHMQK
DWAA*

TGATAATCGC GCTCGGTACG 0 J 0 0 0 0 0

9507 4158 an AN0828.1 70.m15429 AO070255000017 0 -183 -94 ATGGCGCAGAATAGACTCATCGATGCCGATGGCGGAGAA
CAAGAACGAAGAGTGACCAAGAATCACATGCAAAAAGATT
GGGCAGCCTGA

ATGGCGCAGAATAGACTCATCGATGCCGATGGC
GGAGAACAAGAACGAAGAGTGACCAAGAATCAC
ATGCAAAAAGATTGGGCAGCCTGA

MAQNRLIDADGGEQERR
VTKNHMQKDWAA*

MAQNRLIDADGGEQER
RVTKNHMQKDWAA*

GAAAGAAGAG GCTCGGTACG 0 J 0 0 0 0 0

9508 4158 an AN0828.1 70.m15429 AO070255000017 0 -161 -129 ATGCCGATGGCGGAGAACAAGAACGAAGAGTGA ATGCCGATGGCGGAGAACAAGAACGAAGAGTGA MPMAENKNEE* MPMAENKNEE* AGACTCATCG CCAAGAATCA 0 J 0 0 0 0 0

9509 4158 an AN0828.1 70.m15429 AO070255000017 0 -155 -129 ATGGCGGAGAACAAGAACGAAGAGTGA ATGGCGGAGAACAAGAACGAAGAGTGA MAENKNEE* MAENKNEE* ATCGATGCCG CCAAGAATCA 0 J 0 0 0 0 0
9510 4158 an AN0828.1 70.m15429 AO070255000017 0 -117 -94 ATGCAAAAAGATTGGGCAGCCTGA ATGCAAAAAGATTGGGCAGCCTGA MQKDWAA* MQKDWAA* CAAGAATCAC GCTCGGTACG 0 J 0 0 0 0 0
9513 4158 ao AN0828.1 70.m15429 AO070255000017 0 -239 -186 ATGTGTAGAATAATAATGGACATATGTACAGTACGAACTTT

AAAGTATAAATAA
ATGTGTAGAATAATAATGGACATATGTACAG
TACGAACTTTAAAGTATAAATAA

MCRIIMDICTVRTLKYK* MCRIIMDICTVRTLK
YK*

TATCTAATAA ATGCATCAAT 0 J 0 0 0 0 0

9514 4158 ao AN0828.1 70.m15429 AO070255000017 0 -224 -186 ATGGACATATGTACAGTACGAACTTTAAAGTATAAATAA ATGGACATATGTACAGTACGAACTTTAAAGT
ATAAATAA

MDICTVRTLKYK* MDICTVRTLKYK* TAGAATAATA ATGCATCAAT 0 J 0 0 0 0 0

9515 4158 ao AN0828.1 70.m15429 AO070255000017 0 -216 -190 ATGTACAGTACGAACTTTAAAGTATAA ATGTACAGTACGAACTTTAAAGTATAA MYSTNFKV* MYSTNFKV* TAATGGACAT ATAAATGCAT 0 J 0 0 0 0 0
9516 4158 ao AN0828.1 70.m15429 AO070255000017 0 -185 -174 ATGCATCAATAG ATGCATCAATAG MHQ* MHQ* GTATAAATAA AGCCGATCAG 0 J 0 0 0 0 0
9517 4158 ao AN0828.1 70.m15429 AO070255000017 0 -119 -81 ATGCTGAACCGCGGTCCATTGATTGATCAAACAAAATGA ATGCTGAACCGCGGTCCATTGATTGATCAAA

CAAAATGA
MLNRGPLIDQTK* MLNRGPLIDQTK* GCTGGACCAC TTTAAACCCA 0 J 0 0 0 0 0

9519 4159 af AN3177.1 59.m08567 AO070256000013 0 -258 -241 ATGTCGATCTCTCTCTAA ATGTCGATCTCTCTCTAA MSISL* MSISL* TCAAGTGACC ATTTCCAGAA 0 S 0 0 0 0 0
9520 4159 af AN3177.1 59.m08567 AO070256000013 0 -228 -184 ATGCGCAGCCGCCTGTCTGCCTTGGGCCAACGTCTCACG

CGATAG
ATGCGCAGCCGCCTGTCTGCCTTGGGCCAACGTC
TCACGCGATAG

MRSRLSALGQRLTR* MRSRLSALGQRLTR
*

TTCCAGAAAC ACCAACTTCC 0 S 0 0 0 0 0

9518 4159 an AN3177.1 59.m08567 AO070256000013 0 -238 -185 ATGCGCGGCTTTGTCTCTGCCTTGTCCCTCAGCCCTCGCC
AATCTTACGCCTAA

ATGCGCGGCTTTGTCTCTGCCTTGTCCCTCAGCC
CTCGCCAATCTTACGCCTAA

MRGFVSALSLSPRQSYA* MRGFVSALSLSPRQSYA
*

TTTGACGGCA CCATCGGCCC 0 S 0 0 0 0 0

9523 4160 af AN8165.1 53.m03816 AO070266000010 0 -148 -41 ATGTTTCCCCGCAATTTCTCCATCTCCAAATCGTCGAGTCA
GAAAGGAAGCCTGCCAATTGATTCGGAGTTAGTTGGAGGT
CTCATAACTGCTATGCGCCATTCATAG

ATGTTTCCCCGCAATTTCTCCATCTCCAAATCGTCG
AGTCAGAAAGGAAGCCTGCCAATTGATTCGGAGTT
AGTTGGAGGTCTCATAACTGCTATGCGCCATTCAT
AG

MFPRNFSISKSSSQKGSL
PIDSELVGGLITAMRHS*

MFPRNFSISKSSSQ
KGSLPIDSELVGGLI
TAMRHS*

AAAAGTTGAG CGATCTGTAT 0 A 0 0 0 0 0

9521 4160 an AN8165.1 53.m03816 AO070266000010 0 -153 -121 ATGCTCCAAATGTTATTGGTCGTGCTTTTCTAG ATGCTCCAAATGTTATTGGTCGTGCTTTTCTAG MLQMLLVVLF* MLQMLLVVLF* AGGCCGCTCT AAAACCCCGT 0 A 0 0 0 0 0
9522 4160 an AN8165.1 53.m03816 AO070266000010 0 -144 -121 ATGTTATTGGTCGTGCTTTTCTAG ATGTTATTGGTCGTGCTTTTCTAG MLLVVLF* MLLVVLF* TATGCTCCAA AAAACCCCGT 0 A 0 0 0 0 0
9527 4161 af AN4430.1 58.m07895 AO070273000027 0 -218 -201 ATGTTTCCGCTAGTCTAA ATGTTTCCGCTAGTCTAA MFPLV* MFPLV* GCATCCTCCC AGAAGGTCTA 0 E FG06282.1 MG01104.1 0 0 0
9528 4161 af AN4430.1 58.m07895 AO070273000027 0 -114 -73 ATGCGATTTATGACTACCGACACCGATTCCCTCTCGCCCT

AG
ATGCGATTTATGACTACCGACACCGATTCCCTCTC
GCCCTAG

MRFMTTDTDSLSP* MRFMTTDTDSLSP* CGAGTATAAA AAAAAGACTC 0 E FG06282.1 MG01104.1 0 0 0

9529 4161 af AN4430.1 58.m07895 AO070273000027 0 -105 -73 ATGACTACCGACACCGATTCCCTCTCGCCCTAG ATGACTACCGACACCGATTCCCTCTCGCCCTAG MTTDTDSLSP* MTTDTDSLSP* AATGCGATTT AAAAAGACTC 0 E FG06282.1 MG01104.1 0 0 0
9525 4161 an AN4430.1 58.m07895 AO070273000027 0 -218 -189 ATGTATATAGAGCGCACTAGTCTACATTAG ATGTATATAGAGCGCACTAGTCTACATTAG MYIERTSLH* MYIERTSLH* TTGTGGTCAC GCTAGCGGTA 0 E FG06282.1 MG01104.1 0 0 0
9526 4161 an AN4430.1 58.m07895 AO070273000027 0 -138 -94 ATGAGTCAGCTCCCCGAGGTCGGACCCGTGACCGGACCC

AGATAA
ATGAGTCAGCTCCCCGAGGTCGGACCCGTGACC
GGACCCAGATAA

MSQLPEVGPVTGPR* MSQLPEVGPVTGPR* CGGCCGGAGA AAGGAAATGC 0 E FG06282.1 MG01104.1 0 0 0

9530 4161 ao AN4430.1 58.m07895 AO070273000027 0 -213 -163 ATGCTGCACTGGGACCAAAGCGGTATAGCGGTAATGCTC
CGGAGTCAGTGA

ATGCTGCACTGGGACCAAAGCGGTATAGCG
GTAATGCTCCGGAGTCAGTGA

MLHWDQSGIAVMLRSQ* MLHWDQSGIAVML
RSQ*

TCAGGTGCCA CCTTACTCCG 0 E FG06282.1 MG01104.1 0 0 0

9531 4161 ao AN4430.1 58.m07895 AO070273000027 0 -180 -163 ATGCTCCGGAGTCAGTGA ATGCTCCGGAGTCAGTGA MLRSQ* MLRSQ* TATAGCGGTA CCTTACTCCG 0 E FG06282.1 MG01104.1 0 0 0
9532 4161 ao AN4430.1 58.m07895 AO070273000027 0 -103 -65 ATGCGATTTATGACTACAATCCCCATCCGTCAAGTGTGA ATGCGATTTATGACTACAATCCCCATCCGTC

AAGTGTGA
MRFMTTIPIRQV* MRFMTTIPIRQV* CGACTATAAA AGTCACTGCC 0 E FG06282.1 MG01104.1 0 0 0

9533 4161 ao AN4430.1 58.m07895 AO070273000027 0 -94 -65 ATGACTACAATCCCCATCCGTCAAGTGTGA ATGACTACAATCCCCATCCGTCAAGTGTGA MTTIPIRQV* MTTIPIRQV* AATGCGATTT AGTCACTGCC 0 E FG06282.1 MG01104.1 0 0 0

9534 4162 an AN7496.1 57.m05846 AO070287000019 0 -63 -4 ATGTTTCAGAAGTCCTATTGCCACACATCCCGCATTTATAG
CTTCAAAACACATGTCTAA

ATGTTTCAGAAGTCCTATTGCCACACATCCCGCA
TTTATAGCTTCAAAACACATGTCTAA

MFQKSYCHTSRIYSFKTH
V*

MFQKSYCHTSRIYSFKT
HV*

TATTTCATCT CAGATGTCGC 0 RP 0 0 0 0 0

9535 4162 ao AN7496.1 57.m05846 AO070287000019 0 -65 -48 ATGAGTTCAACCTTATAG ATGAGTTCAACCTTATAG MSSTL* MSSTL* AAGTTTAGCC TCGCCACTTG 0 RP 0 0 0 0 0
9537 4165 af AN7252.1 72.m19797 AO070297000007 0 -264 -202 ATGTGGCTTACCTGCTTGGCTCAGCTGCCCTCAACACTTG

CATCACCCTCCGACCTCGCTTAA
ATGTGGCTTACCTGCTTGGCTCAGCTGCCCTCAAC
ACTTGCATCACCCTCCGACCTCGCTTAA

MWLTCLAQLPSTLASPS
DLA*

MWLTCLAQLPSTLA
SPSDLA*

TTCCCCGTCC TCGCAACTCT 0 T 0 0 0 0 0

9538 4165 af AN7252.1 72.m19797 AO070297000007 0 -189 -166 ATGACCTCGACTGCGATCTTCTAA ATGACCTCGACTGCGATCTTCTAA MTSTAIF* MTSTAIF* GCAACTCTGG AGCAGACCAA 0 T 0 0 0 0 0
9539 4165 af AN7252.1 72.m19797 AO070297000007 0 -138 -97 ATGCACCCCGTCTTCTCACTTTGCAGTCACTCTTTACAGTA

G
ATGCACCCCGTCTTCTCACTTTGCAGTCACTCTTTA
CAGTAG

MHPVFSLCSHSLQ* MHPVFSLCSHSLQ* CTCATAATCT TGTTGCTGCA 0 T 0 0 0 0 0

9536 4165 an AN7252.1 72.m19797 AO070297000007 0 -200 -141 ATGTGGCACACCCGCTTGGCCGATTCTCGCACACTCTTTA
GCTTTCGGGTTCGACAGTGA

ATGTGGCACACCCGCTTGGCCGATTCTCGCACA
CTCTTTAGCTTTCGGGTTCGACAGTGA

MWHTRLADSRTLFSFRV
RQ*

MWHTRLADSRTLFSFR
VRQ*

CAGCCATCCC ATGACACGAT 0 T 0 0 0 0 0

9540 4165 ao AN7252.1 72.m19797 AO070297000007 0 -228 -169 ATGTGGCACACTCTCTTGGCTGAGACTTCTTCAGCTGCCT
ATTTGATCTTGATCTCCTGA

ATGTGGCACACTCTCTTGGCTGAGACTTCTT
CAGCTGCCTATTTGATCTTGATCTCCTGA

MWHTLLAETSSAAYLILIS
*

MWHTLLAETSSAAY
LILIS*

CGTCCCGTCC TTGCGATCGT 0 T 0 0 0 0 0

9547 4167 af AN5674.1 65.m07400 AO070309000087 0 -212 -189 ATGTATTTGACTCTCTGTGAATGA ATGTATTTGACTCTCTGTGAATGA MYLTLCE* MYLTLCE* GGCGATTGGT TGTATCTCCC 0 T 0 0 0 0 0
9548 4167 af AN5674.1 65.m07400 AO070309000087 0 -192 -163 ATGATGTATCTCCCAAGGCTTTTGTGGTGA ATGATGTATCTCCCAAGGCTTTTGTGGTGA MMYLPRLLW* MMYLPRLLW* CTCTCTGTGA AAGATGCACT 0 T 0 0 0 0 0
9549 4167 af AN5674.1 65.m07400 AO070309000087 0 -189 -163 ATGTATCTCCCAAGGCTTTTGTGGTGA ATGTATCTCCCAAGGCTTTTGTGGTGA MYLPRLLW* MYLPRLLW* TCTGTGAATG AAGATGCACT 0 T 0 0 0 0 0
9550 4167 af AN5674.1 65.m07400 AO070309000087 0 -159 -25 ATGCACTTGATACAGACACTTGTTATTTCATTGTGCTCGAA

ATCATTCGGCAAGCGACTGATTTACACTTGTGAAGTGGCT
GATCGTTGGTCATCTGTTACAGGGTCCCCCCAAGTGCTTA
CATCCTTCTTGTGA

ATGCACTTGATACAGACACTTGTTATTTCATTGTGC
TCGAAATCATTCGGCAAGCGACTGATTTACACTTGT
GAAGTGGCTGATCGTTGGTCATCTGTTACAGGGTC
CCCCCAAGTGCTTACATCCTTCTTGTGA

MHLIQTLVISLCSKSFGKR
LIYTCEVADRWSSVTGSP
QVLTSFL*

MHLIQTLVISLCSKS
FGKRLIYTCEVADR
WSSVTGSPQVLTSF
L*

GTGGTGAAAG TCGGCTGCTC 0 T 0 0 0 0 0

9541 4167 an AN5674.1 65.m07400 AO070309000087 0 -223 -173 ATGTTGTGCCTCCTCCTTACCCCACTTGTTGAGACTTACAA
CTATCGGTAG

ATGTTGTGCCTCCTCCTTACCCCACTTGTTGAGA
CTTACAACTATCGGTAG

MLCLLLTPLVETYNYR* MLCLLLTPLVETYNYR* GACCTCATTC GTGAGTAAAC 0 T 0 0 0 0 0

9542 4167 an AN5674.1 65.m07400 AO070309000087 0 -137 -63 ATGATCGCCTATTTACTACGCCCCATCAATCTGGCTATGC
CTATGCTGGCAATGCAACGCACTCTCTTGTGCTAA

ATGATCGCCTATTTACTACGCCCCATCAATCTGG
CTATGCCTATGCTGGCAATGCAACGCACTCTCTT
GTGCTAA

MIAYLLRPINLAMPMLAM
QRTLLC*

MIAYLLRPINLAMPMLAM
QRTLLC*

GTCGAGGCCG TGCAGTATTC 0 T 0 0 0 0 0

9543 4167 an AN5674.1 65.m07400 AO070309000087 0 -101 -63 ATGCCTATGCTGGCAATGCAACGCACTCTCTTGTGCTAA ATGCCTATGCTGGCAATGCAACGCACTCTCTTGT
GCTAA

MPMLAMQRTLLC* MPMLAMQRTLLC* CAATCTGGCT TGCAGTATTC 0 T 0 0 0 0 0

9544 4167 an AN5674.1 65.m07400 AO070309000087 0 -95 -63 ATGCTGGCAATGCAACGCACTCTCTTGTGCTAA ATGCTGGCAATGCAACGCACTCTCTTGTGCTAA MLAMQRTLLC* MLAMQRTLLC* GGCTATGCCT TGCAGTATTC 0 T 0 0 0 0 0

9545 4167 an AN5674.1 65.m07400 AO070309000087 0 -86 -63 ATGCAACGCACTCTCTTGTGCTAA ATGCAACGCACTCTCTTGTGCTAA MQRTLLC* MQRTLLC* TATGCTGGCA TGCAGTATTC 0 T 0 0 0 0 0
9546 4167 an AN5674.1 65.m07400 AO070309000087 0 -63 -28 ATGCAGTATTCAGACATTGCAAGTTCTAGTGGGTGA ATGCAGTATTCAGACATTGCAAGTTCTAGTGGGT

GA
MQYSDIASSSG* MQYSDIASSSG* TCTTGTGCTA TCGAGAGATA 0 T 0 0 0 0 0

9551 4167 ao AN5674.1 65.m07400 AO070309000087 0 -240 -127 ATGTTGTTATCTTGGAACCTTTACGCTTATCATGCGTTGTC
ATTTTTAGTTATACTTTCTACCAAGGACTTGTTTTTTACTTAC
TTTCGTTCCTCCATATCTCTGTGCCTATAG

ATGTTGTTATCTTGGAACCTTTACGCTTATCA
TGCGTTGTCATTTTTAGTTATACTTTCTACCA
AGGACTTGTTTTTTACTTACTTTCGTTCCTCC
ATATCTCTGTGCCTATAG

MLLSWNLYAYHALSFLVI
LSTKDLFFTYFRSSISLCL
*

MLLSWNLYAYHALS
FLVILSTKDLFFTYFR
SSISLCL*

TTTGGTCGGT CCGCTCTGCA 0 T 0 0 0 0 0

9552 4167 ao AN5674.1 65.m07400 AO070309000087 0 -209 -192 ATGCGTTGTCATTTTTAG ATGCGTTGTCATTTTTAG MRCHF* MRCHF* TACGCTTATC TTATACTTTC 0 T 0 0 0 0 0
9555 4173 af AN4820.1 59.m09459 AO070327000167 0 -202 -179 ATGTACATATCTATATCAAAATAA ATGTACATATCTATATCAAAATAA MYISISK* MYISISK* TTCTAAGTCG TACCATACTA 0 C 0 0 0 0 0
9556 4173 af AN4820.1 59.m09459 AO070327000167 0 -166 -155 ATGTCTGCATGA ATGTCTGCATGA MSA* MSA* CCATACTACA TAAACGGCGA 0 C 0 0 0 0 0
9557 4173 af AN4820.1 59.m09459 AO070327000167 0 -158 -15 ATGATAAACGGCGACACAGGATCACAGCCGAGTTACTGC

CGATTAGTGCGGGGTCAAATGGGTGCTGTTGGTGATAAA
GTCGCACAGAGCCCCTCATCCTCATCGCTGATCTTCTCAA
CTCACCCTTCTTCTGCTATCAAATAG

ATGATAAACGGCGACACAGGATCACAGCCGAGTTA
CTGCCGATTAGTGCGGGGTCAAATGGGTGCTGTT
GGTGATAAAGTCGCACAGAGCCCCTCATCCTCATC
GCTGATCTTCTCAACTCACCCTTCTTCTGCTATCAA
ATAG

MINGDTGSQPSYCRLVR
GQMGAVGDKVAQSPSS
SSLIFSTHPSSAIK*

MINGDTGSQPSYCR
LVRGQMGAVGDKV
AQSPSSSSLIFSTHP
SSAIK*

CAATGTCTGC AGAACATGTC 0 C 0 0 0 0 0
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9558 4173 af AN4820.1 59.m09459 AO070327000167 0 -101 -15 ATGGGTGCTGTTGGTGATAAAGTCGCACAGAGCCCCTCAT
CCTCATCGCTGATCTTCTCAACTCACCCTTCTTCTGCTATC
AAATAG

ATGGGTGCTGTTGGTGATAAAGTCGCACAGAGCC
CCTCATCCTCATCGCTGATCTTCTCAACTCACCCTT
CTTCTGCTATCAAATAG

MGAVGDKVAQSPSSSSLI
FSTHPSSAIK*

MGAVGDKVAQSPS
SSSLIFSTHPSSAIK*

GCGGGGTCAA AGAACATGTC 0 C 0 0 0 0 0

9554 4173 an AN4820.1 59.m09459 AO070327000167 0 -120 -13 ATGAGGGGTTGCGGGGTCAATCCCAATAACTATCCTGCCT
GCGTCACTTCTTCTCGTCTCCATCTCCTTCGTCTCTACCAT
CTCCCTTCGAATAATTCCATCCAGTAA

ATGAGGGGTTGCGGGGTCAATCCCAATAACTATC
CTGCCTGCGTCACTTCTTCTCGTCTCCATCTCCT
TCGTCTCTACCATCTCCCTTCGAATAATTCCATCC
AGTAA

MRGCGVNPNNYPACVTS
SRLHLLRLYHLPSNNSIQ*

MRGCGVNPNNYPACVT
SSRLHLLRLYHLPSNNSI
Q*

TGCCGATAAG GAGTGGCTAA 0 C 0 0 0 0 0

9559 4173 ao AN4820.1 59.m09459 AO070327000167 0 -210 -13 ATGGGCGGGGACTTTGATATATCCTGTGACAAGTTTTCAC
TACCATTGCCGAGGGTAAGAAAATCCAAAGAGGGGTTGC
GCTGCGGGGTTGAAAGAGCATCCCAGATGCCTATAAATTT
TGATCTCCCCCTTTCTCTTCCTCCCGGTATTTATTTCTCTGT
AGCGACGGAATCCACAGGGTCAACCGTACAGACATAG

ATGGGCGGGGACTTTGATATATCCTGTGAC
AAGTTTTCACTACCATTGCCGAGGGTAAGAA
AATCCAAAGAGGGGTTGCGCTGCGGGGTT
GAAAGAGCATCCCAGATGCCTATAAATTTTG
ATCTCCCCCTTTCTCTTCCTCCCGGTATTTAT
TTCTCTGTAGCGACGGAATCCACAGGGTCA
ACCGTACAGACATAG

MGGDFDISCDKFSLPLPR
VRKSKEGLRCGVERASQ
MPINFDLPLSLPPGIYFSV
ATESTGSTVQT*

MGGDFDISCDKFSL
PLPRVRKSKEGLRC
GVERASQMPINFDL
PLSLPPGIYFSVATE
STGSTVQT*

TTCGAAAGCA TAGTAGTTCA 0 C 0 0 0 0 0

9560 4173 ao AN4820.1 59.m09459 AO070327000167 0 -105 -13 ATGCCTATAAATTTTGATCTCCCCCTTTCTCTTCCTCCCGG
TATTTATTTCTCTGTAGCGACGGAATCCACAGGGTCAACC
GTACAGACATAG

ATGCCTATAAATTTTGATCTCCCCCTTTCTCT
TCCTCCCGGTATTTATTTCTCTGTAGCGACG
GAATCCACAGGGTCAACCGTACAGACATAG

MPINFDLPLSLPPGIYFSV
ATESTGSTVQT*

MPINFDLPLSLPPGI
YFSVATESTGSTVQ
T*

AGCATCCCAG TAGTAGTTCA 0 C 0 0 0 0 0

9562 4174 af AN4818.1 59.m09157 AO070327000169 0 -97 -80 ATGGATCTCAACGTTTGA ATGGATCTCAACGTTTGA MDLNV* MDLNV* GGGCCAAGAA ATATCGGACC 0 T 0 0 0 0 0
9561 4174 an AN4818.1 59.m09157 AO070327000169 0 -81 -70 ATGTGGTGGTAG ATGTGGTGGTAG MWW* MWW* GAATTCGACG GAAAAAAAAA 0 T 0 0 0 0 0
9563 4174 ao AN4818.1 59.m09157 AO070327000169 0 -89 -75 ATGGAGTGCGACTGA ATGGAGTGCGACTGA MECD* MECD* AGGACTGACG AACCCTTAAA 0 T 0 0 0 0 0
9567 4179 af AN1052.1 70.m15191 AO070336000059 0 -104 -90 ATGCCAACACTATAG ATGCCAACACTATAG MPTL* MPTL* AAGCGATTCG CCGTCATCTA 0 WV 0 0 0 0 0
9570 4180 af AN4608.1 65.m07143 AO070337000243 0 -155 -105 ATGGCCAGACTGATGAGGGCTACGTCAAGTCATGTATACC

TTCAAGACTGA
ATGGCCAGACTGATGAGGGCTACGTCAAGTCATGT
ATACCTTCAAGACTGA

MARLMRATSSHVYLQD* MARLMRATSSHVYL
QD*

AACATTAGTC AGATAAAAGG 0 MG 0 0 0 0 0

9571 4180 af AN4608.1 65.m07143 AO070337000243 0 -143 -105 ATGAGGGCTACGTCAAGTCATGTATACCTTCAAGACTGA ATGAGGGCTACGTCAAGTCATGTATACCTTCAAGA
CTGA

MRATSSHVYLQD* MRATSSHVYLQD* GGCCAGACTG AGATAAAAGG 0 MG 0 0 0 0 0

9572 4180 af AN4608.1 65.m07143 AO070337000243 0 -124 -89 ATGTATACCTTCAAGACTGAAGATAAAAGGACTTGA ATGTATACCTTCAAGACTGAAGATAAAAGGACTTGA MYTFKTEDKRT* MYTFKTEDKRT* ACGTCAAGTC TTAGTAGCAG 0 MG 0 0 0 0 0

9573 4180 af AN4608.1 65.m07143 AO070337000243 0 -73 -17 ATGACTATCAACAAGATCTTCAATTCCCAACAACTCAACTT
TCATCGACTATCATAG

ATGACTATCAACAAGATCTTCAATTCCCAACAACTC
AACTTTCATCGACTATCATAG

MTINKIFNSQQLNFHRLS* MTINKIFNSQQLNFH
RLS*

AGCAGGAGCC CTATCAATTC 0 MG 0 0 0 0 0

9568 4180 an AN4608.1 65.m07143 AO070337000243 0 -199 -107 ATGATTGGCCACTTCGGGTTTGTTGACGGGTGGCTCTCCG
TTATGCGTCAGGATTCAATCCTTCAGAAGTATGTGAGTGCT
AAAGGTATATAA

ATGATTGGCCACTTCGGGTTTGTTGACGGGTGG
CTCTCCGTTATGCGTCAGGATTCAATCCTTCAGA
AGTATGTGAGTGCTAAAGGTATATAA

MIGHFGFVDGWLSVMRQ
DSILQKYVSAKGI*

MIGHFGFVDGWLSVMR
QDSILQKYVSAKGI*

TGAAGGATCC GGGTGCTGGT 0 MG 0 0 0 0 0

9569 4180 an AN4608.1 65.m07143 AO070337000243 0 -157 -107 ATGCGTCAGGATTCAATCCTTCAGAAGTATGTGAGTGCTA
AAGGTATATAA

ATGCGTCAGGATTCAATCCTTCAGAAGTATGTGA
GTGCTAAAGGTATATAA

MRQDSILQKYVSAKGI* MRQDSILQKYVSAKGI* GCTCTCCGTT GGGTGCTGGT 0 MG 0 0 0 0 0

9574 4180 ao AN4608.1 65.m07143 AO070337000243 0 -202 -185 ATGTTGACTGAGGGGTAA ATGTTGACTGAGGGGTAA MLTEG* MLTEG* TCTCCAGAAC GAGATACAAT 0 MG 0 0 0 0 0
9575 4180 ao AN4608.1 65.m07143 AO070337000243 0 -125 -96 ATGATGTTGGACCAAGATACTATTGACTAG ATGATGTTGGACCAAGATACTATTGACTAG MMLDQDTID* MMLDQDTID* GGCACAATCC AAGCAAACAC 0 MG 0 0 0 0 0

9576 4180 ao AN4608.1 65.m07143 AO070337000243 0 -122 -96 ATGTTGGACCAAGATACTATTGACTAG ATGTTGGACCAAGATACTATTGACTAG MLDQDTID* MLDQDTID* ACAATCCATG AAGCAAACAC 0 MG 0 0 0 0 0
9579 4181 af AN2899.1 59.m08749 AO070338000108 0 -61 -29 ATGTTCACGACTTCATTGAAAGTTCCAGATTGA ATGTTCACGACTTCATTGAAAGTTCCAGATTGA MFTTSLKVPD* MFTTSLKVPD* TACCTCGGGA ATTATTCACA 0 T 0 0 0 0 0
9577 4181 an AN2899.1 59.m08749 AO070338000108 0 -173 -87 ATGTGCCCACCTTCTCGTTCTCCCATCTACAACCTCTTATA

TCTTAATGTGCCCATCCCTTCGGTATCCGCGGGTTATATG
GCCTAA

ATGTGCCCACCTTCTCGTTCTCCCATCTACAACC
TCTTATATCTTAATGTGCCCATCCCTTCGGTATCC
GCGGGTTATATGGCCTAA

MCPPSRSPIYNLLYLNVPI
PSVSAGYMA*

MCPPSRSPIYNLLYLNV
PIPSVSAGYMA*

CTTGCTTGAT AACCAGTTGA 0 T 0 0 0 0 0

9578 4181 an AN2899.1 59.m08749 AO070338000108 0 -127 -77 ATGTGCCCATCCCTTCGGTATCCGCGGGTTATATGGCCTA
AAACCAGTTGA

ATGTGCCCATCCCTTCGGTATCCGCGGGTTATAT
GGCCTAAAACCAGTTGA

MCPSLRYPRVIWPKTS* MCPSLRYPRVIWPKTS* TTATATCTTA GGAGCGCTAA 0 T 0 0 0 0 0

9580 4181 ao AN2899.1 59.m08749 AO070338000108 0 -159 -142 ATGTCTCTCGTCTGTTAG ATGTCTCTCGTCTGTTAG MSLVC* MSLVC* CTCCCTTGTT CCCCTCCAAA 0 T 0 0 0 0 0
9581 4181 ao AN2899.1 59.m08749 AO070338000108 0 -104 -93 ATGACTTCATAA ATGACTTCATAA MTS* MTS* GCCTGTCCGC ATTCGATGCT 0 T 0 0 0 0 0
9582 4181 ao AN2899.1 59.m08749 AO070338000108 0 -87 -34 ATGCTCACGGGTTATGGTTTACAAATGAAAATTTCACCTTT

TAATTCAACTTGA
ATGCTCACGGGTTATGGTTTACAAATGAAAA
TTTCACCTTTTAATTCAACTTGA

MLTGYGLQMKISPFNST* MLTGYGLQMKISPF
NST*

CATAAATTCG CCAAGTCTTC 0 T 0 0 0 0 0

9583 4181 ao AN2899.1 59.m08749 AO070338000108 0 -74 -60 ATGGTTTACAAATGA ATGGTTTACAAATGA MVYK* MVYK* CTCACGGGTT AAATTTCACC 0 T 0 0 0 0 0
9584 4181 ao AN2899.1 59.m08749 AO070338000108 0 -63 -34 ATGAAAATTTCACCTTTTAATTCAACTTGA ATGAAAATTTCACCTTTTAATTCAACTTGA MKISPFNST* MKISPFNST* TGGTTTACAA CCAAGTCTTC 0 T 0 0 0 0 0
9585 4182 af AN6017.1 72.m19936 AO070340000258 0 -169 -122 ATGTGGTGGTTTTCCTTCTCTCTCTTCCTCACCTTACCTGG

TCGTTGA
ATGTGGTGGTTTTCCTTCTCTCTCTTCCTCACCTTA
CCTGGTCGTTGA

MWWFSFSLFLTLPGR* MWWFSFSLFLTLP
GR*

AAAGAGAAAG GCTTGTAGAG 0 J 0 0 0 0 0

9587 4183 af AN3946.1 69.m14975 AO070341000066 0 -174 -88 ATGAATTTGTTCAATGATCCATCCACTGACGACTTCTCGAC
TTCCTCAATCCCAATCCTCAATCTGACGCATCCGAACTGC
GATTGA

ATGAATTTGTTCAATGATCCATCCACTGACGACTTC
TCGACTTCCTCAATCCCAATCCTCAATCTGACGCAT
CCGAACTGCGATTGA

MNLFNDPSTDDFSTSSIPI
LNLTHPNCD*

MNLFNDPSTDDFST
SSIPILNLTHPNCD*

TCAACTTTCA CGATACCGTG 0 D 0 0 0 0 0

9588 4183 af AN3946.1 69.m14975 AO070341000066 0 -161 -108 ATGATCCATCCACTGACGACTTCTCGACTTCCTCAATCCCA
ATCCTCAATCTGA

ATGATCCATCCACTGACGACTTCTCGACTTCCTCAA
TCCCAATCCTCAATCTGA

MIHPLTTSRLPQSQSSI* MIHPLTTSRLPQSQ
SSI*

AATTTGTTCA CGCATCCGAA 0 D 0 0 0 0 0

9586 4183 an AN3946.1 69.m14975 AO070341000066 0 -174 -109 ATGAACTCGACCATTTCAACGACCATCGACACCCACGACA
GCCCTTCGGAATTCGGCCGCTCCTGA

ATGAACTCGACCATTTCAACGACCATCGACACCC
ACGACAGCCCTTCGGAATTCGGCCGCTCCTGA

MNSTISTTIDTHDSPSEFG
RS*

MNSTISTTIDTHDSPSEF
GRS*

GGAAAAGCTG CTCTCGCTTT 0 D 0 0 0 0 0

9589 4184 af AN7566.1 72.m19585 AO070343000409 0 -126 -106 ATGCCGAGTTCGGTTTTGTAA ATGCCGAGTTCGGTTTTGTAA MPSSVL* MPSSVL* TGACTGCTTT TCTAGGACAG 0 L 0 0 0 YGR276C YGR276C
9590 4184 af AN7566.1 72.m19585 AO070343000409 0 -76 -35 ATGTCCCATATCTTAAGTGATTGCAACATACCTAGCCACTA

A
ATGTCCCATATCTTAAGTGATTGCAACATACCTAGC
CACTAA

MSHILSDCNIPSH* MSHILSDCNIPSH* AGGAACACGG ATATCTGCTT 0 L 0 0 0 YGR276C YGR276C

9591 4184 ao AN7566.1 72.m19585 AO070343000409 0 -242 -150 ATGTCTGAGTCATCAGTGCACGTCGATCTACTATCGGCAC
GTGATACAAAAAGTCGATTGATAAATCCCGATCCGGGAGT
TATCAAGCTCTAG

ATGTCTGAGTCATCAGTGCACGTCGATCTAC
TATCGGCACGTGATACAAAAAGTCGATTGAT
AAATCCCGATCCGGGAGTTATCAAGCTCTA
G

MSESSVHVDLLSARDTK
SRLINPDPGVIKL*

MSESSVHVDLLSAR
DTKSRLINPDPGVIK
L*

CGTTATTGCT AGACCGATCA 0 L 0 0 0 YGR276C YGR276C

9595 4185 af AN0706.1 70.m15313 AO070343000503 0 -229 -200 ATGAAGGCGGGATTTCGGCGCTATTCTTGA ATGAAGGCGGGATTTCGGCGCTATTCTTGA MKAGFRRYS* MKAGFRRYS* CTGCGATAAG CGCGGTTCCG 0 U 0 0 0 0 0
9596 4185 af AN0706.1 70.m15313 AO070343000503 0 -109 -86 ATGACAACGCAATTGGAATTGTGA ATGACAACGCAATTGGAATTGTGA MTTQLEL* MTTQLEL* TGTTGTGGTG GCTTATTTTG 0 U 0 0 0 0 0
9593 4185 an AN0706.1 70.m15313 AO070343000503 0 -241 -161 ATGCGACAGGCGAGAGTCGCCGGCCGAAGGTTGCGGCT

GTCGGCGCTTCCTTTGTCGCGGTTCCGACTGGCTCTATG
GTAG

ATGCGACAGGCGAGAGTCGCCGGCCGAAGGTT
GCGGCTGTCGGCGCTTCCTTTGTCGCGGTTCCG
ACTGGCTCTATGGTAG

MRQARVAGRRLRLSALP
LSRFRLALW*

MRQARVAGRRLRLSAL
PLSRFRLALW*

GACTCTGCGA CGGCCACTTG 0 U 0 0 0 0 0

9594 4185 an AN0706.1 70.m15313 AO070343000503 0 -167 -135 ATGGTAGCGGCCACTTGGCGGTGGGCTTGTTGA ATGGTAGCGGCCACTTGGCGGTGGGCTTGTTGA MVAATWRWAC* MVAATWRWAC* GACTGGCTCT CTTGTAATGT 0 U 0 0 0 0 0

9597 4185 ao AN0706.1 70.m15313 AO070343000503 0 -128 -105 ATGAACAACTCACCTTGTTTGTGA ATGAACAACTCACCTTGTTTGTGA MNNSPCL* MNNSPCL* TAGCTTCGGA ACTAACCCCC 0 U 0 0 0 0 0
9592 4185 conserved AN0706.1 70.m15313 AO070343000503 0 -63 -28 -63 -28 -63 -28 ATGymTrwhdwyTGsTAydyCybCGGCyrsCGGTGA ATGTATATCGATTGCTACTCCTCCGGCCACCGGT

GA
ATGCCTGAATATTGCTACGCCCTCGGCCGGCGGT
GA

ATGCCTAATATCTGGTATATCCGCGGCTGG
CGGTGA

MyidcYssGhR* MYIDCYSSGHR* MPEYCYALGRR* MPNIWYIRGWR* mrryyrTTCr yCATGAwAyw 0 U 0 0 0 0 0

9601 4189 af AN6443.1 58.m08930 AO070238000002 0 -193 -182 ATGGCTCACTAA ATGGCTCACTAA MAH* MAH* AACAAGTGGA CTTGACGAAC 0 Q 0 0 0 YGR281W 0
9598 4189 an AN6443.1 58.m08930 AO070238000002 0 -253 -230 ATGCGTTTTCACCAGAAATCCTGA ATGCGTTTTCACCAGAAATCCTGA MRFHQKS* MRFHQKS* TTTTTTGTTG TAGTACCTGA 0 Q 0 0 0 YGR281W 0
9599 4189 an AN6443.1 58.m08930 AO070238000002 0 -153 -16 ATGAGAAGAACGCTTAGTAATGGGCCACCCGGGTATCGG

CACCCTTATCGCCGATACCACCGATGGCTCCCATCAAGAC
TGTCCTCTTTATCCTGTGCTCCCCCCACGGGTCGTGACTC
CGTCGCAGCCTCGAGATGA

ATGAGAAGAACGCTTAGTAATGGGCCACCCGGG
TATCGGCACCCTTATCGCCGATACCACCGATGG
CTCCCATCAAGACTGTCCTCTTTATCCTGTGCTC
CCCCCACGGGTCGTGACTCCGTCGCAGCCTCGA
GATGA

MRRTLSNGPPGYRHPYR
RYHRWLPSRLSSLSCAP
PTGRDSVAASR*

MRRTLSNGPPGYRHPY
RRYHRWLPSRLSSLSC
APPTGRDSVAASR*

GGGCTGACCA GATCCTCTCA 0 Q 0 0 0 YGR281W 0

9600 4189 an AN6443.1 58.m08930 AO070238000002 0 -91 -38 ATGGCTCCCATCAAGACTGTCCTCTTTATCCTGTGCTCCC
CCCACGGGTCGTGA

ATGGCTCCCATCAAGACTGTCCTCTTTATCCTGT
GCTCCCCCCACGGGTCGTGA

MAPIKTVLFILCSPHGS* MAPIKTVLFILCSPHGS* GATACCACCG CTCCGTCGCA 0 Q 0 0 0 YGR281W 0

9604 4189 ao AN6443.1 58.m08930 AO070238000002 0 -216 -163 ATGCATAACTTGATCCAGTGCCTCTGCCTGACAGGATTGG
CTGACTACATTTAA

ATGCATAACTTGATCCAGTGCCTCTGCCTGA
CAGGATTGGCTGACTACATTTAA

MHNLIQCLCLTGLADYI* MHNLIQCLCLTGLA
DYI*

TTACTTTACT GGGGTTGACC 0 Q 0 0 0 YGR281W 0

9605 4189 ao AN6443.1 58.m08930 AO070238000002 0 -118 -92 ATGAAAGTACTTATCCCCTTTACCTGA ATGAAAGTACTTATCCCCTTTACCTGA MKVLIPFT* MKVLIPFT* CAAGAATGAC TTTGATGAAC 0 Q 0 0 0 YGR281W 0
9606 4189 ao AN6443.1 58.m08930 AO070238000002 0 -74 -45 ATGGAAGAGAGTCTCGTGGATCATTGCTAG ATGGAAGAGAGTCTCGTGGATCATTGCTAG MEESLVDHC* MEESLVDHC* AACCTGCTGT CTGTCTGTCG 0 Q 0 0 0 YGR281W 0

9607 4190 ao AN1375.1 70.m15754 AO070243000005 0 -149 -138 ATGAGTCGTTGA ATGAGTCGTTGA MSR* MSR* AGTATTCCTC AATCTTCCGA 0  0 0 0 0 0
9608 4190 ao AN1375.1 70.m15754 AO070243000005 0 -113 -96 ATGGTATACATAACCTGA ATGGTATACATAACCTGA MVYIT* MVYIT* GATTCGCTTG CCTCTTTTAC 0  0 0 0 0 0
9610 4193 an AN8742.1 62.m03338 AO070250000039 0 -93 -70 ATGACCGGGATGGGAGGACAATAA ATGACCGGGATGGGAGGACAATAA MTGMGGQ* MTGMGGQ* GTCGCCCTCA CGGATCTCGC 0 BDL 0 0 0 0 0
9611 4193 an AN8742.1 62.m03338 AO070250000039 0 -84 -70 ATGGGAGGACAATAA ATGGGAGGACAATAA MGGQ* MGGQ* AATGACCGGG CGGATCTCGC 0 BDL 0 0 0 0 0
9612 4193 ao AN8742.1 62.m03338 AO070250000039 0 -174 -52 ATGACAATAAACTGCCACCCACGACCGCCTAACCAAAACA

CAACTAGATTGATAGATCCACGGCGCGTCGCGACCGCGC
TGATCATCGCATTTAAGCCCCAAAACCACAATATTTATCCA
TGA

ATGACAATAAACTGCCACCCACGACCGCCT
AACCAAAACACAACTAGATTGATAGATCCAC
GGCGCGTCGCGACCGCGCTGATCATCGCA
TTTAAGCCCCAAAACCACAATATTTATCCAT
GA

MTINCHPRPPNQNTTRLI
DPRRVATALIIAFKPQNH
NIYP*

MTINCHPRPPNQNT
TRLIDPRRVATALIIA
FKPQNHNIYP*

GAAACCCAAA ATACCAGATG 0 BDL 0 0 0 0 0

9614 4194 af AN2455.1 69.m15204 AO070264000021 0 -98 -78 ATGCTTTGTAATATATTGTAG ATGCTTTGTAATATATTGTAG MLCNIL* MLCNIL* TTTGGGCCCA TCCCTCTATT 0 R 0 0 0 0 0
9616 4195 af AN6678.1 65.m07302 AO070289000018 0 -116 -42 ATGGAACACTCGTGTCAGCGCGTCGTTGGCCATCAAATTG

ATACTAGTGATGCTGTCTACAGAGAGTCTCTCTAA
ATGGAACACTCGTGTCAGCGCGTCGTTGGCCATCA
AATTGATACTAGTGATGCTGTCTACAGAGAGTCTCT
CTAA

MEHSCQRVVGHQIDTSD
AVYRESL*

MEHSCQRVVGHQI
DTSDAVYRESL*

CTTTTCGTGG GAATTTCATT 0 S 0 0 0 0 0

9615 4195 an AN6678.1 65.m07302 AO070289000018 0 -101 -36 ATGCCCTCGGTTGGTCCGAGATATTTATATATATTGATAAC
GCGCGATTACCTTATTTCGCTTTAG

ATGCCCTCGGTTGGTCCGAGATATTTATATATATT
GATAACGCGCGATTACCTTATTTCGCTTTAG

MPSVGPRYLYILITRDYLI
SL*

MPSVGPRYLYILITRDYLI
SL*

TGTGCCTGGA AATCCGATCG 0 S 0 0 0 0 0

9617 4195 ao AN6678.1 65.m07302 AO070289000018 0 -82 -59 ATGTTGGCGTTAGGTCGTAGATAA ATGTTGGCGTTAGGTCGTAGATAA MLALGRR* MLALGRR* CGCCATTTGG GGGTTTCTTG 0 S 0 0 0 0 0
9620 4196 af AN1150.1 72.m19355 AO070308000028 0 -231 -187 ATGCGGAGTGGCGGAGATGGCATCGAGTCATTTCTTACTG

CGTGA
ATGCGGAGTGGCGGAGATGGCATCGAGTCATTTC
TTACTGCGTGA

MRSGGDGIESFLTA* MRSGGDGIESFLTA
*

ACAAGTGGAA AGTTTGCCCG 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9621 4196 af AN1150.1 72.m19355 AO070308000028 0 -215 -57 ATGGCATCGAGTCATTTCTTACTGCGTGAAGTTTGCCCGA
TAAGCGGGCCGCCCGATATCGCGGCACATTTCTGGGTCC
ATCACAGTCACAGTCTCAGTCATCAACTTTATGACTCTGAC
TCTCCTTGTCTAATTCCTATATATTTATTTCTTTCTTGA

ATGGCATCGAGTCATTTCTTACTGCGTGAAGTTTGC
CCGATAAGCGGGCCGCCCGATATCGCGGCACATT
TCTGGGTCCATCACAGTCACAGTCTCAGTCATCAA
CTTTATGACTCTGACTCTCCTTGTCTAATTCCTATAT
ATTTATTTCTTTCTTGA

MASSHFLLREVCPISGPP
DIAAHFWVHHSHSLSHQ
LYDSDSPCLIPIYLFLS*

MASSHFLLREVCPIS
GPPDIAAHFWVHHS
HSLSHQLYDSDSPC
LIPIYLFLS*

AGTGGCGGAG GTCAATTGCT 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9622 4196 af AN1150.1 72.m19355 AO070308000028 0 -106 -83 ATGACTCTGACTCTCCTTGTCTAA ATGACTCTGACTCTCCTTGTCTAA MTLTLLV* MTLTLLV* CATCAACTTT TTCCTATATA 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9618 4196 an AN1150.1 72.m19355 AO070308000028 0 -177 -139 ATGGAAGTTGCGGAGGTGCCGAGCCGATATCGCCCATGA ATGGAAGTTGCGGAGGTGCCGAGCCGATATCGC
CCATGA

MEVAEVPSRYRP* MEVAEVPSRYRP* GGAGTGGCGG ATCATCCAAC 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9619 4196 an AN1150.1 72.m19355 AO070308000028 0 -110 -60 ATGCGGCATTTCTTCGCTTCTCACGCTATCCCCCTTCCCT
CCCACTCTTGA

ATGCGGCATTTCTTCGCTTCTCACGCTATCCCCC
TTCCCTCCCACTCTTGA

MRHFFASHAIPLPSHS* MRHFFASHAIPLPSHS* TCGTTTTTGG ACTCGGCCGC 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

204



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

9623 4196 ao AN1150.1 72.m19355 AO070308000028 0 -274 -227 ATGACTTCAGAAGAGACGAGTCTGAGTCAAGTTACCTTAG
GTAAATGA

ATGACTTCAGAAGAGACGAGTCTGAGTCAA
GTTACCTTAGGTAAATGA

MTSEETSLSQVTLGK* MTSEETSLSQVTLG
K*

GTAGTCAAAG ATTTAATTGC 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9624 4196 ao AN1150.1 72.m19355 AO070308000028 0 -230 -183 ATGAATTTAATTGCGGAGCAAATCACAATACAATTTCTGAT
CAGATAA

ATGAATTTAATTGCGGAGCAAATCACAATAC
AATTTCTGATCAGATAA

MNLIAEQITIQFLIR* MNLIAEQITIQFLIR* CCTTAGGTAA GCCGCTTGCT 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9625 4196 ao AN1150.1 72.m19355 AO070308000028 0 -167 -66 ATGGGTTTCCCGATATCGCGGGATTTGTTTGACCCGTACA
TTTCGTCCTTTCGTTTTTCTCTCCTTTCAATGACTCACCGAA
TCCCTCTCTATTCTTCTTAA

ATGGGTTTCCCGATATCGCGGGATTTGTTTG
ACCCGTACATTTCGTCCTTTCGTTTTTCTCTC
CTTTCAATGACTCACCGAATCCCTCTCTATT
CTTCTTAA

MGFPISRDLFDPYISSFRF
SLLSMTHRIPLYSS*

MGFPISRDLFDPYIS
SFRFSLLSMTHRIPL
YSS*

TTGCTCATTT ATACTCCCTT 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9626 4196 ao AN1150.1 72.m19355 AO070308000028 0 -98 -66 ATGACTCACCGAATCCCTCTCTATTCTTCTTAA ATGACTCACCGAATCCCTCTCTATTCTTCTTA
A

MTHRIPLYSS* MTHRIPLYSS* TCTCCTTTCA ATACTCCCTT 0 E FG01573.1 MG02375.1 NCU05410.1 YOL140W 0

9627 4197 af AN6312.1 72.m19322 AO070308000067 0 -190 -50 ATGCTGGTAAACGCTGCTTTATACCACAGAACCCATGACG
ATCACCCCACATTTTCTGCCGGCAGAACAATACCACCGCC
TGCAACAGAAGATCTTGCTAGGATTCAGCTACCATCTTATC
GCAGACTGATTACTTTTTGA

ATGCTGGTAAACGCTGCTTTATACCACAGAACCCA
TGACGATCACCCCACATTTTCTGCCGGCAGAACAA
TACCACCGCCTGCAACAGAAGATCTTGCTAGGATT
CAGCTACCATCTTATCGCAGACTGATTACTTTTTGA

MLVNAALYHRTHDDHPT
FSAGRTIPPPATEDLARIQ
LPSYRRLITF*

MLVNAALYHRTHDD
HPTFSAGRTIPPPAT
EDLARIQLPSYRRLI
TF*

GCCGCTGGTC GGCAATCGGA 0  0 0 0 0 0

9628 4197 af AN6312.1 72.m19322 AO070308000067 0 -156 -61 ATGACGATCACCCCACATTTTCTGCCGGCAGAACAATACC
ACCGCCTGCAACAGAAGATCTTGCTAGGATTCAGCTACCA
TCTTATCGCAGACTGA

ATGACGATCACCCCACATTTTCTGCCGGCAGAACA
ATACCACCGCCTGCAACAGAAGATCTTGCTAGGAT
TCAGCTACCATCTTATCGCAGACTGA

MTITPHFLPAEQYHRLQQ
KILLGFSYHLIAD*

MTITPHFLPAEQYH
RLQQKILLGFSYHLI
AD*

CACAGAACCC TTACTTTTTG 0  0 0 0 0 0

9629 4197 ao AN6312.1 72.m19322 AO070308000067 0 -243 -226 ATGAATACTAGCAAATAG ATGAATACTAGCAAATAG MNTSK* MNTSK* CCCTAACAGC ACATGCTTTC 0  0 0 0 0 0
9630 4197 ao AN6312.1 72.m19322 AO070308000067 0 -223 -200 ATGCTTTCAGTACTTAGTGCCTAG ATGCTTTCAGTACTTAGTGCCTAG MLSVLSA* MLSVLSA* GCAAATAGAC TACATACTAA 0  0 0 0 0 0
9631 4197 ao AN6312.1 72.m19322 AO070308000067 0 -110 -39 ATGATAATTCCCCGACTTGTTTGCGACAACCTGAACAAGTA

CACAACCCTCAATTCAAGTCAAGTGTTATAA
ATGATAATTCCCCGACTTGTTTGCGACAACC
TGAACAAGTACACAACCCTCAATTCAAGTCA
AGTGTTATAA

MIIPRLVCDNLNKYTTLNS
SQVL*

MIIPRLVCDNLNKYT
TLNSSQVL*

CACCCCACCC ACTCTCTAGC 0  0 0 0 0 0

9633 4199 ao AN0869.1 70.m15458 AO070320000020 0 -120 -73 ATGATTGCTACCACCAGGGCCCCTCTGTTATCTATATCTCA
TATGTGA

ATGATTGCTACCACCAGGGCCCCTCTGTTAT
CTATATCTCATATGTGA

MIATTRAPLLSISHM* MIATTRAPLLSISHM* AATACTATTG GCTATTGGTC 0 0 0 0 0 0

9634 4200 ao AN0979.1 70.m15619 AO070320000183 0 -179 -126 ATGTGGTACAGGATCTCTGTTTTCTTCCTTTCTCCTCCCTC
GAGTTACTCCTGA

ATGTGGTACAGGATCTCTGTTTTCTTCCTTT
CTCCTCCCTCGAGTTACTCCTGA

MWYRISVFFLSPPSSYS* MWYRISVFFLSPPS
SYS*

GCTGACGGGC CCCTATACCT 0 Y 0 0 0 0 0

9637 4201 af AN3909.1 69.m15021 AO070324000094 0 -221 -144 ATGGAAACATACCTTCGGCCAATCACATCGTTCACCGCCT
CAGGCTGCGCTATTTTCTGCCGCCATTTGCCGCCCTAG

ATGGAAACATACCTTCGGCCAATCACATCGTTCAC
CGCCTCAGGCTGCGCTATTTTCTGCCGCCATTTGC
CGCCCTAG

METYLRPITSFTASGCAIF
CRHLPP*

METYLRPITSFTASG
CAIFCRHLPP*

CATCTTTTCC AGCTTCCCGC 0 L 0 0 0 0 0

9638 4201 af AN3909.1 69.m15021 AO070324000094 0 -124 -77 ATGACGTCGTGTCAGCCGTTCGCGTCCTCCGCCACTCAA
CACGAGTAG

ATGACGTCGTGTCAGCCGTTCGCGTCCTCCGCCA
CTCAACACGAGTAG

MTSCQPFASSATQHE* MTSCQPFASSATQH
E*

CTCTTGTCAC ACGTTGTCTT 0 L 0 0 0 0 0

9635 4201 an AN3909.1 69.m15021 AO070324000094 0 -213 -142 ATGTACCGCCAATTACTGCCCTTAAGATTATCACATGATTT
CGTACCGTTGTCGCGTCTCCTGCATCTTTAG

ATGTACCGCCAATTACTGCCCTTAAGATTATCACA
TGATTTCGTACCGTTGTCGCGTCTCCTGCATCTT
TAG

MYRQLLPLRLSHDFVPLS
RLLHL*

MYRQLLPLRLSHDFVPL
SRLLHL*

CAACGCTTTG GCAGAAGCTC 0 L 0 0 0 0 0

9636 4201 an AN3909.1 69.m15021 AO070324000094 0 -100 -17 ATGTCTTATTATCTCTTTCTCGAGGCTACTCCGTTACCTATA
TTGGCCGTCTTACTCTGTTCAGCTCCCCCGGTCATGAGGT
GA

ATGTCTTATTATCTCTTTCTCGAGGCTACTCCGTT
ACCTATATTGGCCGTCTTACTCTGTTCAGCTCCC
CCGGTCATGAGGTGA

MSYYLFLEATPLPILAVLL
CSAPPVMR*

MSYYLFLEATPLPILAVL
LCSAPPVMR*

CGCGAGAAAG TCTTGCTTTG 0 L 0 0 0 0 0

9639 4201 ao AN3909.1 69.m15021 AO070324000094 0 -136 -50 ATGACTTCGTTCCGCTCGTCACGAAGCTCAGCCGCCACC
GCGTGTCTGGTCCAAAGTTCTCTCGTCGCCTTCGTTTCTT
GTCCATAA

ATGACTTCGTTCCGCTCGTCACGAAGCTCA
GCCGCCACCGCGTGTCTGGTCCAAAGTTCT
CTCGTCGCCTTCGTTTCTTGTCCATAA

MTSFRSSRSSAATACLV
QSSLVAFVSCP*

MTSFRSSRSSAATA
CLVQSSLVAFVSCP*

ACCGCATCAC ATTGCTGACG 0 L 0 0 0 0 0

9644 4202 af AN7715.1 71.m15740 AO070325000127 0 -205 -188 ATGGCATTCCACGCATGA ATGGCATTCCACGCATGA MAFHA* MAFHA* CCCCAATTTT TGGCCATTGT 0 R FG06214.1 0 NCU06386.1 0 0

9645 4202 af AN7715.1 71.m15740 AO070325000127 0 -191 -141 ATGATGGCCATTGTCTGTAGCGACTTCAACGATCAATGCA
AGCATTACTGA

ATGATGGCCATTGTCTGTAGCGACTTCAACGATCA
ATGCAAGCATTACTGA

MMAIVCSDFNDQCKHY* MMAIVCSDFNDQCK
HY*

CATTCCACGC CCAGACAGGC 0 R FG06214.1 0 NCU06386.1 0 0

9646 4202 af AN7715.1 71.m15740 AO070325000127 0 -188 -141 ATGGCCATTGTCTGTAGCGACTTCAACGATCAATGCAAGC
ATTACTGA

ATGGCCATTGTCTGTAGCGACTTCAACGATCAATG
CAAGCATTACTGA

MAIVCSDFNDQCKHY* MAIVCSDFNDQCKH
Y*

TCCACGCATG CCAGACAGGC 0 R FG06214.1 0 NCU06386.1 0 0

9647 4202 af AN7715.1 71.m15740 AO070325000127 0 -156 -88 ATGCAAGCATTACTGACCAGACAGGCTCCGTGTCGCATG
GCCGACCAACCAGGGATCGTCTTGATCTGA

ATGCAAGCATTACTGACCAGACAGGCTCCGTGTCG
CATGGCCGACCAACCAGGGATCGTCTTGATCTGA

MQALLTRQAPCRMADQP
GIVLI*

MQALLTRQAPCRM
ADQPGIVLI*

TCAACGATCA ATCTCCAGCT 0 R FG06214.1 0 NCU06386.1 0 0

9648 4202 af AN7715.1 71.m15740 AO070325000127 0 -120 -88 ATGGCCGACCAACCAGGGATCGTCTTGATCTGA ATGGCCGACCAACCAGGGATCGTCTTGATCTGA MADQPGIVLI* MADQPGIVLI* TCCGTGTCGC ATCTCCAGCT 0 R FG06214.1 0 NCU06386.1 0 0

9641 4202 an AN7715.1 71.m15740 AO070325000127 0 -179 -141 ATGGTCATTGTATTCTGTGTTAAACCTCTGCCCTGTTGA ATGGTCATTGTATTCTGTGTTAAACCTCTGCCCTG
TTGA

MVIVFCVKPLPC* MVIVFCVKPLPC* GAAATCCATA TTACTTTCCG 0 R FG06214.1 0 NCU06386.1 0 0

9642 4202 an AN7715.1 71.m15740 AO070325000127 0 -116 -81 ATGGCCGGTCAGGAGCGCGCTGTCATCATCCCATGA ATGGCCGGTCAGGAGCGCGCTGTCATCATCCCA
TGA

MAGQERAVIIP* MAGQERAVIIP* ATCCTGTCGC GAGCTCTATA 0 R FG06214.1 0 NCU06386.1 0 0

9643 4202 an AN7715.1 71.m15740 AO070325000127 0 -84 -70 ATGAGAGCTCTATAG ATGAGAGCTCTATAG MRAL* MRAL* TCATCATCCC CTGCTCAAAC 0 R FG06214.1 0 NCU06386.1 0 0

9649 4202 ao AN7715.1 71.m15740 AO070325000127 0 -233 -174 ATGTCCGCTTGCTTCCCCCTCACATCGTCTTCCCATCCCA
TCTTGACTTCCCGTCCATGA

ATGTCCGCTTGCTTCCCCCTCACATCGTCTT
CCCATCCCATCTTGACTTCCCGTCCATGA

MSACFPLTSSSHPILTSR
P*

MSACFPLTSSSHPIL
TSRP*

TGTCGGAGAT TGCTCTTCCG 0 R FG06214.1 0 NCU06386.1 0 0

9650 4202 ao AN7715.1 71.m15740 AO070325000127 0 -177 -139 ATGATGCTCTTCCGCGATCATTCTGTCCGATTTTCATGA ATGATGCTCTTCCGCGATCATTCTGTCCGAT
TTTCATGA

MMLFRDHSVRFS* MMLFRDHSVRFS* CTTCCCGTCC TAGTTCTTTC 0 R FG06214.1 0 NCU06386.1 0 0

9651 4202 ao AN7715.1 71.m15740 AO070325000127 0 -174 -139 ATGCTCTTCCGCGATCATTCTGTCCGATTTTCATGA ATGCTCTTCCGCGATCATTCTGTCCGATTTT
CATGA

MLFRDHSVRFS* MLFRDHSVRFS* CCCGTCCATG TAGTTCTTTC 0 R FG06214.1 0 NCU06386.1 0 0

9652 4202 ao AN7715.1 71.m15740 AO070325000127 0 -142 -62 ATGATAGTTCTTTCTCCAAGACAGGCTCCGTGTCGCATGG
CTGGCCAAGTCCGGATTGTCCCTGTTCAGTTGAGCGCTTG
A

ATGATAGTTCTTTCTCCAAGACAGGCTCCGT
GTCGCATGGCTGGCCAAGTCCGGATTGTCC
CTGTTCAGTTGAGCGCTTGA

MIVLSPRQAPCRMAGQV
RIVPVQLSA*

MIVLSPRQAPCRMA
GQVRIVPVQLSA*

TCCGATTTTC GCTCATACTA 0 R FG06214.1 0 NCU06386.1 0 0

9653 4202 ao AN7715.1 71.m15740 AO070325000127 0 -106 -62 ATGGCTGGCCAAGTCCGGATTGTCCCTGTTCAGTTGAGC
GCTTGA

ATGGCTGGCCAAGTCCGGATTGTCCCTGTT
CAGTTGAGCGCTTGA

MAGQVRIVPVQLSA* MAGQVRIVPVQLSA
*

TCCGTGTCGC GCTCATACTA 0 R FG06214.1 0 NCU06386.1 0 0

9656 4203 af AN6561.1 62.m03148 AO070326000002 0 -238 -218 ATGGAAGAAACGGCAAAATAG ATGGAAGAAACGGCAAAATAG MEETAK* MEETAK* GCTTGTAAGG AAAGGCGACA 0 S FG07399.1 MG06938.1 0 YOR287C 0
9654 4203 an AN6561.1 62.m03148 AO070326000002 0 -231 -16 ATGTACCGGAACAGAAGAGGCGATAAGTCTAAGCGCTCG

CTGCGTCCAGCAAAATCAAACATCCCCATGGCACTTACCG
CCTTGATACACCGGCAGAAAACGATTCCAATTTTCGGTGC
GACTTCACCGCCGACAACAATTTCAACAAGCCGATCAGTT
CTCCGCCAGCAGTGCTGTGCTTGCCTTTGGTTTTATATAG
TCTCGGACAAGCTCTGA

ATGTACCGGAACAGAAGAGGCGATAAGTCTAAG
CGCTCGCTGCGTCCAGCAAAATCAAACATCCCCA
TGGCACTTACCGCCTTGATACACCGGCAGAAAAC
GATTCCAATTTTCGGTGCGACTTCACCGCCGACA
ACAATTTCAACAAGCCGATCAGTTCTCCGCCAGC
AGTGCTGTGCTTGCCTTTGGTTTTATATAGTCTCG
GACAAGCTCTGA

MYRNRRGDKSKRSLRPA
KSNIPMALTALIHRQKTIPI
FGATSPPTTISTSRSVLR
QQCCACLWFYIVSDKL*

MYRNRRGDKSKRSLRP
AKSNIPMALTALIHRQKTI
PIFGATSPPTTISTSRSV
LRQQCCACLWFYIVSDK
L*

CAACAAAACA TAGACAGACA 0 S FG07399.1 MG06938.1 0 YOR287C 0

9655 4203 an AN6561.1 62.m03148 AO070326000002 0 -165 -16 ATGGCACTTACCGCCTTGATACACCGGCAGAAAACGATTC
CAATTTTCGGTGCGACTTCACCGCCGACAACAATTTCAAC
AAGCCGATCAGTTCTCCGCCAGCAGTGCTGTGCTTGCCTT
TGGTTTTATATAGTCTCGGACAAGCTCTGA

ATGGCACTTACCGCCTTGATACACCGGCAGAAAA
CGATTCCAATTTTCGGTGCGACTTCACCGCCGAC
AACAATTTCAACAAGCCGATCAGTTCTCCGCCAG
CAGTGCTGTGCTTGCCTTTGGTTTTATATAGTCTC
GGACAAGCTCTGA

MALTALIHRQKTIPIFGAT
SPPTTISTSRSVLRQQCC
ACLWFYIVSDKL*

MALTALIHRQKTIPIFGAT
SPPTTISTSRSVLRQQC
CACLWFYIVSDKL*

AAACATCCCC TAGACAGACA 0 S FG07399.1 MG06938.1 0 YOR287C 0

9657 4203 ao AN6561.1 62.m03148 AO070326000002 0 -227 -93 ATGAAACTGATGGCGAAATGGAAAATCGCGACCAAACGGT
CTAGATCCACCAACGAGAGCGAAGCTACTTCTCTCACCGC
CTTAAACAACCAGCAGTATCGCTTCGATTTTTTGCTCCGCC
TTCACCGCCATTGA

ATGAAACTGATGGCGAAATGGAAAATCGCG
ACCAAACGGTCTAGATCCACCAACGAGAGC
GAAGCTACTTCTCTCACCGCCTTAAACAACC
AGCAGTATCGCTTCGATTTTTTGCTCCGCCT
TCACCGCCATTGA

MKLMAKWKIATKRSRST
NESEATSLTALNNQQYRF
DFLLRLHRH*

MKLMAKWKIATKRS
RSTNESEATSLTAL
NNQQYRFDFLLRLH
RH*

CGAGAATGCG TTGGCTTCTT 0 S FG07399.1 MG06938.1 0 YOR287C 0

9658 4203 ao AN6561.1 62.m03148 AO070326000002 0 -218 -93 ATGGCGAAATGGAAAATCGCGACCAAACGGTCTAGATCCA
CCAACGAGAGCGAAGCTACTTCTCTCACCGCCTTAAACAA
CCAGCAGTATCGCTTCGATTTTTTGCTCCGCCTTCACCGC
CATTGA

ATGGCGAAATGGAAAATCGCGACCAAACGG
TCTAGATCCACCAACGAGAGCGAAGCTACT
TCTCTCACCGCCTTAAACAACCAGCAGTATC
GCTTCGATTTTTTGCTCCGCCTTCACCGCCA
TTGA

MAKWKIATKRSRSTNES
EATSLTALNNQQYRFDFL
LRLHRH*

MAKWKIATKRSRST
NESEATSLTALNNQ
QYRFDFLLRLHRH*

GATGAAACTG TTGGCTTCTT 0 S FG07399.1 MG06938.1 0 YOR287C 0

9659 4203 ao AN6561.1 62.m03148 AO070326000002 0 -210 -184 ATGGAAAATCGCGACCAAACGGTCTAG ATGGAAAATCGCGACCAAACGGTCTAG MENRDQTV* MENRDQTV* TGATGGCGAA ATCCACCAAC 0 S FG07399.1 MG06938.1 0 YOR287C 0
9663 4206 af AN2239.1 71.m15830 AO070326000142 0 -199 -155 ATGAATTGGAGCATCTATGAGGAAGGTGCAATGGCAGGC

ACCTAA
ATGAATTGGAGCATCTATGAGGAAGGTGCAATGGC
AGGCACCTAA

MNWSIYEEGAMAGT* MNWSIYEEGAMAG
T*

TCTCTATTCT AAATTGCTGC 0 C 0 0 0 0 0

9664 4206 af AN2239.1 71.m15830 AO070326000142 0 -183 -97 ATGAGGAAGGTGCAATGGCAGGCACCTAAAAATTGCTGC
CTCAGGCCTCAAGCACTCGAGATGATGTCATTCCGAACTT
CGGCCTAA

ATGAGGAAGGTGCAATGGCAGGCACCTAAAAATTG
CTGCCTCAGGCCTCAAGCACTCGAGATGATGTCAT
TCCGAACTTCGGCCTAA

MRKVQWQAPKNCCLRP
QALEMMSFRTSA*

MRKVQWQAPKNCC
LRPQALEMMSFRTS
A*

TGGAGCATCT GGCCTTCAAC 0 C 0 0 0 0 0

9665 4206 af AN2239.1 71.m15830 AO070326000142 0 -169 -155 ATGGCAGGCACCTAA ATGGCAGGCACCTAA MAGT* MAGT* GGAAGGTGCA AAATTGCTGC 0 C 0 0 0 0 0
9666 4206 af AN2239.1 71.m15830 AO070326000142 0 -123 -97 ATGATGTCATTCCGAACTTCGGCCTAA ATGATGTCATTCCGAACTTCGGCCTAA MMSFRTSA* MMSFRTSA* AGCACTCGAG GGCCTTCAAC 0 C 0 0 0 0 0
9667 4206 af AN2239.1 71.m15830 AO070326000142 0 -120 -97 ATGTCATTCCGAACTTCGGCCTAA ATGTCATTCCGAACTTCGGCCTAA MSFRTSA* MSFRTSA* ACTCGAGATG GGCCTTCAAC 0 C 0 0 0 0 0
9660 4206 an AN2239.1 71.m15830 AO070326000142 0 -225 -175 ATGCCTAGTTCTAAATCGTCTTGCCCTGTGTCTTTCAGTTA

TGCTAACTAA
ATGCCTAGTTCTAAATCGTCTTGCCCTGTGTCTTT
CAGTTATGCTAACTAA

MPSSKSSCPVSFSYAN* MPSSKSSCPVSFSYAN* CCTTCACTTG GAATCCTTAT 0 C 0 0 0 0 0

9661 4206 an AN2239.1 71.m15830 AO070326000142 0 -185 -120 ATGCTAACTAAGAATCCTTATCTAACTGCACCTTTGCTCTA
CAGATTGCACAGTAAACATGGATGA

ATGCTAACTAAGAATCCTTATCTAACTGCACCTTT
GCTCTACAGATTGCACAGTAAACATGGATGA

MLTKNPYLTAPLLYRLHS
KHG*

MLTKNPYLTAPLLYRLH
SKHG*

TCTTTCAGTT CATCAGCGGA 0 C 0 0 0 0 0

9662 4206 an AN2239.1 71.m15830 AO070326000142 0 -123 -61 ATGACATCAGCGGAACCCCGCAGTGCCCAAAGTGCCCGC
ACAAACTCTATCGTTCGATCATGA

ATGACATCAGCGGAACCCCGCAGTGCCCAAAGT
GCCCGCACAAACTCTATCGTTCGATCATGA

MTSAEPRSAQSARTNSIV
RS*

MTSAEPRSAQSARTNSI
VRS*

GTAAACATGG GCCGCATCAA 0 C 0 0 0 0 0

9669 4206 ao AN2239.1 71.m15830 AO070326000142 0 -202 -185 ATGGATTATGGAGTATAG ATGGATTATGGAGTATAG MDYGV* MDYGV* GACTAGGAAG AAACAATAGC 0 C 0 0 0 0 0
9670 4206 ao AN2239.1 71.m15830 AO070326000142 0 -195 -148 ATGGAGTATAGAAACAATAGCATAGGTATACACATAAATAA

TGCATAA
ATGGAGTATAGAAACAATAGCATAGGTATAC
ACATAAATAATGCATAA

MEYRNNSIGIHINNA* MEYRNNSIGIHINNA
*

AAGATGGATT TTACATAATC 0 C 0 0 0 0 0

9671 4206 ao AN2239.1 71.m15830 AO070326000142 0 -112 -92 ATGCAGCGAACTTCGGCCTGA ATGCAGCGAACTTCGGCCTGA MQRTSA* MQRTSA* AGTTCAAATA CGTCATTCCG 0 C 0 0 0 0 0
9676 4208 af AN9066.1 66.m04520 AO070332000218 0 -186 -169 ATGAGGAAGGCTTATTAA ATGAGGAAGGCTTATTAA MRKAY* MRKAY* GGACTGGCCA GCTAAATGTG 0 C FG00706.1 0 0 0 0
9677 4208 af AN9066.1 66.m04520 AO070332000218 0 -163 -128 ATGTGCATATGCATATTTTCGTTGGAGCGGTGCTAA ATGTGCATATGCATATTTTCGTTGGAGCGGTGCTAA MCICIFSLERC* MCICIFSLERC* ATTAAGCTAA GAAAATATCC 0 C FG00706.1 0 0 0 0

9678 4208 af AN9066.1 66.m04520 AO070332000218 0 -155 -111 ATGCATATTTTCGTTGGAGCGGTGCTAAGAAAATATCCGT
CATGA

ATGCATATTTTCGTTGGAGCGGTGCTAAGAAAATAT
CCGTCATGA

MHIFVGAVLRKYPS* MHIFVGAVLRKYPS* AAATGTGCAT ACGGAGTATC 0 C FG00706.1 0 0 0 0

9679 4208 af AN9066.1 66.m04520 AO070332000218 0 -114 -91 ATGAACGGAGTATCCCTGACCTGA ATGAACGGAGTATCCCTGACCTGA MNGVSLT* MNGVSLT* AATATCCGTC CGGAGAAAAC 0 C FG00706.1 0 0 0 0
9673 4208 an AN9066.1 66.m04520 AO070332000218 0 -254 -186 ATGGCTCTGAGTTGGGAATCGTATGATGTACTGGCTGGCA

CATTTATTTCGCCGAAGCGCAGGAGTTGA
ATGGCTCTGAGTTGGGAATCGTATGATGTACTGG
CTGGCACATTTATTTCGCCGAAGCGCAGGAGTTG
A

MALSWESYDVLAGTFISP
KRRS*

MALSWESYDVLAGTFIS
PKRRS*

GGTTAAAAGT GCTCACGTGA 0 C FG00706.1 0 0 0 0
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9674 4208 an AN9066.1 66.m04520 AO070332000218 0 -232 -176 ATGATGTACTGGCTGGCACATTTATTTCGCCGAAGCGCAG
GAGTTGAGCTCACGTGA

ATGATGTACTGGCTGGCACATTTATTTCGCCGAA
GCGCAGGAGTTGAGCTCACGTGA

MMYWLAHLFRRSAGVEL
T*

MMYWLAHLFRRSAGVE
LT*

TGGGAATCGT TTGAAGCTAG 0 C FG00706.1 0 0 0 0

9675 4208 an AN9066.1 66.m04520 AO070332000218 0 -229 -176 ATGTACTGGCTGGCACATTTATTTCGCCGAAGCGCAGGAG
TTGAGCTCACGTGA

ATGTACTGGCTGGCACATTTATTTCGCCGAAGCG
CAGGAGTTGAGCTCACGTGA

MYWLAHLFRRSAGVELT* MYWLAHLFRRSAGVEL
T*

GAATCGTATG TTGAAGCTAG 0 C FG00706.1 0 0 0 0

9681 4208 ao AN9066.1 66.m04520 AO070332000218 0 -194 -84 ATGGTCGTGCCAAGACCGCCTTGCCAGAATAAGACTAAGC
TAAGTCCAGGGAAGCTATCAACTATCTATCAGTTCAAGTTG
CCCACCTGGCATGCATCCGCCGGGCTATGA

ATGGTCGTGCCAAGACCGCCTTGCCAGAAT
AAGACTAAGCTAAGTCCAGGGAAGCTATCA
ACTATCTATCAGTTCAAGTTGCCCACCTGGC
ATGCATCCGCCGGGCTATGA

MVVPRPPCQNKTKLSPG
KLSTIYQFKLPTWHASAG
L*

MVVPRPPCQNKTKL
SPGKLSTIYQFKLPT
WHASAGL*

CGGAACTTTG TTTGACAGAA 0 C FG00706.1 0 0 0 0

9682 4208 ao AN9066.1 66.m04520 AO070332000218 0 -103 -68 ATGCATCCGCCGGGCTATGATTTGACAGAACTTTGA ATGCATCCGCCGGGCTATGATTTGACAGAA
CTTTGA

MHPPGYDLTEL* MHPPGYDLTEL* CCCACCTGGC AATCGCTTCG 0 C FG00706.1 0 0 0 0

9684 4209 af AN5407.1 69.m15524 AO070333000121 0 -204 -100 ATGCTGCCGTTATTGGTAGTCTTTCGACCTCTCGTTCGGC
TCATTTCTCCTTATCGCTCCTTTGATTCTGGATCAAGCCTC
TGCGGGTACTCAATTTTCACATAG

ATGCTGCCGTTATTGGTAGTCTTTCGACCTCTCGTT
CGGCTCATTTCTCCTTATCGCTCCTTTGATTCTGGA
TCAAGCCTCTGCGGGTACTCAATTTTCACATAG

MLPLLVVFRPLVRLISPYR
SFDSGSSLCGYSIFT*

MLPLLVVFRPLVRLI
SPYRSFDSGSSLCG
YSIFT*

TTTAGAAGCG ATACTGGCTA 0 R 0 0 0 0 0

9683 4209 an AN5407.1 69.m15524 AO070333000121 0 -146 -81 ATGCCGCTGTTTGTCGTCCAATTCCCACCGGCAGCTTCTC
GACCTGATCGCGACTTCCGAATTTGA

ATGCCGCTGTTTGTCGTCCAATTCCCACCGGCAG
CTTCTCGACCTGATCGCGACTTCCGAATTTGA

MPLFVVQFPPAASRPDR
DFRI*

MPLFVVQFPPAASRPD
RDFRI*

CCCACGAGCG CCCCTCCAAC 0 R 0 0 0 0 0

9685 4209 ao AN5407.1 69.m15524 AO070333000121 0 -206 -132 ATGCTGTCATTATTGACGGCCACTGCTTCGATTGATCGCC
GCCACTCTTCTTATCGTGTACTCGCTCTCCGTTAG

ATGCTGTCATTATTGACGGCCACTGCTTCGA
TTGATCGCCGCCACTCTTCTTATCGTGTACT
CGCTCTCCGTTAG

MLSLLTATASIDRRHSSY
RVLALR*

MLSLLTATASIDRRH
SSYRVLALR*

GCACCCAGAA CCCCTCGTTC 0 R 0 0 0 0 0

9686 4209 ao AN5407.1 69.m15524 AO070333000121 0 -65 -54 ATGAGTCTTTGA ATGAGTCTTTGA MSL* MSL* TCCCTGGGGA TCTCGATAAT 0 R 0 0 0 0 0
9688 4211 af AN5221.1 57.m05713 AO070337000257 0 -187 -137 ATGAGCGGCGACCGGGAGACGCGCTTGTTGATGTATGTT

GTAGTTTGTTGA
ATGAGCGGCGACCGGGAGACGCGCTTGTTGATGT
ATGTTGTAGTTTGTTGA

MSGDRETRLLMYVVVC* MSGDRETRLLMYVV
VC*

AGGTGGTCAC CGGCGTCGGA 0 RP FG00672.1 MG03693.1 0 0 0

9689 4211 af AN5221.1 57.m05713 AO070337000257 0 -157 -137 ATGTATGTTGTAGTTTGTTGA ATGTATGTTGTAGTTTGTTGA MYVVVC* MYVVVC* GCGCTTGTTG CGGCGTCGGA 0 RP FG00672.1 MG03693.1 0 0 0
9690 4211 af AN5221.1 57.m05713 AO070337000257 0 -120 -103 ATGCTACTTTCCGTTTGA ATGCTACTTTCCGTTTGA MLLSV* MLLSV* CGGATTGATA GAACAATCGT 0 RP FG00672.1 MG03693.1 0 0 0
9687 4211 an AN5221.1 57.m05713 AO070337000257 0 -150 -28 ATGACTGCCCGCCGGGGTGACGCGCTTGTTGGACTGAAG

ATCAAGGCGTCAATACTCAATCCATCACTAAGGCACAGAC
AAATTGTATGCTGCTGGGCACCGGCGGCGGACGTACTAC
AATAA

ATGACTGCCCGCCGGGGTGACGCGCTTGTTGGA
CTGAAGATCAAGGCGTCAATACTCAATCCATCAC
TAAGGCACAGACAAATTGTATGCTGCTGGGCACC
GGCGGCGGACGTACTACAATAA

MTARRGDALVGLKIKASIL
NPSLRHRQIVCCWAPAA
DVLQ*

MTARRGDALVGLKIKASI
LNPSLRHRQIVCCWAPA
ADVLQ*

CTTAAATCAC AATCGTCTGT 0 RP FG00672.1 MG03693.1 0 0 0

9691 4211 ao AN5221.1 57.m05713 AO070337000257 0 -251 -237 ATGGGCATTATGTAA ATGGGCATTATGTAA MGIM* MGIM* ACCTAATCGT TAAATGACTA 0 RP FG00672.1 MG03693.1 0 0 0
9692 4211 ao AN5221.1 57.m05713 AO070337000257 0 -233 -183 ATGACTAATCGCGATAACAGAATCGTTTGTTTACATCGAGC

GATCACATGA
ATGACTAATCGCGATAACAGAATCGTTTGTT
TACATCGAGCGATCACATGA

MTNRDNRIVCLHRAIT* MTNRDNRIVCLHRAI
T*

TATGTAATAA GCACCTCCCG 0 RP FG00672.1 MG03693.1 0 0 0

9693 4211 ao AN5221.1 57.m05713 AO070337000257 0 -186 -130 ATGAGCACCTCCCGGGAGACGCGCGACTTTTGGGGGTTG
TTATACTTGTGTGGTTAA

ATGAGCACCTCCCGGGAGACGCGCGACTTT
TGGGGGTTGTTATACTTGTGTGGTTAA

MSTSRETRDFWGLLYLC
G*

MSTSRETRDFWGL
LYLCG*

GAGCGATCAC TGAGGGCGCA 0 RP FG00672.1 MG03693.1 0 0 0

9694 4211 ao AN5221.1 57.m05713 AO070337000257 0 -130 -113 ATGAGGGCGCAACGCTAA ATGAGGGCGCAACGCTAA MRAQR* MRAQR* TGTGTGGTTA GTGGACCATG 0 RP FG00672.1 MG03693.1 0 0 0
9695 4211 ao AN5221.1 57.m05713 AO070337000257 0 -105 -73 ATGTTTATTATTTCAACCTTCGAGAAAAACTGA ATGTTTATTATTTCAACCTTCGAGAAAAACTG

A
MFIISTFEKN* MFIISTFEKN* TAAGTGGACC GATTACAGAT 0 RP FG00672.1 MG03693.1 0 0 0

9699 4216 af AN4678.1 71.m15665 AO070284000022 0 -148 -44 ATGTCTTTGGAGTCGACGCGACGTGCGCGAAGAGAACCA
ATTTTTCCGGACCAACGCATGGTGCATCGACGACGTTACA
CTCACAAATTCAAGCAAAGCACTTGA

ATGTCTTTGGAGTCGACGCGACGTGCGCGAAGAG
AACCAATTTTTCCGGACCAACGCATGGTGCATCGA
CGACGTTACACTCACAAATTCAAGCAAAGCACTTG
A

MSLESTRRARREPIFPDQ
RMVHRRRYTHKFKQST*

MSLESTRRARREPI
FPDQRMVHRRRYT
HKFKQST*

TCCCGAACCC TACATACAGA 0 L 0 MG02924.1 0 0 0

9700 4216 af AN4678.1 71.m15665 AO070284000022 0 -91 -44 ATGGTGCATCGACGACGTTACACTCACAAATTCAAGCAAA
GCACTTGA

ATGGTGCATCGACGACGTTACACTCACAAATTCAA
GCAAAGCACTTGA

MVHRRRYTHKFKQST* MVHRRRYTHKFKQ
ST*

GGACCAACGC TACATACAGA 0 L 0 MG02924.1 0 0 0

9696 4216 an AN4678.1 71.m15665 AO070284000022 0 -222 -202 ATGCTGGGGTACCAGCACTAG ATGCTGGGGTACCAGCACTAG MLGYQH* MLGYQH* GGCCCGTACC CCCGATTAGG 0 L 0 MG02924.1 0 0 0
9697 4216 an AN4678.1 71.m15665 AO070284000022 0 -148 -131 ATGATCCGCAGAATTTAG ATGATCCGCAGAATTTAG MIRRI* MIRRI* GCAACGACAG TAGCCATAAA 0 L 0 MG02924.1 0 0 0
9698 4216 an AN4678.1 71.m15665 AO070284000022 0 -88 -38 ATGAGATTTAACGTCTCATATTTGCTCAAGACGTGTTACTC

ATCAGCATAG
ATGAGATTTAACGTCTCATATTTGCTCAAGACGTG
TTACTCATCAGCATAG

MRFNVSYLLKTCYSSA* MRFNVSYLLKTCYSSA* ATCCGCAACT GTATCTCCGC 0 L 0 MG02924.1 0 0 0

9701 4216 ao AN4678.1 71.m15665 AO070284000022 0 -225 -202 ATGTCGAATCGCACGCTAACCTAA ATGTCGAATCGCACGCTAACCTAA MSNRTLT* MSNRTLT* CGTGTGGGCC ATTAGTATTG 0 L 0 MG02924.1 0 0 0
9702 4216 ao AN4678.1 71.m15665 AO070284000022 0 -153 -34 ATGAGTCCGAATTTAGGCGATGATCTTCATCTCGACATAG

AGTATGGTTCGGACAACAGAGACTGCACGCGTTCACAAAC
CGGGATGCCACAGTCCCGATTTACCACGTCCCGCCATTAA

ATGAGTCCGAATTTAGGCGATGATCTTCATC
TCGACATAGAGTATGGTTCGGACAACAGAG
ACTGCACGCGTTCACAAACCGGGATGCCAC
AGTCCCGATTTACCACGTCCCGCCATTAA

MSPNLGDDLHLDIEYGSD
NRDCTRSQTGMPQSRFT
TSRH*

MSPNLGDDLHLDIE
YGSDNRDCTRSQT
GMPQSRFTTSRH*

CGGTCGGCGG AGCCAGCATG 0 L 0 MG02924.1 0 0 0

9703 4216 ao AN4678.1 71.m15665 AO070284000022 0 -134 -114 ATGATCTTCATCTCGACATAG ATGATCTTCATCTCGACATAG MIFIST* MIFIST* AATTTAGGCG AGTATGGTTC 0 L 0 MG02924.1 0 0 0
9704 4216 ao AN4678.1 71.m15665 AO070284000022 0 -69 -34 ATGCCACAGTCCCGATTTACCACGTCCCGCCATTAA ATGCCACAGTCCCGATTTACCACGTCCCGC

CATTAA
MPQSRFTTSRH* MPQSRFTTSRH* ACAAACCGGG AGCCAGCATG 0 L 0 MG02924.1 0 0 0

9707 4218 af AN4996.1 59.m08898 AO070288000079 0 -142 -128 ATGCCTCAGGCATAA ATGCCTCAGGCATAA MPQA* MPQA* TTACTAATTA ACTGGTGATA 0  0 0 0 0 0
9708 4218 af AN4996.1 59.m08898 AO070288000079 0 -85 -14 ATGATAGAAACATCCCGCACCGCGTCCACCAGCAACAAAA

GTCAACGAACAACCAACCTACAGCAGCAGTAG
ATGATAGAAACATCCCGCACCGCGTCCACCAGCAA
CAAAAGTCAACGAACAACCAACCTACAGCAGCAGT
AG

MIETSRTASTSNKSQRTT
NLQQQ*

MIETSRTASTSNKS
QRTTNLQQQ*

AGAGTAAATA CAGCATAACA 0  0 0 0 0 0

9705 4218 an AN4996.1 59.m08898 AO070288000079 0 -192 -169 ATGCTTCCCCTTTCTAGTTTGTAG ATGCTTCCCCTTTCTAGTTTGTAG MLPLSSL* MLPLSSL* TGCCTGAGAA CCTGATGGTT 0  0 0 0 0 0
9706 4218 an AN4996.1 59.m08898 AO070288000079 0 -164 -114 ATGGTTCAGGCAGTAATATATTTAGGCTACAAGGCACTTAA

CATCCGCTAA
ATGGTTCAGGCAGTAATATATTTAGGCTACAAGG
CACTTAACATCCGCTAA

MVQAVIYLGYKALNIR* MVQAVIYLGYKALNIR* TTGTAGCCTG TGGCCCATCC 0  0 0 0 0 0

9709 4218 ao AN4996.1 59.m08898 AO070288000079 0 -108 -64 ATGCGAACCCCCGAGGACGAGAAGTATCCAACGGAGAGA
AGATAG

ATGCGAACCCCCGAGGACGAGAAGTATCCA
ACGGAGAGAAGATAG

MRTPEDEKYPTERR* MRTPEDEKYPTERR
*

GCGTTTATAC ATCCACACAT 0  0 0 0 0 0

9711 4219 af AN1475.1 55.m02977 AO070306000098 0 -246 -208 ATGAAAACTTATCTGCTCCTATCAAATTTCAATCAATGA ATGAAAACTTATCTGCTCCTATCAAATTTCAATCAAT
GA

MKTYLLLSNFNQ* MKTYLLLSNFNQ* CAGGAGAGCC TCAGTCAATG 0 ZR 0 0 0 0 0

9712 4219 af AN1475.1 55.m02977 AO070306000098 0 -211 -197 ATGATCAGTCAATGA ATGATCAGTCAATGA MISQ* MISQ* ATTTCAATCA TCTAAAGTGC 0 ZR 0 0 0 0 0
9710 4219 an AN1475.1 55.m02977 AO070306000098 0 -201 -187 ATGACTGCCCGTTGA ATGACTGCCCGTTGA MTAR* MTAR* CAGCTCCAGA TCGTTCTTAT 0 ZR 0 0 0 0 0
9713 4219 ao AN1475.1 55.m02977 AO070306000098 0 -178 -161 ATGACTGCTGGTCTATGA ATGACTGCTGGTCTATGA MTAGL* MTAGL* TATCAACATT TCAGTCACGC 0 ZR 0 0 0 0 0
9714 4219 ao AN1475.1 55.m02977 AO070306000098 0 -164 -90 ATGATCAGTCACGCAGTTACCTCCGTCTTCGCAGCTTATC

CCTTCCTTCGATATCGGACTTGTTTTCTACGCTGA
ATGATCAGTCACGCAGTTACCTCCGTCTTCG
CAGCTTATCCCTTCCTTCGATATCGGACTTG
TTTTCTACGCTGA

MISHAVTSVFAAYPFLRY
RTCFLR*

MISHAVTSVFAAYPF
LRYRTCFLR*

CTGCTGGTCT GTTCCTTTCT 0 ZR 0 0 0 0 0

9715 4224 an AN0854.1 70.m15453 AO070320000001 0 -163 -80 ATGACGTCGCCTGTTTTGCTCCAACTCATCAACGAGCAGA
GCATACGGCACCAACAAAACAAACGAAAAACAATCGTCCC
TTGA

ATGACGTCGCCTGTTTTGCTCCAACTCATCAACG
AGCAGAGCATACGGCACCAACAAAACAAACGAA
AAACAATCGTCCCTTGA

MTSPVLLQLINEQSIRHQ
QNKRKTIVP*

MTSPVLLQLINEQSIRHQ
QNKRKTIVP*

CCTGCTTGCA TGTCTTCACC 0 A 0 0 0 0 0

9716 4224 an AN0854.1 70.m15453 AO070320000001 0 -61 -29 ATGCTGTTCCGGATAAGTACTGCAAAATACTAA ATGCTGTTCCGGATAAGTACTGCAAAATACTAA MLFRISTAKY* MLFRISTAKY* CCCGGTGCGC CAATTGCCGT 0 A 0 0 0 0 0

9718 4224 ao AN0854.1 70.m15453 AO070320000001 0 -133 -116 ATGCTATCAACAAAATAA ATGCTATCAACAAAATAA MLSTK* MLSTK* GGTACAACAC CCCACCCACC 0 A 0 0 0 0 0
9719 4226 ao AN5719.1 54.m06840 AO070324000131 0 -224 -177 ATGGATTGCCTATTCGGGGCTAGCGTAAAGTCACGGGAG

GGGCGGTGA
ATGGATTGCCTATTCGGGGCTAGCGTAAAG
TCACGGGAGGGGCGGTGA

MDCLFGASVKSREGR* MDCLFGASVKSRE
GR*

CGATGATGGC CGCTAAGCCA 0 J FG10368.1 0 0 0 0

9724 4228 af AN2757.1 59.m09254 AO070327000036 0 -68 -15 ATGGTGGCAACAGTGGTACCGACGACAATGGAGGCTTTC
CTGCTGCTTCTTTGA

ATGGTGGCAACAGTGGTACCGACGACAATGGAGG
CTTTCCTGCTGCTTCTTTGA

MVATVVPTTMEAFLLLL* MVATVVPTTMEAFL
LLL*

TTCCCCTCAC TTGACTTGGT 0 R 0 0 0 0 0

9721 4228 an AN2757.1 59.m09254 AO070327000036 0 -224 -159 ATGACAGACATAGCCACCTTTCCCTTACCCAGTATGTGCT
GGGAAGATAGACTATTATTGCTTTGA

ATGACAGACATAGCCACCTTTCCCTTACCCAGTA
TGTGCTGGGAAGATAGACTATTATTGCTTTGA

MTDIATFPLPSMCWEDR
LLLL*

MTDIATFPLPSMCWEDR
LLLL*

CCCAGTATTG ATTCTTTGAT 0 R 0 0 0 0 0

9722 4228 an AN2757.1 59.m09254 AO070327000036 0 -191 -159 ATGTGCTGGGAAGATAGACTATTATTGCTTTGA ATGTGCTGGGAAGATAGACTATTATTGCTTTGA MCWEDRLLLL* MCWEDRLLLL* CTTACCCAGT ATTCTTTGAT 0 R 0 0 0 0 0

9720 4228 conserved AN2757.1 59.m09254 AO070327000036 0 -63 -16 -41 -15 -41 -15 ATGsrsshkyysmTGbTssThbykwrATCCTCGCTAAAACGGGTT
TGA

ATGCGGCAGCCGATGGTCGTCGCGAAATCCTCG
CTAAAACGGGTTTGA

ATGGAGGCTTTCCTGCTGCTTCTTTGA ATGGACCTTTCGATGTTGCTATTGTGA Mrqpmvvaksslkrv* MRQPMVVAKSSLKRV* MEAFLLLL* MDLSMLLL* whhsmysAyr TTGAmykGsy 0 R 0 0 0 0 0

9728 4231 af AN2729.1 63.m00657 AO070330000123 0 -86 -75 ATGGAAATATAA ATGGAAATATAA MEI* MEI* CACAGCTCAG GAAGATATCA 0 G 0 0 0 0 0
9727 4231 an AN2729.1 63.m00657 AO070330000123 0 -132 -37 ATGAATCTTAGGCGGAGTTGGCACTCCTTTGAGCTTGGCT

ACTTACTCCGTTCGCTTATATTCTGCCCTTCCCCATGTGGT
GTAGCAGTCCAATAG

ATGAATCTTAGGCGGAGTTGGCACTCCTTTGAGC
TTGGCTACTTACTCCGTTCGCTTATATTCTGCCCT
TCCCCATGTGGTGTAGCAGTCCAATAG

MNLRRSWHSFELGYLLR
SLIFCPSPCGVAVQ*

MNLRRSWHSFELGYLL
RSLIFCPSPCGVAVQ*

ATCTAGCTTC ATACAGGTCT 0 G 0 0 0 0 0

9729 4231 ao AN2729.1 63.m00657 AO070330000123 0 -199 -131 ATGTGCTTTGCAAGCTCATTGTTATGTTGTGCTATTTCCGG
GCCCACAATGTCTAGTTCCACCATCTAG

ATGTGCTTTGCAAGCTCATTGTTATGTTGTG
CTATTTCCGGGCCCACAATGTCTAGTTCCAC
CATCTAG

MCFASSLLCCAISGPTMS
SSTI*

MCFASSLLCCAISG
PTMSSSTI*

TGTTACATCA TGTATCTTTT 0 G 0 0 0 0 0

9730 4231 ao AN2729.1 63.m00657 AO070330000123 0 -176 -144 ATGTTGTGCTATTTCCGGGCCCACAATGTCTAG ATGTTGTGCTATTTCCGGGCCCACAATGTCT
AG

MLCYFRAHNV* MLCYFRAHNV* GCTCATTGTT TTCCACCATC 0 G 0 0 0 0 0

9731 4231 ao AN2729.1 63.m00657 AO070330000123 0 -151 -131 ATGTCTAGTTCCACCATCTAG ATGTCTAGTTCCACCATCTAG MSSSTI* MSSSTI* CGGGCCCACA TGTATCTTTT 0 G 0 0 0 0 0
9732 4231 ao AN2729.1 63.m00657 AO070330000123 0 -68 -57 ATGCAGTCCTAG ATGCAGTCCTAG MQS* MQS* TTCCCCAGAA CCTAGATCTG 0 G 0 0 0 0 0
9735 4232 af AN1164.1 70.m15056 AO070331000156 0 -175 -131 ATGCCTCGCCCGTATCAATTGGTATATTTGTATATAGACAA

ATAG
ATGCCTCGCCCGTATCAATTGGTATATTTGTATATA
GACAAATAG

MPRPYQLVYLYIDK* MPRPYQLVYLYIDK* CGATTGGACA AACAAACATA 0 B 0 0 0 0 0

9733 4232 an AN1164.1 70.m15056 AO070331000156 0 -167 -96 ATGGTTACAGAACGTATTGTACCAAAACATGTGCTTCTCCC
CTCTTCGAGACTAGAGCCTCGAGGGCGGTGA

ATGGTTACAGAACGTATTGTACCAAAACATGTGC
TTCTCCCCTCTTCGAGACTAGAGCCTCGAGGGC
GGTGA

MVTERIVPKHVLLPSSRL
EPRGR*

MVTERIVPKHVLLPSSRL
EPRGR*

TCTTGTATTT AGGTCTCACC 0 B 0 0 0 0 0

9734 4232 an AN1164.1 70.m15056 AO070331000156 0 -139 -113 ATGTGCTTCTCCCCTCTTCGAGACTAG ATGTGCTTCTCCCCTCTTCGAGACTAG MCFSPLRD* MCFSPLRD* GTACCAAAAC AGCCTCGAGG 0 B 0 0 0 0 0
9736 4233 af AN3107.1 59.m08630 AO070334000152 0 -118 -59 ATGTACACTGCACGCCGCTCTCTCTGGTGTCCGTCGCCTA

GTGGTCTCCCAAGCGCTTGA
ATGTACACTGCACGCCGCTCTCTCTGGTGTCCGTC
GCCTAGTGGTCTCCCAAGCGCTTGA

MYTARRSLWCPSPSGLP
SA*

MYTARRSLWCPSP
SGLPSA*

CGAATATTAA AAGCTGAGTT 0  0 0 0 0 0

9737 4233 ao AN3107.1 59.m08630 AO070334000152 0 -157 -143 ATGACCGAGAAATAA ATGACCGAGAAATAA MTEK* MTEK* CATTCTTCCC TCTCCAAATT 0  0 0 0 0 0
9738 4233 ao AN3107.1 59.m08630 AO070334000152 0 -113 -48 ATGAAGGCCCGCACACGGCGCTCTGGCGTCTTGTTACTG

CGTTCTCTCGTCGCCGCCACCGTCTGA
ATGAAGGCCCGCACACGGCGCTCTGGCGT
CTTGTTACTGCGTTCTCTCGTCGCCGCCAC
CGTCTGA

MKARTRRSGVLLLRSLVA
ATV*

MKARTRRSGVLLLR
SLVAATV*

GTGGACTTGT CCATGACCCC 0  0 0 0 0 0

9744 4235 af AN2857.1 59.m08700 AO070338000165 0 -258 -166 ATGTCCAACGACGCCGCATCAATCTCTAGTCCTTGTGCTC
GTTGCGCATCTTTTCCCACTGAGATTGTCGATCGCAAGCT
GCTTTGGATCTGA

ATGTCCAACGACGCCGCATCAATCTCTAGTCCTTG
TGCTCGTTGCGCATCTTTTCCCACTGAGATTGTCG
ATCGCAAGCTGCTTTGGATCTGA

MSNDAASISSPCARCASF
PTEIVDRKLLWI*

MSNDAASISSPCAR
CASFPTEIVDRKLL
WI*

CATCACGGTC TTCGAAGCTA 0 B 0 0 0 0 0

9745 4235 af AN2857.1 59.m08700 AO070338000165 0 -123 -94 ATGGCTGCGCGGATGGTGCCACCCACCTAG ATGGCTGCGCGGATGGTGCCACCCACCTAG MAARMVPPT* MAARMVPPT* CGCTACCTTC CCCCCTACCA 0 B 0 0 0 0 0
9746 4235 af AN2857.1 59.m08700 AO070338000165 0 -111 -94 ATGGTGCCACCCACCTAG ATGGTGCCACCCACCTAG MVPPT* MVPPT* GGCTGCGCGG CCCCCTACCA 0 B 0 0 0 0 0
9742 4235 an AN2857.1 59.m08700 AO070338000165 0 -129 -88 ATGGCTGCACCGTCGCGCATGGTGCTGCCTGCTGAGCCC

TGA
ATGGCTGCACCGTCGCGCATGGTGCTGCCTGCT
GAGCCCTGA

MAAPSRMVLPAEP* MAAPSRMVLPAEP* TTTTTCCCAT CTACCTCTGC 0 B 0 0 0 0 0

9743 4235 an AN2857.1 59.m08700 AO070338000165 0 -111 -88 ATGGTGCTGCCTGCTGAGCCCTGA ATGGTGCTGCCTGCTGAGCCCTGA MVLPAEP* MVLPAEP* ACCGTCGCGC CTACCTCTGC 0 B 0 0 0 0 0
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9747 4235 ao AN2857.1 59.m08700 AO070338000165 0 -106 -74 ATGGCCTCGCCGTCACACATGGTGCCGTCATAA ATGGCCTCGCCGTCACACATGGTGCCGTCA
TAA

MASPSHMVPS* MASPSHMVPS* ACTTCCCTCG ACAATAACAT 0 B 0 0 0 0 0

9748 4235 ao AN2857.1 59.m08700 AO070338000165 0 -88 -74 ATGGTGCCGTCATAA ATGGTGCCGTCATAA MVPS* MVPS* GCCGTCACAC ACAATAACAT 0 B 0 0 0 0 0
9741 4235 conserved AN2857.1 59.m08700 AO070338000165 0 -157 -143 -149 -135 -131 -117 ATGCdwyTssmCTGA ATGCTTTTCCACTGA ATGCAACTGCCCTGA ATGCGTTTGGACTGA Mlfh* MLFH* MQLP* MRLD* bbbwCrkyyC dmbyyhyyyb 0 B 0 0 0 0 0

9749 4237 af AN5996.1 72.m19144 AO070340000281 0 -221 -189 ATGGTTCAATTCTCTAATTCTTACTTTCCCTAA ATGGTTCAATTCTCTAATTCTTACTTTCCCTAA MVQFSNSYFP* MVQFSNSYFP* CGATATTTTG CCACTTCGCT 0 J 0 0 0 0 0
9750 4239 af AN7571.1 72.m19590 AO070343000417 0 -132 -112 ATGGCCCACATTGGTCCCTAA ATGGCCCACATTGGTCCCTAA MAHIGP* MAHIGP* TTTTATTTAT CCATCTACTA 0 M 0 0 0 0 0
9751 4239 ao AN7571.1 72.m19590 AO070343000417 0 -224 -123 ATGCTACTACTGCCCCTCTGCCGAAACTGTTTCAACCCTT

CCAGACTCCTTGGGGTTGCCAGATACCGGGGTCTCGTCC
ATTCATTCTTTTGCTTCATTTAG

ATGCTACTACTGCCCCTCTGCCGAAACTGTT
TCAACCCTTCCAGACTCCTTGGGGTTGCCA
GATACCGGGGTCTCGTCCATTCATTCTTTTG
CTTCATTTAG

MLLLPLCRNCFNPSRLLG
VARYRGLVHSFFCFI*

MLLLPLCRNCFNPS
RLLGVARYRGLVHS
FFCFI*

ACATATTTAT TCATTCCTTT 0 M 0 0 0 0 0

9752 4240 an AN1408.1 55.m02915 AO070242000011 0 -275 -231 ATGGGTAAATTTACGTTTAAAATTCTTGATATTTTCAGATTC
TAA

ATGGGTAAATTTACGTTTAAAATTCTTGATATTTTC
AGATTCTAA

MGKFTFKILDIFRF* MGKFTFKILDIFRF* CAGGTACAAT GAGAAGCCCC 0 J 0 0 0 0 0

9758 4241 af AN5882.1 72.m19249 AO070245000026 0 -187 -89 ATGCTACGACGATCCTTCATCCTTTGCCTCAGTGTTCAAC
GAAATAATCGTCAAAGAGCTCTGAAGCCGACCGCACCAAA
GTCATCAACAACAAGATAA

ATGCTACGACGATCCTTCATCCTTTGCCTCAGTGTT
CAACGAAATAATCGTCAAAGAGCTCTGAAGCCGAC
CGCACCAAAGTCATCAACAACAAGATAA

MLRRSFILCLSVQRNNRQ
RALKPTAPKSSTTR*

MLRRSFILCLSVQR
NNRQRALKPTAPKS
STTR*

GCACTTCGCC TTGTCTCTTG 0 Y 0 0 0 0 0

9759 4241 af AN5882.1 72.m19249 AO070245000026 0 -70 -38 ATGGGTAACTGTGGAAGGTCTACCTGGCCTTGA ATGGGTAACTGTGGAAGGTCTACCTGGCCTTGA MGNCGRSTWP* MGNCGRSTWP* TGCCCAAGGA AGTCCAGCCG 0 Y 0 0 0 0 0
9755 4241 an AN5882.1 72.m19249 AO070245000026 0 -192 -154 ATGTTCGCCTTTCCCACGCCTTTCGTCGCCGCGCCTTGA ATGTTCGCCTTTCCCACGCCTTTCGTCGCCGCGC

CTTGA
MFAFPTPFVAAP* MFAFPTPFVAAP* CGGACAAAAG TGGTTGTTAT 0 Y 0 0 0 0 0

9756 4241 an AN5882.1 72.m19249 AO070245000026 0 -154 -128 ATGGTTGTTATCCCAGTCCCTGGCTAA ATGGTTGTTATCCCAGTCCCTGGCTAA MVVIPVPG* MVVIPVPG* CCGCGCCTTG AGGCAGGTCG 0 Y 0 0 0 0 0
9757 4241 an AN5882.1 72.m19249 AO070245000026 0 -82 -47 ATGAAAAGGCTAGTTCGCCTAATTAATCGGCACTGA ATGAAAAGGCTAGTTCGCCTAATTAATCGGCACT

GA
MKRLVRLINRH* MKRLVRLINRH* ACTTCTACTC CCCAGGAGCC 0 Y 0 0 0 0 0

9760 4241 ao AN5882.1 72.m19249 AO070245000026 0 -188 -60 ATGCTCTGTCGTGTTTCAATGAGCCATCAGCTTCATTGTCG
CACGGCAAACGCCTCAGAAGGCGTAGTAATCACATCCCA
CCTTCACATACACAAGAAAAACCACGGTTTTCTAGGAAGG
AATGGGTAA

ATGCTCTGTCGTGTTTCAATGAGCCATCAGC
TTCATTGTCGCACGGCAAACGCCTCAGAAG
GCGTAGTAATCACATCCCACCTTCACATACA
CAAGAAAAACCACGGTTTTCTAGGAAGGAAT
GGGTAA

MLCRVSMSHQLHCRTAN
ASEGVVITSHLHIHKKNH
GFLGRNG*

MLCRVSMSHQLHC
RTANASEGVVITSHL
HIHKKNHGFLGRNG
*

CTCTTCGCAA GTCGAAGGGC 0 Y 0 0 0 0 0

9761 4241 ao AN5882.1 72.m19249 AO070245000026 0 -170 -60 ATGAGCCATCAGCTTCATTGTCGCACGGCAAACGCCTCAG
AAGGCGTAGTAATCACATCCCACCTTCACATACACAAGAA
AAACCACGGTTTTCTAGGAAGGAATGGGTAA

ATGAGCCATCAGCTTCATTGTCGCACGGCA
AACGCCTCAGAAGGCGTAGTAATCACATCC
CACCTTCACATACACAAGAAAAACCACGGTT
TTCTAGGAAGGAATGGGTAA

MSHQLHCRTANASEGVV
ITSHLHIHKKNHGFLGRN
G*

MSHQLHCRTANAS
EGVVITSHLHIHKKN
HGFLGRNG*

TCGTGTTTCA GTCGAAGGGC 0 Y 0 0 0 0 0

9762 4241 ao AN5882.1 72.m19249 AO070245000026 0 -67 -47 ATGGGTAAGTCGAAGGGCTGA ATGGGTAAGTCGAAGGGCTGA MGKSKG* MGKSKG* CTAGGAAGGA ACCTGACCTA 0 Y 0 0 0 0 0
9766 4243 af AN2460.1 69.m15675 AO070264000013 0 -179 -141 ATGAACTTATCCAGGACATTTCACAGCTGTCAACCATGA ATGAACTTATCCAGGACATTTCACAGCTGTCAACCA

TGA
MNLSRTFHSCQP* MNLSRTFHSCQP* TGTGACCTTA GGCACTACCA 0 A 0 0 0 0 0

9767 4243 af AN2460.1 69.m15675 AO070264000013 0 -144 -118 ATGAGGCACTACCATACCCTGGTCTAG ATGAGGCACTACCATACCCTGGTCTAG MRHYHTLV* MRHYHTLV* GCTGTCAACC AAGATATGAG 0 A 0 0 0 0 0
9763 4243 an AN2460.1 69.m15675 AO070264000013 0 -189 -115 ATGAACAGAGAATTGCAGAGCAGGCTCGACAAGTCCTGG

CCAACACACAGAACGCATCCGATGCTGGAGATATGA
ATGAACAGAGAATTGCAGAGCAGGCTCGACAAG
TCCTGGCCAACACACAGAACGCATCCGATGCTG
GAGATATGA

MNRELQSRLDKSWPTHR
THPMLEI*

MNRELQSRLDKSWPTH
RTHPMLEI*

AGCTGACTGA GGACTCGCCT 0 A 0 0 0 0 0

9764 4243 an AN2460.1 69.m15675 AO070264000013 0 -129 -115 ATGCTGGAGATATGA ATGCTGGAGATATGA MLEI* MLEI* AACGCATCCG GGACTCGCCT 0 A 0 0 0 0 0
9765 4243 an AN2460.1 69.m15675 AO070264000013 0 -118 -14 ATGAGGACTCGCCTGCGAAATCATCCATCCATCCTCTTCC

CTCACTTCGACCGCTGTGGCCTGCGGCAGCAGTACTGTA
ACCCCCAGAACACACCCCATCCATGA

ATGAGGACTCGCCTGCGAAATCATCCATCCATCC
TCTTCCCTCACTTCGACCGCTGTGGCCTGCGGC
AGCAGTACTGTAACCCCCAGAACACACCCCATCC
ATGA

MRTRLRNHPSILFPHFDR
CGLRQQYCNPQNTPHP*

MRTRLRNHPSILFPHFD
RCGLRQQYCNPQNTPH
P*

TGCTGGAGAT CCCCCGCCTC 0 A 0 0 0 0 0

9768 4243 ao AN2460.1 69.m15675 AO070264000013 0 -117 -19 ATGAGGATCTTTCGGTCACACTCAGCTATCACGTCCTCCG
TCGCTCAAATGCAGTCAGTGTTCGACTGCTGCTGCATTGT
AAACAATCATACTCATTAA

ATGAGGATCTTTCGGTCACACTCAGCTATCA
CGTCCTCCGTCGCTCAAATGCAGTCAGTGT
TCGACTGCTGCTGCATTGTAAACAATCATAC
TCATTAA

MRIFRSHSAITSSVAQMQ
SVFDCCCIVNNHTH*

MRIFRSHSAITSSVA
QMQSVFDCCCIVNN
HTH*

CGCAAAAGAT TGATTTCATC 0 A 0 0 0 0 0

9769 4243 ao AN2460.1 69.m15675 AO070264000013 0 -69 -19 ATGCAGTCAGTGTTCGACTGCTGCTGCATTGTAAACAATC
ATACTCATTAA

ATGCAGTCAGTGTTCGACTGCTGCTGCATT
GTAAACAATCATACTCATTAA

MQSVFDCCCIVNNHTH* MQSVFDCCCIVNNH
TH*

CGTCGCTCAA TGATTTCATC 0 A 0 0 0 0 0

9776 4244 af AN0576.1 69.m15269 AO070272000056 0 -182 -141 ATGTCAGGACATGATGATCAGGGCATCTATTCAGAGAGTT
AG

ATGTCAGGACATGATGATCAGGGCATCTATTCAGA
GAGTTAG

MSGHDDQGIYSES* MSGHDDQGIYSES* CCCGACACTT CGTACAGATC 0 T FG05306.1 MG06100.1 0 0 0

9777 4244 af AN0576.1 69.m15269 AO070272000056 0 -172 -95 ATGATGATCAGGGCATCTATTCAGAGAGTTAGCGTACAGA
TCGCTTCAATATCAATATCAACTCCATCAACGTTGTAG

ATGATGATCAGGGCATCTATTCAGAGAGTTAGCGT
ACAGATCGCTTCAATATCAATATCAACTCCATCAAC
GTTGTAG

MMIRASIQRVSVQIASISIS
TPSTL*

MMIRASIQRVSVQIA
SISISTPSTL*

ATGTCAGGAC GCTTGTGTCT 0 T FG05306.1 MG06100.1 0 0 0

9778 4244 af AN0576.1 69.m15269 AO070272000056 0 -169 -95 ATGATCAGGGCATCTATTCAGAGAGTTAGCGTACAGATCG
CTTCAATATCAATATCAACTCCATCAACGTTGTAG

ATGATCAGGGCATCTATTCAGAGAGTTAGCGTACA
GATCGCTTCAATATCAATATCAACTCCATCAACGTT
GTAG

MIRASIQRVSVQIASISIST
PSTL*

MIRASIQRVSVQIASI
SISTPSTL*

TCAGGACATG GCTTGTGTCT 0 T FG05306.1 MG06100.1 0 0 0

9770 4244 an AN0576.1 69.m15269 AO070272000056 0 -248 -21 ATGGAAGATGGCCAAAGAGATAAGCCGGCCTTCACCGCC
TTTCTGCCATGTGATGTCGCGGCCACCCGTCTCTGGACCC
TCTTAGGTGCCGTACGCGTCCTCTGTCCTCCAATTGTGAT
CTCTGATCGTACAGGTCAGGTCTCATCGGAGATAGTTCGT
GGGATAATCATCTGGGTTTTCTTTAGATGCTTTCCTAAACA
TGATTGTTTTATGAACCTATTCTTATGA

ATGGAAGATGGCCAAAGAGATAAGCCGGCCTTC
ACCGCCTTTCTGCCATGTGATGTCGCGGCCACC
CGTCTCTGGACCCTCTTAGGTGCCGTACGCGTC
CTCTGTCCTCCAATTGTGATCTCTGATCGTACAG
GTCAGGTCTCATCGGAGATAGTTCGTGGGATAAT
CATCTGGGTTTTCTTTAGATGCTTTCCTAAACATG
ATTGTTTTATGAACCTATTCTTATGA

MEDGQRDKPAFTAFLPC
DVAATRLWTLLGAVRVL
CPPIVISDRTGQVSSEIVR
GIIIWVFFRCFPKHDCFM
NLFL*

MEDGQRDKPAFTAFLP
CDVAATRLWTLLGAVRV
LCPPIVISDRTGQVSSEI
VRGIIIWVFFRCFPKHDC
FMNLFL*

AGAATATTGA AATGAAGACG 0 T FG05306.1 MG06100.1 0 0 0

9771 4244 an AN0576.1 69.m15269 AO070272000056 0 -241 -164 ATGGCCAAAGAGATAAGCCGGCCTTCACCGCCTTTCTGCC
ATGTGATGTCGCGGCCACCCGTCTCTGGACCCTCTTAG

ATGGCCAAAGAGATAAGCCGGCCTTCACCGCCT
TTCTGCCATGTGATGTCGCGGCCACCCGTCTCT
GGACCCTCTTAG

MAKEISRPSPPFCHVMS
RPPVSGPS*

MAKEISRPSPPFCHVMS
RPPVSGPS*

TGAATGGAAG GTGCCGTACG 0 T FG05306.1 MG06100.1 0 0 0

9772 4244 an AN0576.1 69.m15269 AO070272000056 0 -196 -164 ATGTCGCGGCCACCCGTCTCTGGACCCTCTTAG ATGTCGCGGCCACCCGTCTCTGGACCCTCTTAG MSRPPVSGPS* MSRPPVSGPS* CTGCCATGTG GTGCCGTACG 0 T FG05306.1 MG06100.1 0 0 0

9773 4244 an AN0576.1 69.m15269 AO070272000056 0 -63 -52 ATGCTTTCCTAA ATGCTTTCCTAA MLS* MLS* TTTTCTTTAG ACATGATTGT 0 T FG05306.1 MG06100.1 0 0 0
9780 4244 ao AN0576.1 69.m15269 AO070272000056 0 -190 -47 ATGTACATTACCAACGACGACACCTTTCAACGCGTCAACG

TCAACTTTGCAAGGTATGACTGCCAAATACTCGTTTTTCTG
TCAAGGCGATCACGTAGATTTGCTCTGTATAACACACAGA
TGCTTCTCCCATTCTTGCTTTGA

ATGTACATTACCAACGACGACACCTTTCAAC
GCGTCAACGTCAACTTTGCAAGGTATGACT
GCCAAATACTCGTTTTTCTGTCAAGGCGATC
ACGTAGATTTGCTCTGTATAACACACAGATG
CTTCTCCCATTCTTGCTTTGA

MYITNDDTFQRVNVNFAR
YDCQILVFLSRRSRRFAL
YNTQMLLPFLL*

MYITNDDTFQRVNV
NFARYDCQILVFLSR
RSRRFALYNTQMLL
PFLL*

ATCATGTGAC TGAGTTTCAT 0 T FG05306.1 MG06100.1 0 0 0

9781 4244 ao AN0576.1 69.m15269 AO070272000056 0 -135 -13 ATGACTGCCAAATACTCGTTTTTCTGTCAAGGCGATCACGT
AGATTTGCTCTGTATAACACACAGATGCTTCTCCCATTCTT
GCTTTGATGAGTTTCATTGCTTTCAAAGGCCTCTGGGATG
A

ATGACTGCCAAATACTCGTTTTTCTGTCAAG
GCGATCACGTAGATTTGCTCTGTATAACACA
CAGATGCTTCTCCCATTCTTGCTTTGATGAG
TTTCATTGCTTTCAAAGGCCTCTGGGATGA

MTAKYSFFCQGDHVDLL
CITHRCFSHSCFDEFHCF
QRPLG*

MTAKYSFFCQGDH
VDLLCITHRCFSHSC
FDEFHCFQRPLG*

TTTGCAAGGT AGGAACCTCA 0 T FG05306.1 MG06100.1 0 0 0

9782 4244 ao AN0576.1 69.m15269 AO070272000056 0 -70 -47 ATGCTTCTCCCATTCTTGCTTTGA ATGCTTCTCCCATTCTTGCTTTGA MLLPFLL* MLLPFLL* TAACACACAG TGAGTTTCAT 0 T FG05306.1 MG06100.1 0 0 0
9788 4246 af AN7230.1 72.m20024 AO070290000040 0 -236 -162 ATGACCACGCCAATTTATCCAGAACGTGTACTGTCCAACG

TACAGGCTCTCCCTCAGGCCGAGCCAATACCATGA
ATGACCACGCCAATTTATCCAGAACGTGTACTGTC
CAACGTACAGGCTCTCCCTCAGGCCGAGCCAATA
CCATGA

MTTPIYPERVLSNVQALP
QAEPIP*

MTTPIYPERVLSNV
QALPQAEPIP*

ACGATATGAA CAGTGATCCT 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9789 4246 af AN7230.1 72.m20024 AO070290000040 0 -165 -85 ATGACAGTGATCCTCCGGGGCGGGTTGCATCATGGACGC
CCAGACGGGGGGTTGCACATGGAATCGGTCCTGTGTATC
TGA

ATGACAGTGATCCTCCGGGGCGGGTTGCATCATG
GACGCCCAGACGGGGGGTTGCACATGGAATCGGT
CCTGTGTATCTGA

MTVILRGGLHHGRPDGG
LHMESVLCI*

MTVILRGGLHHGRP
DGGLHMESVLCI*

AGCCAATACC CCGGGTCCTG 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9790 4246 af AN7230.1 72.m20024 AO070290000040 0 -134 ATGGACGCCCAGACGGGGGGTTGCACATGGAATCGGTCC
TGTGTATCTGACCGGGTCCTGTGGTATATCTTCAGCTCGT
TCGCACTCTGCTCTCGACGAGTCACATCGATCCACGACGC
TGTGCTTCGCCAGTGA

ATGGACGCCCAGACGGGGGGTTGCACATGGAATC
GGTCCTGTGTATCTGACCGGGTCCTGTGGTATATC
TTCAGCTCGTTCGCACTCTGCTCTCGACGAGTCAC
ATCGATCCACGACGCTGTGCTTCGCCAGTGA

MDAQTGGCTWNRSCVS
DRVLWYIFSSFALCSRRV
TSIHDAVLRQ*

MDAQTGGCTWNRS
CVSDRVLWYIFSSF
ALCSRRVTSIHDAVL
RQ*

GGGTTGCATC TGAAGCTCTT 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9791 4246 af AN7230.1 72.m20024 AO070290000040 0 -108 -85 ATGGAATCGGTCCTGTGTATCTGA ATGGAATCGGTCCTGTGTATCTGA MESVLCI* MESVLCI* GGGGTTGCAC CCGGGTCCTG 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9783 4246 an AN7230.1 72.m20024 AO070290000040 0 -260 -195 ATGGAAATCAAGCGGGTGCTTAAATGTGCCCGTTTCATTT
GCGGTGGGTTTGTTGTTGCAGGTTGA

ATGGAAATCAAGCGGGTGCTTAAATGTGCCCGTT
TCATTTGCGGTGGGTTTGTTGTTGCAGGTTGA

MEIKRVLKCARFICGGFV
VAG*

MEIKRVLKCARFICGGF
VVAG*

CTGGGACGAT GGCTGCTCGG 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9784 4246 an AN7230.1 72.m20024 AO070290000040 0 -237 -58 ATGTGCCCGTTTCATTTGCGGTGGGTTTGTTGTTGCAGGT
TGAGGCTGCTCGGAATGGTCACTGCTCACCGTCGGCCAG
CTATATATTCCTCCAACCCATGCGCTCGACCAGGGATGCT
CACTATCTGCAATTGCTCTTTGCCAAGGTTGCAGTTCACTT
TGTTTTGCTCGTCCTGGTGA

ATGTGCCCGTTTCATTTGCGGTGGGTTTGTTGTT
GCAGGTTGAGGCTGCTCGGAATGGTCACTGCTC
ACCGTCGGCCAGCTATATATTCCTCCAACCCATG
CGCTCGACCAGGGATGCTCACTATCTGCAATTGC
TCTTTGCCAAGGTTGCAGTTCACTTTGTTTTGCTC
GTCCTGGTGA

MCPFHLRWVCCCRLRLL
GMVTAHRRPAIYSSNPC
ARPGMLTICNCSLPRLQF
TLFCSSW*

MCPFHLRWVCCCRLRL
LGMVTAHRRPAIYSSNP
CARPGMLTICNCSLPRL
QFTLFCSSW*

GGGTGCTTAA CGATTGCCTC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9785 4246 an AN7230.1 72.m20024 AO070290000040 0 -183 -58 ATGGTCACTGCTCACCGTCGGCCAGCTATATATTCCTCCA
ACCCATGCGCTCGACCAGGGATGCTCACTATCTGCAATTG
CTCTTTGCCAAGGTTGCAGTTCACTTTGTTTTGCTCGTCCT
GGTGA

ATGGTCACTGCTCACCGTCGGCCAGCTATATATT
CCTCCAACCCATGCGCTCGACCAGGGATGCTCA
CTATCTGCAATTGCTCTTTGCCAAGGTTGCAGTT
CACTTTGTTTTGCTCGTCCTGGTGA

MVTAHRRPAIYSSNPCAR
PGMLTICNCSLPRLQFTL
FCSSW*

MVTAHRRPAIYSSNPCA
RPGMLTICNCSLPRLQF
TLFCSSW*

GCTGCTCGGA CGATTGCCTC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9786 4246 an AN7230.1 72.m20024 AO070290000040 0 -139 -17 ATGCGCTCGACCAGGGATGCTCACTATCTGCAATTGCTCT
TTGCCAAGGTTGCAGTTCACTTTGTTTTGCTCGTCCTGGT
GACGATTGCCTCCCTTCCTTCGTTTCTTTTACCTTCTCTTTA
A

ATGCGCTCGACCAGGGATGCTCACTATCTGCAAT
TGCTCTTTGCCAAGGTTGCAGTTCACTTTGTTTTG
CTCGTCCTGGTGACGATTGCCTCCCTTCCTTCGT
TTCTTTTACCTTCTCTTTAA

MRSTRDAHYLQLLFAKVA
VHFVLLVLVTIASLPSFLL
PSL*

MRSTRDAHYLQLLFAKV
AVHFVLLVLVTIASLPSF
LLPSL*

CCTCCAACCC ACCCCCTGTC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9787 4246 an AN7230.1 72.m20024 AO070290000040 0 -123 -58 ATGCTCACTATCTGCAATTGCTCTTTGCCAAGGTTGCAGTT
CACTTTGTTTTGCTCGTCCTGGTGA

ATGCTCACTATCTGCAATTGCTCTTTGCCAAGGTT
GCAGTTCACTTTGTTTTGCTCGTCCTGGTGA

MLTICNCSLPRLQFTLFC
SSW*

MLTICNCSLPRLQFTLFC
SSW*

TCGACCAGGG CGATTGCCTC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9792 4246 ao AN7230.1 72.m20024 AO070290000040 0 -227 -69 ATGCGAGAACGCCAGCGAGCCAAGATGCGCTACAGTATC
AGCTACGACACGTTTGAGTCCGGCAATGTCCCTGCAATAT
GGATCCGCGGGCCGGGTGTCGAGCCATCTGTATCGGGG
CATTCGTCCTGGTGTCATCCGTGGGCGCCATTGTATATCT
AG

ATGCGAGAACGCCAGCGAGCCAAGATGCG
CTACAGTATCAGCTACGACACGTTTGAGTCC
GGCAATGTCCCTGCAATATGGATCCGCGGG
CCGGGTGTCGAGCCATCTGTATCGGGGCAT
TCGTCCTGGTGTCATCCGTGGGCGCCATTG
TATATCTAG

MRERQRAKMRYSISYDT
FESGNVPAIWIRGPGVEP
SVSGHSSWCHPWAPLYI
*

MRERQRAKMRYSIS
YDTFESGNVPAIWIR
GPGVEPSVSGHSS
WCHPWAPLYI*

TCCAGTCAAT GGCTCGACCC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0
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9793 4246 ao AN7230.1 72.m20024 AO070290000040 0 -203 -69 ATGCGCTACAGTATCAGCTACGACACGTTTGAGTCCGGCA
ATGTCCCTGCAATATGGATCCGCGGGCCGGGTGTCGAGC
CATCTGTATCGGGGCATTCGTCCTGGTGTCATCCGTGGG
CGCCATTGTATATCTAG

ATGCGCTACAGTATCAGCTACGACACGTTT
GAGTCCGGCAATGTCCCTGCAATATGGATC
CGCGGGCCGGGTGTCGAGCCATCTGTATC
GGGGCATTCGTCCTGGTGTCATCCGTGGG
CGCCATTGTATATCTAG

MRYSISYDTFESGNVPAI
WIRGPGVEPSVSGHSSW
CHPWAPLYI*

MRYSISYDTFESGN
VPAIWIRGPGVEPS
VSGHSSWCHPWAP
LYI*

GCGAGCCAAG GGCTCGACCC 0 E FG09085.1 MG11036.1 NCU00206.1 0 0

9798 4248 af AN1669.1 58.m07734 AO070299000051 0 -247 -218 ATGTTCATGTCGATGATGGCGTTAGCTTGA ATGTTCATGTCGATGATGGCGTTAGCTTGA MFMSMMALA* MFMSMMALA* GCAGAGAAAG TAGTTGGATT 0 RP 0 0 0 0 0
9799 4248 af AN1669.1 58.m07734 AO070299000051 0 -241 -218 ATGTCGATGATGGCGTTAGCTTGA ATGTCGATGATGGCGTTAGCTTGA MSMMALA* MSMMALA* AAAGATGTTC TAGTTGGATT 0 RP 0 0 0 0 0
9800 4248 af AN1669.1 58.m07734 AO070299000051 0 -235 -218 ATGATGGCGTTAGCTTGA ATGATGGCGTTAGCTTGA MMALA* MMALA* GTTCATGTCG TAGTTGGATT 0 RP 0 0 0 0 0
9801 4248 af AN1669.1 58.m07734 AO070299000051 0 -232 -218 ATGGCGTTAGCTTGA ATGGCGTTAGCTTGA MALA* MALA* CATGTCGATG TAGTTGGATT 0 RP 0 0 0 0 0
9802 4248 af AN1669.1 58.m07734 AO070299000051 0 -180 -124 ATGGTTCGCGGTTCCGTATTGCGGAACTTCTTTCGCCTTC

TTTGCCTCAGCCATTAA
ATGGTTCGCGGTTCCGTATTGCGGAACTTCTTTCG
CCTTCTTTGCCTCAGCCATTAA

MVRGSVLRNFFRLLCLS
H*

MVRGSVLRNFFRLL
CLSH*

AATCAGAAGT AATCTGAACA 0 RP 0 0 0 0 0

9794 4248 an AN1669.1 58.m07734 AO070299000051 0 -210 -187 ATGCAGGTATCTGACGGTCATTGA ATGCAGGTATCTGACGGTCATTGA MQVSDGH* MQVSDGH* GTTAAGAGCA TATGTCGCGT 0 RP 0 0 0 0 0
9795 4248 an AN1669.1 58.m07734 AO070299000051 0 -185 -75 ATGTCGCGTTACCCAATCAGATTGATGCCCCGTTGTTCCG

CGCGGCGGATCTTTGCAAGTGCTTTTTGCCGCCCGCTCC
CCAAAAGTTCTCTTCACTTTACTTTTGCATGA

ATGTCGCGTTACCCAATCAGATTGATGCCCCGTT
GTTCCGCGCGGCGGATCTTTGCAAGTGCTTTTTG
CCGCCCGCTCCCCAAAAGTTCTCTTCACTTTACT
TTTGCATGA

MSRYPIRLMPRCSARRIF
ASAFCRPLPKSSLHFTFA
*

MSRYPIRLMPRCSARRI
FASAFCRPLPKSSLHFT
FA*

GGTCATTGAT AAGTCGCAAC 0 RP 0 0 0 0 0

9796 4248 an AN1669.1 58.m07734 AO070299000051 0 -161 -75 ATGCCCCGTTGTTCCGCGCGGCGGATCTTTGCAAGTGCTT
TTTGCCGCCCGCTCCCCAAAAGTTCTCTTCACTTTACTTTT
GCATGA

ATGCCCCGTTGTTCCGCGCGGCGGATCTTTGCA
AGTGCTTTTTGCCGCCCGCTCCCCAAAAGTTCTC
TTCACTTTACTTTTGCATGA

MPRCSARRIFASAFCRPL
PKSSLHFTFA*

MPRCSARRIFASAFCRP
LPKSSLHFTFA*

AATCAGATTG AAGTCGCAAC 0 RP 0 0 0 0 0

9797 4248 an AN1669.1 58.m07734 AO070299000051 0 -78 -34 ATGAAAGTCGCAACCTTTTTCACTTCCTGGCATTCGATTGA
GTGA

ATGAAAGTCGCAACCTTTTTCACTTCCTGGCATTC
GATTGAGTGA

MKVATFFTSWHSIE* MKVATFFTSWHSIE* TTACTTTTGC TAGCTTTCGC 0 RP 0 0 0 0 0

9805 4248 ao AN1669.1 58.m07734 AO070299000051 0 -218 -180 ATGTCGAGACCTTTAGGTGTTTGGTTCAAATGTACCTAA ATGTCGAGACCTTTAGGTGTTTGGTTCAAAT
GTACCTAA

MSRPLGVWFKCT* MSRPLGVWFKCT* GGTGACAGTG ACCCAGCAGC 0 RP 0 0 0 0 0

9806 4248 ao AN1669.1 58.m07734 AO070299000051 0 -189 -10 ATGTACCTAAACCCAGCAGCTCGCGCGGACCAATCAAAAG
CTCCGGCGACCGTTCCGCGCGGCGGAACTTCCGACAATT
TCTTTGCCTTGCCATTTCTCCCCACCCTTGTACTTTTTTTTC
TTTGCCTCCGTTGCTTGGTGCTGGTACTTGCACATTTGCAT
ATCATCACCCGCGACTGA

ATGTACCTAAACCCAGCAGCTCGCGCGGAC
CAATCAAAAGCTCCGGCGACCGTTCCGCGC
GGCGGAACTTCCGACAATTTCTTTGCCTTGC
CATTTCTCCCCACCCTTGTACTTTTTTTTCTT
TGCCTCCGTTGCTTGGTGCTGGTACTTGCA
CATTTGCATATCATCACCCGCGACTGA

MYLNPAARADQSKAPAT
VPRGGTSDNFFALPFLPT
LVLFFLCLRCLVLVLAHLH
IITRD*

MYLNPAARADQSKA
PATVPRGGTSDNFF
ALPFLPTLVLFFLCL
RCLVLVLAHLHIITRD
*

TTTGGTTCAA GCTCCCACGA 0 RP 0 0 0 0 0

9807 4249 an AN6231.1 72.m19978 AO070304000084 0 -205 -137 ATGCGCCTGCAGAGCAACGGTGACTCAAACGCAGCATTT
CACCCCTTCCTTCGTCTGCCACTCCTTTAA

ATGCGCCTGCAGAGCAACGGTGACTCAAACGCA
GCATTTCACCCCTTCCTTCGTCTGCCACTCCTTTA
A

MRLQSNGDSNAAFHPFL
RLPLL*

MRLQSNGDSNAAFHPF
LRLPLL*

TGATCGCTTG ATCGACCCGC 0 E 0 0 0 YGL026C 0

9808 4249 ao AN6231.1 72.m19978 AO070304000084 0 -209 -186 ATGCAGAGACAAGAGGAGCCATGA ATGCAGAGACAAGAGGAGCCATGA MQRQEEP* MQRQEEP* GGCAATTTGA CTCAAAACGC 0 E 0 0 0 YGL026C 0
9809 4249 ao AN6231.1 72.m19978 AO070304000084 0 -189 -169 ATGACTCAAAACGCAGTGTGA ATGACTCAAAACGCAGTGTGA MTQNAV* MTQNAV* AAGAGGAGCC CTTTGACAAG 0 E 0 0 0 YGL026C 0
9814 4250 af AN6245.1 72.m19412 AO070304000099 0 -81 -28 ATGAGGCATCAAAACACAAAGTATATGCACCTCGCCACAA

AATACCCTCTTTAA
ATGAGGCATCAAAACACAAAGTATATGCACCTCGC
CACAAAATACCCTCTTTAA

MRHQNTKYMHLATKYPL* MRHQNTKYMHLAT
KYPL*

TGTAGCGGAC GACCCTCACT 0  0 0 0 0 0

9810 4250 an AN6245.1 72.m19412 AO070304000099 0 -140 -36 ATGTGTTTGTGCCTTGATGCCTTGATGCCTTATTCCCGGC
GGCAGAAGTCACATGATTATATCAACACCAAAATGTTATGC
CGGCGACCAGAAGCTAGCATATAG

ATGTGTTTGTGCCTTGATGCCTTGATGCCTTATTC
CCGGCGGCAGAAGTCACATGATTATATCAACACC
AAAATGTTATGCCGGCGACCAGAAGCTAGCATAT
AG

MCLCLDALMPYSRRQKS
HDYINTKMLCRRPEASI*

MCLCLDALMPYSRRQK
SHDYINTKMLCRRPEASI
*

ATTAGAAAAA AGAAATCGCA 0  0 0 0 0 0

9811 4250 an AN6245.1 72.m19412 AO070304000099 0 -116 -36 ATGCCTTATTCCCGGCGGCAGAAGTCACATGATTATATCA
ACACCAAAATGTTATGCCGGCGACCAGAAGCTAGCATATA
G

ATGCCTTATTCCCGGCGGCAGAAGTCACATGATT
ATATCAACACCAAAATGTTATGCCGGCGACCAGA
AGCTAGCATATAG

MPYSRRQKSHDYINTKM
LCRRPEASI*

MPYSRRQKSHDYINTKM
LCRRPEASI*

TGATGCCTTG AGAAATCGCA 0  0 0 0 0 0

9812 4250 an AN6245.1 72.m19412 AO070304000099 0 -68 -36 ATGTTATGCCGGCGACCAGAAGCTAGCATATAG ATGTTATGCCGGCGACCAGAAGCTAGCATATAG MLCRRPEASI* MLCRRPEASI* CAACACCAAA AGAAATCGCA 0  0 0 0 0 0

9813 4250 an AN6245.1 72.m19412 AO070304000099 0 -63 -43 ATGCCGGCGACCAGAAGCTAG ATGCCGGCGACCAGAAGCTAG MPATRS* MPATRS* CCAAAATGTT CATATAGAGA 0  0 0 0 0 0
9816 4250 ao AN6245.1 72.m19412 AO070304000099 0 -203 -192 ATGTCTCAATAA ATGTCTCAATAA MSQ* MSQ* ACCGCAGTGT TACTTCTAGA 0  0 0 0 0 0
9820 4253 af AN0054.1 71.m15327 AO070314000133 0 -200 -117 ATGCAAATGGCAAGCTATATATCACTGCGTCTCCCCATGG

AGCAAAAGGATAGCTTTTTTTCTTCGCATCTTCGTCAGTCT
TAG

ATGCAAATGGCAAGCTATATATCACTGCGTCTCCC
CATGGAGCAAAAGGATAGCTTTTTTTCTTCGCATCT
TCGTCAGTCTTAG

MQMASYISLRLPMEQKD
SFFSSHLRQS*

MQMASYISLRLPME
QKDSFFSSHLRQS*

GAAGATTCAA CTTCGCCGGC 0 I 0 0 0 0 0

9821 4253 af AN0054.1 71.m15327 AO070314000133 0 -194 -117 ATGGCAAGCTATATATCACTGCGTCTCCCCATGGAGCAAA
AGGATAGCTTTTTTTCTTCGCATCTTCGTCAGTCTTAG

ATGGCAAGCTATATATCACTGCGTCTCCCCATGGA
GCAAAAGGATAGCTTTTTTTCTTCGCATCTTCGTCA
GTCTTAG

MASYISLRLPMEQKDSFF
SSHLRQS*

MASYISLRLPMEQK
DSFFSSHLRQS*

TCAAATGCAA CTTCGCCGGC 0 I 0 0 0 0 0

9822 4253 af AN0054.1 71.m15327 AO070314000133 0 -164 -117 ATGGAGCAAAAGGATAGCTTTTTTTCTTCGCATCTTCGTCA
GTCTTAG

ATGGAGCAAAAGGATAGCTTTTTTTCTTCGCATCTT
CGTCAGTCTTAG

MEQKDSFFSSHLRQS* MEQKDSFFSSHLR
QS*

GCGTCTCCCC CTTCGCCGGC 0 I 0 0 0 0 0

9818 4253 an AN0054.1 71.m15327 AO070314000133 0 -185 -123 ATGGGAGATTCCTACAGCTGCAGTATGCGAACTATTTATC
ACCCGGTGCTTCCCTTCGCCTGA

ATGGGAGATTCCTACAGCTGCAGTATGCGAACTA
TTTATCACCCGGTGCTTCCCTTCGCCTGA

MGDSYSCSMRTIYHPVLP
FA*

MGDSYSCSMRTIYHPVL
PFA*

TATCTATAGG GGAGCATTCC 0 I 0 0 0 0 0

9819 4253 an AN0054.1 71.m15327 AO070314000133 0 -161 -123 ATGCGAACTATTTATCACCCGGTGCTTCCCTTCGCCTGA ATGCGAACTATTTATCACCCGGTGCTTCCCTTCG
CCTGA

MRTIYHPVLPFA* MRTIYHPVLPFA* CAGCTGCAGT GGAGCATTCC 0 I 0 0 0 0 0

9823 4253 ao AN0054.1 71.m15327 AO070314000133 0 -236 -159 ATGCACCAGAAGGATTTGGGGGATTTTTTTTTCCCTCCTTT
GTTTCCCTTTTTTCATTTGGTGAAGTCTCCAGCATGA

ATGCACCAGAAGGATTTGGGGGATTTTTTTT
TCCCTCCTTTGTTTCCCTTTTTTCATTTGGTG
AAGTCTCCAGCATGA

MHQKDLGDFFFPPLFPF
FHLVKSPA*

MHQKDLGDFFFPPL
FPFFHLVKSPA*

TTCCTCGTCC CAAAAACATC 0 I 0 0 0 0 0

9824 4253 ao AN0054.1 71.m15327 AO070314000133 0 -162 -4 ATGACAAAAACATCTGTTCAAGCGCGATATGACCATCCAC
ATATTTATTACCCAGGATGCCCTCTGTCTTTTGGACTTCCT
ACTTTCGTCGATCCTCACTCTCCGACGAGCCCTTATTACTA
TTACTCTAAACTCCCCCCTTCTCTCCTCGATTACTAA

ATGACAAAAACATCTGTTCAAGCGCGATATG
ACCATCCACATATTTATTACCCAGGATGCCC
TCTGTCTTTTGGACTTCCTACTTTCGTCGAT
CCTCACTCTCCGACGAGCCCTTATTACTATT
ACTCTAAACTCCCCCCTTCTCTCCTCGATTA
CTAA

MTKTSVQARYDHPHIYYP
GCPLSFGLPTFVDPHSPT
SPYYYYSKLPPSLLDY*

MTKTSVQARYDHPH
IYYPGCPLSFGLPTF
VDPHSPTSPYYYYS
KLPPSLLDY*

AGTCTCCAGC ACCATGGGTC 0 I 0 0 0 0 0

9825 4253 ao AN0054.1 71.m15327 AO070314000133 0 -106 -32 ATGCCCTCTGTCTTTTGGACTTCCTACTTTCGTCGATCCTC
ACTCTCCGACGAGCCCTTATTACTATTACTCTAA

ATGCCCTCTGTCTTTTGGACTTCCTACTTTC
GTCGATCCTCACTCTCCGACGAGCCCTTATT
ACTATTACTCTAA

MPSVFWTSYFRRSSLSD
EPLLLLL*

MPSVFWTSYFRRS
SLSDEPLLLLL*

ATTACCCAGG ACTCCCCCCT 0 I 0 0 0 0 0

9829 4258 af AN5920.1 72.m19212 AO070340000366 0 -225 -205 ATGTTTGTTGGTACCAGTTGA ATGTTTGTTGGTACCAGTTGA MFVGTS* MFVGTS* AGTTTTTAAT TACCTTCATT 0 U 0 0 0 0 0
9826 4258 an AN5920.1 72.m19212 AO070340000366 0 -188 -150 ATGTGGGGACAAGGCTTCGGAATGTCGGAATCTGCTTGA ATGTGGGGACAAGGCTTCGGAATGTCGGAATCT

GCTTGA
MWGQGFGMSESA* MWGQGFGMSESA* GGCAACGGTC TAAAAAATGC 0 U 0 0 0 0 0

9827 4258 an AN5920.1 72.m19212 AO070340000366 0 -167 -150 ATGTCGGAATCTGCTTGA ATGTCGGAATCTGCTTGA MSESA* MSESA* AGGCTTCGGA TAAAAAATGC 0 U 0 0 0 0 0
9828 4258 an AN5920.1 72.m19212 AO070340000366 0 -143 -111 ATGCTATACTTTTACTTCTGTGTCAAGATCTAA ATGCTATACTTTTACTTCTGTGTCAAGATCTAA MLYFYFCVKI* MLYFYFCVKI* TTGATAAAAA GTTCTATCCA 0 U 0 0 0 0 0
9830 4258 ao AN5920.1 72.m19212 AO070340000366 0 -236 -216 ATGCTTGGTCTGTACGAGTAA ATGCTTGGTCTGTACGAGTAA MLGLYE* MLGLYE* CACTAACAGT AATTATTTCC 0 U 0 0 0 0 0
9831 4258 ao AN5920.1 72.m19212 AO070340000366 0 -147 -112 ATGTGTTATCTATCGATTAACAGTAGCGCCAGATAA ATGTGTTATCTATCGATTAACAGTAGCGCCA

GATAA
MCYLSINSSAR* MCYLSINSSAR* GTGTTGGTTT TTGCGCGCAA 0 U 0 0 0 0 0

9833 4259 af AN5750.1 69.m14848 AO070341000007 0 -139 -104 ATGTCTCTGCAACCTACTTCCATCCTCTGCTTCTGA ATGTCTCTGCAACCTACTTCCATCCTCTGCTTCTGA MSLQPTSILCF* MSLQPTSILCF* TCGTCAGATC ACTGCGCATC 0  0 0 0 0 0

9832 4259 an AN5750.1 69.m14848 AO070341000007 0 -159 -142 ATGCCTTTGCTTCCCTGA ATGCCTTTGCTTCCCTGA MPLLP* MPLLP* CATCCTCGAC ATCTTGTCTT 0  0 0 0 0 0
9834 4259 ao AN5750.1 69.m14848 AO070341000007 0 -166 -143 ATGGACAATGCGTCTTCTTCCTAA ATGGACAATGCGTCTTCTTCCTAA MDNASSS* MDNASSS* AAGAAAACCA TTGAACTCGA 0  0 0 0 0 0
9835 4259 ao AN5750.1 69.m14848 AO070341000007 0 -159 -139 ATGCGTCTTCTTCCTAATTGA ATGCGTCTTCTTCCTAATTGA MRLLPN* MRLLPN* CCAATGGACA ACTCGAACCA 0  0 0 0 0 0
9836 4260 an AN2070.1 57.m05773 AO070341000226 0 -142 -89 ATGGTCGAATCGGCCCAGCTGTGTTACAGACTATTATTGC

TAAGTGAAGGATAA
ATGGTCGAATCGGCCCAGCTGTGTTACAGACTAT
TATTGCTAAGTGAAGGATAA

MVESAQLCYRLLLLSEG* MVESAQLCYRLLLLSEG
*

CTGCTGTTTC TTGCAGGAGG 0 R 0 0 0 0 0

9839 4261 af AN4086.1 54.m06727 AO070342000079 0 -184 -107 ATGACTGCGATTATCTGCCCGACACTGGAGAACAGACAGA
GCATCGGCGGAGTTACCAACGCTGTGGATCCGTGCTGA

ATGACTGCGATTATCTGCCCGACACTGGAGAACAG
ACAGAGCATCGGCGGAGTTACCAACGCTGTGGAT
CCGTGCTGA

MTAIICPTLENRQSIGGVT
NAVDPC*

MTAIICPTLENRQSI
GGVTNAVDPC*

TTTAAGTTCT ATAACTTGGA 0 J 0 0 0 YLR060W 0

9837 4261 an AN4086.1 54.m06727 AO070342000079 0 -232 -122 ATGTGGCTGTCCTCCCGCTTTTGCTCCTCAAATTTGTATGA
CTCCGTCCGCCGACTTGTCCTGCGACCCCGAATTGAACTC
CAACTGCGGGCCGACCACAGGAAAGTATAG

ATGTGGCTGTCCTCCCGCTTTTGCTCCTCAAATT
TGTATGACTCCGTCCGCCGACTTGTCCTGCGAC
CCCGAATTGAACTCCAACTGCGGGCCGACCACA
GGAAAGTATAG

MWLSSRFCSSNLYDSVR
RLVLRPRIELQLRADHRK
V*

MWLSSRFCSSNLYDSV
RRLVLRPRIELQLRADH
RKV*

GTGGCGGTGC CCTGTCGAAG 0 J 0 0 0 YLR060W 0

9838 4261 an AN4086.1 54.m06727 AO070342000079 0 -195 -52 ATGACTCCGTCCGCCGACTTGTCCTGCGACCCCGAATTGA
ACTCCAACTGCGGGCCGACCACAGGAAAGTATAGCCTGT
CGAAGCGTGGCTTATATTCCGCTGGCATAACCGATACCAT
AGCCGAGTTTTGGGAGAAAACTTGA

ATGACTCCGTCCGCCGACTTGTCCTGCGACCCC
GAATTGAACTCCAACTGCGGGCCGACCACAGGA
AAGTATAGCCTGTCGAAGCGTGGCTTATATTCCG
CTGGCATAACCGATACCATAGCCGAGTTTTGGGA
GAAAACTTGA

MTPSADLSCDPELNSNC
GPTTGKYSLSKRGLYSA
GITDTIAEFWEKT*

MTPSADLSCDPELNSNC
GPTTGKYSLSKRGLYSA
GITDTIAEFWEKT*

TCAAATTTGT TCTCACACGA 0 J 0 0 0 YLR060W 0

9840 4261 ao AN4086.1 54.m06727 AO070342000079 0 -242 -216 ATGTGGCTGGCGCAGCGCCCGCCTTGA ATGTGGCTGGCGCAGCGCCCGCCTTGA MWLAQRPP* MWLAQRPP* GTGCACGGAG GGGTCAAGCC 0 J 0 0 0 YLR060W 0
9841 4261 ao AN4086.1 54.m06727 AO070342000079 0 -181 -95 ATGACTCCTCCACCGGTGGCATACTTAGACTCAGCGCAAT

CACTGAACCCCGCACACGGACACTTTTGCCGGTTGGACTT
TGGGTAA

ATGACTCCTCCACCGGTGGCATACTTAGAC
TCAGCGCAATCACTGAACCCCGCACACGGA
CACTTTTGCCGGTTGGACTTTGGGTAA

MTPPPVAYLDSAQSLNP
AHGHFCRLDFG*

MTPPPVAYLDSAQS
LNPAHGHFCRLDFG
*

CACGGACTTT TTCCATAGAG 0 J 0 0 0 YLR060W 0

9843 4264 ao AN3176.1 59.m08566 AO070256000014 0 -87 -31 ATGGATGAGCGACGGAAGTTCCATCATTCGAATAATCTGT
TGAGGGTAGGCTCGTAA

ATGGATGAGCGACGGAAGTTCCATCATTCG
AATAATCTGTTGAGGGTAGGCTCGTAA

MDERRKFHHSNNLLRVG
S*

MDERRKFHHSNNLL
RVGS*

TTTAGTTTGT GGGAGCCAAT 0 A FG10896.1 0 NCU03380.1 0 0

9844 4264 ao AN3176.1 59.m08566 AO070256000014 0 -83 -45 ATGAGCGACGGAAGTTCCATCATTCGAATAATCTGTTGA ATGAGCGACGGAAGTTCCATCATTCGAATAA
TCTGTTGA

MSDGSSIIRIIC* MSDGSSIIRIIC* GTTTGTATGG GGGTAGGCTC 0 A FG10896.1 0 NCU03380.1 0 0

9848 4266 af AN4986.1 59.m08889 AO070288000054 0 -127 -80 ATGCCAAGAATTATACTCCATCAGCTCTATCTGAGGAGTCT
AGGCTGA

ATGCCAAGAATTATACTCCATCAGCTCTATCTGAGG
AGTCTAGGCTGA

MPRIILHQLYLRSLG* MPRIILHQLYLRSLG* GGTTTTGTCT TTGTCACGAT 0  0 MG02749.1 0 0 0

9846 4266 an AN4986.1 59.m08889 AO070288000054 0 -199 -167 ATGCATGGGCCGGGACATAGCTCGGCCAAATGA ATGCATGGGCCGGGACATAGCTCGGCCAAATGA MHGPGHSSAK* MHGPGHSSAK* GAAAATCAGA AGTTCCGTTG 0  0 MG02749.1 0 0 0

9847 4266 an AN4986.1 59.m08889 AO070288000054 0 -170 -105 ATGAAGTTCCGTTGCTGGGATTTTCTGCCAGTTTCTCCACT
CCTCTCCATCCACATACAGTACTGA

ATGAAGTTCCGTTGCTGGGATTTTCTGCCAGTTT
CTCCACTCCTCTCCATCCACATACAGTACTGA

MKFRCWDFLPVSPLLSIH
IQY*

MKFRCWDFLPVSPLLSI
HIQY*

GCTCGGCCAA GTTACGGAGT 0  0 MG02749.1 0 0 0

9849 4266 ao AN4986.1 59.m08889 AO070288000054 0 -279 -238 ATGAAGCTATCACTATCAAATCTGGGGAATACATATAGATA
A

ATGAAGCTATCACTATCAAATCTGGGGAATA
CATATAGATAA

MKLSLSNLGNTYR* MKLSLSNLGNTYR* ACTTTATCTC CGATAATATA 0  0 MG02749.1 0 0 0

9856 4267 af AN5140.1 54.m06882 AO070291000036 0 -131 -78 ATGCTGATGGATACCGGATTGTCCCTTTTCGCTTCTCTTCT
TCCCTTCGTTTGA

ATGCTGATGGATACCGGATTGTCCCTTTTCGCTTCT
CTTCTTCCCTTCGTTTGA

MLMDTGLSLFASLLPFV* MLMDTGLSLFASLL
PFV*

TCGGTGTCTC TCGAGTCACT 0 R 0 0 NCU09098.1 0 0

9857 4267 af AN5140.1 54.m06882 AO070291000036 0 -125 -78 ATGGATACCGGATTGTCCCTTTTCGCTTCTCTTCTTCCCTT
CGTTTGA

ATGGATACCGGATTGTCCCTTTTCGCTTCTCTTCTT
CCCTTCGTTTGA

MDTGLSLFASLLPFV* MDTGLSLFASLLPF
V*

TCTCATGCTG TCGAGTCACT 0 R 0 0 NCU09098.1 0 0
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9850 4267 an AN5140.1 54.m06882 AO070291000036 0 -210 -175 ATGGTGGGCCTACTCCATAATATATATTCAATATGA ATGGTGGGCCTACTCCATAATATATATTCAATATG
A

MVGLLHNIYSI* MVGLLHNIYSI* AGCCTGGCCG TTCGTGGGGC 0 R 0 0 NCU09098.1 0 0

9851 4267 an AN5140.1 54.m06882 AO070291000036 0 -178 -149 ATGATTCGTGGGGCTGGGTTGAGCGAATGA ATGATTCGTGGGGCTGGGTTGAGCGAATGA MIRGAGLSE* MIRGAGLSE* TATATTCAAT CATAATTTGT 0 R 0 0 NCU09098.1 0 0

9852 4267 an AN5140.1 54.m06882 AO070291000036 0 -123 -7 ATGATTTGGAATGAATCAGATGGACAGCTTGCATTAATTAT
TCTGAACACACCATATAAATGCTGTTCTCTCTTCCTTTCCT
GGACGCTGACCAGTGAACCCCTTCCTGCTTGCTAG

ATGATTTGGAATGAATCAGATGGACAGCTTGCAT
TAATTATTCTGAACACACCATATAAATGCTGTTCT
CTCTTCCTTTCCTGGACGCTGACCAGTGAACCCC
TTCCTGCTTGCTAG

MIWNESDGQLALIILNTPY
KCCSLFLSWTLTSEPLPA
C*

MIWNESDGQLALIILNTP
YKCCSLFLSWTLTSEPL
PAC*

TGGAACTTGA CACACCATGG 0 R 0 0 NCU09098.1 0 0

9853 4267 an AN5140.1 54.m06882 AO070291000036 0 -113 -87 ATGAATCAGATGGACAGCTTGCATTAA ATGAATCAGATGGACAGCTTGCATTAA MNQMDSLH* MNQMDSLH* ATGATTTGGA TTATTCTGAA 0 R 0 0 NCU09098.1 0 0

9854 4267 an AN5140.1 54.m06882 AO070291000036 0 -104 -87 ATGGACAGCTTGCATTAA ATGGACAGCTTGCATTAA MDSLH* MDSLH* AATGAATCAG TTATTCTGAA 0 R 0 0 NCU09098.1 0 0

9855 4267 an AN5140.1 54.m06882 AO070291000036 0 -64 -26 ATGCTGTTCTCTCTTCCTTTCCTGGACGCTGACCAGTGA ATGCTGTTCTCTCTTCCTTTCCTGGACGCTGACC
AGTGA

MLFSLPFLDADQ* MLFSLPFLDADQ* CACCATATAA ACCCCTTCCT 0 R 0 0 NCU09098.1 0 0

9858 4267 ao AN5140.1 54.m06882 AO070291000036 0 -191 -177 ATGTGGCTTACATAA ATGTGGCTTACATAA MWLT* MWLT* TTCGCCGATC GTCGACAAAT 0 R 0 0 NCU09098.1 0 0

9859 4267 ao AN5140.1 54.m06882 AO070291000036 0 -70 -59 ATGCTGGACTAA ATGCTGGACTAA MLD* MLD* GGAAATCTTC TCGTTCTTTC 0 R 0 0 NCU09098.1 0 0

9860 4268 af AN5618.1 58.m07543 AO070301000019 0 -208 -119 ATGCGACTACTTCCCAGCGCGTTTCTCCGCAGACAAAGAC
GAAGCAAATCCCCACAATTAAACACCACAGCATTGTCCGA
CTTTCCATAG

ATGCGACTACTTCCCAGCGCGTTTCTCCGCAGACA
AAGACGAAGCAAATCCCCACAATTAAACACCACAG
CATTGTCCGACTTTCCATAG

MRLLPSAFLRRQRRSKS
PQLNTTALSDFP*

MRLLPSAFLRRQRR
SKSPQLNTTALSDF
P*

CGTCTGTCCA CTTCGAAAGT 0 ZD 0 0 0 YOR257W 0

9862 4270 af AN1720.1 58.m08961 AO070305000035 0 -242 -222 ATGCCCTTGACTTTGAGATAG ATGCCCTTGACTTTGAGATAG MPLTLR* MPLTLR* CTACGTAGTG TTTTCGCAGA 0  0 0 0 0 0
9863 4270 af AN1720.1 58.m08961 AO070305000035 0 -185 -12 ATGGAGATGCAGATGTACGGAGTAGATGTAGCCCTATGC

GACGGTAGCTGTGGGGGTGCCGAATCGCCAACCTTCCAG
CTATTCGGCCTACTTATTCGCTGTCTGCTGGCACCTCTCC
GTCACCGTCCCAGCCGCTTTACCTCAACAGCATCGCGGC
TCAGTCCGAACTTCTAA

ATGGAGATGCAGATGTACGGAGTAGATGTAGCCCT
ATGCGACGGTAGCTGTGGGGGTGCCGAATCGCCA
ACCTTCCAGCTATTCGGCCTACTTATTCGCTGTCTG
CTGGCACCTCTCCGTCACCGTCCCAGCCGCTTTAC
CTCAACAGCATCGCGGCTCAGTCCGAACTTCTAA

MEMQMYGVDVALCDGS
CGGAESPTFQLFGLLIRC
LLAPLRHRPSRFTSTASR
LSPNF*

MEMQMYGVDVALC
DGSCGGAESPTFQ
LFGLLIRCLLAPLRH
RPSRFTSTASRLSP
NF*

AGACTTGTAG TTCAAAGCAA 0  0 0 0 0 0

9864 4270 af AN1720.1 58.m08961 AO070305000035 0 -179 -12 ATGCAGATGTACGGAGTAGATGTAGCCCTATGCGACGGTA
GCTGTGGGGGTGCCGAATCGCCAACCTTCCAGCTATTCG
GCCTACTTATTCGCTGTCTGCTGGCACCTCTCCGTCACCG
TCCCAGCCGCTTTACCTCAACAGCATCGCGGCTCAGTCC
GAACTTCTAA

ATGCAGATGTACGGAGTAGATGTAGCCCTATGCGA
CGGTAGCTGTGGGGGTGCCGAATCGCCAACCTTC
CAGCTATTCGGCCTACTTATTCGCTGTCTGCTGGC
ACCTCTCCGTCACCGTCCCAGCCGCTTTACCTCAA
CAGCATCGCGGCTCAGTCCGAACTTCTAA

MQMYGVDVALCDGSCG
GAESPTFQLFGLLIRCLLA
PLRHRPSRFTSTASRLSP
NF*

MQMYGVDVALCDG
SCGGAESPTFQLFG
LLIRCLLAPLRHRPS
RFTSTASRLSPNF*

GTAGATGGAG TTCAAAGCAA 0  0 0 0 0 0

9865 4270 af AN1720.1 58.m08961 AO070305000035 0 -173 -12 ATGTACGGAGTAGATGTAGCCCTATGCGACGGTAGCTGT
GGGGGTGCCGAATCGCCAACCTTCCAGCTATTCGGCCTA
CTTATTCGCTGTCTGCTGGCACCTCTCCGTCACCGTCCCA
GCCGCTTTACCTCAACAGCATCGCGGCTCAGTCCGAACTT
CTAA

ATGTACGGAGTAGATGTAGCCCTATGCGACGGTAG
CTGTGGGGGTGCCGAATCGCCAACCTTCCAGCTA
TTCGGCCTACTTATTCGCTGTCTGCTGGCACCTCT
CCGTCACCGTCCCAGCCGCTTTACCTCAACAGCAT
CGCGGCTCAGTCCGAACTTCTAA

MYGVDVALCDGSCGGA
ESPTFQLFGLLIRCLLAPL
RHRPSRFTSTASRLSPNF
*

MYGVDVALCDGSC
GGAESPTFQLFGLLI
RCLLAPLRHRPSRF
TSTASRLSPNF*

GGAGATGCAG TTCAAAGCAA 0  0 0 0 0 0

9866 4270 af AN1720.1 58.m08961 AO070305000035 0 -150 -139 ATGCGACGGTAG ATGCGACGGTAG MRR* MRR* ATGTAGCCCT CTGTGGGGGT 0  0 0 0 0 0
9861 4270 an AN1720.1 58.m08961 AO070305000035 0 -175 -71 ATGTGGTGGGTCGCCGTGCGAAGTGTCAGACCTCAATTC

CAGGCGGCTGTTTTCAACTCCCCTTCTCTTCCTCGTCACG
ATCTAGCCAAACCAGACACTATTTAA

ATGTGGTGGGTCGCCGTGCGAAGTGTCAGACCT
CAATTCCAGGCGGCTGTTTTCAACTCCCCTTCTC
TTCCTCGTCACGATCTAGCCAAACCAGACACTAT
TTAA

MWWVAVRSVRPQFQAA
VFNSPSLPRHDLAKPDTI*

MWWVAVRSVRPQFQA
AVFNSPSLPRHDLAKPD
TI*

ATAGGTACGA TCCCTCTACG 0  0 0 0 0 0

9868 4272 ao AN8202.1 53.m03772 AO070310000115 0 -237 -214 ATGTTTGCAGCCATCACGTGGTGA ATGTTTGCAGCCATCACGTGGTGA MFAAITW* MFAAITW* AGCATTTGCC TTGTGGATGA 0 0 0 0 0 0
9872 4276 af AN8956.1 56.m02375 AO070319000056 0 -167 -93 ATGGTATCCCAACGCACACGAGCCGCCTTGGCGAGCACC

GCATGGATCCCTACTTCTGCCGAGCTCGATATATAG
ATGGTATCCCAACGCACACGAGCCGCCTTGGCGA
GCACCGCATGGATCCCTACTTCTGCCGAGCTCGAT
ATATAG

MVSQRTRAALASTAWIPT
SAELDI*

MVSQRTRAALASTA
WIPTSAELDI*

CTTGTCTAGG CACCTCTCAC 0 P 0 0 0 0 0

9873 4276 af AN8956.1 56.m02375 AO070319000056 0 -126 -67 ATGGATCCCTACTTCTGCCGAGCTCGATATATAGCACCTC
TCACTTCTCTGTGTCTGTAG

ATGGATCCCTACTTCTGCCGAGCTCGATATATAGC
ACCTCTCACTTCTCTGTGTCTGTAG

MDPYFCRARYIAPLTSLC
L*

MDPYFCRARYIAPL
TSLCL*

CGAGCACCGC TTCCCAATCA 0 P 0 0 0 0 0

9871 4276 an AN8956.1 56.m02375 AO070319000056 0 -184 -146 ATGAGTCCTACCGGGCGTCACTTGGCGGGCATTGCCTGA ATGAGTCCTACCGGGCGTCACTTGGCGGGCATT
GCCTGA

MSPTGRHLAGIA* MSPTGRHLAGIA* CAACTGCGAG GTCTCTGCCT 0 P 0 0 0 0 0

9874 4276 ao AN8956.1 56.m02375 AO070319000056 0 -234 -118 ATGAGATGCAGCATTCGATACCTTGGCATGAAGTCTGTCA
GCACGTTTTCGCCGAACGTAGCAGTCTCCCCGACCATAGT
AGAGATGGGTTACTACTTAATACTCTTCCGCCCGTAG

ATGAGATGCAGCATTCGATACCTTGGCATG
AAGTCTGTCAGCACGTTTTCGCCGAACGTA
GCAGTCTCCCCGACCATAGTAGAGATGGGT
TACTACTTAATACTCTTCCGCCCGTAG

MRCSIRYLGMKSVSTFSP
NVAVSPTIVEMGYYLILFR
P*

MRCSIRYLGMKSVS
TFSPNVAVSPTIVEM
GYYLILFRP*

GTGTGCCGAG AATAACAATT 0 P 0 0 0 0 0

9875 4276 ao AN8956.1 56.m02375 AO070319000056 0 -229 -113 ATGCAGCATTCGATACCTTGGCATGAAGTCTGTCAGCACG
TTTTCGCCGAACGTAGCAGTCTCCCCGACCATAGTAGAGA
TGGGTTACTACTTAATACTCTTCCGCCCGTAGAATAA

ATGCAGCATTCGATACCTTGGCATGAAGTCT
GTCAGCACGTTTTCGCCGAACGTAGCAGTC
TCCCCGACCATAGTAGAGATGGGTTACTAC
TTAATACTCTTCCGCCCGTAGAATAA

MQHSIPWHEVCQHVFAE
RSSLPDHSRDGLLLNTLP
PVE*

MQHSIPWHEVCQH
VFAERSSLPDHSRD
GLLLNTLPPVE*

CCGAGATGAG CAATTTTGAG 0 P 0 0 0 0 0

9876 4276 ao AN8956.1 56.m02375 AO070319000056 0 -207 -118 ATGAAGTCTGTCAGCACGTTTTCGCCGAACGTAGCAGTCT
CCCCGACCATAGTAGAGATGGGTTACTACTTAATACTCTTC
CGCCCGTAG

ATGAAGTCTGTCAGCACGTTTTCGCCGAAC
GTAGCAGTCTCCCCGACCATAGTAGAGATG
GGTTACTACTTAATACTCTTCCGCCCGTAG

MKSVSTFSPNVAVSPTIV
EMGYYLILFRP*

MKSVSTFSPNVAVS
PTIVEMGYYLILFRP*

ATACCTTGGC AATAACAATT 0 P 0 0 0 0 0

9877 4276 ao AN8956.1 56.m02375 AO070319000056 0 -150 -118 ATGGGTTACTACTTAATACTCTTCCGCCCGTAG ATGGGTTACTACTTAATACTCTTCCGCCCGT
AG

MGYYLILFRP* MGYYLILFRP* CATAGTAGAG AATAACAATT 0 P 0 0 0 0 0

9878 4277 an AN0925.1 70.m15533 AO070320000104 0 -165 -112 ATGTATACGAGCATACAGGAGACTATATACTGGTATCTTTG
CTGTACTGGCTAG

ATGTATACGAGCATACAGGAGACTATATACTGGT
ATCTTTGCTGTACTGGCTAG

MYTSIQETIYWYLCCTG* MYTSIQETIYWYLCCTG* CTTCGAGATA GTTTTTTACA 0 I 0 0 0 0 0

9879 4277 ao AN0925.1 70.m15533 AO070320000104 0 -257 -174 ATGAAGTCAGCGAGTGGAGATCAGCTGCCCTTGTCCAAG
CTAAGCTATATACCTTACATGACCTCCACTATTTTTTCCTCA
TGA

ATGAAGTCAGCGAGTGGAGATCAGCTGCCC
TTGTCCAAGCTAAGCTATATACCTTACATGA
CCTCCACTATTTTTTCCTCATGA

MKSASGDQLPLSKLSYIP
YMTSTIFSS*

MKSASGDQLPLSKL
SYIPYMTSTIFSS*

ACCTGAACCG CATACTCTTG 0 I 0 0 0 0 0

9880 4277 ao AN0925.1 70.m15533 AO070320000104 0 -200 -174 ATGACCTCCACTATTTTTTCCTCATGA ATGACCTCCACTATTTTTTCCTCATGA MTSTIFSS* MTSTIFSS* TATACCTTAC CATACTCTTG 0 I 0 0 0 0 0
9884 4279 af AN8034.1 53.m03883 AO070322000125 0 -200 -186 ATGCTGCTTGGCTAG ATGCTGCTTGGCTAG MLLG* MLLG* CTGTCCAGTG ACCTCTCTGC 0 A 0 0 0 0 0
9885 4279 af AN8034.1 53.m03883 AO070322000125 0 -63 -43 ATGATCGATTCACTCCCTTAA ATGATCGATTCACTCCCTTAA MIDSLP* MIDSLP* TCATTTTGTC GTACCACAAT 0 A 0 0 0 0 0
9883 4279 an AN8034.1 53.m03883 AO070322000125 0 -66 -40 ATGATCTTGCCGCTATTGTCTTCTTAA ATGATCTTGCCGCTATTGTCTTCTTAA MILPLLSS* MILPLLSS* CAGGAATGCC ATTCCTTGAA 0 A 0 0 0 0 0
9888 4282 af AN2245.1 71.m15879 AO070326000128 0 -218 -198 ATGAAAGAATCTCCACACTGA ATGAAAGAATCTCCACACTGA MKESPH* MKESPH* AGACTGGAAA AATAGAATGT 0 R 0 0 0 0 0
9889 4282 af AN2245.1 71.m15879 AO070326000128 0 -191 -72 ATGTGTGTAATACAGCTTCAGAAAAGTTGTCTCGCAAAGC

ATATCAAAATCATCGCAGCAAAAACGGCGCCAAGACCCAT
CGCTTACATAATCTCATCATCGCCTCGTGATTTCACCTGA

ATGTGTGTAATACAGCTTCAGAAAAGTTGTCTCGCA
AAGCATATCAAAATCATCGCAGCAAAAACGGCGCC
AAGACCCATCGCTTACATAATCTCATCATCGCCTCG
TGATTTCACCTGA

MCVIQLQKSCLAKHIKIIAA
KTAPRPIAYIISSSPRDFT*

MCVIQLQKSCLAKHI
KIIAAKTAPRPIAYIIS
SSPRDFT*

CTGAAATAGA AGGCATCGCA 0 R 0 0 0 0 0

9887 4282 an AN2245.1 71.m15879 AO070326000128 0 -108 -85 ATGCCAAGGCCTAATCTGGCTTAA ATGCCAAGGCCTAATCTGGCTTAA MPRPNLA* MPRPNLA* ATTCGTTGTG GTAATCATCG 0 R 0 0 0 0 0
9890 4282 ao AN2245.1 71.m15879 AO070326000128 0 -138 -106 ATGCAAGCTAGACCGCAACCGGCAAAACCATAA ATGCAAGCTAGACCGCAACCGGCAAAACCA

TAA
MQARPQPAKP* MQARPQPAKP* TCAATACAAC TCCGACCAGA 0 R 0 0 0 0 0

9894 4283 af AN4751.1 59.m09234 AO070327000068 0 -245 -138 ATGATTGACGAGGGGTTTCTTATGATGATTGGGCGGAGCG
CGTCTTGGATCACCCATGACAGGTCCTCCGGTCCCGTTTC
TGATTGGCTTAAGCTTATCGATAAATGA

ATGATTGACGAGGGGTTTCTTATGATGATTGGGCG
GAGCGCGTCTTGGATCACCCATGACAGGTCCTCC
GGTCCCGTTTCTGATTGGCTTAAGCTTATCGATAAA
TGA

MIDEGFLMMIGRSASWIT
HDRSSGPVSDWLKLIDK*

MIDEGFLMMIGRSA
SWITHDRSSGPVSD
WLKLIDK*

TAACGAATAC CTGCTGACTC 0 R 0 0 0 0 0

9895 4283 af AN4751.1 59.m09234 AO070327000068 0 -224 -138 ATGATGATTGGGCGGAGCGCGTCTTGGATCACCCATGAC
AGGTCCTCCGGTCCCGTTTCTGATTGGCTTAAGCTTATCG
ATAAATGA

ATGATGATTGGGCGGAGCGCGTCTTGGATCACCC
ATGACAGGTCCTCCGGTCCCGTTTCTGATTGGCTT
AAGCTTATCGATAAATGA

MMIGRSASWITHDRSSG
PVSDWLKLIDK*

MMIGRSASWITHDR
SSGPVSDWLKLIDK*

GGGGTTTCTT CTGCTGACTC 0 R 0 0 0 0 0

9896 4283 af AN4751.1 59.m09234 AO070327000068 0 -221 -138 ATGATTGGGCGGAGCGCGTCTTGGATCACCCATGACAGG
TCCTCCGGTCCCGTTTCTGATTGGCTTAAGCTTATCGATAA
ATGA

ATGATTGGGCGGAGCGCGTCTTGGATCACCCATG
ACAGGTCCTCCGGTCCCGTTTCTGATTGGCTTAAG
CTTATCGATAAATGA

MIGRSASWITHDRSSGP
VSDWLKLIDK*

MIGRSASWITHDRS
SGPVSDWLKLIDK*

GTTTCTTATG CTGCTGACTC 0 R 0 0 0 0 0

9897 4283 af AN4751.1 59.m09234 AO070327000068 0 -190 -131 ATGACAGGTCCTCCGGTCCCGTTTCTGATTGGCTTAAGCT
TATCGATAAATGACTGCTGA

ATGACAGGTCCTCCGGTCCCGTTTCTGATTGGCTT
AAGCTTATCGATAAATGACTGCTGA

MTGPPVPFLIGLSLSINDC
*

MTGPPVPFLIGLSLS
INDC*

TGGATCACCC CTCAGCATAA 0 R 0 0 0 0 0

9898 4283 af AN4751.1 59.m09234 AO070327000068 0 -141 -121 ATGACTGCTGACTCAGCATAA ATGACTGCTGACTCAGCATAA MTADSA* MTADSA* TTATCGATAA AAAGTTGTGA 0 R 0 0 0 0 0
9891 4283 an AN4751.1 59.m09234 AO070327000068 0 -255 -241 ATGCGTGTAGGATAA ATGCGTGTAGGATAA MRVG* MRVG* AGATGAATCA TTTCGAGACT 0 R 0 0 0 0 0
9892 4283 an AN4751.1 59.m09234 AO070327000068 0 -205 -185 ATGCTGGTGGTAACGCGCTGA ATGCTGGTGGTAACGCGCTGA MLVVTR* MLVVTR* GCGATTGTTT GCGTCCGTTC 0 R 0 0 0 0 0
9893 4283 an AN4751.1 59.m09234 AO070327000068 0 -173 -135 ATGAAGCCCGCTATTTGGTTGGAGTGGGCTTATCGATAA ATGAAGCCCGCTATTTGGTTGGAGTGGGCTTATC

GATAA
MKPAIWLEWAYR* MKPAIWLEWAYR* CGTCCGTTCA CAAAAGGCTT 0 R 0 0 0 0 0

9899 4283 ao AN4751.1 59.m09234 AO070327000068 0 -219 -166 ATGTCCCAATTTCGCAAGAGGGGTTGTTGTTCTTCGGTGG
AAAGCGCGTGTTGA

ATGTCCCAATTTCGCAAGAGGGGTTGTTGTT
CTTCGGTGGAAAGCGCGTGTTGA

MSQFRKRGCCSSVESAC
*

MSQFRKRGCCSSV
ESAC*

GCTGCAGCGC TGACATGGAA 0 R 0 0 0 0 0

9900 4283 ao AN4751.1 59.m09234 AO070327000068 0 -166 -65 ATGACATGGAAGAGTTGGAGTGTAATTGGCCGTGGCTTAT
CGATAAGCCGGCTGACTCAGCATAAAAAAAGTTGCTACGG
ATCAAGTCTTATTGATAAATGA

ATGACATGGAAGAGTTGGAGTGTAATTGGC
CGTGGCTTATCGATAAGCCGGCTGACTCAG
CATAAAAAAAGTTGCTACGGATCAAGTCTTA
TTGATAAATGA

MTWKSWSVIGRGLSISRL
TQHKKSCYGSSLIDK*

MTWKSWSVIGRGL
SISRLTQHKKSCYG
SSLIDK*

GCGCGTGTTG ATTCTAACCA 0 R 0 0 0 0 0

9901 4283 ao AN4751.1 59.m09234 AO070327000068 0 -161 -102 ATGGAAGAGTTGGAGTGTAATTGGCCGTGGCTTATCGATA
AGCCGGCTGACTCAGCATAA

ATGGAAGAGTTGGAGTGTAATTGGCCGTGG
CTTATCGATAAGCCGGCTGACTCAGCATAA

MEELECNWPWLIDKPAD
SA*

MEELECNWPWLIDK
PADSA*

TGTTGATGAC AAAAAGTTGC 0 R 0 0 0 0 0

9902 4283 ao AN4751.1 59.m09234 AO070327000068 0 -68 -51 ATGAATTCTAACCATTGA ATGAATTCTAACCATTGA MNSNH* MNSNH* TTATTGATAA ATGTTTCTTT 0 R 0 0 0 0 0
9904 4290 an AN7607.1 72.m19637 AO070343000280 0 -226 -128 ATGCGCCATCGCAATCAACCCACTTCCAGAAGGCTTAACT

TCCAGTCTCATTGGCTGTCCTATGAAGATCAGACAAATTTC
ATGCAGAGCTTTGAATGA

ATGCGCCATCGCAATCAACCCACTTCCAGAAGG
CTTAACTTCCAGTCTCATTGGCTGTCCTATGAAG
ATCAGACAAATTTCATGCAGAGCTTTGAATGA

MRHRNQPTSRRLNFQSH
WLSYEDQTNFMQSFE*

MRHRNQPTSRRLNFQS
HWLSYEDQTNFMQSFE
*

GGAACCGCGG ATTGTCTCCA 0 0 0 0 0 0

9905 4290 an AN7607.1 72.m19637 AO070343000280 0 -165 -88 ATGAAGATCAGACAAATTTCATGCAGAGCTTTGAATGAATT
GTCTCCAGTTGAAAGGCTGAGTTGTTCACAGTACTGA

ATGAAGATCAGACAAATTTCATGCAGAGCTTTGA
ATGAATTGTCTCCAGTTGAAAGGCTGAGTTGTTC
ACAGTACTGA

MKIRQISCRALNELSPVE
RLSCSQY*

MKIRQISCRALNELSPVE
RLSCSQY*

TGGCTGTCCT AGACAACGCA 0 0 0 0 0 0

9906 4290 an AN7607.1 72.m19637 AO070343000280 0 -145 -128 ATGCAGAGCTTTGAATGA ATGCAGAGCTTTGAATGA MQSFE* MQSFE* GACAAATTTC ATTGTCTCCA 0 0 0 0 0 0
9907 4290 an AN7607.1 72.m19637 AO070343000280 0 -131 -105 ATGAATTGTCTCCAGTTGAAAGGCTGA ATGAATTGTCTCCAGTTGAAAGGCTGA MNCLQLKG* MNCLQLKG* AGAGCTTTGA GTTGTTCACA 0 0 0 0 0 0
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9908 4290 an AN7607.1 72.m19637 AO070343000280 0 -77 -63 ATGTTGGGTATATAG ATGTTGGGTATATAG MLGI* MLGI* AGACAACGCA CGCCGTTCCT 0 0 0 0 0 0
9909 4290 ao AN7607.1 72.m19637 AO070343000280 0 -231 -151 ATGATCTGCTTCGGAATCTGCTCGCTGATGCTTGGGAGGC

TTAGTAGGGCTGTCGGCGAAAAATCGAAAAGGGGAATATG
A

ATGATCTGCTTCGGAATCTGCTCGCTGATG
CTTGGGAGGCTTAGTAGGGCTGTCGGCGA
AAAATCGAAAAGGGGAATATGA

MICFGICSLMLGRLSRAV
GEKSKRGI*

MICFGICSLMLGRLS
RAVGEKSKRGI*

GCTCTTCCTA GGCAAAAATC 0 0 0 0 0 0

9910 4290 ao AN7607.1 72.m19637 AO070343000280 0 -204 -151 ATGCTTGGGAGGCTTAGTAGGGCTGTCGGCGAAAAATCG
AAAAGGGGAATATGA

ATGCTTGGGAGGCTTAGTAGGGCTGTCGGC
GAAAAATCGAAAAGGGGAATATGA

MLGRLSRAVGEKSKRGI* MLGRLSRAVGEKSK
RGI*

CTGCTCGCTG GGCAAAAATC 0 0 0 0 0 0

9911 4290 ao AN7607.1 72.m19637 AO070343000280 0 -154 -95 ATGAGGCAAAAATCAGTTCACTCTAATCTTGGCATGTTGCT
GCTTGCGGTTGGTTCTTAA

ATGAGGCAAAAATCAGTTCACTCTAATCTTG
GCATGTTGCTGCTTGCGGTTGGTTCTTAA

MRQKSVHSNLGMLLLAV
GS*

MRQKSVHSNLGML
LLAVGS*

AAAGGGGAAT ACCCCTTGGC 0 0 0 0 0 0

9912 4290 ao AN7607.1 72.m19637 AO070343000280 0 -121 -95 ATGTTGCTGCTTGCGGTTGGTTCTTAA ATGTTGCTGCTTGCGGTTGGTTCTTAA MLLLAVGS* MLLLAVGS* TAATCTTGGC ACCCCTTGGC 0 0 0 0 0 0
9915 4292 af AN0495.1 69.m15311 AO070226000029 0 -205 -167 ATGATGCTCAATCTGGAAATGAGAGCAACCCAACCCTAA ATGATGCTCAATCTGGAAATGAGAGCAACCCAACC

CTAA
MMLNLEMRATQP* MMLNLEMRATQP* GATGATGACG TCTTATCGAT 0 F 0 0 0 0 0

9916 4292 af AN0495.1 69.m15311 AO070226000029 0 -202 -167 ATGCTCAATCTGGAAATGAGAGCAACCCAACCCTAA ATGCTCAATCTGGAAATGAGAGCAACCCAACCCTA
A

MLNLEMRATQP* MLNLEMRATQP* GATGACGATG TCTTATCGAT 0 F 0 0 0 0 0

9917 4292 af AN0495.1 69.m15311 AO070226000029 0 -187 -167 ATGAGAGCAACCCAACCCTAA ATGAGAGCAACCCAACCCTAA MRATQP* MRATQP* CAATCTGGAA TCTTATCGAT 0 F 0 0 0 0 0
9913 4292 an AN0495.1 69.m15311 AO070226000029 0 -214 -182 ATGTTCGCTCTTATCGATCTTATCAAGCGATGA ATGTTCGCTCTTATCGATCTTATCAAGCGATGA MFALIDLIKR* MFALIDLIKR* GTGGCCTAGA CTCAGCAACC 0 F 0 0 0 0 0
9914 4292 an AN0495.1 69.m15311 AO070226000029 0 -185 -147 ATGACTCAGCAACCGCAAGCAGGACAGTTCTGCACGTGA ATGACTCAGCAACCGCAAGCAGGACAGTTCTGC

ACGTGA
MTQQPQAGQFCT* MTQQPQAGQFCT* TTATCAAGCG CTGTTTCAAA 0 F 0 0 0 0 0

9918 4296 af AN6538.1 62.m03135 AO070270000046 0 -252 -160 ATGGTCCCAAAAATCATGCTTTCACTATCTACCACTAGCCC
GTCTTTATCTAATATGCATGCCCGCGATTACCATGTGGTGA
CACTCAGCTAA

ATGGTCCCAAAAATCATGCTTTCACTATCTACCACT
AGCCCGTCTTTATCTAATATGCATGCCCGCGATTAC
CATGTGGTGACACTCAGCTAA

MVPKIMLSLSTTSPSLSN
MHARDYHVVTLS*

MVPKIMLSLSTTSPS
LSNMHARDYHVVTL
S*

AACTAGTTTC CTTGGTTCAT 0 S 0 0 0 0 0

9919 4296 af AN6538.1 62.m03135 AO070270000046 0 -237 -160 ATGCTTTCACTATCTACCACTAGCCCGTCTTTATCTAATAT
GCATGCCCGCGATTACCATGTGGTGACACTCAGCTAA

ATGCTTTCACTATCTACCACTAGCCCGTCTTTATCT
AATATGCATGCCCGCGATTACCATGTGGTGACACT
CAGCTAA

MLSLSTTSPSLSNMHAR
DYHVVTLS*

MLSLSTTSPSLSNM
HARDYHVVTLS*

CCCAAAAATC CTTGGTTCAT 0 S 0 0 0 0 0

9920 4296 af AN6538.1 62.m03135 AO070270000046 0 -198 -160 ATGCATGCCCGCGATTACCATGTGGTGACACTCAGCTAA ATGCATGCCCGCGATTACCATGTGGTGACACTCAG
CTAA

MHARDYHVVTLS* MHARDYHVVTLS* TTTATCTAAT CTTGGTTCAT 0 S 0 0 0 0 0

9921 4296 af AN6538.1 62.m03135 AO070270000046 0 -194 -171 ATGCCCGCGATTACCATGTGGTGA ATGCCCGCGATTACCATGTGGTGA MPAITMW* MPAITMW* TCTAATATGC CACTCAGCTA 0 S 0 0 0 0 0
9922 4296 ao AN6538.1 62.m03135 AO070270000046 0 -196 -110 ATGCCATTCCACTCTTGTCGTCCGATGATAACTAACCAATT

CCCTGCCTTTTTGGGGTTTCTGCAATTTAGTGAGAAACGG
CACTGA

ATGCCATTCCACTCTTGTCGTCCGATGATAA
CTAACCAATTCCCTGCCTTTTTGGGGTTTCT
GCAATTTAGTGAGAAACGGCACTGA

MPFHSCRPMITNQFPAFL
GFLQFSEKRH*

MPFHSCRPMITNQF
PAFLGFLQFSEKRH
*

GTATTGCAGC GGTCGTCGAT 0 S 0 0 0 0 0

9923 4296 ao AN6538.1 62.m03135 AO070270000046 0 -172 -110 ATGATAACTAACCAATTCCCTGCCTTTTTGGGGTTTCTGCA
ATTTAGTGAGAAACGGCACTGA

ATGATAACTAACCAATTCCCTGCCTTTTTGG
GGTTTCTGCAATTTAGTGAGAAACGGCACT
GA

MITNQFPAFLGFLQFSEK
RH*

MITNQFPAFLGFLQ
FSEKRH*

TTGTCGTCCG GGTCGTCGAT 0 S 0 0 0 0 0

9924 4297 af AN3046.1 72.m19544 AO070275000043 0 -228 -208 ATGAAAACGCCTGGATTATGA ATGAAAACGCCTGGATTATGA MKTPGL* MKTPGL* AACTCGTTCG TCTGTGGTGG 0  0 0 0 0 0
9925 4297 af AN3046.1 72.m19544 AO070275000043 0 -211 -194 ATGATCTGTGGTGGGTGA ATGATCTGTGGTGGGTGA MICGG* MICGG* CGCCTGGATT TAGAGACACT 0  0 0 0 0 0
9926 4297 ao AN3046.1 72.m19544 AO070275000043 0 -191 -177 ATGATATGCGTCTAG ATGATATGCGTCTAG MICV* MICV* AGCAGAGGTT AGCGAGAGCT 0  0 0 0 0 0
9927 4297 ao AN3046.1 72.m19544 AO070275000043 0 -186 -139 ATGCGTCTAGAGCGAGAGCTTAAAGTCTCCCATCCAAAAG

ATATATAA
ATGCGTCTAGAGCGAGAGCTTAAAGTCTCC
CATCCAAAAGATATATAA

MRLERELKVSHPKDI* MRLERELKVSHPKD
I*

AGGTTATGAT GGACAAGTAA 0  0 0 0 0 0

9930 4298 af AN3051.1 59.m09447 AO070285000008 0 -180 -94 ATGCCGCTCGGAGTTGACGCATTTGAAGGTATATATAGTA
GGAGTGGTAATCAGACCATCTTTGACCATTGTCGCATGTG
TTCCTAA

ATGCCGCTCGGAGTTGACGCATTTGAAGGTATATA
TAGTAGGAGTGGTAATCAGACCATCTTTGACCATT
GTCGCATGTGTTCCTAA

MPLGVDAFEGIYSRSGN
QTIFDHCRMCS*

MPLGVDAFEGIYSR
SGNQTIFDHCRMCS
*

TTTCGGTCTT GATTTATTTG 0  0 0 0 0 0

9931 4298 af AN3051.1 59.m09447 AO070285000008 0 -105 -94 ATGTGTTCCTAA ATGTGTTCCTAA MCS* MCS* CCATTGTCGC GATTTATTTG 0  0 0 0 0 0
9932 4298 af AN3051.1 59.m09447 AO070285000008 0 -83 -69 ATGACCGTTAGATAA ATGACCGTTAGATAA MTVR* MTVR* GATTTATTTG GCGCCTCGCT 0  0 0 0 0 0
9928 4298 an AN3051.1 59.m09447 AO070285000008 0 -223 -203 ATGACGAATGGGAAAAGGTGA ATGACGAATGGGAAAAGGTGA MTNGKR* MTNGKR* AACGATCAAC TCCCCTGAGT 0  0 0 0 0 0
9929 4298 an AN3051.1 59.m09447 AO070285000008 0 -216 -190 ATGGGAAAAGGTGATCCCCTGAGTTAG ATGGGAAAAGGTGATCCCCTGAGTTAG MGKGDPLS* MGKGDPLS* AACATGACGA GACTAGGTAT 0  0 0 0 0 0
9934 4299 an AN1831.1 52.m03902 AO070292000078 0 -159 -142 ATGAGCCAGCACATATAA ATGAGCCAGCACATATAA MSQHI* MSQHI* GCATACGGTT GATTGGATAT 0 IQR 0 0 0 0 0
9935 4299 ao AN1831.1 52.m03902 AO070292000078 0 -213 -172 ATGTGGACATATGTGGATAAGCATCCCCAAGCAATATTAT

GA
ATGTGGACATATGTGGATAAGCATCCCCAA
GCAATATTATGA

MWTYVDKHPQAIL* MWTYVDKHPQAIL* CAAAGAACTC AACATGTACC 0 IQR 0 0 0 0 0

9936 4299 ao AN1831.1 52.m03902 AO070292000078 0 -203 -132 ATGTGGATAAGCATCCCCAAGCAATATTATGAAACATGTAC
CTCTCAATGTTTGAATCGGCCATCCTACTAG

ATGTGGATAAGCATCCCCAAGCAATATTATG
AAACATGTACCTCTCAATGTTTGAATCGGCC
ATCCTACTAG

MWISIPKQYYETCTSQCL
NRPSY*

MWISIPKQYYETCTS
QCLNRPSY*

ATGTGGACAT TTTAGTCGTG 0 IQR 0 0 0 0 0

9937 4299 ao AN1831.1 52.m03902 AO070292000078 0 -175 -149 ATGAAACATGTACCTCTCAATGTTTGA ATGAAACATGTACCTCTCAATGTTTGA MKHVPLNV* MKHVPLNV* AAGCAATATT ATCGGCCATC 0 IQR 0 0 0 0 0
9938 4299 ao AN1831.1 52.m03902 AO070292000078 0 -168 -127 ATGTACCTCTCAATGTTTGAATCGGCCATCCTACTAGTTTA

G
ATGTACCTCTCAATGTTTGAATCGGCCATCC
TACTAGTTTAG

MYLSMFESAILLV* MYLSMFESAILLV* ATTATGAAAC TCGTGGATAA 0 IQR 0 0 0 0 0

9939 4299 ao AN1831.1 52.m03902 AO070292000078 0 -156 -127 ATGTTTGAATCGGCCATCCTACTAGTTTAG ATGTTTGAATCGGCCATCCTACTAGTTTAG MFESAILLV* MFESAILLV* GTACCTCTCA TCGTGGATAA 0 IQR 0 0 0 0 0

9940 4299 ao AN1831.1 52.m03902 AO070292000078 0 -99 -25 ATGATAAACATATATATGAGTCCCCCAACATTCCAATCAAT
CGCTCTTACTCCCCCAGACACAATAATCCCCTAA

ATGATAAACATATATATGAGTCCCCCAACAT
TCCAATCAATCGCTCTTACTCCCCCAGACAC
AATAATCCCCTAA

MINIYMSPPTFQSIALTPP
DTIIP*

MINIYMSPPTFQSIAL
TPPDTIIP*

AAATCTCAGC AACACAACTC 0 IQR 0 0 0 0 0

9941 4299 ao AN1831.1 52.m03902 AO070292000078 0 -84 -25 ATGAGTCCCCCAACATTCCAATCAATCGCTCTTACTCCCC
CAGACACAATAATCCCCTAA

ATGAGTCCCCCAACATTCCAATCAATCGCTC
TTACTCCCCCAGACACAATAATCCCCTAA

MSPPTFQSIALTPPDTIIP* MSPPTFQSIALTPPD
TIIP*

AAACATATAT AACACAACTC 0 IQR 0 0 0 0 0

9942 4304 an AN8670.1 62.m03475 AO070315000087 0 -227 -207 ATGTTGGACACCTTGACTTGA ATGTTGGACACCTTGACTTGA MLDTLT* MLDTLT* AACAACGTGC CAACAGGGGC 0 Y 0 0 0 0 0
9943 4304 ao AN8670.1 62.m03475 AO070315000087 0 -158 -114 ATGTCTCCTGATCGGTTTGGAAAGTCTTATATGGCTGAGG

TCTAG
ATGTCTCCTGATCGGTTTGGAAAGTCTTATA
TGGCTGAGGTCTAG

MSPDRFGKSYMAEV* MSPDRFGKSYMAE
V*

GACATTTCAT TCGATTCCCT 0 Y 0 0 0 0 0

9944 4304 ao AN8670.1 62.m03475 AO070315000087 0 -128 -114 ATGGCTGAGGTCTAG ATGGCTGAGGTCTAG MAEV* MAEV* AAAGTCTTAT TCGATTCCCT 0 Y 0 0 0 0 0
9947 4306 af AN0944.1 70.m15576 AO070320000139 0 -214 -26 ATGGTGCTGTTAGTGGATGCTCAAAAAAATCAAGGAGACC

GAGCACATCCTCGCCATCTGATTGGTCCGTGCGAGAAAG
AATTTCTGCATCGGGACTTTTTCTGTTCACGGAGAACCCG
ACAACCATCGCAACAAAGAACAGCTTTAATCAGACCAGGC
GCGATCGCGTACATCGACCTATCTGCATAA

ATGGTGCTGTTAGTGGATGCTCAAAAAAATCAAGG
AGACCGAGCACATCCTCGCCATCTGATTGGTCCGT
GCGAGAAAGAATTTCTGCATCGGGACTTTTTCTGTT
CACGGAGAACCCGACAACCATCGCAACAAAGAAC
AGCTTTAATCAGACCAGGCGCGATCGCGTACATCG
ACCTATCTGCATAA

MVLLVDAQKNQGDRAHP
RHLIGPCEKEFLHRDFFC
SRRTRQPSQQRTALIRP
GAIAYIDLSA*

MVLLVDAQKNQGD
RAHPRHLIGPCEKE
FLHRDFFCSRRTRQ
PSQQRTALIRPGAIA
YIDLSA*

GTAGTCCTCT GCATTTACCA 0 A 0 0 0 0 0

9948 4306 af AN0944.1 70.m15576 AO070320000139 0 -198 -154 ATGCTCAAAAAAATCAAGGAGACCGAGCACATCCTCGCCA
TCTGA

ATGCTCAAAAAAATCAAGGAGACCGAGCACATCCT
CGCCATCTGA

MLKKIKETEHILAI* MLKKIKETEHILAI* CTGTTAGTGG TTGGTCCGTG 0 A 0 0 0 0 0

9945 4306 an AN0944.1 70.m15576 AO070320000139 0 -199 -146 ATGGCACGTTCCAGTTTGCCGTATACTGGCCGGTGTGGAA
TTGCGGCGACTTGA

ATGGCACGTTCCAGTTTGCCGTATACTGGCCGGT
GTGGAATTGCGGCGACTTGA

MARSSLPYTGRCGIAAT* MARSSLPYTGRCGIAAT
*

CGAGACCTTC TCGTTCCGCG 0 A 0 0 0 0 0

9946 4306 an AN0944.1 70.m15576 AO070320000139 0 -75 -61 ATGCCAACAACTTAA ATGCCAACAACTTAA MPTT* MPTT* AAGTTTCCAA TCAAGCCTTA 0 A 0 0 0 0 0
9949 4306 ao AN0944.1 70.m15576 AO070320000139 0 -220 -149 ATGCTAGCAGCTTTTTTGTGGAGTCCATGTTTAAGGTACGA

TACCGTAACAGATGGAGAAACACAACGCTGA
ATGCTAGCAGCTTTTTTGTGGAGTCCATGTT
TAAGGTACGATACCGTAACAGATGGAGAAA
CACAACGCTGA

MLAAFLWSPCLRYDTVT
DGETQR*

MLAAFLWSPCLRYD
TVTDGETQR*

AATCAATTAA TTGGCCCGTG 0 A 0 0 0 0 0

9950 4306 ao AN0944.1 70.m15576 AO070320000139 0 -194 -63 ATGTTTAAGGTACGATACCGTAACAGATGGAGAAACACAA
CGCTGATTGGCCCGTGCGGGAAAGAATTTCTGCTTTCCAA
CTTTTTTTTTATACCGTGTATCCAACCACCACCACACCTTTA
TAACCTGTAA

ATGTTTAAGGTACGATACCGTAACAGATGGA
GAAACACAACGCTGATTGGCCCGTGCGGG
AAAGAATTTCTGCTTTCCAACTTTTTTTTTATA
CCGTGTATCCAACCACCACCACACCTTTATA
ACCTGTAA

MFKVRYRNRWRNTTLIG
PCGKEFLLSNFFFIPCIQP
PPHLYNL*

MFKVRYRNRWRNT
TLIGPCGKEFLLSNF
FFIPCIQPPPHLYNL*

TGTGGAGTCC ACCCGTCGCA 0 A 0 0 0 0 0

9951 4306 ao AN0944.1 70.m15576 AO070320000139 0 -168 -70 ATGGAGAAACACAACGCTGATTGGCCCGTGCGGGAAAGA
ATTTCTGCTTTCCAACTTTTTTTTTATACCGTGTATCCAACC
ACCACCACACCTTTATAA

ATGGAGAAACACAACGCTGATTGGCCCGTG
CGGGAAAGAATTTCTGCTTTCCAACTTTTTTT
TTATACCGTGTATCCAACCACCACCACACCT
TTATAA

MEKHNADWPVRERISAF
QLFFYTVYPTTTTPL*

MEKHNADWPVRERI
SAFQLFFYTVYPTTT
TPL*

ACCGTAACAG CCTGTAAACC 0 A 0 0 0 0 0

9952 4307 af AN0956.1 70.m15605 AO070320000158 0 -251 -180 ATGGCAATGGCGACTGGAATGATGGTTAGAGATAAGATAA
GACTCGCTCTGTTGTTTTTCCGTTCCGGATAA

ATGGCAATGGCGACTGGAATGATGGTTAGAGATAA
GATAAGACTCGCTCTGTTGTTTTTCCGTTCCGGATA
A

MAMATGMMVRDKIRLAL
LFFRSG*

MAMATGMMVRDKI
RLALLFFRSG*

ATCTGTACTC TCGCCGCTGA 0 J 0 MG08825.1 NCU00065.1 0 0

9953 4307 af AN0956.1 70.m15605 AO070320000158 0 -245 -180 ATGGCGACTGGAATGATGGTTAGAGATAAGATAAGACTCG
CTCTGTTGTTTTTCCGTTCCGGATAA

ATGGCGACTGGAATGATGGTTAGAGATAAGATAAG
ACTCGCTCTGTTGTTTTTCCGTTCCGGATAA

MATGMMVRDKIRLALLFF
RSG*

MATGMMVRDKIRLA
LLFFRSG*

ACTCATGGCA TCGCCGCTGA 0 J 0 MG08825.1 NCU00065.1 0 0

9954 4307 af AN0956.1 70.m15605 AO070320000158 0 -233 -180 ATGATGGTTAGAGATAAGATAAGACTCGCTCTGTTGTTTTT
CCGTTCCGGATAA

ATGATGGTTAGAGATAAGATAAGACTCGCTCTGTT
GTTTTTCCGTTCCGGATAA

MMVRDKIRLALLFFRSG* MMVRDKIRLALLFF
RSG*

GGCGACTGGA TCGCCGCTGA 0 J 0 MG08825.1 NCU00065.1 0 0

9955 4307 af AN0956.1 70.m15605 AO070320000158 0 -230 -180 ATGGTTAGAGATAAGATAAGACTCGCTCTGTTGTTTTTCCG
TTCCGGATAA

ATGGTTAGAGATAAGATAAGACTCGCTCTGTTGTTT
TTCCGTTCCGGATAA

MVRDKIRLALLFFRSG* MVRDKIRLALLFFRS
G*

GACTGGAATG TCGCCGCTGA 0 J 0 MG08825.1 NCU00065.1 0 0

9956 4307 ao AN0956.1 70.m15605 AO070320000158 0 -149 -117 ATGCGAATAATCCGGGGAATAATTTCAAGCTGA ATGCGAATAATCCGGGGAATAATTTCAAGCT
GA

MRIIRGIISS* MRIIRGIISS* GTTGCCCGCA TAACACTCTC 0 J 0 MG08825.1 NCU00065.1 0 0

9968 4309 af AN1773.1 69.m15063 AO070324000031 0 -238 -209 ATGCCTCTTGCTGACCGACAGAGTTTCTAG ATGCCTCTTGCTGACCGACAGAGTTTCTAG MPLADRQSF* MPLADRQSF* TGGCGCATAT CAAACATAGT 0 R 0 0 0 0 0
9967 4309 an AN1773.1 69.m15063 AO070324000031 0 -188 -171 ATGATCGTGTTTGGATAG ATGATCGTGTTTGGATAG MIVFG* MIVFG* GAATTTGTCG ATAGAGCTGA 0 R 0 0 0 0 0
9970 4311 an AN4925.1 59.m08827 AO070338000018 0 -105 -76 ATGCTAGTCGTTCCTTTCCCCAGATCATGA ATGCTAGTCGTTCCTTTCCCCAGATCATGA MLVVPFPRS* MLVVPFPRS* GAGCATGTCT TCCCGTTGCG 0 OPR 0 0 0 0 0
9969 4311 conserved AN4925.1 59.m08827 AO070338000018 0 -111 -76 -108 -70 -108 -70 ATGTykvysvywrTCryTCCTTTyyCmwsmwsATsATGA ATGTCTATGCTAGTCGTTCCTTTCCCCAGATCAT

GA
ATGTCGCTCACTGTCGCTCCTTTCTCATCCAGATCA
TGA

ATGTTTGCGGCTATCACTCCTTTTTCATCCA
GATCATGA

MsmlvvPFprs* MSMLVVPFPRS* MSLTVAPFSSRS* MFAAITPFSSRS* vwCwGGGAGy TCCCGyTkms 0 OPR 0 0 0 0 0

9973 4315 af AN5667.1 58.m07309 AO070342000259 0 -190 -167 ATGCAGATCGTCGCTGATATATAG ATGCAGATCGTCGCTGATATATAG MQIVADI* MQIVADI* ACTGCAGTCC TCTCTTGGCG 0 S 0 0 0 0 0
9971 4315 an AN5667.1 58.m07309 AO070342000259 0 -179 -99 ATGCCTAATGGATTACGTCTTGGCGGACTCTCCACAGCGA

TCCGTCTGCTCCGTTCGCGCCCACGCCTCATTCGCGGCT
GA

ATGCCTAATGGATTACGTCTTGGCGGACTCTCCA
CAGCGATCCGTCTGCTCCGTTCGCGCCCACGCC
TCATTCGCGGCTGA

MPNGLRLGGLSTAIRLLR
SRPRLIRG*

MPNGLRLGGLSTAIRLL
RSRPRLIRG*

GGTAATCGCG TTGACTTATT 0 S 0 0 0 0 0

9972 4315 an AN5667.1 58.m07309 AO070342000259 0 -172 -95 ATGGATTACGTCTTGGCGGACTCTCCACAGCGATCCGTCT
GCTCCGTTCGCGCCCACGCCTCATTCGCGGCTGATTGA

ATGGATTACGTCTTGGCGGACTCTCCACAGCGAT
CCGTCTGCTCCGTTCGCGCCCACGCCTCATTCG
CGGCTGATTGA

MDYVLADSPQRSVCSVR
AHASFAAD*

MDYVLADSPQRSVCSV
RAHASFAAD*

GCGATGCCTA CTTATTTATC 0 S 0 0 0 0 0

9974 4315 ao AN5667.1 58.m07309 AO070342000259 0 -200 -189 ATGGCAGAGTGA ATGGCAGAGTGA MAE* MAE* CCGACCCGCG TTTTCGTCTT 0 S 0 0 0 0 0
9976 4316 af AN4350.1 58.m07970 AO070240000028 0 -103 -77 ATGATACCATCTTATCGTTCTGTCTGA ATGATACCATCTTATCGTTCTGTCTGA MIPSYRSV* MIPSYRSV* ATTCTCATGA GACTCCACTG 0 E 0 0 0 0 0
9975 4316 an AN4350.1 58.m07970 AO070240000028 0 -142 -74 ATGCGACTCGCTTCGGTCCCCAAATTATCCGTCCTCTTAA

ATCGCTGCGTTACTGATTCCCGTATCTGA
ATGCGACTCGCTTCGGTCCCCAAATTATCCGTCC
TCTTAAATCGCTGCGTTACTGATTCCCGTATCTGA

MRLASVPKLSVLLNRCVT
DSRI*

MRLASVPKLSVLLNRCV
TDSRI*

TTGATAAAGG CATTGACGTC 0 E 0 0 0 0 0

9977 4316 ao AN4350.1 58.m07970 AO070240000028 0 -171 -145 ATGTTTCTTCAAGCGTCTCATTCTTGA ATGTTTCTTCAAGCGTCTCATTCTTGA MFLQASHS* MFLQASHS* GTGGATGTGA TCTCAGTGCT 0 E 0 0 0 0 0
9980 4317 af AN4637.1 57.m05548 AO070248000017 0 -154 -107 ATGAGCCCCGGCTCTATCCCCCTTGATCGACCTTGTGATT

GGTCATAA
ATGAGCCCCGGCTCTATCCCCCTTGATCGACCTTG
TGATTGGTCATAA

MSPGSIPLDRPCDWS* MSPGSIPLDRPCDW
S*

ATTATCCTCG AACAGCAGCC 0 O 0 0 0 0 0

9978 4317 an AN4637.1 57.m05548 AO070248000017 0 -133 -116 ATGAGTCCGCTCCTATGA ATGAGTCCGCTCCTATGA MSPLL* MSPLL* CCTCCCCTCA CGGACACACG 0 O 0 0 0 0 0
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9979 4317 an AN4637.1 57.m05548 AO070248000017 0 -119 -87 ATGACGGACACACGACCCTCGGACTGTTCTTGA ATGACGGACACACGACCCTCGGACTGTTCTTGA MTDTRPSDCS* MTDTRPSDCS* GTCCGCTCCT CTGACAGTGT 0 O 0 0 0 0 0

9981 4317 ao AN4637.1 57.m05548 AO070248000017 0 -175 -128 ATGAGTGCCCGCTTTATCCTCCTTCGACGACCGTCCGATT
GGTCATAG

ATGAGTGCCCGCTTTATCCTCCTTCGACGA
CCGTCCGATTGGTCATAG

MSARFILLRRPSDWS* MSARFILLRRPSDW
S*

TCCCCTCTCG CTCTCAGTCA 0 O 0 0 0 0 0

9982 4319 an AN5768.1 69.m14831 AO070249000004 0 -171 -151 ATGGTGCACCAGCATACGTAA ATGGTGCACCAGCATACGTAA MVHQHT* MVHQHT* ATACCTACCC TACCCCAGCG 0  FG07425.1 MG07482.1 0 0 0
9983 4319 an AN5768.1 69.m14831 AO070249000004 0 -123 -25 ATGATTGTCCTCCTTACTGAAGTCCCTACGATCTCCGCGTT

CGACCTCTCCACCACACAATATTCTTTTCCACCCACCGTG
CGCAATCGTAGGTGGTAG

ATGATTGTCCTCCTTACTGAAGTCCCTACGATCT
CCGCGTTCGACCTCTCCACCACACAATATTCTTT
TCCACCCACCGTGCGCAATCGTAGGTGGTAG

MIVLLTEVPTISAFDLSTT
QYSFPPTVRNRRW*

MIVLLTEVPTISAFDLSTT
QYSFPPTVRNRRW*

TTTTTATACT GCGCAGTTTC 0  FG07425.1 MG07482.1 0 0 0

9984 4319 ao AN5768.1 69.m14831 AO070249000004 0 -235 -188 ATGAATTGTTTTGCCTCCCTGCTGAATTGCTACTTTTTATTT
TTTTAA

ATGAATTGTTTTGCCTCCCTGCTGAATTGCT
ACTTTTTATTTTTTTAA

MNCFASLLNCYFLFF* MNCFASLLNCYFLF
F*

TGCCACTTAC AATTTATTTA 0  FG07425.1 MG07482.1 0 0 0

9986 4320 af AN4378.1 58.m08998 AO070261000021 0 -157 -95 ATGGGGTCGTTTTGCAGTCGAGAATTGAATATATATCCTCC
ATCTGGGAGCTTAGTTCTATAG

ATGGGGTCGTTTTGCAGTCGAGAATTGAATATATAT
CCTCCATCTGGGAGCTTAGTTCTATAG

MGSFCSRELNIYPPSGSL
VL*

MGSFCSRELNIYPP
SGSLVL*

TTCGGTGACA ATCACTTTTG 0 G 0 0 0 0 0

9987 4320 ao AN4378.1 58.m08998 AO070261000021 0 -194 -156 ATGTCGTCGTCCTTCCTTCGATCCTTCCGCATTCGGTGA ATGTCGTCGTCCTTCCTTCGATCCTTCCGCA
TTCGGTGA

MSSSFLRSFRIR* MSSSFLRSFRIR* GTCATCGGGG CCATGGAGCC 0 G 0 0 0 0 0

9988 4320 ao AN4378.1 58.m08998 AO070261000021 0 -153 -76 ATGGAGCCGTTTCACTCTCGAGAATCAACGCTTACATCTC
TATCGGATTCTCTCGCGATAAGTTTTGAATGGTCGTGA

ATGGAGCCGTTTCACTCTCGAGAATCAACG
CTTACATCTCTATCGGATTCTCTCGCGATAA
GTTTTGAATGGTCGTGA

MEPFHSRESTLTSLSDSL
AISFEWS*

MEPFHSRESTLTSL
SDSLAISFEWS*

TTCGGTGACC GCGCTCCTGG 0 G 0 0 0 0 0

9989 4320 ao AN4378.1 58.m08998 AO070261000021 0 -85 -23 ATGGTCGTGAGCGCTCCTGGGTTGTTACTCTGCGATCTCC
GAAGTTCACACGAGACTACGTGA

ATGGTCGTGAGCGCTCCTGGGTTGTTACTC
TGCGATCTCCGAAGTTCACACGAGACTACG
TGA

MVVSAPGLLLCDLRSSH
ETT*

MVVSAPGLLLCDLR
SSHETT*

TAAGTTTTGA GCTGTGGTCG 0 G 0 0 0 0 0

9990 4321 ao AN1089.1 70.m15143 AO070285000061 0 -232 -164 ATGTCCTTTTTTCACCTTCAATCCGGTGTTTCTCTTTCTTTT
AGCCCTGCTTCGCTTCCTTTCTTTTGA

ATGTCCTTTTTTCACCTTCAATCCGGTGTTTC
TCTTTCTTTTAGCCCTGCTTCGCTTCCTTTCT
TTTGA

MSFFHLQSGVSLSFSPA
SLPFF*

MSFFHLQSGVSLSF
SPASLPFF*

CGTTCCTTTT AACTGCTTCT 0 R 0 0 0 0 0

9991 4321 ao AN1089.1 70.m15143 AO070285000061 0 -75 -49 ATGATCCGAAATTGTTTCTTCGTTTGA ATGATCCGAAATTGTTTCTTCGTTTGA MIRNCFFV* MIRNCFFV* TGAGACGTCG AAAATAAAAA 0 R 0 0 0 0 0
9993 4322 af AN4959.1 59.m08864 AO070288000021 0 -181 -170 ATGTTGCCATGA ATGTTGCCATGA MLP* MLP* CGAGAGATAG CCAGCAGTGA 0 D 0 0 0 0 0
9994 4322 af AN4959.1 59.m08864 AO070288000021 0 -173 -105 ATGACCAGCAGTGAGTGTATATCTTGTTTGTTTACGAGGAA

TTATTCCCTACTTGCAACAGCCAACTAA
ATGACCAGCAGTGAGTGTATATCTTGTTTGTTTACG
AGGAATTATTCCCTACTTGCAACAGCCAACTAA

MTSSECISCLFTRNYSLL
ATAN*

MTSSECISCLFTRNY
SLLATAN*

AGATGTTGCC CCCAAACTCA 0 D 0 0 0 0 0

9995 4322 af AN4959.1 59.m08864 AO070288000021 0 -67 -47 ATGGCCGCCGAAATCTCCTAG ATGGCCGCCGAAATCTCCTAG MAAEIS* MAAEIS* TTGAGACCTC GGAGGTACTT 0 D 0 0 0 0 0
9992 4322 an AN4959.1 59.m08864 AO070288000021 0 -145 -134 ATGGACCAGTGA ATGGACCAGTGA MDQ* MDQ* TGAACGTTGG GTCGCGGCCT 0 D 0 0 0 0 0
9996 4322 ao AN4959.1 59.m08864 AO070288000021 0 -152 -102 ATGACCAGCAGTGAGTACGAAAAACTTCCTCATCCCTTCC

GCGGACATTGA
ATGACCAGCAGTGAGTACGAAAAACTTCCT
CATCCCTTCCGCGGACATTGA

MTSSEYEKLPHPFRGH* MTSSEYEKLPHPFR
GH*

ACATAGACCG CTGACGAAAC 0 D 0 0 0 0 0

9997 4322 ao AN4959.1 59.m08864 AO070288000021 0 -67 -23 ATGGCCCCCCAAGTCCCCCAGGGAAGCGCTGCTGAGCTC
TCCTAG

ATGGCCCCCCAAGTCCCCCAGGGAAGCGC
TGCTGAGCTCTCCTAG

MAPQVPQGSAAELS* MAPQVPQGSAAEL
S*

TCGACATCTC CGGTCGAAAA 0 D 0 0 0 0 0

9999 4323 af AN2057.1 58.m07659 AO070292000042 0 -204 -85 ATGAATGAATCTGGCACGTCGGAAGTGATAGTGACCTTGA
TGACGGGGGCGGCATGGTCACGTGATCAATTGGATTTTC
CGGGCCGAAGCTCGACTTTCTTTTTCATGAGTACCGGTTG
A

ATGAATGAATCTGGCACGTCGGAAGTGATAGTGAC
CTTGATGACGGGGGCGGCATGGTCACGTGATCAA
TTGGATTTTCCGGGCCGAAGCTCGACTTTCTTTTTC
ATGAGTACCGGTTGA

MNESGTSEVIVTLMTGAA
WSRDQLDFPGRSSTFFF
MSTG*

MNESGTSEVIVTLM
TGAAWSRDQLDFP
GRSSTFFFMSTG*

TATTTTGTCA TCGCGTTGTT 0 J 0 MG06378.1 0 YGL068W 0

10000 4323 af AN2057.1 58.m07659 AO070292000042 0 -200 -177 ATGAATCTGGCACGTCGGAAGTGA ATGAATCTGGCACGTCGGAAGTGA MNLARRK* MNLARRK* TTGTCAATGA TAGTGACCTT 0 J 0 MG06378.1 0 YGL068W 0
10001 4323 af AN2057.1 58.m07659 AO070292000042 0 -165 -85 ATGACGGGGGCGGCATGGTCACGTGATCAATTGGATTTTC

CGGGCCGAAGCTCGACTTTCTTTTTCATGAGTACCGGTTG
A

ATGACGGGGGCGGCATGGTCACGTGATCAATTGG
ATTTTCCGGGCCGAAGCTCGACTTTCTTTTTCATGA
GTACCGGTTGA

MTGAAWSRDQLDFPGR
SSTFFFMSTG*

MTGAAWSRDQLDF
PGRSSTFFFMSTG*

AGTGACCTTG TCGCGTTGTT 0 J 0 MG06378.1 0 YGL068W 0

10002 4323 af AN2057.1 58.m07659 AO070292000042 0 -151 -140 ATGGTCACGTGA ATGGTCACGTGA MVT* MVT* CGGGGGCGGC TCAATTGGAT 0 J 0 MG06378.1 0 YGL068W 0
10003 4323 af AN2057.1 58.m07659 AO070292000042 0 -99 -85 ATGAGTACCGGTTGA ATGAGTACCGGTTGA MSTG* MSTG* TTTCTTTTTC TCGCGTTGTT 0 J 0 MG06378.1 0 YGL068W 0
9998 4323 an AN2057.1 58.m07659 AO070292000042 0 -213 -148 ATGATTGTACCATATATCCTAAAGTCTGATCGAGCCGTAGA

TAGAACCTGGTGTTGTGTCACGTGA
ATGATTGTACCATATATCCTAAAGTCTGATCGAGC
CGTAGATAGAACCTGGTGTTGTGTCACGTGA

MIVPYILKSDRAVDRTWC
CVT*

MIVPYILKSDRAVDRTW
CCVT*

AATCGTCAGC CGGTACCAGA 0 J 0 MG06378.1 0 YGL068W 0

10004 4323 ao AN2057.1 58.m07659 AO070292000042 0 -270 -229 ATGGTGTTTTATTTTTTATATATTTGTCTACCTTTATATTGA ATGGTGTTTTATTTTTTATATATTTGTCTACCT
TTATATTGA

MVFYFLYICLPLY* MVFYFLYICLPLY* AGTATGAACT CCAGAAACTG 0 J 0 MG06378.1 0 YGL068W 0

10008 4327 an AN6228.1 72.m19426 AO070304000079 0 -183 -112 ATGTGGATTCCTTGTCCTTTCCTTTCCTCGTCCGCCACAAG
TGGTGGTAACACTCGCACATTTGGTCCGTGA

ATGTGGATTCCTTGTCCTTTCCTTTCCTCGTCCG
CCACAAGTGGTGGTAACACTCGCACATTTGGTCC
GTGA

MWIPCPFLSSSATSGGN
TRTFGP*

MWIPCPFLSSSATSGGN
TRTFGP*

AACCAGCTAC CAGTCTCTAA 0 R 0 0 0 0 0

10009 4327 ao AN6228.1 72.m19426 AO070304000079 0 -217 -179 ATGCTCTTTTTCCCTCTCGCTCTAAAAACCCATAGCTGA ATGCTCTTTTTCCCTCTCGCTCTAAAAACCC
ATAGCTGA

MLFFPLALKTHS* MLFFPLALKTHS* TCATTCACGG TCTTTCCCCC 0 R 0 0 0 0 0

10012 4329 af AN3377.1 66.m04648 AO070317000062 0 -231 -166 ATGATCATTTGGAGTAGCGATGGAATGCTTGCGGGCACTG
TTCAGGTCAGCTTGGCAAGGATCTGA

ATGATCATTTGGAGTAGCGATGGAATGCTTGCGGG
CACTGTTCAGGTCAGCTTGGCAAGGATCTGA

MIIWSSDGMLAGTVQVSL
ARI*

MIIWSSDGMLAGTV
QVSLARI*

CGTCCGGGAC TGATAATCAT 0  0 0 0 0 0

10013 4329 af AN3377.1 66.m04648 AO070317000062 0 -212 -93 ATGGAATGCTTGCGGGCACTGTTCAGGTCAGCTTGGCAA
GGATCTGATGATAATCATGAGGTTACTTTCAACCTGCTGG
ACAGGCCCAACCGCATGCGACTCTTCTCTCCAAGGTATTA
A

ATGGAATGCTTGCGGGCACTGTTCAGGTCAGCTTG
GCAAGGATCTGATGATAATCATGAGGTTACTTTCAA
CCTGCTGGACAGGCCCAACCGCATGCGACTCTTC
TCTCCAAGGTATTAA

MECLRALFRSAWQGSD
DNHEVTFNLLDRPNRMR
LFSPRY*

MECLRALFRSAWQ
GSDDNHEVTFNLLD
RPNRMRLFSPRY*

TGGAGTAGCG AGGTATTAAA 0  0 0 0 0 0

10014 4329 af AN3377.1 66.m04648 AO070317000062 0 -207 -166 ATGCTTGCGGGCACTGTTCAGGTCAGCTTGGCAAGGATCT
GA

ATGCTTGCGGGCACTGTTCAGGTCAGCTTGGCAA
GGATCTGA

MLAGTVQVSLARI* MLAGTVQVSLARI* TAGCGATGGA TGATAATCAT 0  0 0 0 0 0

10015 4329 af AN3377.1 66.m04648 AO070317000062 0 -119 -93 ATGCGACTCTTCTCTCCAAGGTATTAA ATGCGACTCTTCTCTCCAAGGTATTAA MRLFSPRY* MRLFSPRY* GCCCAACCGC AGGTATTAAA 0  0 0 0 0 0
10010 4329 an AN3377.1 66.m04648 AO070317000062 0 -196 -152 ATGGAGAGGACGAGGGGACTGCTAATGGCTTGTCAAATAT

TTTAA
ATGGAGAGGACGAGGGGACTGCTAATGGCTTGT
CAAATATTTTAA

MERTRGLLMACQIF* MERTRGLLMACQIF* GGGATTGAAA ACTGGCGTAG 0  0 0 0 0 0

10011 4329 an AN3377.1 66.m04648 AO070317000062 0 -172 -152 ATGGCTTGTCAAATATTTTAA ATGGCTTGTCAAATATTTTAA MACQIF* MACQIF* GGGACTGCTA ACTGGCGTAG 0  0 0 0 0 0
10017 4329 ao AN3377.1 66.m04648 AO070317000062 0 -248 -156 ATGCGAAACTCCATGTGCCATGATTCTCCACAACCCGACC

CGATGGCCATGCCTCGTGCAACTCTAAGATCAGGACGAG
ATCAGGAGATATAG

ATGCGAAACTCCATGTGCCATGATTCTCCAC
AACCCGACCCGATGGCCATGCCTCGTGCAA
CTCTAAGATCAGGACGAGATCAGGAGATAT
AG

MRNSMCHDSPQPDPMA
MPRATLRSGRDQEI*

MRNSMCHDSPQPD
PMAMPRATLRSGR
DQEI*

GAAGCGACAG CTGCCCAGAT 0  0 0 0 0 0

10018 4329 ao AN3377.1 66.m04648 AO070317000062 0 -236 -156 ATGTGCCATGATTCTCCACAACCCGACCCGATGGCCATGC
CTCGTGCAACTCTAAGATCAGGACGAGATCAGGAGATATA
G

ATGTGCCATGATTCTCCACAACCCGACCCG
ATGGCCATGCCTCGTGCAACTCTAAGATCA
GGACGAGATCAGGAGATATAG

MCHDSPQPDPMAMPRA
TLRSGRDQEI*

MCHDSPQPDPMAM
PRATLRSGRDQEI*

GCGAAACTCC CTGCCCAGAT 0  0 0 0 0 0

10019 4329 ao AN3377.1 66.m04648 AO070317000062 0 -229 -182 ATGATTCTCCACAACCCGACCCGATGGCCATGCCTCGTGC
AACTCTAA

ATGATTCTCCACAACCCGACCCGATGGCCA
TGCCTCGTGCAACTCTAA

MILHNPTRWPCLVQL* MILHNPTRWPCLVQ
L*

TCCATGTGCC GATCAGGACG 0  0 0 0 0 0

10020 4329 ao AN3377.1 66.m04648 AO070317000062 0 -206 -156 ATGGCCATGCCTCGTGCAACTCTAAGATCAGGACGAGATC
AGGAGATATAG

ATGGCCATGCCTCGTGCAACTCTAAGATCA
GGACGAGATCAGGAGATATAG

MAMPRATLRSGRDQEI* MAMPRATLRSGRD
QEI*

ACCCGACCCG CTGCCCAGAT 0  0 0 0 0 0

10021 4329 ao AN3377.1 66.m04648 AO070317000062 0 -200 -156 ATGCCTCGTGCAACTCTAAGATCAGGACGAGATCAGGAGA
TATAG

ATGCCTCGTGCAACTCTAAGATCAGGACGA
GATCAGGAGATATAG

MPRATLRSGRDQEI* MPRATLRSGRDQEI
*

CCCGATGGCC CTGCCCAGAT 0  0 0 0 0 0

10022 4332 ao AN4519.1 57.m05609 AO070321000125 0 -251 -228 ATGAAAGAAGGAAGACTGAAATAG ATGAAAGAAGGAAGACTGAAATAG MKEGRLK* MKEGRLK* ATACAGGGCA GCAATATCGC 0 RP 0 0 0 0 0
10023 4332 ao AN4519.1 57.m05609 AO070321000125 0 -169 -59 ATGCTTTTTTTGGGTGAGCGTCTGCCAAGAATCAGGGTGG

AGCAGCGGAACAGGAAAGGTTCCGCCTTATCAGCTCTGC
CGCCTAGTAAGACTACTGGTTGTATATCTTAG

ATGCTTTTTTTGGGTGAGCGTCTGCCAAGAA
TCAGGGTGGAGCAGCGGAACAGGAAAGGT
TCCGCCTTATCAGCTCTGCCGCCTAGTAAG
ACTACTGGTTGTATATCTTAG

MLFLGERLPRIRVEQRNR
KGSALSALPPSKTTGCIS*

MLFLGERLPRIRVE
QRNRKGSALSALPP
SKTTGCIS*

CTCTGGTCTG GACCACAGCT 0 RP 0 0 0 0 0

10024 4333 af AN6591.1 62.m03207 AO070326000039 0 -241 -224 ATGCTGACCGCCTTGTAG ATGCTGACCGCCTTGTAG MLTAL* MLTAL* CCCGCCATCA ATTCCCAAAG 0 YU 0 0 0 0 0
10028 4334 af AN6615.1 62.m03212 AO070326000064 0 -245 -186 ATGCCTTCTACATACCATGGATATCCAGTCATGAGTCCACA

ACTAGGTTCTGTCTTGTAA
ATGCCTTCTACATACCATGGATATCCAGTCATGAGT
CCACAACTAGGTTCTGTCTTGTAA

MPSTYHGYPVMSPQLGS
VL*

MPSTYHGYPVMSP
QLGSVL*

TCAAAGCTTC TATTCTCTTC 0 K 0 0 0 0 0

10029 4334 af AN6615.1 62.m03212 AO070326000064 0 -229 -212 ATGGATATCCAGTCATGA ATGGATATCCAGTCATGA MDIQS* MDIQS* TCTACATACC GTCCACAACT 0 K 0 0 0 0 0
10030 4334 af AN6615.1 62.m03212 AO070326000064 0 -215 -186 ATGAGTCCACAACTAGGTTCTGTCTTGTAA ATGAGTCCACAACTAGGTTCTGTCTTGTAA MSPQLGSVL* MSPQLGSVL* ATATCCAGTC TATTCTCTTC 0 K 0 0 0 0 0
10025 4334 an AN6615.1 62.m03212 AO070326000064 0 -229 -143 ATGCCTACACCCGCTCCTTTCTCATTTCCTCCTTACCTTAT

TTCATTTCATGCGCCGAAACACACGCATTCCCGTACGCCT
ATCTAA

ATGCCTACACCCGCTCCTTTCTCATTTCCTCCTTA
CCTTATTTCATTTCATGCGCCGAAACACACGCATT
CCCGTACGCCTATCTAA

MPTPAPFSFPPYLISFHA
PKHTHSRTPI*

MPTPAPFSFPPYLISFHA
PKHTHSRTPI*

TGGATCGTGT GCTACAGGTG 0 K 0 0 0 0 0

10026 4334 an AN6615.1 62.m03212 AO070326000064 0 -180 -115 ATGCGCCGAAACACACGCATTCCCGTACGCCTATCTAAGC
TACAGGTGAGCGTGCAAGCCACTTAG

ATGCGCCGAAACACACGCATTCCCGTACGCCTAT
CTAAGCTACAGGTGAGCGTGCAAGCCACTTAG

MRRNTRIPVRLSKLQVSV
QAT*

MRRNTRIPVRLSKLQVS
VQAT*

ATTTCATTTC GTCCCTAACC 0 K 0 0 0 0 0

10027 4334 an AN6615.1 62.m03212 AO070326000064 0 -65 -12 ATGATTGTGTTCAGTCCGCGTCTGGCTGACAAACGGTGTG
GTTTGAAGGCCTAG

ATGATTGTGTTCAGTCCGCGTCTGGCTGACAAAC
GGTGTGGTTTGAAGGCCTAG

MIVFSPRLADKRCGLKA* MIVFSPRLADKRCGLKA* ACACCGTGTC TTATCTCCGA 0 K 0 0 0 0 0

10031 4334 ao AN6615.1 62.m03212 AO070326000064 0 -224 -213 ATGCAGCCATGA ATGCAGCCATGA MQP* MQP* CTTCCTGGAT GTCTTTGTTT 0 K 0 0 0 0 0
10032 4334 ao AN6615.1 62.m03212 AO070326000064 0 -216 -196 ATGAGTCTTTGTTTTTTCTAA ATGAGTCTTTGTTTTTTCTAA MSLCFF* MSLCFF* ATATGCAGCC TTTCTTGTGA 0 K 0 0 0 0 0
10033 4334 ao AN6615.1 62.m03212 AO070326000064 0 -141 -130 ATGTGTTACTAA ATGTGTTACTAA MCY* MCY* TTCTTATTTC TTAAATAATT 0 K 0 0 0 0 0
10036 4336 af AN1116.1 70.m15119 AO070331000108 0 -71 -33 ATGCTCCGTTCCTACACTGATGCCCCACTTCGATCCTGA ATGCTCCGTTCCTACACTGATGCCCCACTTCGATC

CTGA
MLRSYTDAPLRS* MLRSYTDAPLRS* TTGCCGAGGT CGAGCTGACA 0 K 0 0 0 0 0

10037 4336 ao AN1116.1 70.m15119 AO070331000108 0 -76 -50 ATGCTTAGCCCCCGCAAGAGTCAATAA ATGCTTAGCCCCCGCAAGAGTCAATAA MLSPRKSQ* MLSPRKSQ* CTTTAAGCGT TTTATCGTGG 0 K 0 0 0 0 0
10038 4337 an AN2983.1 59.m09031 AO070337000139 0 -187 -125 ATGTCTAATCTGATCTGTGCACCCGTTTACCACGCCGACA

TTACCGCGCAGCTCCCTCTGTGA
ATGTCTAATCTGATCTGTGCACCCGTTTACCACG
CCGACATTACCGCGCAGCTCCCTCTGTGA

MSNLICAPVYHADITAQLP
L*

MSNLICAPVYHADITAQL
PL*

TCTTCTTTGT TCCCGGCTTG 0 Y 0 0 0 0 0

10048 4342 an AN7572.1 72.m19591 AO070343000419 0 -164 -144 ATGCAGCGAATGAATCCGTAG ATGCAGCGAATGAATCCGTAG MQRMNP* MQRMNP* TGGCCGGTTA CCAACCAACG 0 R 0 0 0 0 0
10046 4342 conserved AN7572.1 72.m19591 AO070343000419 0 -175 -164 -191 -180 -181 -170 ATGGCCsGTTrr ATGGCCGGTTAA ATGGCCCGTTAG ATGGCCCGTTGA MAg* MAG* MAR* MAR* CrryyymGCC TsywGCGrAT 0 R 0 0 0 0 0

10047 4342 conserved AN7572.1 72.m19591 AO070343000419 0 -155 -144 -171 -160 -161 -150 ATGmATyCrTAr ATGAATCCGTAG ATGCATTCATAA ATGAATCCATAA Mnp* MNP* MHS* MNP* rrTsywGCGr Cmhmvywhsd 0 R 0 0 0 0 0

10049 4343 af AN9509.1 72.m19475 AO070241000002 0 -133 -119 ATGCTAATTGCCTAA ATGCTAATTGCCTAA MLIA* MLIA* TAAGCACAGT TTTGAACAAT 0 D 0 0 0 0 0
10050 4343 ao AN9509.1 72.m19475 AO070241000002 0 -157 -146 ATGGTCGCATGA ATGGTCGCATGA MVA* MVA* AACTTGTCGC CTGCTGACGG 0 D 0 0 0 0 0
10051 4343 ao AN9509.1 72.m19475 AO070241000002 0 -149 -132 ATGACTGCTGACGGATAA ATGACTGCTGACGGATAA MTADG* MTADG* GCATGGTCGC TTTATTTTTT 0 D 0 0 0 0 0
10053 4347 af AN1095.1 70.m15135 AO070285000047 0 -108 -55 ATGCCCGGTCCGACATTTCTCCACATCCGCATCCCGAAGA

TCTTTGTCCCGTAA
ATGCCCGGTCCGACATTTCTCCACATCCGCATCCC
GAAGATCTTTGTCCCGTAA

MPGPTFLHIRIPKIFVP* MPGPTFLHIRIPKIFV
P*

GAGGAAAACG TATCAATTCG 0 J 0 0 0 0 0

10052 4347 an AN1095.1 70.m15135 AO070285000047 0 -235 -215 ATGAGGCATACAATCAACTAA ATGAGGCATACAATCAACTAA MRHTIN* MRHTIN* AATTCATTGA AAGATTGATC 0 J 0 0 0 0 0
10054 4347 ao AN1095.1 70.m15135 AO070285000047 0 -184 -173 ATGATATTTTAA ATGATATTTTAA MIF* MIF* CACAGAAGTT AAATTAGGAC 0 J 0 0 0 0 0
10058 4348 af AN8783.1 71.m15597 AO070289000008 0 -174 -157 ATGCCTCCGTGGGAGTAG ATGCCTCCGTGGGAGTAG MPPWE* MPPWE* CGACGGCGCT TGTGTTTTGG 0 D FG05504.1 0 0 0 0
10059 4348 af AN8783.1 71.m15597 AO070289000008 0 -85 -56 ATGAGCTCCGCAGCCTCAATGCGTCTATGA ATGAGCTCCGCAGCCTCAATGCGTCTATGA MSSAASMRL* MSSAASMRL* CGGAGTTGAC CCGTAACTCA 0 D FG05504.1 0 0 0 0
10060 4348 af AN8783.1 71.m15597 AO070289000008 0 -67 -56 ATGCGTCTATGA ATGCGTCTATGA MRL* MRL* CGCAGCCTCA CCGTAACTCA 0 D FG05504.1 0 0 0 0

211



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

10055 4348 an AN8783.1 71.m15597 AO070289000008 0 -230 -192 ATGCGCCGCTGGGATAATTTGCGGAGGCCTGAATATTAA ATGCGCCGCTGGGATAATTTGCGGAGGCCTGAA
TATTAA

MRRWDNLRRPEY* MRRWDNLRRPEY* TGAAGTTCCG GGCATAAACA 0 D FG05504.1 0 0 0 0

10056 4348 an AN8783.1 71.m15597 AO070289000008 0 -180 -166 ATGTCGGGGAACTGA ATGTCGGGGAACTGA MSGN* MSGN* GCATAAACAC ACAAAGCAAA 0 D FG05504.1 0 0 0 0
10057 4348 an AN8783.1 71.m15597 AO070289000008 0 -62 -51 ATGCAGGATTGA ATGCAGGATTGA MQD* MQD* CACATCTTCG GGACGGCATA 0 D FG05504.1 0 0 0 0
10062 4348 ao AN8783.1 71.m15597 AO070289000008 0 -158 -36 ATGTTGCTACGACAACGAGGCTTTGGCTTGGCTTACGGCA

AGCGATCACCATCACAGATGTCACGGAGACAAGCCACAC
AAGCGACCACGTTATTGAACATTCCGGATGGCCTGAACTA
CTAA

ATGTTGCTACGACAACGAGGCTTTGGCTTG
GCTTACGGCAAGCGATCACCATCACAGATG
TCACGGAGACAAGCCACACAAGCGACCAC
GTTATTGAACATTCCGGATGGCCTGAACTAC
TAA

MLLRQRGFGLAYGKRSP
SQMSRRQATQATTLLNIP
DGLNY*

MLLRQRGFGLAYG
KRSPSQMSRRQAT
QATTLLNIPDGLNY*

GTGGCTCTGT CCTTTCATAC 0 D FG05504.1 0 0 0 0

10063 4348 ao AN8783.1 71.m15597 AO070289000008 0 -101 -36 ATGTCACGGAGACAAGCCACACAAGCGACCACGTTATTGA
ACATTCCGGATGGCCTGAACTACTAA

ATGTCACGGAGACAAGCCACACAAGCGACC
ACGTTATTGAACATTCCGGATGGCCTGAACT
ACTAA

MSRRQATQATTLLNIPDG
LNY*

MSRRQATQATTLLN
IPDGLNY*

ACCATCACAG CCTTTCATAC 0 D FG05504.1 0 0 0 0

10065 4350 af AN1711.1 72.m19761 AO070297000053 0 -158 -42 ATGATGTTTGATAAGCAGACAAACACATCAAAAAAAAATGT
TTCCTCTGCGGGGCAAAAGCAGTTATTCATCATCCTTCCA
AGAGTCTACGACTCTGATTCTATATCCTATTCTTGA

ATGATGTTTGATAAGCAGACAAACACATCAAAAAAA
AATGTTTCCTCTGCGGGGCAAAAGCAGTTATTCAT
CATCCTTCCAAGAGTCTACGACTCTGATTCTATATC
CTATTCTTGA

MMFDKQTNTSKKNVSSA
GQKQLFIILPRVYDSDSIS
YS*

MMFDKQTNTSKKN
VSSAGQKQLFIILPR
VYDSDSISYS*

CTGACCAAGC GCTCTCTGTA 0 J FG09760.1 0 NCU08663.1 0 0

10066 4350 af AN1711.1 72.m19761 AO070297000053 0 -155 -42 ATGTTTGATAAGCAGACAAACACATCAAAAAAAAATGTTTC
CTCTGCGGGGCAAAAGCAGTTATTCATCATCCTTCCAAGA
GTCTACGACTCTGATTCTATATCCTATTCTTGA

ATGTTTGATAAGCAGACAAACACATCAAAAAAAAAT
GTTTCCTCTGCGGGGCAAAAGCAGTTATTCATCAT
CCTTCCAAGAGTCTACGACTCTGATTCTATATCCTA
TTCTTGA

MFDKQTNTSKKNVSSAG
QKQLFIILPRVYDSDSISY
S*

MFDKQTNTSKKNVS
SAGQKQLFIILPRVY
DSDSISYS*

ACCAAGCATG GCTCTCTGTA 0 J FG09760.1 0 NCU08663.1 0 0

10064 4350 an AN1711.1 72.m19761 AO070297000053 0 -196 -164 ATGATCTATCAGGTCTTAGCAGAGATAAGATAG ATGATCTATCAGGTCTTAGCAGAGATAAGATAG MIYQVLAEIR* MIYQVLAEIR* ATCTCTTATA GAAATCACAA 0 J FG09760.1 0 NCU08663.1 0 0

10067 4350 ao AN1711.1 72.m19761 AO070297000053 0 -161 -66 ATGACAAACACATCCATTATTAAGCAATCAAACAAAGCAAA
CGGAAATCTTTCCCCGCGGCAAAAAAAAAAAAGTTACAAA
TCCAGTAACCCTTAG

ATGACAAACACATCCATTATTAAGCAATCAA
ACAAAGCAAACGGAAATCTTTCCCCGCGGC
AAAAAAAAAAAAGTTACAAATCCAGTAACCC
TTAG

MTNTSIIKQSNKANGNLS
PRQKKKSYKSSNP*

MTNTSIIKQSNKANG
NLSPRQKKKSYKSS
NP*

CAGAGCAAAC AGTTCACTTC 0 J FG09760.1 0 NCU08663.1 0 0

10070 4353 ao AN5871.1 72.m19263 AO070308000137 0 -124 -62 ATGGCATTTGTTCCCAGTGTATCTTACAGTGGGATCATTGC
AGAATTATTACCAATCGATTGA

ATGGCATTTGTTCCCAGTGTATCTTACAGTG
GGATCATTGCAGAATTATTACCAATCGATTG
A

MAFVPSVSYSGIIAELLPI
D*

MAFVPSVSYSGIIAE
LLPID*

GTTACTTCAC AGTCATTCGA 0 A FG06161.1 MG07132.1 0 0 0

10072 4355 af AN3391.1 70.m15714 AO070309000063 0 -136 -71 ATGTGGGGGAAAAGTCAAAGTCCGGGTGAAGTGAGTACT
CCCGAAGCGTATGCCCCCTTGACATAG

ATGTGGGGGAAAAGTCAAAGTCCGGGTGAAGTGA
GTACTCCCGAAGCGTATGCCCCCTTGACATAG

MWGKSQSPGEVSTPEA
YAPLT*

MWGKSQSPGEVST
PEAYAPLT*

GCACTGTTCG GGTAATAATG 0 R 0 0 0 0 0

10073 4355 af AN3391.1 70.m15714 AO070309000063 0 -87 -76 ATGCCCCCTTGA ATGCCCCCTTGA MPP* MPP* CCCGAAGCGT CATAGGGTAA 0 R 0 0 0 0 0
10074 4355 af AN3391.1 70.m15714 AO070309000063 0 -63 -10 ATGTGCTTTCGCATTGTTCCACCCATGGCCCCCCCGCGTT

CGGAGCTGCGTTAG
ATGTGCTTTCGCATTGTTCCACCCATGGCCCCCCC
GCGTTCGGAGCTGCGTTAG

MCFRIVPPMAPPRSELR* MCFRIVPPMAPPRS
ELR*

TAGGGTAATA CTAGGCACCA 0 R 0 0 0 0 0

10071 4355 an AN3391.1 70.m15714 AO070309000063 0 -190 -158 ATGCGGGGAGCTAGGCGAATTCTCGACCGATAG ATGCGGGGAGCTAGGCGAATTCTCGACCGATAG MRGARRILDR* MRGARRILDR* AGGGGTTCAC GGTTAGGTCA 0 R 0 0 0 0 0

10078 4358 af AN0235.1 54.m06363 AO070318000080 0 -79 -47 ATGAAACCCCCATCTTCATCCTACAGCGATTGA ATGAAACCCCCATCTTCATCCTACAGCGATTGA MKPPSSSYSD* MKPPSSSYSD* GAAGAGCCTG TTACCTGCAA 0 T 0 0 0 0 0
10077 4358 an AN0235.1 54.m06363 AO070318000080 0 -61 -23 ATGAGACGATATCCCCCCCAACGCCGTCGCTCGACCTGA ATGAGACGATATCCCCCCCAACGCCGTCGCTCG

ACCTGA
MRRYPPQRRRST* MRRYPPQRRRST* CATCCTACCG TCCCACATTG 0 T 0 0 0 0 0

10081 4359 af AN1210.1 70.m15011 AO070331000216 0 -83 -66 ATGACACCGGCTAGGTGA ATGACACCGGCTAGGTGA MTPAR* MTPAR* GCTGCCTCCC TTTGCTACTA 0 K 0 0 0 0 0
10079 4359 an AN1210.1 70.m15011 AO070331000216 0 -217 -125 ATGGATTTTTACTCCGAACCAGTCTCTCGTTCTACCGTGCT

CCTGTCTGCGATTGACGCAAGCAATCCGAGGCACGGCTT
CCCGAACCCATAG

ATGGATTTTTACTCCGAACCAGTCTCTCGTTCTAC
CGTGCTCCTGTCTGCGATTGACGCAAGCAATCC
GAGGCACGGCTTCCCGAACCCATAG

MDFYSEPVSRSTVLLSAI
DASNPRHGFPNP*

MDFYSEPVSRSTVLLSAI
DASNPRHGFPNP*

TCTTCTTTTC TAACGCAAGC 0 K 0 0 0 0 0

10080 4359 an AN1210.1 70.m15011 AO070331000216 0 -66 -52 ATGCTGAGGAGCTGA ATGCTGAGGAGCTGA MLRS* MLRS* CGACAGACAT AACCCTTGAA 0 K 0 0 0 0 0
10082 4359 ao AN1210.1 70.m15011 AO070331000216 0 -290 -270 ATGTCTCTTTATATCTTCTAG ATGTCTCTTTATATCTTCTAG MSLYIF* MSLYIF* TGTCTGTTTC TCTAGTCTCT 0 K 0 0 0 0 0
10083 4359 ao AN1210.1 70.m15011 AO070331000216 0 -82 -29 ATGCCAGGAAGCCAGTCGGACTTGCTGCTAGGAGTAGCT

GATTCATGCCTCTGA
ATGCCAGGAAGCCAGTCGGACTTGCTGCTA
GGAGTAGCTGATTCATGCCTCTGA

MPGSQSDLLLGVADSCL* MPGSQSDLLLGVAD
SCL*

GCCGCCTTTC TTAAGACACC 0 K 0 0 0 0 0

10084 4362 af AN5751.1 69.m14849 AO070341000008 0 -131 -99 ATGCCGGGTTTCGATCAGTTCTCCAGCCCATAA ATGCCGGGTTTCGATCAGTTCTCCAGCCCATAA MPGFDQFSSP* MPGFDQFSSP* TGACCATCTG CCCCGCGGGA 0 L 0 0 0 0 0
10085 4362 ao AN5751.1 69.m14849 AO070341000008 0 -122 -90 ATGATGGCTCATTTATATCCCCTTCAACCATAA ATGATGGCTCATTTATATCCCCTTCAACCAT

AA
MMAHLYPLQP* MMAHLYPLQP* CGTGTTTTGG CGTCATAACC 0 L 0 0 0 0 0

10086 4362 ao AN5751.1 69.m14849 AO070341000008 0 -119 -90 ATGGCTCATTTATATCCCCTTCAACCATAA ATGGCTCATTTATATCCCCTTCAACCATAA MAHLYPLQP* MAHLYPLQP* GTTTTGGATG CGTCATAACC 0 L 0 0 0 0 0
10087 4363 af AN4183.1 69.m14960 AO070341000083 0 -235 -206 ATGGGTGTAACGCTTCAAAGGACTCACTGA ATGGGTGTAACGCTTCAAAGGACTCACTGA MGVTLQRTH* MGVTLQRTH* TGGACACGAG TTTTGTTTTT 0 OT 0 0 0 0 0
10088 4363 ao AN4183.1 69.m14960 AO070341000083 0 -98 -87 ATGTATCGGTGA ATGTATCGGTGA MYR* MYR* AGCCCCTTAG CCTTCGATGC 0 OT 0 0 0 0 0
10089 4363 ao AN4183.1 69.m14960 AO070341000083 0 -80 -39 ATGCTGCGACCAAATCTCAAAACCCATCACTACCCCGCTT

GA
ATGCTGCGACCAAATCTCAAAACCCATCACT
ACCCCGCTTGA

MLRPNLKTHHYPA* MLRPNLKTHHYPA* GTGACCTTCG CGCCATTAGC 0 OT 0 0 0 0 0

10090 4364 an AN7576.1 72.m19595 AO070343000423 0 -222 -202 ATGTGCCATTTTTACGCTTAG ATGTGCCATTTTTACGCTTAG MCHFYA* MCHFYA* GACTGTTTGG TAACTTGCAT 0 TZ 0 MG04377.1 0 0 0
10091 4366 an AN4210.1 54.m07041 AO070231000014 0 -64 -14 ATGCTGATTCCTCCAAAAGGCTTGCGCGGACTTATCCTCG

ATCCCCGCTAA
ATGCTGATTCCTCCAAAAGGCTTGCGCGGACTTA
TCCTCGATCCCCGCTAA

MLIPPKGLRGLILDPR* MLIPPKGLRGLILDPR* TCGTCGGCGG GGGGGTTGTT 0 KTDL 0 0 0 0 0

10092 4366 ao AN4210.1 54.m07041 AO070231000014 0 -102 -52 ATGCTGACGTCAAAAGAAAGCTTGCGCGGACTGCTCCTC
GATCCCCATTAA

ATGCTGACGTCAAAAGAAAGCTTGCGCGGA
CTGCTCCTCGATCCCCATTAA

MLTSKESLRGLLLDPH* MLTSKESLRGLLLD
PH*

CCACCAGCGA GGGGGGGTTG 0 KTDL 0 0 0 0 0

10094 4367 an AN4369.1 58.m07958 AO070261000009 0 -209 -165 ATGCTAAGCGCATCGCCCACTATCCCCAACCATCCTTTCA
ACTAG

ATGCTAAGCGCATCGCCCACTATCCCCAACCATC
CTTTCAACTAG

MLSASPTIPNHPFN* MLSASPTIPNHPFN* CCAGTGTTGG TTCTCAATCG 0 T 0 0 0 0 0

10093 4367 conserved AN4369.1 58.m07958 AO070261000009 0 -90 -64 -109 -83 -107 -81 ATGyTCATTGAdTyywsysTbwshTAA ATGCTCATTGATTCTACCGTGTGTTAA ATGCTCATTGAGTTCTGTCTCACCTAA ATGTTCATTGAATCTTCTCTTTCATAA MlIdstvc* MLIDSTVC* MLIEFCLT* MFIESSLS* khmbsTGAGG Tydsyksksd 0 T 0 0 0 0 0

10098 4368 af AN4612.1 57.m05529 AO070267000028 0 -151 -77 ATGTCCGGCCGCTTTTACGGAATGGGCAATAATCCAGTGC
TGCTTTTATTGGCCTGTAGACCCTCCAGGGAATAA

ATGTCCGGCCGCTTTTACGGAATGGGCAATAATCC
AGTGCTGCTTTTATTGGCCTGTAGACCCTCCAGGG
AATAA

MSGRFYGMGNNPVLLLL
ACRPSRE*

MSGRFYGMGNNPV
LLLLACRPSRE*

CGGAAGGCCG ACAATGAGGA 0 0 0 0 0 0

10099 4368 af AN4612.1 57.m05529 AO070267000028 0 -130 -77 ATGGGCAATAATCCAGTGCTGCTTTTATTGGCCTGTAGAC
CCTCCAGGGAATAA

ATGGGCAATAATCCAGTGCTGCTTTTATTGGCCTGT
AGACCCTCCAGGGAATAA

MGNNPVLLLLACRPSRE* MGNNPVLLLLACRP
SRE*

CTTTTACGGA ACAATGAGGA 0 0 0 0 0 0

10100 4368 af AN4612.1 57.m05529 AO070267000028 0 -73 -17 ATGAGGAACAGCAGGCAAGAAGACAGCAACACATCTACA
CCCAGACAATTATACTAG

ATGAGGAACAGCAGGCAAGAAGACAGCAACACAT
CTACACCCAGACAATTATACTAG

MRNSRQEDSNTSTPRQL
Y*

MRNSRQEDSNTST
PRQLY*

GGAATAAACA TAACGGATAC 0 0 0 0 0 0

10095 4368 an AN4612.1 57.m05529 AO070267000028 0 -259 -248 ATGCTGTTGTGA ATGCTGTTGTGA MLL* MLL* GCGAGTTGTG AGAGCTGATG 0 0 0 0 0 0
10096 4368 an AN4612.1 57.m05529 AO070267000028 0 -240 -163 ATGCGGTTGATGAACCGGGAAAGGGTGCGACAAGCAAGA

ACGGAAGCAACGAGGTTTGTCCGGAGACCCGAGGACTAG
ATGCGGTTGATGAACCGGGAAAGGGTGCGACAA
GCAAGAACGGAAGCAACGAGGTTTGTCCGGAGA
CCCGAGGACTAG

MRLMNRERVRQARTEAT
RFVRRPED*

MRLMNRERVRQARTEA
TRFVRRPED*

TGAAGAGCTG CCCCTTTTGG 0 0 0 0 0 0

10097 4368 an AN4612.1 57.m05529 AO070267000028 0 -231 -163 ATGAACCGGGAAAGGGTGCGACAAGCAAGAACGGAAGCA
ACGAGGTTTGTCCGGAGACCCGAGGACTAG

ATGAACCGGGAAAGGGTGCGACAAGCAAGAACG
GAAGCAACGAGGTTTGTCCGGAGACCCGAGGAC
TAG

MNRERVRQARTEATRFV
RRPED*

MNRERVRQARTEATRF
VRRPED*

GATGCGGTTG CCCCTTTTGG 0 0 0 0 0 0

10101 4368 ao AN4612.1 57.m05529 AO070267000028 0 -89 -72 ATGCAGCAGTTGTCATGA ATGCAGCAGTTGTCATGA MQQLS* MQQLS* CTGTAAACAA AACTCCAACT 0 0 0 0 0 0
10102 4368 ao AN4612.1 57.m05529 AO070267000028 0 -75 -49 ATGAAACTCCAACTTCATACTTTCTAA ATGAAACTCCAACTTCATACTTTCTAA MKLQLHTF* MKLQLHTF* AGCAGTTGTC GTATATTCAT 0 0 0 0 0 0
10105 4370 af AN8784.1 71.m15598 AO070289000009 0 -200 -108 ATGTCAACTCCGTCAGTGTCTCTCAGAATCGGGCCAAGCC

TCAAGAGGTGGTTGTCGCAGCAACCAAAACACACTACTCC
CACGGAGGCATAG

ATGTCAACTCCGTCAGTGTCTCTCAGAATCGGGCC
AAGCCTCAAGAGGTGGTTGTCGCAGCAACCAAAAC
ACACTACTCCCACGGAGGCATAG

MSTPSVSLRIGPSLKRWL
SQQPKHTTPTEA*

MSTPSVSLRIGPSLK
RWLSQQPKHTTPTE
A*

TGCGGAGCTC CGCCGTCGGT 0  0 0 0 0 0

10103 4370 an AN8784.1 71.m15598 AO070289000009 0 -207 -166 ATGGGGTGCGTTGTCGCAGCAACGGGCCTCAAAACGGCT
TAG

ATGGGGTGCGTTGTCGCAGCAACGGGCCTCAAA
ACGGCTTAG

MGCVVAATGLKTA* MGCVVAATGLKTA* CGAGACCACA TGTCTTTTGC 0  0 0 0 0 0

10104 4370 an AN8784.1 71.m15598 AO070289000009 0 -137 -45 ATGTGTTTATGCCTTAATATTCAGGCCTCCGCAAATTATCC
CAGCGGCGCATCGGAACTTCAACCTCAACTTGAACTGGTT
CCAACGTCTTAA

ATGTGTTTATGCCTTAATATTCAGGCCTCCGCAAA
TTATCCCAGCGGCGCATCGGAACTTCAACCTCAA
CTTGAACTGGTTCCAACGTCTTAA

MCLCLNIQASANYPSGAS
ELQPQLELVPTS*

MCLCLNIQASANYPSGA
SELQPQLELVPTS*

GTTCCCCGAC CAGAGGAAAG 0  0 0 0 0 0

10106 4370 ao AN8784.1 71.m15598 AO070289000009 0 -244 -176 ATGTTCAATAACGTGGTCGCTTGTGTGGCTTGTCTCCGTG
ACATCTGTGATGGTGATCGCTTGCCGTAA

ATGTTCAATAACGTGGTCGCTTGTGTGGCTT
GTCTCCGTGACATCTGTGATGGTGATCGCT
TGCCGTAA

MFNNVVACVACLRDICD
GDRLP*

MFNNVVACVACLRD
ICDGDRLP*

GCCATCCGGA GCCAAGCCAA 0  0 0 0 0 0

10107 4370 ao AN8784.1 71.m15598 AO070289000009 0 -195 -115 ATGGTGATCGCTTGCCGTAAGCCAAGCCAAAGCCTCGTTG
TCGTAGCAACATACAGAGCCACTACACCCAGAGGGGTATA
G

ATGGTGATCGCTTGCCGTAAGCCAAGCCAA
AGCCTCGTTGTCGTAGCAACATACAGAGCC
ACTACACCCAGAGGGGTATAG

MVIACRKPSQSLVVVATY
RATTPRGV*

MVIACRKPSQSLVV
VATYRATTPRGV*

GACATCTGTG CGGCGCCAAG 0  0 0 0 0 0

10112 4371 af AN5123.1 54.m06901 AO070291000056 0 -220 -35 ATGAGGCAGCGGATAATGGATGCCATTGGGACTGCCCCG
CTTGTCCAGGAAGGCCCTTCTATTATTGATAATCAGAGTTG
CAGTAGTCTAGAGCCCAAGATGAGCTGCGTGGTCTTAGTT
CTTATAAATACAATCCTGCTCCCAAGTCTCTGTCTCGCTTT
GGCACCATCCTTCTCTGCTGTATAG

ATGAGGCAGCGGATAATGGATGCCATTGGGACTG
CCCCGCTTGTCCAGGAAGGCCCTTCTATTATTGAT
AATCAGAGTTGCAGTAGTCTAGAGCCCAAGATGAG
CTGCGTGGTCTTAGTTCTTATAAATACAATCCTGCT
CCCAAGTCTCTGTCTCGCTTTGGCACCATCCTTCT
CTGCTGTATAG

MRQRIMDAIGTAPLVQEG
PSIIDNQSCSSLEPKMSC
VVLVLINTILLPSLCLALAP
SFSAV*

MRQRIMDAIGTAPL
VQEGPSIIDNQSCS
SLEPKMSCVVLVLIN
TILLPSLCLALAPSFS
AV*

ATAGTCCCAG TTCCACTGCC 0 GQ 0 MG08569.1 NCU01704.1 0 0

10113 4371 af AN5123.1 54.m06901 AO070291000056 0 -205 -35 ATGGATGCCATTGGGACTGCCCCGCTTGTCCAGGAAGGC
CCTTCTATTATTGATAATCAGAGTTGCAGTAGTCTAGAGCC
CAAGATGAGCTGCGTGGTCTTAGTTCTTATAAATACAATCC
TGCTCCCAAGTCTCTGTCTCGCTTTGGCACCATCCTTCTCT
GCTGTATAG

ATGGATGCCATTGGGACTGCCCCGCTTGTCCAGG
AAGGCCCTTCTATTATTGATAATCAGAGTTGCAGTA
GTCTAGAGCCCAAGATGAGCTGCGTGGTCTTAGTT
CTTATAAATACAATCCTGCTCCCAAGTCTCTGTCTC
GCTTTGGCACCATCCTTCTCTGCTGTATAG

MDAIGTAPLVQEGPSIIDN
QSCSSLEPKMSCVVLVLI
NTILLPSLCLALAPSFSAV
*

MDAIGTAPLVQEGP
SIIDNQSCSSLEPKM
SCVVLVLINTILLPSL
CLALAPSFSAV*

GCAGCGGATA TTCCACTGCC 0 GQ 0 MG08569.1 NCU01704.1 0 0

10114 4371 af AN5123.1 54.m06901 AO070291000056 0 -201 -130 ATGCCATTGGGACTGCCCCGCTTGTCCAGGAAGGCCCTT
CTATTATTGATAATCAGAGTTGCAGTAGTCTAG

ATGCCATTGGGACTGCCCCGCTTGTCCAGGAAGG
CCCTTCTATTATTGATAATCAGAGTTGCAGTAGTCT
AG

MPLGLPRLSRKALLLLIIR
VAVV*

MPLGLPRLSRKALL
LLIIRVAVV*

CGGATAATGG AGCCCAAGAT 0 GQ 0 MG08569.1 NCU01704.1 0 0

10115 4371 af AN5123.1 54.m06901 AO070291000056 0 -121 -35 ATGAGCTGCGTGGTCTTAGTTCTTATAAATACAATCCTGCT
CCCAAGTCTCTGTCTCGCTTTGGCACCATCCTTCTCTGCT
GTATAG

ATGAGCTGCGTGGTCTTAGTTCTTATAAATACAATC
CTGCTCCCAAGTCTCTGTCTCGCTTTGGCACCATC
CTTCTCTGCTGTATAG

MSCVVLVLINTILLPSLCL
ALAPSFSAV*

MSCVVLVLINTILLPS
LCLALAPSFSAV*

AGAGCCCAAG TTCCACTGCC 0 GQ 0 MG08569.1 NCU01704.1 0 0

10108 4371 an AN5123.1 54.m06901 AO070291000056 0 -203 -189 ATGGTCTCTTATTAA ATGGTCTCTTATTAA MVSY* MVSY* TCTACCCCGC ATGACGTCGA 0 GQ 0 MG08569.1 NCU01704.1 0 0

10109 4371 an AN5123.1 54.m06901 AO070291000056 0 -188 -123 ATGACGTCGAAAAATGGACCGCGACCCGCACGGCGTAAC
TCCGTGGTAGGAATGGATAAAGTCTAA

ATGACGTCGAAAAATGGACCGCGACCCGCACGG
CGTAACTCCGTGGTAGGAATGGATAAAGTCTAA

MTSKNGPRPARRNSVVG
MDKV*

MTSKNGPRPARRNSVV
GMDKV*

CTCTTATTAA CCTGTCTCAA 0 GQ 0 MG08569.1 NCU01704.1 0 0

10110 4371 an AN5123.1 54.m06901 AO070291000056 0 -175 -140 ATGGACCGCGACCCGCACGGCGTAACTCCGTGGTAG ATGGACCGCGACCCGCACGGCGTAACTCCGTG
GTAG

MDRDPHGVTPW* MDRDPHGVTPW* ACGTCGAAAA GAATGGATAA 0 GQ 0 MG08569.1 NCU01704.1 0 0
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10111 4371 an AN5123.1 54.m06901 AO070291000056 0 -137 -123 ATGGATAAAGTCTAA ATGGATAAAGTCTAA MDKV* MDKV* CGTGGTAGGA CCTGTCTCAA 0 GQ 0 MG08569.1 NCU01704.1 0 0

10116 4371 ao AN5123.1 54.m06901 AO070291000056 0 -239 -90 ATGAGGGGCTGCGGGCAAATGACGTCGGAACATTGTGGA
GCCCCTGACACTCATTTCTTTACGCCTATAGACCCTCGATA
CTACAGTTGCATTGCGTCCCATTATAAATTCACTACACCTT
TTTCCTCCAGTATTCTGATCGACTGCTGA

ATGAGGGGCTGCGGGCAAATGACGTCGGA
ACATTGTGGAGCCCCTGACACTCATTTCTTT
ACGCCTATAGACCCTCGATACTACAGTTGCA
TTGCGTCCCATTATAAATTCACTACACCTTTT
TCCTCCAGTATTCTGATCGACTGCTGA

MRGCGQMTSEHCGAPD
THFFTPIDPRYYSCIASHY
KFTTPFSSSILIDC*

MRGCGQMTSEHCG
APDTHFFTPIDPRYY
SCIASHYKFTTPFSS
SILIDC*

TGTAGGTTCC AGACTGTACC 0 GQ 0 MG08569.1 NCU01704.1 0 0

10117 4371 ao AN5123.1 54.m06901 AO070291000056 0 -221 -90 ATGACGTCGGAACATTGTGGAGCCCCTGACACTCATTTCT
TTACGCCTATAGACCCTCGATACTACAGTTGCATTGCGTC
CCATTATAAATTCACTACACCTTTTTCCTCCAGTATTCTGAT
CGACTGCTGA

ATGACGTCGGAACATTGTGGAGCCCCTGAC
ACTCATTTCTTTACGCCTATAGACCCTCGAT
ACTACAGTTGCATTGCGTCCCATTATAAATT
CACTACACCTTTTTCCTCCAGTATTCTGATC
GACTGCTGA

MTSEHCGAPDTHFFTPID
PRYYSCIASHYKFTTPFS
SSILIDC*

MTSEHCGAPDTHFF
TPIDPRYYSCIASHY
KFTTPFSSSILIDC*

CTGCGGGCAA AGACTGTACC 0 GQ 0 MG08569.1 NCU01704.1 0 0

10129 4381 af AN0317.1 54.m06441 AO070334000015 0 -129 -103 ATGCTCGTGGCATCATCTTCACTCTAG ATGCTCGTGGCATCATCTTCACTCTAG MLVASSSL* MLVASSSL* TTGACGATCT TCCACAGCAT 0 TU 0 0 0 0 0
10128 4381 an AN0317.1 54.m06441 AO070334000015 0 -95 -81 ATGCTCGTCAACTGA ATGCTCGTCAACTGA MLVN* MLVN* CCGACCATCT CATCTGTCCC 0 TU 0 0 0 0 0
10130 4381 ao AN0317.1 54.m06441 AO070334000015 0 -116 -93 ATGCCCGTGGCATCTTCTGGATAA ATGCCCGTGGCATCTTCTGGATAA MPVASSG* MPVASSG* TTGGCCATCC GCTGACAGCC 0 TU 0 0 0 0 0
10133 4382 af AN0302.1 54.m06459 AO070334000037 0 -176 -18 ATGCGCGCCTCATCTAACCTTCGATTTCGACAGAGAACCC

TCACCAATGCGAAAAGTTGCATTCACGAAGTATTACAGCG
ACTCCGGATAGATGAACTGAATGGAACATATTCCTCTATAC
AGAAGAATATCTCCTTATCTCGGATTCCAACGCCTTGA

ATGCGCGCCTCATCTAACCTTCGATTTCGACAGAG
AACCCTCACCAATGCGAAAAGTTGCATTCACGAAG
TATTACAGCGACTCCGGATAGATGAACTGAATGGA
ACATATTCCTCTATACAGAAGAATATCTCCTTATCTC
GGATTCCAACGCCTTGA

MRASSNLRFRQRTLTNA
KSCIHEVLQRLRIDELNGT
YSSIQKNISLSRIPTP*

MRASSNLRFRQRTL
TNAKSCIHEVLQRL
RIDELNGTYSSIQKN
ISLSRIPTP*

TCACAGTTTT AGCCCTTGTC 0 Y 0 0 0 0 0

10134 4382 af AN0302.1 54.m06459 AO070334000037 0 -130 -86 ATGCGAAAAGTTGCATTCACGAAGTATTACAGCGACTCCG
GATAG

ATGCGAAAAGTTGCATTCACGAAGTATTACAGCGA
CTCCGGATAG

MRKVAFTKYYSDSG* MRKVAFTKYYSDSG
*

ACCCTCACCA ATGAACTGAA 0 Y 0 0 0 0 0

10131 4382 an AN0302.1 54.m06459 AO070334000037 0 -141 -127 ATGCGCTCTCGTTGA ATGCGCTCTCGTTGA MRSR* MRSR* CTTGTTCTTG CTTGCCGACC 0 Y 0 0 0 0 0
10132 4382 an AN0302.1 54.m06459 AO070334000037 0 -98 -69 ATGAGTTTATTGTTCTCTACGCCTGGATAA ATGAGTTTATTGTTCTCTACGCCTGGATAA MSLLFSTPG* MSLLFSTPG* TCCCGGTTGA ATACTCCGCC 0 Y 0 0 0 0 0
10135 4384 af AN2898.1 59.m08748 AO070338000110 0 -242 -144 ATGCGCATCGGAGATCGAGCAAGCCTCAAAACACCGATAT

TCTTTCAGGAACTCAGGGTCTCAGTTCCGTTCGTCGCAAC
CTTCAAACCTACCCTCTGA

ATGCGCATCGGAGATCGAGCAAGCCTCAAAACAC
CGATATTCTTTCAGGAACTCAGGGTCTCAGTTCCG
TTCGTCGCAACCTTCAAACCTACCCTCTGA

MRIGDRASLKTPIFFQEL
RVSVPFVATFKPTL*

MRIGDRASLKTPIFF
QELRVSVPFVATFK
PTL*

CGATTGGCGC TCTTCGCGTC 0 B 0 0 0 0 0

10136 4386 ao AN3731.1 69.m15388 AO070342000286 0 -87 -76 ATGTCATACTAA ATGTCATACTAA MSY* MSY* GGTACTTGAC ACTCCGACCA 0 S 0 0 0 0 0
10137 4387 an AN2136.1 72.m19704 AO070343000181 0 -150 -49 ATGGATTCTGCCCATACCCTATTCCTGCCGTCTCCCTCTA

CCTTGAACCTCCCCACCCTCGACTTGTCCTCTCGACCAAC
GAACAGCCGGTTGATCCTATAA

ATGGATTCTGCCCATACCCTATTCCTGCCGTCTC
CCTCTACCTTGAACCTCCCCACCCTCGACTTGTC
CTCTCGACCAACGAACAGCCGGTTGATCCTATAA

MDSAHTLFLPSPSTLNLP
TLDLSSRPTNSRLIL*

MDSAHTLFLPSPSTLNL
PTLDLSSRPTNSRLIL*

GTAGGTTTGG TCCATGTAGT 0  FG07133.1 MG07063.1 NCU01243.1 0 0

10138 4387 ao AN2136.1 72.m19704 AO070343000181 0 -166 -56 ATGGATATTGCCCATACCCTCCCTCCCTCCTGGCCGCTCT
CTCTGCCTCTTGCCTCTTCCCCACCCTCGCCGCCGGGTC
CACTCTCGCACCCTATTCGAACATTCGATTAA

ATGGATATTGCCCATACCCTCCCTCCCTCCT
GGCCGCTCTCTCTGCCTCTTGCCTCTTCCC
CACCCTCGCCGCCGGGTCCACTCTCGCAC
CCTATTCGAACATTCGATTAA

MDIAHTLPPSWPLSLPLA
SSPPSPPGPLSHPIRTFD*

MDIAHTLPPSWPLS
LPLASSPPSPPGPL
SHPIRTFD*

GTAGGTTTGG TCGAATCATT 0  FG07133.1 MG07063.1 NCU01243.1 0 0

10141 4392 af AN6369.1 72.m19491 AO070279000072 0 -178 -65 ATGAAATTTTGTCGACTGTGGCTGCGAACCATTGATCTCAT
CACACATCGATCCTTGTTTTATTTAAGTTTGAGAATCCTTCA
AAAATGTCTCAATCCCCTCCGTTGTCTTTAG

ATGAAATTTTGTCGACTGTGGCTGCGAACCATTGAT
CTCATCACACATCGATCCTTGTTTTATTTAAGTTTGA
GAATCCTTCAAAAATGTCTCAATCCCCTCCGTTGTC
TTTAG

MKFCRLWLRTIDLITHRS
LFYLSLRILQKCLNPLRCL
*

MKFCRLWLRTIDLIT
HRSLFYLSLRILQKC
LNPLRCL*

AATAAGCTCC TCCTTCTGTC 0 Q 0 MG08918.1 NCU00290.1 0 0

10139 4392 an AN6369.1 72.m19491 AO070279000072 0 -188 -39 ATGGATCTCCCCTGGTCCCTGCGAACTAGTACACGACTGG
AATTTCAAGGTTTCTTTACTCTGTACTCGAATTCGAGTCAA
ATGCGTGGACATCGACGCTTGCAAGGCCTGTTTTCATCAA
GGACAAACATCTGCCCTGAATTTCTATAA

ATGGATCTCCCCTGGTCCCTGCGAACTAGTACAC
GACTGGAATTTCAAGGTTTCTTTACTCTGTACTCG
AATTCGAGTCAAATGCGTGGACATCGACGCTTGC
AAGGCCTGTTTTCATCAAGGACAAACATCTGCCC
TGAATTTCTATAA

MDLPWSLRTSTRLEFQG
FFTLYSNSSQMRGHRRL
QGLFSSRTNICPEFL*

MDLPWSLRTSTRLEFQ
GFFTLYSNSSQMRGHR
RLQGLFSSRTNICPEFL*

GGCAGATAAA TCCTCCCACT 0 Q 0 MG08918.1 NCU00290.1 0 0

10140 4392 an AN6369.1 72.m19491 AO070279000072 0 -107 -39 ATGCGTGGACATCGACGCTTGCAAGGCCTGTTTTCATCAA
GGACAAACATCTGCCCTGAATTTCTATAA

ATGCGTGGACATCGACGCTTGCAAGGCCTGTTTT
CATCAAGGACAAACATCTGCCCTGAATTTCTATAA

MRGHRRLQGLFSSRTNI
CPEFL*

MRGHRRLQGLFSSRTNI
CPEFL*

TTCGAGTCAA TCCTCCCACT 0 Q 0 MG08918.1 NCU00290.1 0 0

10142 4392 ao AN6369.1 72.m19491 AO070279000072 0 -171 -103 ATGACTGCACCTGACTCGCTTCTCGTTGGACACCGACAGG
GATCCCGTCGCGGGTTGCCAACGCTCTAA

ATGACTGCACCTGACTCGCTTCTCGTTGGA
CACCGACAGGGATCCCGTCGCGGGTTGCC
AACGCTCTAA

MTAPDSLLVGHRQGSRR
GLPTL*

MTAPDSLLVGHRQ
GSRRGLPTL*

GATTAGATAC AAATCCAACT 0 Q 0 MG08918.1 NCU00290.1 0 0

10145 4393 af AN5155.1 54.m06863 AO070291000012 0 -214 -176 ATGCGAATCCATGGAAAGCCGCAACGGAACTGGCCATGA ATGCGAATCCATGGAAAGCCGCAACGGAACTGGC
CATGA

MRIHGKPQRNWP* MRIHGKPQRNWP* GTCTGGACAA TCCAAACCAT 0 A 0 0 0 0 0

10146 4393 af AN5155.1 54.m06863 AO070291000012 0 -204 -127 ATGGAAAGCCGCAACGGAACTGGCCATGATCCAAACCAT
GAAGTCATAATGGATCGGTGGTTTCTATACGAGAGGTAG

ATGGAAAGCCGCAACGGAACTGGCCATGATCCAA
ACCATGAAGTCATAATGGATCGGTGGTTTCTATAC
GAGAGGTAG

MESRNGTGHDPNHEVIM
DRWFLYER*

MESRNGTGHDPNH
EVIMDRWFLYER*

ATGCGAATCC ATACTTTAGA 0 A 0 0 0 0 0

10147 4393 af AN5155.1 54.m06863 AO070291000012 0 -179 -156 ATGATCCAAACCATGAAGTCATAA ATGATCCAAACCATGAAGTCATAA MIQTMKS* MIQTMKS* GGAACTGGCC TGGATCGGTG 0 A 0 0 0 0 0
10148 4393 af AN5155.1 54.m06863 AO070291000012 0 -167 -156 ATGAAGTCATAA ATGAAGTCATAA MKS* MKS* GATCCAAACC TGGATCGGTG 0 A 0 0 0 0 0
10149 4393 af AN5155.1 54.m06863 AO070291000012 0 -156 -127 ATGGATCGGTGGTTTCTATACGAGAGGTAG ATGGATCGGTGGTTTCTATACGAGAGGTAG MDRWFLYER* MDRWFLYER* TGAAGTCATA ATACTTTAGA 0 A 0 0 0 0 0
10143 4393 an AN5155.1 54.m06863 AO070291000012 0 -179 -105 ATGATCTTCATTCTCTCACAGCTATTCAGAAGAGTCGGCAC

TATTCAATGCGCAACTCCAAATGTCTTGATATAA
ATGATCTTCATTCTCTCACAGCTATTCAGAAGAGT
CGGCACTATTCAATGCGCAACTCCAAATGTCTTG
ATATAA

MIFILSQLFRRVGTIQCAT
PNVLI*

MIFILSQLFRRVGTIQCA
TPNVLI*

CTGTCGCGGG GTTAGCAGTC 0 A 0 0 0 0 0

10144 4393 an AN5155.1 54.m06863 AO070291000012 0 -132 -100 ATGCGCAACTCCAAATGTCTTGATATAAGTTAG ATGCGCAACTCCAAATGTCTTGATATAAGTTAG MRNSKCLDIS* MRNSKCLDIS* GCACTATTCA CAGTCGCAAC 0 A 0 0 0 0 0

10150 4393 ao AN5155.1 54.m06863 AO070291000012 0 -210 -196 ATGGAAACATGTTGA ATGGAAACATGTTGA METC* METC* GCTGCGATCC TCTCGACTTC 0 A 0 0 0 0 0
10151 4393 ao AN5155.1 54.m06863 AO070291000012 0 -202 -89 ATGTTGATCTCGACTTCTCTATCAATCCTTCCCTCGATGGG

ACCCCGGCGATCAGAAACAATGCAATTTCTGCCGCTGCAC
GGTCAGAAAAATGTTGTGAACGAAATCTGTTAG

ATGTTGATCTCGACTTCTCTATCAATCCTTCC
CTCGATGGGACCCCGGCGATCAGAAACAAT
GCAATTTCTGCCGCTGCACGGTCAGAAAAA
TGTTGTGAACGAAATCTGTTAG

MLISTSLSILPSMGPRRSE
TMQFLPLHGQKNVVNEIC
*

MLISTSLSILPSMGP
RRSETMQFLPLHG
QKNVVNEIC*

CCATGGAAAC CTCCCACACA 0 A 0 0 0 0 0

10152 4393 ao AN5155.1 54.m06863 AO070291000012 0 -166 -89 ATGGGACCCCGGCGATCAGAAACAATGCAATTTCTGCCG
CTGCACGGTCAGAAAAATGTTGTGAACGAAATCTGTTAG

ATGGGACCCCGGCGATCAGAAACAATGCAA
TTTCTGCCGCTGCACGGTCAGAAAAATGTT
GTGAACGAAATCTGTTAG

MGPRRSETMQFLPLHGQ
KNVVNEIC*

MGPRRSETMQFLPL
HGQKNVVNEIC*

CCTTCCCTCG CTCCCACACA 0 A 0 0 0 0 0

10153 4393 ao AN5155.1 54.m06863 AO070291000012 0 -142 -89 ATGCAATTTCTGCCGCTGCACGGTCAGAAAAATGTTGTGA
ACGAAATCTGTTAG

ATGCAATTTCTGCCGCTGCACGGTCAGAAA
AATGTTGTGAACGAAATCTGTTAG

MQFLPLHGQKNVVNEIC* MQFLPLHGQKNVV
NEIC*

ATCAGAAACA CTCCCACACA 0 A 0 0 0 0 0

10156 4394 af AN2049.1 58.m07637 AO070292000016 0 -217 -200 ATGCCATACCTTCGATGA ATGCCATACCTTCGATGA MPYLR* MPYLR* CATTACTTTC TCTGTTCTCG 0 A 0 0 0 0 0
10157 4394 af AN2049.1 58.m07637 AO070292000016 0 -203 -153 ATGATCTGTTCTCGCTTGAAAGCGTTTATGCTGTTTTTGTTT

CTCAACTAA
ATGATCTGTTCTCGCTTGAAAGCGTTTATGCTGTTT
TTGTTTCTCAACTAA

MICSRLKAFMLFLFLN* MICSRLKAFMLFLFL
N*

CATACCTTCG CCCGACGCCA 0 A 0 0 0 0 0

10154 4394 an AN2049.1 58.m07637 AO070292000016 0 -267 -226 ATGTTGACCTCGACCAACTATTCAAACTCTCAAAGTCAATG
A

ATGTTGACCTCGACCAACTATTCAAACTCTCAAA
GTCAATGA

MLTSTNYSNSQSQ* MLTSTNYSNSQSQ* GATAGCTTTG GTCGAGGCCC 0 A 0 0 0 0 0

10162 4395 af AN5614.1 58.m07537 AO070301000013 0 -202 -176 ATGCGTCATGAGATCTCAATAGACTGA ATGCGTCATGAGATCTCAATAGACTGA MRHEISID* MRHEISID* AGACTCGAGT TTTATCTTCA 0  0 0 0 YNL279W YNL279W
10161 4395 an AN5614.1 58.m07537 AO070301000013 0 -195 -73 ATGCGGTATGAATTCTCAATAGATTGCATCTCAAATATATC

CTACGACATAGGTGCTGCTGGCCAGCGTTTTTTACAATCC
CGAGATACTTATTTTCCTCCCTCCGCGGTCATCAGTCTTTA
A

ATGCGGTATGAATTCTCAATAGATTGCATCTCAAA
TATATCCTACGACATAGGTGCTGCTGGCCAGCGT
TTTTTACAATCCCGAGATACTTATTTTCCTCCCTC
CGCGGTCATCAGTCTTTAA

MRYEFSIDCISNISYDIGA
AGQRFLQSRDTYFPPSA
VISL*

MRYEFSIDCISNISYDIGA
AGQRFLQSRDTYFPPS
AVISL*

GATAGATTTC CGCTCGACAT 0  0 0 0 YNL279W YNL279W

10160 4395 conserved AN5614.1 58.m07537 AO070301000013 0 -188 -174 -195 -181 -219 -205 ATGrvwyyyCwwTAr ATGAATTCTCAATAG ATGAGATCTCAATAG ATGGCTCTCCTTTAA Mnsq* MNSQ* MRSQ* MALL* wbywTGyGky wyTGhhyyhy 0  0 0 0 YNL279W YNL279W

10163 4397 an AN0077.1 71.m16046 AO070311000138 0 -146 -90 ATGGTGGGGCTAGAGATAACGTTGCTGCTACAATATATCT
CCAACCTTGTCTTATAA

ATGGTGGGGCTAGAGATAACGTTGCTGCTACAAT
ATATCTCCAACCTTGTCTTATAA

MVGLEITLLLQYISNLVL* MVGLEITLLLQYISNLVL* AAGAATGTAA CCCAGAGCTC 0 QR 0 MG08311.1 0 0 0

10166 4398 af AN4239.1 54.m06802 AO070324000175 0 -175 -158 ATGATTATATATGCCTGA ATGATTATATATGCCTGA MIIYA* MIIYA* GCACGTGGCA GGCATACAAC 0  FG01193.1 0 0 0 0
10167 4398 af AN4239.1 54.m06802 AO070324000175 0 -165 -7 ATGCCTGAGGCATACAACGCGTGGCGCGCTGTCCGGAAA

AAAGAAACCCCGTGCAGCTCACAAGTCGCAATGGATCCAA
GTGAGGCTGTCCCTGGGGATAGATCCCGTTACCAGCATC
GGGCCATCTTAAGGTTCACTGTATTGGACGTCATCACTTG
A

ATGCCTGAGGCATACAACGCGTGGCGCGCTGTCC
GGAAAAAAGAAACCCCGTGCAGCTCACAAGTCGC
AATGGATCCAAGTGAGGCTGTCCCTGGGGATAGAT
CCCGTTACCAGCATCGGGCCATCTTAAGGTTCACT
GTATTGGACGTCATCACTTGA

MPEAYNAWRAVRKKETP
CSSQVAMDPSEAVPGDR
SRYQHRAILRFTVLDVIT*

MPEAYNAWRAVRK
KETPCSSQVAMDPS
EAVPGDRSRYQHR
AILRFTVLDVIT*

ATGATTATAT GCTACAATGG 0  FG01193.1 0 0 0 0

10168 4398 af AN4239.1 54.m06802 AO070324000175 0 -96 -7 ATGGATCCAAGTGAGGCTGTCCCTGGGGATAGATCCCGT
TACCAGCATCGGGCCATCTTAAGGTTCACTGTATTGGACG
TCATCACTTGA

ATGGATCCAAGTGAGGCTGTCCCTGGGGATAGAT
CCCGTTACCAGCATCGGGCCATCTTAAGGTTCACT
GTATTGGACGTCATCACTTGA

MDPSEAVPGDRSRYQH
RAILRFTVLDVIT*

MDPSEAVPGDRSR
YQHRAILRFTVLDVI
T*

ACAAGTCGCA GCTACAATGG 0  FG01193.1 0 0 0 0

10165 4398 an AN4239.1 54.m06802 AO070324000175 0 -143 -120 ATGACTTGCATTTTGGAAAAATGA ATGACTTGCATTTTGGAAAAATGA MTCILEK* MTCILEK* GAATTATCAC ATTTCCGTGA 0  FG01193.1 0 0 0 0
10170 4399 af AN0463.1 54.m06605 AO070328000174 0 -188 -6 ATGCCTAGAGGTGACTACTCGCATGTAGCGACCCCTCCTC

ATTCCTTCGATCGGGAAGATTACGTATCACACTCTCAGATA
CCGATCCGTTGCTCGCCTCCATCGATTGGCGCACTGCCC
CTCGTTTCTCGAACGGCCGTTGAAAACCACTGCGGGGCTT
GCCCTGTGTCGCTCCCTTCATAG

ATGCCTAGAGGTGACTACTCGCATGTAGCGACCCC
TCCTCATTCCTTCGATCGGGAAGATTACGTATCACA
CTCTCAGATACCGATCCGTTGCTCGCCTCCATCGA
TTGGCGCACTGCCCCTCGTTTCTCGAACGGCCGTT
GAAAACCACTGCGGGGCTTGCCCTGTGTCGCTCC
CTTCATAG

MPRGDYSHVATPPHSFD
REDYVSHSQIPIRCSPPSI
GALPLVSRTAVENHCGA
CPVSLPS*

MPRGDYSHVATPP
HSFDREDYVSHSQI
PIRCSPPSIGALPLV
SRTAVENHCGACPV
SLPS*

GTCGAGACAT CAGATATGCC 0 T 0 0 0 0 0

10169 4399 an AN0463.1 54.m06605 AO070328000174 0 -147 -88 ATGTCGCGGCTTGTCCCCTTGATCAAACCAGAATTCCTGC
TTTCTTTCTGCCTCCGCTGA

ATGTCGCGGCTTGTCCCCTTGATCAAACCAGAAT
TCCTGCTTTCTTTCTGCCTCCGCTGA

MSRLVPLIKPEFLLSFCLR
*

MSRLVPLIKPEFLLSFCL
R*

GGATTACTGC ACCGCTGCCC 0 T 0 0 0 0 0

10171 4400 ao AN0279.1 54.m06503 AO070334000092 0 -189 -73 ATGTCAACCTTCCCCGCCCCGTGTCTTGATTTTAATTACTG
GAACTCCCGCATCTTTATTACTTGGTCGTCACTACTTCCAA
TTACTTGTCCCCTTCTCTTACTTATACCCATCTAA

ATGTCAACCTTCCCCGCCCCGTGTCTTGATT
TTAATTACTGGAACTCCCGCATCTTTATTACT
TGGTCGTCACTACTTCCAATTACTTGTCCCC
TTCTCTTACTTATACCCATCTAA

MSTFPAPCLDFNYWNSR
IFITWSSLLPITCPLLLLIPI*

MSTFPAPCLDFNYW
NSRIFITWSSLLPITC
PLLLLIPI*

ATTATATTAA CCGACTGTCA 0 K 0 0 0 0 0

10172 4401 af AN1562.1 55.m03078 AO070339000292 0 -119 -39 ATGGGGTTGTTCCGCACAGTCGACAATCTCGACATACGCG
GACTCCGTATGGAGTGCAGCGTGTCGCGTCACCCGTTCT
AA

ATGGGGTTGTTCCGCACAGTCGACAATCTCGACAT
ACGCGGACTCCGTATGGAGTGCAGCGTGTCGCGT
CACCCGTTCTAA

MGLFRTVDNLDIRGLRM
ECSVSRHPF*

MGLFRTVDNLDIRG
LRMECSVSRHPF*

CTTAAATACG AGCAGAGTCA 0  0 0 0 0 0

10173 4401 af AN1562.1 55.m03078 AO070339000292 0 -71 -39 ATGGAGTGCAGCGTGTCGCGTCACCCGTTCTAA ATGGAGTGCAGCGTGTCGCGTCACCCGTTCTAA MECSVSRHPF* MECSVSRHPF* CGGACTCCGT AGCAGAGTCA 0  0 0 0 0 0
10174 4401 ao AN1562.1 55.m03078 AO070339000292 0 -129 -61 ATGATTATTGCGACCCATACCCCGGGATTCTATTGGGAAA

GTGGGAGCGTCCGTCCCCTGCATATATAG
ATGATTATTGCGACCCATACCCCGGGATTCT
ATTGGGAAAGTGGGAGCGTCCGTCCCCTG
CATATATAG

MIIATHTPGFYWESGSVR
PLHI*

MIIATHTPGFYWES
GSVRPLHI*

CAGGGAAACA GGCCTCCCCC 0  0 0 0 0 0

10175 4405 ao AN0837.1 70.m15437 AO070255000006 0 -182 -165 ATGCCCAATAATTATTGA ATGCCCAATAATTATTGA MPNNY* MPNNY* GGTTAATTAT CCTTCTCCTT 0 A 0 0 0 0 0
10180 4406 af AN5829.1 72.m18956 AO070260000017 0 -132 -112 ATGCCGTATGAACTGCTTTGA ATGCCGTATGAACTGCTTTGA MPYELL* MPYELL* AGATCGACGG TCAGATCTTG 0 Z 0 0 0 0 0
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10181 4406 af AN5829.1 72.m18956 AO070260000017 0 -125 -6 ATGAACTGCTTTGATCAGATCTTGTGGGAACGGGCCGGAC
TGCTCTGCGCTGGTCAACTTCCGATCCCCTTTGTGTTGAT
GGTTGAAAGCTACGACTCGTCTGTTCCGTCTGAAAGATAG

ATGAACTGCTTTGATCAGATCTTGTGGGAACGGGC
CGGACTGCTCTGCGCTGGTCAACTTCCGATCCCCT
TTGTGTTGATGGTTGAAAGCTACGACTCGTCTGTTC
CGTCTGAAAGATAG

MNCFDQILWERAGLLCA
GQLPIPFVLMVESYDSSV
PSER*

MNCFDQILWERAGL
LCAGQLPIPFVLMVE
SYDSSVPSER*

CGGATGCCGT GATTCATGGC 0 Z 0 0 0 0 0

10176 4406 an AN5829.1 72.m18956 AO070260000017 0 -236 -222 ATGCTTCCAGAATAG ATGCTTCCAGAATAG MLPE* MLPE* TAACTAGCTC AAACAGCGGC 0 Z 0 0 0 0 0
10177 4406 an AN5829.1 72.m18956 AO070260000017 0 -202 -170 ATGATAATCACTGCTGCTGGCCAGCCCCGTTGA ATGATAATCACTGCTGCTGGCCAGCCCCGTTGA MIITAAGQPR* MIITAAGQPR* CAAGGCCTTG AATCTCGACT 0 Z 0 0 0 0 0

10178 4406 an AN5829.1 72.m18956 AO070260000017 0 -107 -93 ATGGAAGCTTTCTAA ATGGAAGCTTTCTAA MEAF* MEAF* GGTATAGTCA CACGACGGTC 0 Z 0 0 0 0 0
10179 4406 an AN5829.1 72.m18956 AO070260000017 0 -67 -20 ATGAGAGCCGACGATTGCAGCTCTGACAGAGACCTTGTTG

CACTGTGA
ATGAGAGCCGACGATTGCAGCTCTGACAGAGAC
CTTGTTGCACTGTGA

MRADDCSSDRDLVAL* MRADDCSSDRDLVAL* GCGCGTGTGC TGGTCTAACT 0 Z 0 0 0 0 0

10183 4406 ao AN5829.1 72.m18956 AO070260000017 0 -104 -90 ATGGACCCCGCATAG ATGGACCCCGCATAG MDPA* MDPA* GAAAGGTCAA CGCAGCGCTT 0 Z 0 0 0 0 0
10186 4408 af AN2442.1 69.m15216 AO070264000033 0 -271 -179 ATGTCAACTGGAACAAGGCCCTGTCCAACGAACAACCTTA

CATCAGCCACGCTGCTGGTACAATGTATCTCAACATCATC
TCCTCTTGACTGA

ATGTCAACTGGAACAAGGCCCTGTCCAACGAACAA
CCTTACATCAGCCACGCTGCTGGTACAATGTATCT
CAACATCATCTCCTCTTGACTGA

MSTGTRPCPTNNLTSATL
LVQCISTSSPLD*

MSTGTRPCPTNNLT
SATLLVQCISTSSPL
D*

TGATATCTCC CTCTTAGATG 0  0 0 0 0 0

10187 4408 af AN2442.1 69.m15216 AO070264000033 0 -209 -183 ATGTATCTCAACATCATCTCCTCTTGA ATGTATCTCAACATCATCTCCTCTTGA MYLNIISS* MYLNIISS* TGCTGGTACA CTGACTCTTA 0  0 0 0 0 0
10188 4408 af AN2442.1 69.m15216 AO070264000033 0 -171 -103 ATGAGCAGAGCCCTTTGTCATGTTTTGTTGAAGATAAACCT

TTTGTCTCTTTGTATTGCGAACCGATGA
ATGAGCAGAGCCCTTTGTCATGTTTTGTTGAAGATA
AACCTTTTGTCTCTTTGTATTGCGAACCGATGA

MSRALCHVLLKINLLSLCI
ANR*

MSRALCHVLLKINLL
SLCIANR*

TGACTCTTAG TCTCATCCTC 0  0 0 0 0 0

10189 4408 af AN2442.1 69.m15216 AO070264000033 0 -152 -141 ATGTTTTGTTGA ATGTTTTGTTGA MFC* MFC* GCCCTTTGTC AGATAAACCT 0  0 0 0 0 0
10190 4408 af AN2442.1 69.m15216 AO070264000033 0 -106 -20 ATGATCTCATCCTCTCCAAGTGGCCAGTGTTGGGAGGCTT

CTTCTAGTTTACGACGCCTCCTCATTTGGTCAGGATCTGC
CTTTTGA

ATGATCTCATCCTCTCCAAGTGGCCAGTGTTGGGA
GGCTTCTTCTAGTTTACGACGCCTCCTCATTTGGTC
AGGATCTGCCTTTTGA

MISSSPSGQCWEASSSL
RRLLIWSGSAF*

MISSSPSGQCWEAS
SSLRRLLIWSGSAF*

TTGCGAACCG CAGAAGTCAA 0  0 0 0 0 0

10184 4408 an AN2442.1 69.m15216 AO070264000033 0 -133 -122 ATGGTCTTCTGA ATGGTCTTCTGA MVF* MVF* TCAGAGGCAT ATAGTCATAT 0  0 0 0 0 0
10185 4408 an AN2442.1 69.m15216 AO070264000033 0 -108 -94 ATGCATACTCGCTGA ATGCATACTCGCTGA MHTR* MHTR* GTCATATATC CTGTGCTATC 0  0 0 0 0 0
10191 4408 ao AN2442.1 69.m15216 AO070264000033 0 -169 -140 ATGATGCACTCAGAATTTCCGTCATTCTGA ATGATGCACTCAGAATTTCCGTCATTCTGA MMHSEFPSF* MMHSEFPSF* GTTCTAGGAC TACCATTATA 0  0 0 0 0 0

10192 4408 ao AN2442.1 69.m15216 AO070264000033 0 -166 -140 ATGCACTCAGAATTTCCGTCATTCTGA ATGCACTCAGAATTTCCGTCATTCTGA MHSEFPSF* MHSEFPSF* CTAGGACATG TACCATTATA 0  0 0 0 0 0
10193 4408 ao AN2442.1 69.m15216 AO070264000033 0 -76 -62 ATGTCTTGTACTTGA ATGTCTTGTACTTGA MSCT* MSCT* CTCGCCGCGA CGCCTGAACT 0  0 0 0 0 0
10195 4412 af AN4473.1 58.m07846 AO070305000112 0 -163 -92 ATGCTCGACTATCAAATGGCTTATCATCGCCATGCTGGGG

GAATCCCCACTGATCAGCCACGTTATATATAA
ATGCTCGACTATCAAATGGCTTATCATCGCCATGCT
GGGGGAATCCCCACTGATCAGCCACGTTATATATA
A

MLDYQMAYHRHAGGIPT
DQPRYI*

MLDYQMAYHRHAG
GIPTDQPRYI*

ACTAGCTCAA TGGTAGCCAG 0 R 0 MG10414.1 0 0 0

10196 4412 af AN4473.1 58.m07846 AO070305000112 0 -148 -92 ATGGCTTATCATCGCCATGCTGGGGGAATCCCCACTGATC
AGCCACGTTATATATAA

ATGGCTTATCATCGCCATGCTGGGGGAATCCCCAC
TGATCAGCCACGTTATATATAA

MAYHRHAGGIPTDQPRYI
*

MAYHRHAGGIPTDQ
PRYI*

CGACTATCAA TGGTAGCCAG 0 R 0 MG10414.1 0 0 0

10197 4412 af AN4473.1 58.m07846 AO070305000112 0 -132 -31 ATGCTGGGGGAATCCCCACTGATCAGCCACGTTATATATA
ATGGTAGCCAGGTGCCCCATGAATATGATCCATGGAGGC
AAGAAAACGAACCTGGGGTATAA

ATGCTGGGGGAATCCCCACTGATCAGCCACGTTAT
ATATAATGGTAGCCAGGTGCCCCATGAATATGATC
CATGGAGGCAAGAAAACGAACCTGGGGTATAA

MLGESPLISHVIYNGSQV
PHEYDPWRQENEPGV*

MLGESPLISHVIYNG
SQVPHEYDPWRQE
NEPGV*

TATCATCGCC CAAAAACTGG 0 R 0 MG10414.1 0 0 0

10194 4412 an AN4473.1 58.m07846 AO070305000112 0 -145 -119 ATGATATACCGGCGTCATCCAAGCTGA ATGATATACCGGCGTCATCCAAGCTGA MIYRRHPS* MIYRRHPS* GCATTGACAG GCCGATACCC 0 R 0 MG10414.1 0 0 0
10198 4412 ao AN4473.1 58.m07846 AO070305000112 0 -247 -182 ATGATTGGGGTCATTGCGCTGAGAGACTTTCGCCAGTTGC

GCGGCCTTGGTAGCTATATAACATAG
ATGATTGGGGTCATTGCGCTGAGAGACTTT
CGCCAGTTGCGCGGCCTTGGTAGCTATATA
ACATAG

MIGVIALRDFRQLRGLGS
YIT*

MIGVIALRDFRQLRG
LGSYIT*

TATCGGCGCC CAATACCATC 0 R 0 MG10414.1 0 0 0

10200 4413 an AN4486.1 57.m05645 AO070311000037 0 -209 -171 ATGCTTTTCACTTATCGGTCTCGAGCAATCCCGCATTAA ATGCTTTTCACTTATCGGTCTCGAGCAATCCCGC
ATTAA

MLFTYRSRAIPH* MLFTYRSRAIPH* GCGCAATCGC TCATTACACC 0  0 0 0 0 0

10203 4417 af AN2852.1 59.m08695 AO070338000173 0 -142 -98 ATGACTCTTGTGGTAATCCTCCGATCTGCCCCTCGTGTGC
GATAG

ATGACTCTTGTGGTAATCCTCCGATCTGCCCCTCG
TGTGCGATAG

MTLVVILRSAPRVR* MTLVVILRSAPRVR* TGTGCCTTCC GTCTTGCATC 0  0 0 0 0 0

10201 4417 an AN2852.1 59.m08695 AO070338000173 0 -183 -172 ATGACTCGGTAA ATGACTCGGTAA MTR* MTR* TGTGCCTTCC AGCTGTTTCC 0  0 0 0 0 0
10204 4417 ao AN2852.1 59.m08695 AO070338000173 0 -230 -219 ATGAACCTGTGA ATGAACCTGTGA MNL* MNL* CTATTGCTCG GAAACGTCAA 0  0 0 0 0 0
10205 4417 ao AN2852.1 59.m08695 AO070338000173 0 -61 -38 ATGCTTCTACGCCGACCGCCTTAA ATGCTTCTACGCCGACCGCCTTAA MLLRRPP* MLLRRPP* GCTCCCTTGC TCGATCCCGA 0  0 0 0 0 0
10211 4420 af AN2083.1 57.m05782 AO070341000236 0 -182 -90 ATGTTGCCTAGAACTGGATATATGTGTGCACAGACCACTA

TCGATGTCATAGGGATCAGACGCGTCGACGACGCGAACC
GCATCGCATTATGA

ATGTTGCCTAGAACTGGATATATGTGTGCACAGAC
CACTATCGATGTCATAGGGATCAGACGCGTCGACG
ACGCGAACCGCATCGCATTATGA

MLPRTGYMCAQTTIDVIGI
RRVDDANRIAL*

MLPRTGYMCAQTTI
DVIGIRRVDDANRIA
L*

ACCTAGGCGA CCCATCCGCA 0 S 0 0 0 0 0

10212 4420 af AN2083.1 57.m05782 AO070341000236 0 -161 -90 ATGTGTGCACAGACCACTATCGATGTCATAGGGATCAGAC
GCGTCGACGACGCGAACCGCATCGCATTATGA

ATGTGTGCACAGACCACTATCGATGTCATAGGGAT
CAGACGCGTCGACGACGCGAACCGCATCGCATTA
TGA

MCAQTTIDVIGIRRVDDA
NRIAL*

MCAQTTIDVIGIRRV
DDANRIAL*

AACTGGATAT CCCATCCGCA 0 S 0 0 0 0 0

10213 4420 af AN2083.1 57.m05782 AO070341000236 0 -93 -16 ATGACCCATCCGCAGCCGCAACTCTACTTAGACTCATGGT
TTTGTTTCGTTCTTTTTAGTTCCAAAATACTAATATAG

ATGACCCATCCGCAGCCGCAACTCTACTTAGACTC
ATGGTTTTGTTTCGTTCTTTTTAGTTCCAAAATACTA
ATATAG

MTHPQPQLYLDSWFCFV
LFSSKILI*

MTHPQPQLYLDSW
FCFVLFSSKILI*

GCATCGCATT CTACTTCGAT 0 S 0 0 0 0 0

10210 4420 an AN2083.1 57.m05782 AO070341000236 0 -123 -40 ATGAACAGTTACCTAAATTATAGTGGTACGAGCTCTTGCCT
TGATCCGACCAACCACTTTATTCAGGCCCATGCCTCGCCG
TGA

ATGAACAGTTACCTAAATTATAGTGGTACGAGCT
CTTGCCTTGATCCGACCAACCACTTTATTCAGGC
CCATGCCTCGCCGTGA

MNSYLNYSGTSSCLDPT
NHFIQAHASP*

MNSYLNYSGTSSCLDPT
NHFIQAHASP*

TCGAGTCATA AACCCACTCA 0 S 0 0 0 0 0

10215 4420 ao AN2083.1 57.m05782 AO070341000236 0 -245 -219 ATGCAACATGGACGCTGTTTGCCTTAA ATGCAACATGGACGCTGTTTGCCTTAA MQHGRCLP* MQHGRCLP* CATCATACGA GGTTCAGGCC 0 S 0 0 0 0 0
10216 4420 ao AN2083.1 57.m05782 AO070341000236 0 -238 -98 ATGGACGCTGTTTGCCTTAAGGTTCAGGCCGTCAACAGTC

CTATCCGAGTTAAATGGCCTTCTGTGCACAGACCACCCGT
TTATGGTTTAGCGACGCGTCGTCGCGTTACCCCAGTCGAC
ACAATCAATAAGCAGAGTTAG

ATGGACGCTGTTTGCCTTAAGGTTCAGGCC
GTCAACAGTCCTATCCGAGTTAAATGGCCTT
CTGTGCACAGACCACCCGTTTATGGTTTAG
CGACGCGTCGTCGCGTTACCCCAGTCGACA
CAATCAATAAGCAGAGTTAG

MDAVCLKVQAVNSPIRVK
WPSVHRPPVYGLATRRR
VTPVDTINKQS*

MDAVCLKVQAVNSP
IRVKWPSVHRPPVY
GLATRRRVTPVDTIN
KQS*

CGAATGCAAC CTAAGACAAC 0 S 0 0 0 0 0

10217 4420 ao AN2083.1 57.m05782 AO070341000236 0 -185 -108 ATGGCCTTCTGTGCACAGACCACCCGTTTATGGTTTAGCG
ACGCGTCGTCGCGTTACCCCAGTCGACACAATCAATAA

ATGGCCTTCTGTGCACAGACCACCCGTTTAT
GGTTTAGCGACGCGTCGTCGCGTTACCCCA
GTCGACACAATCAATAA

MAFCAQTTRLWFSDASS
RYPSRHNQ*

MAFCAQTTRLWFS
DASSRYPSRHNQ*

TCCGAGTTAA GCAGAGTTAG 0 S 0 0 0 0 0

10219 4421 af AN4112.1 54.m07047 AO070342000107 0 -279 -235 ATGATGATACCACGTGTGGTGGTGCTCTCACTCCGTCCTC
TGTAG

ATGATGATACCACGTGTGGTGGTGCTCTCACTCCG
TCCTCTGTAG

MMIPRVVVLSLRPL* MMIPRVVVLSLRPL* TGCTGATGAT CAACTGACGT 0 Y 0 0 0 0 0

10220 4421 af AN4112.1 54.m07047 AO070342000107 0 -276 -235 ATGATACCACGTGTGGTGGTGCTCTCACTCCGTCCTCTGT
AG

ATGATACCACGTGTGGTGGTGCTCTCACTCCGTCC
TCTGTAG

MIPRVVVLSLRPL* MIPRVVVLSLRPL* TGATGATATG CAACTGACGT 0 Y 0 0 0 0 0

10218 4421 an AN4112.1 54.m07047 AO070342000107 0 -183 -133 ATGACGTCAGCTCACCGCCTACCGATTCCGACATTTTATTT
ACACCGTTAG

ATGACGTCAGCTCACCGCCTACCGATTCCGACAT
TTTATTTACACCGTTAG

MTSAHRLPIPTFYLHR* MTSAHRLPIPTFYLHR* AGCGTGGACC TTCGTCTCAA 0 Y 0 0 0 0 0

10221 4421 ao AN4112.1 54.m07047 AO070342000107 0 -212 -195 ATGCTCCAGTCACGTTAG ATGCTCCAGTCACGTTAG MLQSR* MLQSR* CTGACATCAG ATGAAATCAC 0 Y 0 0 0 0 0
10222 4421 ao AN4112.1 54.m07047 AO070342000107 0 -194 -177 ATGAAATCACTCCACTGA ATGAAATCACTCCACTGA MKSLH* MKSLH* GTCACGTTAG CGTCAGCTCA 0 Y 0 0 0 0 0
10223 4425 af AN0846.1 70.m15445 AO070216000005 0 -172 -131 ATGCCTTGTTCTTCCCTGAACCTCTTTGAAATCTCTCACTG

A
ATGCCTTGTTCTTCCCTGAACCTCTTTGAAATCTCT
CACTGA

MPCSSLNLFEISH* MPCSSLNLFEISH* CGTGCCAGTC TTTCTGTGAC 0  0 0 0 0 0

10224 4426 an AN1356.1 70.m14874 AO070237000004 0 -224 -24 ATGGAGCGTGGGTGGAGCTATCATCTTGTCTTGAGAGCG
AGACTGGGTGGTAAGGTATGTGGGGAGGTATATAAGAGG
GACGACGAAGCTGAGTCCATTCAGATGTCTAATTATTTGAT
TGCCCTTTTATCCATCATTTTTTCTTTGTTAATCATTACCTCT
TCTGATCTTTATACATTCATTGTCTGTATAGATCGATAG

ATGGAGCGTGGGTGGAGCTATCATCTTGTCTTGA
GAGCGAGACTGGGTGGTAAGGTATGTGGGGAG
GTATATAAGAGGGACGACGAAGCTGAGTCCATTC
AGATGTCTAATTATTTGATTGCCCTTTTATCCATC
ATTTTTTCTTTGTTAATCATTACCTCTTCTGATCTT
TATACATTCATTGTCTGTATAGATCGATAG

MERGWSYHLVLRARLG
GKVCGEVYKRDDEAESI
QMSNYLIALLSIIFSLLIITS
SDLYTFIVCIDR*

MERGWSYHLVLRARLG
GKVCGEVYKRDDEAESI
QMSNYLIALLSIIFSLLIIT
SSDLYTFIVCIDR*

GATGAAGAAA ACTCACTACT 0 0 0 0 0 0

10225 4426 an AN1356.1 70.m14874 AO070237000004 0 -168 -151 ATGTGGGGAGGTATATAA ATGTGGGGAGGTATATAA MWGGI* MWGGI* GTGGTAAGGT GAGGGACGAC 0 0 0 0 0 0
10226 4426 an AN1356.1 70.m14874 AO070237000004 0 -122 -24 ATGTCTAATTATTTGATTGCCCTTTTATCCATCATTTTTTCTT

TGTTAATCATTACCTCTTCTGATCTTTATACATTCATTGTCT
GTATAGATCGATAG

ATGTCTAATTATTTGATTGCCCTTTTATCCATCATT
TTTTCTTTGTTAATCATTACCTCTTCTGATCTTTAT
ACATTCATTGTCTGTATAGATCGATAG

MSNYLIALLSIIFSLLIITSS
DLYTFIVCIDR*

MSNYLIALLSIIFSLLIITSS
DLYTFIVCIDR*

GTCCATTCAG ACTCACTACT 0 0 0 0 0 0

10227 4426 ao AN1356.1 70.m14874 AO070237000004 0 -144 -130 ATGTATATCCTGTAG ATGTATATCCTGTAG MYIL* MYIL* CGATATTGAC TATATACATA 0 0 0 0 0 0
10228 4427 an AN2509.1 59.m08475 AO070263000057 0 -205 -188 ATGAGCCGTTTATGGTAA ATGAGCCGTTTATGGTAA MSRLW* MSRLW* ACTCCTTCCG TTTTGGTAGC 0  0 0 0 YJR078W 0
10229 4427 an AN2509.1 59.m08475 AO070263000057 0 -194 -165 ATGGTAATTTTGGTAGCTTTGACCTGCTGA ATGGTAATTTTGGTAGCTTTGACCTGCTGA MVILVALTC* MVILVALTC* TGAGCCGTTT GACTATTGTC 0  0 0 0 YJR078W 0
10230 4427 an AN2509.1 59.m08475 AO070263000057 0 -140 -105 ATGAGTTCCTGGCCCAATTTGTCTACTGCAAGTTGA ATGAGTTCCTGGCCCAATTTGTCTACTGCAAGTT

GA
MSSWPNLSTAS* MSSWPNLSTAS* ACTTGTGTTC GGTCTCACCT 0  0 0 0 YJR078W 0

10231 4427 ao AN2509.1 59.m08475 AO070263000057 0 -216 -184 ATGTATGTTCTTCCCTACTCTCTGGCCACCTAG ATGTATGTTCTTCCCTACTCTCTGGCCACCT
AG

MYVLPYSLAT* MYVLPYSLAT* GGCTTTAAGG ACTGGTTTCC 0  0 0 0 YJR078W 0

10232 4427 ao AN2509.1 59.m08475 AO070263000057 0 -212 -171 ATGTTCTTCCCTACTCTCTGGCCACCTAGACTGGTTTCCTG
A

ATGTTCTTCCCTACTCTCTGGCCACCTAGAC
TGGTTTCCTGA

MFFPTLWPPRLVS* MFFPTLWPPRLVS* TTAAGGATGT GACTAACCCG 0  0 0 0 YJR078W 0

10234 4429 ao AN7628.1 71.m15822 AO070294000038 0 -233 -219 ATGACTTTTGATTGA ATGACTTTTGATTGA MTFD* MTFD* AGGGGGCAAG TTAAGCGGGA 0 A 0 0 0 0 0
10241 4430 af AN4458.1 58.m07866 AO070305000135 0 -233 -147 ATGGAAATGACTCAAAAAGTAGATACTCTCCTGAGCTCAG

AAGTCCACCTGAGGACTCTTGAGCAGAACGTGATAACTGG
TGAATAA

ATGGAAATGACTCAAAAAGTAGATACTCTCCTGAG
CTCAGAAGTCCACCTGAGGACTCTTGAGCAGAACG
TGATAACTGGTGAATAA

MEMTQKVDTLLSSEVHL
RTLEQNVITGE*

MEMTQKVDTLLSSE
VHLRTLEQNVITGE*

ATAGGGACCA TGGGAAGCGC 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10242 4430 af AN4458.1 58.m07866 AO070305000135 0 -227 -147 ATGACTCAAAAAGTAGATACTCTCCTGAGCTCAGAAGTCC
ACCTGAGGACTCTTGAGCAGAACGTGATAACTGGTGAATA
A

ATGACTCAAAAAGTAGATACTCTCCTGAGCTCAGAA
GTCCACCTGAGGACTCTTGAGCAGAACGTGATAAC
TGGTGAATAA

MTQKVDTLLSSEVHLRTL
EQNVITGE*

MTQKVDTLLSSEVH
LRTLEQNVITGE*

ACCAATGGAA TGGGAAGCGC 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10243 4430 af AN4458.1 58.m07866 AO070305000135 0 -147 -115 ATGGGAAGCGCATTGGTGACGCTGCATGTTTGA ATGGGAAGCGCATTGGTGACGCTGCATGTTTGA MGSALVTLHV* MGSALVTLHV* CTGGTGAATA CATGTTTGCA 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C
10235 4430 an AN4458.1 58.m07866 AO070305000135 0 -248 -234 ATGGCTGCTAGGTAG ATGGCTGCTAGGTAG MAAR* MAAR* TCGGCCGAGG ACAATAAATG 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C
10236 4430 an AN4458.1 58.m07866 AO070305000135 0 -216 -178 ATGACACGTATTCAGAGCCAAAAATGTCTATATAATTAA ATGACACGTATTCAGAGCCAAAAATGTCTATATAA

TTAA
MTRIQSQKCLYN* MTRIQSQKCLYN* ATGAAATGAC TCCAAAAAAC 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10237 4430 an AN4458.1 58.m07866 AO070305000135 0 -193 -182 ATGTCTATATAA ATGTCTATATAA MSI* MSI* AGAGCCAAAA TTAATCCAAA 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C
10238 4430 an AN4458.1 58.m07866 AO070305000135 0 -162 -118 ATGGTTTTGCTAAAGCTTCAAGTGAGCTCCGCTGTCGAGC

AATGA
ATGGTTTTGCTAAAGCTTCAAGTGAGCTCCGCTG
TCGAGCAATGA

MVLLKLQVSSAVEQ* MVLLKLQVSSAVEQ* AAAACGCGGG TGCAAGACGA 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10239 4430 an AN4458.1 58.m07866 AO070305000135 0 -121 -62 ATGATGCAAGACGAACTGTGTTTGTCCTGTTTGCATGCGT
CCCTGGGTCTTCCGCCGTGA

ATGATGCAAGACGAACTGTGTTTGTCCTGTTTGC
ATGCGTCCCTGGGTCTTCCGCCGTGA

MMQDELCLSCLHASLGL
PP*

MMQDELCLSCLHASLG
LPP*

CTGTCGAGCA GGTTTTCCAT 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10240 4430 an AN4458.1 58.m07866 AO070305000135 0 -118 -62 ATGCAAGACGAACTGTGTTTGTCCTGTTTGCATGCGTCCC
TGGGTCTTCCGCCGTGA

ATGCAAGACGAACTGTGTTTGTCCTGTTTGCATG
CGTCCCTGGGTCTTCCGCCGTGA

MQDELCLSCLHASLGLP
P*

MQDELCLSCLHASLGLP
P*

TCGAGCAATG GGTTTTCCAT 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10244 4430 ao AN4458.1 58.m07866 AO070305000135 0 -203 -192 ATGACCCTTTGA ATGACCCTTTGA MTL* MTL* ACTAAGAGAA ACGTTTGCTT 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C
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10245 4430 ao AN4458.1 58.m07866 AO070305000135 0 -127 -23 ATGTATGACGCTGTATGTACCGGGTGTTTGTTATGTTTGCA
CTCCGCGGCCCCATCGCGTCTTCGCAGCTTTCAATCCCG
CGGAGCCAGAATCTTCGTTTCTTAG

ATGTATGACGCTGTATGTACCGGGTGTTTGT
TATGTTTGCACTCCGCGGCCCCATCGCGTC
TTCGCAGCTTTCAATCCCGCGGAGCCAGAA
TCTTCGTTTCTTAG

MYDAVCTGCLLCLHSAA
PSRLRSFQSRGARIFVS*

MYDAVCTGCLLCLH
SAAPSRLRSFQSRG
ARIFVS*

TACGACTAAC TTCACCTTTA 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10246 4430 ao AN4458.1 58.m07866 AO070305000135 0 -113 ATGTACCGGGTGTTTGTTATGTTTGCACTCCGCGGCCCCA
TCGCGTCTTCGCAGCTTTCAATCCCGCGGAGCCAGAATCT
TCGTTTCTTAGTTCACCTTTACACAGAGTCATGA

ATGTACCGGGTGTTTGTTATGTTTGCACTCC
GCGGCCCCATCGCGTCTTCGCAGCTTTCAA
TCCCGCGGAGCCAGAATCTTCGTTTCTTAGT
TCACCTTTACACAGAGTCATGA

MYRVFVMFALRGPIASSQ
LSIPRSQNLRFLVHLYTES
*

MYRVFVMFALRGPI
ASSQLSIPRSQNLR
FLVHLYTES*

ATGACGCTGT TGTCCAAGAG 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10247 4430 ao AN4458.1 58.m07866 AO070305000135 0 -95 ATGTTTGCACTCCGCGGCCCCATCGCGTCTTCGCAGCTTT
CAATCCCGCGGAGCCAGAATCTTCGTTTCTTAGTTCACCT
TTACACAGAGTCATGA

ATGTTTGCACTCCGCGGCCCCATCGCGTCT
TCGCAGCTTTCAATCCCGCGGAGCCAGAAT
CTTCGTTTCTTAGTTCACCTTTACACAGAGT
CATGA

MFALRGPIASSQLSIPRS
QNLRFLVHLYTES*

MFALRGPIASSQLSI
PRSQNLRFLVHLYT
ES*

GGTGTTTGTT TGTCCAAGAG 0 Z FG06789.1 MG08169.1 0 YFR005C YFR005C

10248 4431 af AN4253.1 65.m07425 AO070309000123 0 -249 -208 ATGTGCGGCTCTTGGCTCTCCTTCTGTCCATCCCTCCGCT
GA

ATGTGCGGCTCTTGGCTCTCCTTCTGTCCATCCCT
CCGCTGA

MCGSWLSFCPSLR* MCGSWLSFCPSLR* CTAGTGGGCG ATTTTTCCCG 0  0 0 0 0 0

10249 4431 ao AN4253.1 65.m07425 AO070309000123 0 -180 -106 ATGAAAATTTCCCGGAAGATCCTCACGCAACAATTACACCT
AATCGAATTGAATGCTCTAACTCCTCTCAACTAA

ATGAAAATTTCCCGGAAGATCCTCACGCAAC
AATTACACCTAATCGAATTGAATGCTCTAACT
CCTCTCAACTAA

MKISRKILTQQLHLIELNA
LTPLN*

MKISRKILTQQLHLIE
LNALTPLN*

CCAACTACGG CTCGGTGTGT 0  0 0 0 0 0

10250 4436 af AN6072.1 72.m19948 AO070340000116 0 -122 -108 ATGTACGTCTTCTGA ATGTACGTCTTCTGA MYVF* MYVF* AACACACAAC TCCAGGATTC 0 E 0 MG09290.1 NCU08111.1 YDR465C 0

10251 4437 af AN6081.1 72.m19926 AO070340000131 0 -159 -139 ATGCTGATTCCTTTAAATTGA ATGCTGATTCCTTTAAATTGA MLIPLN* MLIPLN* GCTACTATAT TCGCTAATTT 0 ZR 0 0 0 0 0
10252 4438 an AN5934.1 72.m19195 AO070340000336 0 -205 -59 ATGGGTAATTTATTCTGCCGTTTTTTTTATGCGCTACGCTA

CTCTCGCGCGTGGCAAAGCCTAGGCGGTCTACAACCATTT
CAACAGTCAACACCACATTCTTACTTTGGTGATATTAGTAT
GAACAGACATTTCAGGCCTGTTTAG

ATGGGTAATTTATTCTGCCGTTTTTTTTATGCGCT
ACGCTACTCTCGCGCGTGGCAAAGCCTAGGCGG
TCTACAACCATTTCAACAGTCAACACCACATTCTT
ACTTTGGTGATATTAGTATGAACAGACATTTCAGG
CCTGTTTAG

MGNLFCRFFYALRYSRA
WQSLGGLQPFQQSTPH
SYFGDISMNRHFRPV*

MGNLFCRFFYALRYSRA
WQSLGGLQPFQQSTPH
SYFGDISMNRHFRPV*

CTAGACCTAT AATATTCTCC 0 S 0 0 0 0 0

10253 4438 an AN5934.1 72.m19195 AO070340000336 0 -177 -142 ATGCGCTACGCTACTCTCGCGCGTGGCAAAGCCTAG ATGCGCTACGCTACTCTCGCGCGTGGCAAAGCC
TAG

MRYATLARGKA* MRYATLARGKA* CGTTTTTTTT GCGGTCTACA 0 S 0 0 0 0 0

10254 4438 an AN5934.1 72.m19195 AO070340000336 0 -85 -59 ATGAACAGACATTTCAGGCCTGTTTAG ATGAACAGACATTTCAGGCCTGTTTAG MNRHFRPV* MNRHFRPV* TGATATTAGT AATATTCTCC 0 S 0 0 0 0 0
10255 4438 ao AN5934.1 72.m19195 AO070340000336 0 -187 -116 ATGCCAAAAGATACAGAAAACAACTACTCAGACAAGAAAC

CAACCCCACTATACCATCATAGAATGTACTGA
ATGCCAAAAGATACAGAAAACAACTACTCAG
ACAAGAAACCAACCCCACTATACCATCATAG
AATGTACTGA

MPKDTENNYSDKKPTPL
YHHRMY*

MPKDTENNYSDKKP
TPLYHHRMY*

AGTAGGCGGT CATTGCGTGC 0 S 0 0 0 0 0

10256 4438 ao AN5934.1 72.m19195 AO070340000336 0 -82 -56 ATGAAACTACACCGTCTAGACACATAG ATGAAACTACACCGTCTAGACACATAG MKLHRLDT* MKLHRLDT* ATCAAAATTA ATTCTATCCA 0 S 0 0 0 0 0
10262 4440 af AN5206.1 69.m14903 AO070199000006 0 -170 -87 ATGCTCTGCTTGCACAGCTGTCATAGTATCCATTTCCCCG

GCTATAGACCGCGGGTCAACATTCTTCCCGTGGTCGCATA
CTAG

ATGCTCTGCTTGCACAGCTGTCATAGTATCCATTTC
CCCGGCTATAGACCGCGGGTCAACATTCTTCCCGT
GGTCGCATACTAG

MLCLHSCHSIHFPGYRPR
VNILPVVAY*

MLCLHSCHSIHFPG
YRPRVNILPVVAY*

GAAGAAAACG TCATACTAAT 0 E FG01392.1 MG01566.1 0 YIL094C 0

10257 4440 an AN5206.1 69.m14903 AO070199000006 0 -225 -166 ATGCTATCCATTCCTATATCTCGCTGCAAGTTTATCGATAC
CGGATCGGAAGATCTATGA

ATGCTATCCATTCCTATATCTCGCTGCAAGTTTAT
CGATACCGGATCGGAAGATCTATGA

MLSIPISRCKFIDTGSEDL* MLSIPISRCKFIDTGSED
L*

CAGGCTAGAT GATATAGCCT 0 E FG01392.1 MG01566.1 0 YIL094C 0

10258 4440 an AN5206.1 69.m14903 AO070199000006 0 -169 -152 ATGAGATATAGCCTGTAA ATGAGATATAGCCTGTAA MRYSL* MRYSL* CGGAAGATCT ATGACAGTCG 0 E FG01392.1 MG01566.1 0 YIL094C 0
10259 4440 an AN5206.1 69.m14903 AO070199000006 0 -151 -134 ATGACAGTCGGAAGATGA ATGACAGTCGGAAGATGA MTVGR* MTVGR* TAGCCTGTAA ACGGGTTGCT 0 E FG01392.1 MG01566.1 0 YIL094C 0
10260 4440 an AN5206.1 69.m14903 AO070199000006 0 -137 -27 ATGAACGGGTTGCTCAACCTGAAATCCCGATTCCTCGGCG

ATATGCCCGGATCATTATTCTTCCCGTCGCCATACAAAATC
AATTCCCTCCGATTGCGGACGTTTTCCTAG

ATGAACGGGTTGCTCAACCTGAAATCCCGATTCC
TCGGCGATATGCCCGGATCATTATTCTTCCCGTC
GCCATACAAAATCAATTCCCTCCGATTGCGGACG
TTTTCCTAG

MNGLLNLKSRFLGDMPG
SLFFPSPYKINSLRLRTFS
*

MNGLLNLKSRFLGDMP
GSLFFPSPYKINSLRLRT
FS*

CAGTCGGAAG CCAGCAGGAA 0 E FG01392.1 MG01566.1 0 YIL094C 0

10261 4440 an AN5206.1 69.m14903 AO070199000006 0 -95 -27 ATGCCCGGATCATTATTCTTCCCGTCGCCATACAAAATCAA
TTCCCTCCGATTGCGGACGTTTTCCTAG

ATGCCCGGATCATTATTCTTCCCGTCGCCATACA
AAATCAATTCCCTCCGATTGCGGACGTTTTCCTA
G

MPGSLFFPSPYKINSLRL
RTFS*

MPGSLFFPSPYKINSLRL
RTFS*

CCTCGGCGAT CCAGCAGGAA 0 E FG01392.1 MG01566.1 0 YIL094C 0

10263 4440 ao AN5206.1 69.m14903 AO070199000006 0 -178 -149 ATGCCGAACTCCTCCAATATGTTTCTGTAG ATGCCGAACTCCTCCAATATGTTTCTGTAG MPNSSNMFL* MPNSSNMFL* TTCCCCTTCA TTCCGTTTGA 0 E FG01392.1 MG01566.1 0 YIL094C 0

10264 4440 ao AN5206.1 69.m14903 AO070199000006 0 -160 -149 ATGTTTCTGTAG ATGTTTCTGTAG MFL* MFL* CTCCTCCAAT TTCCGTTTGA 0 E FG01392.1 MG01566.1 0 YIL094C 0
10265 4443 an AN4410.1 58.m07898 AO070273000030 0 -189 -34 ATGTTCTCTCGCTTCCTTATATTACTCAGAGTATTGGAAAT

GGGGCAAATCGCACCCGGTGACTTTCACATGTCACGAAT
GCGGAGTCGTCCTAGCCAAGGTAGATCCAGGCCTAACAC
ACCCCAACCCTCGACTCTCCTCATTCCATACTCTTGA

ATGTTCTCTCGCTTCCTTATATTACTCAGAGTATT
GGAAATGGGGCAAATCGCACCCGGTGACTTTCA
CATGTCACGAATGCGGAGTCGTCCTAGCCAAGG
TAGATCCAGGCCTAACACACCCCAACCCTCGACT
CTCCTCATTCCATACTCTTGA

MFSRFLILLRVLEMGQIAP
GDFHMSRMRSRPSQGR
SRPNTPQPSTLLIPYS*

MFSRFLILLRVLEMGQIA
PGDFHMSRMRSRPSQ
GRSRPNTPQPSTLLIPY
S*

ACTAATTGAC CCTCTATCCA 0 R 0 0 0 0 0

10266 4443 an AN4410.1 58.m07898 AO070273000030 0 -150 -34 ATGGGGCAAATCGCACCCGGTGACTTTCACATGTCACGAA
TGCGGAGTCGTCCTAGCCAAGGTAGATCCAGGCCTAACA
CACCCCAACCCTCGACTCTCCTCATTCCATACTCTTGA

ATGGGGCAAATCGCACCCGGTGACTTTCACATGT
CACGAATGCGGAGTCGTCCTAGCCAAGGTAGAT
CCAGGCCTAACACACCCCAACCCTCGACTCTCCT
CATTCCATACTCTTGA

MGQIAPGDFHMSRMRSR
PSQGRSRPNTPQPSTLLI
PYS*

MGQIAPGDFHMSRMRS
RPSQGRSRPNTPQPST
LLIPYS*

AGTATTGGAA CCTCTATCCA 0 R 0 0 0 0 0

10267 4443 an AN4410.1 58.m07898 AO070273000030 0 -120 -34 ATGTCACGAATGCGGAGTCGTCCTAGCCAAGGTAGATCCA
GGCCTAACACACCCCAACCCTCGACTCTCCTCATTCCATA
CTCTTGA

ATGTCACGAATGCGGAGTCGTCCTAGCCAAGGT
AGATCCAGGCCTAACACACCCCAACCCTCGACT
CTCCTCATTCCATACTCTTGA

MSRMRSRPSQGRSRPN
TPQPSTLLIPYS*

MSRMRSRPSQGRSRP
NTPQPSTLLIPYS*

TGACTTTCAC CCTCTATCCA 0 R 0 0 0 0 0

10268 4443 an AN4410.1 58.m07898 AO070273000030 0 -111 -34 ATGCGGAGTCGTCCTAGCCAAGGTAGATCCAGGCCTAAC
ACACCCCAACCCTCGACTCTCCTCATTCCATACTCTTGA

ATGCGGAGTCGTCCTAGCCAAGGTAGATCCAGG
CCTAACACACCCCAACCCTCGACTCTCCTCATTC
CATACTCTTGA

MRSRPSQGRSRPNTPQ
PSTLLIPYS*

MRSRPSQGRSRPNTPQ
PSTLLIPYS*

CATGTCACGA CCTCTATCCA 0 R 0 0 0 0 0

10269 4443 ao AN4410.1 58.m07898 AO070273000030 0 -149 -93 ATGTCACGGGCGGAGTTGCCGACAAAACAAGGCCAACAA
CCCTCCAAAATCTCATGA

ATGTCACGGGCGGAGTTGCCGACAAAACAA
GGCCAACAACCCTCCAAAATCTCATGA

MSRAELPTKQGQQPSKI
S*

MSRAELPTKQGQQ
PSKIS*

CCGCATTCAC GCTGCTGCAT 0 R 0 0 0 0 0

10270 4443 ao AN4410.1 58.m07898 AO070273000030 0 -96 -1 ATGAGCTGCTGCATCCATCATACCATTAATGAGCTTGCCA
CTCTCTTAGTGCCCTCTTCCTATATTTATTGCCCTCCGTGG
CCCCAGGCAACCTAG

ATGAGCTGCTGCATCCATCATACCATTAATG
AGCTTGCCACTCTCTTAGTGCCCTCTTCCTA
TATTTATTGCCCTCCGTGGCCCCAGGCAAC
CTAG

MSCCIHHTINELATLLVPS
SYIYCPPWPQAT*

MSCCIHHTINELATL
LVPSSYIYCPPWPQ
AT*

CCAAAATCTC ATGGAGGTAT 0 R 0 0 0 0 0

10271 4443 ao AN4410.1 58.m07898 AO070273000030 0 -68 -48 ATGAGCTTGCCACTCTCTTAG ATGAGCTTGCCACTCTCTTAG MSLPLS* MSLPLS* CATACCATTA TGCCCTCTTC 0 R 0 0 0 0 0
10275 4444 af AN1084.1 70.m15158 AO070285000084 0 -234 -130 ATGCTGTTTATCGTGGCGCGATCTAGGTATCCAGGTAGGT

ACATATCAAGTCCCAATGAGCGACCTCCGCAATCCCGCAG
CTGTGATTGGGCGACTCATGACTAA

ATGCTGTTTATCGTGGCGCGATCTAGGTATCCAGG
TAGGTACATATCAAGTCCCAATGAGCGACCTCCGC
AATCCCGCAGCTGTGATTGGGCGACTCATGACTAA

MLFIVARSRYPGRYISSP
NERPPQSRSCDWATHD*

MLFIVARSRYPGRYI
SSPNERPPQSRSC
DWATHD*

GCCTACTGTG GCAAACTCCC 0 J FG07182.1 0 0 0 0

10272 4444 an AN1084.1 70.m15158 AO070285000084 0 -214 -200 ATGGAGCGACTCTAG ATGGAGCGACTCTAG MERL* MERL* GGAACAAAGT CATAGGACGG 0 J FG07182.1 0 0 0 0
10273 4444 an AN1084.1 70.m15158 AO070285000084 0 -156 -142 ATGCTCCGTTGCTGA ATGCTCCGTTGCTGA MLRC* MLRC* AACATCCGCA TTGGTTAATA 0 J FG07182.1 0 0 0 0
10274 4444 an AN1084.1 70.m15158 AO070285000084 0 -130 -110 ATGACTAAGCACATCTCCTAA ATGACTAAGCACATCTCCTAA MTKHIS* MTKHIS* TGGTTAATAG AATTTTCGGG 0 J FG07182.1 0 0 0 0
10276 4444 ao AN1084.1 70.m15158 AO070285000084 0 -203 -183 ATGTTCCATAATACTCCGTAG ATGTTCCATAATACTCCGTAG MFHNTP* MFHNTP* ACCCAAGTTG TTGGATGGGG 0 J FG07182.1 0 0 0 0
10277 4444 ao AN1084.1 70.m15158 AO070285000084 0 -178 -146 ATGGGGAAAGCCTCCGCAATTCGGCACCTGTGA ATGGGGAAAGCCTCCGCAATTCGGCACCTG

TGA
MGKASAIRHL* MGKASAIRHL* CCGTAGTTGG TTGGACAACA 0 J FG07182.1 0 0 0 0

10278 4445 af AN5108.1 54.m06914 AO070291000071 0 -229 -119 ATGACGCAATTCCTAATTCGAAACAGGAGATTAACGTTCTA
TGTTTGTCTTTCTTTAGGCCGCGAGTTTTCCTACATGCGAT
TCCGGAAGACAAAGGCTCGGAGTGTTTAG

ATGACGCAATTCCTAATTCGAAACAGGAGATTAAC
GTTCTATGTTTGTCTTTCTTTAGGCCGCGAGTTTTC
CTACATGCGATTCCGGAAGACAAAGGCTCGGAGT
GTTTAG

MTQFLIRNRRLTFYVCLS
LGREFSYMRFRKTKARS
V*

MTQFLIRNRRLTFYV
CLSLGREFSYMRFR
KTKARSV*

TTTTAGCTTC CGCCCTCTAG 0 A 0 0 0 0 0

10279 4445 af AN5108.1 54.m06914 AO070291000071 0 -189 -172 ATGTTTGTCTTTCTTTAG ATGTTTGTCTTTCTTTAG MFVFL* MFVFL* TTAACGTTCT GCCGCGAGTT 0 A 0 0 0 0 0
10280 4445 af AN5108.1 54.m06914 AO070291000071 0 -154 -119 ATGCGATTCCGGAAGACAAAGGCTCGGAGTGTTTAG ATGCGATTCCGGAAGACAAAGGCTCGGAGTGTTTA

G
MRFRKTKARSV* MRFRKTKARSV* GTTTTCCTAC CGCCCTCTAG 0 A 0 0 0 0 0

10281 4445 ao AN5108.1 54.m06914 AO070291000071 0 -257 -201 ATGTCTGTACGTATACAAGTTTTGATAACTGACCTTGTAGA
AAGAGCATGGGTTTAG

ATGTCTGTACGTATACAAGTTTTGATAACTG
ACCTTGTAGAAAGAGCATGGGTTTAG

MSVRIQVLITDLVERAWV* MSVRIQVLITDLVER
AWV*

TTTTGATCTC CTAATTGACC 0 A 0 0 0 0 0

10282 4445 ao AN5108.1 54.m06914 AO070291000071 0 -210 -193 ATGGGTTTAGCTAATTGA ATGGGTTTAGCTAATTGA MGLAN* MGLAN* TAGAAAGAGC CCAGGCGATC 0 A 0 0 0 0 0
10283 4445 ao AN5108.1 54.m06914 AO070291000071 0 -176 -114 ATGCTCTTGCCCACTTTTTCCACGTCGGATTATCGTACAAC

GAACCCGCATGGGTCCCAGTGA
ATGCTCTTGCCCACTTTTTCCACGTCGGATT
ATCGTACAACGAACCCGCATGGGTCCCAGT
GA

MLLPTFSTSDYRTTNPHG
SQ*

MLLPTFSTSDYRTT
NPHGSQ*

GATCGTTGTG CTTGGACTTG 0 A 0 0 0 0 0

10284 4445 ao AN5108.1 54.m06914 AO070291000071 0 -127 -80 ATGGGTCCCAGTGACTTGGACTTGAAGAAGACGGGAGTA
ACGAGATAG

ATGGGTCCCAGTGACTTGGACTTGAAGAAG
ACGGGAGTAACGAGATAG

MGPSDLDLKKTGVTR* MGPSDLDLKKTGVT
R*

ACGAACCCGC CATATTCAAA 0 A 0 0 0 0 0

10286 4447 af AN1639.1 58.m07718 AO070299000037 0 -170 ATGTCATGCATTCCTGGACTACAAGCACTGTTGATGCTGT
CGGCGATGTGGAGGGGCTCAGCTGATGACATATTTGGTC
CAAAACAGAAAACCACCATATCCCTCTTTCCCACCGTCAA
CATCCTCCTTCCTCCATTCATCTCCCTGGCTGGTCAAATTC
CGCCGCCATAA

ATGTCATGCATTCCTGGACTACAAGCACTGTTGAT
GCTGTCGGCGATGTGGAGGGGCTCAGCTGATGAC
ATATTTGGTCCAAAACAGAAAACCACCATATCCCTC
TTTCCCACCGTCAACATCCTCCTTCCTCCATTCATC
TCCCTGGCTGGTCAAATTCCGCCGCCATAA

MSCIPGLQALLMLSAMW
RGSADDIFGPKQKTTISLF
PTVNILLPPFISLAGQIPPP
*

MSCIPGLQALLMLS
AMWRGSADDIFGP
KQKTTISLFPTVNILL
PPFISLAGQIPPP*

CTCCAAACTA TGTCGGGACT 0 O 0 0 0 0 0

10287 4447 af AN1639.1 58.m07718 AO070299000037 0 -165 -106 ATGCATTCCTGGACTACAAGCACTGTTGATGCTGTCGGCG
ATGTGGAGGGGCTCAGCTGA

ATGCATTCCTGGACTACAAGCACTGTTGATGCTGT
CGGCGATGTGGAGGGGCTCAGCTGA

MHSWTTSTVDAVGDVEG
LS*

MHSWTTSTVDAVG
DVEGLS*

AACTAATGTC TGACATATTT 0 O 0 0 0 0 0

10288 4447 af AN1639.1 58.m07718 AO070299000037 0 -137 ATGCTGTCGGCGATGTGGAGGGGCTCAGCTGATGACATA
TTTGGTCCAAAACAGAAAACCACCATATCCCTCTTTCCCAC
CGTCAACATCCTCCTTCCTCCATTCATCTCCCTGGCTGGT
CAAATTCCGCCGCCATAA

ATGCTGTCGGCGATGTGGAGGGGCTCAGCTGATG
ACATATTTGGTCCAAAACAGAAAACCACCATATCCC
TCTTTCCCACCGTCAACATCCTCCTTCCTCCATTCA
TCTCCCTGGCTGGTCAAATTCCGCCGCCATAA

MLSAMWRGSADDIFGPK
QKTTISLFPTVNILLPPFIS
LAGQIPPP*

MLSAMWRGSADDI
FGPKQKTTISLFPTV
NILLPPFISLAGQIPP
P*

AGCACTGTTG TGTCGGGACT 0 O 0 0 0 0 0

10289 4447 af AN1639.1 58.m07718 AO070299000037 0 -125 ATGTGGAGGGGCTCAGCTGATGACATATTTGGTCCAAAAC
AGAAAACCACCATATCCCTCTTTCCCACCGTCAACATCCTC
CTTCCTCCATTCATCTCCCTGGCTGGTCAAATTCCGCCGC
CATAA

ATGTGGAGGGGCTCAGCTGATGACATATTTGGTCC
AAAACAGAAAACCACCATATCCCTCTTTCCCACCGT
CAACATCCTCCTTCCTCCATTCATCTCCCTGGCTG
GTCAAATTCCGCCGCCATAA

MWRGSADDIFGPKQKTTI
SLFPTVNILLPPFISLAGQI
PPP*

MWRGSADDIFGPK
QKTTISLFPTVNILLP
PFISLAGQIPPP*

GCTGTCGGCG TGTCGGGACT 0 O 0 0 0 0 0

10285 4447 an AN1639.1 58.m07718 AO070299000037 0 -88 -11 ATGACATATCGAGATCCGAAGCTCTCGAGCTGTCAACATC
ATTCTTCTCCCAACTTTTTTCTCCGACATAAACTCTAA

ATGACATATCGAGATCCGAAGCTCTCGAGCTGTC
AACATCATTCTTCTCCCAACTTTTTTCTCCGACAT
AAACTCTAA

MTYRDPKLSSCQHHSSP
NFFLRHKL*

MTYRDPKLSSCQHHSS
PNFFLRHKL*

GGAGGGGCTG CTCCGTCACA 0 O 0 0 0 0 0

10293 4448 af AN1614.1 58.m07709 AO070299000065 0 -113 -81 ATGCTTGCCCGTCTGCGTAGGATGACTCCATAA ATGCTTGCCCGTCTGCGTAGGATGACTCCATAA MLARLRRMTP* MLARLRRMTP* TCAACCCGGG TAATAGATAT 0 IR 0 0 0 0 0
10294 4448 af AN1614.1 58.m07709 AO070299000065 0 -92 -81 ATGACTCCATAA ATGACTCCATAA MTP* MTP* TCTGCGTAGG TAATAGATAT 0 IR 0 0 0 0 0
10290 4448 an AN1614.1 58.m07709 AO070299000065 0 -193 -176 ATGGTATCTCCGCTGTGA ATGGTATCTCCGCTGTGA MVSPL* MVSPL* TCGTCCCCGG TGCTTAATGA 0 IR 0 0 0 0 0
10291 4448 an AN1614.1 58.m07709 AO070299000065 0 -176 -156 ATGCTTAATGATAGACTCTAG ATGCTTAATGATAGACTCTAG MLNDRL* MLNDRL* CTCCGCTGTG TCACATTCAT 0 IR 0 0 0 0 0
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10292 4448 an AN1614.1 58.m07709 AO070299000065 0 -169 -137 ATGATAGACTCTAGTCACATTCATAGACTCTAG ATGATAGACTCTAGTCACATTCATAGACTCTAG MIDSSHIHRL* MIDSSHIHRL* GTGATGCTTA TCTCACTCAT 0 IR 0 0 0 0 0

10295 4448 ao AN1614.1 58.m07709 AO070299000065 0 -179 -165 ATGCTTATAAATTGA ATGCTTATAAATTGA MLIN* MLIN* ATTCTTCGAG CCGAGCCCCG 0 IR 0 0 0 0 0
10296 4448 ao AN1614.1 58.m07709 AO070299000065 0 -115 -92 ATGGCTTATCTGACAGCAATATAG ATGGCTTATCTGACAGCAATATAG MAYLTAI* MAYLTAI* CCCATCTGGC CTATTCTTAG 0 IR 0 0 0 0 0
10301 4449 af AN6275.1 72.m19365 AO070304000006 0 -161 -117 ATGCGCAGCACTCTCCCCACCACAGTTGCACTCTTCTCCA

GATAA
ATGCGCAGCACTCTCCCCACCACAGTTGCACTCTT
CTCCAGATAA

MRSTLPTTVALFSR* MRSTLPTTVALFSR* TCCACATTAG ATCACGCGCG 0  0 0 0 0 0

10297 4449 an AN6275.1 72.m19365 AO070304000006 0 -237 -223 ATGATCGCTCTTTGA ATGATCGCTCTTTGA MIAL* MIAL* TACGATATCT ATGTATTTAC 0  0 0 0 0 0
10298 4449 an AN6275.1 72.m19365 AO070304000006 0 -222 -205 ATGTATTTACTCAAATGA ATGTATTTACTCAAATGA MYLLK* MYLLK* CGCTCTTTGA ATCATTCAGA 0  0 0 0 0 0
10299 4449 an AN6275.1 72.m19365 AO070304000006 0 -208 -122 ATGAATCATTCAGACTTCTGCCGCCATCGTTACGGATCAT

CTCAACCACTCCTTTTATTGTTTCACGGCCATACCTTGCAC
AACTGA

ATGAATCATTCAGACTTCTGCCGCCATCGTTACG
GATCATCTCAACCACTCCTTTTATTGTTTCACGGC
CATACCTTGCACAACTGA

MNHSDFCRHRYGSSQPL
LLLFHGHTLHN*

MNHSDFCRHRYGSSQP
LLLLFHGHTLHN*

ATTTACTCAA CGTCGTATGT 0  0 0 0 0 0

10300 4449 an AN6275.1 72.m19365 AO070304000006 0 -115 -68 ATGTTGCGCGAAGTCAGCATTGATATATCTCCCTCCCAAT
CCTGCTGA

ATGTTGCGCGAAGTCAGCATTGATATATCTCCCT
CCCAATCCTGCTGA

MLREVSIDISPSQSC* MLREVSIDISPSQSC* CTGACGTCGT GTATTATAAG 0  0 0 0 0 0

10302 4449 ao AN6275.1 72.m19365 AO070304000006 0 -93 -40 ATGACAAGAGGACTATCGCCCATCTCGATTCGCACGAGAC
CCAACCAGTTTTAG

ATGACAAGAGGACTATCGCCCATCTCGATT
CGCACGAGACCCAACCAGTTTTAG

MTRGLSPISIRTRPNQF* MTRGLSPISIRTRPN
QF*

ATTGGAGCGC GGCCCACGAA 0  0 0 0 0 0

10305 4450 af AN3746.1 65.m07388 AO070309000076 0 -144 -31 ATGCTGATGCAGACAGGTCGATTAGATTCCCCTCATAGAG
CTTGCACATCCAGTGGGCGCTTGATATATCACTTTTCCCTC
CCTGGCGTGTTTTTGCGATACCCCTTCAAGTGA

ATGCTGATGCAGACAGGTCGATTAGATTCCCCTCA
TAGAGCTTGCACATCCAGTGGGCGCTTGATATATC
ACTTTTCCCTCCCTGGCGTGTTTTTGCGATACCCCT
TCAAGTGA

MLMQTGRLDSPHRACTS
SGRLIYHFSLPGVFLRYP
FK*

MLMQTGRLDSPHR
ACTSSGRLIYHFSLP
GVFLRYPFK*

CGTGCTGACC ATTGCTCCGC 0 T 0 0 0 0 0

10306 4450 af AN3746.1 65.m07388 AO070309000076 0 -138 -31 ATGCAGACAGGTCGATTAGATTCCCCTCATAGAGCTTGCA
CATCCAGTGGGCGCTTGATATATCACTTTTCCCTCCCTGG
CGTGTTTTTGCGATACCCCTTCAAGTGA

ATGCAGACAGGTCGATTAGATTCCCCTCATAGAGC
TTGCACATCCAGTGGGCGCTTGATATATCACTTTTC
CCTCCCTGGCGTGTTTTTGCGATACCCCTTCAAGT
GA

MQTGRLDSPHRACTSSG
RLIYHFSLPGVFLRYPFK*

MQTGRLDSPHRAC
TSSGRLIYHFSLPGV
FLRYPFK*

GACCATGCTG ATTGCTCCGC 0 T 0 0 0 0 0

10303 4450 an AN3746.1 65.m07388 AO070309000076 0 -181 -131 ATGTTGATGGTCGGTTTCCTGCTCTCATACCGGCAACTCA
TCTCCTGCTGA

ATGTTGATGGTCGGTTTCCTGCTCTCATACCGGC
AACTCATCTCCTGCTGA

MLMVGFLLSYRQLISC* MLMVGFLLSYRQLISC* AACTAGCGGA CTGTTTTTTT 0 T 0 0 0 0 0

10304 4450 an AN3746.1 65.m07388 AO070309000076 0 -175 -131 ATGGTCGGTTTCCTGCTCTCATACCGGCAACTCATCTCCT
GCTGA

ATGGTCGGTTTCCTGCTCTCATACCGGCAACTCA
TCTCCTGCTGA

MVGFLLSYRQLISC* MVGFLLSYRQLISC* CGGAATGTTG CTGTTTTTTT 0 T 0 0 0 0 0

10307 4450 ao AN3746.1 65.m07388 AO070309000076 0 -131 -120 ATGATTTTGTGA ATGATTTTGTGA MIL* MIL* GTGCTAACAT GTAATAGGTC 0 T 0 0 0 0 0
10311 4452 af AN8675.1 62.m03480 AO070315000094 0 -98 -78 ATGGCACCTTTATTTGGATAA ATGGCACCTTTATTTGGATAA MAPLFG* MAPLFG* TTCAATTATC CTACTGAAAG 0 S 0 0 NCU07447.1 0 0

10308 4452 an AN8675.1 62.m03480 AO070315000094 0 -104 -63 ATGGAATATTATTTTCGATATTCCTTCTCTCATCCTATCTAA ATGGAATATTATTTTCGATATTCCTTCTCTCATCCT
ATCTAA

MEYYFRYSFSHPI* MEYYFRYSFSHPI* AACCGTGAAT TGTCCTGCGG 0 S 0 0 NCU07447.1 0 0

10309 4452 an AN8675.1 62.m03480 AO070315000094 0 -63 -40 ATGTCCTGCGGTGCCCGAGACTAA ATGTCCTGCGGTGCCCGAGACTAA MSCGARD* MSCGARD* ATCCTATCTA TCTCCCCACT 0 S 0 0 NCU07447.1 0 0

10312 4452 ao AN8675.1 62.m03480 AO070315000094 0 -100 -62 ATGGCGACTGTACTTCGAATCTTGCCGAAACCCTTTTAA ATGGCGACTGTACTTCGAATCTTGCCGAAA
CCCTTTTAA

MATVLRILPKPF* MATVLRILPKPF* TTTCTAGAAT TGTGTTGCGG 0 S 0 0 NCU07447.1 0 0

10313 4452 ao AN8675.1 62.m03480 AO070315000094 0 -62 -12 ATGTGTTGCGGAGTCTGGTCTACCGTCCCCCACTTAACGA
CCAATGCATGA

ATGTGTTGCGGAGTCTGGTCTACCGTCCCC
CACTTAACGACCAATGCATGA

MCCGVWSTVPHLTTNA* MCCGVWSTVPHLT
TNA*

AACCCTTTTA AGATACTCGT 0 S 0 0 NCU07447.1 0 0

10315 4453 af AN7717.1 71.m15742 AO070325000130 0 -251 -186 ATGCTGTTTTCCATTTTGAGAGGACGCCAGGTCAATAATC
CTCACGTATCATTGAGAACCCGCTGA

ATGCTGTTTTCCATTTTGAGAGGACGCCAGGTCAA
TAATCCTCACGTATCATTGAGAACCCGCTGA

MLFSILRGRQVNNPHVSL
RTR*

MLFSILRGRQVNNP
HVSLRTR*

TGCCCTGGCG TTATTAGCAT 0  0 0 0 0 0

10314 4453 an AN7717.1 71.m15742 AO070325000130 0 -91 -77 ATGAGGGGCAAATAA ATGAGGGGCAAATAA MRGK* MRGK* TCATCCCTTG CACCCGACCC 0  0 0 0 0 0
10316 4453 ao AN7717.1 71.m15742 AO070325000130 0 -202 -158 ATGACTGTCAATTCATTTGTGAAGTATGTAGCTAATGGTCA

TTAA
ATGACTGTCAATTCATTTGTGAAGTATGTAG
CTAATGGTCATTAA

MTVNSFVKYVANGH* MTVNSFVKYVANGH
*

TTACTGTTTC GTACCCAATT 0  0 0 0 0 0

10317 4453 ao AN7717.1 71.m15742 AO070325000130 0 -168 -100 ATGGTCATTAAGTACCCAATTTTTTTTTGGTTCAGCACCGC
TTTTCTTTCCCCTAAACCCCCTCCTTAA

ATGGTCATTAAGTACCCAATTTTTTTTTGGTT
CAGCACCGCTTTTCTTTCCCCTAAACCCCCT
CCTTAA

MVIKYPIFFWFSTAFLSPK
PPP*

MVIKYPIFFWFSTAF
LSPKPPP*

TATGTAGCTA TCATCCCTTT 0  0 0 0 0 0

10319 4454 af AN5573.1 58.m07499 AO070328000033 0 -170 -135 ATGCAATTGATACACTTCTGTGCGCTACTTGCATGA ATGCAATTGATACACTTCTGTGCGCTACTTGCATGA MQLIHFCALLA* MQLIHFCALLA* TTGTGAAGTA GGGCTGCCTT 0  0 0 0 0 0

10320 4454 af AN5573.1 58.m07499 AO070328000033 0 -138 -70 ATGAGGGCTGCCTTACCTCTTTCAAACACTCTCAAGCAATT
ATCCATAAATCCCCCTCACTTCCACTAA

ATGAGGGCTGCCTTACCTCTTTCAAACACTCTCAA
GCAATTATCCATAAATCCCCCTCACTTCCACTAA

MRAALPLSNTLKQLSINP
PHFH*

MRAALPLSNTLKQL
SINPPHFH*

CGCTACTTGC ACCGTACCGG 0  0 0 0 0 0

10318 4454 an AN5573.1 58.m07499 AO070328000033 0 -180 -169 ATGATCCCTTGA ATGATCCCTTGA MIP* MIP* ATAATCCCTT ACTTCCGTTG 0  0 0 0 0 0
10321 4457 af AN2889.1 59.m08736 AO070338000125 0 -213 -172 ATGACGCTGTTGGTCGTTCTCCGCAGCGCTAAACCGCTTT

GA
ATGACGCTGTTGGTCGTTCTCCGCAGCGCTAAACC
GCTTTGA

MTLLVVLRSAKPL* MTLLVVLRSAKPL* ATTCCGCCGG GTCTATAGAA 0 RP 0 0 0 0 0

10322 4457 ao AN2889.1 59.m08736 AO070338000125 0 -179 -6 ATGCTTCGCATGAATTCCTCCGCGCCGCTAACCCGATTTG
GGAGGGCATCGGATACCCGCGCGTTGCTCTTGCATTCAC
TGCCTGGACAAACACTCACTGGCACATTCCTCTACCTTGG
CTATGAACTAGTGAATGGGCGGATTAATGATATACCCCGA
GGGACCTCCCACTGA

ATGCTTCGCATGAATTCCTCCGCGCCGCTA
ACCCGATTTGGGAGGGCATCGGATACCCG
CGCGTTGCTCTTGCATTCACTGCCTGGACA
AACACTCACTGGCACATTCCTCTACCTTGGC
TATGAACTAGTGAATGGGCGGATTAATGATA
TACCCCGAGGGACCTCCCACTGA

MLRMNSSAPLTRFGRAS
DTRALLLHSLPGQTLTGT
FLYLGYELVNGRINDIPR
GTSH*

MLRMNSSAPLTRFG
RASDTRALLLHSLP
GQTLTGTFLYLGYE
LVNGRINDIPRGTSH
*

TGACATTCTC TCACCATGGC 0 RP 0 0 0 0 0

10323 4457 ao AN2889.1 59.m08736 AO070338000125 0 -170 -6 ATGAATTCCTCCGCGCCGCTAACCCGATTTGGGAGGGCA
TCGGATACCCGCGCGTTGCTCTTGCATTCACTGCCTGGAC
AAACACTCACTGGCACATTCCTCTACCTTGGCTATGAACTA
GTGAATGGGCGGATTAATGATATACCCCGAGGGACCTCC
CACTGA

ATGAATTCCTCCGCGCCGCTAACCCGATTT
GGGAGGGCATCGGATACCCGCGCGTTGCT
CTTGCATTCACTGCCTGGACAAACACTCACT
GGCACATTCCTCTACCTTGGCTATGAACTAG
TGAATGGGCGGATTAATGATATACCCCGAG
GGACCTCCCACTGA

MNSSAPLTRFGRASDTR
ALLLHSLPGQTLTGTFLYL
GYELVNGRINDIPRGTSH
*

MNSSAPLTRFGRAS
DTRALLLHSLPGQT
LTGTFLYLGYELVN
GRINDIPRGTSH*

CATGCTTCGC TCACCATGGC 0 RP 0 0 0 0 0

10325 4458 af AN2735.1 54.m07004 AO070338000216 0 -211 -173 ATGCCCAATGCAGTGTTAGGGCCGGAGTCGGTGTATTAA ATGCCCAATGCAGTGTTAGGGCCGGAGTCGGTGT
ATTAA

MPNAVLGPESVY* MPNAVLGPESVY* CATTGCAAAA GCCTGTACAG 0 S 0 0 0 0 0

10326 4458 af AN2735.1 54.m07004 AO070338000216 0 -204 -193 ATGCAGTGTTAG ATGCAGTGTTAG MQC* MQC* AAAATGCCCA GGCCGGAGTC 0 S 0 0 0 0 0
10327 4458 af AN2735.1 54.m07004 AO070338000216 0 -140 -111 ATGACTTATACAAGTCTCGTTGGGGCTTGA ATGACTTATACAAGTCTCGTTGGGGCTTGA MTYTSLVGA* MTYTSLVGA* TGACAAATCG TCGCTCGCGC 0 S 0 0 0 0 0
10324 4458 an AN2735.1 54.m07004 AO070338000216 0 -182 -123 ATGATTATACGGAGTACGACCAGAGCAAGACCATTGCATA

CTGAATATACACAATATTAG
ATGATTATACGGAGTACGACCAGAGCAAGACCAT
TGCATACTGAATATACACAATATTAG

MIIRSTTRARPLHTEYTQY
*

MIIRSTTRARPLHTEYTQ
Y*

CAGAGAGAAT ACTGAGTTTT 0 S 0 0 0 0 0

10328 4458 ao AN2735.1 54.m07004 AO070338000216 0 -220 -131 ATGTCCGCAGAGAGATCAGATAGGGCATGCAAGCATGCA
TTTAGTGGTATACTTCTGGAAGTTTATGATACTATTCCTTTG
ATCCTCTAA

ATGTCCGCAGAGAGATCAGATAGGGCATGC
AAGCATGCATTTAGTGGTATACTTCTGGAAG
TTTATGATACTATTCCTTTGATCCTCTAA

MSAERSDRACKHAFSGIL
LEVYDTIPLIL*

MSAERSDRACKHA
FSGILLEVYDTIPLIL*

GCAGAAAAAA TTGATTACTG 0 S 0 0 0 0 0

10329 4458 ao AN2735.1 54.m07004 AO070338000216 0 -194 -177 ATGCAAGCATGCATTTAG ATGCAAGCATGCATTTAG MQACI* MQACI* CAGATAGGGC TGGTATACTT 0 S 0 0 0 0 0
10330 4458 ao AN2735.1 54.m07004 AO070338000216 0 -186 -139 ATGCATTTAGTGGTATACTTCTGGAAGTTTATGATACTATTC

CTTTGA
ATGCATTTAGTGGTATACTTCTGGAAGTTTAT
GATACTATTCCTTTGA

MHLVVYFWKFMILFL* MHLVVYFWKFMILF
L*

GCATGCAAGC TCCTCTAATT 0 S 0 0 0 0 0

10331 4458 ao AN2735.1 54.m07004 AO070338000216 0 -156 -139 ATGATACTATTCCTTTGA ATGATACTATTCCTTTGA MILFL* MILFL* CTGGAAGTTT TCCTCTAATT 0 S 0 0 0 0 0
10332 4458 ao AN2735.1 54.m07004 AO070338000216 0 -102 -55 ATGTACTTTACTGGTCACAGCACTACAATCCGTTATTGTAT

TTTCTGA
ATGTACTTTACTGGTCACAGCACTACAATCC
GTTATTGTATTTTCTGA

MYFTGHSTTIRYCIF* MYFTGHSTTIRYCIF* AAGGTAGCTT CACCACATTA 0 S 0 0 0 0 0

10333 4460 af AN6006.1 72.m19136 AO070340000272 0 -286 -167 ATGTTTTCTTCTTGTGGCCCAGTCCTGGTAGTCTGTGCTTT
TGCTGTGCTGCCCTCTTGCTTTGATTATCACTACTGGACAA
ACTACCGGGAAAATAATCTGCACCCTATCCTTCTCTGA

ATGTTTTCTTCTTGTGGCCCAGTCCTGGTAGTCTGT
GCTTTTGCTGTGCTGCCCTCTTGCTTTGATTATCAC
TACTGGACAAACTACCGGGAAAATAATCTGCACCC
TATCCTTCTCTGA

MFSSCGPVLVVCAFAVL
PSCFDYHYWTNYRENNL
HPILL*

MFSSCGPVLVVCAF
AVLPSCFDYHYWTN
YRENNLHPILL*

TAACCACTGA CCACTGTCTA 0 YU 0 0 0 0 0

10334 4460 ao AN6006.1 72.m19136 AO070340000272 0 -157 -110 ATGTGCACTTTTGCACTTTCTTTACTACAACATCTCCCCGC
GACATAA

ATGTGCACTTTTGCACTTTCTTTACTACAACA
TCTCCCCGCGACATAA

MCTFALSLLQHLPAT* MCTFALSLLQHLPA
T*

AACAAACCCA CTTTCTCGGC 0 YU 0 0 0 0 0

10337 4461 af AN3623.1 58.m07410 AO070342000128 0 -226 -212 ATGACAACTGGATAG ATGACAACTGGATAG MTTG* MTTG* AACAATTCGA GTATCGGATA 0 OT 0 0 0 0 0
10338 4461 af AN3623.1 58.m07410 AO070342000128 0 -79 -32 ATGTCGGTTTACGCTCGACTGTCTCGCCCAATGTCCTACA

GCAGCTGA
ATGTCGGTTTACGCTCGACTGTCTCGCCCAATGTC
CTACAGCAGCTGA

MSVYARLSRPMSYSS* MSVYARLSRPMSYS
S*

TTCCCCTTGC CCTCCATTAA 0 OT 0 0 0 0 0

10335 4461 an AN3623.1 58.m07410 AO070342000128 0 -233 ATGTTTGCATTAACTGCAAACCCCTGGACCTCATTTCTCGC
TCCATCTGCGGAGTACTGTACACTAATCACCAGTTATCCAA
CAACACCAGCCACGAGCCTAATCACCAATGCTCGCCCCG
TTTCAGACGTACCTCGAACTATACATTCAGCTGAACTTATA
CGCTATCATCGGCAGCACCTAACTTGCACATTCAACCTGC
AACTCAGCTCAAGCTCCAGCACTCAGCACTGA

ATGTTTGCATTAACTGCAAACCCCTGGACCTCAT
TTCTCGCTCCATCTGCGGAGTACTGTACACTAAT
CACCAGTTATCCAACAACACCAGCCACGAGCCTA
ATCACCAATGCTCGCCCCGTTTCAGACGTACCTC
GAACTATACATTCAGCTGAACTTATACGCTATCAT
CGGCAGCACCTAACTTGCACATTCAACCTGCAAC
TCAGCTCAAGCTCCAGCACTCAGCACTGA

MFALTANPWTSFLAPSA
EYCTLITSYPTTPATSLITN
ARPVSDVPRTIHSAELIRY
HRQHLTCTFNLQLSSSSS
TQH*

MFALTANPWTSFLAPSA
EYCTLITSYPTTPATSLIT
NARPVSDVPRTIHSAELI
RYHRQHLTCTFNLQLSS
SSSTQH*

AGTGGAGGAT TGGACCAAGT 0 OT 0 0 0 0 0

10336 4461 an AN3623.1 58.m07410 AO070342000128 0 -124 -50 ATGCTCGCCCCGTTTCAGACGTACCTCGAACTATACATTC
AGCTGAACTTATACGCTATCATCGGCAGCACCTAA

ATGCTCGCCCCGTTTCAGACGTACCTCGAACTAT
ACATTCAGCTGAACTTATACGCTATCATCGGCAG
CACCTAA

MLAPFQTYLELYIQLNLYA
IIGST*

MLAPFQTYLELYIQLNLY
AIIGST*

CTAATCACCA CTTGCACATT 0 OT 0 0 0 0 0

10340 4461 ao AN3623.1 58.m07410 AO070342000128 0 -249 -238 ATGTGGGGATAA ATGTGGGGATAA MWG* MWG* TAGTTATCAC ATGTCATTGT 0 OT 0 0 0 0 0
10341 4461 ao AN3623.1 58.m07410 AO070342000128 0 -237 -124 ATGTCATTGTTTGCATTCCAAACAAACACCCCATTCGGGAC

ATCACTTGGATATCATCACCATTGCTTTCAGCAAACATCTC
CCATTCACACCGACAGACTGCATAGTTTCTAA

ATGTCATTGTTTGCATTCCAAACAAACACCC
CATTCGGGACATCACTTGGATATCATCACCA
TTGCTTTCAGCAAACATCTCCCATTCACACC
GACAGACTGCATAGTTTCTAA

MSLFAFQTNTPFGTSLGY
HHHCFQQTSPIHTDRLHS
F*

MSLFAFQTNTPFGT
SLGYHHHCFQQTSP
IHTDRLHSF*

GTGGGGATAA GCGGCAATAG 0 OT 0 0 0 0 0

10343 4463 af AN5891.1 72.m19239 AO070245000016 0 -102 -73 ATGCCTGTTGGGTCTGAACGGGTTATTTGA ATGCCTGTTGGGTCTGAACGGGTTATTTGA MPVGSERVI* MPVGSERVI* GGTAGGTGGC AGCCCTCAAC 0 R 0 0 0 0 0
10342 4463 an AN5891.1 72.m19239 AO070245000016 0 -99 -82 ATGTGGTTAGGGATATAA ATGTGGTTAGGGATATAA MWLGI* MWLGI* CTTTCGTGAT TCGATCCCAT 0 R 0 0 0 0 0
10344 4463 ao AN5891.1 72.m19239 AO070245000016 0 -100 -83 ATGCGTGCTGGGCTTTGA ATGCGTGCTGGGCTTTGA MRAGL* MRAGL* AATAAGTGAC CGGTTTATCC 0 R 0 0 0 0 0
10347 4466 af AN8821.1 71.m15632 AO070276000021 0 -259 -200 ATGACATATCCGGTAGACGTAGAGCGGTTCGTAAATACGG

ATCGGCAATTTTCTTCATGA
ATGACATATCCGGTAGACGTAGAGCGGTTCGTAAA
TACGGATCGGCAATTTTCTTCATGA

MTYPVDVERFVNTDRQF
SS*

MTYPVDVERFVNTD
RQFSS*

GTTCCCTGGG GAGGCCACGA 0  FG05966.1 0 0 0 0

10348 4466 af AN8821.1 71.m15632 AO070276000021 0 -203 -159 ATGAGAGGCCACGAAAATACCCCTGGCTATCTGTCTAAAA
ACTAA

ATGAGAGGCCACGAAAATACCCCTGGCTATCTGTC
TAAAAACTAA

MRGHENTPGYLSKN* MRGHENTPGYLSK
N*

AATTTTCTTC AAAGACTGTG 0  FG05966.1 0 0 0 0

10349 4466 af AN8821.1 71.m15632 AO070276000021 0 -133 -86 ATGTTCTGCTCTGGAGGCAACTCCCATTCCGCCAAGACAA
CTCGATAA

ATGTTCTGCTCTGGAGGCAACTCCCATTCCGCCAA
GACAACTCGATAA

MFCSGGNSHSAKTTR* MFCSGGNSHSAKT
TR*

GTGGGAACCC TTCCCGTTTT 0  FG05966.1 0 0 0 0

10345 4466 an AN8821.1 71.m15632 AO070276000021 0 -144 -118 ATGCATCCGCTAAGTATGCTTCTGTAG ATGCATCCGCTAAGTATGCTTCTGTAG MHPLSMLL* MHPLSMLL* ACCTCGTAAA GGCTACCGCG 0  FG05966.1 0 0 0 0
10346 4466 an AN8821.1 71.m15632 AO070276000021 0 -129 -118 ATGCTTCTGTAG ATGCTTCTGTAG MLL* MLL* TCCGCTAAGT GGCTACCGCG 0  FG05966.1 0 0 0 0
10350 4466 ao AN8821.1 71.m15632 AO070276000021 0 -170 -132 ATGCAGCATTGGAGTGTATCAAGAATTGTTTCGTCGTAA ATGCAGCATTGGAGTGTATCAAGAATTGTTT

CGTCGTAA
MQHWSVSRIVSS* MQHWSVSRIVSS* AAACATCCGT TACTGGGAAT 0  FG05966.1 0 0 0 0

216
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10351 4467 af AN0579.1 69.m15690 AO070280000001 0 -169 -26 ATGGGCGGGTTTTCCCTTTACGAACACGAACAACCAAGGG
GGCTACAAAACCGTACAGTCGTCTGGTTCTCTTTCACACTT
TCTGAGGCCTGTCGCTTTTCAGGCAAACTATCAAGTAGTC
TTTTTTGTGTTTTTAAATATTGA

ATGGGCGGGTTTTCCCTTTACGAACACGAACAACC
AAGGGGGCTACAAAACCGTACAGTCGTCTGGTTCT
CTTTCACACTTTCTGAGGCCTGTCGCTTTTCAGGCA
AACTATCAAGTAGTCTTTTTTGTGTTTTTAAATATTG
A

MGGFSLYEHEQPRGLQN
RTVVWFSFTLSEACRFS
GKLSSSLFCVFKY*

MGGFSLYEHEQPR
GLQNRTVVWFSFTL
SEACRFSGKLSSSL
FCVFKY*

CTTTGGAATT TAGACACTGT 0 Q 0 0 0 0 0

10352 4468 af AN7465.1 57.m05876 AO070287000061 0 -256 -179 ATGCGATTATTGATTTGCTACTTGACTGGATCTGTTGCGGT
TCTGTGTTTGTTTTTCTTGTCTCTTCGGAGGCTTTAG

ATGCGATTATTGATTTGCTACTTGACTGGATCTGTT
GCGGTTCTGTGTTTGTTTTTCTTGTCTCTTCGGAGG
CTTTAG

MRLLICYLTGSVAVLCLFF
LSLRRL*

MRLLICYLTGSVAVL
CLFFLSLRRL*

ATCGCAGTAC GTGCAGGAAA 0 D FG00509.1 0 0 0 0

10354 4469 af AN6675.1 65.m07305 AO070289000014 0 -232 -170 ATGGCCGTGGAGCCTTCTATTTGGTGCCGTTGCTATTCAT
TTTATGCATACTCCAAGTCATGA

ATGGCCGTGGAGCCTTCTATTTGGTGCCGTTGCTA
TTCATTTTATGCATACTCCAAGTCATGA

MAVEPSIWCRCYSFYAY
SKS*

MAVEPSIWCRCYSF
YAYSKS*

GTAGCCCGTC GTTGCGCTTC 0 R 0 0 0 0 0

10355 4469 af AN6675.1 65.m07305 AO070289000014 0 -189 -148 ATGCATACTCCAAGTCATGAGTTGCGCTTCTATGTTGCTTG
A

ATGCATACTCCAAGTCATGAGTTGCGCTTCTATGTT
GCTTGA

MHTPSHELRFYVA* MHTPSHELRFYVA* TATTCATTTT TTTGGTTTCT 0 R 0 0 0 0 0

10356 4469 af AN6675.1 65.m07305 AO070289000014 0 -173 -93 ATGAGTTGCGCTTCTATGTTGCTTGATTTGGTTTCTCTGCA
AAACACCGCACGGCCTGGAAACTTTACGCTTGGTATTTGA

ATGAGTTGCGCTTCTATGTTGCTTGATTTGGTTTCT
CTGCAAAACACCGCACGGCCTGGAAACTTTACGCT
TGGTATTTGA

MSCASMLLDLVSLQNTA
RPGNFTLGI*

MSCASMLLDLVSLQ
NTARPGNFTLGI*

ACTCCAAGTC GGCTCAGCGG 0 R 0 0 0 0 0

10357 4469 af AN6675.1 65.m07305 AO070289000014 0 -158 -93 ATGTTGCTTGATTTGGTTTCTCTGCAAAACACCGCACGGC
CTGGAAACTTTACGCTTGGTATTTGA

ATGTTGCTTGATTTGGTTTCTCTGCAAAACACCGCA
CGGCCTGGAAACTTTACGCTTGGTATTTGA

MLLDLVSLQNTARPGNFT
LGI*

MLLDLVSLQNTARP
GNFTLGI*

TTGCGCTTCT GGCTCAGCGG 0 R 0 0 0 0 0

10353 4469 an AN6675.1 65.m07305 AO070289000014 0 -163 -107 ATGTTTGGCTTTTCCCAGGGACTGCGTCGTGTCTTGCGTT
GTTATTCACCACATTGA

ATGTTTGGCTTTTCCCAGGGACTGCGTCGTGTCT
TGCGTTGTTATTCACCACATTGA

MFGFSQGLRRVLRCYSP
H*

MFGFSQGLRRVLRCYS
PH*

CTCGTCAGTC GGCGGGTCTC 0 R 0 0 0 0 0

10358 4469 ao AN6675.1 65.m07305 AO070289000014 0 -242 -180 ATGGCTGTGACACCGCTGCCCTTCATTTCTTTGCGATTTTA
TGCATTTTCCGGTTGCTATTGA

ATGGCTGTGACACCGCTGCCCTTCATTTCTT
TGCGATTTTATGCATTTTCCGGTTGCTATTG
A

MAVTPLPFISLRFYAFSG
CY*

MAVTPLPFISLRFYA
FSGCY*

TTCGCCGCCG GTCATGATTG 0 R 0 0 0 0 0

10359 4469 ao AN6675.1 65.m07305 AO070289000014 0 -202 -173 ATGCATTTTCCGGTTGCTATTGAGTCATGA ATGCATTTTCCGGTTGCTATTGAGTCATGA MHFPVAIES* MHFPVAIES* TTGCGATTTT TTGGCATTTC 0 R 0 0 0 0 0
10360 4469 ao AN6675.1 65.m07305 AO070289000014 0 -176 -108 ATGATTGGCATTTCTCCTTTACTTGACCCGGTTTCCTTATG

CTACGCGGCGCCGCGAGACTCTGTTTGA
ATGATTGGCATTTCTCCTTTACTTGACCCGG
TTTCCTTATGCTACGCGGCGCCGCGAGACT
CTGTTTGA

MIGISPLLDPVSLCYAAPR
DSV*

MIGISPLLDPVSLCY
AAPRDSV*

CTATTGAGTC TTGCAACGTG 0 R 0 0 0 0 0

10361 4469 ao AN6675.1 65.m07305 AO070289000014 0 -138 -97 ATGCTACGCGGCGCCGCGAGACTCTGTTTGATTGCAACG
TGA

ATGCTACGCGGCGCCGCGAGACTCTGTTTG
ATTGCAACGTGA

MLRGAARLCLIAT* MLRGAARLCLIAT* CGGTTTCCTT GGCTGAGCGA 0 R 0 0 0 0 0

10362 4470 af AN2263.1 71.m15904 AO070295000026 0 -228 -19 ATGCTGGATGACTCAGCATCTTATCTTATCCGCGCGGGGC
CTTTCTTTTCTCTCTGGAAATCTTCAACATCATTAATAATAC
CACTATCCTTCTTTTTCCTTTGCCTCCGAGCATTAACCTCC
TCTCTTTCCCTCTGGATACGACCTCTCTCTAATTCTACAAG
GGAAAGAATTTTTCTTATTCAAAAGTGGTGGAAGTCAGCG
GATTGA

ATGCTGGATGACTCAGCATCTTATCTTATCCGCGC
GGGGCCTTTCTTTTCTCTCTGGAAATCTTCAACATC
ATTAATAATACCACTATCCTTCTTTTTCCTTTGCCTC
CGAGCATTAACCTCCTCTCTTTCCCTCTGGATACGA
CCTCTCTCTAATTCTACAAGGGAAAGAATTTTTCTT
ATTCAAAAGTGGTGGAAGTCAGCGGATTGA

MLDDSASYLIRAGPFFSL
WKSSTSLIIPLSFFFLCLR
ALTSSLSLWIRPLSNSTR
ERIFLIQKWWKSAD*

MLDDSASYLIRAGP
FFSLWKSSTSLIIPLS
FFFLCLRALTSSLSL
WIRPLSNSTRERIFLI
QKWWKSAD*

ACGGTCCTTG ACTGCACACA 0 R 0 MG07525.1 0 YGL099W YGL099W

10363 4470 af AN2263.1 71.m15904 AO070295000026 0 -221 -153 ATGACTCAGCATCTTATCTTATCCGCGCGGGGCCTTTCTTT
TCTCTCTGGAAATCTTCAACATCATTAA

ATGACTCAGCATCTTATCTTATCCGCGCGGGGCCT
TTCTTTTCTCTCTGGAAATCTTCAACATCATTAA

MTQHLILSARGLSFLSGN
LQHH*

MTQHLILSARGLSFL
SGNLQHH*

TTGATGCTGG TAATACCACT 0 R 0 MG07525.1 0 YGL099W YGL099W

10364 4470 ao AN2263.1 71.m15904 AO070295000026 0 -157 -143 ATGGAACAAAATTAA ATGGAACAAAATTAA MEQN* MEQN* TCATCGCCAA TAATTCTCCG 0 R 0 MG07525.1 0 YGL099W YGL099W
10365 4471 an AN7256.1 72.m19794 AO070297000012 0 -245 -99 ATGTATTCTCGGAATTGCTGCACAGGTGTAGTTGGACGGT

GTCGGTATCTGACGGGATCGTTCCGAGCCTCGGCACCAG
GCCGTATCGGGCTGATCAGTTGGATCGTGACAGTCCGGG
GATATGGAGACTTTCACTTAAGACTTTAG

ATGTATTCTCGGAATTGCTGCACAGGTGTAGTTG
GACGGTGTCGGTATCTGACGGGATCGTTCCGAG
CCTCGGCACCAGGCCGTATCGGGCTGATCAGTT
GGATCGTGACAGTCCGGGGATATGGAGACTTTC
ACTTAAGACTTTAG

MYSRNCCTGVVGRCRYL
TGSFRASAPGRIGLISWIV
TVRGYGDFHLRL*

MYSRNCCTGVVGRCRY
LTGSFRASAPGRIGLIS
WIVTVRGYGDFHLRL*

AGGGGCGGAA ACTCCCGACC 0  0 0 0 0 0

10366 4471 an AN7256.1 72.m19794 AO070297000012 0 -124 -107 ATGGAGACTTTCACTTAA ATGGAGACTTTCACTTAA METFT* METFT* GTCCGGGGAT GACTTTAGAC 0  0 0 0 0 0
10367 4471 ao AN7256.1 72.m19794 AO070297000012 0 -227 -147 ATGGGTAGGACAAAAGTTGTGAAGGACGGGTTGTCAAGT

GCACGCAAATTGATTCGGTCGAGCACAGCGATTTGTCTGT
AA

ATGGGTAGGACAAAAGTTGTGAAGGACGGG
TTGTCAAGTGCACGCAAATTGATTCGGTCGA
GCACAGCGATTTGTCTGTAA

MGRTKVVKDGLSSARKLI
RSSTAICL*

MGRTKVVKDGLSSA
RKLIRSSTAICL*

AGGGTAGTTC CCTCCGAACC 0  0 0 0 0 0

10368 4471 ao AN7256.1 72.m19794 AO070297000012 0 -99 -73 ATGCTCTGCGTTGACATTTCCCTATAA ATGCTCTGCGTTGACATTTCCCTATAA MLCVDISL* MLCVDISL* TGCTAGTCAG ATCCACAACG 0  0 0 0 0 0
10370 4474 ao AN8211.1 53.m03763 AO070310000102 0 -76 -50 ATGACTGCCCCCTTCCATCCGCGATAA ATGACTGCCCCCTTCCATCCGCGATAA MTAPFHPR* MTAPFHPR* TTCGCCTCGG GACACGCGCA 0 R 0 0 0 0 0
10369 4474 conserved AN8211.1 53.m03763 AO070310000102 0 -98 -54 -96 -52 -94 -50 ATGbGyyTTTCGCmTmGGrykmybkCyyCCTTCCrTCCGCGAT

AA
ATGGGTTTTTCGCATAGGACGCTGGCTTCCTTCC
GTCCGCGATAA

ATGCGCTTTTCGCATCGGGCTCCCTCTCCCTTCCA
TCCGCGATAA

ATGTGCCTTTCGCCTCGGATGACTGCCCCC
TTCCATCCGCGATAA

MgfShRtlasFrPR* MGFSHRTLASFRPR* MRFSHRAPSPFHPR
*

MCLSPRMTAPFHPR
*

vwbbyyyyym rmsmCssssm 0 R 0 0 0 0 0

10371 4475 an AN0093.1 71.m15368 AO070311000122 0 -131 -108 ATGGCCTTGCTAATACTCCTCTGA ATGGCCTTGCTAATACTCCTCTGA MALLILL* MALLILL* TGAGATAACA TCTTAGTTAC 0 Y FG02562.1 MG05259.1 NCU06271.1 0 0

10372 4475 an AN0093.1 71.m15368 AO070311000122 0 -82 -53 ATGATTCCCATAAGCATTTTAGCGCCTTGA ATGATTCCCATAAGCATTTTAGCGCCTTGA MIPISILAP* MIPISILAP* TCTCTCATCG AATTGTTCCA 0 Y FG02562.1 MG05259.1 NCU06271.1 0 0

10373 4475 ao AN0093.1 71.m15368 AO070311000122 0 -105 -82 ATGGCTTATCTTCAACTCCTGTAG ATGGCTTATCTTCAACTCCTGTAG MAYLQLL* MAYLQLL* CCACCACCCC TTCTGGAGGC 0 Y FG02562.1 MG05259.1 NCU06271.1 0 0

10374 4480 ao AN0265.1 54.m06967 AO070334000094 0 -188 -150 ATGTACCTGACTCCACTATTGACCGCTCGTGATCTTTAA ATGTACCTGACTCCACTATTGACCGCTCGTG
ATCTTTAA

MYLTPLLTARDL* MYLTPLLTARDL* GCAAGATTGA CAGCAACCTG 0 GOT 0 0 0 0 0

10375 4481 af AN1500.1 55.m03010 AO070334000217 0 -264 -229 ATGCTCGCATTTCCCATCAGCATCGATTTCCTTTAG ATGCTCGCATTTCCCATCAGCATCGATTTCCTTTAG MLAFPISIDFL* MLAFPISIDFL* TTCTTCAGGT CGATCTACCA 0 R 0 0 0 0 0

10376 4481 af AN1500.1 55.m03010 AO070334000217 0 -199 -179 ATGAAGGAATATGATGATTGA ATGAAGGAATATGATGATTGA MKEYDD* MKEYDD* CAACATCACA TAACCAACCT 0 R 0 0 0 0 0
10377 4481 af AN1500.1 55.m03010 AO070334000217 0 -189 -76 ATGATGATTGATAACCAACCTCTTTCAGATTCTCCGCCTCG

ATCTCCTTATTGGAACGCAGACCTTGTCTTTTACCGAATGG
TGGGGACTAGCACAGTCGACTATCGAGCTTAG

ATGATGATTGATAACCAACCTCTTTCAGATTCTCCG
CCTCGATCTCCTTATTGGAACGCAGACCTTGTCTTT
TACCGAATGGTGGGGACTAGCACAGTCGACTATC
GAGCTTAG

MMIDNQPLSDSPPRSPY
WNADLVFYRMVGTSTVD
YRA*

MMIDNQPLSDSPPR
SPYWNADLVFYRM
VGTSTVDYRA*

ATGAAGGAAT GACGTCTGCA 0 R 0 0 0 0 0

10378 4481 af AN1500.1 55.m03010 AO070334000217 0 -186 -76 ATGATTGATAACCAACCTCTTTCAGATTCTCCGCCTCGATC
TCCTTATTGGAACGCAGACCTTGTCTTTTACCGAATGGTG
GGGACTAGCACAGTCGACTATCGAGCTTAG

ATGATTGATAACCAACCTCTTTCAGATTCTCCGCCT
CGATCTCCTTATTGGAACGCAGACCTTGTCTTTTAC
CGAATGGTGGGGACTAGCACAGTCGACTATCGAG
CTTAG

MIDNQPLSDSPPRSPYW
NADLVFYRMVGTSTVDY
RA*

MIDNQPLSDSPPRS
PYWNADLVFYRMV
GTSTVDYRA*

AAGGAATATG GACGTCTGCA 0 R 0 0 0 0 0

10380 4481 ao AN1500.1 55.m03010 AO070334000217 0 -320 -282 ATGTTTTCCCGTGCGGCCCGTTCCTCCTATGAAACTTAA ATGTTTTCCCGTGCGGCCCGTTCCTCCTAT
GAAACTTAA

MFSRAARSSYET* MFSRAARSSYET* GAAAGATTGT TCCATCGCTT 0 R 0 0 0 0 0

10381 4481 ao AN1500.1 55.m03010 AO070334000217 0 -292 -245 ATGAAACTTAATCCATCGCTTGCTATGCGCGCAAGCCGAC
AAGAATGA

ATGAAACTTAATCCATCGCTTGCTATGCGCG
CAAGCCGACAAGAATGA

MKLNPSLAMRASRQE* MKLNPSLAMRASR
QE*

CGTTCCTCCT TTCAAGTCTC 0 R 0 0 0 0 0

10382 4481 ao AN1500.1 55.m03010 AO070334000217 0 -268 -245 ATGCGCGCAAGCCGACAAGAATGA ATGCGCGCAAGCCGACAAGAATGA MRASRQE* MRASRQE* ATCGCTTGCT TTCAAGTCTC 0 R 0 0 0 0 0
10383 4481 ao AN1500.1 55.m03010 AO070334000217 0 -248 -225 ATGATTCAAGTCTCCCTTCAGTGA ATGATTCAAGTCTCCCTTCAGTGA MIQVSLQ* MIQVSLQ* GCCGACAAGA AGATAGTAAT 0 R 0 0 0 0 0
10384 4481 ao AN1500.1 55.m03010 AO070334000217 0 -216 -199 ATGGTGGCTGACGATTGA ATGGTGGCTGACGATTGA MVADD* MVADD* GAAGATAGTA CACTAATAGT 0 R 0 0 0 0 0
10389 4485 af AN1148.1 70.m15090 AO070331000139 0 -247 -203 ATGAAGACCTTTCCTGATTGGGTGATTAGCTGTTGGTGCC

ACTGA
ATGAAGACCTTTCCTGATTGGGTGATTAGCTGTTG
GTGCCACTGA

MKTFPDWVISCWCH* MKTFPDWVISCWC
H*

AAACTGTCGA GACTGATCAG 0 I 0 0 0 0 0

10390 4485 af AN1148.1 70.m15090 AO070331000139 0 -159 -142 ATGTTTGGGCTACATTAA ATGTTTGGGCTACATTAA MFGLH* MFGLH* GGCGACGGGT CTTCCTACTC 0 I 0 0 0 0 0
10391 4485 af AN1148.1 70.m15090 AO070331000139 0 -105 -79 ATGATCAATGTTTCGAGTTCTTTCTAG ATGATCAATGTTTCGAGTTCTTTCTAG MINVSSSF* MINVSSSF* GAGCCTATAC CAGGTGATCA 0 I 0 0 0 0 0
10392 4485 af AN1148.1 70.m15090 AO070331000139 0 -98 -72 ATGTTTCGAGTTCTTTCTAGCAGGTGA ATGTTTCGAGTTCTTTCTAGCAGGTGA MFRVLSSR* MFRVLSSR* TACATGATCA TCAAAGATCG 0 I 0 0 0 0 0
10387 4485 an AN1148.1 70.m15090 AO070331000139 0 -89 -60 ATGTCTGGCCTTTCACCTTTAAATGCTTGA ATGTCTGGCCTTTCACCTTTAAATGCTTGA MSGLSPLNA* MSGLSPLNA* CTGACTACCT TTCTTCTTAA 0 I 0 0 0 0 0
10388 4485 an AN1148.1 70.m15090 AO070331000139 0 -67 -50 ATGCTTGATTCTTCTTAA ATGCTTGATTCTTCTTAA MLDSS* MLDSS* TCACCTTTAA TATTCGACAC 0 I 0 0 0 0 0
10393 4485 ao AN1148.1 70.m15090 AO070331000139 0 -80 -54 ATGTTTGGGATTGTTGGTAGAGGCTAA ATGTTTGGGATTGTTGGTAGAGGCTAA MFGIVGRG* MFGIVGRG* TCCTGTTTTC ACCATTCTTT 0 I 0 0 0 0 0
10396 4486 af AN3660.1 58.m07438 AO070342000025 0 -243 -223 ATGTATCGTTTTCATGCATGA ATGTATCGTTTTCATGCATGA MYRFHA* MYRFHA* CTACAAAAGG ATCACGTGAG 0 R FG08400.1 0 NCU03924.1 0 0

10397 4486 af AN3660.1 58.m07438 AO070342000025 0 -230 -96 ATGCATGAATCACGTGAGAAGGCGTCGCGATGCCTCGCG
TCGGCGCGTCGCATCCTTCAAGCATCATTCGCAGCTCAGT
CGCTAGGACCATCTAGGTGTTGCACTTCTTACACTTTAGCT
ACTTCATCGCCGTGA

ATGCATGAATCACGTGAGAAGGCGTCGCGATGCC
TCGCGTCGGCGCGTCGCATCCTTCAAGCATCATTC
GCAGCTCAGTCGCTAGGACCATCTAGGTGTTGCAC
TTCTTACACTTTAGCTACTTCATCGCCGTGA

MHESREKASRCLASARRI
LQASFAAQSLGPSRCCT
SYTLATSSP*

MHESREKASRCLAS
ARRILQASFAAQSL
GPSRCCTSYTLATS
SP*

TATCGTTTTC TACTTGTACT 0 R FG08400.1 0 NCU03924.1 0 0

10398 4486 af AN3660.1 58.m07438 AO070342000025 0 -226 -146 ATGAATCACGTGAGAAGGCGTCGCGATGCCTCGCGTCGG
CGCGTCGCATCCTTCAAGCATCATTCGCAGCTCAGTCGCT
AG

ATGAATCACGTGAGAAGGCGTCGCGATGCCTCGC
GTCGGCGCGTCGCATCCTTCAAGCATCATTCGCAG
CTCAGTCGCTAG

MNHVRRRRDASRRRVA
SFKHHSQLSR*

MNHVRRRRDASRR
RVASFKHHSQLSR*

GTTTTCATGC GACCATCTAG 0 R FG08400.1 0 NCU03924.1 0 0

10399 4486 af AN3660.1 58.m07438 AO070342000025 0 -201 -136 ATGCCTCGCGTCGGCGCGTCGCATCCTTCAAGCATCATTC
GCAGCTCAGTCGCTAGGACCATCTAG

ATGCCTCGCGTCGGCGCGTCGCATCCTTCAAGCA
TCATTCGCAGCTCAGTCGCTAGGACCATCTAG

MPRVGASHPSSIIRSSVA
RTI*

MPRVGASHPSSIIRS
SVARTI*

AGGCGTCGCG GTGTTGCACT 0 R FG08400.1 0 NCU03924.1 0 0

10394 4486 an AN3660.1 58.m07438 AO070342000025 0 -240 -181 ATGGTTGGCCCTCTAATGAAAGAAACTGCACGTGACTTGG
TGTCGCCAGGCGCGACTTGA

ATGGTTGGCCCTCTAATGAAAGAAACTGCACGTG
ACTTGGTGTCGCCAGGCGCGACTTGA

MVGPLMKETARDLVSPG
AT*

MVGPLMKETARDLVSP
GAT*

AGGCACGTTG GCGCGTCGCA 0 R FG08400.1 0 NCU03924.1 0 0

10395 4486 an AN3660.1 58.m07438 AO070342000025 0 -225 -181 ATGAAAGAAACTGCACGTGACTTGGTGTCGCCAGGCGCG
ACTTGA

ATGAAAGAAACTGCACGTGACTTGGTGTCGCCA
GGCGCGACTTGA

MKETARDLVSPGAT* MKETARDLVSPGAT* TGGCCCTCTA GCGCGTCGCA 0 R FG08400.1 0 NCU03924.1 0 0

10400 4486 ao AN3660.1 58.m07438 AO070342000025 0 -197 -174 ATGGTAAACTGTACGCGCACGTGA ATGGTAAACTGTACGCGCACGTGA MVNCTRT* MVNCTRT* CGTACCAAAG CCAGGTGTCG 0 R FG08400.1 0 NCU03924.1 0 0

10404 4488 af AN7597.1 72.m19615 AO070343000314 0 -144 -130 ATGGGACCAACCTGA ATGGGACCAACCTGA MGPT* MGPT* TCGATCGTGT GGTGGATCCT 0 T 0 0 0 YJL212C YJL212C
10401 4488 an AN7597.1 72.m19615 AO070343000314 0 -276 -211 ATGCTACGCCAGCCGATTAGAGGAGGTACCATTAATTCCC

TATATCTCGTTGATAACAATGGTTAG
ATGCTACGCCAGCCGATTAGAGGAGGTACCATTA
ATTCCCTATATCTCGTTGATAACAATGGTTAG

MLRQPIRGGTINSLYLVD
NNG*

MLRQPIRGGTINSLYLVD
NNG*

ACGGCGCGCC TCAATCATTG 0 T 0 0 0 YJL212C YJL212C

10402 4488 an AN7597.1 72.m19615 AO070343000314 0 -218 -192 ATGGTTAGTCAATCATTGTTCAGGTGA ATGGTTAGTCAATCATTGTTCAGGTGA MVSQSLFR* MVSQSLFR* GTTGATAACA TTATTGCTGG 0 T 0 0 0 YJL212C YJL212C
10403 4488 an AN7597.1 72.m19615 AO070343000314 0 -180 -43 ATGGATGTGAATTACCTGGCCAGACAGATAACGTGCGGAC

AGTCAAAAGGGTGCCGTCCTCCCTGGTCTGCTGTAACACT
TGCCCTTTTCTTCTCACCCACCGCCTATCCTCCTCTCCTAC
CATCTCCGTCCCATTGA

ATGGATGTGAATTACCTGGCCAGACAGATAACGT
GCGGACAGTCAAAAGGGTGCCGTCCTCCCTGGT
CTGCTGTAACACTTGCCCTTTTCTTCTCACCCAC
CGCCTATCCTCCTCTCCTACCATCTCCGTCCCAT
TGA

MDVNYLARQITCGQSKG
CRPPWSAVTLALFFSPTA
YPPLLPSPSH*

MDVNYLARQITCGQSK
GCRPPWSAVTLALFFSP
TAYPPLLPSPSH*

TATTGCTGGA GTGCTCAACT 0 T 0 0 0 YJL212C YJL212C

10406 4489 af AN7560.1 72.m19581 AO070343000400 0 -168 -130 ATGCTTAGCACAACCCGAATACATTCTTCAGAATTGTAG ATGCTTAGCACAACCCGAATACATTCTTCAGAATTG
TAG

MLSTTRIHSSEL* MLSTTRIHSSEL* CAGGGAGACA ACTGCATCTG 0  FG05608.1 0 NCU03316.1 0 0

10407 4489 af AN7560.1 72.m19581 AO070343000400 0 -104 -15 ATGAAGACGACTCTTGGCCTCGCGGTGACATCAACAGCG
GATCCTTTCGCTTCCTCATCCCCACCATCTTCAACCTCCG
CATTGCAGTAA

ATGAAGACGACTCTTGGCCTCGCGGTGACATCAAC
AGCGGATCCTTTCGCTTCCTCATCCCCACCATCTT
CAACCTCCGCATTGCAGTAA

MKTTLGLAVTSTADPFAS
SSPPSSTSALQ*

MKTTLGLAVTSTAD
PFASSSPPSSTSAL
Q*

AGGCTGTGCT AGAAGTCCAG 0  FG05608.1 0 NCU03316.1 0 0

10405 4489 an AN7560.1 72.m19581 AO070343000400 0 -149 -90 ATGAGATTTTGTATTCAGCTCGTTTGGAAAGCGTACTTCTT
GGCTGCGGCCTGGCGGTGA

ATGAGATTTTGTATTCAGCTCGTTTGGAAAGCGT
ACTTCTTGGCTGCGGCCTGGCGGTGA

MRFCIQLVWKAYFLAAA
WR*

MRFCIQLVWKAYFLAAA
WR*

AAATCCATAA CTTCAAGAAC 0  FG05608.1 0 NCU03316.1 0 0
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10408 4489 ao AN7560.1 72.m19581 AO070343000400 0 -265 -236 ATGAAGGATATACCACTCAATTCGCCATGA ATGAAGGATATACCACTCAATTCGCCATGA MKDIPLNSP* MKDIPLNSP* AGCGGGCCAT ATCTATAGCT 0  FG05608.1 0 NCU03316.1 0 0

10409 4489 ao AN7560.1 72.m19581 AO070343000400 0 -239 -228 ATGAATCTATAG ATGAATCTATAG MNL* MNL* TCAATTCGCC CTATAGTATC 0  FG05608.1 0 NCU03316.1 0 0

10410 4489 ao AN7560.1 72.m19581 AO070343000400 0 -216 -136 ATGAGTGAGTACAAGCGAGAGACGAGCTACTCAAAACCAA
TAATAATACAAGAATCACCAATTATTCAAGCTCCATTGTAG

ATGAGTGAGTACAAGCGAGAGACGAGCTAC
TCAAAACCAATAATAATACAAGAATCACCAAT
TATTCAAGCTCCATTGTAG

MSEYKRETSYSKPIIIQES
PIIQAPL*

MSEYKRETSYSKPIII
QESPIIQAPL*

TATAGTATCA CAAACCTTGC 0  FG05608.1 0 NCU03316.1 0 0

10411 4491 af AN6654.1 62.m03256 AO070269000012 0 -237 -187 ATGATCGCTTATCTATTATCGGCTCCTATCCTTGTCTGTAA
TATGCAATAG

ATGATCGCTTATCTATTATCGGCTCCTATCCTTGTC
TGTAATATGCAATAG

MIAYLLSAPILVCNMQ* MIAYLLSAPILVCNM
Q*

AATTCCTATC CACCGGTGTG 0 E 0 MG02538.1 0 0 0

10412 4491 ao AN6654.1 62.m03256 AO070269000012 0 -207 -136 ATGGACAATGGCAAGGAAGCAGTTTATCTCCTATGCGGTC
ATTTGATCCGCATGACGATAAGGCGCCGATAA

ATGGACAATGGCAAGGAAGCAGTTTATCTC
CTATGCGGTCATTTGATCCGCATGACGATAA
GGCGCCGATAA

MDNGKEAVYLLCGHLIR
MTIRRR*

MDNGKEAVYLLCG
HLIRMTIRRR*

TATGATGTGA CAGATGACCC 0 E 0 MG02538.1 0 0 0

10413 4491 ao AN6654.1 62.m03256 AO070269000012 0 -200 -162 ATGGCAAGGAAGCAGTTTATCTCCTATGCGGTCATTTGA ATGGCAAGGAAGCAGTTTATCTCCTATGCG
GTCATTTGA

MARKQFISYAVI* MARKQFISYAVI* TGAATGGACA TCCGCATGAC 0 E 0 MG02538.1 0 0 0

10414 4491 ao AN6654.1 62.m03256 AO070269000012 0 -156 -136 ATGACGATAAGGCGCCGATAA ATGACGATAAGGCGCCGATAA MTIRRR* MTIRRR* TTTGATCCGC CAGATGACCC 0 E 0 MG02538.1 0 0 0
10415 4491 ao AN6654.1 62.m03256 AO070269000012 0 -132 -91 ATGACCCGCTGTGGCTCCTTCGTTCCGCCCACACCTTCTT

AG
ATGACCCGCTGTGGCTCCTTCGTTCCGCCC
ACACCTTCTTAG

MTRCGSFVPPTPS* MTRCGSFVPPTPS* CCGATAACAG ACCGCGATTC 0 E 0 MG02538.1 0 0 0

10416 4491 ao AN6654.1 62.m03256 AO070269000012 0 -62 -30 ATGTCTTTCGACCACTTTTATTCCTATATTTGA ATGTCTTTCGACCACTTTTATTCCTATATTTG
A

MSFDHFYSYI* MSFDHFYSYI* TTGCAGGCTC ACTGACGTTG 0 E 0 MG02538.1 0 0 0

10417 4492 af AN4442.1 58.m09016 AO070273000012 0 -254 -129 ATGACCGAATGTCATCGGTACAGTAGAGTGACCACTAGCA
TTCATCCATCGGCCTGGCCGGTCGTTACCCTTCCTGATAC
TAAATCATCGATGTGCCCAGATTCCTCCAAGCGCATATTTC
TTTGA

ATGACCGAATGTCATCGGTACAGTAGAGTGACCAC
TAGCATTCATCCATCGGCCTGGCCGGTCGTTACCC
TTCCTGATACTAAATCATCGATGTGCCCAGATTCCT
CCAAGCGCATATTTCTTTGA

MTECHRYSRVTTSIHPSA
WPVVTLPDTKSSMCPDS
SKRIFL*

MTECHRYSRVTTSI
HPSAWPVVTLPDTK
SSMCPDSSKRIFL*

CTCAGCGACC CTGTTGGCTT 0 O 0 0 0 0 0

10418 4492 af AN4442.1 58.m09016 AO070273000012 0 -246 -229 ATGTCATCGGTACAGTAG ATGTCATCGGTACAGTAG MSSVQ* MSSVQ* CCATGACCGA AGTGACCACT 0 O 0 0 0 0 0
10419 4492 af AN4442.1 58.m09016 AO070273000012 0 -164 -129 ATGTGCCCAGATTCCTCCAAGCGCATATTTCTTTGA ATGTGCCCAGATTCCTCCAAGCGCATATTTCTTTGA MCPDSSKRIFL* MCPDSSKRIFL* TAAATCATCG CTGTTGGCTT 0 O 0 0 0 0 0

10420 4494 ao AN6279.1 72.m19361 AO070308000038 0 -174 -46 ATGTTTACGGCTTCTGCTCGAAGCCGTCTCTCCACACTTT
CGCGGCCCCGTCTCTCTCCTACCAACTCTCTTCTTGCTAG
ATCTGCTGTGGTATGGCTCGCGCAATTGACCTCATTTCTA
CGCCCCTGA

ATGTTTACGGCTTCTGCTCGAAGCCGTCTCT
CCACACTTTCGCGGCCCCGTCTCTCTCCTA
CCAACTCTCTTCTTGCTAGATCTGCTGTGGT
ATGGCTCGCGCAATTGACCTCATTTCTACGC
CCCTGA

MFTASARSRLSTLSRPRL
SPTNSLLARSAVVWLAQL
TSFLRP*

MFTASARSRLSTLS
RPRLSPTNSLLARS
AVVWLAQLTSFLRP
*

GTCCAGAGGG ATTGGATTCG 0 I 0 MG01721.1 0 0 0

10421 4494 ao AN6279.1 72.m19361 AO070308000038 0 -82 -23 ATGGCTCGCGCAATTGACCTCATTTCTACGCCCCTGAATT
GGATTCGAATGGCATGTTAA

ATGGCTCGCGCAATTGACCTCATTTCTACGC
CCCTGAATTGGATTCGAATGGCATGTTAA

MARAIDLISTPLNWIRMA
C*

MARAIDLISTPLNWI
RMAC*

CTGCTGTGGT CTGGCATATG 0 I 0 MG01721.1 0 0 0

10424 4495 af AN5673.1 65.m07399 AO070309000086 0 -81 -61 ATGATCATGCCTGCTTGCTGA ATGATCATGCCTGCTTGCTGA MIMPAC* MIMPAC* TTTGCTGCCG TGATAGTGCT 0  0 0 0 0 0
10425 4495 af AN5673.1 65.m07399 AO070309000086 0 -75 -61 ATGCCTGCTTGCTGA ATGCCTGCTTGCTGA MPAC* MPAC* GCCGATGATC TGATAGTGCT 0  0 0 0 0 0
10426 4495 af AN5673.1 65.m07399 AO070309000086 0 -61 -23 ATGATAGTGCTGCTCTTGCTTATGGAAGCTTTCCCATAA ATGATAGTGCTGCTCTTGCTTATGGAAGCTTTCCCA

TAA
MIVLLLLMEAFP* MIVLLLLMEAFP* CTGCTTGCTG CCCCGAAACT 0  0 0 0 0 0

10423 4495 an AN5673.1 65.m07399 AO070309000086 0 -64 -47 ATGCATTCCCGCTATTGA ATGCATTCCCGCTATTGA MHSRY* MHSRY* CCCGCTCATT TGGTGGACGG 0  0 0 0 0 0
10428 4495 ao AN5673.1 65.m07399 AO070309000086 0 -210 -40 ATGTTGTTGATTCTTTCTGGGTTCCTCTCCCTCTGTTCCCT

ACGCCCTAGACTCAGCTTCTTCGACAATATCAAACTGTTAG
ATCTAATTCTTCACAGAATTTTTCGGCTTTCGGACCGAACC
AAGTTCATCACCGATACGGGTCCCCGTCATGATGCAGTAG
GGGCTTGA

ATGTTGTTGATTCTTTCTGGGTTCCTCTCCC
TCTGTTCCCTACGCCCTAGACTCAGCTTCTT
CGACAATATCAAACTGTTAGATCTAATTCTTC
ACAGAATTTTTCGGCTTTCGGACCGAACCAA
GTTCATCACCGATACGGGTCCCCGTCATGA
TGCAGTAGGGGCTTGA

MLLILSGFLSLCSLRPRLS
FFDNIKLLDLILHRIFRLSD
RTKFITDTGPRHDAVGA*

MLLILSGFLSLCSLR
PRLSFFDNIKLLDLIL
HRIFRLSDRTKFITD
TGPRHDAVGA*

TCCTTCGCGC CCGAGGATCT 0  0 0 0 0 0

10433 4497 af AN6572.1 62.m03169 AO070326000015 0 -241 -206 ATGCCCGCTTCTTATCTCCCAGTCCAAATCCACTGA ATGCCCGCTTCTTATCTCCCAGTCCAAATCCACTGA MPASYLPVQIH* MPASYLPVQIH* AGCATAAATA TAAGCTCGTC 0 R 0 0 0 0 0

10434 4497 af AN6572.1 62.m03169 AO070326000015 0 -163 -113 ATGTGGGCAGAAAAAGGCGGATGCGAGAGGAACGATGCA
AGTAAGCAATAA

ATGTGGGCAGAAAAAGGCGGATGCGAGAGGAACG
ATGCAAGTAAGCAATAA

MWAEKGGCERNDASKQ
*

MWAEKGGCERNDA
SKQ*

CCGGCGGTGG TGGTCCGATG 0 R 0 0 0 0 0

10435 4497 af AN6572.1 62.m03169 AO070326000015 0 -143 -120 ATGCGAGAGGAACGATGCAAGTAA ATGCGAGAGGAACGATGCAAGTAA MREERCK* MREERCK* AAAAAGGCGG GCAATAATGG 0 R 0 0 0 0 0
10436 4497 af AN6572.1 62.m03169 AO070326000015 0 -129 -100 ATGCAAGTAAGCAATAATGGTCCGATGTGA ATGCAAGTAAGCAATAATGGTCCGATGTGA MQVSNNGPM* MQVSNNGPM* GAGAGGAACG GCTTCTGATC 0 R 0 0 0 0 0
10437 4497 af AN6572.1 62.m03169 AO070326000015 0 -113 -36 ATGGTCCGATGTGAGCTTCTGATCGATTTTCCGCAAGTTG

ATACTACCCTCTCGCATTACATCATGCGATTAAGCTAG
ATGGTCCGATGTGAGCTTCTGATCGATTTTCCGCA
AGTTGATACTACCCTCTCGCATTACATCATGCGATT
AAGCTAG

MVRCELLIDFPQVDTTLS
HYIMRLS*

MVRCELLIDFPQVD
TTLSHYIMRLS*

GTAAGCAATA ACCAAGAGCT 0 R 0 0 0 0 0

10430 4497 an AN6572.1 62.m03169 AO070326000015 0 -151 -62 ATGGCAGAATTGACTCGAAAAGAATCTCTAGAAGATGACG
GAAACAAACTACAGCAAAACCAACGGGATTTAACCATGCG
AGTGCGTTGA

ATGGCAGAATTGACTCGAAAAGAATCTCTAGAAG
ATGACGGAAACAAACTACAGCAAAACCAACGGG
ATTTAACCATGCGAGTGCGTTGA

MAELTRKESLEDDGNKL
QQNQRDLTMRVR*

MAELTRKESLEDDGNKL
QQNQRDLTMRVR*

GCGGTAAGCT TTACGGGCAC 0 R 0 0 0 0 0

10431 4497 an AN6572.1 62.m03169 AO070326000015 0 -117 -79 ATGACGGAAACAAACTACAGCAAAACCAACGGGATTTAA ATGACGGAAACAAACTACAGCAAAACCAACGGG
ATTTAA

MTETNYSKTNGI* MTETNYSKTNGI* TCTCTAGAAG CCATGCGAGT 0 R 0 0 0 0 0

10432 4497 an AN6572.1 62.m03169 AO070326000015 0 -76 -62 ATGCGAGTGCGTTGA ATGCGAGTGCGTTGA MRVR* MRVR* GGATTTAACC TTACGGGCAC 0 R 0 0 0 0 0
10439 4497 ao AN6572.1 62.m03169 AO070326000015 0 -73 -11 ATGACAAATTGCGCCCGTTCGTCATGCGAGCTCATTAGAC

CGGACACAAAACTGATATTCTAG
ATGACAAATTGCGCCCGTTCGTCATGCGAG
CTCATTAGACCGGACACAAAACTGATATTCT
AG

MTNCARSSCELIRPDTKLI
F*

MTNCARSSCELIRP
DTKLIF*

TGGTCAACCT GATTTATACT 0 R 0 0 0 0 0

10447 4502 af AN5491.1 69.m15461 AO070341000394 0 -65 -48 ATGTCCCTGCTCCGATGA ATGTCCCTGCTCCGATGA MSLLR* MSLLR* TCATCTTATT CATTCGAAAC 0 U 0 0 0 0 0
10449 4502 ao AN5491.1 69.m15461 AO070341000394 0 -66 -49 ATGATACCCACCCGATGA ATGATACCCACCCGATGA MIPTR* MIPTR* TTTTCATATT CACCTGCGGT 0 U 0 0 0 0 0
10451 4508 af AN1695.1 58.m07771 AO070305000019 0 -167 -135 ATGTCTCTCTCTCTCTCCCTCTCTTCACGGTAA ATGTCTCTCTCTCTCTCCCTCTCTTCACGGTAA MSLSLSLSSR* MSLSLSLSSR* CTACCTGTAC AGTCATCTAC 0 S 0 0 0 0 0
10452 4508 af AN1695.1 58.m07771 AO070305000019 0 -119 -15 ATGCCCTCAGAACTAGTCACCGGTGAGAACCTAGCGGGA

GCTTTGGTTGCAGCGCAAGAACGTTACGTACCGAGAAAGA
CGTTTCACGGATTCCTCAACGAGTGA

ATGCCCTCAGAACTAGTCACCGGTGAGAACCTAGC
GGGAGCTTTGGTTGCAGCGCAAGAACGTTACGTA
CCGAGAAAGACGTTTCACGGATTCCTCAACGAGTG
A

MPSELVTGENLAGALVAA
QERYVPRKTFHGFLNE*

MPSELVTGENLAGA
LVAAQERYVPRKTF
HGFLNE*

TCTACTTACC GCAGCAGCAG 0 S 0 0 0 0 0

10453 4508 ao AN1695.1 58.m07771 AO070305000019 0 -213 -199 ATGCCCTTGGTGTAG ATGCCCTTGGTGTAG MPLV* MPLV* AAGACCACGT CCAGAGCTCC 0 S 0 0 0 0 0
10454 4515 af AN1175.1 70.m15042 AO070331000170 0 -172 -143 ATGCAAATCAAACAAAGCAAACACAGATAA ATGCAAATCAAACAAAGCAAACACAGATAA MQIKQSKHR* MQIKQSKHR* AATCCCCACC AAAAAAGACA 0 A 0 0 0 0 0
10455 4515 af AN1175.1 70.m15042 AO070331000170 0 -118 -11 ATGGTCGAGGACGCATGGACATTGAAGAAAGGAAAAATAT

ACGCCATTGCCATTAAACAAGTCGGACCCCTTCCTGCTTC
TTCCTGCATGAATAAAACAAAACCTTAG

ATGGTCGAGGACGCATGGACATTGAAGAAAGGAA
AAATATACGCCATTGCCATTAAACAAGTCGGACCC
CTTCCTGCTTCTTCCTGCATGAATAAAACAAAACCT
TAG

MVEDAWTLKKGKIYAIAIK
QVGPLPASSCMNKTKP*

MVEDAWTLKKGKIY
AIAIKQVGPLPASSC
MNKTKP*

TAAAAGAAAA ATCACCAGTC 0 A 0 0 0 0 0

10456 4515 af AN1175.1 70.m15042 AO070331000170 0 -104 -63 ATGGACATTGAAGAAAGGAAAAATATACGCCATTGCCATTA
A

ATGGACATTGAAGAAAGGAAAAATATACGCCATTG
CCATTAA

MDIEERKNIRHCH* MDIEERKNIRHCH* TCGAGGACGC ACAAGTCGGA 0 A 0 0 0 0 0

10458 4515 ao AN1175.1 70.m15042 AO070331000170 0 -62 -51 ATGTCTGTATGA ATGTCTGTATGA MSV* MSV* AAAAAAGATT TTGTCTTCGG 0 A 0 0 0 0 0
10459 4520 an AN1344.1 70.m14889 AO070247000020 0 -86 -54 ATGTCGCCCGCCCTGACTCAAGAGTCCCGCTGA ATGTCGCCCGCCCTGACTCAAGAGTCCCGCTGA MSPALTQESR* MSPALTQESR* AATTTCCCGC CTGATGTGCA 0 J 0 0 0 0 0

10460 4520 ao AN1344.1 70.m14889 AO070247000020 0 -104 -75 ATGACTCAATCTACTAACCATTGCACATAG ATGACTCAATCTACTAACCATTGCACATAG MTQSTNHCT* MTQSTNHCT* CGTGTGCGGC ACACCAAGGA 0 J 0 0 0 0 0

10461 4522 af AN6644.1 62.m03242 AO070295000021 0 -89 ATGCGGCTATCGTCGATATTGTATCACTCTCATCTCTACCT
TGATAGTGAGGTATCGTTGTACAGGCCACAGCATAGGCTG
ATTATCTGA

ATGCGGCTATCGTCGATATTGTATCACTCTCATCTC
TACCTTGATAGTGAGGTATCGTTGTACAGGCCACA
GCATAGGCTGATTATCTGA

MRLSSILYHSHLYLDSEV
SLYRPQHRLII*

MRLSSILYHSHLYLD
SEVSLYRPQHRLII*

ATAGTCGGCT TGCCTCCGGT 0 E 0 0 0 0 0

10464 4523 af AN1459.1 55.m02963 AO070306000075 0 -179 -165 ATGTGCTTTCCGTGA ATGTGCTTTCCGTGA MCFP* MCFP* CCGTACTACC TCATCGTTGT 0 O 0 0 0 0 0
10465 4523 af AN1459.1 55.m02963 AO070306000075 0 -141 -127 ATGGCGATCCTCTGA ATGGCGATCCTCTGA MAIL* MAIL* TTATTGCTCA TCCTGGAGCT 0 O 0 0 0 0 0
10463 4523 an AN1459.1 55.m02963 AO070306000075 0 -146 -120 ATGCAGCTTTCTTGTCCAATTCCATAG ATGCAGCTTTCTTGTCCAATTCCATAG MQLSCPIP* MQLSCPIP* CGATCCGACT CTAATTTGAA 0 O 0 0 0 0 0
10466 4523 ao AN1459.1 55.m02963 AO070306000075 0 -168 -151 ATGATGTCCTTTTCCTGA ATGATGTCCTTTTCCTGA MMSFS* MMSFS* CTTTCTCTAT TTGCTTTCTG 0 O 0 0 0 0 0
10467 4523 ao AN1459.1 55.m02963 AO070306000075 0 -165 -151 ATGTCCTTTTCCTGA ATGTCCTTTTCCTGA MSFS* MSFS* TCTCTATATG TTGCTTTCTG 0 O 0 0 0 0 0
10468 4523 ao AN1459.1 55.m02963 AO070306000075 0 -139 -113 ATGTCATCGCATGGAGAATATTCCTGA ATGTCATCGCATGGAGAATATTCCTGA MSSHGEYS* MSSHGEYS* TGCTTTCTGT GTTTCTATTC 0 O 0 0 0 0 0
10469 4523 ao AN1459.1 55.m02963 AO070306000075 0 -129 -91 ATGGAGAATATTCCTGAGTTTCTATTCTCCTTGCTCTAG ATGGAGAATATTCCTGAGTTTCTATTCTCCTT

GCTCTAG
MENIPEFLFSLL* MENIPEFLFSLL* ATGTCATCGC CTAACCAATT 0 O 0 0 0 0 0

10470 4525 af AN0919.1 70.m15526 AO070320000099 0 -174 -82 ATGTCTAGCTCACCAAAGAAATGGGAGCTCCATTCATTACT
ATTATTGATTGACCCTTTTCCAGTCCTCGAACCCCCAAGAG
GCGATAGTTAA

ATGTCTAGCTCACCAAAGAAATGGGAGCTCCATTC
ATTACTATTATTGATTGACCCTTTTCCAGTCCTCGA
ACCCCCAAGAGGCGATAGTTAA

MSSSPKKWELHSLLLLID
PFPVLEPPRGDS*

MSSSPKKWELHSLL
LLIDPFPVLEPPRGD
S*

TAGTTAGTAC AAGAAACAAG 0 F 0 0 0 0 0

10471 4525 af AN0919.1 70.m15526 AO070320000099 0 -154 -122 ATGGGAGCTCCATTCATTACTATTATTGATTGA ATGGGAGCTCCATTCATTACTATTATTGATTGA MGAPFITIID* MGAPFITIID* CACCAAAGAA CCCTTTTCCA 0 F 0 0 0 0 0
10473 4526 af AN4843.1 59.m09135 AO070327000126 0 -105 -94 ATGCTTTATTAG ATGCTTTATTAG MLY* MLY* TGCCCCGCCA ACCGAGCAAT 0 G 0 0 0 YJL221C 0
10472 4526 an AN4843.1 59.m09135 AO070327000126 0 -157 -125 ATGGCTGGACAGCCGCCAGCTTACGAGGGGTAA ATGGCTGGACAGCCGCCAGCTTACGAGGGGTAA MAGQPPAYEG* MAGQPPAYEG* TGTAACAACA GGTCTCCGCC 0 G 0 0 0 YJL221C 0

10474 4526 ao AN4843.1 59.m09135 AO070327000126 0 -176 -30 ATGCACCCACCGATAATTTCTCCGCTCGAGAAAGGAGCTG
CCCCGCGGTGGGTGTTATCGGATAGCAAGCTGCCCCTCC
CAGCAACAACAAAACATATAGATAAACTGAAGCCTCCCTCT
TTCTTTTGTATATTCAAGTTACTCTAG

ATGCACCCACCGATAATTTCTCCGCTCGAG
AAAGGAGCTGCCCCGCGGTGGGTGTTATC
GGATAGCAAGCTGCCCCTCCCAGCAACAAC
AAAACATATAGATAAACTGAAGCCTCCCTCT
TTCTTTTGTATATTCAAGTTACTCTAG

MHPPIISPLEKGAAPRWV
LSDSKLPLPATTKHIDKLK
PPSFFCIFKLL*

MHPPIISPLEKGAAP
RWVLSDSKLPLPAT
TKHIDKLKPPSFFCIF
KLL*

TAGGTCGGCA GAAATCATAT 0 G 0 0 0 YJL221C 0

10475 4528 an AN4775.1 59.m09208 AO070329000077 0 -254 -168 ATGGAGGAGACGTTTCCCCTTATTAGTATATGGACTCCGG
ACTGGAATGAAATGTCACGTGATAGGAAGCTCGGCCAGCT
TGACTGA

ATGGAGGAGACGTTTCCCCTTATTAGTATATGGA
CTCCGGACTGGAATGAAATGTCACGTGATAGGAA
GCTCGGCCAGCTTGACTGA

MEETFPLISIWTPDWNEM
SRDRKLGQLD*

MEETFPLISIWTPDWNE
MSRDRKLGQLD*

GACGAGATTG CGCCGCAAGC 0 O FG09432.1 MG02608.1 0 0 0

10476 4528 an AN4775.1 59.m09208 AO070329000077 0 -225 -205 ATGGACTCCGGACTGGAATGA ATGGACTCCGGACTGGAATGA MDSGLE* MDSGLE* TTATTAGTAT AATGTCACGT 0 O FG09432.1 MG02608.1 0 0 0
10477 4528 an AN4775.1 59.m09208 AO070329000077 0 -208 -125 ATGAAATGTCACGTGATAGGAAGCTCGGCCAGCTTGACTG

ACGCCGCAAGCTCCAGATGCAATCATACTCCATCATCACT
CTGA

ATGAAATGTCACGTGATAGGAAGCTCGGCCAGC
TTGACTGACGCCGCAAGCTCCAGATGCAATCATA
CTCCATCATCACTCTGA

MKCHVIGSSASLTDAASS
RCNHTPSSL*

MKCHVIGSSASLTDAAS
SRCNHTPSSL*

CCGGACTGGA CCTTATCCCC 0 O FG09432.1 MG02608.1 0 0 0

10478 4528 an AN4775.1 59.m09208 AO070329000077 0 -203 -168 ATGTCACGTGATAGGAAGCTCGGCCAGCTTGACTGA ATGTCACGTGATAGGAAGCTCGGCCAGCTTGAC
TGA

MSRDRKLGQLD* MSRDRKLGQLD* CTGGAATGAA CGCCGCAAGC 0 O FG09432.1 MG02608.1 0 0 0

10483 4530 af AN5749.1 69.m14847 AO070341000006 0 -186 -172 ATGAACAACCTTTGA ATGAACAACCTTTGA MNNL* MNNL* GTCGAGGCGG CCGTTGTTGT 0 E 0 0 0 0 0
10484 4530 af AN5749.1 69.m14847 AO070341000006 0 -120 -91 ATGGAATATACCGTGGTTTACCCTTGCTAG ATGGAATATACCGTGGTTTACCCTTGCTAG MEYTVVYPC* MEYTVVYPC* CCTCTCTATC TTCATCAACT 0 E 0 0 0 0 0
10479 4530 an AN5749.1 69.m14847 AO070341000006 0 -235 -215 ATGCAGGTTCATTATGATTGA ATGCAGGTTCATTATGATTGA MQVHYD* MQVHYD* TCAGGGTGGA GAGAGGATGG 0 E 0 0 0 0 0
10480 4530 an AN5749.1 69.m14847 AO070341000006 0 -222 -190 ATGATTGAGAGAGGATGGTCGCTTGTGTACTGA ATGATTGAGAGAGGATGGTCGCTTGTGTACTGA MIERGWSLVY* MIERGWSLVY* CAGGTTCATT GATCTCTGTA 0 E 0 0 0 0 0
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10481 4530 an AN5749.1 69.m14847 AO070341000006 0 -208 -179 ATGGTCGCTTGTGTACTGAGATCTCTGTAG ATGGTCGCTTGTGTACTGAGATCTCTGTAG MVACVLRSL* MVACVLRSL* TTGAGAGAGG TTTATTCTAT 0 E 0 0 0 0 0
10485 4530 ao AN5749.1 69.m14847 AO070341000006 0 -165 -94 ATGCACGTGACATGCGCTGGACCCTCGGAACAGAAAACC

CCAATTCACTTGCGCCATTTACGTAGAACTTGA
ATGCACGTGACATGCGCTGGACCCTCGGAA
CAGAAAACCCCAATTCACTTGCGCCATTTAC
GTAGAACTTGA

MHVTCAGPSEQKTPIHLR
HLRRT*

MHVTCAGPSEQKT
PIHLRHLRRT*

CTTCTCCGGG GATAACATCG 0 E 0 0 0 0 0

10486 4530 ao AN5749.1 69.m14847 AO070341000006 0 -154 -101 ATGCGCTGGACCCTCGGAACAGAAAACCCCAATTCACTTG
CGCCATTTACGTAG

ATGCGCTGGACCCTCGGAACAGAAAACCCC
AATTCACTTGCGCCATTTACGTAG

MRWTLGTENPNSLAPFT* MRWTLGTENPNSL
APFT*

TGCACGTGAC AACTTGAGAT 0 E 0 0 0 0 0

10488 4532 af AN4341.1 58.m07983 AO070240000016 0 -171 -115 ATGACGTTGTCAAGGTGGCCTCGATCTGTGCGTTCCGCC
CATTGGCGGTACCACTAA

ATGACGTTGTCAAGGTGGCCTCGATCTGTGCGTTC
CGCCCATTGGCGGTACCACTAA

MTLSRWPRSVRSAHWR
YH*

MTLSRWPRSVRSA
HWRYH*

TGTGATCGAA ACAAACGATA 0 0 0 0 0 0

10489 4532 af AN4341.1 58.m07983 AO070240000016 0 -78 -43 ATGCTATACAACACGATGGAGAGACGGAATTTCTGA ATGCTATACAACACGATGGAGAGACGGAATTTCTG
A

MLYNTMERRNF* MLYNTMERRNF* CACTATTGCC GATTTACACT 0 0 0 0 0 0

10490 4532 af AN4341.1 58.m07983 AO070240000016 0 -63 -43 ATGGAGAGACGGAATTTCTGA ATGGAGAGACGGAATTTCTGA MERRNF* MERRNF* ATACAACACG GATTTACACT 0 0 0 0 0 0
10487 4532 an AN4341.1 58.m07983 AO070240000016 0 -112 -86 ATGACGTTGTCACGTTGCCAGAACTGA ATGACGTTGTCACGTTGCCAGAACTGA MTLSRCQN* MTLSRCQN* AGTAGCGCAA TCGGATCTTC 0 0 0 0 0 0
10492 4532 ao AN4341.1 58.m07983 AO070240000016 0 -202 -35 ATGAACTCTCGTAACTTGGATGACGTTGTCATGTTGGCCT

CTCTCTCGTTTCTGCCCCATTTAATCCGTCGGCGGCGTTT
CTGCCCGCCTTTCAACACAGCATCTAATTGTACCCACCTG
AAACTACCACACAAGGCCATTGTCAACGCCATGGTAAATG
ACGGTTGA

ATGAACTCTCGTAACTTGGATGACGTTGTCA
TGTTGGCCTCTCTCTCGTTTCTGCCCCATTT
AATCCGTCGGCGGCGTTTCTGCCCGCCTTT
CAACACAGCATCTAATTGTACCCACCTGAAA
CTACCACACAAGGCCATTGTCAACGCCATG
GTAAATGACGGTTGA

MNSRNLDDVVMLASLSF
LPHLIRRRRFCPPFNTAS
NCTHLKLPHKAIVNAMVN
DG*

MNSRNLDDVVMLA
SLSFLPHLIRRRRFC
PPFNTASNCTHLKL
PHKAIVNAMVNDG*

TCGTGGAACA CTAGTTCAAT 0 0 0 0 0 0

10493 4532 ao AN4341.1 58.m07983 AO070240000016 0 -183 -139 ATGACGTTGTCATGTTGGCCTCTCTCTCGTTTCTGCCCCAT
TTAA

ATGACGTTGTCATGTTGGCCTCTCTCTCGTT
TCTGCCCCATTTAA

MTLSCWPLSRFCPI* MTLSCWPLSRFCPI* CGTAACTTGG TCCGTCGGCG 0 0 0 0 0 0

10494 4532 ao AN4341.1 58.m07983 AO070240000016 0 -172 -35 ATGTTGGCCTCTCTCTCGTTTCTGCCCCATTTAATCCGTCG
GCGGCGTTTCTGCCCGCCTTTCAACACAGCATCTAATTGT
ACCCACCTGAAACTACCACACAAGGCCATTGTCAACGCCA
TGGTAAATGACGGTTGA

ATGTTGGCCTCTCTCTCGTTTCTGCCCCATT
TAATCCGTCGGCGGCGTTTCTGCCCGCCTT
TCAACACAGCATCTAATTGTACCCACCTGAA
ACTACCACACAAGGCCATTGTCAACGCCAT
GGTAAATGACGGTTGA

MLASLSFLPHLIRRRRFC
PPFNTASNCTHLKLPHKA
IVNAMVNDG*

MLASLSFLPHLIRRR
RFCPPFNTASNCTH
LKLPHKAIVNAMVN
DG*

TGACGTTGTC CTAGTTCAAT 0 0 0 0 0 0

10501 4534 af AN9010.1 52.m03996 AO070289000056 0 -194 -66 ATGACAGCAAGGCAGCGGAACAGGCCCGTCAGAACCATT
GGGAAATCCAGCCCACGGGAACACCCCACAGTCTGGGGT
AAAAGTTGGGGTAAGCGATCAACATGGGGAAGCGGGAAT
CCATCGATATAA

ATGACAGCAAGGCAGCGGAACAGGCCCGTCAGAA
CCATTGGGAAATCCAGCCCACGGGAACACCCCAC
AGTCTGGGGTAAAAGTTGGGGTAAGCGATCAACAT
GGGGAAGCGGGAATCCATCGATATAA

MTARQRNRPVRTIGKSS
PREHPTVWGKSWGKRS
TWGSGNPSI*

MTARQRNRPVRTIG
KSSPREHPTVWGK
SWGKRSTWGSGN
PSI*

GGGCAGTGGA GTAGATCGAC 0 G 0 0 0 0 0

10502 4534 af AN9010.1 52.m03996 AO070289000056 0 -93 -7 ATGGGGAAGCGGGAATCCATCGATATAAGTAGATCGACAC
CCTGCATCTTCCTTCTTTCATCACTACGGTTGCATCCCCCT
CTATAA

ATGGGGAAGCGGGAATCCATCGATATAAGTAGATC
GACACCCTGCATCTTCCTTCTTTCATCACTACGGTT
GCATCCCCCTCTATAA

MGKRESIDISRSTPCIFLL
SSLRLHPPL*

MGKRESIDISRSTPC
IFLLSSLRLHPPL*

AGCGATCAAC GCCATTATGT 0 G 0 0 0 0 0

10498 4534 an AN9010.1 52.m03996 AO070289000056 0 -186 -40 ATGGAGCACGCAAGCTTCCCCTCGCCGGCATTTTGGTGG
CATTGCGGGGTATCATTCCGCTATCTGGGGAAGGGTCTG
AAGTCTTCTAGGGCAAAAAATGCGGGGTTGAAGGTCTTCT
CTTTAAGAATGCCAACGCTGGCCTCCTGA

ATGGAGCACGCAAGCTTCCCCTCGCCGGCATTT
TGGTGGCATTGCGGGGTATCATTCCGCTATCTG
GGGAAGGGTCTGAAGTCTTCTAGGGCAAAAAAT
GCGGGGTTGAAGGTCTTCTCTTTAAGAATGCCAA
CGCTGGCCTCCTGA

MEHASFPSPAFWWHCG
VSFRYLGKGLKSSRAKN
AGLKVFSLRMPTLAS*

MEHASFPSPAFWWHC
GVSFRYLGKGLKSSRAK
NAGLKVFSLRMPTLAS*

ACCATACCCT GTGTAATTCC 0 G 0 0 0 0 0

10499 4534 an AN9010.1 52.m03996 AO070289000056 0 -89 -78 ATGCGGGGTTGA ATGCGGGGTTGA MRG* MRG* AGGGCAAAAA AGGTCTTCTC 0 G 0 0 0 0 0
10503 4534 ao AN9010.1 52.m03996 AO070289000056 0 -108 -88 ATGGACTTTCTGTGTTTATAA ATGGACTTTCTGTGTTTATAA MDFLCL* MDFLCL* AGCTCAAAGC GCAGGTCGAT 0 G 0 0 0 0 0
10504 4535 an AN2281.1 71.m15926 AO070295000058 0 -146 -60 ATGACTTGTCACGTCCGCCTCTCTCTTGCTCTATCTTTCTT

ACCGTCTCACACTTTGCTCAATTTATCACCTGACCGAGTTA
TATGA

ATGACTTGTCACGTCCGCCTCTCTCTTGCTCTAT
CTTTCTTACCGTCTCACACTTTGCTCAATTTATCA
CCTGACCGAGTTATATGA

MTCHVRLSLALSFLPSHT
LLNLSPDRVI*

MTCHVRLSLALSFLPSH
TLLNLSPDRVI*

ATCGCCATCA TGAACTGCAT 0 MU 0 0 0 0 0

10509 4535 ao AN2281.1 71.m15926 AO070295000058 0 -250 -194 ATGATTTCACGTTGCTATCGAACTTTAGCCGAGGCCGCGC
CAGACGGTTGGCCATGA

ATGATTTCACGTTGCTATCGAACTTTAGCCG
AGGCCGCGCCAGACGGTTGGCCATGA

MISRCYRTLAEAAPDGW
P*

MISRCYRTLAEAAP
DGWP*

GCACCACCCC TTTTATCATT 0 MU 0 0 0 0 0

10510 4535 ao AN2281.1 71.m15926 AO070295000058 0 -197 -102 ATGATTTTATCATTCCCCGACCGTCTCGCTCGGCTGTTGT
CATTGATGATCGGTCCTTCTTCACCTCCTCTCCCCTTTTAT
ATTCCCTGGCATTAG

ATGATTTTATCATTCCCCGACCGTCTCGCTC
GGCTGTTGTCATTGATGATCGGTCCTTCTTC
ACCTCCTCTCCCCTTTTATATTCCCTGGCAT
TAG

MILSFPDRLARLLSLMIGP
SSPPLPFYIPWH*

MILSFPDRLARLLSL
MIGPSSPPLPFYIPW
H*

ACGGTTGGCC CTTGCCTCTG 0 MU 0 0 0 0 0

10511 4535 ao AN2281.1 71.m15926 AO070295000058 0 -152 -102 ATGATCGGTCCTTCTTCACCTCCTCTCCCCTTTTATATTCC
CTGGCATTAG

ATGATCGGTCCTTCTTCACCTCCTCTCCCCT
TTTATATTCCCTGGCATTAG

MIGPSSPPLPFYIPWH* MIGPSSPPLPFYIPW
H*

GTTGTCATTG CTTGCCTCTG 0 MU 0 0 0 0 0

10515 4537 af AN3124.1 59.m08612 AO070303000023 0 -232 -179 ATGTCAATGTGGCAGCCTGAAGAAGATGGCATCAACGAG
CGACTTCCATTTTAG

ATGTCAATGTGGCAGCCTGAAGAAGATGGCATCAA
CGAGCGACTTCCATTTTAG

MSMWQPEEDGINERLPF
*

MSMWQPEEDGINE
RLPF*

ACAGAAGTAC GACGTGTTGT 0 Z 0 0 0 0 0

10516 4537 af AN3124.1 59.m08612 AO070303000023 0 -226 -179 ATGTGGCAGCCTGAAGAAGATGGCATCAACGAGCGACTT
CCATTTTAG

ATGTGGCAGCCTGAAGAAGATGGCATCAACGAGC
GACTTCCATTTTAG

MWQPEEDGINERLPF* MWQPEEDGINERL
PF*

GTACATGTCA GACGTGTTGT 0 Z 0 0 0 0 0

10517 4537 af AN3124.1 59.m08612 AO070303000023 0 -207 -142 ATGGCATCAACGAGCGACTTCCATTTTAGGACGTGTTGTC
TGGACAACCAAAGCCTAACCCGATGA

ATGGCATCAACGAGCGACTTCCATTTTAGGACGTG
TTGTCTGGACAACCAAAGCCTAACCCGATGA

MASTSDFHFRTCCLDNQ
SLTR*

MASTSDFHFRTCCL
DNQSLTR*

CCTGAAGAAG GGAAAGAGAA 0 Z 0 0 0 0 0

10518 4537 af AN3124.1 59.m08612 AO070303000023 0 -145 -86 ATGAGGAAAGAGAATATCGTCCCTGTCAACTGTGGAAACC
ATCCAGAGCTGCTGCCATGA

ATGAGGAAAGAGAATATCGTCCCTGTCAACTGTGG
AAACCATCCAGAGCTGCTGCCATGA

MRKENIVPVNCGNHPELL
P*

MRKENIVPVNCGNH
PELLP*

GCCTAACCCG AATTGTCACT 0 Z 0 0 0 0 0

10513 4537 an AN3124.1 59.m08612 AO070303000023 0 -169 -77 ATGAAGACAAACCAAAGCTCCGCCCGTCCCAGAGTTGATG
GCCAGCTGCATTTATTGACCATTATTCAATCGACATCCACC
ATCCTTGCATAG

ATGAAGACAAACCAAAGCTCCGCCCGTCCCAGA
GTTGATGGCCAGCTGCATTTATTGACCATTATTCA
ATCGACATCCACCATCCTTGCATAG

MKTNQSSARPRVDGQLH
LLTIIQSTSTILA*

MKTNQSSARPRVDGQL
HLLTIIQSTSTILA*

GCTAACCCAA CCAGTTCATC 0 Z 0 0 0 0 0

10514 4537 an AN3124.1 59.m08612 AO070303000023 0 -132 -112 ATGGCCAGCTGCATTTATTGA ATGGCCAGCTGCATTTATTGA MASCIY* MASCIY* CCCAGAGTTG CCATTATTCA 0 Z 0 0 0 0 0
10519 4537 ao AN3124.1 59.m08612 AO070303000023 0 -237 -28 ATGAAGGGGGCATCAACCCCATTTCGGCTCGTGAAGATG

AAGTTGCCTGGACAACAGGACACTAACCTAAAGGGGAATG
ACAGACTCAGCATGACATCTCAAAGTGGAAACCCATCAAC
TGCTTCACGTTATAACGATCCGACTAAGCCAGGCCAACGT
GGAGACGGCGATACTAACCCACTTCTTGCTGTCGTGTCTC
CTCTTACGTGA

ATGAAGGGGGCATCAACCCCATTTCGGCTC
GTGAAGATGAAGTTGCCTGGACAACAGGAC
ACTAACCTAAAGGGGAATGACAGACTCAGC
ATGACATCTCAAAGTGGAAACCCATCAACTG
CTTCACGTTATAACGATCCGACTAAGCCAG
GCCAACGTGGAGACGGCGATACTAACCCAC
TTCTTGCTGTCGTGTCTCCTCTTACGTGA

MKGASTPFRLVKMKLPG
QQDTNLKGNDRLSMTSQ
SGNPSTASRYNDPTKPG
QRGDGDTNPLLAVVSPL
T*

MKGASTPFRLVKMK
LPGQQDTNLKGND
RLSMTSQSGNPSTA
SRYNDPTKPGQRG
DGDTNPLLAVVSPL
T*

TTTCGGCCTG ACAATCGGCA 0 Z 0 0 0 0 0

10520 4537 ao AN3124.1 59.m08612 AO070303000023 0 -201 -28 ATGAAGTTGCCTGGACAACAGGACACTAACCTAAAGGGGA
ATGACAGACTCAGCATGACATCTCAAAGTGGAAACCCATC
AACTGCTTCACGTTATAACGATCCGACTAAGCCAGGCCAA
CGTGGAGACGGCGATACTAACCCACTTCTTGCTGTCGTGT
CTCCTCTTACGTGA

ATGAAGTTGCCTGGACAACAGGACACTAAC
CTAAAGGGGAATGACAGACTCAGCATGACA
TCTCAAAGTGGAAACCCATCAACTGCTTCAC
GTTATAACGATCCGACTAAGCCAGGCCAAC
GTGGAGACGGCGATACTAACCCACTTCTTG
CTGTCGTGTCTCCTCTTACGTGA

MKLPGQQDTNLKGNDRL
SMTSQSGNPSTASRYND
PTKPGQRGDGDTNPLLA
VVSPLT*

MKLPGQQDTNLKG
NDRLSMTSQSGNP
STASRYNDPTKPGQ
RGDGDTNPLLAVVS
PLT*

GCTCGTGAAG ACAATCGGCA 0 Z 0 0 0 0 0

10521 4537 ao AN3124.1 59.m08612 AO070303000023 0 -161 -144 ATGACAGACTCAGCATGA ATGACAGACTCAGCATGA MTDSA* MTDSA* CTAAAGGGGA CATCTCAAAG 0 Z 0 0 0 0 0
10522 4537 ao AN3124.1 59.m08612 AO070303000023 0 -147 -28 ATGACATCTCAAAGTGGAAACCCATCAACTGCTTCACGTTA

TAACGATCCGACTAAGCCAGGCCAACGTGGAGACGGCGA
TACTAACCCACTTCTTGCTGTCGTGTCTCCTCTTACGTGA

ATGACATCTCAAAGTGGAAACCCATCAACTG
CTTCACGTTATAACGATCCGACTAAGCCAG
GCCAACGTGGAGACGGCGATACTAACCCAC
TTCTTGCTGTCGTGTCTCCTCTTACGTGA

MTSQSGNPSTASRYNDP
TKPGQRGDGDTNPLLAV
VSPLT*

MTSQSGNPSTASRY
NDPTKPGQRGDGD
TNPLLAVVSPLT*

CAGACTCAGC ACAATCGGCA 0 Z 0 0 0 0 0

10525 4538 af AN1796.1 72.m19548 AO070309000135 0 -127 -107 ATGATACCCTTATCTGTTTGA ATGATACCCTTATCTGTTTGA MIPLSV* MIPLSV* TTTTTGCAGC GCCGCCAAAA 0 L 0 0 0 YDR182W 0
10523 4538 an AN1796.1 72.m19548 AO070309000135 0 -158 -138 ATGTCGTCGCTTACCCAGTAA ATGTCGTCGCTTACCCAGTAA MSSLTQ* MSSLTQ* CTTGAACACG CGTACTTGCA 0 L 0 0 0 YDR182W 0
10527 4538 ao AN1796.1 72.m19548 AO070309000135 0 -160 -128 ATGATGCTTTGTGTTCCCAATTTGAAGCGTTGA ATGATGCTTTGTGTTCCCAATTTGAAGCGTT

GA
MMLCVPNLKR* MMLCVPNLKR* TCGGTTGACC GTGTCATTGT 0 L 0 0 0 YDR182W 0

10528 4538 ao AN1796.1 72.m19548 AO070309000135 0 -157 -128 ATGCTTTGTGTTCCCAATTTGAAGCGTTGA ATGCTTTGTGTTCCCAATTTGAAGCGTTGA MLCVPNLKR* MLCVPNLKR* GTTGACCATG GTGTCATTGT 0 L 0 0 0 YDR182W 0
10529 4538 ao AN1796.1 72.m19548 AO070309000135 0 -110 -60 ATGAGAACCAAGTACGCCGCTTGCCGACATCCCATCAGAA

CTTCCGTGTAA
ATGAGAACCAAGTACGCCGCTTGCCGACAT
CCCATCAGAACTTCCGTGTAA

MRTKYAACRHPIRTSV* MRTKYAACRHPIRT
SV*

TGTTCTCCCA AGGCGGAGCA 0 L 0 0 0 YDR182W 0

10533 4539 af AN8679.1 62.m03392 AO070315000099 0 -162 -85 ATGAAAAGTCCCACCGTATACATGGGCAGGAGATTCCTGC
TTGCTAGGAAGTGCTCCATTGCCTGCCACCCGACGTGA

ATGAAAAGTCCCACCGTATACATGGGCAGGAGATT
CCTGCTTGCTAGGAAGTGCTCCATTGCCTGCCACC
CGACGTGA

MKSPTVYMGRRFLLARK
CSIACHPT*

MKSPTVYMGRRFLL
ARKCSIACHPT*

TCAAGGACGG TGATAGCTGG 0 O 0 0 0 0 0

10534 4539 af AN8679.1 62.m03392 AO070315000099 0 -85 -47 ATGATAGCTGGGTTTGCTCATCATATAGCATCACACTAA ATGATAGCTGGGTTTGCTCATCATATAGCATCACAC
TAA

MIAGFAHHIASH* MIAGFAHHIASH* ACCCGACGTG ATCTTTTTCT 0 O 0 0 0 0 0

10532 4539 an AN8679.1 62.m03392 AO070315000099 0 -82 -41 ATGATAGCGGGGCCATCTATACTGCGCAGCAAGCTACACT
AA

ATGATAGCGGGGCCATCTATACTGCGCAGCAAG
CTACACTAA

MIAGPSILRSKLH* MIAGPSILRSKLH* TGCCTACGTG AATCGGCCCT 0 O 0 0 0 0 0

10535 4539 ao AN8679.1 62.m03392 AO070315000099 0 -152 -75 ATGGTCGTCGACGCACCACCACCAATGGGCTGGAAGGTC
CTTGCGAAGAGGGGTTCTACAGCTTGTCACCCGACGTGA

ATGGTCGTCGACGCACCACCACCAATGGGC
TGGAAGGTCCTTGCGAAGAGGGGTTCTACA
GCTTGTCACCCGACGTGA

MVVDAPPPMGWKVLAK
RGSTACHPT*

MVVDAPPPMGWKV
LAKRGSTACHPT*

TCTTACACGG TGGTAGTCGG 0 O 0 0 0 0 0

10536 4539 ao AN8679.1 62.m03392 AO070315000099 0 -75 -37 ATGGTAGTCGGAGTTGTCCATTGTAACTGCAGTACTTAA ATGGTAGTCGGAGTTGTCCATTGTAACTGCA
GTACTTAA

MVVGVVHCNCST* MVVGVVHCNCST* ACCCGACGTG CCTTTCTTTC 0 O 0 0 0 0 0

10531 4539 conserved AN8679.1 62.m03392 AO070315000099 0 -132 -82 -141 -85 -128 -75 ATGGGywGsArrdyyCTdshdrvkmGsvrdTshhymrbybbbyvymms
hsrwsrTGA

ATGGGTTGCAGGACTCTACAAAGGCGCCAATCA
CTAAGCCTGCCTACGTGA

ATGGGCAGGAGATTCCTGCTTGCTAGGAAGTGCTC
CATTGCCTGCCACCCGACGTGA

ATGGGCTGGAAGGTCCTTGCGAAGAGGGG
TTCTACAGCTTGTCACCCGACGTGA

MGcrtLqrRqslslpt* MGCRTLQRRQSLSLPT* MGRRFLLARKCSIA
CHPT*

MGWKVLAKRGSTA
CHPT*

vmCmsyAymm TGrTAGybGG 0 O 0 0 0 0 0

10539 4540 af AN4534.1 57.m05587 AO070321000148 0 -205 -173 ATGGACAGGGTAATTCCTCCCGTGCTCTCTTGA ATGGACAGGGTAATTCCTCCCGTGCTCTCTTGA MDRVIPPVLS* MDRVIPPVLS* GCATTGATTA ATCGCTAAGC 0 S 0 0 0 0 0
10537 4540 an AN4534.1 57.m05587 AO070321000148 0 -239 -177 ATGAAGTCCCCAGTAGTTGTCGACCGCACGACTTCAAGCA

AGTCGACCTCAATGACAGCCTGA
ATGAAGTCCCCAGTAGTTGTCGACCGCACGACTT
CAAGCAAGTCGACCTCAATGACAGCCTGA

MKSPVVVDRTTSSKSTS
MTA*

MKSPVVVDRTTSSKSTS
MTA*

GCGACTCGCA TAGCGATACT 0 S 0 0 0 0 0

10538 4540 an AN4534.1 57.m05587 AO070321000148 0 -188 -177 ATGACAGCCTGA ATGACAGCCTGA MTA* MTA* GTCGACCTCA TAGCGATACT 0 S 0 0 0 0 0
10540 4540 ao AN4534.1 57.m05587 AO070321000148 0 -237 -181 ATGAGTATGAAACCTTCAATTGGATCCGCAGTCCTTGGGT

TAATGCGTAAAAGGTAA
ATGAGTATGAAACCTTCAATTGGATCCGCAG
TCCTTGGGTTAATGCGTAAAAGGTAA

MSMKPSIGSAVLGLMRK
R*

MSMKPSIGSAVLGL
MRKR*

ACAGCCTCTG AAGGTACAAG 0 S 0 0 0 0 0

10541 4540 ao AN4534.1 57.m05587 AO070321000148 0 -231 -181 ATGAAACCTTCAATTGGATCCGCAGTCCTTGGGTTAATGC
GTAAAAGGTAA

ATGAAACCTTCAATTGGATCCGCAGTCCTTG
GGTTAATGCGTAAAAGGTAA

MKPSIGSAVLGLMRKR* MKPSIGSAVLGLMR
KR*

TCTGATGAGT AAGGTACAAG 0 S 0 0 0 0 0

10542 4540 ao AN4534.1 57.m05587 AO070321000148 0 -195 -181 ATGCGTAAAAGGTAA ATGCGTAAAAGGTAA MRKR* MRKR* CCTTGGGTTA AAGGTACAAG 0 S 0 0 0 0 0
10544 4541 af AN8120.1 53.m03831 AO070322000028 0 -145 -47 ATGCCGCGTAACCCGGGCTCGATCCAATGTCCTAGGAGC

CACCAGAAGGGGTTGCCGATGAAACAACGATGGGGAACA
CTCGGGGAGAATCCCTCCTAA

ATGCCGCGTAACCCGGGCTCGATCCAATGTCCTA
GGAGCCACCAGAAGGGGTTGCCGATGAAACAACG
ATGGGGAACACTCGGGGAGAATCCCTCCTAA

MPRNPGSIQCPRSHQKG
LPMKQRWGTLGENPS*

MPRNPGSIQCPRSH
QKGLPMKQRWGTL
GENPS*

ACAGGCCTGG CTTCCAACTT 0 S 0 0 0 0 0

10545 4541 af AN8120.1 53.m03831 AO070322000028 0 -88 -47 ATGAAACAACGATGGGGAACACTCGGGGAGAATCCCTCC
TAA

ATGAAACAACGATGGGGAACACTCGGGGAGAATC
CCTCCTAA

MKQRWGTLGENPS* MKQRWGTLGENPS
*

GGGGTTGCCG CTTCCAACTT 0 S 0 0 0 0 0

10546 4541 ao AN8120.1 53.m03831 AO070322000028 0 -205 -179 ATGCCGCCTTTCCCTCAAAGGGTCTAG ATGCCGCCTTTCCCTCAAAGGGTCTAG MPPFPQRV* MPPFPQRV* GGAGGTCTCG CGTGGCGACT 0 S 0 0 0 0 0
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10548 4543 af AN1221.1 70.m15002 AO070331000223 0 -267 -151 ATGCACGCGAGCAGACTCGATATTCTAGCTGTTGTTGCTG
CAACGAGACGCGTGACAGACGCCAAGCTTGTCTTCGCGA
ATCGCGACATCTGTGAAAGGACTTTCCCCACCAGCTGA

ATGCACGCGAGCAGACTCGATATTCTAGCTGTTGT
TGCTGCAACGAGACGCGTGACAGACGCCAAGCTT
GTCTTCGCGAATCGCGACATCTGTGAAAGGACTTT
CCCCACCAGCTGA

MHASRLDILAVVAATRRV
TDAKLVFANRDICERTFP
TS*

MHASRLDILAVVAAT
RRVTDAKLVFANRD
ICERTFPTS*

TGTCCTCGAC CCGTTTCTGT 0 T 0 0 0 0 0

10550 4543 ao AN1221.1 70.m15002 AO070331000223 0 -252 -220 ATGTGCGTCAGTCGAAGGTTGTTCGAACCGTGA ATGTGCGTCAGTCGAAGGTTGTTCGAACCG
TGA

MCVSRRLFEP* MCVSRRLFEP* GTCATTTTCC CGCGTGATGC 0 T 0 0 0 0 0

10551 4543 ao AN1221.1 70.m15002 AO070331000223 0 -213 -34 ATGCCAAGAGGGCCCCAATTTAATCGCGTCGTCGCGGGC
CAGCATTTTCGGGACATAGATTTAGTGACCCTATCAATCCA
TATCATATCATTATCTCTCGATTACTCAATTATACCGAGTCC
CTCTTGGCATTACGCTTTGTCAAGTCGAGCCTTGATTATCC
TTCTTCTTCCTTTATGA

ATGCCAAGAGGGCCCCAATTTAATCGCGTC
GTCGCGGGCCAGCATTTTCGGGACATAGAT
TTAGTGACCCTATCAATCCATATCATATCATT
ATCTCTCGATTACTCAATTATACCGAGTCCC
TCTTGGCATTACGCTTTGTCAAGTCGAGCCT
TGATTATCCTTCTTCTTCCTTTATGA

MPRGPQFNRVVAGQHF
RDIDLVTLSIHIISLSLDYSII
PSPSWHYALSSRALIILLL
PL*

MPRGPQFNRVVAG
QHFRDIDLVTLSIHII
SLSLDYSIIPSPSWH
YALSSRALIILLLPL*

GTGACGCGTG AAGCACACAA 0 T 0 0 0 0 0

10553 4545 af AN2184.1 72.m19039 AO070340000082 0 -157 -131 ATGCGTTTCGGGTTCCAATCCAGCTAG ATGCGTTTCGGGTTCCAATCCAGCTAG MRFGFQSS* MRFGFQSS* CAACTTCTAA ATGCTGTTTC 0 S 0 MG04663.1 NCU07577.1 0 0

10554 4545 af AN2184.1 72.m19039 AO070340000082 0 -130 -104 ATGCTGTTTCTTCTTGTCTGTGTATAG ATGCTGTTTCTTCTTGTCTGTGTATAG MLFLLVCV* MLFLLVCV* ATCCAGCTAG ATAAACTACT 0 S 0 MG04663.1 NCU07577.1 0 0

10556 4545 ao AN2184.1 72.m19039 AO070340000082 0 -240 -190 ATGCTTTTGGCCTCACATCTTCTTCACTTGGTTCTTCGATA
TTTCTGTTGA

ATGCTTTTGGCCTCACATCTTCTTCACTTGG
TTCTTCGATATTTCTGTTGA

MLLASHLLHLVLRYFC* MLLASHLLHLVLRYF
C*

TTTCATTTGC TATGTCATTT 0 S 0 MG04663.1 NCU07577.1 0 0

10557 4545 ao AN2184.1 72.m19039 AO070340000082 0 -188 -165 ATGTCATTTTCTGGCTCAGGTTAG ATGTCATTTTCTGGCTCAGGTTAG MSFSGSG* MSFSGSG* TTCTGTTGAT CTCAGGATTA 0 S 0 MG04663.1 NCU07577.1 0 0

10563 4546 af AN1927.1 69.m14944 AO070341000108 0 -265 -167 ATGCGATCGCAAGCTCGAATTGTTCCTGACTCTATCAAATT
TGTCGCGCGATCATGCTTGCTGCGTCAAGTTCACAGCGC
CGAGGACACACGGCGCTAG

ATGCGATCGCAAGCTCGAATTGTTCCTGACTCTAT
CAAATTTGTCGCGCGATCATGCTTGCTGCGTCAAG
TTCACAGCGCCGAGGACACACGGCGCTAG

MRSQARIVPDSIKFVARS
CLLRQVHSAEDTRR*

MRSQARIVPDSIKFV
ARSCLLRQVHSAED
TRR*

TCAATCCCAC CCCCTTCAAC 0  0 0 0 0 0

10564 4546 af AN1927.1 69.m14944 AO070341000108 0 -212 -27 ATGCTTGCTGCGTCAAGTTCACAGCGCCGAGGACACACG
GCGCTAGCCCCTTCAACATGCCTCTCCGCCCAGGCAATTT
TAGCCTGTAAAACCTTGCGTGCTGTCACTCGCGTCCTTCC
GTCCTCCAACTACCTCCTTCCGTCATCACTCCGGAGCCTC
GCTCCACCATCAACACCCACCTTCTAG

ATGCTTGCTGCGTCAAGTTCACAGCGCCGAGGAC
ACACGGCGCTAGCCCCTTCAACATGCCTCTCCGC
CCAGGCAATTTTAGCCTGTAAAACCTTGCGTGCTG
TCACTCGCGTCCTTCCGTCCTCCAACTACCTCCTT
CCGTCATCACTCCGGAGCCTCGCTCCACCATCAAC
ACCCACCTTCTAG

MLAASSSQRRGHTALAP
STCLSAQAILACKTLRAVT
RVLPSSNYLLPSSLRSLA
PPSTPTF*

MLAASSSQRRGHT
ALAPSTCLSAQAILA
CKTLRAVTRVLPSS
NYLLPSSLRSLAPPS
TPTF*

TCGCGCGATC GCGTGATTAT 0  0 0 0 0 0

10565 4546 af AN1927.1 69.m14944 AO070341000108 0 -156 -124 ATGCCTCTCCGCCCAGGCAATTTTAGCCTGTAA ATGCCTCTCCGCCCAGGCAATTTTAGCCTGTAA MPLRPGNFSL* MPLRPGNFSL* CCCCTTCAAC AACCTTGCGT 0  0 0 0 0 0
10559 4546 an AN1927.1 69.m14944 AO070341000108 0 -241 -161 ATGCGCTCTGAATTTCTGCTTCATGTCGCGCGATTATGTTT

GCTGTGCTCTACTCAAATCGCCGAGAGCAGTCGGCGCTA
G

ATGCGCTCTGAATTTCTGCTTCATGTCGCGCGAT
TATGTTTGCTGTGCTCTACTCAAATCGCCGAGAG
CAGTCGGCGCTAG

MRSEFLLHVARLCLLCST
QIAESSRR*

MRSEFLLHVARLCLLCS
TQIAESSRR*

CGTCAGATTC CCCCTTCAAA 0  0 0 0 0 0

10560 4546 an AN1927.1 69.m14944 AO070341000108 0 -219 -118 ATGTCGCGCGATTATGTTTGCTGTGCTCTACTCAAATCGC
CGAGAGCAGTCGGCGCTAGCCCCTTCAAAATGCCCCCCG
CCCAAGTAGTTTTTAGCCTGTAA

ATGTCGCGCGATTATGTTTGCTGTGCTCTACTCA
AATCGCCGAGAGCAGTCGGCGCTAGCCCCTTCA
AAATGCCCCCCGCCCAAGTAGTTTTTAGCCTGTA
A

MSRDYVCCALLKSPRAV
GASPFKMPPAQVVFSL*

MSRDYVCCALLKSPRAV
GASPFKMPPAQVVFSL*

TTTCTGCTTC AACCTTGCCT 0  0 0 0 0 0

10561 4546 an AN1927.1 69.m14944 AO070341000108 0 -206 -132 ATGTTTGCTGTGCTCTACTCAAATCGCCGAGAGCAGTCGG
CGCTAGCCCCTTCAAAATGCCCCCCGCCCAAGTAG

ATGTTTGCTGTGCTCTACTCAAATCGCCGAGAGC
AGTCGGCGCTAGCCCCTTCAAAATGCCCCCCGC
CCAAGTAG

MFAVLYSNRREQSALAP
SKCPPPK*

MFAVLYSNRREQSALAP
SKCPPPK*

TCGCGCGATT TTTTTAGCCT 0  0 0 0 0 0

10562 4546 an AN1927.1 69.m14944 AO070341000108 0 -150 -118 ATGCCCCCCGCCCAAGTAGTTTTTAGCCTGTAA ATGCCCCCCGCCCAAGTAGTTTTTAGCCTGTAA MPPAQVVFSL* MPPAQVVFSL* CCCCTTCAAA AACCTTGCCT 0  0 0 0 0 0

10566 4546 ao AN1927.1 69.m14944 AO070341000108 0 -284 -225 ATGAAACTATATTCTCGTCCCCGAGCCTTCATCAGATTCAG
CGATCTTCATTTTCTGTAA

ATGAAACTATATTCTCGTCCCCGAGCCTTCA
TCAGATTCAGCGATCTTCATTTTCTGTAA

MKLYSRPRAFIRFSDLHF
L*

MKLYSRPRAFIRFS
DLHFL*

TCATCCAAGT ATCAATCGCG 0  0 0 0 0 0

10567 4548 an AN5616.1 58.m08957 AO070301000016 0 -271 -251 ATGTCTCCAGCCTTGGATTAG ATGTCTCCAGCCTTGGATTAG MSPALD* MSPALD* AGTGCAGTGA GGCTCCGATA 0 E FG01560.1 MG03264.1 NCU03347.1 YJL060W YJL060W

10568 4548 an AN5616.1 58.m08957 AO070301000016 0 -217 -200 ATGTCGCAAGCGGGATGA ATGTCGCAAGCGGGATGA MSQAG* MSQAG* TAGACCGCGG TTCATTCTCC 0 E FG01560.1 MG03264.1 NCU03347.1 YJL060W YJL060W

10569 4548 an AN5616.1 58.m08957 AO070301000016 0 -203 -6 ATGATTCATTCTCCAACCTCCGTCCCTCAGTTACATTTTGC
CCCTCTTTCACCCTTTGCCCCTCTTAACTATTCTCTATGCT
CTCGAGTTCTCGTTCTTCTGCCACGCTCCTTAAATCCTTCA
ATTCATCGAGTCTTCTTTCCTGCTCCCCAAGGTCAAGACTC
AGCCTCCGCATCCCAAGGTTCCAATTCGGAGTAA

ATGATTCATTCTCCAACCTCCGTCCCTCAGTTACA
TTTTGCCCCTCTTTCACCCTTTGCCCCTCTTAACT
ATTCTCTATGCTCTCGAGTTCTCGTTCTTCTGCCA
CGCTCCTTAAATCCTTCAATTCATCGAGTCTTCTT
TCCTGCTCCCCAAGGTCAAGACTCAGCCTCCGC
ATCCCAAGGTTCCAATTCGGAGTAA

MIHSPTSVPQLHFAPLSP
FAPLNYSLCSRVLVLLPR
SLNPSIHRVFFPAPQGQD
SASASQGSNSE*

MIHSPTSVPQLHFAPLS
PFAPLNYSLCSRVLVLLP
RSLNPSIHRVFFPAPQG
QDSASASQGSNSE*

CGCAAGCGGG GAGCGATGTC 0 E FG01560.1 MG03264.1 NCU03347.1 YJL060W YJL060W

10577 4554 ao AN4814.1 59.m09162 AO070329000018 0 -69 -52 ATGGGCTGCAGCCCGTGA ATGGGCTGCAGCCCGTGA MGCSP* MGCSP* TTGCCCATTC ACTTCTTTTC 0 S 0 0 0 0 0
10578 4555 af AN8061.1 53.m03913 AO070330000013 0 -190 -95 ATGCTTTACAAGTCCACACATGACTTGCAGGTTCTGACTC

CATATACTTCAATTGGGCCCGAAGATTTATATTATCTGAGG
CTGTTGCAGCTGTAG

ATGCTTTACAAGTCCACACATGACTTGCAGGTTCTG
ACTCCATATACTTCAATTGGGCCCGAAGATTTATAT
TATCTGAGGCTGTTGCAGCTGTAG

MLYKSTHDLQVLTPYTSI
GPEDLYYLRLLQL*

MLYKSTHDLQVLTP
YTSIGPEDLYYLRLL
QL*

TACTCGGATT AGCTCAAGCC 0 O 0 0 0 0 0

10579 4555 af AN8061.1 53.m03913 AO070330000013 0 -171 -154 ATGACTTGCAGGTTCTGA ATGACTTGCAGGTTCTGA MTCRF* MTCRF* AAGTCCACAC CTCCATATAC 0 O 0 0 0 0 0
10580 4555 ao AN8061.1 53.m03913 AO070330000013 0 -150 -118 ATGAAAATCACACACAATAACCTCACCATCTAA ATGAAAATCACACACAATAACCTCACCATCT

AA
MKITHNNLTI* MKITHNNLTI* TCTCCCAATT CTCATCATAC 0 O 0 0 0 0 0

10585 4557 af AN9099.1 66.m04767 AO070332000175 0 -118 -53 ATGAGCGTGGTACTGCCTCGAGAGAAAGCTCGCGTGAGG
GCCGTCGGATGCCCCCTTCGTCACTAA

ATGAGCGTGGTACTGCCTCGAGAGAAAGCTCGCG
TGAGGGCCGTCGGATGCCCCCTTCGTCACTAA

MSVVLPREKARVRAVGC
PLRH*

MSVVLPREKARVRA
VGCPLRH*

TAACCGTGGA AAGTACCCGC 0 R 0 0 0 0 0

10586 4557 ao AN9099.1 66.m04767 AO070332000175 0 -147 -121 ATGCTACGCATTTCACTATCGTCATAG ATGCTACGCATTTCACTATCGTCATAG MLRISLSS* MLRISLSS* ACATTGACAA TCATTCGAGC 0 R 0 0 0 0 0
10588 4558 af AN7392.1 55.m03254 AO070334000209 0 -176 -123 ATGTCCGATGCTAAGGCGACGCTGTCTCCGATAAGCACCA

TATGGTCTCGATGA
ATGTCCGATGCTAAGGCGACGCTGTCTCCGATAAG
CACCATATGGTCTCGATGA

MSDAKATLSPISTIWSR* MSDAKATLSPISTIW
SR*

ATCCAGGAAG TTGACGGTCA 0 E 0 0 0 0 0

10589 4558 af AN7392.1 55.m03254 AO070334000209 0 -169 -143 ATGCTAAGGCGACGCTGTCTCCGATAA ATGCTAAGGCGACGCTGTCTCCGATAA MLRRRCLR* MLRRRCLR* AAGATGTCCG GCACCATATG 0 E 0 0 0 0 0
10590 4558 af AN7392.1 55.m03254 AO070334000209 0 -135 -97 ATGGTCTCGATGATTGACGGTCACACGAGGCGACAATAG ATGGTCTCGATGATTGACGGTCACACGAGGCGAC

AATAG
MVSMIDGHTRRQ* MVSMIDGHTRRQ* TAAGCACCAT CCAGACCAGA 0 E 0 0 0 0 0

10591 4558 af AN7392.1 55.m03254 AO070334000209 0 -126 -97 ATGATTGACGGTCACACGAGGCGACAATAG ATGATTGACGGTCACACGAGGCGACAATAG MIDGHTRRQ* MIDGHTRRQ* TATGGTCTCG CCAGACCAGA 0 E 0 0 0 0 0
10587 4558 an AN7392.1 55.m03254 AO070334000209 0 -114 -76 ATGATTGTAACACCAAATGATAAGCCGATACGACGCTGA ATGATTGTAACACCAAATGATAAGCCGATACGAC

GCTGA
MIVTPNDKPIRR* MIVTPNDKPIRR* CTCTTATCTC GGATACTAGG 0 E 0 0 0 0 0

10592 4558 ao AN7392.1 55.m03254 AO070334000209 0 -162 -148 ATGGGGTGTCACTAA ATGGGGTGTCACTAA MGCH* MGCH* ACACCTTCGC CTGTGCCCCT 0 E 0 0 0 0 0
10593 4562 an AN1948.1 58.m07348 AO070342000213 0 -123 -61 ATGAAAAGAGAGAGTAAGAGAGCTTCAGGTGTCTGGGAG

AGGGAAAAAGTCGGCAGACCATGA
ATGAAAAGAGAGAGTAAGAGAGCTTCAGGTGTCT
GGGAGAGGGAAAAAGTCGGCAGACCATGA

MKRESKRASGVWEREK
VGRP*

MKRESKRASGVWEREK
VGRP*

CTCACTCTGG ACTTTCTGGC 0 A 0 0 0 0 0

10594 4562 an AN1948.1 58.m07348 AO070342000213 0 -64 -44 ATGAACTTTCTGGCTGCCTGA ATGAACTTTCTGGCTGCCTGA MNFLAA* MNFLAA* TCGGCAGACC AGGAGTTATA 0 A 0 0 0 0 0
10598 4563 af AN8799.1 71.m15606 AO070276000061 0 -252 -199 ATGCAGCCAATCGGAGCCCAGCAGAATCCAGCAGTTGGT

CGCCCTGACATCTAG
ATGCAGCCAATCGGAGCCCAGCAGAATCCAGCAG
TTGGTCGCCCTGACATCTAG

MQPIGAQQNPAVGRPDI* MQPIGAQQNPAVG
RPDI*

GGTCCAAGGC CCCTGAGCCC 0 J 0 MG04871.1 0 0 0

10599 4563 af AN8799.1 71.m15606 AO070276000061 0 -103 -62 ATGAGTGACGGATTGCTCCAGGATAGAGATATATCGGTCT
AG

ATGAGTGACGGATTGCTCCAGGATAGAGATATATC
GGTCTAG

MSDGLLQDRDISV* MSDGLLQDRDISV* GACTTTCAAG CTCCTTTCTC 0 J 0 MG04871.1 0 0 0

10597 4563 an AN8799.1 71.m15606 AO070276000061 0 -135 -106 ATGCGGCCTAGTGGGGAAGATTCCGTCTAG ATGCGGCCTAGTGGGGAAGATTCCGTCTAG MRPSGEDSV* MRPSGEDSV* TTGAAGCCAA ATCTTTTGAG 0 J 0 MG04871.1 0 0 0
10600 4563 ao AN8799.1 71.m15606 AO070276000061 0 -218 -180 ATGGATGCGCCAGAGGGTCATCATCCAATGATAAACTAG ATGGATGCGCCAGAGGGTCATCATCCAATG

ATAAACTAG
MDAPEGHHPMIN* MDAPEGHHPMIN* CAAGCATTCA ATTTCCAATG 0 J 0 MG04871.1 0 0 0

10601 4563 ao AN8799.1 71.m15606 AO070276000061 0 -214 -188 ATGCGCCAGAGGGTCATCATCCAATGA ATGCGCCAGAGGGTCATCATCCAATGA MRQRVIIQ* MRQRVIIQ* CATTCAATGG TAAACTAGAT 0 J 0 MG04871.1 0 0 0
10602 4563 ao AN8799.1 71.m15606 AO070276000061 0 -191 -180 ATGATAAACTAG ATGATAAACTAG MIN* MIN* TCATCATCCA ATTTCCAATG 0 J 0 MG04871.1 0 0 0
10603 4563 ao AN8799.1 71.m15606 AO070276000061 0 -172 -107 ATGCGGTGGGAGCATCACCCTAATCTTCTAGCCCTGAGCC

CTAATTACTGTCCCAGTCGGGTCTAG
ATGCGGTGGGAGCATCACCCTAATCTTCTA
GCCCTGAGCCCTAATTACTGTCCCAGTCGG
GTCTAG

MRWEHHPNLLALSPNYC
PSRV*

MRWEHHPNLLALS
PNYCPSRV*

TAGATTTCCA ATCGGATCTT 0 J 0 MG04871.1 0 0 0

10604 4563 ao AN8799.1 71.m15606 AO070276000061 0 -94 -77 ATGGCTGCCCCAGAATGA ATGGCTGCCCCAGAATGA MAAPE* MAAPE* CGGATCTTTA TAGAAGCTTT 0 J 0 MG04871.1 0 0 0
10609 4564 af AN8613.1 59.m09389 AO070299000102 0 -99 -40 ATGCCAAGCCAAGGATTTCCAGACCTCATCGGATACCCGA

ATACCCGCACTTCTCACTGA
ATGCCAAGCCAAGGATTTCCAGACCTCATCGGATA
CCCGAATACCCGCACTTCTCACTGA

MPSQGFPDLIGYPNTRTS
H*

MPSQGFPDLIGYPN
TRTSH*

GAAATAAGAG TCGGAGACCC 0  0 0 0 0 0

10605 4564 an AN8613.1 59.m09389 AO070299000102 0 -219 -121 ATGACTCCGCGAGGGCAACATATATACGCAAACCCGCCG
GTCCTTTCCTTCATGGATTATCGCTGCTCCAGGCACATTAC
ACAGTTTATGACAAGATGA

ATGACTCCGCGAGGGCAACATATATACGCAAACC
CGCCGGTCCTTTCCTTCATGGATTATCGCTGCTC
CAGGCACATTACACAGTTTATGACAAGATGA

MTPRGQHIYANPPVLSF
MDYRCSRHITQFMTR*

MTPRGQHIYANPPVLSF
MDYRCSRHITQFMTR*

AATTCAAACT GCGAAGGAGT 0  0 0 0 0 0

10606 4564 an AN8613.1 59.m09389 AO070299000102 0 -168 -121 ATGGATTATCGCTGCTCCAGGCACATTACACAGTTTATGA
CAAGATGA

ATGGATTATCGCTGCTCCAGGCACATTACACAGT
TTATGACAAGATGA

MDYRCSRHITQFMTR* MDYRCSRHITQFMTR* CCTTTCCTTC GCGAAGGAGT 0  0 0 0 0 0

10607 4564 an AN8613.1 59.m09389 AO070299000102 0 -132 -121 ATGACAAGATGA ATGACAAGATGA MTR* MTR* TACACAGTTT GCGAAGGAGT 0  0 0 0 0 0
10608 4564 an AN8613.1 59.m09389 AO070299000102 0 -124 -71 ATGAGCGAAGGAGTGCTGGCCGCCCAATCTGCAGGGAGA

CGCAGGCGAGGATGA
ATGAGCGAAGGAGTGCTGGCCGCCCAATCTGCA
GGGAGACGCAGGCGAGGATGA

MSEGVLAAQSAGRRRR
G*

MSEGVLAAQSAGRRRR
G*

TTATGACAAG CACAGAAAGA 0  0 0 0 0 0

10610 4564 ao AN8613.1 59.m09389 AO070299000102 0 -267 -223 ATGCGACAGTATCACTTCGTCGTGGGAAGAGCAATCTCAT
TCTAA

ATGCGACAGTATCACTTCGTCGTGGGAAGA
GCAATCTCATTCTAA

MRQYHFVVGRAISF* MRQYHFVVGRAISF
*

CCGCCAATAC ACATAAAACG 0  0 0 0 0 0

10611 4565 ao AN4511.1 57.m05617 AO070311000067 0 -118 -89 ATGTTGTCGCAGAGAAACCAGCTTCATTGA ATGTTGTCGCAGAGAAACCAGCTTCATTGA MLSQRNQLH* MLSQRNQLH* TAACTCGGCA AATTTGGATA 0  0 0 NCU02937.1 0 0

10618 4567 af AN0889.1 70.m15493 AO070320000058 0 -199 -47 ATGTTTATCACCACGTGCCACTATCGCAAAGCCAAGATGC
AAAAGAAGCTTCACCGACGACATTTTGTTTCATATTATCTC
TCTCTTTTTTCCGAGTGGAAAGTCAGGAATGCCGTTATCTT
GCGCGAATTAGATGTCTATGCCCTAGATTAG

ATGTTTATCACCACGTGCCACTATCGCAAAGCCAA
GATGCAAAAGAAGCTTCACCGACGACATTTTGTTTC
ATATTATCTCTCTCTTTTTTCCGAGTGGAAAGTCAG
GAATGCCGTTATCTTGCGCGAATTAGATGTCTATG
CCCTAGATTAG

MFITTCHYRKAKMQKKLH
RRHFVSYYLSLFSEWKV
RNAVILRELDVYALD*

MFITTCHYRKAKMQ
KKLHRRHFVSYYLS
LFSEWKVRNAVILR
ELDVYALD*

CGTGATTAAG AGTTCGTTCT 0 R FG09745.1 MG06080.1 0 YHR168W 0

10619 4567 af AN0889.1 70.m15493 AO070320000058 0 -163 -47 ATGCAAAAGAAGCTTCACCGACGACATTTTGTTTCATATTA
TCTCTCTCTTTTTTCCGAGTGGAAAGTCAGGAATGCCGTTA
TCTTGCGCGAATTAGATGTCTATGCCCTAGATTAG

ATGCAAAAGAAGCTTCACCGACGACATTTTGTTTCA
TATTATCTCTCTCTTTTTTCCGAGTGGAAAGTCAGG
AATGCCGTTATCTTGCGCGAATTAGATGTCTATGCC
CTAGATTAG

MQKKLHRRHFVSYYLSLF
SEWKVRNAVILRELDVYA
LD*

MQKKLHRRHFVSYY
LSLFSEWKVRNAVIL
RELDVYALD*

CAAAGCCAAG AGTTCGTTCT 0 R FG09745.1 MG06080.1 0 YHR168W 0

10620 4567 af AN0889.1 70.m15493 AO070320000058 0 -90 -67 ATGCCGTTATCTTGCGCGAATTAG ATGCCGTTATCTTGCGCGAATTAG MPLSCAN* MPLSCAN* AAAGTCAGGA ATGTCTATGC 0 R FG09745.1 MG06080.1 0 YHR168W 0
10621 4567 af AN0889.1 70.m15493 AO070320000058 0 -66 -52 ATGTCTATGCCCTAG ATGTCTATGCCCTAG MSMP* MSMP* CGCGAATTAG ATTAGAGTTC 0 R FG09745.1 MG06080.1 0 YHR168W 0
10612 4567 an AN0889.1 70.m15493 AO070320000058 0 -230 -216 ATGAAGACCAGATAA ATGAAGACCAGATAA MKTR* MKTR* GGGTTTGACG TAACTGAGCA 0 R FG09745.1 MG06080.1 0 YHR168W 0
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10613 4567 an AN0889.1 70.m15493 AO070320000058 0 -156 -55 ATGACGTCAAAAATGCCTGGCAAAGCTTTTGAGCGTCATG
GCCGTGACATAGCTGAAGAGCATGAAAAGCTCGGTTTCCA
GCTTACCCACTCGCTCCATTGA

ATGACGTCAAAAATGCCTGGCAAAGCTTTTGAGC
GTCATGGCCGTGACATAGCTGAAGAGCATGAAA
AGCTCGGTTTCCAGCTTACCCACTCGCTCCATTG
A

MTSKMPGKAFERHGRDI
AEEHEKLGFQLTHSLH*

MTSKMPGKAFERHGRD
IAEEHEKLGFQLTHSLH*

ATAAGATCAC CCGAGCACGT 0 R FG09745.1 MG06080.1 0 YHR168W 0

10614 4567 an AN0889.1 70.m15493 AO070320000058 0 -144 -55 ATGCCTGGCAAAGCTTTTGAGCGTCATGGCCGTGACATAG
CTGAAGAGCATGAAAAGCTCGGTTTCCAGCTTACCCACTC
GCTCCATTGA

ATGCCTGGCAAAGCTTTTGAGCGTCATGGCCGT
GACATAGCTGAAGAGCATGAAAAGCTCGGTTTCC
AGCTTACCCACTCGCTCCATTGA

MPGKAFERHGRDIAEEH
EKLGFQLTHSLH*

MPGKAFERHGRDIAEE
HEKLGFQLTHSLH*

GACGTCAAAA CCGAGCACGT 0 R FG09745.1 MG06080.1 0 YHR168W 0

10615 4567 an AN0889.1 70.m15493 AO070320000058 0 -119 -105 ATGGCCGTGACATAG ATGGCCGTGACATAG MAVT* MAVT* TTTGAGCGTC CTGAAGAGCA 0 R FG09745.1 MG06080.1 0 YHR168W 0
10616 4567 an AN0889.1 70.m15493 AO070320000058 0 -95 -12 ATGAAAAGCTCGGTTTCCAGCTTACCCACTCGCTCCATTG

ACCGAGCACGTCCCGACAATTGTTGCAGGATGAGCGACA
CCTAG

ATGAAAAGCTCGGTTTCCAGCTTACCCACTCGCT
CCATTGACCGAGCACGTCCCGACAATTGTTGCA
GGATGAGCGACACCTAG

MKSSVSSLPTRSIDRARP
DNCCRMSDT*

MKSSVSSLPTRSIDRAR
PDNCCRMSDT*

GCTGAAGAGC CACAATATAC 0 R FG09745.1 MG06080.1 0 YHR168W 0

10623 4567 ao AN0889.1 70.m15493 AO070320000058 0 -231 -76 ATGTATCGTTTATCATCAGGTGCTGATAAGGTCACGTGTG
ATGCAGGTTTGCTCCAGAGCTATGACAACATCGACTATCA
GATACACTATTCACAATTACTCGGAAGAAAAGTGCTTTGCA
AGTCAGACGGAAGAAGGAAAATGCTTTTAGATTGA

ATGTATCGTTTATCATCAGGTGCTGATAAGG
TCACGTGTGATGCAGGTTTGCTCCAGAGCT
ATGACAACATCGACTATCAGATACACTATTC
ACAATTACTCGGAAGAAAAGTGCTTTGCAAG
TCAGACGGAAGAAGGAAAATGCTTTTAGATT
GA

MYRLSSGADKVTCDAGL
LQSYDNIDYQIHYSQLLG
RKVLCKSDGRRKMLLD*

MYRLSSGADKVTCD
AGLLQSYDNIDYQIH
YSQLLGRKVLCKSD
GRRKMLLD*

AGGCATCGAT CTTTAGGCTT 0 R FG09745.1 MG06080.1 0 YHR168W 0

10624 4567 ao AN0889.1 70.m15493 AO070320000058 0 -191 -81 ATGCAGGTTTGCTCCAGAGCTATGACAACATCGACTATCA
GATACACTATTCACAATTACTCGGAAGAAAAGTGCTTTGCA
AGTCAGACGGAAGAAGGAAAATGCTTTTAG

ATGCAGGTTTGCTCCAGAGCTATGACAACAT
CGACTATCAGATACACTATTCACAATTACTC
GGAAGAAAAGTGCTTTGCAAGTCAGACGGA
AGAAGGAAAATGCTTTTAG

MQVCSRAMTTSTIRYTIH
NYSEEKCFASQTEEGKC
F*

MQVCSRAMTTSTIR
YTIHNYSEEKCFAS
QTEEGKCF*

GTCACGTGTG ATTGACTTTA 0 R FG09745.1 MG06080.1 0 YHR168W 0

10625 4567 ao AN0889.1 70.m15493 AO070320000058 0 -170 -81 ATGACAACATCGACTATCAGATACACTATTCACAATTACTC
GGAAGAAAAGTGCTTTGCAAGTCAGACGGAAGAAGGAAA
ATGCTTTTAG

ATGACAACATCGACTATCAGATACACTATTC
ACAATTACTCGGAAGAAAAGTGCTTTGCAAG
TCAGACGGAAGAAGGAAAATGCTTTTAG

MTTSTIRYTIHNYSEEKCF
ASQTEEGKCF*

MTTSTIRYTIHNYSE
EKCFASQTEEGKCF
*

CTCCAGAGCT ATTGACTTTA 0 R FG09745.1 MG06080.1 0 YHR168W 0

10626 4567 ao AN0889.1 70.m15493 AO070320000058 0 -90 -76 ATGCTTTTAGATTGA ATGCTTTTAGATTGA MLLD* MLLD* AAGAAGGAAA CTTTAGGCTT 0 R FG09745.1 MG06080.1 0 YHR168W 0
10627 4568 ao AN0903.1 70.m15512 AO070320000077 0 -216 -202 ATGATTGTTTTATAA ATGATTGTTTTATAA MIVL* MIVL* TTATTATTCA ATTAATATAC 0  FG05167.1 0 NCU03501.1 0 0

10628 4568 ao AN0903.1 70.m15512 AO070320000077 0 -176 -159 ATGTGGTTCCATGAATGA ATGTGGTTCCATGAATGA MWFHE* MWFHE* TCCATCTGAG TCACTACAGC 0  FG05167.1 0 NCU03501.1 0 0

10629 4568 ao AN0903.1 70.m15512 AO070320000077 0 -166 -71 ATGAATGATCACTACAGCAACAACAACCATTACTACTACTT
ACCTCATCTACAAACGTCATCCTTTGCATATACACGAATCA
TACGAGTGTATTGA

ATGAATGATCACTACAGCAACAACAACCATT
ACTACTACTTACCTCATCTACAAACGTCATC
CTTTGCATATACACGAATCATACGAGTGTAT
TGA

MNDHYSNNNHYYYLPHL
QTSSFAYTRIIRVY*

MNDHYSNNNHYYY
LPHLQTSSFAYTRII
RVY*

ATGTGGTTCC CAACAACTAC 0  FG05167.1 0 NCU03501.1 0 0

10630 4568 ao AN0903.1 70.m15512 AO070320000077 0 -162 -31 ATGATCACTACAGCAACAACAACCATTACTACTACTTACCT
CATCTACAAACGTCATCCTTTGCATATACACGAATCATACG
AGTGTATTGACAACAACTACCATCTCCCAATCCTCAGCCG
TATTTGTTAA

ATGATCACTACAGCAACAACAACCATTACTA
CTACTTACCTCATCTACAAACGTCATCCTTT
GCATATACACGAATCATACGAGTGTATTGAC
AACAACTACCATCTCCCAATCCTCAGCCGTA
TTTGTTAA

MITTATTTITTTYLIYKRHP
LHIHESYECIDNNYHLPIL
SRIC*

MITTATTTITTTYLIYK
RHPLHIHESYECIDN
NYHLPILSRIC*

GGTTCCATGA CATCTGCCCG 0  FG05167.1 0 NCU03501.1 0 0

10633 4569 af AN3421.1 67.m02958 AO070323000200 0 -298 -119 ATGATAAAATCTGGCAGACTATGCGATAATAGTGAACATG
GATTGCATCACTATGTCTACTACACAATAACTGATCGTCTA
GCACTTCGATTTGAGGGTTTATTATGTTCACAAGTCAGCAA
CCTAGCCCCTCCTGTATGTCGCACGGACATAGGTCCATAT
CAACTATCTCCGCAGTAA

ATGATAAAATCTGGCAGACTATGCGATAATAGTGAA
CATGGATTGCATCACTATGTCTACTACACAATAACT
GATCGTCTAGCACTTCGATTTGAGGGTTTATTATGT
TCACAAGTCAGCAACCTAGCCCCTCCTGTATGTCG
CACGGACATAGGTCCATATCAACTATCTCCGCAGT
AA

MIKSGRLCDNSEHGLHH
YVYYTITDRLALRFEGLLC
SQVSNLAPPVCRTDIGPY
QLSPQ*

MIKSGRLCDNSEHG
LHHYVYYTITDRLAL
RFEGLLCSQVSNLA
PPVCRTDIGPYQLS
PQ*

ACAGAGCTGA CTCCGCAGTC 0  FG08465.1 MG09333.1 0 0 0

10634 4569 af AN3421.1 67.m02958 AO070323000200 0 -261 -229 ATGGATTGCATCACTATGTCTACTACACAATAA ATGGATTGCATCACTATGTCTACTACACAATAA MDCITMSTTQ* MDCITMSTTQ* AATAGTGAAC CTGATCGTCT 0  FG08465.1 MG09333.1 0 0 0
10635 4569 af AN3421.1 67.m02958 AO070323000200 0 -246 -229 ATGTCTACTACACAATAA ATGTCTACTACACAATAA MSTTQ* MSTTQ* TTGCATCACT CTGATCGTCT 0  FG08465.1 MG09333.1 0 0 0
10636 4569 af AN3421.1 67.m02958 AO070323000200 0 -194 -102 ATGTTCACAAGTCAGCAACCTAGCCCCTCCTGTATGTCGC

ACGGACATAGGTCCATATCAACTATCTCCGCAGTAACTCC
GCAGTCAGCGTAA

ATGTTCACAAGTCAGCAACCTAGCCCCTCCTGTAT
GTCGCACGGACATAGGTCCATATCAACTATCTCCG
CAGTAACTCCGCAGTCAGCGTAA

MFTSQQPSPSCMSHGH
RSISTISAVTPQSA*

MFTSQQPSPSCMS
HGHRSISTISAVTPQ
SA*

AGGGTTTATT GCACCCCGTC 0  FG08465.1 MG09333.1 0 0 0

10637 4569 af AN3421.1 67.m02958 AO070323000200 0 -161 -102 ATGTCGCACGGACATAGGTCCATATCAACTATCTCCGCAG
TAACTCCGCAGTCAGCGTAA

ATGTCGCACGGACATAGGTCCATATCAACTATCTC
CGCAGTAACTCCGCAGTCAGCGTAA

MSHGHRSISTISAVTPQS
A*

MSHGHRSISTISAVT
PQSA*

CCCCTCCTGT GCACCCCGTC 0  FG08465.1 MG09333.1 0 0 0

10638 4569 af AN3421.1 67.m02958 AO070323000200 0 -84 -37 ATGTATTTAATCCTTGACCCGCAGGCTACTTGTTTGATCTT
CCCTTGA

ATGTATTTAATCCTTGACCCGCAGGCTACTTGTTTG
ATCTTCCCTTGA

MYLILDPQATCLIFP* MYLILDPQATCLIFP* GTCTTCAGCC ATGATCTCAA 0  FG08465.1 MG09333.1 0 0 0

10631 4569 an AN3421.1 67.m02958 AO070323000200 0 -191 -126 ATGGCTGACGCCAAGGCCGACTCCCGGACTTATCGACAT
CGACAGTATCTCCGGCTGAGTAGGTAG

ATGGCTGACGCCAAGGCCGACTCCCGGACTTAT
CGACATCGACAGTATCTCCGGCTGAGTAGGTAG

MADAKADSRTYRHRQYL
RLSR*

MADAKADSRTYRHRQY
LRLSR*

TCGTTGACAG TCCCCTGGTC 0  FG08465.1 MG09333.1 0 0 0

10632 4569 an AN3421.1 67.m02958 AO070323000200 0 -112 -47 ATGAATAGCACAGGGATCATCTATAAAGGTCGATTGCCTC
TGATTATCGACTTCACTCCTACCTGA

ATGAATAGCACAGGGATCATCTATAAAGGTCGAT
TGCCTCTGATTATCGACTTCACTCCTACCTGA

MNSTGIIYKGRLPLIIDFTP
T*

MNSTGIIYKGRLPLIIDFT
PT*

CCTGGTCAGC TGCGAGAAAT 0  FG08465.1 MG09333.1 0 0 0

10640 4569 ao AN3421.1 67.m02958 AO070323000200 0 -208 -188 ATGCAGCTTGGCAGGCGTTAA ATGCAGCTTGGCAGGCGTTAA MQLGRR* MQLGRR* AGCCTTGAAG CTCCGTGTCA 0  FG08465.1 MG09333.1 0 0 0
10641 4569 ao AN3421.1 67.m02958 AO070323000200 0 -119 -81 ATGTATAAAGAGCCCCAGCCCACTTTTTGCATTCAATAA ATGTATAAAGAGCCCCAGCCCACTTTTTGCA

TTCAATAA
MYKEPQPTFCIQ* MYKEPQPTFCIQ* TAAGTCCTAC ATTTTTGATC 0  FG08465.1 MG09333.1 0 0 0

10643 4571 an AN3095.1 59.m08648 AO070334000137 0 -114 -91 ATGGCTCCGCGTTATATCCCTTAG ATGGCTCCGCGTTATATCCCTTAG MAPRYIP* MAPRYIP* TGAAGACCTT ATGTCCTGAT 0 S 0 0 0 0 0
10645 4574 af AN1261.1 70.m14958 AO070214000004 0 -165 -133 ATGTCTTATAAATCGTCGTTTCCTACAATGTAG ATGTCTTATAAATCGTCGTTTCCTACAATGTAG MSYKSSFPTM* MSYKSSFPTM* CGGGTCGGGC TCAGTTTCTT 0  FG05613.1 0 0 0 0
10644 4574 an AN1261.1 70.m14958 AO070214000004 0 -209 -183 ATGCGCTTGGGTATAAATCGGCTTTGA ATGCGCTTGGGTATAAATCGGCTTTGA MRLGINRL* MRLGINRL* ACTCTTCGGA TCTTTCTTTC 0  FG05613.1 0 0 0 0
10646 4574 ao AN1261.1 70.m14958 AO070214000004 0 -215 -117 ATGTTTCGTCCTCATGTAGAACTTTTTCCATTTGTTTCTCCT

TTTCCTTCGTTTTCAAGCAAAAGTCTGTCCTTCCGCAGCAT
CTTCTGGCTTCTTTGA

ATGTTTCGTCCTCATGTAGAACTTTTTCCATT
TGTTTCTCCTTTTCCTTCGTTTTCAAGCAAAA
GTCTGTCCTTCCGCAGCATCTTCTGGCTTCT
TTGA

MFRPHVELFPFVSPFPSF
SSKSLSFRSIFWLL*

MFRPHVELFPFVSP
FPSFSSKSLSFRSIF
WLL*

TATATAGGCC TACCCCATTT 0  FG05613.1 0 0 0 0

10653 4576 af AN5799.1 72.m18927 AO070260000050 0 -264 -139 ATGTATATATTTATAATACGCTGTCGAATGAAAGGTGCCTT
GATTTATATATATCACCTGGTCGATATGTACCAAGCACACA
AAAATTTCAGCAATTGGACATGCCTTGTTAGTTATCACCTG
TAG

ATGTATATATTTATAATACGCTGTCGAATGAAAGGT
GCCTTGATTTATATATATCACCTGGTCGATATGTAC
CAAGCACACAAAAATTTCAGCAATTGGACATGCCTT
GTTAGTTATCACCTGTAG

MYIFIIRCRMKGALIYIYHL
VDMYQAHKNFSNWTCLV
SYHL*

MYIFIIRCRMKGALIY
IYHLVDMYQAHKNF
SNWTCLVSYHL*

CAGGTTAATT ACCGCGGGCA 0 E 0 0 0 0 0

10654 4576 af AN5799.1 72.m18927 AO070260000050 0 -237 -139 ATGAAAGGTGCCTTGATTTATATATATCACCTGGTCGATAT
GTACCAAGCACACAAAAATTTCAGCAATTGGACATGCCTT
GTTAGTTATCACCTGTAG

ATGAAAGGTGCCTTGATTTATATATATCACCTGGTC
GATATGTACCAAGCACACAAAAATTTCAGCAATTGG
ACATGCCTTGTTAGTTATCACCTGTAG

MKGALIYIYHLVDMYQAH
KNFSNWTCLVSYHL*

MKGALIYIYHLVDMY
QAHKNFSNWTCLV
SYHL*

ACGCTGTCGA ACCGCGGGCA 0 E 0 0 0 0 0

10655 4576 af AN5799.1 72.m18927 AO070260000050 0 -198 -139 ATGTACCAAGCACACAAAAATTTCAGCAATTGGACATGCCT
TGTTAGTTATCACCTGTAG

ATGTACCAAGCACACAAAAATTTCAGCAATTGGACA
TGCCTTGTTAGTTATCACCTGTAG

MYQAHKNFSNWTCLVSY
HL*

MYQAHKNFSNWTC
LVSYHL*

CCTGGTCGAT ACCGCGGGCA 0 E 0 0 0 0 0

10656 4576 af AN5799.1 72.m18927 AO070260000050 0 -163 -152 ATGCCTTGTTAG ATGCCTTGTTAG MPC* MPC* GCAATTGGAC TTATCACCTG 0 E 0 0 0 0 0
10647 4576 an AN5799.1 72.m18927 AO070260000050 0 -201 -157 ATGCATTACATGTGTACTTTTAAATCATGCGTATGTGGCAC

TTGA
ATGCATTACATGTGTACTTTTAAATCATGCGTATG
TGGCACTTGA

MHYMCTFKSCVCGT* MHYMCTFKSCVCGT* ACTTATCATT TTCTCCACTC 0 E 0 0 0 0 0

10648 4576 an AN5799.1 72.m18927 AO070260000050 0 -192 -157 ATGTGTACTTTTAAATCATGCGTATGTGGCACTTGA ATGTGTACTTTTAAATCATGCGTATGTGGCACTTG
A

MCTFKSCVCGT* MCTFKSCVCGT* TATGCATTAC TTCTCCACTC 0 E 0 0 0 0 0

10649 4576 an AN5799.1 72.m18927 AO070260000050 0 -175 -116 ATGCGTATGTGGCACTTGATTCTCCACTCGCCTATGACAC
ACTCTGGTTACATAAGGTGA

ATGCGTATGTGGCACTTGATTCTCCACTCGCCTA
TGACACACTCTGGTTACATAAGGTGA

MRMWHLILHSPMTHSGYI
R*

MRMWHLILHSPMTHSG
YIR*

CTTTTAAATC GTGCTTACTA 0 E 0 0 0 0 0

10650 4576 an AN5799.1 72.m18927 AO070260000050 0 -169 -116 ATGTGGCACTTGATTCTCCACTCGCCTATGACACACTCTG
GTTACATAAGGTGA

ATGTGGCACTTGATTCTCCACTCGCCTATGACAC
ACTCTGGTTACATAAGGTGA

MWHLILHSPMTHSGYIR* MWHLILHSPMTHSGYIR
*

AATCATGCGT GTGCTTACTA 0 E 0 0 0 0 0

10651 4576 an AN5799.1 72.m18927 AO070260000050 0 -142 -116 ATGACACACTCTGGTTACATAAGGTGA ATGACACACTCTGGTTACATAAGGTGA MTHSGYIR* MTHSGYIR* CCACTCGCCT GTGCTTACTA 0 E 0 0 0 0 0
10652 4576 an AN5799.1 72.m18927 AO070260000050 0 -99 -43 ATGCTCGTCCTCCGCCAGCTGTTACCGCACATTCTCGTTT

CACAAGTGTGCTTATAA
ATGCTCGTCCTCCGCCAGCTGTTACCGCACATTC
TCGTTTCACAAGTGTGCTTATAA

MLVLRQLLPHILVSQVCL* MLVLRQLLPHILVSQVCL
*

ACTACTCAGC CGTCTTCCTC 0 E 0 0 0 0 0

10658 4577 af AN4365.1 58.m09005 AO070261000008 0 -147 -52 ATGCTACATCATAGTCTAACGATGTTTCATATGCCACTCTG
GTGGCAACTTCGTTCAAAGACTGGCCAAGGGCCATACAAT
GCTATAATCATGTGA

ATGCTACATCATAGTCTAACGATGTTTCATATGCCA
CTCTGGTGGCAACTTCGTTCAAAGACTGGCCAAGG
GCCATACAATGCTATAATCATGTGA

MLHHSLTMFHMPLWWQ
LRSKTGQGPYNAIIM*

MLHHSLTMFHMPL
WWQLRSKTGQGPY
NAIIM*

TCTAGATCCG GACAGTCCGT 0 L 0 0 0 0 0

10659 4577 af AN4365.1 58.m09005 AO070261000008 0 -126 -52 ATGTTTCATATGCCACTCTGGTGGCAACTTCGTTCAAAGAC
TGGCCAAGGGCCATACAATGCTATAATCATGTGA

ATGTTTCATATGCCACTCTGGTGGCAACTTCGTTCA
AAGACTGGCCAAGGGCCATACAATGCTATAATCAT
GTGA

MFHMPLWWQLRSKTGQ
GPYNAIIM*

MFHMPLWWQLRSK
TGQGPYNAIIM*

TAGTCTAACG GACAGTCCGT 0 L 0 0 0 0 0

10660 4577 af AN4365.1 58.m09005 AO070261000008 0 -117 -52 ATGCCACTCTGGTGGCAACTTCGTTCAAAGACTGGCCAAG
GGCCATACAATGCTATAATCATGTGA

ATGCCACTCTGGTGGCAACTTCGTTCAAAGACTGG
CCAAGGGCCATACAATGCTATAATCATGTGA

MPLWWQLRSKTGQGPY
NAIIM*

MPLWWQLRSKTGQ
GPYNAIIM*

GATGTTTCAT GACAGTCCGT 0 L 0 0 0 0 0

10657 4577 an AN4365.1 58.m09005 AO070261000008 0 -149 -93 ATGGAAGTGACCTTGGCGTCTTCTGGACCTTCTGGACCTT
CTGTGCGGCGATCTTAG

ATGGAAGTGACCTTGGCGTCTTCTGGACCTTCTG
GACCTTCTGTGCGGCGATCTTAG

MEVTLASSGPSGPSVRR
S*

MEVTLASSGPSGPSVR
RS*

GCTGAACAAG CTTAGCTCAG 0 L 0 0 0 0 0

10661 4577 ao AN4365.1 58.m09005 AO070261000008 0 -141 -103 ATGGTAGCAACTCCGCCTCTCATTCTTTCCTTTTCCTAA ATGGTAGCAACTCCGCCTCTCATTCTTTCCT
TTTCCTAA

MVATPPLILSFS* MVATPPLILSFS* TCATTCTAAT CATACTTTCT 0 L 0 0 0 0 0

10662 4577 ao AN4365.1 58.m09005 AO070261000008 0 -86 -72 ATGGAGGTAACTTGA ATGGAGGTAACTTGA MEVT* MEVT* TTCTTGTGCC ACCCCGGAAT 0 L 0 0 0 0 0
10663 4577 ao AN4365.1 58.m09005 AO070261000008 0 -63 -31 ATGGCAATATGTGGCGGCAATCACCTTCTGTAA ATGGCAATATGTGGCGGCAATCACCTTCTG

TAA
MAICGGNHLL* MAICGGNHLL* GAACCCCGGA ACCATGTACC 0 L 0 0 0 0 0

10665 4578 ao AN5566.1 52.m03724 AO070279000055 0 -256 -182 ATGCGGGGAATCCTGAGCGGTGAGATGGGCGGCGAGAG
ATACTGCCCCAGTGCCCCTCCATGTAACACCACGTGA

ATGCGGGGAATCCTGAGCGGTGAGATGGG
CGGCGAGAGATACTGCCCCAGTGCCCCTC
CATGTAACACCACGTGA

MRGILSGEMGGERYCPS
APPCNTT*

MRGILSGEMGGER
YCPSAPPCNTT*

GATTCGCTCA TGGGCCAAGC 0 F FG10358.1 MG00919.1 NCU02325.1 0 0

10666 4578 ao AN5566.1 52.m03724 AO070279000055 0 -232 -182 ATGGGCGGCGAGAGATACTGCCCCAGTGCCCCTCCATGT
AACACCACGTGA

ATGGGCGGCGAGAGATACTGCCCCAGTGC
CCCTCCATGTAACACCACGTGA

MGGERYCPSAPPCNTT* MGGERYCPSAPPC
NTT*

GAGCGGTGAG TGGGCCAAGC 0 F FG10358.1 MG00919.1 NCU02325.1 0 0

10667 4578 ao AN5566.1 52.m03724 AO070279000055 0 -182 -126 ATGGGCCAAGCGGGGCATTTCTGGACAGGAACGCCATGT
GATTGGCTGATCGCGTGA

ATGGGCCAAGCGGGGCATTTCTGGACAGG
AACGCCATGTGATTGGCTGATCGCGTGA

MGQAGHFWTGTPCDWL
IA*

MGQAGHFWTGTPC
DWLIA*

ACACCACGTG CTCAGGGCAA 0 F FG10358.1 MG00919.1 NCU02325.1 0 0

10670 4582 ao AN6261.1 72.m19396 AO070304000028 0 -238 -167 ATGAATAATTTCCGTCGCGTCTCCCCACATTTTCAACGCGT
CTTCCCGACATCCACTTTCGAGCGATTCTGA

ATGAATAATTTCCGTCGCGTCTCCCCACATT
TTCAACGCGTCTTCCCGACATCCACTTTCGA
GCGATTCTGA

MNNFRRVSPHFQRVFPT
STFERF*

MNNFRRVSPHFQR
VFPTSTFERF*

AAGTTCCGCC ATTGGCCACC 0  0 0 0 0 0
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10673 4583 af AN6254.1 72.m19981 AO070304000034 0 -274 -128 ATGAATGACACCCTCTCAAACCGAGACTCTGATTGGCTGA
GAGGGCCCGGGATCGGTTGGCATTGCCGAAGCACGCAT
GGGCTCGGAGGCTTGATCTATCGCCGACTCAGAATTTATC
TAAGGCCCCCTCTGGCTGACAGATGGTAG

ATGAATGACACCCTCTCAAACCGAGACTCTGATTG
GCTGAGAGGGCCCGGGATCGGTTGGCATTGCCGA
AGCACGCATGGGCTCGGAGGCTTGATCTATCGCC
GACTCAGAATTTATCTAAGGCCCCCTCTGGCTGAC
AGATGGTAG

MNDTLSNRDSDWLRGP
GIGWHCRSTHGLGGLIY
RRLRIYLRPPLADRW*

MNDTLSNRDSDWL
RGPGIGWHCRSTH
GLGGLIYRRLRIYLR
PPLADRW*

TACATCGAAC TCTTACGAAT 0 C 0 0 0 YLR348C 0

10674 4583 af AN6254.1 72.m19981 AO070304000034 0 -270 -235 ATGACACCCTCTCAAACCGAGACTCTGATTGGCTGA ATGACACCCTCTCAAACCGAGACTCTGATTGGCTG
A

MTPSQTETLIG* MTPSQTETLIG* TCGAACATGA GAGGGCCCGG 0 C 0 0 0 YLR348C 0

10675 4583 af AN6254.1 72.m19981 AO070304000034 0 -198 -181 ATGGGCTCGGAGGCTTGA ATGGGCTCGGAGGCTTGA MGSEA* MGSEA* CGAAGCACGC TCTATCGCCG 0 C 0 0 0 YLR348C 0
10676 4583 af AN6254.1 72.m19981 AO070304000034 0 -134 -96 ATGGTAGTCTTACGAATTACGACTTATCGCGGCCATTAA ATGGTAGTCTTACGAATTACGACTTATCGCGGCCA

TTAA
MVVLRITTYRGH* MVVLRITTYRGH* TGGCTGACAG TTAACATTGC 0 C 0 0 0 YLR348C 0

10672 4583 an AN6254.1 72.m19981 AO070304000034 0 -165 -142 ATGCTGATTGGTCCACCCCGCTGA ATGCTGATTGGTCCACCCCGCTGA MLIGPPR* MLIGPPR* GAAAACCGAG CGTTTCCGAG 0 C 0 0 0 YLR348C 0
10679 4583 ao AN6254.1 72.m19981 AO070304000034 0 -220 -134 ATGATTGGCTGGTTGCCTCCAGCACCGGTTATGCTGCCGA

AGACCGCTGCGGGCTCGGAGATAGATCAAGTCTCCGACG
CATTTTAA

ATGATTGGCTGGTTGCCTCCAGCACCGGTT
ATGCTGCCGAAGACCGCTGCGGGCTCGGA
GATAGATCAAGTCTCCGACGCATTTTAA

MIGWLPPAPVMLPKTAA
GSEIDQVSDAF*

MIGWLPPAPVMLPK
TAAGSEIDQVSDAF*

AACCGAGTCT GAAATTCCCG 0 C 0 0 0 YLR348C 0

10680 4583 ao AN6254.1 72.m19981 AO070304000034 0 -190 -134 ATGCTGCCGAAGACCGCTGCGGGCTCGGAGATAGATCAA
GTCTCCGACGCATTTTAA

ATGCTGCCGAAGACCGCTGCGGGCTCGGA
GATAGATCAAGTCTCCGACGCATTTTAA

MLPKTAAGSEIDQVSDAF
*

MLPKTAAGSEIDQV
SDAF*

AGCACCGGTT GAAATTCCCG 0 C 0 0 0 YLR348C 0

10686 4584 af AN6309.1 72.m19325 AO070308000064 0 -218 -78 ATGAGTGTTATCAAGGACTTCTTGCCCTTGAGTTGCGCCT
GTCAAGTGAAAGGCGGCATGTTGGAGTCGATATCGACAC
CATGTAATTCAGGCATCAAAAGAGTTTCCTCAATTGGGCA
CGTGCGGAACTCTGTATCATGA

ATGAGTGTTATCAAGGACTTCTTGCCCTTGAGTTGC
GCCTGTCAAGTGAAAGGCGGCATGTTGGAGTCGA
TATCGACACCATGTAATTCAGGCATCAAAAGAGTTT
CCTCAATTGGGCACGTGCGGAACTCTGTATCATGA

MSVIKDFLPLSCACQVKG
GMLESISTPCNSGIKRVS
SIGHVRNSVS*

MSVIKDFLPLSCAC
QVKGGMLESISTPC
NSGIKRVSSIGHVR
NSVS*

AGCCGCAGAG TCGCGGCCCT 0 Y FG05460.1 MG05004.1 0 0 0

10687 4584 af AN6309.1 72.m19325 AO070308000064 0 -161 -78 ATGTTGGAGTCGATATCGACACCATGTAATTCAGGCATCA
AAAGAGTTTCCTCAATTGGGCACGTGCGGAACTCTGTATC
ATGA

ATGTTGGAGTCGATATCGACACCATGTAATTCAGG
CATCAAAAGAGTTTCCTCAATTGGGCACGTGCGGA
ACTCTGTATCATGA

MLESISTPCNSGIKRVSSI
GHVRNSVS*

MLESISTPCNSGIKR
VSSIGHVRNSVS*

GAAAGGCGGC TCGCGGCCCT 0 Y FG05460.1 MG05004.1 0 0 0

10688 4584 af AN6309.1 72.m19325 AO070308000064 0 -81 -40 ATGATCGCGGCCCTATCGTCATCTTCCGCAACGCAGTTCT
AA

ATGATCGCGGCCCTATCGTCATCTTCCGCAACGCA
GTTCTAA

MIAALSSSSATQF* MIAALSSSSATQF* ACTCTGTATC ATTCCTATCA 0 Y FG05460.1 MG05004.1 0 0 0

10681 4584 an AN6309.1 72.m19325 AO070308000064 0 -159 -130 ATGAGACATGACATCATGCGATTATTCTGA ATGAGACATGACATCATGCGATTATTCTGA MRHDIMRLF* MRHDIMRLF* AAGACGAAAG TGATCAGATA 0 Y FG05460.1 MG05004.1 0 0 0
10682 4584 an AN6309.1 72.m19325 AO070308000064 0 -152 -114 ATGACATCATGCGATTATTCTGATGATCAGATAAGATAA ATGACATCATGCGATTATTCTGATGATCAGATAAG

ATAA
MTSCDYSDDQIR* MTSCDYSDDQIR* AAGATGAGAC GAATAAATTA 0 Y FG05460.1 MG05004.1 0 0 0

10683 4584 an AN6309.1 72.m19325 AO070308000064 0 -144 -130 ATGCGATTATTCTGA ATGCGATTATTCTGA MRLF* MRLF* ACATGACATC TGATCAGATA 0 Y FG05460.1 MG05004.1 0 0 0
10684 4584 an AN6309.1 72.m19325 AO070308000064 0 -130 -119 ATGATCAGATAA ATGATCAGATAA MIR* MIR* GATTATTCTG GATAAGAATA 0 Y FG05460.1 MG05004.1 0 0 0
10685 4584 an AN6309.1 72.m19325 AO070308000064 0 -100 -38 ATGCGATTTTACCGTAATCTCCAGCCTCCGGCCAACCTTG

CAAGTGCCATCTTCCGTCCATAA
ATGCGATTTTACCGTAATCTCCAGCCTCCGGCCA
ACCTTGCAAGTGCCATCTTCCGTCCATAA

MRFYRNLQPPANLASAIF
RP*

MRFYRNLQPPANLASAI
FRP*

TAAATTACGC TCCAACATCC 0 Y FG05460.1 MG05004.1 0 0 0

10689 4584 ao AN6309.1 72.m19325 AO070308000064 0 -243 -160 ATGAACCTCATTCTTAAATACAAACCCCATCCCAATGTCAA
CAGTATACTCCGTAAATCAGGGTTCCGGACCTCATCTCCA
TGA

ATGAACCTCATTCTTAAATACAAACCCCATC
CCAATGTCAACAGTATACTCCGTAAATCAGG
GTTCCGGACCTCATCTCCATGA

MNLILKYKPHPNVNSILRK
SGFRTSSP*

MNLILKYKPHPNVN
SILRKSGFRTSSP*

TACCTAAATT TTAAATACAA 0 Y FG05460.1 MG05004.1 0 0 0

10690 4584 ao AN6309.1 72.m19325 AO070308000064 0 -209 -156 ATGTCAACAGTATACTCCGTAAATCAGGGTTCCGGACCTC
ATCTCCATGATTAA

ATGTCAACAGTATACTCCGTAAATCAGGGTT
CCGGACCTCATCTCCATGATTAA

MSTVYSVNQGSGPHLHD
*

MSTVYSVNQGSGP
HLHD*

CCCCATCCCA ATACAATGGC 0 Y FG05460.1 MG05004.1 0 0 0

10691 4584 ao AN6309.1 72.m19325 AO070308000064 0 -150 -121 ATGGCCCGTGCAGTACATTCAATACCGTAA ATGGCCCGTGCAGTACATTCAATACCGTAA MARAVHSIP* MARAVHSIP* ATTAAATACA CAGAACCCAG 0 Y FG05460.1 MG05004.1 0 0 0

10693 4586 af AN0891.1 70.m15490 AO070320000062 0 -127 -77 ATGCTGATTCGTCTCGAAATTTTCGGCAAACTATCCCCTCG
TTCCACTTGA

ATGCTGATTCGTCTCGAAATTTTCGGCAAACTATCC
CCTCGTTCCACTTGA

MLIRLEIFGKLSPRST* MLIRLEIFGKLSPRS
T*

CTTAACATGA CCTGCGACAA 0  0 0 0 0 0

10692 4586 an AN0891.1 70.m15490 AO070320000062 0 -122 -48 ATGCGTGCTGACCAACTTCGGTATACCACAGCAGCGTTCT
TTTCTGCGTACATTCATTACGGGTCTTTCAGTTGA

ATGCGTGCTGACCAACTTCGGTATACCACAGCAG
CGTTCTTTTCTGCGTACATTCATTACGGGTCTTTC
AGTTGA

MRADQLRYTTAAFFSAYI
HYGSFS*

MRADQLRYTTAAFFSAY
IHYGSFS*

AATCGCCTAC GACATGGTGG 0  0 0 0 0 0

10694 4589 an AN7745.1 71.m15773 AO070325000172 0 -240 -214 ATGCTCGGCCAATTCTCCGGCTCTTGA ATGCTCGGCCAATTCTCCGGCTCTTGA MLGQFSGS* MLGQFSGS* ACCGCGCGTG TCAGTCTCAG 0 U 0 0 0 0 0
10695 4589 an AN7745.1 71.m15773 AO070325000172 0 -194 -174 ATGTTGGCTCGTGATGACTGA ATGTTGGCTCGTGATGACTGA MLARDD* MLARDD* GTTGCGCTCT CGGTCACGTT 0 U 0 0 0 0 0
10696 4589 an AN7745.1 71.m15773 AO070325000172 0 -181 -86 ATGACTGACGGTCACGTTACTCTTTTGTCCTCCTCATTTCT

TTACCTCTCGTGTCTTAGCATCCTTCCTCCTTATACGATCT
TCACCGTCGCTTAA

ATGACTGACGGTCACGTTACTCTTTTGTCCTCCT
CATTTCTTTACCTCTCGTGTCTTAGCATCCTTCCT
CCTTATACGATCTTCACCGTCGCTTAA

MTDGHVTLLSSSFLYLSC
LSILPPYTIFTVA*

MTDGHVTLLSSSFLYLS
CLSILPPYTIFTVA*

TTGGCTCGTG AGCGCGGAGC 0 U 0 0 0 0 0

10697 4589 ao AN7745.1 71.m15773 AO070325000172 0 -196 -185 ATGACCCTCTGA ATGACCCTCTGA MTL* MTL* TACTGTCGTA TCGCCACGCC 0 U 0 0 0 0 0
10698 4589 ao AN7745.1 71.m15773 AO070325000172 0 -63 -52 ATGTTCTGCTGA ATGTTCTGCTGA MFC* MFC* CCTCTATAGA AGGCGATGAG 0 U 0 0 0 0 0
10699 4590 ao AN5340.1 69.m15568 AO070333000183 0 -119 -84 ATGGGTCCCTCTGAGGTGACTATCGGCACGTGTTGA ATGGGTCCCTCTGAGGTGACTATCGGCACG

TGTTGA
MGPSEVTIGTC* MGPSEVTIGTC* GGCACACGTG TAAGGCATCC 0 A 0 0 0 0 0

10700 4591 af AN2883.1 59.m08730 AO070338000131 0 -239 -192 ATGAACAGGAACCAAGATATAGCAGAGGATGATGAATCAC
GAAAGTAG

ATGAACAGGAACCAAGATATAGCAGAGGATGATGA
ATCACGAAAGTAG

MNRNQDIAEDDESRK* MNRNQDIAEDDESR
K*

CCAGTAGAGA CAGAAGCAGC 0 J 0 0 0 0 0

10701 4591 af AN2883.1 59.m08730 AO070338000131 0 -211 -134 ATGATGAATCACGAAAGTAGCAGAAGCAGCTCTTTAATCG
TGGGGTCGCGGGGCAGCGATTATCTGAGTGGTGCCTGA

ATGATGAATCACGAAAGTAGCAGAAGCAGCTCTTT
AATCGTGGGGTCGCGGGGCAGCGATTATCTGAGT
GGTGCCTGA

MMNHESSRSSSLIVGSR
GSDYLSGA*

MMNHESSRSSSLIV
GSRGSDYLSGA*

ATAGCAGAGG GGCATACACG 0 J 0 0 0 0 0

10702 4591 af AN2883.1 59.m08730 AO070338000131 0 -208 -134 ATGAATCACGAAAGTAGCAGAAGCAGCTCTTTAATCGTGG
GGTCGCGGGGCAGCGATTATCTGAGTGGTGCCTGA

ATGAATCACGAAAGTAGCAGAAGCAGCTCTTTAAT
CGTGGGGTCGCGGGGCAGCGATTATCTGAGTGGT
GCCTGA

MNHESSRSSSLIVGSRG
SDYLSGA*

MNHESSRSSSLIVG
SRGSDYLSGA*

GCAGAGGATG GGCATACACG 0 J 0 0 0 0 0

10703 4591 ao AN2883.1 59.m08730 AO070338000131 0 -131 -87 ATGGACCTTAGTCATACCTGCCTATTCCCACTTAGTCCATT
TTAG

ATGGACCTTAGTCATACCTGCCTATTCCCAC
TTAGTCCATTTTAG

MDLSHTCLFPLSPF* MDLSHTCLFPLSPF* GGGGCCATCT GTCAATCACG 0 J 0 0 0 0 0

10704 4592 an AN0440.1 54.m06630 AO070338000297 0 -93 -76 ATGAACATGGGCTATTGA ATGAACATGGGCTATTGA MNMGY* MNMGY* CGGTAAAGGC GGCCCAATCC 0 B 0 0 0 YDR176W 0
10705 4592 an AN0440.1 54.m06630 AO070338000297 0 -87 -76 ATGGGCTATTGA ATGGGCTATTGA MGY* MGY* AGGCATGAAC GGCCCAATCC 0 B 0 0 0 YDR176W 0
10707 4592 ao AN0440.1 54.m06630 AO070338000297 0 -230 -132 ATGATGGAGTACAGAAGAGAACACGGCCAGAGCCTCTTG

CAGGGCTTATATTTTCGAACTGCGACCAGCTGCCGAAGCG
CGCTTCATGAAGCCTCATAA

ATGATGGAGTACAGAAGAGAACACGGCCAG
AGCCTCTTGCAGGGCTTATATTTTCGAACTG
CGACCAGCTGCCGAAGCGCGCTTCATGAA
GCCTCATAA

MMEYRREHGQSLLQGLY
FRTATSCRSALHEAS*

MMEYRREHGQSLL
QGLYFRTATSCRSA
LHEAS*

TATCCTGATA GCCATACAAT 0 B 0 0 0 YDR176W 0

10708 4592 ao AN0440.1 54.m06630 AO070338000297 0 -227 -132 ATGGAGTACAGAAGAGAACACGGCCAGAGCCTCTTGCAG
GGCTTATATTTTCGAACTGCGACCAGCTGCCGAAGCGCG
CTTCATGAAGCCTCATAA

ATGGAGTACAGAAGAGAACACGGCCAGAG
CCTCTTGCAGGGCTTATATTTTCGAACTGCG
ACCAGCTGCCGAAGCGCGCTTCATGAAGCC
TCATAA

MEYRREHGQSLLQGLYF
RTATSCRSALHEAS*

MEYRREHGQSLLQ
GLYFRTATSCRSAL
HEAS*

CCTGATAATG GCCATACAAT 0 B 0 0 0 YDR176W 0

10709 4592 ao AN0440.1 54.m06630 AO070338000297 0 -145 -119 ATGAAGCCTCATAAGCCATACAATTGA ATGAAGCCTCATAAGCCATACAATTGA MKPHKPYN* MKPHKPYN* AGCGCGCTTC AACGCCAAAC 0 B 0 0 0 YDR176W 0
10710 4592 ao AN0440.1 54.m06630 AO070338000297 0 -87 -76 ATGGAATATTAA ATGGAATATTAA MEY* MEY* ACCGAAAATA AGCCATCCAA 0 B 0 0 0 YDR176W 0
10732 4594 an AN5489.1 69.m15463 AO070341000396 0 -188 -69 ATGACTCTCGCTCGCCAGCAGTCCAGAATCCAATATAACC

GCTTTGGGACATCATTTTGCCGAGGAGAACTCACCACCAT
CATCACAGTCCCAGCAGGATTCCTTAACTGCCGGTTTTAG

ATGACTCTCGCTCGCCAGCAGTCCAGAATCCAAT
ATAACCGCTTTGGGACATCATTTTGCCGAGGAGA
ACTCACCACCATCATCACAGTCCCAGCAGGATTC
CTTAACTGCCGGTTTTAG

MTLARQQSRIQYNRFGT
SFCRGELTTIITVPAGFLN
CRF*

MTLARQQSRIQYNRFGT
SFCRGELTTIITVPAGFL
NCRF*

CTTCAATTCT AAATTCACAT 0 Z 0 0 0 0 0

10736 4599 af AN7250.1 72.m19799 AO070297000005 0 -147 -28 ATGCGGAGAGACGGGATTGCGCAATTCTGGTGCGGAGTC
CATATCTGTAATCGCACGTTCAATCAGTCGGAGAACGTGG
AGATAATTGCTACCCCCATTGGGACCAAAAAAATCAACTAA

ATGCGGAGAGACGGGATTGCGCAATTCTGGTGCG
GAGTCCATATCTGTAATCGCACGTTCAATCAGTCG
GAGAACGTGGAGATAATTGCTACCCCCATTGGGAC
CAAAAAAATCAACTAA

MRRDGIAQFWCGVHICN
RTFNQSENVEIIATPIGTK
KIN*

MRRDGIAQFWCGV
HICNRTFNQSENVEI
IATPIGTKKIN*

TCAGAAAGGT ATCTACAGGA 0 P 0 0 0 0 0

10735 4599 an AN7250.1 72.m19799 AO070297000005 0 -99 -34 ATGGGCTCTGGGTTACGACTAGAGCAAGGAAAACTTCACG
ATAAGCTGAAATCGCGGATAATCTGA

ATGGGCTCTGGGTTACGACTAGAGCAAGGAAAA
CTTCACGATAAGCTGAAATCGCGGATAATCTGA

MGSGLRLEQGKLHDKLK
SRII*

MGSGLRLEQGKLHDKL
KSRII*

AGCGCTTCAC TTACTTTTGG 0 P 0 0 0 0 0

10737 4599 ao AN7250.1 72.m19799 AO070297000005 0 -215 -168 ATGCCGAGAACGTCGGATTCCCCATCTCACGAGGCGCAT
TTCTATTGA

ATGCCGAGAACGTCGGATTCCCCATCTCAC
GAGGCGCATTTCTATTGA

MPRTSDSPSHEAHFY* MPRTSDSPSHEAHF
Y*

TCCCCGAGTT GCGAGTCCCT 0 P 0 0 0 0 0

10739 4600 af AN8253.1 53.m03708 AO070310000052 0 -194 -168 ATGGAGAGCCTCGACTTTGCCAGTTGA ATGGAGAGCCTCGACTTTGCCAGTTGA MESLDFAS* MESLDFAS* GAGTCACTGC CGAACTGATA 0 O 0 0 0 0 0
10738 4600 an AN8253.1 53.m03708 AO070310000052 0 -266 -252 ATGGTCAACGTCTGA ATGGTCAACGTCTGA MVNV* MVNV* GTTTGAGAAA ATAGACAATA 0 O 0 0 0 0 0
10740 4600 ao AN8253.1 53.m03708 AO070310000052 0 -188 -156 ATGATTTGTCGGCCACTGATAAGCCCGCGCTAA ATGATTTGTCGGCCACTGATAAGCCCGCGC

TAA
MICRPLISPR* MICRPLISPR* GGCGGATCCA GATAAGGATA 0 O 0 0 0 0 0

10741 4601 an AN2470.1 53.m03715 AO070310000056 0 -230 -219 ATGTCATGGTGA ATGTCATGGTGA MSW* MSW* TGATCATGTG TGCATCCCTT 0 ER 0 0 0 0 0
10742 4601 an AN2470.1 53.m03715 AO070310000056 0 -225 -121 ATGGTGATGCATCCCTTCTTCATGGCTGTCATGTCATCTAG

TATACAGCAGCTCTCGAGCCAGAACAGAGAAGAACTCTTT
CTATTCTCATATTCCTTCAGTTAA

ATGGTGATGCATCCCTTCTTCATGGCTGTCATGT
CATCTAGTATACAGCAGCTCTCGAGCCAGAACAG
AGAAGAACTCTTTCTATTCTCATATTCCTTCAGTT
AA

MVMHPFFMAVMSSSIQQ
LSSQNREELFLFSYSFS*

MVMHPFFMAVMSSSIQ
QLSSQNREELFLFSYSF
S*

ATGTGATGTC TATTGAAAGC 0 ER 0 0 0 0 0

10743 4601 an AN2470.1 53.m03715 AO070310000056 0 -219 -121 ATGCATCCCTTCTTCATGGCTGTCATGTCATCTAGTATACA
GCAGCTCTCGAGCCAGAACAGAGAAGAACTCTTTCTATTC
TCATATTCCTTCAGTTAA

ATGCATCCCTTCTTCATGGCTGTCATGTCATCTA
GTATACAGCAGCTCTCGAGCCAGAACAGAGAAG
AACTCTTTCTATTCTCATATTCCTTCAGTTAA

MHPFFMAVMSSSIQQLS
SQNREELFLFSYSFS*

MHPFFMAVMSSSIQQLS
SQNREELFLFSYSFS*

TGTCATGGTG TATTGAAAGC 0 ER 0 0 0 0 0

10744 4601 an AN2470.1 53.m03715 AO070310000056 0 -204 -121 ATGGCTGTCATGTCATCTAGTATACAGCAGCTCTCGAGCC
AGAACAGAGAAGAACTCTTTCTATTCTCATATTCCTTCAGT
TAA

ATGGCTGTCATGTCATCTAGTATACAGCAGCTCT
CGAGCCAGAACAGAGAAGAACTCTTTCTATTCTC
ATATTCCTTCAGTTAA

MAVMSSSIQQLSSQNRE
ELFLFSYSFS*

MAVMSSSIQQLSSQNR
EELFLFSYSFS*

TCCCTTCTTC TATTGAAAGC 0 ER 0 0 0 0 0

10745 4601 an AN2470.1 53.m03715 AO070310000056 0 -195 -121 ATGTCATCTAGTATACAGCAGCTCTCGAGCCAGAACAGAG
AAGAACTCTTTCTATTCTCATATTCCTTCAGTTAA

ATGTCATCTAGTATACAGCAGCTCTCGAGCCAGA
ACAGAGAAGAACTCTTTCTATTCTCATATTCCTTC
AGTTAA

MSSSIQQLSSQNREELFL
FSYSFS*

MSSSIQQLSSQNREELF
LFSYSFS*

CATGGCTGTC TATTGAAAGC 0 ER 0 0 0 0 0

10749 4601 ao AN2470.1 53.m03715 AO070310000056 0 -234 -52 ATGACTGGAATGTATCATTATTACCCCAGTCCTCTCCAGAC
TGGAGAAGCCCAGGGAATGACTATGGTTGGGCGTTCCAA
GATTTTTGCCCCAGGCCGATTCATAGTGATGTCAGTCCTG
ATGATGTACTCAACAACCACTATTGAAATATCACCTTTTAAT
CCACGCATGCACCATCCATAA

ATGACTGGAATGTATCATTATTACCCCAGTC
CTCTCCAGACTGGAGAAGCCCAGGGAATGA
CTATGGTTGGGCGTTCCAAGATTTTTGCCCC
AGGCCGATTCATAGTGATGTCAGTCCTGAT
GATGTACTCAACAACCACTATTGAAATATCA
CCTTTTAATCCACGCATGCACCATCCATAA

MTGMYHYYPSPLQTGEA
QGMTMVGRSKIFAPGRFI
VMSVLMMYSTTTIEISPFN
PRMHHP*

MTGMYHYYPSPLQT
GEAQGMTMVGRSK
IFAPGRFIVMSVLMM
YSTTTIEISPFNPRM
HHP*

AAAAAGGTCC TTGAAGCCGT 0 ER 0 0 0 0 0
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10750 4601 ao AN2470.1 53.m03715 AO070310000056 0 -225 -52 ATGTATCATTATTACCCCAGTCCTCTCCAGACTGGAGAAG
CCCAGGGAATGACTATGGTTGGGCGTTCCAAGATTTTTGC
CCCAGGCCGATTCATAGTGATGTCAGTCCTGATGATGTAC
TCAACAACCACTATTGAAATATCACCTTTTAATCCACGCAT
GCACCATCCATAA

ATGTATCATTATTACCCCAGTCCTCTCCAGA
CTGGAGAAGCCCAGGGAATGACTATGGTTG
GGCGTTCCAAGATTTTTGCCCCAGGCCGAT
TCATAGTGATGTCAGTCCTGATGATGTACTC
AACAACCACTATTGAAATATCACCTTTTAATC
CACGCATGCACCATCCATAA

MYHYYPSPLQTGEAQGM
TMVGRSKIFAPGRFIVMS
VLMMYSTTTIEISPFNPR
MHHP*

MYHYYPSPLQTGEA
QGMTMVGRSKIFAP
GRFIVMSVLMMYST
TTIEISPFNPRMHHP
*

CATGACTGGA TTGAAGCCGT 0 ER 0 0 0 0 0

10751 4601 ao AN2470.1 53.m03715 AO070310000056 0 -177 -52 ATGACTATGGTTGGGCGTTCCAAGATTTTTGCCCCAGGCC
GATTCATAGTGATGTCAGTCCTGATGATGTACTCAACAACC
ACTATTGAAATATCACCTTTTAATCCACGCATGCACCATCC
ATAA

ATGACTATGGTTGGGCGTTCCAAGATTTTTG
CCCCAGGCCGATTCATAGTGATGTCAGTCC
TGATGATGTACTCAACAACCACTATTGAAAT
ATCACCTTTTAATCCACGCATGCACCATCCA
TAA

MTMVGRSKIFAPGRFIVM
SVLMMYSTTTIEISPFNPR
MHHP*

MTMVGRSKIFAPGR
FIVMSVLMMYSTTTI
EISPFNPRMHHP*

AGCCCAGGGA TTGAAGCCGT 0 ER 0 0 0 0 0

10752 4601 ao AN2470.1 53.m03715 AO070310000056 0 -171 -52 ATGGTTGGGCGTTCCAAGATTTTTGCCCCAGGCCGATTCA
TAGTGATGTCAGTCCTGATGATGTACTCAACAACCACTATT
GAAATATCACCTTTTAATCCACGCATGCACCATCCATAA

ATGGTTGGGCGTTCCAAGATTTTTGCCCCA
GGCCGATTCATAGTGATGTCAGTCCTGATG
ATGTACTCAACAACCACTATTGAAATATCAC
CTTTTAATCCACGCATGCACCATCCATAA

MVGRSKIFAPGRFIVMSV
LMMYSTTTIEISPFNPRM
HHP*

MVGRSKIFAPGRFIV
MSVLMMYSTTTIEIS
PFNPRMHHP*

GGGAATGACT TTGAAGCCGT 0 ER 0 0 0 0 0

10759 4602 af AN2505.1 59.m08485 AO070312000059 0 -181 -89 ATGGATAACTGTGTCTCCACAGTTGGAGATCGTCATTATC
CTTTACTGCTCGCACCACCATCACTGTCATCACATCATCAC
AGCGTATTTTAA

ATGGATAACTGTGTCTCCACAGTTGGAGATCGTCA
TTATCCTTTACTGCTCGCACCACCATCACTGTCATC
ACATCATCACAGCGTATTTTAA

MDNCVSTVGDRHYPLLL
APPSLSSHHHSVF*

MDNCVSTVGDRHY
PLLLAPPSLSSHHH
SVF*

GACATCCAAG CTACAGCATT 0  0 0 0 0 0

10757 4602 an AN2505.1 59.m08485 AO070312000059 0 -137 -39 ATGCACACGGCGCATACTCATTCTCCACAACACCGGCCTG
GGACAGTGTTACTCCAATGTCTGACGCGCCCTGACGGCT
CCGGTACGTCTCTCCCTTAG

ATGCACACGGCGCATACTCATTCTCCACAACACC
GGCCTGGGACAGTGTTACTCCAATGTCTGACGC
GCCCTGACGGCTCCGGTACGTCTCTCCCTTAG

MHTAHTHSPQHRPGTVL
LQCLTRPDGSGTSLP*

MHTAHTHSPQHRPGTV
LLQCLTRPDGSGTSLP*

TTAAAGGCTC CTCGTAGGCC 0  0 0 0 0 0

10758 4602 an AN2505.1 59.m08485 AO070312000059 0 -81 -64 ATGTCTGACGCGCCCTGA ATGTCTGACGCGCCCTGA MSDAP* MSDAP* TGTTACTCCA CGGCTCCGGT 0  0 0 0 0 0
10760 4602 ao AN2505.1 59.m08485 AO070312000059 0 -242 -210 ATGCTTGTTAGAGCCGCATTCCTGAACTACTAA ATGCTTGTTAGAGCCGCATTCCTGAACTACT

AA
MLVRAAFLNY* MLVRAAFLNY* AATGATCCTC AACATGCTCT 0  0 0 0 0 0

10761 4602 ao AN2505.1 59.m08485 AO070312000059 0 -206 -165 ATGCTCTCAGCTGGTTCATTCCGTCTCCAAGGGTGTGGGT
AA

ATGCTCTCAGCTGGTTCATTCCGTCTCCAAG
GGTGTGGGTAA

MLSAGSFRLQGCG* MLSAGSFRLQGCG* CTACTAAAAC TCTTCACACT 0  0 0 0 0 0

10764 4603 af AN4177.1 56.m02500 AO070319000001 0 -197 -165 ATGAGGATGCCGCTCTTCATGGCGTGTGGGTGA ATGAGGATGCCGCTCTTCATGGCGTGTGGGTGA MRMPLFMACG* MRMPLFMACG* AGAAGACCCA TATCATACTT 0  0 0 0 0 0
10765 4603 af AN4177.1 56.m02500 AO070319000001 0 -191 -165 ATGCCGCTCTTCATGGCGTGTGGGTGA ATGCCGCTCTTCATGGCGTGTGGGTGA MPLFMACG* MPLFMACG* CCCAATGAGG TATCATACTT 0  0 0 0 0 0
10766 4603 af AN4177.1 56.m02500 AO070319000001 0 -179 -165 ATGGCGTGTGGGTGA ATGGCGTGTGGGTGA MACG* MACG* GCCGCTCTTC TATCATACTT 0  0 0 0 0 0
10762 4603 an AN4177.1 56.m02500 AO070319000001 0 -175 -116 ATGATTTCGCGGGCCGTTCCACTTCCCGAAGGTCCCGGT

AGTGAGCCTGAGACGCCATGA
ATGATTTCGCGGGCCGTTCCACTTCCCGAAGGT
CCCGGTAGTGAGCCTGAGACGCCATGA

MISRAVPLPEGPGSEPET
P*

MISRAVPLPEGPGSEPE
TP*

CGTTTTATCC CGCCATACAG 0  0 0 0 0 0

10763 4603 an AN4177.1 56.m02500 AO070319000001 0 -119 -78 ATGACGCCATACAGACGTCTTCCTTCGTGGAGACTACGAT
AG

ATGACGCCATACAGACGTCTTCCTTCGTGGAGAC
TACGATAG

MTPYRRLPSWRLR* MTPYRRLPSWRLR* CTGAGACGCC ATCTACAATA 0  0 0 0 0 0

10767 4603 ao AN4177.1 56.m02500 AO070319000001 0 -153 -142 ATGAGGTCATGA ATGAGGTCATGA MRS* MRS* TCAAGGGGTT CATCCGAGGT 0  0 0 0 0 0
10768 4603 ao AN4177.1 56.m02500 AO070319000001 0 -145 -59 ATGACATCCGAGGTACAGCTTCTTCAACTCTTGCTTATAAC

AGATGGTATATATAAGACTTCGAGCACACCAGTGTCTTTAC
TTTAG

ATGACATCCGAGGTACAGCTTCTTCAACTCT
TGCTTATAACAGATGGTATATATAAGACTTC
GAGCACACCAGTGTCTTTACTTTAG

MTSEVQLLQLLLITDGIYK
TSSTPVSLL*

MTSEVQLLQLLLITD
GIYKTSSTPVSLL*

TTATGAGGTC TATGTTCAAC 0  0 0 0 0 0

10769 4603 ao AN4177.1 56.m02500 AO070319000001 0 -102 -13 ATGGTATATATAAGACTTCGAGCACACCAGTGTCTTTACTT
TAGTATGTTCAACTCATTACTGAACTACATACTATACTTCGT
TGCCTGA

ATGGTATATATAAGACTTCGAGCACACCAGT
GTCTTTACTTTAGTATGTTCAACTCATTACTG
AACTACATACTATACTTCGTTGCCTGA

MVYIRLRAHQCLYFSMFN
SLLNYILYFVA*

MVYIRLRAHQCLYF
SMFNSLLNYILYFVA
*

CTTATAACAG ACGTACTAGA 0  0 0 0 0 0

10771 4604 an AN0977.1 70.m15615 AO070320000180 0 -62 -6 ATGCGACCAACCGCGACTGACGTGGATCTATGCGCAGCC
TGTAATTGTTATCGTTGA

ATGCGACCAACCGCGACTGACGTGGATCTATGC
GCAGCCTGTAATTGTTATCGTTGA

MRPTATDVDLCAACNCY
R*

MRPTATDVDLCAACNC
YR*

TGAAATGTGA CCGCGATGCC 0  0 0 0 0 0

10775 4605 af AN3924.1 69.m15005 AO070324000120 0 -155 -135 ATGAACGAGGAAGCAATCTGA ATGAACGAGGAAGCAATCTGA MNEEAI* MNEEAI* TACAGAGGAA AGAACCAAAG 0 K FG01036.1 MG00484.1 0 0 0
10774 4605 an AN3924.1 69.m15005 AO070324000120 0 -103 -92 ATGTACACGTGA ATGTACACGTGA MYT* MYT* CATCCTCGCA ACTAGCTCCA 0 K FG01036.1 MG00484.1 0 0 0
10776 4605 ao AN3924.1 69.m15005 AO070324000120 0 -160 -146 ATGACCAGAGACTAA ATGACCAGAGACTAA MTRD* MTRD* CACCCAAAGA ATGAGAATAT 0 K FG01036.1 MG00484.1 0 0 0
10777 4605 ao AN3924.1 69.m15005 AO070324000120 0 -145 -131 ATGAGAATATCCTAA ATGAGAATATCCTAA MRIS* MRIS* CAGAGACTAA TTCCAATACC 0 K FG01036.1 MG00484.1 0 0 0
10778 4606 an AN3217.1 67.m02926 AO070330000062 0 -180 -31 ATGACAGATATAATAGCCTCAGGCAGAAAAGAACCACGTG

ATTCGGAGATAGAGGTGGCCCGTATATCCGTCTGCCGGC
CTTCCGCGACTTCAAGACACAGTCCAACCCTTTCATTCCA
GACAACTCGTTACTGGCGAGGAGTGGCCTAG

ATGACAGATATAATAGCCTCAGGCAGAAAAGAAC
CACGTGATTCGGAGATAGAGGTGGCCCGTATAT
CCGTCTGCCGGCCTTCCGCGACTTCAAGACACA
GTCCAACCCTTTCATTCCAGACAACTCGTTACTG
GCGAGGAGTGGCCTAG

MTDIIASGRKEPRDSEIEV
ARISVCRPSATSRHSPTL
SFQTTRYWRGVA*

MTDIIASGRKEPRDSEIE
VARISVCRPSATSRHSP
TLSFQTTRYWRGVA*

AAACGATAGA TCCAGACTTA 0  0 0 0 0 0

10781 4607 af AN4070.1 54.m06713 AO070342000059 0 -112 -71 ATGTTGATCAGAGCTTCTGTTATTGCTACGACTTGTCACTG
A

ATGTTGATCAGAGCTTCTGTTATTGCTACGACTTGT
CACTGA

MLIRASVIATTCH* MLIRASVIATTCH* GCTCCTTTGC AGAGCGATCA 0 S 0 0 0 0 0

10779 4607 an AN4070.1 54.m06713 AO070342000059 0 -154 -77 ATGCGATCTGATGCATCACCCTGCACCCGCTGGACGCGC
CCCGATAGGCTGGTTCCCGTTGGCAGTCTTCTAGTTTGA

ATGCGATCTGATGCATCACCCTGCACCCGCTGG
ACGCGCCCCGATAGGCTGGTTCCCGTTGGCAGT
CTTCTAGTTTGA

MRSDASPCTRWTRPDRL
VPVGSLLV*

MRSDASPCTRWTRPDR
LVPVGSLLV*

ATATGCTCTG GATCTGGAGT 0 S 0 0 0 0 0

10780 4607 an AN4070.1 54.m06713 AO070342000059 0 -144 -82 ATGCATCACCCTGCACCCGCTGGACGCGCCCCGATAGGC
TGGTTCCCGTTGGCAGTCTTCTAG

ATGCATCACCCTGCACCCGCTGGACGCGCCCCG
ATAGGCTGGTTCCCGTTGGCAGTCTTCTAG

MHHPAPAGRAPIGWFPL
AVF*

MHHPAPAGRAPIGWFP
LAVF*

ATGCGATCTG TTTGAGATCT 0 S 0 0 0 0 0

10782 4607 ao AN4070.1 54.m06713 AO070342000059 0 -73 -56 ATGTTTATCATTATCTGA ATGTTTATCATTATCTGA MFIII* MFIII* GGTTTTGGAA TGACCGGGTG 0 S 0 0 0 0 0
10786 4613 af AN1454.1 55.m02959 AO070302000024 0 -256 -74 ATGGCAGGCAAACGGACGGAGATACCTATACAAGAGGCT

TGTCAAGGCGAAGACCTTGTTCGCGAGTTTTTCCGGACCG
TCGGCCCTTTCTACGCTTATGTCATCCGCCAACCCGGCCT
TCCTTCTGCGTGGGGGACGGTGTACGGGATACGGAGTAT
CTGCGGAACGCGAAGCCGCATGTAA

ATGGCAGGCAAACGGACGGAGATACCTATACAAG
AGGCTTGTCAAGGCGAAGACCTTGTTCGCGAGTTT
TTCCGGACCGTCGGCCCTTTCTACGCTTATGTCAT
CCGCCAACCCGGCCTTCCTTCTGCGTGGGGGACG
GTGTACGGGATACGGAGTATCTGCGGAACGCGAA
GCCGCATGTAA

MAGKRTEIPIQEACQGED
LVREFFRTVGPFYAYVIR
QPGLPSAWGTVYGIRSIC
GTRSRM*

MAGKRTEIPIQEAC
QGEDLVREFFRTVG
PFYAYVIRQPGLPSA
WGTVYGIRSICGTR
SRM*

TCGACTGTCA ATAATGATAA 0 Z FG00428.1 MG04771.1 0 0 0

10787 4613 af AN1454.1 55.m02959 AO070302000024 0 -159 -70 ATGTCATCCGCCAACCCGGCCTTCCTTCTGCGTGGGGGA
CGGTGTACGGGATACGGAGTATCTGCGGAACGCGAAGCC
GCATGTAAATAA

ATGTCATCCGCCAACCCGGCCTTCCTTCTGCGTGG
GGGACGGTGTACGGGATACGGAGTATCTGCGGAA
CGCGAAGCCGCATGTAAATAA

MSSANPAFLLRGGRCTG
YGVSAEREAACK*

MSSANPAFLLRGGR
CTGYGVSAEREAAC
K*

TTCTACGCTT TGATAATCAA 0 Z FG00428.1 MG04771.1 0 0 0

10788 4613 af AN1454.1 55.m02959 AO070302000024 0 -70 -53 ATGATAATCAATTCGTAG ATGATAATCAATTCGTAG MIINS* MIINS* CATGTAAATA AGGGCCTGGA 0 Z FG00428.1 MG04771.1 0 0 0
10783 4613 an AN1454.1 55.m02959 AO070302000024 0 -190 -155 ATGGCAAGCCGGCAGAGGAGGTTCGGATGCTGGTGA ATGGCAAGCCGGCAGAGGAGGTTCGGATGCTG

GTGA
MASRQRRFGCW* MASRQRRFGCW* GTGATCGATA CCGAACAAGA 0 Z FG00428.1 MG04771.1 0 0 0

10784 4613 an AN1454.1 55.m02959 AO070302000024 0 -164 -39 ATGCTGGTGACCGAACAAGACGAAGTTCCTGTCGCGAGTT
TTTCCGGACCCGTCGGACCTGCGCTTATGTCATCCTCATC
CAGTCCACGCTTCCATTCACGCAGTGTATACTCCCCAAGT
AAATAA

ATGCTGGTGACCGAACAAGACGAAGTTCCTGTC
GCGAGTTTTTCCGGACCCGTCGGACCTGCGCTT
ATGTCATCCTCATCCAGTCCACGCTTCCATTCAC
GCAGTGTATACTCCCCAAGTAAATAA

MLVTEQDEVPVASFSGP
VGPALMSSSSSPRFHSR
SVYSPSK*

MLVTEQDEVPVASFSGP
VGPALMSSSSSPRFHS
RSVYSPSK*

GGAGGTTCGG TATTCCCAGG 0 Z FG00428.1 MG04771.1 0 0 0

10785 4613 an AN1454.1 55.m02959 AO070302000024 0 -98 -39 ATGTCATCCTCATCCAGTCCACGCTTCCATTCACGCAGTG
TATACTCCCCAAGTAAATAA

ATGTCATCCTCATCCAGTCCACGCTTCCATTCAC
GCAGTGTATACTCCCCAAGTAAATAA

MSSSSSPRFHSRSVYSP
SK*

MSSSSSPRFHSRSVYS
PSK*

ACCTGCGCTT TATTCCCAGG 0 Z FG00428.1 MG04771.1 0 0 0

10789 4613 ao AN1454.1 55.m02959 AO070302000024 0 -244 -227 ATGGCTGGCAATCGATAG ATGGCTGGCAATCGATAG MAGNR* MAGNR* TCAATTGGCA GATACTCAGA 0 Z FG00428.1 MG04771.1 0 0 0
10790 4613 ao AN1454.1 55.m02959 AO070302000024 0 -156 -106 ATGTCATCCGCCGACCCGGACTCTGGGCGCGGGACGGG

GAAGTCCAACTAA
ATGTCATCCGCCGACCCGGACTCTGGGCG
CGGGACGGGGAAGTCCAACTAA

MSSADPDSGRGTGKSN* MSSADPDSGRGTG
KSN*

GCCTGTGCTT CGCGCATAAC 0 Z FG00428.1 MG04771.1 0 0 0

10791 4618 af AN6171.1 72.m19002 AO070340000034 0 -232 -137 ATGTTAGACAAGCAACACTATACCCGAATAAGTATGATAAA
CCCGACCACTGGTTCAGATCACATGGCAGTTTGCACAGTT
TGCACCGCGTACTAA

ATGTTAGACAAGCAACACTATACCCGAATAAGTATG
ATAAACCCGACCACTGGTTCAGATCACATGGCAGT
TTGCACAGTTTGCACCGCGTACTAA

MLDKQHYTRISMINPTTG
SDHMAVCTVCTAY*

MLDKQHYTRISMINP
TTGSDHMAVCTVCT
AY*

AACAGCAACA ACCACCAGCA 0 A FG10219.1 0 NCU01008.1 0 0

10792 4618 af AN6171.1 72.m19002 AO070340000034 0 -199 -137 ATGATAAACCCGACCACTGGTTCAGATCACATGGCAGTTT
GCACAGTTTGCACCGCGTACTAA

ATGATAAACCCGACCACTGGTTCAGATCACATGGC
AGTTTGCACAGTTTGCACCGCGTACTAA

MINPTTGSDHMAVCTVC
TAY*

MINPTTGSDHMAVC
TVCTAY*

CCGAATAAGT ACCACCAGCA 0 A FG10219.1 0 NCU01008.1 0 0

10793 4618 af AN6171.1 72.m19002 AO070340000034 0 -169 -137 ATGGCAGTTTGCACAGTTTGCACCGCGTACTAA ATGGCAGTTTGCACAGTTTGCACCGCGTACTAA MAVCTVCTAY* MAVCTVCTAY* TTCAGATCAC ACCACCAGCA 0 A FG10219.1 0 NCU01008.1 0 0

10795 4621 an AN4234.1 54.m06782 AO070234000012 0 -202 -158 ATGTTTTGCTGGCACCGCCGCAGCACAGCAAGGAACCAG
GCCTAG

ATGTTTTGCTGGCACCGCCGCAGCACAGCAAGG
AACCAGGCCTAG

MFCWHRRSTARNQA* MFCWHRRSTARNQA* AAGACCGGCC TAAAGTTGTC 0 G 0 0 0 0 0

10796 4624 af AN0332.1 54.m06425 AO070318000008 0 -204 -109 ATGGCACTAGCATGGTTTGATATTAGTCATCCTAATGATTC
CTCATCCTTCTTCTCCCCTAGTGCCCTCCCTTCTCCTTGTG
TCCCAACTGTTTAA

ATGGCACTAGCATGGTTTGATATTAGTCATCCTAAT
GATTCCTCATCCTTCTTCTCCCCTAGTGCCCTCCCT
TCTCCTTGTGTCCCAACTGTTTAA

MALAWFDISHPNDSSSFF
SPSALPSPCVPTV*

MALAWFDISHPNDS
SSFFSPSALPSPCV
PTV*

GTCACTCTAT CAAGACAAAG 0 R 0 0 0 0 0

10797 4624 af AN0332.1 54.m06425 AO070318000008 0 -170 -72 ATGATTCCTCATCCTTCTTCTCCCCTAGTGCCCTCCCTTCT
CCTTGTGTCCCAACTGTTTAACAAGACAAAGTCACCGGCA
AGGCTATTAAACAACTAA

ATGATTCCTCATCCTTCTTCTCCCCTAGTGCCCTCC
CTTCTCCTTGTGTCCCAACTGTTTAACAAGACAAAG
TCACCGGCAAGGCTATTAAACAACTAA

MIPHPSSPLVPSLLLVSQL
FNKTKSPARLLNN*

MIPHPSSPLVPSLLL
VSQLFNKTKSPARL
LNN*

AGTCATCCTA AACAAATCTA 0 R 0 0 0 0 0

10798 4625 an AN7680.1 57.m05457 AO070325000070 0 -234 -169 ATGTCTATCTACTTTGCCAGTATTTCAAACGCTAAAAGGGC
TCCGATCAACAATTTTTTGCAATAA

ATGTCTATCTACTTTGCCAGTATTTCAAACGCTAA
AAGGGCTCCGATCAACAATTTTTTGCAATAA

MSIYFASISNAKRAPINNF
LQ*

MSIYFASISNAKRAPINN
FLQ*

ACCTTTGCAA AGTCTACGTA 0 Z 0 0 0 0 0

10799 4625 an AN7680.1 57.m05457 AO070325000070 0 -118 -17 ATGTATAACCAGGTGGACCGTGCGAGACACGGGGAAAGC
TGTCCTCCCGCCCTACTTACCTGTACAGCACAAACTCACT
CTTTCCCCTCACGAACTCCCTAA

ATGTATAACCAGGTGGACCGTGCGAGACACGGG
GAAAGCTGTCCTCCCGCCCTACTTACCTGTACAG
CACAAACTCACTCTTTCCCCTCACGAACTCCCTA
A

MYNQVDRARHGESCPP
ALLTCTAQTHSFPSRTP*

MYNQVDRARHGESCPP
ALLTCTAQTHSFPSRTP*

TGATCGTCTC TTTCATTGCT 0 Z 0 0 0 0 0

10802 4629 af AN4530.1 57.m05596 AO070321000140 0 -174 -121 ATGATTTGTGAAGGCAACAGTGTCTCTTCCTCCATTGGCTT
GATTGAGTGTTAA

ATGATTTGTGAAGGCAACAGTGTCTCTTCCTCCATT
GGCTTGATTGAGTGTTAA

MICEGNSVSSSIGLIEC* MICEGNSVSSSIGLI
EC*

GGTTTTCTTC GCACCTCCTT 0 J 0 0 0 0 0

10803 4638 af AN1467.1 55.m02969 AO070306000090 0 -243 -229 ATGGACAAAGCGTAG ATGGACAAAGCGTAG MDKA* MDKA* CTCCAATTGC AGGACTTCAT 0 T 0 MG00166.1 NCU00958.1 0 0

10807 4639 af AN1025.1 70.m15210 AO070312000120 0 -157 -131 ATGCTCCAGCCGCGCTTGACCACTTGA ATGCTCCAGCCGCGCTTGACCACTTGA MLQPRLTT* MLQPRLTT* TTCGTTCCGG TTGTTTACGT 0 T 0 0 0 0 0
10806 4639 an AN1025.1 70.m15210 AO070312000120 0 -138 -97 ATGAATAATAGCCTTGGCTTGACCGACCATTTCGCGCTCT

GA
ATGAATAATAGCCTTGGCTTGACCGACCATTTCG
CGCTCTGA

MNNSLGLTDHFAL* MNNSLGLTDHFAL* TAAACCATCG ACCTGTACTG 0 T 0 0 0 0 0

10808 4639 ao AN1025.1 70.m15210 AO070312000120 0 -173 -63 ATGCAAAACCTGGTCTTACTACCTCACCCCTGTGTCGCCA
AAGCATTTGATAGCAACACCGCGGGCGCACCCCGAGCGT
CGTCGTCATTGACAATTTTGGTACCTTGGTGA

ATGCAAAACCTGGTCTTACTACCTCACCCCT
GTGTCGCCAAAGCATTTGATAGCAACACCG
CGGGCGCACCCCGAGCGTCGTCGTCATTG
ACAATTTTGGTACCTTGGTGA

MQNLVLLPHPCVAKAFD
SNTAGAPRASSSLTILVP
W*

MQNLVLLPHPCVAK
AFDSNTAGAPRASS
SLTILVPW*

TTGCTGTCGG ACCTTTCGCG 0 T 0 0 0 0 0
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10810 4647 af AN8884.1 56.m02296 AO070293000016 0 -270 -76 ATGATCGATTGTCCTCTCCAATCTATAAGTTCCTCCTTCGC
ATACGCTTCAAATCTGAGTTTCTCCCTCGGATCGTCCTCAA
TTGATTTTTTTTTGTTTTTCATTTCTCATCTTTCATTGCTTTT
CTACAAATTTTTTCTTCTTTTACCCTACCAGGCTTTCTCTCT
TGTTCGGTTGTATCGAAGCTTATTATAG

ATGATCGATTGTCCTCTCCAATCTATAAGTTCCTCC
TTCGCATACGCTTCAAATCTGAGTTTCTCCCTCGGA
TCGTCCTCAATTGATTTTTTTTTGTTTTTCATTTCTCA
TCTTTCATTGCTTTTCTACAAATTTTTTCTTCTTTTAC
CCTACCAGGCTTTCTCTCTTGTTCGGTTGTATCGAA
GCTTATTATAG

MIDCPLQSISSSFAYASNL
SFSLGSSSIDFFLFFISHL
SLLFYKFFLLLPYQAFSLV
RLYRSLL*

MIDCPLQSISSSFAY
ASNLSFSLGSSSIDF
FLFFISHLSLLFYKFF
LLLPYQAFSLVRLYR
SLL*

TCATGATCTC TCATCATCCC 0  0 0 0 0 0

10815 4651 af AN2591.1 58.m08876 AO070245000015 0 -191 -168 ATGGTAGAAGCAAGAAGTTGCTGA ATGGTAGAAGCAAGAAGTTGCTGA MVEARSC* MVEARSC* TTTTGGAGAC ACATATTACA 0 G 0 0 0 0 0
10813 4651 an AN2591.1 58.m08876 AO070245000015 0 -178 -113 ATGCAACCCTGGACAGTTGGAGTCCGAGGGATGACTGAT

AGCAACCCCGCACTCCAGACTGATTGA
ATGCAACCCTGGACAGTTGGAGTCCGAGGGATG
ACTGATAGCAACCCCGCACTCCAGACTGATTGA

MQPWTVGVRGMTDSNP
ALQTD*

MQPWTVGVRGMTDSN
PALQTD*

GAATACTCGG ATAATTCGCT 0 G 0 0 0 0 0

10814 4651 an AN2591.1 58.m08876 AO070245000015 0 -148 -113 ATGACTGATAGCAACCCCGCACTCCAGACTGATTGA ATGACTGATAGCAACCCCGCACTCCAGACTGATT
GA

MTDSNPALQTD* MTDSNPALQTD* AGTCCGAGGG ATAATTCGCT 0 G 0 0 0 0 0

10816 4651 ao AN2591.1 58.m08876 AO070245000015 0 -166 -134 ATGTCTGTAGAATGGAAGCCACGCTGGCAATGA ATGTCTGTAGAATGGAAGCCACGCTGGCAA
TGA

MSVEWKPRWQ* MSVEWKPRWQ* TGTCCCATGA GTGTACTTGG 0 G 0 0 0 0 0

10817 4651 ao AN2591.1 58.m08876 AO070245000015 0 -105 -91 ATGTGCGCGGGGTAA ATGTGCGCGGGGTAA MCAG* MCAG* AGGGCCGATC GTTACATCTC 0 G 0 0 0 0 0
10822 4652 af AN7524.1 69.m15112 AO070258000032 0 -141 -127 ATGGGATACAGTTGA ATGGGATACAGTTGA MGYS* MGYS* ACTACATAAC TCTCATCAGA 0 V 0 0 0 0 0
10818 4652 an AN7524.1 69.m15112 AO070258000032 0 -238 -35 ATGACATTCCCTTCTAGTTACTCCGTTCGCAGCTCCATAAA

ACGACCATGTCGTCGTTCTCATTCATCGCCCATTCCTTTCG
ATGACGAACGGTCCTGGCTACCGGCTAACTCCACTGTTCC
AGCTTCGCCCATGATCGTCCTGTGTCTATACCATTCCCCT
GAACGACTCTTCGCACTCCCATCTCCCCCCTTCCAACCCT
GA

ATGACATTCCCTTCTAGTTACTCCGTTCGCAGCT
CCATAAAACGACCATGTCGTCGTTCTCATTCATC
GCCCATTCCTTTCGATGACGAACGGTCCTGGCTA
CCGGCTAACTCCACTGTTCCAGCTTCGCCCATGA
TCGTCCTGTGTCTATACCATTCCCCTGAACGACT
CTTCGCACTCCCATCTCCCCCCTTCCAACCCTGA

MTFPSSYSVRSSIKRPCR
RSHSSPIPFDDERSWLPA
NSTVPASPMIVLCLYHSP
ERLFALPSPPFQP*

MTFPSSYSVRSSIKRPC
RRSHSSPIPFDDERSWL
PANSTVPASPMIVLCLY
HSPERLFALPSPPFQP*

TCAGTTCCCT ACTAGTGCCC 0 V 0 0 0 0 0

10819 4652 an AN7524.1 69.m15112 AO070258000032 0 -191 -153 ATGTCGTCGTTCTCATTCATCGCCCATTCCTTTCGATGA ATGTCGTCGTTCTCATTCATCGCCCATTCCTTTCG
ATGA

MSSFSFIAHSFR* MSSFSFIAHSFR* TAAAACGACC CGAACGGTCC 0 V 0 0 0 0 0

10820 4652 an AN7524.1 69.m15112 AO070258000032 0 -156 -103 ATGACGAACGGTCCTGGCTACCGGCTAACTCCACTGTTCC
AGCTTCGCCCATGA

ATGACGAACGGTCCTGGCTACCGGCTAACTCCA
CTGTTCCAGCTTCGCCCATGA

MTNGPGYRLTPLFQLRP* MTNGPGYRLTPLFQLRP
*

ATTCCTTTCG TCGTCCTGTG 0 V 0 0 0 0 0

10821 4652 an AN7524.1 69.m15112 AO070258000032 0 -106 -35 ATGATCGTCCTGTGTCTATACCATTCCCCTGAACGACTCTT
CGCACTCCCATCTCCCCCCTTCCAACCCTGA

ATGATCGTCCTGTGTCTATACCATTCCCCTGAAC
GACTCTTCGCACTCCCATCTCCCCCCTTCCAACC
CTGA

MIVLCLYHSPERLFALPS
PPFQP*

MIVLCLYHSPERLFALPS
PPFQP*

AGCTTCGCCC ACTAGTGCCC 0 V 0 0 0 0 0

10824 4660 af AN3029.1 59.m08990 AO070337000071 0 -178 -161 ATGCCGGTCTCGTTTTAA ATGCCGGTCTCGTTTTAA MPVSF* MPVSF* GGGAAACGTG GTGTTGCACC 0 U 0 0 0 0 0
10823 4660 an AN3029.1 59.m08990 AO070337000071 0 -208 -197 ATGACAGAATAA ATGACAGAATAA MTE* MTE* CGGGGATATA TTAGCTAGGC 0 U 0 0 0 0 0
10825 4660 ao AN3029.1 59.m08990 AO070337000071 0 -178 -167 ATGACGCTTTAA ATGACGCTTTAA MTL* MTL* GCCTTTGGGG TTCTACCCTA 0 U 0 0 0 0 0
10830 4661 af AN6707.1 65.m07278 AO070339000137 0 -258 -193 ATGATGGGCGCATCCCATCGGTATAAGGTGCCTGAAGAA

GCTATAATTGCATATTTAAATAATTAA
ATGATGGGCGCATCCCATCGGTATAAGGTGCCTGA
AGAAGCTATAATTGCATATTTAAATAATTAA

MMGASHRYKVPEEAIIAY
LNN*

MMGASHRYKVPEE
AIIAYLNN*

GTTCGGGCAG ATATTATATG 0 KL 0 0 0 0 0

10831 4661 af AN6707.1 65.m07278 AO070339000137 0 -255 -193 ATGGGCGCATCCCATCGGTATAAGGTGCCTGAAGAAGCT
ATAATTGCATATTTAAATAATTAA

ATGGGCGCATCCCATCGGTATAAGGTGCCTGAAG
AAGCTATAATTGCATATTTAAATAATTAA

MGASHRYKVPEEAIIAYL
NN*

MGASHRYKVPEEAII
AYLNN*

CGGGCAGATG ATATTATATG 0 KL 0 0 0 0 0

10832 4661 af AN6707.1 65.m07278 AO070339000137 0 -153 -82 ATGTTACGTAGTGGTACTTATCAGCTTGGAAGATTTCTGAT
AAGAGAAATGTTTGAACTGTTTGCCTCGTAG

ATGTTACGTAGTGGTACTTATCAGCTTGGAAGATTT
CTGATAAGAGAAATGTTTGAACTGTTTGCCTCGTAG

MLRSGTYQLGRFLIREMF
ELFAS*

MLRSGTYQLGRFLI
REMFELFAS*

CCCGAAAAAA ATAGCATAAT 0 KL 0 0 0 0 0

10833 4661 af AN6707.1 65.m07278 AO070339000137 0 -105 -82 ATGTTTGAACTGTTTGCCTCGTAG ATGTTTGAACTGTTTGCCTCGTAG MFELFAS* MFELFAS* GATAAGAGAA ATAGCATAAT 0 KL 0 0 0 0 0
10826 4661 an AN6707.1 65.m07278 AO070339000137 0 -214 -161 ATGGGTTTTGGCAGGCAGGATTCTTCATGGCCTACCAGTT

GGGATGAAATCTAA
ATGGGTTTTGGCAGGCAGGATTCTTCATGGCCTA
CCAGTTGGGATGAAATCTAA

MGFGRQDSSWPTSWDE
I*

MGFGRQDSSWPTSWD
EI*

CGGCGTAGAC ATCGATAAGA 0 KL 0 0 0 0 0

10827 4661 an AN6707.1 65.m07278 AO070339000137 0 -188 -168 ATGGCCTACCAGTTGGGATGA ATGGCCTACCAGTTGGGATGA MAYQLG* MAYQLG* AGGATTCTTC AATCTAAATC 0 KL 0 0 0 0 0
10828 4661 an AN6707.1 65.m07278 AO070339000137 0 -171 -109 ATGAAATCTAAATCGATAAGACGCCTTGAGAGCGTGCCAC

AAGGGAGGAAGTGTAGACCGTAG
ATGAAATCTAAATCGATAAGACGCCTTGAGAGCG
TGCCACAAGGGAGGAAGTGTAGACCGTAG

MKSKSIRRLESVPQGRK
CRP*

MKSKSIRRLESVPQGRK
CRP*

ACCAGTTGGG ATGAAAAAGT 0 KL 0 0 0 0 0

10829 4661 an AN6707.1 65.m07278 AO070339000137 0 -108 -28 ATGAAAAAGTTGGTTATCGGGCCTGATAAGGCCGTCCGTG
TTTGCACTGTTTGGGCTCCTTATCGCCGTGACATTCTCTGA

ATGAAAAAGTTGGTTATCGGGCCTGATAAGGCCG
TCCGTGTTTGCACTGTTTGGGCTCCTTATCGCCG
TGACATTCTCTGA

MKKLVIGPDKAVRVCTV
WAPYRRDIL*

MKKLVIGPDKAVRVCTV
WAPYRRDIL*

TAGACCGTAG AGAACTTCCT 0 KL 0 0 0 0 0

10835 4661 ao AN6707.1 65.m07278 AO070339000137 0 -245 -198 ATGGACTCTGGAAAAATGGCGGAAACATGCCCGGCATCG
ACCGACTAA

ATGGACTCTGGAAAAATGGCGGAAACATGC
CCGGCATCGACCGACTAA

MDSGKMAETCPASTD* MDSGKMAETCPAS
TD*

CACCATTGAC TTAAACATCG 0 KL 0 0 0 0 0

10836 4661 ao AN6707.1 65.m07278 AO070339000137 0 -230 -198 ATGGCGGAAACATGCCCGGCATCGACCGACTAA ATGGCGGAAACATGCCCGGCATCGACCGA
CTAA

MAETCPASTD* MAETCPASTD* CTCTGGAAAA TTAAACATCG 0 KL 0 0 0 0 0

10837 4661 ao AN6707.1 65.m07278 AO070339000137 0 -219 -118 ATGCCCGGCATCGACCGACTAATTAAACATCGTATAAGGC
AGGAGTCGAGAACCTCTGGAAAAAGCAGGGAGAAGAATG
CGACACTTCGAGGGGATCCGTAG

ATGCCCGGCATCGACCGACTAATTAAACAT
CGTATAAGGCAGGAGTCGAGAACCTCTGGA
AAAAGCAGGGAGAAGAATGCGACACTTCGA
GGGGATCCGTAG

MPGIDRLIKHRIRQESRTS
GKSREKNATLRGDP*

MPGIDRLIKHRIRQE
SRTSGKSREKNATL
RGDP*

TGGCGGAAAC AAATATTTCT 0 KL 0 0 0 0 0

10838 4661 ao AN6707.1 65.m07278 AO070339000137 0 -143 -99 ATGCGACACTTCGAGGGGATCCGTAGAAATATTTCTATCA
GATAA

ATGCGACACTTCGAGGGGATCCGTAGAAAT
ATTTCTATCAGATAA

MRHFEGIRRNISIR* MRHFEGIRRNISIR* AGGGAGAAGA GAAGGGTGTT 0 KL 0 0 0 0 0

10839 4662 ao AN5199.1 69.m14898 AO070237000029 0 -241 -221 ATGACCCTAGATAGTAGATAA ATGACCCTAGATAGTAGATAA MTLDSR* MTLDSR* GGTGCGCTTA ACTAAGCCGG 0 O 0 0 0 0 0
10840 4664 an AN6323.1 72.m19441 AO070304000044 0 -196 -32 ATGGTCGTGATCTATAGCCTGAGGTATACGTCAGGCACCA

GATTTGAGGCCTTATTTCTGAGGCAGCAACAAACCCGGGA
GAGTTCCCCTGGCGCGGTCAATAACAACATTCCAAACACA
ACGGCCGTCCCCGCCTCTCCTTACAGCCTGGAGTTCTCCT
TCTGA

ATGGTCGTGATCTATAGCCTGAGGTATACGTCAG
GCACCAGATTTGAGGCCTTATTTCTGAGGCAGCA
ACAAACCCGGGAGAGTTCCCCTGGCGCGGTCAA
TAACAACATTCCAAACACAACGGCCGTCCCCGCC
TCTCCTTACAGCCTGGAGTTCTCCTTCTGA

MVVIYSLRYTSGTRFEAL
FLRQQQTRESSPGAVNN
NIPNTTAVPASPYSLEFSF
*

MVVIYSLRYTSGTRFEAL
FLRQQQTRESSPGAVN
NNIPNTTAVPASPYSLEF
SF*

GAGGTAAGTC GTCATTGCAG 0 DZ 0 0 0 0 0

10841 4664 ao AN6323.1 72.m19441 AO070304000044 0 -166 -122 ATGCCTCAGGCTACCAAGAATCCTTCCGCGCGGATCGCG
TCCTGA

ATGCCTCAGGCTACCAAGAATCCTTCCGCG
CGGATCGCGTCCTGA

MPQATKNPSARIAS* MPQATKNPSARIAS* AGATTATCTG GGCTCCGAAC 0 DZ 0 0 0 0 0

10842 4665 ao AN5870.1 72.m19264 AO070308000136 0 -236 -138 ATGCGGCCCCTCAGGCCAATCAGATTTGTCTCAGGCCTTC
TTCCTCCTGGGACTAGTCTAGTGCTTTGCTCTCTGTTCCAT
GAGTTACTTCAACGCTGA

ATGCGGCCCCTCAGGCCAATCAGATTTGTC
TCAGGCCTTCTTCCTCCTGGGACTAGTCTA
GTGCTTTGCTCTCTGTTCCATGAGTTACTTC
AACGCTGA

MRPLRPIRFVSGLLPPGT
SLVLCSLFHELLQR*

MRPLRPIRFVSGLLP
PGTSLVLCSLFHELL
QR*

GGGAAACTTT CTTCTTCGTC 0  0 0 0 0 0

10843 4665 ao AN5870.1 72.m19264 AO070308000136 0 -157 -59 ATGAGTTACTTCAACGCTGACTTCTTCGTCGCTCCACTGC
CCCGGCCGAAAGCTATCTCGGTTTTCACTATATCATTCCT
GTGGGCCCTGATTTTCTGA

ATGAGTTACTTCAACGCTGACTTCTTCGTCG
CTCCACTGCCCCGGCCGAAAGCTATCTCGG
TTTTCACTATATCATTCCTGTGGGCCCTGAT
TTTCTGA

MSYFNADFFVAPLPRPKA
ISVFTISFLWALIF*

MSYFNADFFVAPLP
RPKAISVFTISFLWA
LIF*

TCTCTGTTCC AGATTCAACA 0  0 0 0 0 0

10844 4669 an AN4873.1 59.m08769 AO070338000087 0 -110 -57 ATGCGACCTGCATATACTGATCTGTATGGTCTCTCCCAGT
CCTGCAATAAGTGA

ATGCGACCTGCATATACTGATCTGTATGGTCTCT
CCCAGTCCTGCAATAAGTGA

MRPAYTDLYGLSQSCNK* MRPAYTDLYGLSQSCN
K*

TACCTTGTCT TCTGTCCAAC 0 R 0 0 0 0 0

10845 4669 ao AN4873.1 59.m08769 AO070338000087 0 -110 -63 ATGGTTTTATGCAACATGCGCAAAGCTTTCCGGAGTACTTA
CATATAG

ATGGTTTTATGCAACATGCGCAAAGCTTTCC
GGAGTACTTACATATAG

MVLCNMRKAFRSTYI* MVLCNMRKAFRSTY
I*

TGCGTGAGGT AATTAGATCT 0 R 0 0 0 0 0

10846 4669 ao AN4873.1 59.m08769 AO070338000087 0 -95 -63 ATGCGCAAAGCTTTCCGGAGTACTTACATATAG ATGCGCAAAGCTTTCCGGAGTACTTACATAT
AG

MRKAFRSTYI* MRKAFRSTYI* TTTATGCAAC AATTAGATCT 0 R 0 0 0 0 0

10847 4670 af AN5952.1 72.m19168 AO070340000305 0 -226 -188 ATGGATTACGTTAACACCATTGGTCAGCCGTGTCAGTAA ATGGATTACGTTAACACCATTGGTCAGCCGTGTCA
GTAA

MDYVNTIGQPCQ* MDYVNTIGQPCQ* CCGCTCAGCC GCAACGGCAG 0 E 0 0 0 0 0

10848 4670 af AN5952.1 72.m19168 AO070340000305 0 -148 -137 ATGGAGGGGTGA ATGGAGGGGTGA MEG* MEG* GATTGTCGTC CAACCCTGGG 0 E 0 0 0 0 0
10849 4670 af AN5952.1 72.m19168 AO070340000305 0 -114 -103 ATGCTGCCATGA ATGCTGCCATGA MLP* MLP* GCAACGGACA AGTGCCTAGC 0 E 0 0 0 0 0
10850 4670 af AN5952.1 72.m19168 AO070340000305 0 -106 -77 ATGAAGTGCCTAGCCCTTTCACGAGACTGA ATGAAGTGCCTAGCCCTTTCACGAGACTGA MKCLALSRD* MKCLALSRD* CAATGCTGCC CGGTGCCTTG 0 E 0 0 0 0 0
10851 4672 an AN4332.1 58.m07986 AO070240000011 0 -104 -84 ATGTCCCGGTCGTTGGGTTGA ATGTCCCGGTCGTTGGGTTGA MSRSLG* MSRSLG* CGTACGCTGA TCCGCACCGG 0 U 0 0 0 0 0
10854 4674 af AN0560.1 69.m15287 AO070272000037 0 -258 -238 ATGGCAAGGTATTCCCTTTGA ATGGCAAGGTATTCCCTTTGA MARYSL* MARYSL* CAACAAGGGG CGACTGGAAG 0 U FG09816.1 0 0 0 0
10855 4674 af AN0560.1 69.m15287 AO070272000037 0 -89 -39 ATGTTGCAATGCTTGCGCTTTCTTCAGCTTTTTGATAGCCT

AATCATCTAA
ATGTTGCAATGCTTGCGCTTTCTTCAGCTTTTTGAT
AGCCTAATCATCTAA

MLQCLRFLQLFDSLII* MLQCLRFLQLFDSLI
I*

TTAGCTCGTC TCGATCTGAC 0 U FG09816.1 0 0 0 0

10856 4674 af AN0560.1 69.m15287 AO070272000037 0 -81 -55 ATGCTTGCGCTTTCTTCAGCTTTTTGA ATGCTTGCGCTTTCTTCAGCTTTTTGA MLALSSAF* MLALSSAF* TCATGTTGCA TAGCCTAATC 0 U FG09816.1 0 0 0 0
10852 4674 an AN0560.1 69.m15287 AO070272000037 0 -201 -145 ATGCGGACTTCGAAGCTCGTCGGCACCTTGACGGAAGCT

GCGATGGGACAATTTTGA
ATGCGGACTTCGAAGCTCGTCGGCACCTTGACG
GAAGCTGCGATGGGACAATTTTGA

MRTSKLVGTLTEAAMGQ
F*

MRTSKLVGTLTEAAMG
QF*

GCTGCGTTGG ACTGACTGAG 0 U FG09816.1 0 0 0 0

10853 4674 an AN0560.1 69.m15287 AO070272000037 0 -159 -145 ATGGGACAATTTTGA ATGGGACAATTTTGA MGQF* MGQF* GGAAGCTGCG ACTGACTGAG 0 U FG09816.1 0 0 0 0
10857 4674 ao AN0560.1 69.m15287 AO070272000037 0 -200 -162 ATGTTTATTTGGTCTATGGGGACGAGACTGGGGAAGTGA ATGTTTATTTGGTCTATGGGGACGAGACTG

GGGAAGTGA
MFIWSMGTRLGK* MFIWSMGTRLGK* GGGGAAAGGG CGCTTTTCTC 0 U FG09816.1 0 0 0 0

10858 4674 ao AN0560.1 69.m15287 AO070272000037 0 -185 -162 ATGGGGACGAGACTGGGGAAGTGA ATGGGGACGAGACTGGGGAAGTGA MGTRLGK* MGTRLGK* TATTTGGTCT CGCTTTTCTC 0 U FG09816.1 0 0 0 0
10860 4676 an AN1094.1 70.m15137 AO070285000053 0 -164 -102 ATGCTGGCAGGGAAAACCTTGATTTTTGATTTTTTTTTAATT

ATTTTCATCCTTGAATTGTGA
ATGCTGGCAGGGAAAACCTTGATTTTTGATTTTTT
TTTAATTATTTTCATCCTTGAATTGTGA

MLAGKTLIFDFFLIIFILEL* MLAGKTLIFDFFLIIFILEL
*

GCCTCTATCA ATCATCAAAC 0 C 0 0 0 0 0

10861 4677 af AN3135.1 59.m08590 AO070303000009 0 -229 -203 ATGGTCGCCTCATCTCATTCGCTTTGA ATGGTCGCCTCATCTCATTCGCTTTGA MVASSHSL* MVASSHSL* CTCAACTTTA CGTACAAAGA 0 S 0 0 0 0 0
10866 4678 af AN8700.1 62.m03368 AO070315000128 0 -198 -31 ATGATTGAACTTTGTTATTCTGCTGGACTACTGACGCGTAT

AAGAAGCGCAGACTTGCTGGCTGATCGACATGACTATTTC
CCTGTTTCCCTCTCAATAGTGCCAGGTCATTGCTTTCTGC
GGCATTGGGCCAATCTATGGTTTCTTTTTCTCGTTTCTGTC
CTATAA

ATGATTGAACTTTGTTATTCTGCTGGACTACTGACG
CGTATAAGAAGCGCAGACTTGCTGGCTGATCGACA
TGACTATTTCCCTGTTTCCCTCTCAATAGTGCCAGG
TCATTGCTTTCTGCGGCATTGGGCCAATCTATGGTT
TCTTTTTCTCGTTTCTGTCCTATAA

MIELCYSAGLLTRIRSADL
LADRHDYFPVSLSIVPGH
CFLRHWANLWFLFLVSV
L*

MIELCYSAGLLTRIR
SADLLADRHDYFPV
SLSIVPGHCFLRHW
ANLWFLFLVSVL*

AGCTTGGTTT TCGAGCCACT 0 GEPR 0 0 0 0 0

10867 4678 af AN8700.1 62.m03368 AO070315000128 0 -128 -99 ATGACTATTTCCCTGTTTCCCTCTCAATAG ATGACTATTTCCCTGTTTCCCTCTCAATAG MTISLFPSQ* MTISLFPSQ* GCTGATCGAC TGCCAGGTCA 0 GEPR 0 0 0 0 0
10862 4678 an AN8700.1 62.m03368 AO070315000128 0 -163 -44 ATGGCTGGTTTGTGCTTTATAAAGTCTTGCAAGACCCGCA

ATGTTAAGATGCCCATGCTTATTCGAAGCTTGGGTATTTCT
TACCTACTGCACCAGTCTCCACATATTTTATTACATTGA

ATGGCTGGTTTGTGCTTTATAAAGTCTTGCAAGA
CCCGCAATGTTAAGATGCCCATGCTTATTCGAAG
CTTGGGTATTTCTTACCTACTGCACCAGTCTCCA
CATATTTTATTACATTGA

MAGLCFIKSCKTRNVKMP
MLIRSLGISYLLHQSPHILL
H*

MAGLCFIKSCKTRNVKM
PMLIRSLGISYLLHQSPHI
LLH*

GAGGGGCTAG CCTTAATCCG 0 GEPR 0 0 0 0 0

10863 4678 an AN8700.1 62.m03368 AO070315000128 0 -123 -16 ATGTTAAGATGCCCATGCTTATTCGAAGCTTGGGTATTTCT
TACCTACTGCACCAGTCTCCACATATTTTATTACATTGACC
TTAATCCGTTCACCTTTTCTACTTGA

ATGTTAAGATGCCCATGCTTATTCGAAGCTTGGG
TATTTCTTACCTACTGCACCAGTCTCCACATATTT
TATTACATTGACCTTAATCCGTTCACCTTTTCTACT
TGA

MLRCPCLFEAWVFLTYC
TSLHIFYYIDLNPFTFST*

MLRCPCLFEAWVFLTYC
TSLHIFYYIDLNPFTFST*

AAGACCCGCA TTGATAACCG 0 GEPR 0 0 0 0 0

10864 4678 an AN8700.1 62.m03368 AO070315000128 0 -115 -44 ATGCCCATGCTTATTCGAAGCTTGGGTATTTCTTACCTACT
GCACCAGTCTCCACATATTTTATTACATTGA

ATGCCCATGCTTATTCGAAGCTTGGGTATTTCTTA
CCTACTGCACCAGTCTCCACATATTTTATTACATT
GA

MPMLIRSLGISYLLHQSP
HILLH*

MPMLIRSLGISYLLHQSP
HILLH*

CAATGTTAAG CCTTAATCCG 0 GEPR 0 0 0 0 0

10865 4678 an AN8700.1 62.m03368 AO070315000128 0 -109 -44 ATGCTTATTCGAAGCTTGGGTATTTCTTACCTACTGCACCA
GTCTCCACATATTTTATTACATTGA

ATGCTTATTCGAAGCTTGGGTATTTCTTACCTACT
GCACCAGTCTCCACATATTTTATTACATTGA

MLIRSLGISYLLHQSPHILL
H*

MLIRSLGISYLLHQSPHIL
LH*

TAAGATGCCC CCTTAATCCG 0 GEPR 0 0 0 0 0
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10868 4678 ao AN8700.1 62.m03368 AO070315000128 0 -252 -97 ATGCTTATTGCGGAAGGCAACACTTTTACTTATAATCCGGG
GATTATAAGATGCAGGCTTGAGCTTAGAGAAAGCTTGTTAT
ACGTACTTAATCTACCCTACATTTGCTTGACTTCTTACTATT
GCCTTGACCCCAAACGTGAGGCATACAACTGA

ATGCTTATTGCGGAAGGCAACACTTTTACTT
ATAATCCGGGGATTATAAGATGCAGGCTTG
AGCTTAGAGAAAGCTTGTTATACGTACTTAA
TCTACCCTACATTTGCTTGACTTCTTACTATT
GCCTTGACCCCAAACGTGAGGCATACAACT
GA

MLIAEGNTFTYNPGIIRCR
LELRESLLYVLNLPYICLT
SYYCLDPKREAYN*

MLIAEGNTFTYNPGII
RCRLELRESLLYVL
NLPYICLTSYYCLDP
KREAYN*

TCGTCGATCC TGACCTTATG 0 GEPR 0 0 0 0 0

10869 4678 ao AN8700.1 62.m03368 AO070315000128 0 -202 -191 ATGCAGGCTTGA ATGCAGGCTTGA MQA* MQA* GGATTATAAG GCTTAGAGAA 0 GEPR 0 0 0 0 0
10870 4678 ao AN8700.1 62.m03368 AO070315000128 0 -97 -35 ATGACCTTATGTGTCTGCTGCAGAATTGCGCGGATTGAAC

TTCTAACTCGAATATATCCCTAA
ATGACCTTATGTGTCTGCTGCAGAATTGCGC
GGATTGAACTTCTAACTCGAATATATCCCTA
A

MTLCVCCRIARIELLTRIY
P*

MTLCVCCRIARIELL
TRIYP*

CATACAACTG TTCCTACTTT 0 GEPR 0 0 0 0 0

10871 4678 ao AN8700.1 62.m03368 AO070315000128 0 -89 -60 ATGTGTCTGCTGCAGAATTGCGCGGATTGA ATGTGTCTGCTGCAGAATTGCGCGGATTGA MCLLQNCAD* MCLLQNCAD* TGATGACCTT ACTTCTAACT 0 GEPR 0 0 0 0 0

10877 4679 af AN1563.1 55.m03084 AO070339000290 0 -292 -221 ATGAGGATAACCTCGGTTAGCGGCGTCCAATTAGTAATTC
AAGAGTGGGGATTTCTGGATAAGGCCCGATAA

ATGAGGATAACCTCGGTTAGCGGCGTCCAATTAGT
AATTCAAGAGTGGGGATTTCTGGATAAGGCCCGAT
AA

MRITSVSGVQLVIQEWGF
LDKAR*

MRITSVSGVQLVIQE
WGFLDKAR*

TCACTGTCAT GGAAATTCCC 0 HE FG02203.1 MG05506.1 0 0 0

10878 4679 af AN1563.1 55.m03084 AO070339000290 0 -206 -12 ATGGTCCATGGCGATTCTATCATCTCCTTCGCGATATTTGC
AATTATTGGCGACAATTGCTCATCTGGACATTCTGAGCCA
GGCAATCTGGGTCGGTATTACTGCGTCCAAAATCCCCTCT
CATACCTGGTCGTTTCTGGGTGGTCGACTGTCCTCTTTCT
AATCTCTTTCAGCGTTTGGGGTGTCGAGTGTTGA

ATGGTCCATGGCGATTCTATCATCTCCTTCGCGATA
TTTGCAATTATTGGCGACAATTGCTCATCTGGACAT
TCTGAGCCAGGCAATCTGGGTCGGTATTACTGCGT
CCAAAATCCCCTCTCATACCTGGTCGTTTCTGGGT
GGTCGACTGTCCTCTTTCTAATCTCTTTCAGCGTTT
GGGGTGTCGAGTGTTGA

MVHGDSIISFAIFAIIGDNC
SSGHSEPGNLGRYYCVQ
NPLSYLVVSGWSTVLFLI
SFSVWGVEC*

MVHGDSIISFAIFAII
GDNCSSGHSEPGN
LGRYYCVQNPLSYL
VVSGWSTVLFLISFS
VWGVEC*

ATTCCCCATA CAACGGGAAA 0 HE FG02203.1 MG05506.1 0 0 0

10879 4679 af AN1563.1 55.m03084 AO070339000290 0 -199 -44 ATGGCGATTCTATCATCTCCTTCGCGATATTTGCAATTATT
GGCGACAATTGCTCATCTGGACATTCTGAGCCAGGCAATC
TGGGTCGGTATTACTGCGTCCAAAATCCCCTCTCATACCT
GGTCGTTTCTGGGTGGTCGACTGTCCTCTTTCTAA

ATGGCGATTCTATCATCTCCTTCGCGATATTTGCAA
TTATTGGCGACAATTGCTCATCTGGACATTCTGAGC
CAGGCAATCTGGGTCGGTATTACTGCGTCCAAAAT
CCCCTCTCATACCTGGTCGTTTCTGGGTGGTCGAC
TGTCCTCTTTCTAA

MAILSSPSRYLQLLATIAH
LDILSQAIWVGITASKIPS
HTWSFLGGRLSSF*

MAILSSPSRYLQLLA
TIAHLDILSQAIWVGI
TASKIPSHTWSFLG
GRLSSF*

ATAATGGTCC TCTCTTTCAG 0 HE FG02203.1 MG05506.1 0 0 0

10872 4679 an AN1563.1 55.m03084 AO070339000290 0 -236 -177 ATGGCACGAAATGGCTCTGGCATAATGAATTCTTGCGTGA
CCATGGGTCAATTTTGCTAA

ATGGCACGAAATGGCTCTGGCATAATGAATTCTT
GCGTGACCATGGGTCAATTTTGCTAA

MARNGSGIMNSCVTMG
QFC*

MARNGSGIMNSCVTMG
QFC*

ACAACCAACA AACACCGTTC 0 HE FG02203.1 MG05506.1 0 0 0

10873 4679 an AN1563.1 55.m03084 AO070339000290 0 -226 -212 ATGGCTCTGGCATAA ATGGCTCTGGCATAA MALA* MALA* ATGGCACGAA TGAATTCTTG 0 HE FG02203.1 MG05506.1 0 0 0
10874 4679 an AN1563.1 55.m03084 AO070339000290 0 -212 -177 ATGAATTCTTGCGTGACCATGGGTCAATTTTGCTAA ATGAATTCTTGCGTGACCATGGGTCAATTTTGCT

AA
MNSCVTMGQFC* MNSCVTMGQFC* CTCTGGCATA AACACCGTTC 0 HE FG02203.1 MG05506.1 0 0 0

10875 4679 an AN1563.1 55.m03084 AO070339000290 0 -194 -177 ATGGGTCAATTTTGCTAA ATGGGTCAATTTTGCTAA MGQFC* MGQFC* TTGCGTGACC AACACCGTTC 0 HE FG02203.1 MG05506.1 0 0 0
10876 4679 an AN1563.1 55.m03084 AO070339000290 0 -83 -60 ATGACAACCCCGCTTACTATATAA ATGACAACCCCGCTTACTATATAA MTTPLTI* MTTPLTI* TGAACTAAGG ACCCCCCTCC 0 HE FG02203.1 MG05506.1 0 0 0
10892 4682 af AN1151.1 69.m15307 AO070226000022 0 -117 -28 ATGCCGTTCCCCCGCATTATGAAGATGAAAGTATGGAGAA

AAAAAAAATCATCTCAATGTAGTTCAAATTCATCAATTATGT
TACTTTGA

ATGCCGTTCCCCCGCATTATGAAGATGAAAGTATG
GAGAAAAAAAAAATCATCTCAATGTAGTTCAAATTC
ATCAATTATGTTACTTTGA

MPFPRIMKMKVWRKKKS
SQCSSNSSIMLL*

MPFPRIMKMKVWR
KKKSSQCSSNSSIM
LL*

CCGTCATGGA GATCCAATCG 0 G FG09485.1 MG01335.1 NCU04071.1 0 0

10893 4682 af AN1151.1 69.m15307 AO070226000022 0 -99 -28 ATGAAGATGAAAGTATGGAGAAAAAAAAAATCATCTCAATG
TAGTTCAAATTCATCAATTATGTTACTTTGA

ATGAAGATGAAAGTATGGAGAAAAAAAAAATCATCT
CAATGTAGTTCAAATTCATCAATTATGTTACTTTGA

MKMKVWRKKKSSQCSS
NSSIMLL*

MKMKVWRKKKSSQ
CSSNSSIMLL*

CCCCCGCATT GATCCAATCG 0 G FG09485.1 MG01335.1 NCU04071.1 0 0

10894 4682 af AN1151.1 69.m15307 AO070226000022 0 -93 -28 ATGAAAGTATGGAGAAAAAAAAAATCATCTCAATGTAGTTC
AAATTCATCAATTATGTTACTTTGA

ATGAAAGTATGGAGAAAAAAAAAATCATCTCAATGT
AGTTCAAATTCATCAATTATGTTACTTTGA

MKVWRKKKSSQCSSNS
SIMLL*

MKVWRKKKSSQCS
SNSSIMLL*

CATTATGAAG GATCCAATCG 0 G FG09485.1 MG01335.1 NCU04071.1 0 0

10895 4682 af AN1151.1 69.m15307 AO070226000022 0 -85 -56 ATGGAGAAAAAAAAAATCATCTCAATGTAG ATGGAGAAAAAAAAAATCATCTCAATGTAG MEKKKIISM* MEKKKIISM* AGATGAAAGT TTCAAATTCA 0 G FG09485.1 MG01335.1 NCU04071.1 0 0

10899 4684 af AN7307.1 72.m19758 AO070297000055 0 -241 -230 ATGAAGATATGA ATGAAGATATGA MKI* MKI* CCGGGCGACT GGACATTGGG 0 S FG04255.1 0 0 0 0
10900 4684 af AN7307.1 72.m19758 AO070297000055 0 -233 -123 ATGAGGACATTGGGAGAGCATTGGGTTTCGAACCAGTTCG

AAGCGCATGTCCGCGTTCGACTATTCGCGTCCATCACTTC
CCCGTCTGGCATGCACAAACGCGACTGTTGA

ATGAGGACATTGGGAGAGCATTGGGTTTCGAACCA
GTTCGAAGCGCATGTCCGCGTTCGACTATTCGCGT
CCATCACTTCCCCGTCTGGCATGCACAAACGCGAC
TGTTGA

MRTLGEHWVSNQFEAH
VRVRLFASITSPSGMHKR
DC*

MRTLGEHWVSNQF
EAHVRVRLFASITSP
SGMHKRDC*

CTATGAAGAT GAGACAATCG 0 S FG04255.1 0 0 0 0

10901 4684 af AN7307.1 72.m19758 AO070297000055 0 -187 -95 ATGTCCGCGTTCGACTATTCGCGTCCATCACTTCCCCGTC
TGGCATGCACAAACGCGACTGTTGAGAGACAATCGCCAAA
GCGACACTATTGA

ATGTCCGCGTTCGACTATTCGCGTCCATCACTTCC
CCGTCTGGCATGCACAAACGCGACTGTTGAGAGA
CAATCGCCAAAGCGACACTATTGA

MSAFDYSRPSLPRLACT
NATVERQSPKRHY*

MSAFDYSRPSLPRL
ACTNATVERQSPKR
HY*

TTCGAAGCGC ATCCTTGAAT 0 S FG04255.1 0 0 0 0

10902 4684 af AN7307.1 72.m19758 AO070297000055 0 -143 -123 ATGCACAAACGCGACTGTTGA ATGCACAAACGCGACTGTTGA MHKRDC* MHKRDC* CCCGTCTGGC GAGACAATCG 0 S FG04255.1 0 0 0 0
10897 4684 an AN7307.1 72.m19758 AO070297000055 0 -150 -22 ATGTGCAACTCTCGACAAAAACCACGCCCTCCAAGTCGTC

GGGGTCCAGTCCCCTTTCAATTCTCCCTTTCCTCCGATGG
ACATAGTAAAGGGTCTTGCTGGCCAGTATCTTTAGCTTCA
GTCAAATAA

ATGTGCAACTCTCGACAAAAACCACGCCCTCCAA
GTCGTCGGGGTCCAGTCCCCTTTCAATTCTCCCT
TTCCTCCGATGGACATAGTAAAGGGTCTTGCTGG
CCAGTATCTTTAGCTTCAGTCAAATAA

MCNSRQKPRPPSRRGP
VPFQFSLSSDGHSKGSC
WPVSLASVK*

MCNSRQKPRPPSRRGP
VPFQFSLSSDGHSKGS
CWPVSLASVK*

GCCAGCCGCA ATCCGTCCTC 0 S FG04255.1 0 0 0 0

10898 4684 an AN7307.1 72.m19758 AO070297000055 0 -74 -36 ATGGACATAGTAAAGGGTCTTGCTGGCCAGTATCTTTAG ATGGACATAGTAAAGGGTCTTGCTGGCCAGTATC
TTTAG

MDIVKGLAGQYL* MDIVKGLAGQYL* CTTTCCTCCG CTTCAGTCAA 0 S FG04255.1 0 0 0 0

10903 4684 ao AN7307.1 72.m19758 AO070297000055 0 -286 -248 ATGTCTCCCAGGCTATTCGGAAATTCTCCGAGAGGGTGA ATGTCTCCCAGGCTATTCGGAAATTCTCCGA
GAGGGTGA

MSPRLFGNSPRG* MSPRLFGNSPRG* GTGACCTTTC CCCCTCCGAT 0 S FG04255.1 0 0 0 0

10908 4686 af AN4484.1 57.m05647 AO070311000033 0 -156 -115 ATGTGGCCTCCGTTTATCACTTTACCTGCCACCTACATCTG
A

ATGTGGCCTCCGTTTATCACTTTACCTGCCACCTAC
ATCTGA

MWPPFITLPATYI* MWPPFITLPATYI* TCTTTTCGCT ATCATCCAGT 0 R 0 0 0 0 0

10909 4686 af AN4484.1 57.m05647 AO070311000033 0 -101 -54 ATGTCCTTTGTAATCACCGCTCACCGTGAAGCTGTCGGCC
CACGGTGA

ATGTCCTTTGTAATCACCGCTCACCGTGAAGCTGT
CGGCCCACGGTGA

MSFVITAHREAVGPR* MSFVITAHREAVGP
R*

ATCCAGTGAC CAATAACGCT 0 R 0 0 0 0 0

10904 4686 an AN4484.1 57.m05647 AO070311000033 0 -187 -134 ATGCCCTGTTCCGCTATGCGCCCTCGCCGACTGGTCCCC
TCCGAATGTTCTTGA

ATGCCCTGTTCCGCTATGCGCCCTCGCCGACTG
GTCCCCTCCGAATGTTCTTGA

MPCSAMRPRRLVPSECS
*

MPCSAMRPRRLVPSEC
S*

GTCTTGACTG AACGACTTAA 0 R 0 0 0 0 0

10905 4686 an AN4484.1 57.m05647 AO070311000033 0 -172 -134 ATGCGCCCTCGCCGACTGGTCCCCTCCGAATGTTCTTGA ATGCGCCCTCGCCGACTGGTCCCCTCCGAATGT
TCTTGA

MRPRRLVPSECS* MRPRRLVPSECS* CTGTTCCGCT AACGACTTAA 0 R 0 0 0 0 0

10906 4686 an AN4484.1 57.m05647 AO070311000033 0 -143 -99 ATGTTCTTGAAACGACTTAAGTGTCATGATCCTCACTCCAA
TTGA

ATGTTCTTGAAACGACTTAAGTGTCATGATCCTCA
CTCCAATTGA

MFLKRLKCHDPHSN* MFLKRLKCHDPHSN* TCCCCTCCGA CAATCGCCAG 0 R 0 0 0 0 0

10907 4686 an AN4484.1 57.m05647 AO070311000033 0 -118 -80 ATGATCCTCACTCCAATTGACAATCGCCAGTATTTGTGA ATGATCCTCACTCCAATTGACAATCGCCAGTATTT
GTGA

MILTPIDNRQYL* MILTPIDNRQYL* CTTAAGTGTC CCGCGGTTCC 0 R 0 0 0 0 0

10910 4686 ao AN4484.1 57.m05647 AO070311000033 0 -175 -158 ATGCGACGCCAGCATTAA ATGCGACGCCAGCATTAA MRRQH* MRRQH* TGCTTTCGAT CCCTCCTGGA 0 R 0 0 0 0 0
10911 4686 ao AN4484.1 57.m05647 AO070311000033 0 -118 -83 ATGATATTACTCTGCAGCGGCCCCATAGTTTGGTAA ATGATATTACTCTGCAGCGGCCCCATAGTTT

GGTAA
MILLCSGPIVW* MILLCSGPIVW* TCTTGGTATC TAATATTCAG 0 R 0 0 0 0 0

10914 4687 af AN4761.1 59.m09222 AO070327000055 0 -215 -177 ATGGCGAGTCGCATTTCGATTCATTACTCTCGTTTATAA ATGGCGAGTCGCATTTCGATTCATTACTCTCGTTTA
TAA

MASRISIHYSRL* MASRISIHYSRL* TAATTTTGTC CCCAAATTCA 0 O 0 0 0 0 0

10912 4687 an AN4761.1 59.m09222 AO070327000055 0 -262 -245 ATGGCGCTGTGTGACTAG ATGGCGCTGTGTGACTAG MALCD* MALCD* CCTTTCGGTC TTACGACTGC 0 O 0 0 0 0 0
10913 4687 an AN4761.1 59.m09222 AO070327000055 0 -108 -97 ATGATTTTTTAA ATGATTTTTTAA MIF* MIF* CGACCTTTAA TTCCCGATCT 0 O 0 0 0 0 0
10915 4687 ao AN4761.1 59.m09222 AO070327000055 0 -242 -207 ATGGCGTATAGTCTGCTAACCTACTACTCTCGTTGA ATGGCGTATAGTCTGCTAACCTACTACTCTC

GTTGA
MAYSLLTYYSR* MAYSLLTYYSR* GTGTTCTGTC TTGATTGTCC 0 O 0 0 0 0 0

10916 4687 ao AN4761.1 59.m09222 AO070327000055 0 -85 -29 ATGATCTTCGTTCCTTTTTCATCTCTCTGGATACTGTTCCTT
TCTTCCGATCTCTAG

ATGATCTTCGTTCCTTTTTCATCTCTCTGGAT
ACTGTTCCTTTCTTCCGATCTCTAG

MIFVPFSSLWILFLSSDL* MIFVPFSSLWILFLS
SDL*

ATATCTTCGG TCTTTTTTTA 0 O 0 0 0 0 0

10917 4688 ao AN0258.1 54.m06523 AO070334000100 0 -228 -163 ATGTTTCCAAAACATAATTTCTTTGCGGTTGTACAAAGTAAT
GAACATATATATTTACTCGCCTGA

ATGTTTCCAAAACATAATTTCTTTGCGGTTGT
ACAAAGTAATGAACATATATATTTACTCGCCT
GA

MFPKHNFFAVVQSNEHIY
LLA*

MFPKHNFFAVVQSN
EHIYLLA*

TTCATTTTAC TTCCACCCGA 0 L 0 0 0 0 0

10918 4688 ao AN0258.1 54.m06523 AO070334000100 0 -188 -141 ATGAACATATATATTTACTCGCCTGATTCCACCCGACCGCC
CGGCTAG

ATGAACATATATATTTACTCGCCTGATTCCAC
CCGACCGCCCGGCTAG

MNIYIYSPDSTRPPG* MNIYIYSPDSTRPPG
*

GTACAAAGTA CCTTAAATGG 0 L 0 0 0 0 0

10919 4688 ao AN0258.1 54.m06523 AO070334000100 0 -134 -30 ATGGCTGCATTCCCTCGGCATCTGCCAACAACCAACAACA
TAATTTATCTCCGGAGTAGCGGTCACAATTACATTCCCACC
ATTCCACCACCAGCTCCTCCGTAA

ATGGCTGCATTCCCTCGGCATCTGCCAACA
ACCAACAACATAATTTATCTCCGGAGTAGCG
GTCACAATTACATTCCCACCATTCCACCACC
AGCTCCTCCGTAA

MAAFPRHLPTTNNIIYLRS
SGHNYIPTIPPPAPP*

MAAFPRHLPTTNNII
YLRSSGHNYIPTIPP
PAPP*

CTAGCCTTAA AACACCAAGT 0 L 0 0 0 0 0

10920 4689 af AN6132.1 72.m19030 AO070340000067 0 -248 -36 ATGCCTGGCCGTCGCTCTGTGCAAATTCACGCTCATCTAA
CGCCAAATTTGCTGCAGAAAGTGGTCTTTTCAGATCATCTT
GTATCACTTCATTATCCTTCAAAATTCTCATGTGTTCTCAAT
GCTGAATTATCAAGCCCCGCTGCGAGGCCAGATCGTGAC
TCAGACCCGCTTCGCCTCTTGAGTACTAACTATCGCACGC
ATTCCCCCTAA

ATGCCTGGCCGTCGCTCTGTGCAAATTCACGCTCA
TCTAACGCCAAATTTGCTGCAGAAAGTGGTCTTTTC
AGATCATCTTGTATCACTTCATTATCCTTCAAAATTC
TCATGTGTTCTCAATGCTGAATTATCAAGCCCCGCT
GCGAGGCCAGATCGTGACTCAGACCCGCTTCGCC
TCTTGAGTACTAACTATCGCACGCATTCCCCCTAA

MPGRRSVQIHAHLTPNLL
QKVVFSDHLVSLHYPSKF
SCVLNAELSSPAARPDR
DSDPLRLLSTNYRTHSP*

MPGRRSVQIHAHLT
PNLLQKVVFSDHLV
SLHYPSKFSCVLNA
ELSSPAARPDRDSD
PLRLLSTNYRTHSP*

ATCTATTCTT TCACTGCACC 0  0 0 0 0 0

10921 4689 af AN6132.1 72.m19030 AO070340000067 0 -138 -121 ATGTGTTCTCAATGCTGA ATGTGTTCTCAATGCTGA MCSQC* MCSQC* CAAAATTCTC ATTATCAAGC 0  0 0 0 0 0
10922 4689 af AN6132.1 72.m19030 AO070340000067 0 -127 -65 ATGCTGAATTATCAAGCCCCGCTGCGAGGCCAGATCGTG

ACTCAGACCCGCTTCGCCTCTTGA
ATGCTGAATTATCAAGCCCCGCTGCGAGGCCAGAT
CGTGACTCAGACCCGCTTCGCCTCTTGA

MLNYQAPLRGQIVTQTRF
AS*

MLNYQAPLRGQIVT
QTRFAS*

TGTGTTCTCA GTACTAACTA 0  0 0 0 0 0

10928 4694 af AN2056.1 58.m07644 AO070292000026 0 -230 -120 ATGCCAAGTCTTTGCATGCCTAGAGAAAGCTCGTGCCCTG
TCTTATCCCGGGGTTATGTCAACGGAGCTGCCCAGACTTC
GGCTCCCGCTCCACAGACTAAACCACCTTAG

ATGCCAAGTCTTTGCATGCCTAGAGAAAGCTCGTG
CCCTGTCTTATCCCGGGGTTATGTCAACGGAGCTG
CCCAGACTTCGGCTCCCGCTCCACAGACTAAACCA
CCTTAG

MPSLCMPRESSCPVLSR
GYVNGAAQTSAPAPQTK
PP*

MPSLCMPRESSCP
VLSRGYVNGAAQTS
APAPQTKPP*

TTCAACCTTG CGCAGCTCCG 0 S FG06749.1 0 0 0 0

10929 4694 af AN2056.1 58.m07644 AO070292000026 0 -215 -120 ATGCCTAGAGAAAGCTCGTGCCCTGTCTTATCCCGGGGTT
ATGTCAACGGAGCTGCCCAGACTTCGGCTCCCGCTCCAC
AGACTAAACCACCTTAG

ATGCCTAGAGAAAGCTCGTGCCCTGTCTTATCCCG
GGGTTATGTCAACGGAGCTGCCCAGACTTCGGCT
CCCGCTCCACAGACTAAACCACCTTAG

MPRESSCPVLSRGYVNG
AAQTSAPAPQTKPP*

MPRESSCPVLSRGY
VNGAAQTSAPAPQT
KPP*

AAGTCTTTGC CGCAGCTCCG 0 S FG06749.1 0 0 0 0

10926 4694 an AN2056.1 58.m07644 AO070292000026 0 -215 -180 ATGGTGGACTTGGAGGTCTGGGCTCCACCAAACTAG ATGGTGGACTTGGAGGTCTGGGCTCCACCAAAC
TAG

MVDLEVWAPPN* MVDLEVWAPPN* GTCGCGTCTA GCTTTTGCGG 0 S FG06749.1 0 0 0 0

10927 4694 an AN2056.1 58.m07644 AO070292000026 0 -153 -142 ATGCCACCCTAA ATGCCACCCTAA MPP* MPP* TCAATTGATT CCCAACAACT 0 S FG06749.1 0 0 0 0
10930 4694 ao AN2056.1 58.m07644 AO070292000026 0 -184 -149 ATGTCAAAATGCCCAGAGTTCGGCTCCACAGACTAA ATGTCAAAATGCCCAGAGTTCGGCTCCACA

GACTAA
MSKCPEFGSTD* MSKCPEFGSTD* GGAAATTACT GTGAACTTTC 0 S FG06749.1 0 0 0 0

10931 4694 ao AN2056.1 58.m07644 AO070292000026 0 -176 -45 ATGCCCAGAGTTCGGCTCCACAGACTAAGTGAACTTTCGC
CCCAATCGCTTTTGCGACGAACGTCAATTCGAGCCGACAA
CCTTCCCGTTCCCTCTCTTCCTCCTTCTCCGCCACGTCGC
CATCTTTCTTGA

ATGCCCAGAGTTCGGCTCCACAGACTAAGT
GAACTTTCGCCCCAATCGCTTTTGCGACGA
ACGTCAATTCGAGCCGACAACCTTCCCGTT
CCCTCTCTTCCTCCTTCTCCGCCACGTCGC
CATCTTTCTTGA

MPRVRLHRLSELSPQSLL
RRTSIRADNLPVPSLPPS
PPRRHLS*

MPRVRLHRLSELSP
QSLLRRTSIRADNLP
VPSLPPSPPRRHLS*

CTATGTCAAA CAGCTCCGAA 0 S FG06749.1 0 0 0 0

10933 4696 af AN0117.1 71.m15396 AO070311000104 0 -229 -215 ATGGTCCCACCTTAG ATGGTCCCACCTTAG MVPP* MVPP* TGATCGTAGG CATGTTGCCG 0 B FG05072.1 0 0 0 0
10934 4696 af AN0117.1 71.m15396 AO070311000104 0 -213 -199 ATGTTGCCGTCATAG ATGTTGCCGTCATAG MLPS* MLPS* CCACCTTAGC TCGAATAGTA 0 B FG05072.1 0 0 0 0
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10932 4696 an AN0117.1 71.m15396 AO070311000104 0 -213 -76 ATGAGAATCCACTTGCCTCGTAGTTCTCAGATCTTCCCTTT
CACTCATTACATTACCTCGAGTCCCCTGTCAAAAGCTCGTA
CTGTTTGTCGATTGGAAGACTCTTTTGGGCCCCGCGCGCT
ATCGATTTCTCCCTGA

ATGAGAATCCACTTGCCTCGTAGTTCTCAGATCT
TCCCTTTCACTCATTACATTACCTCGAGTCCCCTG
TCAAAAGCTCGTACTGTTTGTCGATTGGAAGACT
CTTTTGGGCCCCGCGCGCTATCGATTTCTCCCTG
A

MRIHLPRSSQIFPFTHYIT
SSPLSKARTVCRLEDSFG
PRALSISP*

MRIHLPRSSQIFPFTHYI
TSSPLSKARTVCRLEDS
FGPRALSISP*

AGGTAGCTTC TCTTCGATCT 0 B FG05072.1 0 0 0 0

10935 4700 an AN1293.1 70.m14915 AO070303000055 0 -237 -184 ATGAATCTTCAGAAGCAGATGTCCTCTGTATATAAAAGCCT
GTTCATGATATAA

ATGAATCTTCAGAAGCAGATGTCCTCTGTATATAA
AAGCCTGTTCATGATATAA

MNLQKQMSSVYKSLFMI* MNLQKQMSSVYKSLFMI
*

TCGATAGCAT ATACAAGAAA 0  FG01324.1 MG06354.1 0 0 0

10936 4700 an AN1293.1 70.m14915 AO070303000055 0 -219 -184 ATGTCCTCTGTATATAAAAGCCTGTTCATGATATAA ATGTCCTCTGTATATAAAAGCCTGTTCATGATATA
A

MSSVYKSLFMI* MSSVYKSLFMI* TCAGAAGCAG ATACAAGAAA 0  FG01324.1 MG06354.1 0 0 0

10937 4700 ao AN1293.1 70.m14915 AO070303000055 0 -182 -159 ATGTCCGTAGCATGCACACCATAG ATGTCCGTAGCATGCACACCATAG MSVACTP* MSVACTP* AACGACAATC ACTACGTTAG 0  FG01324.1 MG06354.1 0 0 0
10938 4700 ao AN1293.1 70.m14915 AO070303000055 0 -171 -76 ATGCACACCATAGACTACGTTAGCCTAGACCCTCAGGCAA

TAATATCGACTGATATGACGTACCCACGTGACCGCCCACA
TAGTTTCCCCGCATGA

ATGCACACCATAGACTACGTTAGCCTAGAC
CCTCAGGCAATAATATCGACTGATATGACGT
ACCCACGTGACCGCCCACATAGTTTCCCCG
CATGA

MHTIDYVSLDPQAIISTDM
TYPRDRPHSFPA*

MHTIDYVSLDPQAIIS
TDMTYPRDRPHSFP
A*

TGTCCGTAGC AGCCAACGAC 0  FG01324.1 MG06354.1 0 0 0

10939 4700 ao AN1293.1 70.m14915 AO070303000055 0 -117 -76 ATGACGTACCCACGTGACCGCCCACATAGTTTCCCCGCAT
GA

ATGACGTACCCACGTGACCGCCCACATAGT
TTCCCCGCATGA

MTYPRDRPHSFPA* MTYPRDRPHSFPA* ATCGACTGAT AGCCAACGAC 0  FG01324.1 MG06354.1 0 0 0

10940 4701 af AN5710.1 54.m06825 AO070324000150 0 -254 -216 ATGAGGGCGCCACACGTGGAGCTCGGCGGGCGGGACTA
A

ATGAGGGCGCCACACGTGGAGCTCGGCGGGCGG
GACTAA

MRAPHVELGGRD* MRAPHVELGGRD* CAAGACGCCG CAATCATAAT 0 U 0 0 0 0 0

10944 4702 af AN6608.1 62.m03189 AO070326000057 0 -263 -210 ATGTTCCTTTCTACAATCAAGACATGCCTCGAATCCATATA
TTTGATGTATTAG

ATGTTCCTTTCTACAATCAAGACATGCCTCGAATCC
ATATATTTGATGTATTAG

MFLSTIKTCLESIYLMY* MFLSTIKTCLESIYLM
Y*

GCTTTGGACG TGCGATATAA 0  0 0 0 0 0

10945 4702 af AN6608.1 62.m03189 AO070326000057 0 -240 -184 ATGCCTCGAATCCATATATTTGATGTATTAGTGCGATATAA
CCGGGCGGTTCGGTGA

ATGCCTCGAATCCATATATTTGATGTATTAGTGCGA
TATAACCGGGCGGTTCGGTGA

MPRIHIFDVLVRYNRAVR* MPRIHIFDVLVRYNR
AVR*

CAATCAAGAC TGTTGTTTCC 0  0 0 0 0 0

10946 4702 af AN6608.1 62.m03189 AO070326000057 0 -184 -146 ATGTTGTTTCCAGTTTGGTACATATACCCCTCATATTAA ATGTTGTTTCCAGTTTGGTACATATACCCCTCATAT
TAA

MLFPVWYIYPSY* MLFPVWYIYPSY* CGGTTCGGTG TAGTTTGATA 0  0 0 0 0 0

10941 4702 an AN6608.1 62.m03189 AO070326000057 0 -238 -194 ATGTGGGAATCTAAAGATGCTCGACACGGGTGTATTGAAG
AGTGA

ATGTGGGAATCTAAAGATGCTCGACACGGGTGTA
TTGAAGAGTGA

MWESKDARHGCIEE* MWESKDARHGCIEE* CTGTCTTTCG AAGACCTCTC 0  0 0 0 0 0

10942 4702 an AN6608.1 62.m03189 AO070326000057 0 -222 -118 ATGCTCGACACGGGTGTATTGAAGAGTGAAAGACCTCTCA
CTTTGTGTGATGCAGTGCACAGTCCGATTCTGATACATATA
TCCGCGCCTGCTTTTTCATCATAA

ATGCTCGACACGGGTGTATTGAAGAGTGAAAGA
CCTCTCACTTTGTGTGATGCAGTGCACAGTCCGA
TTCTGATACATATATCCGCGCCTGCTTTTTCATCA
TAA

MLDTGVLKSERPLTLCDA
VHSPILIHISAPAFSS*

MLDTGVLKSERPLTLCD
AVHSPILIHISAPAFSS*

GAATCTAAAG TTTTCGCTTC 0  0 0 0 0 0

10943 4702 an AN6608.1 62.m03189 AO070326000057 0 -173 -150 ATGCAGTGCACAGTCCGATTCTGA ATGCAGTGCACAGTCCGATTCTGA MQCTVRF* MQCTVRF* ACTTTGTGTG TACATATATC 0  0 0 0 0 0
10947 4702 ao AN6608.1 62.m03189 AO070326000057 0 -243 -181 ATGGGAATTTGGCATAATAATGCTAATGGTCTGCAAAGTG

ATAGGCCTCAAAACTCCATGTGA
ATGGGAATTTGGCATAATAATGCTAATGGTC
TGCAAAGTGATAGGCCTCAAAACTCCATGT
GA

MGIWHNNANGLQSDRP
QNSM*

MGIWHNNANGLQS
DRPQNSM*

CTTTGTCTCT TGTCACACTT 0  0 0 0 0 0

10948 4702 ao AN6608.1 62.m03189 AO070326000057 0 -224 -132 ATGCTAATGGTCTGCAAAGTGATAGGCCTCAAAACTCCAT
GTGATGTCACACTTGATTCTGATACATTAAATATACCCCTC
GTGCTTTTCTAA

ATGCTAATGGTCTGCAAAGTGATAGGCCTC
AAAACTCCATGTGATGTCACACTTGATTCTG
ATACATTAAATATACCCCTCGTGCTTTTCTAA

MLMVCKVIGLKTPCDVTL
DSDTLNIPLVLF*

MLMVCKVIGLKTPC
DVTLDSDTLNIPLVL
F*

TGGCATAATA TGAGCATATC 0  0 0 0 0 0

10949 4702 ao AN6608.1 62.m03189 AO070326000057 0 -218 -132 ATGGTCTGCAAAGTGATAGGCCTCAAAACTCCATGTGATG
TCACACTTGATTCTGATACATTAAATATACCCCTCGTGCTTT
TCTAA

ATGGTCTGCAAAGTGATAGGCCTCAAAACT
CCATGTGATGTCACACTTGATTCTGATACAT
TAAATATACCCCTCGTGCTTTTCTAA

MVCKVIGLKTPCDVTLDS
DTLNIPLVLF*

MVCKVIGLKTPCDV
TLDSDTLNIPLVLF*

AATAATGCTA TGAGCATATC 0  0 0 0 0 0

10950 4702 ao AN6608.1 62.m03189 AO070326000057 0 -181 -155 ATGTCACACTTGATTCTGATACATTAA ATGTCACACTTGATTCTGATACATTAA MSHLILIH* MSHLILIH* ACTCCATGTG ATATACCCCT 0  0 0 0 0 0
10951 4702 ao AN6608.1 62.m03189 AO070326000057 0 -132 -55 ATGAGCATATCTTTCCGCCTTCACCACCCTCGCTTTATGTT

TTCACCTGTGAACCATAGCCTGATATATTACCCATAG
ATGAGCATATCTTTCCGCCTTCACCACCCTC
GCTTTATGTTTTCACCTGTGAACCATAGCCT
GATATATTACCCATAG

MSISFRLHHPRFMFSPVN
HSLIYYP*

MSISFRLHHPRFMF
SPVNHSLIYYP*

TGCTTTTCTA TTGACTTGGA 0  0 0 0 0 0

10952 4702 ao AN6608.1 62.m03189 AO070326000057 0 -96 -55 ATGTTTTCACCTGTGAACCATAGCCTGATATATTACCCATA
G

ATGTTTTCACCTGTGAACCATAGCCTGATAT
ATTACCCATAG

MFSPVNHSLIYYP* MFSPVNHSLIYYP* CCCTCGCTTT TTGACTTGGA 0  0 0 0 0 0

10957 4704 af AN1818.1 58.m07683 AO070333000196 0 -159 -136 ATGGTGAAATTGAAAATAGCCTAA ATGGTGAAATTGAAAATAGCCTAA MVKLKIA* MVKLKIA* ATTGGACTAG ACGACAGAGC 0 G 0 0 0 0 0
10953 4704 an AN1818.1 58.m07683 AO070333000196 0 -249 -40 ATGGAAATGCCAATTAGCCTAAAACCGCCGCTGTTCGGTC

TCGCGTCCGAGCCCAGGGGTCTCTCGCGGGACTCGTACA
GTGCATGCCAATGCCAATTGATCTATAAAACCCAGCGGCC
GGCTCTTGATCTGGCTCTTCTCATCATCAAAAGCTCTGGC
AGCTTGCATTCCTTAGTATTCGCATTCCATTCATTCGTACTT
TTCCTTTGA

ATGGAAATGCCAATTAGCCTAAAACCGCCGCTGT
TCGGTCTCGCGTCCGAGCCCAGGGGTCTCTCGC
GGGACTCGTACAGTGCATGCCAATGCCAATTGAT
CTATAAAACCCAGCGGCCGGCTCTTGATCTGGCT
CTTCTCATCATCAAAAGCTCTGGCAGCTTGCATT
CCTTAGTATTCGCATTCCATTCATTCGTACTTTTC
CTTTGA

MEMPISLKPPLFGLASEP
RGLSRDSYSACQCQLIYK
TQRPALDLALLIIKSSGSL
HSLVFAFHSFVLFL*

MEMPISLKPPLFGLASE
PRGLSRDSYSACQCQLI
YKTQRPALDLALLIIKSS
GSLHSLVFAFHSFVLFL*

CGCTCTCAAG TATCGCTACT 0 G 0 0 0 0 0

10954 4704 an AN1818.1 58.m07683 AO070333000196 0 -243 -40 ATGCCAATTAGCCTAAAACCGCCGCTGTTCGGTCTCGCGT
CCGAGCCCAGGGGTCTCTCGCGGGACTCGTACAGTGCAT
GCCAATGCCAATTGATCTATAAAACCCAGCGGCCGGCTCT
TGATCTGGCTCTTCTCATCATCAAAAGCTCTGGCAGCTTG
CATTCCTTAGTATTCGCATTCCATTCATTCGTACTTTTCCTT
TGA

ATGCCAATTAGCCTAAAACCGCCGCTGTTCGGTC
TCGCGTCCGAGCCCAGGGGTCTCTCGCGGGAC
TCGTACAGTGCATGCCAATGCCAATTGATCTATA
AAACCCAGCGGCCGGCTCTTGATCTGGCTCTTCT
CATCATCAAAAGCTCTGGCAGCTTGCATTCCTTA
GTATTCGCATTCCATTCATTCGTACTTTTCCTTTG
A

MPISLKPPLFGLASEPRG
LSRDSYSACQCQLIYKTQ
RPALDLALLIIKSSGSLHS
LVFAFHSFVLFL*

MPISLKPPLFGLASEPR
GLSRDSYSACQCQLIYK
TQRPALDLALLIIKSSGS
LHSLVFAFHSFVLFL*

CAAGATGGAA TATCGCTACT 0 G 0 0 0 0 0

10955 4704 an AN1818.1 58.m07683 AO070333000196 0 -166 -143 ATGCCAATGCCAATTGATCTATAA ATGCCAATGCCAATTGATCTATAA MPMPIDL* MPMPIDL* CGTACAGTGC AACCCAGCGG 0 G 0 0 0 0 0
10956 4704 an AN1818.1 58.m07683 AO070333000196 0 -160 -143 ATGCCAATTGATCTATAA ATGCCAATTGATCTATAA MPIDL* MPIDL* GTGCATGCCA AACCCAGCGG 0 G 0 0 0 0 0
10958 4704 ao AN1818.1 58.m07683 AO070333000196 0 -146 -96 ATGGTGAAACAGGCTGAAGAACAGTTCCTGGCAGGTCAAA

TGAGAATGTAA
ATGGTGAAACAGGCTGAAGAACAGTTCCTG
GCAGGTCAAATGAGAATGTAA

MVKQAEEQFLAGQMRM* MVKQAEEQFLAGQ
MRM*

CGTGGCTATC ATAGGGCCAT 0 G 0 0 0 0 0

10959 4704 ao AN1818.1 58.m07683 AO070333000196 0 -107 -96 ATGAGAATGTAA ATGAGAATGTAA MRM* MRM* GGCAGGTCAA ATAGGGCCAT 0 G 0 0 0 0 0
10960 4705 af AN2970.1 59.m09047 AO070337000156 0 -244 -182 ATGCCCCACAACCACGTGTGGGCCCCGCTCGCGCGCATG

TCCGAAGAGTCAGCGTACAGGTAA
ATGCCCCACAACCACGTGTGGGCCCCGCTCGCGC
GCATGTCCGAAGAGTCAGCGTACAGGTAA

MPHNHVWAPLARMSEE
SAYR*

MPHNHVWAPLARM
SEESAYR*

TCCTCTGGCG GCTGACCGAC 0 P FG06718.1 0 NCU00088.1 0 0

10961 4705 af AN2970.1 59.m09047 AO070337000156 0 -208 -182 ATGTCCGAAGAGTCAGCGTACAGGTAA ATGTCCGAAGAGTCAGCGTACAGGTAA MSEESAYR* MSEESAYR* GCTCGCGCGC GCTGACCGAC 0 P FG06718.1 0 NCU00088.1 0 0

10962 4705 ao AN2970.1 59.m09047 AO070337000156 0 -253 -236 ATGTCCATGATTACGTAG ATGTCCATGATTACGTAG MSMIT* MSMIT* TTGTTCTGGA GAGGCGAAGG 0 P FG06718.1 0 NCU00088.1 0 0

10963 4705 ao AN2970.1 59.m09047 AO070337000156 0 -247 -236 ATGATTACGTAG ATGATTACGTAG MIT* MIT* TGGAATGTCC GAGGCGAAGG 0 P FG06718.1 0 NCU00088.1 0 0

10964 4705 ao AN2970.1 59.m09047 AO070337000156 0 -134 -105 ATGACTCTTTTTGTGTCAAACTTTTTGTAA ATGACTCTTTTTGTGTCAAACTTTTTGTAA MTLFVSNFL* MTLFVSNFL* CGGTTTTGGA ACTCTGTTCG 0 P FG06718.1 0 NCU00088.1 0 0

10967 4707 af AN8741.1 62.m03339 AO070250000041 0 -102 -88 ATGGTTCCACCGTAG ATGGTTCCACCGTAG MVPP* MVPP* GCCTTCATAT CCATCTTCCC 0 R 0 0 0 0 0
10965 4707 an AN8741.1 62.m03339 AO070250000041 0 -218 -204 ATGGCTTTGGGATAG ATGGCTTTGGGATAG MALG* MALG* ATACATCTGG CGTCGTCTCC 0 R 0 0 0 0 0
10966 4707 an AN8741.1 62.m03339 AO070250000041 0 -186 -151 ATGCTTACCTGCTCGCCACGTTTTTTGACTACTTGA ATGCTTACCTGCTCGCCACGTTTTTTGACTACTTG

A
MLTCSPRFLTT* MLTCSPRFLTT* TCCATCATAT ACTCCTCGAT 0 R 0 0 0 0 0

10968 4707 ao AN8741.1 62.m03339 AO070250000041 0 -114 -100 ATGGTTCGGGTGTAG ATGGTTCGGGTGTAG MVRV* MVRV* GTCTTCATAT CCACGTTTTG 0 R 0 0 0 0 0
10969 4710 an AN0232.1 72.m19983 AO070304000024 0 -219 -196 ATGAAAGAATCCTCTGACCCTTAA ATGAAAGAATCCTCTGACCCTTAA MKESSDP* MKESSDP* ATTGTATAGG TGATGATGGG 0 OK 0 MG01086.1 NCU01511.1 0 0

10970 4710 an AN0232.1 72.m19983 AO070304000024 0 -196 -179 ATGATGATGGGAAGCTGA ATGATGATGGGAAGCTGA MMMGS* MMMGS* CTGACCCTTA AAGGATCTGG 0 OK 0 MG01086.1 NCU01511.1 0 0

10971 4710 an AN0232.1 72.m19983 AO070304000024 0 -193 -179 ATGATGGGAAGCTGA ATGATGGGAAGCTGA MMGS* MMGS* ACCCTTAATG AAGGATCTGG 0 OK 0 MG01086.1 NCU01511.1 0 0

10972 4710 an AN0232.1 72.m19983 AO070304000024 0 -190 -179 ATGGGAAGCTGA ATGGGAAGCTGA MGS* MGS* CTTAATGATG AAGGATCTGG 0 OK 0 MG01086.1 NCU01511.1 0 0

10973 4710 an AN0232.1 72.m19983 AO070304000024 0 -167 -87 ATGGAAGTTGGCGCAACGGAAGGCTCCGATGGAGACAGT
TCCTGTCAGTGTCAATGGAAGCTGGAGCGGGGCAGAAGC
TAA

ATGGAAGTTGGCGCAACGGAAGGCTCCGATGGA
GACAGTTCCTGTCAGTGTCAATGGAAGCTGGAG
CGGGGCAGAAGCTAA

MEVGATEGSDGDSSCQ
CQWKLERGRS*

MEVGATEGSDGDSSCQ
CQWKLERGRS*

AGGATCTGGG GGGACAGACA 0 OK 0 MG01086.1 NCU01511.1 0 0

10974 4710 an AN0232.1 72.m19983 AO070304000024 0 -114 -55 ATGGAAGCTGGAGCGGGGCAGAAGCTAAGGGACAGACA
ACAAACCCCTCACTGCCAGTGA

ATGGAAGCTGGAGCGGGGCAGAAGCTAAGGGA
CAGACAACAAACCCCTCACTGCCAGTGA

MEAGAGQKLRDRQQTP
HCQ*

MEAGAGQKLRDRQQTP
HCQ*

GTCAGTGTCA CCACACCACA 0 OK 0 MG01086.1 NCU01511.1 0 0

10975 4710 ao AN0232.1 72.m19983 AO070304000024 0 -224 -117 ATGAAGAGAACTGTCATGGAGCCTGGAGGTGGTATCGGC
AGTCTCCGCTGGTTCGGCGAACGAATGCCGTCCATGGCC
GACAGCAACTCTAAATCAATGATTAAATAA

ATGAAGAGAACTGTCATGGAGCCTGGAGGT
GGTATCGGCAGTCTCCGCTGGTTCGGCGAA
CGAATGCCGTCCATGGCCGACAGCAACTCT
AAATCAATGATTAAATAA

MKRTVMEPGGGIGSLRW
FGERMPSMADSNSKSMI
K*

MKRTVMEPGGGIG
SLRWFGERMPSMA
DSNSKSMIK*

GAAAACCATC CTGGACGCCC 0 OK 0 MG01086.1 NCU01511.1 0 0

10976 4710 ao AN0232.1 72.m19983 AO070304000024 0 -209 -117 ATGGAGCCTGGAGGTGGTATCGGCAGTCTCCGCTGGTTC
GGCGAACGAATGCCGTCCATGGCCGACAGCAACTCTAAA
TCAATGATTAAATAA

ATGGAGCCTGGAGGTGGTATCGGCAGTCTC
CGCTGGTTCGGCGAACGAATGCCGTCCATG
GCCGACAGCAACTCTAAATCAATGATTAAAT
AA

MEPGGGIGSLRWFGER
MPSMADSNSKSMIK*

MEPGGGIGSLRWF
GERMPSMADSNSK
SMIK*

GAGAACTGTC CTGGACGCCC 0 OK 0 MG01086.1 NCU01511.1 0 0

10977 4710 ao AN0232.1 72.m19983 AO070304000024 0 -161 -117 ATGCCGTCCATGGCCGACAGCAACTCTAAATCAATGATTA
AATAA

ATGCCGTCCATGGCCGACAGCAACTCTAAA
TCAATGATTAAATAA

MPSMADSNSKSMIK* MPSMADSNSKSMIK
*

CGGCGAACGA CTGGACGCCC 0 OK 0 MG01086.1 NCU01511.1 0 0

10978 4710 ao AN0232.1 72.m19983 AO070304000024 0 -152 -117 ATGGCCGACAGCAACTCTAAATCAATGATTAAATAA ATGGCCGACAGCAACTCTAAATCAATGATTA
AATAA

MADSNSKSMIK* MADSNSKSMIK* AATGCCGTCC CTGGACGCCC 0 OK 0 MG01086.1 NCU01511.1 0 0

10979 4710 ao AN0232.1 72.m19983 AO070304000024 0 -128 -117 ATGATTAAATAA ATGATTAAATAA MIK* MIK* CTCTAAATCA CTGGACGCCC 0 OK 0 MG01086.1 NCU01511.1 0 0

10980 4711 an AN3866.1 58.m07838 AO070305000102 0 -217 -167 ATGGGTTTGCTTGTTATTATTCGTGGTCTGTATCTCTCGCT
TATGGTTTAG

ATGGGTTTGCTTGTTATTATTCGTGGTCTGTATCT
CTCGCTTATGGTTTAG

MGLLVIIRGLYLSLMV* MGLLVIIRGLYLSLMV* GGCTACGCGT ATATATACTA 0 E 0 0 0 0 0

10981 4712 ao AN0086.1 71.m15362 AO070311000130 0 -168 -55 ATGCGAACCGTTCCCCTTTCAGCAGCCCCGATTTTCGCTC
AGATACCGCAGTCATCGACTCAGCCTCCCCCGGATCTCCA
CAAAACACTTTTCATGCTCAGTGGATCCTGTTAA

ATGCGAACCGTTCCCCTTTCAGCAGCCCCG
ATTTTCGCTCAGATACCGCAGTCATCGACTC
AGCCTCCCCCGGATCTCCACAAAACACTTTT
CATGCTCAGTGGATCCTGTTAA

MRTVPLSAAPIFAQIPQS
STQPPPDLHKTLFMLSGS
C*

MRTVPLSAAPIFAQI
PQSSTQPPPDLHKT
LFMLSGSC*

TGTTGTTTGC CACTACTTCG 0 G 0 0 0 0 0

10982 4712 ao AN0086.1 71.m15362 AO070311000130 0 -75 -55 ATGCTCAGTGGATCCTGTTAA ATGCTCAGTGGATCCTGTTAA MLSGSC* MLSGSC* AACACTTTTC CACTACTTCG 0 G 0 0 0 0 0
10986 4716 af AN4540.1 57.m05981 AO070321000158 0 -279 -196 ATGCAAACGGTGGATACTATGCGCAATGACGAAGACCAAT

TACCCGAAGCAAGCCTCCCAAATCTGGTATCCAATTATTTT
TAG

ATGCAAACGGTGGATACTATGCGCAATGACGAAGA
CCAATTACCCGAAGCAAGCCTCCCAAATCTGGTAT
CCAATTATTTTTAG

MQTVDTMRNDEDQLPEA
SLPNLVSNYF*

MQTVDTMRNDEDQ
LPEASLPNLVSNYF*

ACATCATGAA TCATAAATGA 0 ER 0 0 0 0 0

10987 4716 af AN4540.1 57.m05981 AO070321000158 0 -261 -196 ATGCGCAATGACGAAGACCAATTACCCGAAGCAAGCCTCC
CAAATCTGGTATCCAATTATTTTTAG

ATGCGCAATGACGAAGACCAATTACCCGAAGCAAG
CCTCCCAAATCTGGTATCCAATTATTTTTAG

MRNDEDQLPEASLPNLV
SNYF*

MRNDEDQLPEASLP
NLVSNYF*

GGTGGATACT TCATAAATGA 0 ER 0 0 0 0 0
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10988 4716 af AN4540.1 57.m05981 AO070321000158 0 -254 -186 ATGACGAAGACCAATTACCCGAAGCAAGCCTCCCAAATCT
GGTATCCAATTATTTTTAGTCATAAATGA

ATGACGAAGACCAATTACCCGAAGCAAGCCTCCCA
AATCTGGTATCCAATTATTTTTAGTCATAAATGA

MTKTNYPKQASQIWYPIIF
SHK*

MTKTNYPKQASQIW
YPIIFSHK*

ACTATGCGCA AATACCTGCA 0 ER 0 0 0 0 0

10989 4716 af AN4540.1 57.m05981 AO070321000158 0 -189 -139 ATGAAATACCTGCAAGCTGGATGCTGCCCCGCATCAAAGA
ACAATATGTGA

ATGAAATACCTGCAAGCTGGATGCTGCCCCGCATC
AAAGAACAATATGTGA

MKYLQAGCCPASKNNM* MKYLQAGCCPASK
NNM*

TTAGTCATAA GGGACTGCCG 0 ER 0 0 0 0 0

10990 4716 af AN4540.1 57.m05981 AO070321000158 0 -169 -98 ATGCTGCCCCGCATCAAAGAACAATATGTGAGGGACTGCC
GTTATCGGTGTGGAGCAGCCCAATCTTTCTAA

ATGCTGCCCCGCATCAAAGAACAATATGTGAGGGA
CTGCCGTTATCGGTGTGGAGCAGCCCAATCTTTCT
AA

MLPRIKEQYVRDCRYRC
GAAQSF*

MLPRIKEQYVRDCR
YRCGAAQSF*

TGCAAGCTGG ATTCACTCCG 0 ER 0 0 0 0 0

10983 4716 an AN4540.1 57.m05981 AO070321000158 0 -219 -205 ATGCTCAGACCTTAA ATGCTCAGACCTTAA MLRP* MLRP* ACACCTGGAA GTTAACCTCG 0 ER 0 0 0 0 0
10984 4716 an AN4540.1 57.m05981 AO070321000158 0 -101 -54 ATGATGCCGAGATTTATCCAGCTTCTCCTGCACCCCGCGT

CGAAATAA
ATGATGCCGAGATTTATCCAGCTTCTCCTGCACC
CCGCGTCGAAATAA

MMPRFIQLLLHPASK* MMPRFIQLLLHPASK* TGTATCGTAT AAAGAAAGGG 0 ER 0 0 0 0 0

10985 4716 an AN4540.1 57.m05981 AO070321000158 0 -98 -54 ATGCCGAGATTTATCCAGCTTCTCCTGCACCCCGCGTCGA
AATAA

ATGCCGAGATTTATCCAGCTTCTCCTGCACCCCG
CGTCGAAATAA

MPRFIQLLLHPASK* MPRFIQLLLHPASK* ATCGTATATG AAAGAAAGGG 0 ER 0 0 0 0 0

10992 4716 ao AN4540.1 57.m05981 AO070321000158 0 -197 -159 ATGAGAGTGTTGGGGGTAACAGCCCCACAGTTATCATAA ATGAGAGTGTTGGGGGTAACAGCCCCACAG
TTATCATAA

MRVLGVTAPQLS* MRVLGVTAPQLS* ATTTTAGCTG ATCGAGGGGC 0 ER 0 0 0 0 0

10993 4716 ao AN4540.1 57.m05981 AO070321000158 0 -121 -14 ATGTGGGGGTCTTGGTTTCTCCAAAACGGCACATTTTACG
TGCTTCGATTCAATGACCCAACTCTGCGAAGAAGACATTC
CTTGTATACACCTTCCTCCACAACATAG

ATGTGGGGGTCTTGGTTTCTCCAAAACGGC
ACATTTTACGTGCTTCGATTCAATGACCCAA
CTCTGCGAAGAAGACATTCCTTGTATACACC
TTCCTCCACAACATAG

MWGSWFLQNGTFYVLR
FNDPTLRRRHSLYTPSST
T*

MWGSWFLQNGTFY
VLRFNDPTLRRRHS
LYTPSSTT*

CGTTCATCGG ATCAGTCTAC 0 ER 0 0 0 0 0

10997 4717 af AN6587.1 62.m03176 AO070326000035 0 -68 -39 ATGGCAGGATTAAGTCGGACAGACCATTGA ATGGCAGGATTAAGTCGGACAGACCATTGA MAGLSRTDH* MAGLSRTDH* GTAGGTCTCA TTGCTGCGAT 0 J 0 0 0 0 0
10994 4717 an AN6587.1 62.m03176 AO070326000035 0 -109 -62 ATGACCGTTATAACAGGACATCAAAGAAAGGTAAGTCAAT

GCCGATGA
ATGACCGTTATAACAGGACATCAAAGAAAGGTAA
GTCAATGCCGATGA

MTVITGHQRKVSQCR* MTVITGHQRKVSQCR* GTGTGTTGAA TAGTGACTCG 0 J 0 0 0 0 0

10995 4717 an AN6587.1 62.m03176 AO070326000035 0 -71 -36 ATGCCGATGATAGTGACTCGACTTTCGAGTGACTGA ATGCCGATGATAGTGACTCGACTTTCGAGTGACT
GA

MPMIVTRLSSD* MPMIVTRLSSD* AGGTAAGTCA CTGGCTTCAA 0 J 0 0 0 0 0

10996 4717 an AN6587.1 62.m03176 AO070326000035 0 -65 -36 ATGATAGTGACTCGACTTTCGAGTGACTGA ATGATAGTGACTCGACTTTCGAGTGACTGA MIVTRLSSD* MIVTRLSSD* GTCAATGCCG CTGGCTTCAA 0 J 0 0 0 0 0
10998 4717 ao AN6587.1 62.m03176 AO070326000035 0 -142 -92 ATGGTGAAATGGCCGCGATGGCAGCAAACGCAAGCGCG

GTACATCATGTGA
ATGGTGAAATGGCCGCGATGGCAGCAAAC
GCAAGCGCGGTACATCATGTGA

MVKWPRWQQTQARYIM* MVKWPRWQQTQA
RYIM*

AGTTAGATAC GTGGCAGGTA 0 J 0 0 0 0 0

10999 4717 ao AN6587.1 62.m03176 AO070326000035 0 -134 -81 ATGGCCGCGATGGCAGCAAACGCAAGCGCGGTACATCAT
GTGAGTGGCAGGTAG

ATGGCCGCGATGGCAGCAAACGCAAGCGC
GGTACATCATGTGAGTGGCAGGTAG

MAAMAANASAVHHVSGR
*

MAAMAANASAVHH
VSGR*

ACATGGTGAA TTGGGATGAG 0 J 0 0 0 0 0

11000 4717 ao AN6587.1 62.m03176 AO070326000035 0 -125 -81 ATGGCAGCAAACGCAAGCGCGGTACATCATGTGAGTGGC
AGGTAG

ATGGCAGCAAACGCAAGCGCGGTACATCAT
GTGAGTGGCAGGTAG

MAANASAVHHVSGR* MAANASAVHHVSG
R*

AATGGCCGCG TTGGGATGAG 0 J 0 0 0 0 0

11002 4720 af AN1362.1 70.m14867 AO070243000002 0 -249 -175 ATGTATCACGTGTCACAAACGTCACTGCGGGTCCGAACCC
AATCACAAGCGTCCGTTGTCTGGAGCTTTGGATAG

ATGTATCACGTGTCACAAACGTCACTGCGGGTCCG
AACCCAATCACAAGCGTCCGTTGTCTGGAGCTTTG
GATAG

MYHVSQTSLRVRTQSQA
SVVWSFG*

MYHVSQTSLRVRTQ
SQASVVWSFG*

GGCGGGACCT GAGGTGGTCT 0  0 0 0 0 0

11003 4720 af AN1362.1 70.m14867 AO070243000002 0 -148 -107 ATGACCCTGAATTACTTTCTGCCTACAGATACCTTCACCTG
A

ATGACCCTGAATTACTTTCTGCCTACAGATACCTTC
ACCTGA

MTLNYFLPTDTFT* MTLNYFLPTDTFT* AATAACGGCA TACTTTCAAT 0  0 0 0 0 0

11001 4720 an AN1362.1 70.m14867 AO070243000002 0 -176 -120 ATGAGAGAGCTCCAACTCAAGCCTCCAATAATCAGTCGCA
ACAGAACATCGCATTAG

ATGAGAGAGCTCCAACTCAAGCCTCCAATAATCA
GTCGCAACAGAACATCGCATTAG

MRELQLKPPIISRNRTSH* MRELQLKPPIISRNRTSH
*

AGAGTGGCTG CTTTCTGCCT 0  0 0 0 0 0

11004 4720 ao AN1362.1 70.m14867 AO070243000002 0 -236 -204 ATGGGTGCCCATCACGTGGCGCAACGTCACTGA ATGGGTGCCCATCACGTGGCGCAACGTCAC
TGA

MGAHHVAQRH* MGAHHVAQRH* TAGATAAGCG GCATCGAAGC 0  0 0 0 0 0

11006 4722 af AN3826.1 58.m07802 AO070305000062 0 -149 -75 ATGCGCGGAGTCTTGGCGCGGCAGGCCGAAGGACAGCT
GGAGCATACAAACCAACAGCCAACAGTGAGACACTGA

ATGCGCGGAGTCTTGGCGCGGCAGGCCGAAGGA
CAGCTGGAGCATACAAACCAACAGCCAACAGTGA
GACACTGA

MRGVLARQAEGQLEHTN
QQPTVRH*

MRGVLARQAEGQL
EHTNQQPTVRH*

GAAAAGGGAA CTGAAAGTTA 0 R FG00694.1 MG01168.1 NCU00924.1 0 0

11009 4722 ao AN3826.1 58.m07802 AO070305000062 0 -172 -47 ATGGTCCGTGCACTGCGGACGGAAAAGGCGGAGAGTCTT
GGCAGGGCGATTGATATGGAAAAGGGACAGCTGGACCAA
CCGACAAACACGAACAGTTTCCCAGGCCAATTTCACCGGG
CCTGTTGA

ATGGTCCGTGCACTGCGGACGGAAAAGGC
GGAGAGTCTTGGCAGGGCGATTGATATGGA
AAAGGGACAGCTGGACCAACCGACAAACAC
GAACAGTTTCCCAGGCCAATTTCACCGGGC
CTGTTGA

MVRALRTEKAESLGRAID
MEKGQLDQPTNTNSFPG
QFHRAC*

MVRALRTEKAESLG
RAIDMEKGQLDQPT
NTNSFPGQFHRAC*

GGCATATCCG CCCCGTTCGG 0 R FG00694.1 MG01168.1 NCU00924.1 0 0

11010 4722 ao AN3826.1 58.m07802 AO070305000062 0 -118 -47 ATGGAAAAGGGACAGCTGGACCAACCGACAAACACGAAC
AGTTTCCCAGGCCAATTTCACCGGGCCTGTTGA

ATGGAAAAGGGACAGCTGGACCAACCGACA
AACACGAACAGTTTCCCAGGCCAATTTCACC
GGGCCTGTTGA

MEKGQLDQPTNTNSFPG
QFHRAC*

MEKGQLDQPTNTN
SFPGQFHRAC*

GGCGATTGAT CCCCGTTCGG 0 R FG00694.1 MG01168.1 NCU00924.1 0 0

11012 4725 an AN2664.1 71.m15162 AO070343000349 0 -119 -9 ATGAGATCCAGGACCCTGGTTGCTTCCCCACAGTATAAGT
GCGGGCGAAACGGCCTGCCGGAGGCTCACGCCAGGGCA
ATTGAATCACTGGGCCTCAATCGTCTTGACTGA

ATGAGATCCAGGACCCTGGTTGCTTCCCCACAGT
ATAAGTGCGGGCGAAACGGCCTGCCGGAGGCT
CACGCCAGGGCAATTGAATCACTGGGCCTCAAT
CGTCTTGACTGA

MRSRTLVASPQYKCGRN
GLPEAHARAIESLGLNRL
D*

MRSRTLVASPQYKCGR
NGLPEAHARAIESLGLN
RLD*

CACCCCGACC TTGTCGAAAT 0  0 0 NCU06861.1 0 0

11013 4725 ao AN2664.1 71.m15162 AO070343000349 0 -68 -6 ATGATATATTACCAAACAACAACAAACTTTCCCCGGACATT
ACCCCAGATCCCCAGCAATTGA

ATGATATATTACCAAACAACAACAAACTTTCC
CCGGACATTACCCCAGATCCCCAGCAATTG
A

MIYYQTTTNFPRTLPQIPS
N*

MIYYQTTTNFPRTLP
QIPSN*

GTCTTGGCTA TCAAAATGTT 0  0 0 NCU06861.1 0 0

11016 4728 ao AN1795.1 72.m19547 AO070309000136 0 -219 -202 ATGATGCTACTGATATAG ATGATGCTACTGATATAG MMLLI* MMLLI* ACTACTAGCG TCCTTTTTTT 0 P 0 0 0 0 0
11017 4728 ao AN1795.1 72.m19547 AO070309000136 0 -216 -202 ATGCTACTGATATAG ATGCTACTGATATAG MLLI* MLLI* ACTAGCGATG TCCTTTTTTT 0 P 0 0 0 0 0
11020 4729 af AN6809.1 53.m04197 AO070317000043 0 -151 -116 ATGATCGGATCGACGTTACACAAAGAGCGATCCTAG ATGATCGGATCGACGTTACACAAAGAGCGATCCTA

G
MIGSTLHKERS* MIGSTLHKERS* CCGATGCGGT ACGCGTCCGG 0 I 0 0 0 0 0

11018 4729 an AN6809.1 53.m04197 AO070317000043 0 -245 -195 ATGCATAATGCATCACAGCCACCTTGCAAAAACGCTAATC
AATCTGACTAG

ATGCATAATGCATCACAGCCACCTTGCAAAAACG
CTAATCAATCTGACTAG

MHNASQPPCKNANQSD* MHNASQPPCKNANQSD
*

TGCAGGAAAA CGGTCTAAAA 0 I 0 0 0 0 0

11019 4729 an AN6809.1 53.m04197 AO070317000043 0 -238 -92 ATGCATCACAGCCACCTTGCAAAAACGCTAATCAATCTGA
CTAGCGGTCTAAAAAAACGAAAAAGCAAAAAGGTCACACA
ACATCGATTCATCACCTTCTCACCTTGTCAACAAACTGTCC
TGATCCTGTCTCTGATTGCTGTTTGA

ATGCATCACAGCCACCTTGCAAAAACGCTAATCA
ATCTGACTAGCGGTCTAAAAAAACGAAAAAGCAA
AAAGGTCACACAACATCGATTCATCACCTTCTCA
CCTTGTCAACAAACTGTCCTGATCCTGTCTCTGA
TTGCTGTTTGA

MHHSHLAKTLINLTSGLK
KRKSKKVTQHRFITFSPC
QQTVLILSLIAV*

MHHSHLAKTLINLTSGLK
KRKSKKVTQHRFITFSP
CQQTVLILSLIAV*

AAAATGCATA CCTCCCTCTC 0 I 0 0 0 0 0

11021 4729 ao AN6809.1 53.m04197 AO070317000043 0 -215 -171 ATGCAGGTTAACCGAACCCCGGCAGCAAGGGTTGGCTGC
ACATAA

ATGCAGGTTAACCGAACCCCGGCAGCAAG
GGTTGGCTGCACATAA

MQVNRTPAARVGCT* MQVNRTPAARVGC
T*

ATCCCTGTGT ATACAATGCA 0 I 0 0 0 0 0

11022 4729 ao AN6809.1 53.m04197 AO070317000043 0 -165 -61 ATGCAAAGCACACCGCTCCTGACACGTTGTCTGACAACGC
ACTCCTCCTCCTCCTCCTTATTTTCCCGGCTCGTAGTGACT
CGCTTACTAGTCAGGTTGAGCTGA

ATGCAAAGCACACCGCTCCTGACACGTTGT
CTGACAACGCACTCCTCCTCCTCCTCCTTAT
TTTCCCGGCTCGTAGTGACTCGCTTACTAGT
CAGGTTGAGCTGA

MQSTPLLTRCLTTHSSSS
SLFSRLVVTRLLVRLS*

MQSTPLLTRCLTTH
SSSSSLFSRLVVTRL
LVRLS*

CATAAATACA ACCGAATTCT 0 I 0 0 0 0 0

11023 4732 af AN8116.1 53.m03826 AO070322000022 0 -133 -116 ATGACCTTCAGGATCTGA ATGACCTTCAGGATCTGA MTFRI* MTFRI* TCCACCCTTG GACCTTTGGA 0 R 0 0 0 0 0
11024 4732 ao AN8116.1 53.m03826 AO070322000022 0 -238 -179 ATGTTGATTTTTTACTGCTTTTGTTCGCACACTCATTTGTTA

TCGTTGATGATACCGTGA
ATGTTGATTTTTTACTGCTTTTGTTCGCACAC
TCATTTGTTATCGTTGATGATACCGTGA

MLIFYCFCSHTHLLSLMIP
*

MLIFYCFCSHTHLLS
LMIP*

TGGTCCTTCT GTGTATCATC 0 R 0 0 0 0 0

11025 4732 ao AN8116.1 53.m03826 AO070322000022 0 -190 -179 ATGATACCGTGA ATGATACCGTGA MIP* MIP* GTTATCGTTG GTGTATCATC 0 R 0 0 0 0 0
11026 4734 af AN9104.1 66.m04565 AO070332000169 0 -238 -203 ATGTTTGTCGCCTTTACTTTCCACTTTCTTCTGTGA ATGTTTGTCGCCTTTACTTTCCACTTTCTTCTGTGA MFVAFTFHFLL* MFVAFTFHFLL* AGATACCAGC CTGCAACCGG 0 Y 0 0 0 0 0
11027 4734 af AN9104.1 66.m04565 AO070332000169 0 -119 -102 ATGGCATCATCTTCCTGA ATGGCATCATCTTCCTGA MASSS* MASSS* TGGCGATTGC GTAAAGGATA 0 Y 0 0 0 0 0
11028 4734 af AN9104.1 66.m04565 AO070332000169 0 -68 -54 ATGATATATCTCTAG ATGATATATCTCTAG MIYL* MIYL* GCGCTCCCAA ACAGGTCAAC 0 Y 0 0 0 0 0
11029 4734 ao AN9104.1 66.m04565 AO070332000169 0 -94 -59 ATGTTACATTGCCTCACTAGCGCTCTACCTCAATGA ATGTTACATTGCCTCACTAGCGCTCTACCTC

AATGA
MLHCLTSALPQ* MLHCLTSALPQ* TTACAATTGC TTTAATTTCA 0 Y 0 0 0 0 0

11030 4736 af AN6190.1 72.m19288 AO070308000111 0 -194 -174 ATGGGCTTCTGGCTACGGTAG ATGGGCTTCTGGCTACGGTAG MGFWLR* MGFWLR* TTCCCTGGTC CCTTAGAGCC 0 D 0 0 0 0 0
11031 4736 af AN6190.1 72.m19288 AO070308000111 0 -140 -48 ATGGTCTCGGCCATCGATCTCCGCAGCAGTAGCTCTCCTG

CTCCATCAATTACCACCAGCGTCAGGTCGAGTGGCCCGC
CGTCCTCACAGTGA

ATGGTCTCGGCCATCGATCTCCGCAGCAGTAGCTC
TCCTGCTCCATCAATTACCACCAGCGTCAGGTCGA
GTGGCCCGCCGTCCTCACAGTGA

MVSAIDLRSSSSPAPSITT
SVRSSGPPSSQ*

MVSAIDLRSSSSPA
PSITTSVRSSGPPSS
Q*

GATCTGGGCA CAGGCCGTGT 0 D 0 0 0 0 0

11032 4736 ao AN6190.1 72.m19288 AO070308000111 0 -185 -96 ATGAGCTCCGCCGGTGGTATCTCCGTCTCCGTCCCGTCAT
TCCTTCCAGAAGCTCCGCTTGGCCTAAGCGCCTCCTCCGT
CTCTCCTTAA

ATGAGCTCCGCCGGTGGTATCTCCGTCTCC
GTCCCGTCATTCCTTCCAGAAGCTCCGCTT
GGCCTAAGCGCCTCCTCCGTCTCTCCTTAA

MSSAGGISVSVPSFLPEA
PLGLSASSVSP*

MSSAGGISVSVPSF
LPEAPLGLSASSVS
P*

CTGACTAGTC CAGCTTGTTT 0 D 0 0 0 0 0

11034 4737 af AN8687.1 62.m03487 AO070315000106 0 -76 -29 ATGATCCCAGATGAGTCACTCATTTTGTTTCAAATAAACCT
CCTCTGA

ATGATCCCAGATGAGTCACTCATTTTGTTTCAAATA
AACCTCCTCTGA

MIPDESLILFQINLL* MIPDESLILFQINLL* ATTTATTGGC GCTTCTCCTT 0 K 0 0 0 0 0

11035 4737 af AN8687.1 62.m03487 AO070315000106 0 -66 -40 ATGAGTCACTCATTTTGTTTCAAATAA ATGAGTCACTCATTTTGTTTCAAATAA MSHSFCFK* MSHSFCFK* ATGATCCCAG ACCTCCTCTG 0 K 0 0 0 0 0
11033 4737 an AN8687.1 62.m03487 AO070315000106 0 -178 -131 ATGCGAGTTGCTGCCTTGAAATCCAGGCAAAGACGATATC

TTGACTAA
ATGCGAGTTGCTGCCTTGAAATCCAGGCAAAGAC
GATATCTTGACTAA

MRVAALKSRQRRYLD* MRVAALKSRQRRYLD* CAGTTAGGCA CTTATCCGCC 0 K 0 0 0 0 0

11036 4737 ao AN8687.1 62.m03487 AO070315000106 0 -128 -117 ATGACTCCATAG ATGACTCCATAG MTP* MTP* TCTATCAACT CTCCTCCACT 0 K 0 0 0 0 0
11039 4738 af AN0888.1 70.m15494 AO070320000057 0 -175 -44 ATGACGTTGCTTTCATTAACTAATGTGTGGAGTGAAAAGGA

GAGAAAACGCAGTTTAAAAAGCACAATTGTAGTAAGAAGT
CATCTCAGCCTTCTTCTATTATCTACTCATCTCTATCTCTCT
CGGAACTGA

ATGACGTTGCTTTCATTAACTAATGTGTGGAGTGAA
AAGGAGAGAAAACGCAGTTTAAAAAGCACAATTGT
AGTAAGAAGTCATCTCAGCCTTCTTCTATTATCTAC
TCATCTCTATCTCTCTCGGAACTGA

MTLLSLTNVWSEKERKR
SLKSTIVVRSHLSLLLLST
HLYLSRN*

MTLLSLTNVWSEKE
RKRSLKSTIVVRSHL
SLLLLSTHLYLSRN*

TCGCTCTGCA TAGGCTCTGA 0 BT 0 0 0 0 0

11040 4738 af AN0888.1 70.m15494 AO070320000057 0 -153 -118 ATGTGTGGAGTGAAAAGGAGAGAAAACGCAGTTTAA ATGTGTGGAGTGAAAAGGAGAGAAAACGCAGTTTA
A

MCGVKRRENAV* MCGVKRRENAV* TCATTAACTA AAAGCACAAT 0 BT 0 0 0 0 0

11037 4738 an AN0888.1 70.m15494 AO070320000057 0 -175 -155 ATGGCACAACTTGATAATTAA ATGGCACAACTTGATAATTAA MAQLDN* MAQLDN* GCCTTGGCGT TCTTCTCTGA 0 BT 0 0 0 0 0
11038 4738 an AN0888.1 70.m15494 AO070320000057 0 -96 -49 ATGGCAAAACACGTCTTTATAACTTTCTTGACCTTCTCCCC

TCCTTGA
ATGGCAAAACACGTCTTTATAACTTTCTTGACCTT
CTCCCCTCCTTGA

MAKHVFITFLTFSPP* MAKHVFITFLTFSPP* AGCAGCGAAA GATTTCACCT 0 BT 0 0 0 0 0

11042 4738 ao AN0888.1 70.m15494 AO070320000057 0 -245 -186 ATGAATTGCTGTAGTCTTCACTGTAAGCTACTAAATAGTGC
GACCGGACTTAAAATATAA

ATGAATTGCTGTAGTCTTCACTGTAAGCTAC
TAAATAGTGCGACCGGACTTAAAATATAA

MNCCSLHCKLLNSATGL
KI*

MNCCSLHCKLLNSA
TGLKI*

CCTCAAAATT TCCCCGCATG 0 BT 0 0 0 0 0

11043 4738 ao AN0888.1 70.m15494 AO070320000057 0 -178 -164 ATGACGTTGCGGTAA ATGACGTTGCGGTAA MTLR* MTLR* TAATCCCCGC AATAAGAGTG 0 BT 0 0 0 0 0
11044 4738 ao AN0888.1 70.m15494 AO070320000057 0 -118 -47 ATGCAACACTCATCACTTACAAACCACCATTATCTTACCAT

ACCCTCACTTACAAATTGGTGCCGGCGATAG
ATGCAACACTCATCACTTACAAACCACCATT
ATCTTACCATACCCTCACTTACAAATTGGTG
CCGGCGATAG

MQHSSLTNHHYLTIPSLT
NWCRR*

MQHSSLTNHHYLTI
PSLTNWCRR*

GCCACAACAA CAATTCTATC 0 BT 0 0 0 0 0

11046 4739 af AN1750.1 69.m15051 AO070324000043 0 -205 -59 ATGTATAAATTGCCGTCCAGTTGGATCTCTGGTAGAAATTC
AATGTGGGGAGATGAAGCGATAAGATTAAAATGCGTAAAA
AGGCGGGCCTCTTTTCTGCCGCTTTTTTTCATCTCAAGTAA
AAAAGATCATCACCGCTTCCATTGA

ATGTATAAATTGCCGTCCAGTTGGATCTCTGGTAGA
AATTCAATGTGGGGAGATGAAGCGATAAGATTAAA
ATGCGTAAAAAGGCGGGCCTCTTTTCTGCCGCTTT
TTTTCATCTCAAGTAAAAAAGATCATCACCGCTTCC
ATTGA

MYKLPSSWISGRNSMW
GDEAIRLKCVKRRASFLP
LFFISSKKDHHRFH*

MYKLPSSWISGRNS
MWGDEAIRLKCVKR
RASFLPLFFISSKKD
HHRFH*

GGCAGTGTAG TTTGCGTCGC 0 A 0 0 0 0 0
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11047 4739 af AN1750.1 69.m15051 AO070324000043 0 -163 -59 ATGTGGGGAGATGAAGCGATAAGATTAAAATGCGTAAAAA
GGCGGGCCTCTTTTCTGCCGCTTTTTTTCATCTCAAGTAAA
AAAGATCATCACCGCTTCCATTGA

ATGTGGGGAGATGAAGCGATAAGATTAAAATGCGT
AAAAAGGCGGGCCTCTTTTCTGCCGCTTTTTTTCAT
CTCAAGTAAAAAAGATCATCACCGCTTCCATTGA

MWGDEAIRLKCVKRRAS
FLPLFFISSKKDHHRFH*

MWGDEAIRLKCVKR
RASFLPLFFISSKKD
HHRFH*

TAGAAATTCA TTTGCGTCGC 0 A 0 0 0 0 0

11048 4739 af AN1750.1 69.m15051 AO070324000043 0 -153 -142 ATGAAGCGATAA ATGAAGCGATAA MKR* MKR* ATGTGGGGAG GATTAAAATG 0 A 0 0 0 0 0
11049 4739 af AN1750.1 69.m15051 AO070324000043 0 -134 -84 ATGCGTAAAAAGGCGGGCCTCTTTTCTGCCGCTTTTTTTCA

TCTCAAGTAA
ATGCGTAAAAAGGCGGGCCTCTTTTCTGCCGCTTT
TTTTCATCTCAAGTAA

MRKKAGLFSAAFFHLK* MRKKAGLFSAAFFH
LK*

TAAGATTAAA AAAAGATCAT 0 A 0 0 0 0 0

11045 4739 an AN1750.1 69.m15051 AO070324000043 0 -206 -186 ATGGGCGACAAAAAGGAATAG ATGGGCGACAAAAAGGAATAG MGDKKE* MGDKKE* TCGATTCCCA AGGAGGGGTC 0 A 0 0 0 0 0
11050 4739 ao AN1750.1 69.m15051 AO070324000043 0 -195 -184 ATGGGTAGGTAA ATGGGTAGGTAA MGR* MGR* AACTATACCA AGAAGAGTGA 0 A 0 0 0 0 0
11051 4739 ao AN1750.1 69.m15051 AO070324000043 0 -167 -129 ATGAATTTCTCCGTGGGGCAGAGGCGGGCGTGCCGATAA ATGAATTTCTCCGTGGGGCAGAGGCGGGC

GTGCCGATAA
MNFSVGQRRACR* MNFSVGQRRACR* GTGATTTTCA GATTGACTCT 0 A 0 0 0 0 0

11052 4741 an AN5149.1 69.m14886 AO070237000016 0 -195 -154 ATGCGCACTTTGGGCAATTCTAGCAATTTCTTTCCTTTGTG
A

ATGCGCACTTTGGGCAATTCTAGCAATTTCTTTCC
TTTGTGA

MRTLGNSSNFFPL* MRTLGNSSNFFPL* GTAGCCCCTT TGCTTGATGC 0 GO 0 0 0 0 0

11053 4741 an AN5149.1 69.m14886 AO070237000016 0 -154 -128 ATGCTTGATGCTCCTTCACTTCTCTAA ATGCTTGATGCTCCTTCACTTCTCTAA MLDAPSLL* MLDAPSLL* TTCCTTTGTG TACAATCTTG 0 GO 0 0 0 0 0
11054 4741 an AN5149.1 69.m14886 AO070237000016 0 -147 -97 ATGCTCCTTCACTTCTCTAATACAATCTTGCTCACTATTGCA

GTTCTTTGA
ATGCTCCTTCACTTCTCTAATACAATCTTGCTCAC
TATTGCAGTTCTTTGA

MLLHFSNTILLTIAVL* MLLHFSNTILLTIAVL* GTGATGCTTG CAATCCATTC 0 GO 0 0 0 0 0

11055 4741 ao AN5149.1 69.m14886 AO070237000016 0 -220 -173 ATGTGGATTTCAAGGCAGAGCATCCTTTGTCTGTATCTCGT
TGTTTAA

ATGTGGATTTCAAGGCAGAGCATCCTTTGTC
TGTATCTCGTTGTTTAA

MWISRQSILCLYLVV* MWISRQSILCLYLVV
*

CTAAATCAGT CCTTCCCTAA 0 GO 0 0 0 0 0

11056 4741 ao AN5149.1 69.m14886 AO070237000016 0 -155 -99 ATGGAACCACCTCTCATCAATGATCCTGTCCTTTGTCAATT
CATCCTCTTGCTATAG

ATGGAACCACCTCTCATCAATGATCCTGTCC
TTTGTCAATTCATCCTCTTGCTATAG

MEPPLINDPVLCQFILLL* MEPPLINDPVLCQFI
LLL*

TAAGCCATCA CTGCCTTGAT 0 GO 0 0 0 0 0

11057 4741 ao AN5149.1 69.m14886 AO070237000016 0 -136 -11 ATGATCCTGTCCTTTGTCAATTCATCCTCTTGCTATAGCTG
CCTTGATCTGACATCGGCCGGCCATCTTTTCTTCTCCTTCC
CAAGGACCATCACCTTGCAACCTACGTCCGCGAGGAGCT
GTTAA

ATGATCCTGTCCTTTGTCAATTCATCCTCTTG
CTATAGCTGCCTTGATCTGACATCGGCCGG
CCATCTTTTCTTCTCCTTCCCAAGGACCATC
ACCTTGCAACCTACGTCCGCGAGGAGCTGT
TAA

MILSFVNSSSCYSCLDLT
SAGHLFFSFPRTITLQPTS
ARSC*

MILSFVNSSSCYSCL
DLTSAGHLFFSFPR
TITLQPTSARSC*

CCTCTCATCA CTTAGCCAGT 0 GO 0 0 0 0 0

11060 4745 af AN0470.1 54.m06599 AO070328000168 0 -172 -122 ATGATGAATGACTTCATGCTGGAATTGGGGAGTCTTGGCG
TCGATGACTAA

ATGATGAATGACTTCATGCTGGAATTGGGGAGTCT
TGGCGTCGATGACTAA

MMNDFMLELGSLGVDD* MMNDFMLELGSLG
VDD*

ATCTGAAATA GCAGCAGTGG 0 J 0 0 0 0 0

11061 4745 af AN0470.1 54.m06599 AO070328000168 0 -169 -122 ATGAATGACTTCATGCTGGAATTGGGGAGTCTTGGCGTCG
ATGACTAA

ATGAATGACTTCATGCTGGAATTGGGGAGTCTTGG
CGTCGATGACTAA

MNDFMLELGSLGVDD* MNDFMLELGSLGV
DD*

TGAAATAATG GCAGCAGTGG 0 J 0 0 0 0 0

11062 4745 af AN0470.1 54.m06599 AO070328000168 0 -165 -55 ATGACTTCATGCTGGAATTGGGGAGTCTTGGCGTCGATGA
CTAAGCAGCAGTGGAGAGGAAAATCATTCTTTGCGGCTCC
GACGAAGCCAAGGACGGAGGAGGGCAATTGA

ATGACTTCATGCTGGAATTGGGGAGTCTTGGCGTC
GATGACTAAGCAGCAGTGGAGAGGAAAATCATTCT
TTGCGGCTCCGACGAAGCCAAGGACGGAGGAGG
GCAATTGA

MTSCWNWGVLASMTKQ
QWRGKSFFAAPTKPRTE
EGN*

MTSCWNWGVLASM
TKQQWRGKSFFAA
PTKPRTEEGN*

ATAATGATGA ACACTCACTC 0 J 0 0 0 0 0

11063 4745 af AN0470.1 54.m06599 AO070328000168 0 -157 -122 ATGCTGGAATTGGGGAGTCTTGGCGTCGATGACTAA ATGCTGGAATTGGGGAGTCTTGGCGTCGATGACTA
A

MLELGSLGVDD* MLELGSLGVDD* GAATGACTTC GCAGCAGTGG 0 J 0 0 0 0 0

11064 4745 af AN0470.1 54.m06599 AO070328000168 0 -129 -55 ATGACTAAGCAGCAGTGGAGAGGAAAATCATTCTTTGCGG
CTCCGACGAAGCCAAGGACGGAGGAGGGCAATTGA

ATGACTAAGCAGCAGTGGAGAGGAAAATCATTCTT
TGCGGCTCCGACGAAGCCAAGGACGGAGGAGGG
CAATTGA

MTKQQWRGKSFFAAPTK
PRTEEGN*

MTKQQWRGKSFFA
APTKPRTEEGN*

CTTGGCGTCG ACACTCACTC 0 J 0 0 0 0 0

11058 4745 an AN0470.1 54.m06599 AO070328000168 0 -177 -163 ATGATTTCACCTTGA ATGATTTCACCTTGA MISP* MISP* TGCAGATTAG CGAGACGATG 0 J 0 0 0 0 0
11059 4745 an AN0470.1 54.m06599 AO070328000168 0 -155 -129 ATGTCTTGGCGGACTTTGCTACTGTAA ATGTCTTGGCGGACTTTGCTACTGTAA MSWRTLLL* MSWRTLLL* TGACGAGACG AAACTAGCTG 0 J 0 0 0 0 0
11065 4745 ao AN0470.1 54.m06599 AO070328000168 0 -220 -176 ATGCTCTTTCCTTGTCTATTCTATACTAGTACTGGAGCGGT

ATGA
ATGCTCTTTCCTTGTCTATTCTATACTAGTAC
TGGAGCGGTATGA

MLFPCLFYTSTGAV* MLFPCLFYTSTGAV* GTTCTGTTTG CTTCATCATC 0 J 0 0 0 0 0

11066 4745 ao AN0470.1 54.m06599 AO070328000168 0 -179 -135 ATGACTTCATCATCTTTCATGAGCCTGTCGATTCTTGGCGG
ATGA

ATGACTTCATCATCTTTCATGAGCCTGTCGA
TTCTTGGCGGATGA

MTSSSFMSLSILGG* MTSSSFMSLSILGG* CTGGAGCGGT TGACTAAGCG 0 J 0 0 0 0 0

11067 4745 ao AN0470.1 54.m06599 AO070328000168 0 -161 -135 ATGAGCCTGTCGATTCTTGGCGGATGA ATGAGCCTGTCGATTCTTGGCGGATGA MSLSILGG* MSLSILGG* ATCATCTTTC TGACTAAGCG 0 J 0 0 0 0 0
11068 4745 ao AN0470.1 54.m06599 AO070328000168 0 -138 -34 ATGATGACTAAGCGCTCGTGCAGAGGAAAATCGTTCGCC

GGAATTCCCAAAGCAGAGGGCGAACGAGACCATCGTCGG
TTCAGCTGTAGCCCACCCTTTTTTTAA

ATGATGACTAAGCGCTCGTGCAGAGGAAAA
TCGTTCGCCGGAATTCCCAAAGCAGAGGGC
GAACGAGACCATCGTCGGTTCAGCTGTAGC
CCACCCTTTTTTTAA

MMTKRSCRGKSFAGIPK
AEGERDHRRFSCSPPFF*

MMTKRSCRGKSFA
GIPKAEGERDHRRF
SCSPPFF*

TTCTTGGCGG CTCCAGCTCA 0 J 0 0 0 0 0

11069 4745 ao AN0470.1 54.m06599 AO070328000168 0 -135 -34 ATGACTAAGCGCTCGTGCAGAGGAAAATCGTTCGCCGGA
ATTCCCAAAGCAGAGGGCGAACGAGACCATCGTCGGTTC
AGCTGTAGCCCACCCTTTTTTTAA

ATGACTAAGCGCTCGTGCAGAGGAAAATCG
TTCGCCGGAATTCCCAAAGCAGAGGGCGAA
CGAGACCATCGTCGGTTCAGCTGTAGCCCA
CCCTTTTTTTAA

MTKRSCRGKSFAGIPKAE
GERDHRRFSCSPPFF*

MTKRSCRGKSFAGI
PKAEGERDHRRFS
CSPPFF*

TTGGCGGATG CTCCAGCTCA 0 J 0 0 0 0 0

11074 4749 af AN6114.1 72.m19045 AO070340000090 0 -227 -204 ATGGATACCAACATGAGAGATTGA ATGGATACCAACATGAGAGATTGA MDTNMRD* MDTNMRD* CGCACTTCAT TGGATTCTGG 0 L FG01896.1 0 NCU01321.1 0 0

11075 4749 af AN6114.1 72.m19045 AO070340000090 0 -215 -204 ATGAGAGATTGA ATGAGAGATTGA MRD* MRD* GGATACCAAC TGGATTCTGG 0 L FG01896.1 0 NCU01321.1 0 0

11076 4749 af AN6114.1 72.m19045 AO070340000090 0 -204 -49 ATGGATTCTGGCTCTCAAACGAACTTGCGACACCACGCAC
ATATGAGACCCACTAACGCTGCCATGCTCACGACATACCT
TTATATAATATTGTATATAAAAACCATACATTGGCTTCTTGG
TTACTATTATTATCACCCTCAATGCAGCGAGTGA

ATGGATTCTGGCTCTCAAACGAACTTGCGACACCA
CGCACATATGAGACCCACTAACGCTGCCATGCTCA
CGACATACCTTTATATAATATTGTATATAAAAACCAT
ACATTGGCTTCTTGGTTACTATTATTATCACCCTCA
ATGCAGCGAGTGA

MDSGSQTNLRHHAHMR
PTNAAMLTTYLYIILYIKTIH
WLLGYYYYHPQCSE*

MDSGSQTNLRHHA
HMRPTNAAMLTTYL
YIILYIKTIHWLLGYYY
YHPQCSE*

TGAGAGATTG TCGCCTAATT 0 L FG01896.1 0 NCU01321.1 0 0

11077 4749 af AN6114.1 72.m19045 AO070340000090 0 -162 -49 ATGAGACCCACTAACGCTGCCATGCTCACGACATACCTTT
ATATAATATTGTATATAAAAACCATACATTGGCTTCTTGGTT
ACTATTATTATCACCCTCAATGCAGCGAGTGA

ATGAGACCCACTAACGCTGCCATGCTCACGACATA
CCTTTATATAATATTGTATATAAAAACCATACATTGG
CTTCTTGGTTACTATTATTATCACCCTCAATGCAGC
GAGTGA

MRPTNAAMLTTYLYIILYIK
TIHWLLGYYYYHPQCSE*

MRPTNAAMLTTYLYI
ILYIKTIHWLLGYYYY
HPQCSE*

CCACGCACAT TCGCCTAATT 0 L FG01896.1 0 NCU01321.1 0 0

11078 4749 af AN6114.1 72.m19045 AO070340000090 0 -141 -49 ATGCTCACGACATACCTTTATATAATATTGTATATAAAAACC
ATACATTGGCTTCTTGGTTACTATTATTATCACCCTCAATGC
AGCGAGTGA

ATGCTCACGACATACCTTTATATAATATTGTATATAA
AAACCATACATTGGCTTCTTGGTTACTATTATTATCA
CCCTCAATGCAGCGAGTGA

MLTTYLYIILYIKTIHWLLG
YYYYHPQCSE*

MLTTYLYIILYIKTIHW
LLGYYYYHPQCSE*

TAACGCTGCC TCGCCTAATT 0 L FG01896.1 0 NCU01321.1 0 0

11070 4749 an AN6114.1 72.m19045 AO070340000090 0 -138 -64 ATGCTGCCGAGTCTTCAATCATGGATGCATAATTGCGCTG
CACGAGCTACAAAACCTTGTATGTACGGTTTATGA

ATGCTGCCGAGTCTTCAATCATGGATGCATAATT
GCGCTGCACGAGCTACAAAACCTTGTATGTACG
GTTTATGA

MLPSLQSWMHNCAARAT
KPCMYGL*

MLPSLQSWMHNCAARA
TKPCMYGL*

AGAGAATACG AGCAGAGTTA 0 L FG01896.1 0 NCU01321.1 0 0

11071 4749 an AN6114.1 72.m19045 AO070340000090 0 -118 -107 ATGGATGCATAA ATGGATGCATAA MDA* MDA* GTCTTCAATC TTGCGCTGCA 0 L FG01896.1 0 NCU01321.1 0 0

11072 4749 an AN6114.1 72.m19045 AO070340000090 0 -114 -64 ATGCATAATTGCGCTGCACGAGCTACAAAACCTTGTATGT
ACGGTTTATGA

ATGCATAATTGCGCTGCACGAGCTACAAAACCTT
GTATGTACGGTTTATGA

MHNCAARATKPCMYGL* MHNCAARATKPCMYGL
*

TCAATCATGG AGCAGAGTTA 0 L FG01896.1 0 NCU01321.1 0 0

11073 4749 an AN6114.1 72.m19045 AO070340000090 0 -78 -64 ATGTACGGTTTATGA ATGTACGGTTTATGA MYGL* MYGL* AAAACCTTGT AGCAGAGTTA 0 L FG01896.1 0 NCU01321.1 0 0

11080 4749 ao AN6114.1 72.m19045 AO070340000090 0 -177 -160 ATGATGTCTGACCCTTAA ATGATGTCTGACCCTTAA MMSDP* MMSDP* TCAAAAAACA TGACAATTCA 0 L FG01896.1 0 NCU01321.1 0 0

11081 4749 ao AN6114.1 72.m19045 AO070340000090 0 -174 -160 ATGTCTGACCCTTAA ATGTCTGACCCTTAA MSDP* MSDP* AAAAACAATG TGACAATTCA 0 L FG01896.1 0 NCU01321.1 0 0

11082 4749 ao AN6114.1 72.m19045 AO070340000090 0 -160 -35 ATGACAATTCATCTCCAACTTAACGTGCATAATGGGGGATT
AATGCTTGACTTGTTCTACGTCACATCTATATTGAATTTCTA
TATATATACACCTCTGTTCATTACCTTATATACAATGCACTA
A

ATGACAATTCATCTCCAACTTAACGTGCATA
ATGGGGGATTAATGCTTGACTTGTTCTACGT
CACATCTATATTGAATTTCTATATATATACAC
CTCTGTTCATTACCTTATATACAATGCACTAA

MTIHLQLNVHNGGLMLDL
FYVTSILNFYIYTPLFITLYT
MH*

MTIHLQLNVHNGGL
MLDLFYVTSILNFYIY
TPLFITLYTMH*

CTGACCCTTA CATATACACG 0 L FG01896.1 0 NCU01321.1 0 0

11083 4749 ao AN6114.1 72.m19045 AO070340000090 0 -129 -118 ATGGGGGATTAA ATGGGGGATTAA MGD* MGD* AACGTGCATA TGCTTGACTT 0 L FG01896.1 0 NCU01321.1 0 0

11084 4749 ao AN6114.1 72.m19045 AO070340000090 0 -118 -35 ATGCTTGACTTGTTCTACGTCACATCTATATTGAATTTCTAT
ATATATACACCTCTGTTCATTACCTTATATACAATGCACTAA

ATGCTTGACTTGTTCTACGTCACATCTATATT
GAATTTCTATATATATACACCTCTGTTCATTA
CCTTATATACAATGCACTAA

MLDLFYVTSILNFYIYTPLF
ITLYTMH*

MLDLFYVTSILNFYIY
TPLFITLYTMH*

TGGGGGATTA CATATACACG 0 L FG01896.1 0 NCU01321.1 0 0

11088 4751 af AN3073.1 59.m08925 AO070224000013 0 -181 -146 ATGTCTTGCTTCTCGAACAAGCCCAAACAAACGTAG ATGTCTTGCTTCTCGAACAAGCCCAAACAAACGTA
G

MSCFSNKPKQT* MSCFSNKPKQT* AGTTTTAATT GACGTGTACT 0 J 0 MG06566.1 NCU06866.1 0 0

11089 4751 af AN3073.1 59.m08925 AO070224000013 0 -134 -72 ATGACCTCCGCGACCGTGATTCTGCCGTGCGGAAACAGC
AGCACTCGGTCCGAGCCGAACTGA

ATGACCTCCGCGACCGTGATTCTGCCGTGCGGAA
ACAGCAGCACTCGGTCCGAGCCGAACTGA

MTSATVILPCGNSSTRSE
PN*

MTSATVILPCGNSST
RSEPN*

ACGTGTACTG GCGGAGAAGA 0 J 0 MG06566.1 NCU06866.1 0 0

11085 4751 an AN3073.1 59.m08925 AO070224000013 0 -225 -145 ATGACCATATACATAATCATTAAAACCCAGGCATTGACCTC
TCTTCCAATTTTATATCGCATCTCTTCGATGTCGAAATAG

ATGACCATATACATAATCATTAAAACCCAGGCATT
GACCTCTCTTCCAATTTTATATCGCATCTCTTCGA
TGTCGAAATAG

MTIYIIIKTQALTSLPILYRIS
SMSK*

MTIYIIIKTQALTSLPILYRI
SSMSK*

CTCCTGGTCT TGCAGTATTA 0 J 0 MG06566.1 NCU06866.1 0 0

11086 4751 an AN3073.1 59.m08925 AO070224000013 0 -156 -145 ATGTCGAAATAG ATGTCGAAATAG MSK* MSK* CATCTCTTCG TGCAGTATTA 0 J 0 MG06566.1 NCU06866.1 0 0

11087 4751 an AN3073.1 59.m08925 AO070224000013 0 -125 -108 ATGATCGGTTATCGATAA ATGATCGGTTATCGATAA MIGYR* MIGYR* ATCGATAAGA GCTTGGTTGG 0 J 0 MG06566.1 NCU06866.1 0 0

11091 4752 af AN6817.1 65.m07380 AO070309000070 0 -186 -121 ATGCAGAATATCGGCCGTGCCGAGGCAGTTTCGCTGCAA
GTTCAAGGATACTTGCGAAAAAAGTAG

ATGCAGAATATCGGCCGTGCCGAGGCAGTTTCGC
TGCAAGTTCAAGGATACTTGCGAAAAAAGTAG

MQNIGRAEAVSLQVQGY
LRKK*

MQNIGRAEAVSLQV
QGYLRKK*

TGATAACTGA ACAGATAACC 0 R 0 MG10413.1 0 0 0

11090 4752 an AN6817.1 65.m07380 AO070309000070 0 -174 -160 ATGCCTGCTTACTGA ATGCCTGCTTACTGA MPAY* MPAY* TGATGTAATA GCAGTAAGCT 0 R 0 MG10413.1 0 0 0
11092 4752 ao AN6817.1 65.m07380 AO070309000070 0 -171 -121 ATGGAGTTAGCAGCCGAGGTTCATTCGTCGCCTTGTCTTA

GCGACCGCTGA
ATGGAGTTAGCAGCCGAGGTTCATTCGTCG
CCTTGTCTTAGCGACCGCTGA

MELAAEVHSSPCLSDR* MELAAEVHSSPCLS
DR*

CAATTCGGTT GTCTTTGTCA 0 R 0 MG10413.1 0 0 0

11096 4755 af AN1871.1 57.m05746 AO070341000188 0 -75 -31 ATGGCCGAGTTGCCTCAACCATTGCAGACTGGCGGTTCTC
ATTGA

ATGGCCGAGTTGCCTCAACCATTGCAGACTGGCG
GTTCTCATTGA

MAELPQPLQTGGSH* MAELPQPLQTGGS
H*

CCATTAATCA ATGTTCACGC 0  0 0 0 0 0

11093 4755 an AN1871.1 57.m05746 AO070341000188 0 -210 -175 ATGCAGGGAGCCAATCAGCCTTCCCGCTGTGTCTGA ATGCAGGGAGCCAATCAGCCTTCCCGCTGTGTC
TGA

MQGANQPSRCV* MQGANQPSRCV* CGGGTTCTTG TCATGCTTCG 0  0 0 0 0 0

11094 4755 an AN1871.1 57.m05746 AO070341000188 0 -172 -110 ATGCTTCGTCATCTACTTTCCCAGTCGCTGGAGCTTAGAC
GGCAGTGTTTCATTTCCTTATAA

ATGCTTCGTCATCTACTTTCCCAGTCGCTGGAGC
TTAGACGGCAGTGTTTCATTTCCTTATAA

MLRHLLSQSLELRRQCFI
SL*

MLRHLLSQSLELRRQCF
ISL*

GTGTCTGATC AGCACTTTTT 0  0 0 0 0 0

11095 4755 an AN1871.1 57.m05746 AO070341000188 0 -64 -20 ATGCAAACCACCAGCTTTCCTGCATTCAAAACATCTACTGG
ATAA

ATGCAAACCACCAGCTTTCCTGCATTCAAAACAT
CTACTGGATAA

MQTTSFPAFKTSTG* MQTTSFPAFKTSTG* GCTTACATCT CTTCCCGCGT 0  0 0 0 0 0

11098 4755 ao AN1871.1 57.m05746 AO070341000188 0 -94 -71 ATGGCATCGATCCAAGGTGCTTGA ATGGCATCGATCCAAGGTGCTTGA MASIQGA* MASIQGA* ACCAAGCTTC CAGGGCATCC 0  0 0 0 0 0
11100 4756 af AN1413.1 55.m03241 AO070242000017 0 -87 -52 ATGTATTGCCTTCTTGATTGTTTTGGACTGTATTAG ATGTATTGCCTTCTTGATTGTTTTGGACTGTATTAG MYCLLDCFGLY* MYCLLDCFGLY* TGACATTGCA GTTGATAAAG 0 A FG04907.1 0 0 0 0

11099 4756 an AN1413.1 55.m03241 AO070242000017 0 -100 -74 ATGTCTCTGGCCGCACAGCACAGCTGA ATGTCTCTGGCCGCACAGCACAGCTGA MSLAAQHS* MSLAAQHS* TTCTCTGGCA AGTGCAACGA 0 A FG04907.1 0 0 0 0

228



§S3 Upstream open reading frames (uORFs) Tab 3 - Extended Data 300bp

11101 4756 ao AN1413.1 55.m03241 AO070242000017 0 -230 -147 ATGTCTCTAATGTCAATGGATAGCACTAAGCAGCTTCCCTT
GTTGTTGAGAGACTCTTGGAATAAATTTATTTGCAGCACAT
GA

ATGTCTCTAATGTCAATGGATAGCACTAAGC
AGCTTCCCTTGTTGTTGAGAGACTCTTGGAA
TAAATTTATTTGCAGCACATGA

MSLMSMDSTKQLPLLLR
DSWNKFICST*

MSLMSMDSTKQLPL
LLRDSWNKFICST*

TTGGCGTGTG CTTAGATGCT 0 A FG04907.1 0 0 0 0

11102 4756 ao AN1413.1 55.m03241 AO070242000017 0 -221 -147 ATGTCAATGGATAGCACTAAGCAGCTTCCCTTGTTGTTGA
GAGACTCTTGGAATAAATTTATTTGCAGCACATGA

ATGTCAATGGATAGCACTAAGCAGCTTCCCT
TGTTGTTGAGAGACTCTTGGAATAAATTTATT
TGCAGCACATGA

MSMDSTKQLPLLLRDSW
NKFICST*

MSMDSTKQLPLLLR
DSWNKFICST*

GATGTCTCTA CTTAGATGCT 0 A FG04907.1 0 0 0 0

11103 4756 ao AN1413.1 55.m03241 AO070242000017 0 -215 -147 ATGGATAGCACTAAGCAGCTTCCCTTGTTGTTGAGAGACT
CTTGGAATAAATTTATTTGCAGCACATGA

ATGGATAGCACTAAGCAGCTTCCCTTGTTGT
TGAGAGACTCTTGGAATAAATTTATTTGCAG
CACATGA

MDSTKQLPLLLRDSWNK
FICST*

MDSTKQLPLLLRDS
WNKFICST*

TCTAATGTCA CTTAGATGCT 0 A FG04907.1 0 0 0 0

11104 4756 ao AN1413.1 55.m03241 AO070242000017 0 -141 -82 ATGCTCCCAGATTTGTTATTCTGCTTCTCCATTATTTATGCA
ATGGTTTTTCTTGCATAA

ATGCTCCCAGATTTGTTATTCTGCTTCTCCAT
TATTTATGCAATGGTTTTTCTTGCATAA

MLPDLLFCFSIIYAMVFLA
*

MLPDLLFCFSIIYAM
VFLA*

CATGACTTAG AGGCAGTTGA 0 A FG04907.1 0 0 0 0

11105 4756 ao AN1413.1 55.m03241 AO070242000017 0 -104 -72 ATGCAATGGTTTTTCTTGCATAAAGGCAGTTGA ATGCAATGGTTTTTCTTGCATAAAGGCAGTT
GA

MQWFFLHKGS* MQWFFLHKGS* TCCATTATTT AAAGACAGAT 0 A FG04907.1 0 0 0 0

11106 4756 ao AN1413.1 55.m03241 AO070242000017 0 -99 -82 ATGGTTTTTCTTGCATAA ATGGTTTTTCTTGCATAA MVFLA* MVFLA* TATTTATGCA AGGCAGTTGA 0 A FG04907.1 0 0 0 0
11109 4758 af AN0581.1 69.m15267 AO070280000003 0 -130 -119 ATGGAGGGCTGA ATGGAGGGCTGA MEG* MEG* CTGTATTTCA GAACGCTTCA 0 R 0 0 0 YDR338C 0
11110 4758 af AN0581.1 69.m15267 AO070280000003 0 -84 -49 ATGACAGCTGCTGCGTATATCAGCATCCTTCGATAG ATGACAGCTGCTGCGTATATCAGCATCCTTCGATA

G
MTAAAYISILR* MTAAAYISILR* GACCGGGTGG ATTCGGCAAA 0 R 0 0 0 YDR338C 0

11107 4758 an AN0581.1 69.m15267 AO070280000003 0 -190 -122 ATGCAAATACTGGACTATCATTTGAGCTTAAGCGACATCTT
TCCTTCTCCAACTCCCCTCTGTCTTTGA

ATGCAAATACTGGACTATCATTTGAGCTTAAGCG
ACATCTTTCCTTCTCCAACTCCCCTCTGTCTTTGA

MQILDYHLSLSDIFPSPTP
LCL*

MQILDYHLSLSDIFPSPT
PLCL*

GTCGAGCGCG CTCTTTAACT 0 R 0 0 0 YDR338C 0

11108 4758 an AN0581.1 69.m15267 AO070280000003 0 -61 -38 ATGAGGATATCGCGACAACAGTGA ATGAGGATATCGCGACAACAGTGA MRISRQQ* MRISRQQ* CACCACCGCG CTAACGACCT 0 R 0 0 0 YDR338C 0
11111 4758 ao AN0581.1 69.m15267 AO070280000003 0 -275 -231 ATGGCTGAAAGCTCTTTAGAGGCAAAATCTGCTGATGGAG

CGTAA
ATGGCTGAAAGCTCTTTAGAGGCAAAATCTG
CTGATGGAGCGTAA

MAESSLEAKSADGA* MAESSLEAKSADGA
*

CTTTATTTCA TATGATTACT 0 R 0 0 0 YDR338C 0

11112 4758 ao AN0581.1 69.m15267 AO070280000003 0 -241 -215 ATGGAGCGTAATATGATTACTACCTAG ATGGAGCGTAATATGATTACTACCTAG MERNMITT* MERNMITT* AAATCTGCTG TACCTACACC 0 R 0 0 0 YDR338C 0
11113 4758 ao AN0581.1 69.m15267 AO070280000003 0 -229 -215 ATGATTACTACCTAG ATGATTACTACCTAG MITT* MITT* GGAGCGTAAT TACCTACACC 0 R 0 0 0 YDR338C 0
11114 4758 ao AN0581.1 69.m15267 AO070280000003 0 -116 -69 ATGTCTTTGGCACCATTAGATCATGGTGAGAAAGTTTCCTT

AAATTAG
ATGTCTTTGGCACCATTAGATCATGGTGAGA
AAGTTTCCTTAAATTAG

MSLAPLDHGEKVSLN* MSLAPLDHGEKVSL
N*

TCGAGATTGT AATTTTCCAT 0 R 0 0 0 YDR338C 0

11115 4758 ao AN0581.1 69.m15267 AO070280000003 0 -94 -74 ATGGTGAGAAAGTTTCCTTAA ATGGTGAGAAAGTTTCCTTAA MVRKFP* MVRKFP* CCATTAGATC ATTAGAATTT 0 R 0 0 0 YDR338C 0
11116 4759 an AN1050.1 70.m15207 AO070312000117 0 -147 -109 ATGCCTCGGCTTCCCCTCGGCCCCAGACTGCGAGCATAG ATGCCTCGGCTTCCCCTCGGCCCCAGACTGCGA

GCATAG
MPRLPLGPRLRA* MPRLPLGPRLRA* CTTTCAGAAA TCAAGAGGCA 0 I 0 0 0 0 0

11117 4759 an AN1050.1 70.m15207 AO070312000117 0 -91 -8 ATGTCTTCTCGTCCATCATCCTTTCTCCTCTTCATTCTCATT
CACTTTCATCCCATCACTAAAAGTCAGCCTACAATTCAATA
A

ATGTCTTCTCGTCCATCATCCTTTCTCCTCTTCAT
TCTCATTCACTTTCATCCCATCACTAAAAGTCAGC
CTACAATTCAATAA

MSSRPSSFLLFILIHFHPIT
KSQPTIQ*

MSSRPSSFLLFILIHFHPI
TKSQPTIQ*

GCAACTCCTC CTACAACATG 0 I 0 0 0 0 0

11118 4759 ao AN1050.1 70.m15207 AO070312000117 0 -183 -142 ATGATGTGTTATTCCAATACCCTCTCACAAGTAGCGGTTTA
G

ATGATGTGTTATTCCAATACCCTCTCACAAG
TAGCGGTTTAG

MMCYSNTLSQVAV* MMCYSNTLSQVAV* TTGGTAAGTG ACCACTGCCC 0 I 0 0 0 0 0

11119 4759 ao AN1050.1 70.m15207 AO070312000117 0 -180 -142 ATGTGTTATTCCAATACCCTCTCACAAGTAGCGGTTTAG ATGTGTTATTCCAATACCCTCTCACAAGTAG
CGGTTTAG

MCYSNTLSQVAV* MCYSNTLSQVAV* GTAAGTGATG ACCACTGCCC 0 I 0 0 0 0 0

11120 4760 af AN1931.1 69.m14947 AO070341000104 0 -165 -73 ATGTCTGGCACGTGCGGCCGTCATCGGGCATCCACAATT
GGCTGCCTCAGGCCGCACCGCATCCGCCACTTGGTGATT
GTCATCCACTATTGA

ATGTCTGGCACGTGCGGCCGTCATCGGGCATCCA
CAATTGGCTGCCTCAGGCCGCACCGCATCCGCCA
CTTGGTGATTGTCATCCACTATTGA

MSGTCGRHRASTIGCLR
PHRIRHLVIVIHY*

MSGTCGRHRASTIG
CLRPHRIRHLVIVIHY
*

TCCGTCTTGC ATTCCCCAAA 0 T 0 0 0 0 0

11121 4760 ao AN1931.1 69.m14947 AO070341000104 0 -195 -124 ATGCATTCAATGAACTGCACACCCGGCACGTGTCCCCCAC
CCAATCGGGCATCCACATTGATTGGAGCCTGA

ATGCATTCAATGAACTGCACACCCGGCACG
TGTCCCCCACCCAATCGGGCATCCACATTG
ATTGGAGCCTGA

MHSMNCTPGTCPPPNRA
STLIGA*

MHSMNCTPGTCPP
PNRASTLIGA*

TGTTAATTGA GGCTGTCCAG 0 T 0 0 0 0 0

11122 4760 ao AN1931.1 69.m14947 AO070341000104 0 -186 -124 ATGAACTGCACACCCGGCACGTGTCCCCCACCCAATCGG
GCATCCACATTGATTGGAGCCTGA

ATGAACTGCACACCCGGCACGTGTCCCCCA
CCCAATCGGGCATCCACATTGATTGGAGCC
TGA

MNCTPGTCPPPNRASTLI
GA*

MNCTPGTCPPPNR
ASTLIGA*

AATGCATTCA GGCTGTCCAG 0 T 0 0 0 0 0

11123 4762 af AN0591.1 69.m15257 AO070280000017 0 -225 -142 ATGAGGTACCTTAGTACATGGAAACTTCGTTATTCTCTGCA
ATTTCTCCTTGACGAACTATATGATCCTATCTCTCATCTGT
GA

ATGAGGTACCTTAGTACATGGAAACTTCGTTATTCT
CTGCAATTTCTCCTTGACGAACTATATGATCCTATC
TCTCATCTGTGA

MRYLSTWKLRYSLQFLL
DELYDPISHL*

MRYLSTWKLRYSLQ
FLLDELYDPISHL*

AGAGTCTCTC CAGCGCTGAC 0 EH 0 0 0 0 0

11124 4762 af AN0591.1 69.m15257 AO070280000017 0 -208 -173 ATGGAAACTTCGTTATTCTCTGCAATTTCTCCTTGA ATGGAAACTTCGTTATTCTCTGCAATTTCTCCTTGA METSLFSAISP* METSLFSAISP* ACCTTAGTAC CGAACTATAT 0 EH 0 0 0 0 0

11125 4762 af AN0591.1 69.m15257 AO070280000017 0 -164 -57 ATGATCCTATCTCTCATCTGTGACAGCGCTGACTTTGCTGA
TAAGTCAGTGATACAGCGACATCACATTCCGTCCCCGCTA
CAACGTCCACCAAAGCTGCATACCTGA

ATGATCCTATCTCTCATCTGTGACAGCGCTGACTTT
GCTGATAAGTCAGTGATACAGCGACATCACATTCC
GTCCCCGCTACAACGTCCACCAAAGCTGCATACCT
GA

MILSLICDSADFADKSVIQ
RHHIPSPLQRPPKLHT*

MILSLICDSADFADK
SVIQRHHIPSPLQRP
PKLHT*

GACGAACTAT TAAGTACGCG 0 EH 0 0 0 0 0

11126 4765 af AN3802.1 57.m05972 AO070337000226 0 -127 -107 ATGATACATACAGCATCGTGA ATGATACATACAGCATCGTGA MIHTAS* MIHTAS* CCTTTATCGT TAGAATCGGC 0  0 0 0 0 0
11128 4765 ao AN3802.1 57.m05972 AO070337000226 0 -88 -68 ATGATTTTACCCTTTGATTGA ATGATTTTACCCTTTGATTGA MILPFD* MILPFD* GACCATCATC AGCTTTACTC 0  0 0 0 0 0
11132 4767 af AN1993.1 58.m07603 AO070301000084 0 -238 -155 ATGGTTATTCACATGAGTCAAAAAAATACACAACTCACCCG

CTGCATCTCCGACTCGGATCTGCTACTTCTCGACTCTTATT
AG

ATGGTTATTCACATGAGTCAAAAAAATACACAACTC
ACCCGCTGCATCTCCGACTCGGATCTGCTACTTCT
CGACTCTTATTAG

MVIHMSQKNTQLTRCISD
SDLLLLDSY*

MVIHMSQKNTQLTR
CISDSDLLLLDSY*

GAATTTCCCT GATTGATCTC 0 E 0 0 0 0 0

11133 4767 af AN1993.1 58.m07603 AO070301000084 0 -226 -155 ATGAGTCAAAAAAATACACAACTCACCCGCTGCATCTCCG
ACTCGGATCTGCTACTTCTCGACTCTTATTAG

ATGAGTCAAAAAAATACACAACTCACCCGCTGCAT
CTCCGACTCGGATCTGCTACTTCTCGACTCTTATTA
G

MSQKNTQLTRCISDSDLL
LLDSY*

MSQKNTQLTRCISD
SDLLLLDSY*

GGTTATTCAC GATTGATCTC 0 E 0 0 0 0 0

11130 4767 an AN1993.1 58.m07603 AO070301000084 0 -250 -227 ATGAGTGTTGGCTTTTACCCGTGA ATGAGTGTTGGCTTTTACCCGTGA MSVGFYP* MSVGFYP* CAGCGATCGG TCGGCCCATC 0 E 0 0 0 0 0
11131 4767 an AN1993.1 58.m07603 AO070301000084 0 -208 -149 ATGAGTCAAAGAAAACATTCACACAAACATCACGCAGCAT

CTCCGACTCGGCCACCCTAG
ATGAGTCAAAGAAAACATTCACACAAACATCACG
CAGCATCTCCGACTCGGCCACCCTAG

MSQRKHSHKHHAASPTR
PP*

MSQRKHSHKHHAASPT
RPP*

TCGCTCTCAC CTGGCTGCTG 0 E 0 0 0 0 0

11138 4768 af AN1045.1 70.m15201 AO070336000078 0 -269 -219 ATGTTGTACATTGCTTATGCTTCGCGCGACTGGCGCAGTG
TCATACTCTGA

ATGTTGTACATTGCTTATGCTTCGCGCGACTGGCG
CAGTGTCATACTCTGA

MLYIAYASRDWRSVIL* MLYIAYASRDWRSVI
L*

TAAGGCTCCT ATCTGGACTT 0 R 0 0 0 0 0

11139 4768 af AN1045.1 70.m15201 AO070336000078 0 -253 -158 ATGCTTCGCGCGACTGGCGCAGTGTCATACTCTGAATCTG
GACTTGCGGAGTTGACTCACATTCAATCGTTATCACTTACT
GTTTCAATGAATTAA

ATGCTTCGCGCGACTGGCGCAGTGTCATACTCTGA
ATCTGGACTTGCGGAGTTGACTCACATTCAATCGTT
ATCACTTACTGTTTCAATGAATTAA

MLRATGAVSYSESGLAEL
THIQSLSLTVSMN*

MLRATGAVSYSESG
LAELTHIQSLSLTVS
MN*

TACATTGCTT ATTTCATTTT 0 R 0 0 0 0 0

11134 4768 an AN1045.1 70.m15201 AO070336000078 0 -272 -156 ATGGTACCCGTCCTGCTGCAGCATTTTGCGCTTGAATGCA
GCCTCGCTCATCGGCGCGTCGGCCGTTCGCGATGTCCCT
CCGAGATTCCTTGTCGCTATTTGTCTTATCGGTCATGA

ATGGTACCCGTCCTGCTGCAGCATTTTGCGCTTG
AATGCAGCCTCGCTCATCGGCGCGTCGGCCGTT
CGCGATGTCCCTCCGAGATTCCTTGTCGCTATTT
GTCTTATCGGTCATGA

MVPVLLQHFALECSLAHR
RVGRSRCPSEIPCRYLSY
RS*

MVPVLLQHFALECSLAH
RRVGRSRCPSEIPCRYL
SYRS*

AAGGATCTTG ATCAAAACTC 0 R 0 0 0 0 0

11135 4768 an AN1045.1 70.m15201 AO070336000078 0 -237 -127 ATGCAGCCTCGCTCATCGGCGCGTCGGCCGTTCGCGATG
TCCCTCCGAGATTCCTTGTCGCTATTTGTCTTATCGGTCAT
GAATCAAAACTCAGCCTTGCTGAAACCTTAG

ATGCAGCCTCGCTCATCGGCGCGTCGGCCGTTC
GCGATGTCCCTCCGAGATTCCTTGTCGCTATTTG
TCTTATCGGTCATGAATCAAAACTCAGCCTTGCT
GAAACCTTAG

MQPRSSARRPFAMSLRD
SLSLFVLSVMNQNSALLK
P*

MQPRSSARRPFAMSLR
DSLSLFVLSVMNQNSAL
LKP*

TTGCGCTTGA CGCGCATACT 0 R 0 0 0 0 0

11136 4768 an AN1045.1 70.m15201 AO070336000078 0 -201 -127 ATGTCCCTCCGAGATTCCTTGTCGCTATTTGTCTTATCGGT
CATGAATCAAAACTCAGCCTTGCTGAAACCTTAG

ATGTCCCTCCGAGATTCCTTGTCGCTATTTGTCTT
ATCGGTCATGAATCAAAACTCAGCCTTGCTGAAA
CCTTAG

MSLRDSLSLFVLSVMNQ
NSALLKP*

MSLRDSLSLFVLSVMNQ
NSALLKP*

GCCGTTCGCG CGCGCATACT 0 R 0 0 0 0 0

11137 4768 an AN1045.1 70.m15201 AO070336000078 0 -159 -127 ATGAATCAAAACTCAGCCTTGCTGAAACCTTAG ATGAATCAAAACTCAGCCTTGCTGAAACCTTAG MNQNSALLKP* MNQNSALLKP* CTTATCGGTC CGCGCATACT 0 R 0 0 0 0 0

11142 4768 ao AN1045.1 70.m15201 AO070336000078 0 -258 -145 ATGGCTCTAGCGCGGACCTCAAGTCATTGTCCTTGTCCAA
AGGAACGGATTGACTCACGTGTAGAGATGACTCCGCTTTA
TGCTTGTTTTATACCCTTGTCTACTCTCTCATAG

ATGGCTCTAGCGCGGACCTCAAGTCATTGT
CCTTGTCCAAAGGAACGGATTGACTCACGT
GTAGAGATGACTCCGCTTTATGCTTGTTTTA
TACCCTTGTCTACTCTCTCATAG

MALARTSSHCPCPKERID
SRVEMTPLYACFIPLSTLS
*

MALARTSSHCPCPK
ERIDSRVEMTPLYA
CFIPLSTLS*

CATCCTCCGC ACCGTATTAA 0 R 0 0 0 0 0

11143 4768 ao AN1045.1 70.m15201 AO070336000078 0 -192 -145 ATGACTCCGCTTTATGCTTGTTTTATACCCTTGTCTACTCTC
TCATAG

ATGACTCCGCTTTATGCTTGTTTTATACCCTT
GTCTACTCTCTCATAG

MTPLYACFIPLSTLS* MTPLYACFIPLSTLS* ACGTGTAGAG ACCGTATTAA 0 R 0 0 0 0 0

11144 4768 ao AN1045.1 70.m15201 AO070336000078 0 -179 -135 ATGCTTGTTTTATACCCTTGTCTACTCTCTCATAGACCGTAT
TAA

ATGCTTGTTTTATACCCTTGTCTACTCTCTCA
TAGACCGTATTAA

MLVLYPCLLSHRPY* MLVLYPCLLSHRPY* ACTCCGCTTT TGCTCTGCGA 0 R 0 0 0 0 0

11145 4768 ao AN1045.1 70.m15201 AO070336000078 0 -135 -94 ATGCTCTGCGAAACGCGTGTCGACGTTTACACTAACCATT
AA

ATGCTCTGCGAAACGCGTGTCGACGTTTAC
ACTAACCATTAA

MLCETRVDVYTNH* MLCETRVDVYTNH* GACCGTATTA TTGACAATTA 0 R 0 0 0 0 0

11148 4774 af AN5591.1 58.m07515 AO070328000012 0 -145 -86 ATGATACACAAGCATCTTGACTTTGGCTTAATCATCACCTT
TGTGTCCTCTACGGAATAA

ATGATACACAAGCATCTTGACTTTGGCTTAATCATC
ACCTTTGTGTCCTCTACGGAATAA

MIHKHLDFGLIITFVSSTE* MIHKHLDFGLIITFVS
STE*

CTTGCTATCC TTCGAGCGGC 0 E 0 0 0 0 0

11146 4774 an AN5591.1 58.m07515 AO070328000012 0 -224 -204 ATGCGGTCGATGCGCGACTAG ATGCGGTCGATGCGCGACTAG MRSMRD* MRSMRD* CTACTGGGCA AATTGAATAG 0 E 0 0 0 0 0
11147 4774 an AN5591.1 58.m07515 AO070328000012 0 -215 -204 ATGCGCGACTAG ATGCGCGACTAG MRD* MRD* AATGCGGTCG AATTGAATAG 0 E 0 0 0 0 0
11150 4779 af AN1309.1 59.m09385 AO070266000049 0 -136 -35 ATGACTTTAAGGCCAAGCTGCGCTCGGACACGACTGCCG

TCCAGGGTGTCTATAAAGAGCCGGGTCCCTTTTCATATTC
TTTCCCAATCTTGTTCTCTGTAG

ATGACTTTAAGGCCAAGCTGCGCTCGGACACGACT
GCCGTCCAGGGTGTCTATAAAGAGCCGGGTCCCT
TTTCATATTCTTTCCCAATCTTGTTCTCTGTAG

MTLRPSCARTRLPSRVSI
KSRVPFHILSQSCSL*

MTLRPSCARTRLPS
RVSIKSRVPFHILSQ
SCSL*

GACGTCCTGG GACCTCTCAA 0 UR 0 0 0 0 0

11149 4779 an AN1309.1 59.m09385 AO070266000049 0 -250 -218 ATGGTTTGTTATTCTTTGAACGGTGATATATAG ATGGTTTGTTATTCTTTGAACGGTGATATATAG MVCYSLNGDI* MVCYSLNGDI* AGGCTGGTTG GGTTTTCGGT 0 UR 0 0 0 0 0
11151 4779 ao AN1309.1 59.m09385 AO070266000049 0 -192 -160 ATGACCCCATTGGCCTGGATACGGTCGACTTGA ATGACCCCATTGGCCTGGATACGGTCGACT

TGA
MTPLAWIRST* MTPLAWIRST* CTTGAGTCCC TTCAGTCTTT 0 UR 0 0 0 0 0

11152 4780 ao AN8903.1 56.m02313 AO070293000036 0 -262 -212 ATGATTATTATTATCATAATAATAATAATAAATATTATATATA
TTTTTTAA

ATGATTATTATTATCATAATAATAATAATAAAT
ATTATATATATTTTTTAA

MIIIIIIIIINIIYIF* MIIIIIIIIINIIYIF* TTTTCTTTTC TTTGAGTGAC 0 E 0 0 0 0 0

11153 4780 ao AN8903.1 56.m02313 AO070293000036 0 -146 -126 ATGAACCACCACATGTATTAA ATGAACCACCACATGTATTAA MNHHMY* MNHHMY* CTCGTCCCAC AAGCCCCAAG 0 E 0 0 0 0 0
11154 4781 af AN4743.1 59.m09236 AO070327000077 0 -242 -207 ATGTCCTCTTTATCGTATACAATTGCATCGTCCTAA ATGTCCTCTTTATCGTATACAATTGCATCGTCCTAA MSSLSYTIASS* MSSLSYTIASS* ATCTTTTTTT CTCATTTGAC 0 R 0 0 0 0 0

11155 4782 af AN8400.1 59.m09197 AO070329000063 0 -256 -74 ATGCCTATGAGTCTGGCCGAATCTGGCCGTGACTATAAAA
TCCTTTATTGGCCGGAGCACTCAACTCCGTTTCGTCAAGG
ATGCTTTATATATCATGCTACTGAGCTTCAAAGACGGAGTA
CAGTCGTGCGGAGTCTGAAGAATCAACGCGCGCTGAAAC
CGATGAAGACGAGGGGTATATAA

ATGCCTATGAGTCTGGCCGAATCTGGCCGTGACTA
TAAAATCCTTTATTGGCCGGAGCACTCAACTCCGTT
TCGTCAAGGATGCTTTATATATCATGCTACTGAGCT
TCAAAGACGGAGTACAGTCGTGCGGAGTCTGAAG
AATCAACGCGCGCTGAAACCGATGAAGACGAGGG
GTATATAA

MPMSLAESGRDYKILYW
PEHSTPFRQGCFIYHATE
LQRRSTVVRSLKNQRAL
KPMKTRGI*

MPMSLAESGRDYKI
LYWPEHSTPFRQG
CFIYHATELQRRSTV
VRSLKNQRALKPMK
TRGI*

TGGTCCGGTC GGATCACTTG 0 GEPR 0 0 0 0 0

11156 4782 af AN8400.1 59.m09197 AO070329000063 0 -250 -74 ATGAGTCTGGCCGAATCTGGCCGTGACTATAAAATCCTTT
ATTGGCCGGAGCACTCAACTCCGTTTCGTCAAGGATGCTT
TATATATCATGCTACTGAGCTTCAAAGACGGAGTACAGTC
GTGCGGAGTCTGAAGAATCAACGCGCGCTGAAACCGATG
AAGACGAGGGGTATATAA

ATGAGTCTGGCCGAATCTGGCCGTGACTATAAAAT
CCTTTATTGGCCGGAGCACTCAACTCCGTTTCGTC
AAGGATGCTTTATATATCATGCTACTGAGCTTCAAA
GACGGAGTACAGTCGTGCGGAGTCTGAAGAATCA
ACGCGCGCTGAAACCGATGAAGACGAGGGGTATA
TAA

MSLAESGRDYKILYWPE
HSTPFRQGCFIYHATELQ
RRSTVVRSLKNQRALKP
MKTRGI*

MSLAESGRDYKILY
WPEHSTPFRQGCFI
YHATELQRRSTVVR
SLKNQRALKPMKTR
GI*

GGTCATGCCT GGATCACTTG 0 GEPR 0 0 0 0 0
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11157 4782 af AN8400.1 59.m09197 AO070329000063 0 -176 -153 ATGCTTTATATATCATGCTACTGA ATGCTTTATATATCATGCTACTGA MLYISCY* MLYISCY* TTCGTCAAGG GCTTCAAAGA 0 GEPR 0 0 0 0 0
11158 4782 af AN8400.1 59.m09197 AO070329000063 0 -162 -118 ATGCTACTGAGCTTCAAAGACGGAGTACAGTCGTGCGGA

GTCTGA
ATGCTACTGAGCTTCAAAGACGGAGTACAGTCGTG
CGGAGTCTGA

MLLSFKDGVQSCGV* MLLSFKDGVQSCG
V*

TTTATATATC AGAATCAACG 0 GEPR 0 0 0 0 0

11159 4782 af AN8400.1 59.m09197 AO070329000063 0 -94 -74 ATGAAGACGAGGGGTATATAA ATGAAGACGAGGGGTATATAA MKTRGI* MKTRGI* GCTGAAACCG GGATCACTTG 0 GEPR 0 0 0 0 0
11162 4782 ao AN8400.1 59.m09197 AO070329000063 0 -225 -79 ATGATGTCGTCCGCCCGTTGCTCAACTCCCTTATTGGTCG

GAACACTGCCCTCCGCTACCCTTATAGATGATATTCAGGC
TGGAACGGAGCACTGTCGTGCGATCAGCCTCACTCACCC
CTCGGAGGTCGACCGAAAACAATCGTGA

ATGATGTCGTCCGCCCGTTGCTCAACTCCC
TTATTGGTCGGAACACTGCCCTCCGCTACC
CTTATAGATGATATTCAGGCTGGAACGGAG
CACTGTCGTGCGATCAGCCTCACTCACCCC
TCGGAGGTCGACCGAAAACAATCGTGA

MMSSARCSTPLLVGTLP
SATLIDDIQAGTEHCRAIS
LTHPSEVDRKQS*

MMSSARCSTPLLVG
TLPSATLIDDIQAGT
EHCRAISLTHPSEVD
RKQS*

TTCGCATCTC GAACAGATTG 0 GEPR 0 0 0 0 0

11163 4782 ao AN8400.1 59.m09197 AO070329000063 0 -222 -79 ATGTCGTCCGCCCGTTGCTCAACTCCCTTATTGGTCGGAA
CACTGCCCTCCGCTACCCTTATAGATGATATTCAGGCTGG
AACGGAGCACTGTCGTGCGATCAGCCTCACTCACCCCTC
GGAGGTCGACCGAAAACAATCGTGA

ATGTCGTCCGCCCGTTGCTCAACTCCCTTAT
TGGTCGGAACACTGCCCTCCGCTACCCTTA
TAGATGATATTCAGGCTGGAACGGAGCACT
GTCGTGCGATCAGCCTCACTCACCCCTCGG
AGGTCGACCGAAAACAATCGTGA

MSSARCSTPLLVGTLPSA
TLIDDIQAGTEHCRAISLT
HPSEVDRKQS*

MSSARCSTPLLVGT
LPSATLIDDIQAGTE
HCRAISLTHPSEVD
RKQS*

GCATCTCATG GAACAGATTG 0 GEPR 0 0 0 0 0

11165 4787 an AN1697.1 58.m07773 AO070305000021 0 -187 -137 ATGTCTTGTTCCTCATTGTCATTCTCCTCCGTCGCCTCTCT
CCGTCATTAA

ATGTCTTGTTCCTCATTGTCATTCTCCTCCGTCGC
CTCTCTCCGTCATTAA

MSCSSLSFSSVASLRH* MSCSSLSFSSVASLRH* CATCCCCTGT TTCTAGACTG 0 AR 0 0 0 0 0

11166 4790 af AN6499.1 62.m03087 AO070222000013 0 -205 -38 ATGCCCCTCCCTCCTGCTCCACCCCCGCTCTACCTCAAGT
GCTTTCTTTCACCTTCGACCGGTTGTGCTTCTTCCATCAAC
ATTTCCCCAATCTTGCGTTGGTCCAATTCTGTCAGTTGTCC
GCCTTACTCACACGCGATACAGAGAACGTTACTTTCTTGTT
CTTAA

ATGCCCCTCCCTCCTGCTCCACCCCCGCTCTACCT
CAAGTGCTTTCTTTCACCTTCGACCGGTTGTGCTTC
TTCCATCAACATTTCCCCAATCTTGCGTTGGTCCAA
TTCTGTCAGTTGTCCGCCTTACTCACACGCGATAC
AGAGAACGTTACTTTCTTGTTCTTAA

MPLPPAPPPLYLKCFLSP
STGCASSINISPILRWSNS
VSCPPYSHAIQRTLLSCS*

MPLPPAPPPLYLKC
FLSPSTGCASSINIS
PILRWSNSVSCPPY
SHAIQRTLLSCS*

TACAGCCAGC TTGACAGCTA 0 C 0 0 0 0 0

11168 4791 af AN5881.1 72.m19250 AO070245000027 0 -166 -86 ATGTGTTTGTTGTTTAGCAGGCGGAACGGAAAACTTGGCG
TATGTTTTGTCTTGTATTGCTCCTCCAAAAGTTTGTCTTGA

ATGTGTTTGTTGTTTAGCAGGCGGAACGGAAAACT
TGGCGTATGTTTTGTCTTGTATTGCTCCTCCAAAAG
TTTGTCTTGA

MCLLFSRRNGKLGVCFV
LYCSSKSLS*

MCLLFSRRNGKLGV
CFVLYCSSKSLS*

CGGGGCCGTG TAATCAAGTT 0  0 0 0 0 0

11169 4791 af AN5881.1 72.m19250 AO070245000027 0 -125 -48 ATGTTTTGTCTTGTATTGCTCCTCCAAAAGTTTGTCTTGATA
ATCAAGTTATCTGGCCGGAGCACATGTGAAGGGTAA

ATGTTTTGTCTTGTATTGCTCCTCCAAAAGTTTGTCT
TGATAATCAAGTTATCTGGCCGGAGCACATGTGAA
GGGTAA

MFCLVLLLQKFVLIIKLSG
RSTCEG*

MFCLVLLLQKFVLIIK
LSGRSTCEG*

AACTTGGCGT TGCAACGTCC 0  0 0 0 0 0

11167 4791 an AN5881.1 72.m19250 AO070245000027 0 -277 -59 ATGCCACGGTCCGCCATTGCCATCCAGAACGGTTTTAGTT
CCACCTGGTTCAGCTCATTCACCACTGCTAGCGCGGCTTA
TATAAGCCGAGCTCCCCCATCTTTTTTCGCCGTGCTGTTG
TTTTGTTTAGTCTACTCCCCCAAGCTGGTTCAAGCTCAGAA
GGTCGTTCTTGGCCAGTTCTCACTTAATCTGAGCTTTATAC
TGGCTCACGCTGTCTAA

ATGCCACGGTCCGCCATTGCCATCCAGAACGGT
TTTAGTTCCACCTGGTTCAGCTCATTCACCACTG
CTAGCGCGGCTTATATAAGCCGAGCTCCCCCAT
CTTTTTTCGCCGTGCTGTTGTTTTGTTTAGTCTAC
TCCCCCAAGCTGGTTCAAGCTCAGAAGGTCGTTC
TTGGCCAGTTCTCACTTAATCTGAGCTTTATACTG
GCTCACGCTGTCTAA

MPRSAIAIQNGFSSTWFS
SFTTASAAYISRAPPSFFA
VLLFCLVYSPKLVQAQKV
VLGQFSLNLSFILAHAV*

MPRSAIAIQNGFSSTWF
SSFTTASAAYISRAPPSF
FAVLLFCLVYSPKLVQA
QKVVLGQFSLNLSFILAH
AV*

CGTCGAATCT TATACTGGAA 0  0 0 0 0 0

11171 4791 ao AN5881.1 72.m19250 AO070245000027 0 -195 -109 ATGCGCTTTTTCTCATTGTGTTGTTGGATGTTTACACAAGT
GGGACGCAAAGCTTGCCCTCAGCTTGTTGTCTTTGTCTTG
CCATAG

ATGCGCTTTTTCTCATTGTGTTGTTGGATGTT
TACACAAGTGGGACGCAAAGCTTGCCCTCA
GCTTGTTGTCTTTGTCTTGCCATAG

MRFFSLCCWMFTQVGR
KACPQLVVFVLP*

MRFFSLCCWMFTQ
VGRKACPQLVVFVL
P*

TCACAATTGT GTAAGTCCAG 0  0 0 0 0 0

11172 4791 ao AN5881.1 72.m19250 AO070245000027 0 -168 -109 ATGTTTACACAAGTGGGACGCAAAGCTTGCCCTCAGCTTG
TTGTCTTTGTCTTGCCATAG

ATGTTTACACAAGTGGGACGCAAAGCTTGC
CCTCAGCTTGTTGTCTTTGTCTTGCCATAG

MFTQVGRKACPQLVVFV
LP*

MFTQVGRKACPQL
VVFVLP*

GTGTTGTTGG GTAAGTCCAG 0  0 0 0 0 0

11178 4792 af AN0980.1 70.m15621 AO070250000038 0 -165 -91 ATGTCTGTGGCTTGGAGATTTGTGGATGGTGAAGTGGCTT
GGGGGTGTGAGAACCGGCGATCTAAAAGTCTTTAA

ATGTCTGTGGCTTGGAGATTTGTGGATGGTGAAGT
GGCTTGGGGGTGTGAGAACCGGCGATCTAAAAGT
CTTTAA

MSVAWRFVDGEVAWGC
ENRRSKSL*

MSVAWRFVDGEVA
WGCENRRSKSL*

CTAATCAATA TAGCCTGTGC 0 G 0 0 0 0 0

11179 4792 af AN0980.1 70.m15621 AO070250000038 0 -140 -63 ATGGTGAAGTGGCTTGGGGGTGTGAGAACCGGCGATCTA
AAAGTCTTTAATAGCCTGTGCGTGCCATCCCGTTTGTAG

ATGGTGAAGTGGCTTGGGGGTGTGAGAACCGGCG
ATCTAAAAGTCTTTAATAGCCTGTGCGTGCCATCCC
GTTTGTAG

MVKWLGGVRTGDLKVFN
SLCVPSRL*

MVKWLGGVRTGDL
KVFNSLCVPSRL*

AGATTTGTGG GTGTTGGAAC 0 G 0 0 0 0 0

11173 4792 an AN0980.1 70.m15621 AO070250000038 0 -247 -170 ATGCTTCATCCCAGCATGGATTTGACCACAGAAGGTAACA
TGGCTCGATTGTCGACTCCACTTGGCCTCTGGAACTGA

ATGCTTCATCCCAGCATGGATTTGACCACAGAAG
GTAACATGGCTCGATTGTCGACTCCACTTGGCCT
CTGGAACTGA

MLHPSMDLTTEGNMARL
STPLGLWN*

MLHPSMDLTTEGNMAR
LSTPLGLWN*

CCCCACATCT CGATCGTCTT 0 G 0 0 0 0 0

11174 4792 an AN0980.1 70.m15621 AO070250000038 0 -232 -170 ATGGATTTGACCACAGAAGGTAACATGGCTCGATTGTCGA
CTCCACTTGGCCTCTGGAACTGA

ATGGATTTGACCACAGAAGGTAACATGGCTCGAT
TGTCGACTCCACTTGGCCTCTGGAACTGA

MDLTTEGNMARLSTPLG
LWN*

MDLTTEGNMARLSTPLG
LWN*

TCATCCCAGC CGATCGTCTT 0 G 0 0 0 0 0

11175 4792 an AN0980.1 70.m15621 AO070250000038 0 -208 -170 ATGGCTCGATTGTCGACTCCACTTGGCCTCTGGAACTGA ATGGCTCGATTGTCGACTCCACTTGGCCTCTGGA
ACTGA

MARLSTPLGLWN* MARLSTPLGLWN* AGAAGGTAAC CGATCGTCTT 0 G 0 0 0 0 0

11176 4792 an AN0980.1 70.m15621 AO070250000038 0 -135 -109 ATGCGGAGGCTTGGTCGTAAGGTCTAA ATGCGGAGGCTTGGTCGTAAGGTCTAA MRRLGRKV* MRRLGRKV* CTACTCTAGG GCGATGCTCA 0 G 0 0 0 0 0
11177 4792 an AN0980.1 70.m15621 AO070250000038 0 -105 -34 ATGCTCAACCCGCTTCACCAAGTCCCAGAACATAAATTGG

GCCGAGCTTCAGCCAGGTACCATGCACGGTAG
ATGCTCAACCCGCTTCACCAAGTCCCAGAACATA
AATTGGGCCGAGCTTCAGCCAGGTACCATGCAC
GGTAG

MLNPLHQVPEHKLGRAS
ARYHAR*

MLNPLHQVPEHKLGRA
SARYHAR*

GGTCTAAGCG ACAGCCCACA 0 G 0 0 0 0 0

11180 4792 ao AN0980.1 70.m15621 AO070250000038 0 -176 -126 ATGATGCAATGTTCTTTACTCCATCCAGGAATTGCTCCTAG
TGTGGGGTAA

ATGATGCAATGTTCTTTACTCCATCCAGGAA
TTGCTCCTAGTGTGGGGTAA

MMQCSLLHPGIAPSVG* MMQCSLLHPGIAPS
VG*

CAGACTCACA AAAGCACGAT 0 G 0 0 0 0 0

11181 4792 ao AN0980.1 70.m15621 AO070250000038 0 -173 -126 ATGCAATGTTCTTTACTCCATCCAGGAATTGCTCCTAGTGT
GGGGTAA

ATGCAATGTTCTTTACTCCATCCAGGAATTG
CTCCTAGTGTGGGGTAA

MQCSLLHPGIAPSVG* MQCSLLHPGIAPSV
G*

ACTCACAATG AAAGCACGAT 0 G 0 0 0 0 0

11182 4792 ao AN0980.1 70.m15621 AO070250000038 0 -168 -136 ATGTTCTTTACTCCATCCAGGAATTGCTCCTAG ATGTTCTTTACTCCATCCAGGAATTGCTCCT
AG

MFFTPSRNCS* MFFTPSRNCS* CAATGATGCA TGTGGGGTAA 0 G 0 0 0 0 0

11183 4792 ao AN0980.1 70.m15621 AO070250000038 0 -117 -43 ATGGATTTTGGCCGGCTACTTGGCGGTCCTTCATACTACT
ATTTATTAGGGCATGGGTCCCCGTCCACGGCTTGA

ATGGATTTTGGCCGGCTACTTGGCGGTCCT
TCATACTACTATTTATTAGGGCATGGGTCCC
CGTCCACGGCTTGA

MDFGRLLGGPSYYYLLG
HGSPSTA*

MDFGRLLGGPSYYY
LLGHGSPSTA*

AAAAAGCACG GATCAAGTTT 0 G 0 0 0 0 0

11190 4797 af AN6627.1 62.m03223 AO070326000078 0 -196 -164 ATGTTGGAAATCGGACAGTTTGAGTATGAGTGA ATGTTGGAAATCGGACAGTTTGAGTATGAGTGA MLEIGQFEYE* MLEIGQFEYE* AAGAGGGGGG TGTTGAAGTG 0 U 0 0 0 0 0
11191 4797 af AN6627.1 62.m03223 AO070326000078 0 -171 -28 ATGAGTGATGTTGAAGTGTGTTTATACGTGGCTGGACTCG

GTCTGATCGCCGGAGAGCTCTCACCTTTTCCGCCCACGG
TTCCCCACCATAGTGGCCACTACACACACTTGTCCGTTCT
CCAAAACCCACGCTGCTCGCACTGA

ATGAGTGATGTTGAAGTGTGTTTATACGTGGCTGG
ACTCGGTCTGATCGCCGGAGAGCTCTCACCTTTTC
CGCCCACGGTTCCCCACCATAGTGGCCACTACAC
ACACTTGTCCGTTCTCCAAAACCCACGCTGCTCGC
ACTGA

MSDVEVCLYVAGLGLIAG
ELSPFPPTVPHHSGHYTH
LSVLQNPRCSH*

MSDVEVCLYVAGLG
LIAGELSPFPPTVPH
HSGHYTHLSVLQNP
RCSH*

CAGTTTGAGT ATAATATACA 0 U 0 0 0 0 0

11192 4797 af AN6627.1 62.m03223 AO070326000078 0 -164 -126 ATGTTGAAGTGTGTTTATACGTGGCTGGACTCGGTCTGA ATGTTGAAGTGTGTTTATACGTGGCTGGACTCGGT
CTGA

MLKCVYTWLDSV* MLKCVYTWLDSV* AGTATGAGTG TCGCCGGAGA 0 U 0 0 0 0 0

11193 4797 ao AN6627.1 62.m03223 AO070326000078 0 -207 -16 ATGTCTAAGTTGCAGAATTGTGCAGAGTCGGAGGAGAGTG
AAATAGTGGTCGGAGTGGGTGTTTATACGTGGCTGAACTC
TTGGGAGGTGAAGGTCGAGGCTTTCCGCCCGCAGGATAA
TTTCCCCACAGTGCGGATCTTCTTGCCTTCTCCTACAGCC
CATACCTTACACACCTCGACGCAATTTATTTAG

ATGTCTAAGTTGCAGAATTGTGCAGAGTCG
GAGGAGAGTGAAATAGTGGTCGGAGTGGG
TGTTTATACGTGGCTGAACTCTTGGGAGGT
GAAGGTCGAGGCTTTCCGCCCGCAGGATAA
TTTCCCCACAGTGCGGATCTTCTTGCCTTCT
CCTACAGCCCATACCTTACACACCTCGACG
CAATTTATTTAG

MSKLQNCAESEESEIVVG
VGVYTWLNSWEVKVEAF
RPQDNFPTVRIFLPSPTA
HTLHTSTQFI*

MSKLQNCAESEESE
IVVGVGVYTWLNSW
EVKVEAFRPQDNFP
TVRIFLPSPTAHTLH
TSTQFI*

TAATTAAGGA CAAAGCTTAG 0 U 0 0 0 0 0

11194 4800 an AN2344.1 63.m00601 AO070343000375 0 -101 -69 ATGGAGTCGTCAGGCACTTGCGGGATTGTATAA ATGGAGTCGTCAGGCACTTGCGGGATTGTATAA MESSGTCGIV* MESSGTCGIV* GGGTAGTCCT AAGCCCTAAC 0 G 0 0 0 0 0

11195 4800 ao AN2344.1 63.m00601 AO070343000375 0 -199 -83 ATGCAAATGTCATTGGTCGTCCCCCACAAGACAGGAACCA
CATCCCGTATTCACAGCTGCTTCGGCCAGCGTTTCGGCAG
TTCTGGGTCTTCTGCAAGGGCACATCCTTTGCGTTGA

ATGCAAATGTCATTGGTCGTCCCCCACAAG
ACAGGAACCACATCCCGTATTCACAGCTGC
TTCGGCCAGCGTTTCGGCAGTTCTGGGTCT
TCTGCAAGGGCACATCCTTTGCGTTGA

MQMSLVVPHKTGTTSRIH
SCFGQRFGSSGSSARAH
PLR*

MQMSLVVPHKTGTT
SRIHSCFGQRFGSS
GSSARAHPLR*

GGAATCAATT GACCACGGTA 0 G 0 0 0 0 0

11196 4800 ao AN2344.1 63.m00601 AO070343000375 0 -193 -83 ATGTCATTGGTCGTCCCCCACAAGACAGGAACCACATCCC
GTATTCACAGCTGCTTCGGCCAGCGTTTCGGCAGTTCTGG
GTCTTCTGCAAGGGCACATCCTTTGCGTTGA

ATGTCATTGGTCGTCCCCCACAAGACAGGA
ACCACATCCCGTATTCACAGCTGCTTCGGC
CAGCGTTTCGGCAGTTCTGGGTCTTCTGCA
AGGGCACATCCTTTGCGTTGA

MSLVVPHKTGTTSRIHSC
FGQRFGSSGSSARAHPL
R*

MSLVVPHKTGTTSRI
HSCFGQRFGSSGS
SARAHPLR*

AATTATGCAA GACCACGGTA 0 G 0 0 0 0 0

11197 4804 an AN3717.1 69.m15422 AO070341000346 0 -249 -235 ATGCACACAGTGTGA ATGCACACAGTGTGA MHTV* MHTV* TGAAAAAGAC AAAGTGGAAT 0 H FG08923.1 0 NCU01922.1 0 0

11198 4804 ao AN3717.1 69.m15422 AO070341000346 0 -190 -80 ATGAACCTTGTCAGAGCTTCCTTCTGGAGTGCCATTGCTC
AACATAAATACGGCGTGTTTCCCTCTGTTCATTTTATTCTGT
TCTTCAATCACCATCTCTCAACTCATTGA

ATGAACCTTGTCAGAGCTTCCTTCTGGAGTG
CCATTGCTCAACATAAATACGGCGTGTTTCC
CTCTGTTCATTTTATTCTGTTCTTCAATCACC
ATCTCTCAACTCATTGA

MNLVRASFWSAIAQHKY
GVFPSVHFILFFNHHLST
H*

MNLVRASFWSAIAQ
HKYGVFPSVHFILFF
NHHLSTH*

ACAAGAGGCC ATTATATTGA 0 H FG08923.1 0 NCU01922.1 0 0

11199 4806 ao AN5778.1 69.m14819 AO070249000023 0 -112 -44 ATGGTTACGACGCCCCTCGGACACGATAACCAAACTGCGT
CAACAACTTCAGAAGCAATCGGAATTTAA

ATGGTTACGACGCCCCTCGGACACGATAAC
CAAACTGCGTCAACAACTTCAGAAGCAATC
GGAATTTAA

MVTTPLGHDNQTASTTS
EAIGI*

MVTTPLGHDNQTAS
TTSEAIGI*

CGCGTCATCG TATTGACCGA 0 Z FG00610.1 0 0 0 0

11201 4807 af AN4385.1 58.m08969 AO070261000030 0 -238 -206 ATGCCATTTGTTGGCGAGCGGATTTCTTTCTGA ATGCCATTTGTTGGCGAGCGGATTTCTTTCTGA MPFVGERISF* MPFVGERISF* ACTTCTCATC CACATTCTTT 0 T 0 MG04100.1 NCU01335.1 0 0

11202 4807 af AN4385.1 58.m08969 AO070261000030 0 -136 -77 ATGACTGATCCGGCCAACCCCTGGCTCCTGCCCTTTTTCT
ACCGATCATTTTCCATCTGA

ATGACTGATCCGGCCAACCCCTGGCTCCTGCCCTT
TTTCTACCGATCATTTTCCATCTGA

MTDPANPWLLPFFYRSF
SI*

MTDPANPWLLPFFY
RSFSI*

GCGTGCTGAC AACCACCTGG 0 T 0 MG04100.1 NCU01335.1 0 0

11200 4807 an AN4385.1 58.m08969 AO070261000030 0 -133 -26 ATGAGTGATCCGACCGATTCCCGGCACCTGCCTTTTCCTC
TTCCCACCGTGCTCAAGATTGTACATTCCAAGCCGACGTT
TCAAGTCCGAATCGAGCCTTGCTCATAA

ATGAGTGATCCGACCGATTCCCGGCACCTGCCT
TTTCCTCTTCCCACCGTGCTCAAGATTGTACATTC
CAAGCCGACGTTTCAAGTCCGAATCGAGCCTTG
CTCATAA

MSDPTDSRHLPFPLPTVL
KIVHSKPTFQVRIEPCS*

MSDPTDSRHLPFPLPTV
LKIVHSKPTFQVRIEPCS
*

GCGTGCTGAT GTACCATCTC 0 T 0 MG04100.1 NCU01335.1 0 0

11203 4807 ao AN4385.1 58.m08969 AO070261000030 0 -215 -48 ATGTGCTTTATTGCTCTATTTCCAACTCTCACTAATAGTGTG
TGGTCTCGAAAGACAGGTTTTGCTGCTGATATGAACAGTA
CTCTCCGATCGCCTGGCTCCTGCCTTCAGCCGTGCCGTT
CCTCTCCTGAAACCACAAGGTCCGAGACTACCTGTCAACC
TCAGTGA

ATGTGCTTTATTGCTCTATTTCCAACTCTCAC
TAATAGTGTGTGGTCTCGAAAGACAGGTTTT
GCTGCTGATATGAACAGTACTCTCCGATCG
CCTGGCTCCTGCCTTCAGCCGTGCCGTTCC
TCTCCTGAAACCACAAGGTCCGAGACTACC
TGTCAACCTCAGTGA

MCFIALFPTLTNSVWSRK
TGFAADMNSTLRSPGSC
LQPCRSSPETTRSETTC
QPQ*

MCFIALFPTLTNSV
WSRKTGFAADMNS
TLRSPGSCLQPCRS
SPETTRSETTCQPQ
*

CTCCCTATTT ATCCAGACTT 0 T 0 MG04100.1 NCU01335.1 0 0

11204 4807 ao AN4385.1 58.m08969 AO070261000030 0 -143 -48 ATGAACAGTACTCTCCGATCGCCTGGCTCCTGCCTTCAGC
CGTGCCGTTCCTCTCCTGAAACCACAAGGTCCGAGACTAC
CTGTCAACCTCAGTGA

ATGAACAGTACTCTCCGATCGCCTGGCTCC
TGCCTTCAGCCGTGCCGTTCCTCTCCTGAA
ACCACAAGGTCCGAGACTACCTGTCAACCT
CAGTGA

MNSTLRSPGSCLQPCRS
SPETTRSETTCQPQ*

MNSTLRSPGSCLQP
CRSSPETTRSETTC
QPQ*

TGCTGCTGAT ATCCAGACTT 0 T 0 MG04100.1 NCU01335.1 0 0
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11205 4809 an AN9377.1 52.m03906 AO070315000006 0 -183 -109 ATGCCCAGTGCTCCCTCTACCTATAAAGAGTGGACATTCG
TTCGTTCAATTGCAAACCCTTTGATCTTCTCATAG

ATGCCCAGTGCTCCCTCTACCTATAAAGAGTGGA
CATTCGTTCGTTCAATTGCAAACCCTTTGATCTTC
TCATAG

MPSAPSTYKEWTFVRSIA
NPLIFS*

MPSAPSTYKEWTFVRSI
ANPLIFS*

GCCGTGGGGG TTAGCAATCC 0  0 0 0 0 0

11206 4809 ao AN9377.1 52.m03906 AO070315000006 0 -174 -160 ATGTCCAGGACTTGA ATGTCCAGGACTTGA MSRT* MSRT* CCAAAATCCC ACTTGATCGT 0  0 0 0 0 0
11208 4812 af AN3733.1 69.m15382 AO070342000279 0 -234 -178 ATGAGTGACCTTTACTCCAGCCTCTCGTTCAGTTTGTTGAA

GTGTTTATTCTTGTAA
ATGAGTGACCTTTACTCCAGCCTCTCGTTCAGTTTG
TTGAAGTGTTTATTCTTGTAA

MSDLYSSLSFSLLKCLFL* MSDLYSSLSFSLLK
CLFL*

GAGTAGTAGA AGTTTCTCTC 0 G 0 0 0 YLR057W 0

11209 4812 af AN3733.1 69.m15382 AO070342000279 0 -135 -91 ATGATCACATCCTTATTCCCGTCACTCTTTTATTCCTCTTGT
TGA

ATGATCACATCCTTATTCCCGTCACTCTTTTATTCCT
CTTGTTGA

MITSLFPSLFYSSC* MITSLFPSLFYSSC* TTGGTATCTC GGTTTTGATT 0 G 0 0 0 YLR057W 0

11207 4812 an AN3733.1 69.m15382 AO070342000279 0 -197 -180 ATGAAAATCAGAAATTGA ATGAAAATCAGAAATTGA MKIRN* MKIRN* TCGAGATGCC ACCCCCTTTC 0 G 0 0 0 YLR057W 0
11210 4812 ao AN3733.1 69.m15382 AO070342000279 0 -99 -67 ATGTCGCTCTTCATCCTTCTTTTCTACCCTTAA ATGTCGCTCTTCATCCTTCTTTTCTACCCTTA

A
MSLFILLFYP* MSLFILLFYP* TGGATTTTTC TTCCCCTTTT 0 G 0 0 0 YLR057W 0

11211 4816 an AN0694.1 70.m15297 AO070343000519 0 -192 -133 ATGAGCAGCCCTAGTCCGCCTGTCAGCATGACATCACAAC
AAGCAAGCAAGCCTATATAG

ATGAGCAGCCCTAGTCCGCCTGTCAGCATGACA
TCACAACAAGCAAGCAAGCCTATATAG

MSSPSPPVSMTSQQASK
PI*

MSSPSPPVSMTSQQAS
KPI*

TTGCTGATCC AACCGTCCGT 0 0 0 0 0 0

11212 4816 an AN0694.1 70.m15297 AO070343000519 0 -165 -133 ATGACATCACAACAAGCAAGCAAGCCTATATAG ATGACATCACAACAAGCAAGCAAGCCTATATAG MTSQQASKPI* MTSQQASKPI* GCCTGTCAGC AACCGTCCGT 0 0 0 0 0 0

11213 4816 ao AN0694.1 70.m15297 AO070343000519 0 -246 -178 ATGTACTGGACATGGTGGACTTTTACCGTCAGAATGACAT
CATCCAGGTCGATGATCTGGATATCATAG

ATGTACTGGACATGGTGGACTTTTACCGTCA
GAATGACATCATCCAGGTCGATGATCTGGA
TATCATAG

MYWTWWTFTVRMTSSR
SMIWIS*

MYWTWWTFTVRMT
SSRSMIWIS*

GGGGGCTCGA TTGATGCCAT 0 0 0 0 0 0

11214 4816 ao AN0694.1 70.m15297 AO070343000519 0 -213 -178 ATGACATCATCCAGGTCGATGATCTGGATATCATAG ATGACATCATCCAGGTCGATGATCTGGATAT
CATAG

MTSSRSMIWIS* MTSSRSMIWIS* TACCGTCAGA TTGATGCCAT 0 0 0 0 0 0

11215 4816 ao AN0694.1 70.m15297 AO070343000519 0 -195 -178 ATGATCTGGATATCATAG ATGATCTGGATATCATAG MIWIS* MIWIS* ATCCAGGTCG TTGATGCCAT 0 0 0 0 0 0
11216 4816 ao AN0694.1 70.m15297 AO070343000519 0 -164 -39 ATGCCAATGGTATATAGCATTGCTATCGCACTGCTCGGGT

TGTCTACATCAGATCATTCGAAACAAATCTACGATACCACG
ATATTCAACGCTACAAACTACTTCAATTTCCATCAACATCTC
TAG

ATGCCAATGGTATATAGCATTGCTATCGCAC
TGCTCGGGTTGTCTACATCAGATCATTCGAA
ACAAATCTACGATACCACGATATTCAACGCT
ACAAACTACTTCAATTTCCATCAACATCTCTA
G

MPMVYSIAIALLGLSTSDH
SKQIYDTTIFNATNYFNFH
QHL*

MPMVYSIAIALLGLS
TSDHSKQIYDTTIFN
ATNYFNFHQHL*

ATGCCATGAG AACACTTGGA 0 0 0 0 0 0

11217 4816 ao AN0694.1 70.m15297 AO070343000519 0 -158 -39 ATGGTATATAGCATTGCTATCGCACTGCTCGGGTTGTCTA
CATCAGATCATTCGAAACAAATCTACGATACCACGATATTC
AACGCTACAAACTACTTCAATTTCCATCAACATCTCTAG

ATGGTATATAGCATTGCTATCGCACTGCTCG
GGTTGTCTACATCAGATCATTCGAAACAAAT
CTACGATACCACGATATTCAACGCTACAAAC
TACTTCAATTTCCATCAACATCTCTAG

MVYSIAIALLGLSTSDHSK
QIYDTTIFNATNYFNFHQ
HL*

MVYSIAIALLGLSTS
DHSKQIYDTTIFNAT
NYFNFHQHL*

TGAGATGCCA AACACTTGGA 0 0 0 0 0 0

11218 4820 af AN4209.1 54.m07042 AO070231000015 0 -251 -234 ATGGTACTCAATAAGTGA ATGGTACTCAATAAGTGA MVLNK* MVLNK* TTGGCCCAGA TTGTGATTGT 0 R FG05384.1 0 0 0 0
11221 4826 af AN1846.1 58.m07665 AO070292000059 0 -243 -64 ATGTCCTTTGCACTCTCGCACTCTACTTCCTGTCTCTGGAT

GTACCTTTCAATTTCTCAGCCTAGCTGTCCACCGGTGTCTA
TCATCTCTTCCTACTCGCCAGCCATCCATCCTCTGAAGGC
AAGGGGATCGAAAACAACAATAAGCAAAGACGATTTGCCC
TTTTCCAGGACTCCCTAA

ATGTCCTTTGCACTCTCGCACTCTACTTCCTGTCTC
TGGATGTACCTTTCAATTTCTCAGCCTAGCTGTCCA
CCGGTGTCTATCATCTCTTCCTACTCGCCAGCCAT
CCATCCTCTGAAGGCAAGGGGATCGAAAACAACAA
TAAGCAAAGACGATTTGCCCTTTTCCAGGACTCCC
TAA

MSFALSHSTSCLWMYLSI
SQPSCPPVSIISSYSPAIH
PLKARGSKTTISKDDLPF
SRTP*

MSFALSHSTSCLW
MYLSISQPSCPPVSII
SSYSPAIHPLKARGS
KTTISKDDLPFSRTP
*

ATCTGTCTAA CCCCCACCCC 0 0 0 0 0 0

11222 4826 af AN1846.1 58.m07665 AO070292000059 0 -204 -64 ATGTACCTTTCAATTTCTCAGCCTAGCTGTCCACCGGTGTC
TATCATCTCTTCCTACTCGCCAGCCATCCATCCTCTGAAG
GCAAGGGGATCGAAAACAACAATAAGCAAAGACGATTTGC
CCTTTTCCAGGACTCCCTAA

ATGTACCTTTCAATTTCTCAGCCTAGCTGTCCACCG
GTGTCTATCATCTCTTCCTACTCGCCAGCCATCCAT
CCTCTGAAGGCAAGGGGATCGAAAACAACAATAAG
CAAAGACGATTTGCCCTTTTCCAGGACTCCCTAA

MYLSISQPSCPPVSIISSY
SPAIHPLKARGSKTTISKD
DLPFSRTP*

MYLSISQPSCPPVSII
SSYSPAIHPLKARGS
KTTISKDDLPFSRTP
*

CTGTCTCTGG CCCCCACCCC 0 0 0 0 0 0

11220 4826 an AN1846.1 58.m07665 AO070292000059 0 -121 -95 ATGCAGCCTTTAACTCAGGCGGCTTGA ATGCAGCCTTTAACTCAGGCGGCTTGA MQPLTQAA* MQPLTQAA* AACACTTCAG CTTGAGTGCA 0 0 0 0 0 0
11223 4826 ao AN1846.1 58.m07665 AO070292000059 0 -145 -113 ATGTATCGTCCATCTTCGCAGCCCGGCTGTTAG ATGTATCGTCCATCTTCGCAGCCCGGCTGT

TAG
MYRPSSQPGC* MYRPSSQPGC* ACCTCTTCAG CCAGTCTGAG 0 0 0 0 0 0

11228 4827 af AN9481.1 71.m15629 AO070276000025 0 -243 -208 ATGATAAAGACCCTGACACTCCTCGGGCTCATTTAA ATGATAAAGACCCTGACACTCCTCGGGCTCATTTA
A

MIKTLTLLGLI* MIKTLTLLGLI* TATTTCCTAG GTGTCAAAAT 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11229 4827 af AN9481.1 71.m15629 AO070276000025 0 -132 -100 ATGGCCCTAGCTCCCGCCCGCCCCTCCAGATAG ATGGCCCTAGCTCCCGCCCGCCCCTCCAGATAG MALAPARPSR* MALAPARPSR* GCTCTCCGCT CAATCCCCGA 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11224 4827 an AN9481.1 71.m15629 AO070276000025 0 -236 -195 ATGATGATACGGCCAAACATTACCCGTTCAAAATTTTCGTG
A

ATGATGATACGGCCAAACATTACCCGTTCAAAAT
TTTCGTGA

MMIRPNITRSKFS* MMIRPNITRSKFS* TTATGCTAAT GCAAGTCTCA 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11225 4827 an AN9481.1 71.m15629 AO070276000025 0 -233 -195 ATGATACGGCCAAACATTACCCGTTCAAAATTTTCGTGA ATGATACGGCCAAACATTACCCGTTCAAAATTTTC
GTGA

MIRPNITRSKFS* MIRPNITRSKFS* TGCTAATATG GCAAGTCTCA 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11226 4827 an AN9481.1 71.m15629 AO070276000025 0 -140 -120 ATGTCTTATGTCCCTAGGTAG ATGTCTTATGTCCCTAGGTAG MSYVPR* MSYVPR* CATTTGCACT GGAGTACTTA 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11227 4827 an AN9481.1 71.m15629 AO070276000025 0 -133 -35 ATGTCCCTAGGTAGGGAGTACTTAGTCTGCGTGGTTCCGC
TCCCCGCCAGTCTCCGCCGTCAAGCTTCGCTGCACCTCA
ACTTTGAATCCCAGCTTTGA

ATGTCCCTAGGTAGGGAGTACTTAGTCTGCGTG
GTTCCGCTCCCCGCCAGTCTCCGCCGTCAAGCT
TCGCTGCACCTCAACTTTGAATCCCAGCTTTGA

MSLGREYLVCVVPLPASL
RRQASLHLNFESQL*

MSLGREYLVCVVPLPAS
LRRQASLHLNFESQL*

ACTATGTCTT CAATTGTCTT 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11230 4827 ao AN9481.1 71.m15629 AO070276000025 0 -246 -220 ATGACCCTCACTCTCCCTATGCTATAA ATGACCCTCACTCTCCCTATGCTATAA MTLTLPML* MTLTLPML* TTAATACGTT ACTAACCCAT 0 P FG05981.1 MG07326.1 NCU03588.1 0 0

11231 4829 an AN1917.1 69.m14935 AO070341000123 0 -93 -55 ATGGTTAAGCTCATTCCTCACTGCCAATGCCGCTGCTGA ATGGTTAAGCTCATTCCTCACTGCCAATGCCGCT
GCTGA

MVKLIPHCQCRC* MVKLIPHCQCRC* CGGTCAGTTC ACGAAACCGA 0 C 0 0 0 0 0

11232 4829 an AN1917.1 69.m14935 AO070341000123 0 -67 -41 ATGCCGCTGCTGAACGAAACCGACTAA ATGCCGCTGCTGAACGAAACCGACTAA MPLLNETD* MPLLNETD* CTCACTGCCA TTACCCATAG 0 C 0 0 0 0 0
11233 4829 ao AN1917.1 69.m14935 AO070341000123 0 -116 -6 ATGGTCACACATGCTCTGCTCTCATTGCTATTACCGTCATC

TGCTCAAATTTGCGCCCGGCACTGCGACGGTGTGCTGAC
TTTCCAGGCTTATTGTAATTCCTGTTTGTGA

ATGGTCACACATGCTCTGCTCTCATTGCTAT
TACCGTCATCTGCTCAAATTTGCGCCCGGC
ACTGCGACGGTGTGCTGACTTTCCAGGCTT
ATTGTAATTCCTGTTTGTGA

MVTHALLSLLLPSSAQICA
RHCDGVLTFQAYCNSCL*

MVTHALLSLLLPSSA
QICARHCDGVLTFQ
AYCNSCL*

CGGTTAGTGG TCAAAATGGC 0 C 0 0 0 0 0

11234 4829 ao AN1917.1 69.m14935 AO070341000123 0 -106 -38 ATGCTCTGCTCTCATTGCTATTACCGTCATCTGCTCAAATT
TGCGCCCGGCACTGCGACGGTGTGCTGA

ATGCTCTGCTCTCATTGCTATTACCGTCATC
TGCTCAAATTTGCGCCCGGCACTGCGACGG
TGTGCTGA

MLCSHCYYRHLLKFAPG
TATVC*

MLCSHCYYRHLLKF
APGTATVC*

ATGGTCACAC CTTTCCAGGC 0 C 0 0 0 0 0

11243 4838 ao AN1426.1 55.m03264 AO070242000026 0 -267 -166 ATGTTTGTACATTGCATTCAAGGCCGCCTAATGGCTGCAT
ACAGGCCGCCCCCCCTCCCACTATGTGGGCCACTTGTCA
ATGCTCGAAGTCTGCTACCTTGA

ATGTTTGTACATTGCATTCAAGGCCGCCTAA
TGGCTGCATACAGGCCGCCCCCCCTCCCA
CTATGTGGGCCACTTGTCAATGCTCGAAGT
CTGCTACCTTGA

MFVHCIQGRLMAAYRPP
PLPLCGPLVNARSLLP*

MFVHCIQGRLMAAY
RPPPLPLCGPLVNA
RSLLP*

CGCAATCCAA CGTATAAAAG 0 OE FG08454.1 MG02309.1 0 0 0

11244 4838 ao AN1426.1 55.m03264 AO070242000026 0 -237 -166 ATGGCTGCATACAGGCCGCCCCCCCTCCCACTATGTGGG
CCACTTGTCAATGCTCGAAGTCTGCTACCTTGA

ATGGCTGCATACAGGCCGCCCCCCCTCCCA
CTATGTGGGCCACTTGTCAATGCTCGAAGT
CTGCTACCTTGA

MAAYRPPPLPLCGPLVN
ARSLLP*

MAAYRPPPLPLCGP
LVNARSLLP*

AGGCCGCCTA CGTATAAAAG 0 OE FG08454.1 MG02309.1 0 0 0

11245 4838 ao AN1426.1 55.m03264 AO070242000026 0 -205 -137 ATGTGGGCCACTTGTCAATGCTCGAAGTCTGCTACCTTGA
CGTATAAAAGTCAGAGGATATTCCTCTGA

ATGTGGGCCACTTGTCAATGCTCGAAGTCT
GCTACCTTGACGTATAAAAGTCAGAGGATAT
TCCTCTGA

MWATCQCSKSATLTYKS
QRIFL*

MWATCQCSKSATL
TYKSQRIFL*

CCCTCCCACT TCGCTGACCT 0 OE FG08454.1 MG02309.1 0 0 0

11246 4838 ao AN1426.1 55.m03264 AO070242000026 0 -188 -159 ATGCTCGAAGTCTGCTACCTTGACGTATAA ATGCTCGAAGTCTGCTACCTTGACGTATAA MLEVCYLDV* MLEVCYLDV* CCACTTGTCA AAGTCAGAGG 0 OE FG08454.1 MG02309.1 0 0 0

11252 4841 an AN0685.1 70.m15287 AO070343000533 0 -218 -180 ATGGTCTTGTGCATATCCCTCACATTTTACGATACCTGA ATGGTCTTGTGCATATCCCTCACATTTTACGATAC
CTGA

MVLCISLTFYDT* MVLCISLTFYDT* TTAGCAGTCA TCAGCCCAAT 0  0 0 0 0 0

11253 4841 ao AN0685.1 70.m15287 AO070343000533 0 -195 -73 ATGAAAATAAAATATTTCAAAATCTCTTCCATTGTCCCAAAG
AGTCTGTCGCAACTCTCCTCTCTCCATTTATATAAATCCTTA
TCGGTGCCCCACACTCGAACCCAAAAAAATAAAATATAA

ATGAAAATAAAATATTTCAAAATCTCTTCCAT
TGTCCCAAAGAGTCTGTCGCAACTCTCCTCT
CTCCATTTATATAAATCCTTATCGGTGCCCC
ACACTCGAACCCAAAAAAATAAAATATAA

MKIKYFKISSIVPKSLSQL
SSLHLYKSLSVPHTRTQK
NKI*

MKIKYFKISSIVPKSL
SQLSSLHLYKSLSVP
HTRTQKNKI*

ATTTTCAGAA TTCTTCAACA 0  0 0 0 0 0

11256 4844 af AN1859.1 58.m07653 AO070292000036 0 -244 -200 ATGTGCCTCATGAGTTCCTTAATAAAATTGCTGCAGCTAAG
CTAA

ATGTGCCTCATGAGTTCCTTAATAAAATTGCTGCAG
CTAAGCTAA

MCLMSSLIKLLQLS* MCLMSSLIKLLQLS* CGTCCTTTAT ATCTACGGAA 0 K 0 0 0 0 0

11257 4844 af AN1859.1 58.m07653 AO070292000036 0 -235 -200 ATGAGTTCCTTAATAAAATTGCTGCAGCTAAGCTAA ATGAGTTCCTTAATAAAATTGCTGCAGCTAAGCTAA MSSLIKLLQLS* MSSLIKLLQLS* TATGTGCCTC ATCTACGGAA 0 K 0 0 0 0 0

11254 4844 an AN1859.1 58.m07653 AO070292000036 0 -261 -247 ATGAAGTCGGTATGA ATGAAGTCGGTATGA MKSV* MKSV* GCGCATTCTC GGCGGAACCC 0 K 0 0 0 0 0
11255 4844 an AN1859.1 58.m07653 AO070292000036 0 -250 -74 ATGAGGCGGAACCCACTGCGGAAGAAGCTCTGCCGGAG

CTCAATCGCACCACCACTTCCAGGCTGCCTTATCAGGTCC
TTATCACTACTGTCACGTGCTTTACTCTTGCCCGTTGAAAA
AGAACGCGCTCGGCCAGCTTTGTCGCCTTCAACTTTGCGT
CATCCAAATTTGCTTTAA

ATGAGGCGGAACCCACTGCGGAAGAAGCTCTGC
CGGAGCTCAATCGCACCACCACTTCCAGGCTGC
CTTATCAGGTCCTTATCACTACTGTCACGTGCTTT
ACTCTTGCCCGTTGAAAAAGAACGCGCTCGGCC
AGCTTTGTCGCCTTCAACTTTGCGTCATCCAAATT
TGCTTTAA

MRRNPLRKKLCRSSIAPP
LPGCLIRSLSLLSRALLLP
VEKERARPALSPSTLRHP
NLL*

MRRNPLRKKLCRSSIAP
PLPGCLIRSLSLLSRALL
LPVEKERARPALSPSTL
RHPNLL*

TGAAGTCGGT AATCCACGTA 0 K 0 0 0 0 0

11258 4844 ao AN1859.1 58.m07653 AO070292000036 0 -178 -104 ATGCTTCCCGCCGCGTTGTCACGTGCCACTGGCAATTCCC
GCGGTGATTTCGCGACAAGACTAGATAAGATCTAG

ATGCTTCCCGCCGCGTTGTCACGTGCCACT
GGCAATTCCCGCGGTGATTTCGCGACAAGA
CTAGATAAGATCTAG

MLPAALSRATGNSRGDF
ATRLDKI*

MLPAALSRATGNSR
GDFATRLDKI*

CCCCATCGTC GCACTCAAGC 0 K 0 0 0 0 0

11259 4845 an AN1830.1 52.m03901 AO070292000077 0 -173 -3 ATGACCCGCAATCCCCGGTGGCCAGCGCCACGCCGTCAA
CCCACCTCCCCGCAGGCTACCCCAAGTTGGACGGTTAGG
AAGCCGAGCTTTTGCCGGGTCCGTATATATAGCCTGTCCG
TCGGTGCCGGAAGCACCCATTCTTTGTGCAGTCTGTACTT
GTATGCTTGTTGA

ATGACCCGCAATCCCCGGTGGCCAGCGCCACG
CCGTCAACCCACCTCCCCGCAGGCTACCCCAAG
TTGGACGGTTAGGAAGCCGAGCTTTTGCCGGGT
CCGTATATATAGCCTGTCCGTCGGTGCCGGAAG
CACCCATTCTTTGTGCAGTCTGTACTTGTATGCTT
GTTGA

MTRNPRWPAPRRQPTS
PQATPSWTVRKPSFCRV
RIYSLSVGAGSTHSLCSL
YLYAC*

MTRNPRWPAPRRQPTS
PQATPSWTVRKPSFCR
VRIYSLSVGAGSTHSLC
SLYLYAC*

AAGCCCCCAG AAATGCCTTT 0 R 0 0 0 0 0

11260 4845 ao AN1830.1 52.m03901 AO070292000077 0 -66 -40 ATGAACTTGGATGTTTCTCCGCGGTAA ATGAACTTGGATGTTTCTCCGCGGTAA MNLDVSPR* MNLDVSPR* AAGTAGTCCC ACACGTAAGT 0 R 0 0 0 0 0
11262 4847 an AN4691.1 71.m15674 AO070284000047 0 -201 -181 ATGCTAGTTCGTGTATCGTGA ATGCTAGTTCGTGTATCGTGA MLVRVS* MLVRVS* ACTGCTTTGC CCTGGCTCCT 0 IQR 0 MG02544.1 0 0 0
11273 4850 af AN7469.1 57.m05953 AO070287000057 0 -219 -112 ATGTTCCCCCACGTTGTTCGCCGGGTCCTTGGAGCAATAC

GAGCATCTTCCGCCATGTTTTTCGACCAGTTTCCATCAGTC
ATACACAAGAGTTCTAACCCGTCGTGA

ATGTTCCCCCACGTTGTTCGCCGGGTCCTTGGAGC
AATACGAGCATCTTCCGCCATGTTTTTCGACCAGTT
TCCATCAGTCATACACAAGAGTTCTAACCCGTCGT
GA

MFPHVVRRVLGAIRASSA
MFFDQFPSVIHKSSNPS*

MFPHVVRRVLGAIR
ASSAMFFDQFPSVI
HKSSNPS*

ACCGTCACAA CTCCGCTTCT 0 H 0 0 0 0 0

11274 4850 af AN7469.1 57.m05953 AO070287000057 0 -165 -112 ATGTTTTTCGACCAGTTTCCATCAGTCATACACAAGAGTTC
TAACCCGTCGTGA

ATGTTTTTCGACCAGTTTCCATCAGTCATACACAAG
AGTTCTAACCCGTCGTGA

MFFDQFPSVIHKSSNPS* MFFDQFPSVIHKSS
NPS*

ATCTTCCGCC CTCCGCTTCT 0 H 0 0 0 0 0
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11275 4850 ao AN7469.1 57.m05953 AO070287000057 0 -156 -22 ATGCATTCATTCCGTCATGGCCGATACCCCCGCATCGCCC
GCCTTATCGATACCGCGGCCTTCTTCCACATTCCACCATTT
TGCTCACTTTCAATTGCTGCTCATCGCCAGACAAACGCTG
GATTTAGTCCATAG

ATGCATTCATTCCGTCATGGCCGATACCCC
CGCATCGCCCGCCTTATCGATACCGCGGCC
TTCTTCCACATTCCACCATTTTGCTCACTTTC
AATTGCTGCTCATCGCCAGACAAACGCTGG
ATTTAGTCCATAG

MHSFRHGRYPRIARLIDT
AAFFHIPPFCSLSIAAHRQ
TNAGFSP*

MHSFRHGRYPRIAR
LIDTAAFFHIPPFCSL
SIAAHRQTNAGFSP*

ACCAATCAAC ATTTGTTATA 0 H 0 0 0 0 0

11280 4851 af AN6898.1 71.m16034 AO070314000023 0 -276 -205 ATGGTTCCACTGGGAAATTTCATGACAGCAGGCGTTGGAC
TAGACCCAAAAGGGGCTGGCAGCAGCATGTGA

ATGGTTCCACTGGGAAATTTCATGACAGCAGGCGT
TGGACTAGACCCAAAAGGGGCTGGCAGCAGCATG
TGA

MVPLGNFMTAGVGLDPK
GAGSSM*

MVPLGNFMTAGVG
LDPKGAGSSM*

GGTTATGGCG CTCCCGCAGT 0 U 0 MG05208.1 0 YKL002W YKL002W

11281 4851 af AN6898.1 71.m16034 AO070314000023 0 -133 -59 ATGTCACCGCATCACATTCACCGCAGGCTTCTATCTGATA
AACATACTGCTGCGCATAAAAATTGCCGTCTGTGA

ATGTCACCGCATCACATTCACCGCAGGCTTCTATC
TGATAAACATACTGCTGCGCATAAAAATTGCCGTCT
GTGA

MSPHHIHRRLLSDKHTAA
HKNCRL*

MSPHHIHRRLLSDK
HTAAHKNCRL*

AGGTGGGTTG GAAGCACGTT 0 U 0 MG05208.1 0 YKL002W YKL002W

11277 4851 an AN6898.1 71.m16034 AO070314000023 0 -161 -129 ATGGTATGGTGGCTGCCATGTGACCCCCCGTAA ATGGTATGGTGGCTGCCATGTGACCCCCCGTAA MVWWLPCDPP* MVWWLPCDPP* ATGTCTCAAA AGCCGGCCGT 0 U 0 MG05208.1 0 YKL002W YKL002W

11278 4851 an AN6898.1 71.m16034 AO070314000023 0 -156 -139 ATGGTGGCTGCCATGTGA ATGGTGGCTGCCATGTGA MVAAM* MVAAM* TCAAAATGGT CCCCCCGTAA 0 U 0 MG05208.1 0 YKL002W YKL002W
11279 4851 an AN6898.1 71.m16034 AO070314000023 0 -103 -89 ATGTCTGGAGCCTGA ATGTCTGGAGCCTGA MSGA* MSGA* CGTTACATAC TGTCACCGCA 0 U 0 MG05208.1 0 YKL002W YKL002W
11282 4851 ao AN6898.1 71.m16034 AO070314000023 0 -135 -10 ATGTCACCGCGCGGCTTCGGATCGAATCAGATATTCCCCT

CTCCAATCTTGCCCCCTTCATTTGTACCTTTCACGCAGCCT
CTTTGGTTTTGTTTCTCATTGTTTGTTACTGGGCATCTTTCT
TGA

ATGTCACCGCGCGGCTTCGGATCGAATCAG
ATATTCCCCTCTCCAATCTTGCCCCCTTCAT
TTGTACCTTTCACGCAGCCTCTTTGGTTTTG
TTTCTCATTGTTTGTTACTGGGCATCTTTCTT
GA

MSPRGFGSNQIFPSPILP
PSFVPFTQPLWFCFSLFV
TGHLS*

MSPRGFGSNQIFPS
PILPPSFVPFTQPLW
FCFSLFVTGHLS*

CTTAGGTTTG CTGGCCAAGA 0 U 0 MG05208.1 0 YKL002W YKL002W

11276 4851 conserved AN6898.1 71.m16034 AO070314000023 0 -171 -139 -255 -205 -237 -205 ATGwChsmArrbGkkdkrsTvGmysCmAwrkGrGCTGGCAGCAG
CATGTGA

ATGTCTCAAAATGGTATGGTGGCTGCCATGTGA ATGACAGCAGGCGTTGGACTAGACCCAAAAGGGG
CTGGCAGCAGCATGTGA

ATGTCCCAAAAGGGGTTGGTCGCCGCCATG
TGA

Msqngmvaam* MSQNGMVAAM* MTAGVGLDPKGAG
SSM*

MSQKGLVAAM* kGGAAAwwyy CysyCsshvh 0 U 0 MG05208.1 0 YKL002W YKL002W

11285 4852 af AN2860.1 59.m08704 AO070338000162 0 -173 -57 ATGGTGCGTTCAGGACGCTGCGTGCCAGACTTAAAAAGAT
GGGCGGTGGTCCCTGGCTTGGAGGGGCTGCTTTTCTCTC
CTTTCCTCTCTATCCTCGTATCTGTCCTTGACTCTTGA

ATGGTGCGTTCAGGACGCTGCGTGCCAGACTTAAA
AAGATGGGCGGTGGTCCCTGGCTTGGAGGGGCT
GCTTTTCTCTCCTTTCCTCTCTATCCTCGTATCTGT
CCTTGACTCTTGA

MVRSGRCVPDLKRWAV
VPGLEGLLFSPFLSILVSV
LDS*

MVRSGRCVPDLKR
WAVVPGLEGLLFSP
FLSILVSVLDS*

ACCAAGTGGG CTGTCACACA 0 Q 0 0 0 0 0

11286 4852 af AN2860.1 59.m08704 AO070338000162 0 -135 -64 ATGGGCGGTGGTCCCTGGCTTGGAGGGGCTGCTTTTCTC
TCCTTTCCTCTCTATCCTCGTATCTGTCCTTGA

ATGGGCGGTGGTCCCTGGCTTGGAGGGGCTGCTT
TTCTCTCCTTTCCTCTCTATCCTCGTATCTGTCCTT
GA

MGGGPWLGGAAFLSFPL
YPRICP*

MGGGPWLGGAAFL
SFPLYPRICP*

ACTTAAAAAG CTCTTGACTG 0 Q 0 0 0 0 0

11283 4852 an AN2860.1 59.m08704 AO070338000162 0 -183 -169 ATGTCACGATGGTAA ATGTCACGATGGTAA MSRW* MSRW* GTCCTGGATA CGAGGTGTCA 0 Q 0 0 0 0 0
11284 4852 an AN2860.1 59.m08704 AO070338000162 0 -175 -131 ATGGTAACGAGGTGTCATTCATTGCACCCCCACTCGCAGG

CCTGA
ATGGTAACGAGGTGTCATTCATTGCACCCCCACT
CGCAGGCCTGA

MVTRCHSLHPHSQA* MVTRCHSLHPHSQA* TAATGTCACG AAGTGTGTTT 0 Q 0 0 0 0 0

11287 4852 ao AN2860.1 59.m08704 AO070338000162 0 -176 -156 ATGGCTCCGCAGCCCTGTTAG ATGGCTCCGCAGCCCTGTTAG MAPQPC* MAPQPC* CCGTAATTGC TTTGTTGGCG 0 Q 0 0 0 0 0
11291 4858 af AN5445.1 69.m15489 AO070333000112 0 -243 -193 ATGGAGTTTGCCTCTCCTGCCCTAGTCCAGCCTCATATAA

TCAAACGATGA
ATGGAGTTTGCCTCTCCTGCCCTAGTCCAGCCTCA
TATAATCAAACGATGA

MEFASPALVQPHIIKR* MEFASPALVQPHIIK
R*

CTTCTCCTTC ACCAAGGCTC 0 0 0 0 0 0

11292 4858 af AN5445.1 69.m15489 AO070333000112 0 -196 -104 ATGAACCAAGGCTCTCTTACTACAGTCGATCGTAGTTTGT
GCTTGCACACCCTCCCCCGCATCCGTGCCCTCACCGGGT
CTGGTCTGCATTGA

ATGAACCAAGGCTCTCTTACTACAGTCGATCGTAG
TTTGTGCTTGCACACCCTCCCCCGCATCCGTGCCC
TCACCGGGTCTGGTCTGCATTGA

MNQGSLTTVDRSLCLHT
LPRIRALTGSGLH*

MNQGSLTTVDRSLC
LHTLPRIRALTGSGL
H*

TAATCAAACG GGCGCTATAG 0 0 0 0 0 0

11289 4858 an AN5445.1 69.m15489 AO070333000112 0 -203 -60 ATGTCCTCTGCGAACGATGGTACTAAGGTCATCTCGGATC
CTCGATTGTCGTCTGTGCTCGCACATCGTCCGTCCCAATC
CCCTTGCTGGGAGGGTCTCCGCCGCTGTGACGTACAGCT
CAACGAGGACGCTCCTCCACTCTGA

ATGTCCTCTGCGAACGATGGTACTAAGGTCATCT
CGGATCCTCGATTGTCGTCTGTGCTCGCACATCG
TCCGTCCCAATCCCCTTGCTGGGAGGGTCTCCG
CCGCTGTGACGTACAGCTCAACGAGGACGCTCC
TCCACTCTGA

MSSANDGTKVISDPRLSS
VLAHRPSQSPCWEGLRR
CDVQLNEDAPPL*

MSSANDGTKVISDPRLS
SVLAHRPSQSPCWEGL
RRCDVQLNEDAPPL*

CACTGGGTCC ACCGAATTGC 0 0 0 0 0 0

11290 4858 an AN5445.1 69.m15489 AO070333000112 0 -187 -47 ATGGTACTAAGGTCATCTCGGATCCTCGATTGTCGTCTGT
GCTCGCACATCGTCCGTCCCAATCCCCTTGCTGGGAGGG
TCTCCGCCGCTGTGACGTACAGCTCAACGAGGACGCTCC
TCCACTCTGAACCGAATTGCTGA

ATGGTACTAAGGTCATCTCGGATCCTCGATTGTC
GTCTGTGCTCGCACATCGTCCGTCCCAATCCCCT
TGCTGGGAGGGTCTCCGCCGCTGTGACGTACAG
CTCAACGAGGACGCTCCTCCACTCTGAACCGAAT
TGCTGA

MVLRSSRILDCRLCSHIV
RPNPLAGRVSAAVTYSST
RTLLHSEPNC*

MVLRSSRILDCRLCSHIV
RPNPLAGRVSAAVTYSS
TRTLLHSEPNC*

TCTGCGAACG ACCATCCCTG 0 0 0 0 0 0

11293 4858 ao AN5445.1 69.m15489 AO070333000112 0 -213 -112 ATGCAAACGATGATATCACAGTCTCTCCGTAATTACGACTG
TCGCTTGTGCCTGCACGCTCTCCCTCGCGTCCATTCCCTT
CTCGGGAACGGTCTGCTGTGA

ATGCAAACGATGATATCACAGTCTCTCCGTA
ATTACGACTGTCGCTTGTGCCTGCACGCTC
TCCCTCGCGTCCATTCCCTTCTCGGGAACG
GTCTGCTGTGA

MQTMISQSLRNYDCRLC
LHALPRVHSLLGNGLL*

MQTMISQSLRNYDC
RLCLHALPRVHSLL
GNGLL*

ATACCCGTCC GTTGCTGACT 0 0 0 0 0 0

11294 4858 ao AN5445.1 69.m15489 AO070333000112 0 -204 -112 ATGATATCACAGTCTCTCCGTAATTACGACTGTCGCTTGTG
CCTGCACGCTCTCCCTCGCGTCCATTCCCTTCTCGGGAAC
GGTCTGCTGTGA

ATGATATCACAGTCTCTCCGTAATTACGACT
GTCGCTTGTGCCTGCACGCTCTCCCTCGCG
TCCATTCCCTTCTCGGGAACGGTCTGCTGT
GA

MISQSLRNYDCRLCLHAL
PRVHSLLGNGLL*

MISQSLRNYDCRLC
LHALPRVHSLLGNG
LL*

CATGCAAACG GTTGCTGACT 0 0 0 0 0 0

11296 4861 an AN3914.1 69.m15015 AO070324000101 0 -255 -67 ATGACTGCCCTTTCACATTTGGATGTCTCTGGTCGTTCGA
CCTGCACCTTCCTTGATAGACCGGACGCCGAAGCTGCTG
CATTGAGGACCACGACATCCCAGCAACAACAACAACCGTC
AAATCTCGACAAACCTCCATATCCTTGTGTTTTCTTACCGT
CGCAACTCTCGCTTTTTATTCTTGACTGA

ATGACTGCCCTTTCACATTTGGATGTCTCTGGTC
GTTCGACCTGCACCTTCCTTGATAGACCGGACG
CCGAAGCTGCTGCATTGAGGACCACGACATCCC
AGCAACAACAACAACCGTCAAATCTCGACAAACC
TCCATATCCTTGTGTTTTCTTACCGTCGCAACTCT
CGCTTTTTATTCTTGACTGA

MTALSHLDVSGRSTCTFL
DRPDAEAAALRTTTSQQ
QQQPSNLDKPPYPCVFL
PSQLSLFILD*

MTALSHLDVSGRSTCTF
LDRPDAEAAALRTTTSQ
QQQQPSNLDKPPYPCV
FLPSQLSLFILD*

ACTAGAAATG CAAATTGTAC 0 G 0 0 0 0 0

11297 4861 an AN3914.1 69.m15015 AO070324000101 0 -233 -171 ATGTCTCTGGTCGTTCGACCTGCACCTTCCTTGATAGACC
GGACGCCGAAGCTGCTGCATTGA

ATGTCTCTGGTCGTTCGACCTGCACCTTCCTTGA
TAGACCGGACGCCGAAGCTGCTGCATTGA

MSLVVRPAPSLIDRTPKL
LH*

MSLVVRPAPSLIDRTPKL
LH*

TCACATTTGG GGACCACGAC 0 G 0 0 0 0 0

11299 4862 af AN9361.1 71.m15139 AO070333000266 0 -203 -159 ATGCCTAGAACAAAGCAATTAAGCTCCTGTTATGAAACCTT
TTGA

ATGCCTAGAACAAAGCAATTAAGCTCCTGTTATGAA
ACCTTTTGA

MPRTKQLSSCYETF* MPRTKQLSSCYETF
*

CTCTTCAGTA GTCCAGACTT 0 M 0 0 0 0 0

11300 4862 af AN9361.1 71.m15139 AO070333000266 0 -105 -91 ATGGGGGGGGGTTGA ATGGGGGGGGGTTGA MGGG* MGGG* CTGAATCAAT GCTTGCTCCA 0 M 0 0 0 0 0
11298 4862 an AN9361.1 71.m15139 AO070333000266 0 -161 -120 ATGCTGGTATCTTTACCTTTTCGCCCTACGGGGATGGTAT

AA
ATGCTGGTATCTTTACCTTTTCGCCCTACGGGGA
TGGTATAA

MLVSLPFRPTGMV* MLVSLPFRPTGMV* ACCGTGCAAT TAGCGTCATC 0 M 0 0 0 0 0

11301 4862 ao AN9361.1 71.m15139 AO070333000266 0 -162 -148 ATGTTTCAGAATTAG ATGTTTCAGAATTAG MFQN* MFQN* AAGGTATTGC AAACTCGGGA 0 M 0 0 0 0 0
11303 4864 af AN8100.1 69.m14871 AO070281000022 0 -202 -185 ATGAGGCTGGTTGAATAA ATGAGGCTGGTTGAATAA MRLVE* MRLVE* CGGAGTGGTT TCAATTATCT 0 P 0 0 0 0 0
11304 4864 af AN8100.1 69.m14871 AO070281000022 0 -171 -154 ATGACTTCAATTGATTAA ATGACTTCAATTGATTAA MTSID* MTSID* ATTATCTACA TACAAGGTGA 0 P 0 0 0 0 0
11305 4864 af AN8100.1 69.m14871 AO070281000022 0 -134 -123 ATGCGCTTATAA ATGCGCTTATAA MRL* MRL* AGATTATTAT GCTGGGGTCT 0 P 0 0 0 0 0
11302 4864 an AN8100.1 69.m14871 AO070281000022 0 -111 -49 ATGGAGTCTGTTGTTGTCTCGCCTATACGCAAACACCGAA

CACTGCTATTACCGCATAAATAG
ATGGAGTCTGTTGTTGTCTCGCCTATACGCAAAC
ACCGAACACTGCTATTACCGCATAAATAG

MESVVVSPIRKHRTLLLP
HK*

MESVVVSPIRKHRTLLLP
HK*

CTCATCTCTG CCCCTCACCA 0 P 0 0 0 0 0

11306 4864 ao AN8100.1 69.m14871 AO070281000022 0 -151 -83 ATGGAGTCCGTTACCGTCAAAAATTTACTAGTACAAAACCA
CCAGAAAATATTAGTATTACCCATATAG

ATGGAGTCCGTTACCGTCAAAAATTTACTAG
TACAAAACCACCAGAAAATATTAGTATTACC
CATATAG

MESVTVKNLLVQNHQKIL
VLPI*

MESVTVKNLLVQNH
QKILVLPI*

ATATCTTCTG CCAGACCCAC 0 P 0 0 0 0 0

11308 4865 an AN2109.1 57.m05963 AO070341000274 0 -120 -91 ATGAGATTTGTTGCGTCATACCCCAGCTAA ATGAGATTTGTTGCGTCATACCCCAGCTAA MRFVASYPS* MRFVASYPS* CTATTTCACT CTCGGTCAGC 0 DO 0 0 0 0 0
11310 4867 ao AN5980.1 72.m19163 AO070340000300 0 -218 -180 ATGATCTGGTACCATTTTTTGTATCAGTCTACCATTTAA ATGATCTGGTACCATTTTTTGTATCAGTCTAC

CATTTAA
MIWYHFLYQSTI* MIWYHFLYQSTI* GTCAGTATAC AACGGTCCCC 0  0 0 0 0 0

11311 4867 ao AN5980.1 72.m19163 AO070340000300 0 -124 -110 ATGGGTTTGATTTGA ATGGGTTTGATTTGA MGLI* MGLI* ATCCGTCGTC ATCTGGGGTT 0  0 0 0 0 0
11316 4868 af AN2048.1 58.m07636 AO070292000015 0 -220 -188 ATGGAGCTGCGGATGTCGGCGATATCTTTGTGA ATGGAGCTGCGGATGTCGGCGATATCTTTGTGA MELRMSAISL* MELRMSAISL* ATTGTTGGTG TTGCGACAAG 0 U FG01890.1 0 0 0 0
11317 4868 af AN2048.1 58.m07636 AO070292000015 0 -208 -188 ATGTCGGCGATATCTTTGTGA ATGTCGGCGATATCTTTGTGA MSAISL* MSAISL* GGAGCTGCGG TTGCGACAAG 0 U FG01890.1 0 0 0 0
11314 4868 an AN2048.1 58.m07636 AO070292000015 0 -227 -186 ATGTCTGTCGCTGGATCGCCGTTCCAAGTTACGTCGTGGT

AA
ATGTCTGTCGCTGGATCGCCGTTCCAAGTTACGT
CGTGGTAA

MSVAGSPFQVTSW* MSVAGSPFQVTSW* CTTCAGGTTG TTCAACGCCG 0 U FG01890.1 0 0 0 0

11315 4868 an AN2048.1 58.m07636 AO070292000015 0 -73 -53 ATGATGCTCAGTATAGCTTAA ATGATGCTCAGTATAGCTTAA MMLSIA* MMLSIA* TTTCCGACCA AGGACACTCA 0 U FG01890.1 0 0 0 0
11318 4868 ao AN2048.1 58.m07636 AO070292000015 0 -213 -163 ATGGTCGTGTGTATTCGGTATCTATATGATGAACAGTTCTG

CTTTCTATGA
ATGGTCGTGTGTATTCGGTATCTATATGATG
AACAGTTCTGCTTTCTATGA

MVVCIRYLYDEQFCFL* MVVCIRYLYDEQFC
FL*

GGAAGTATTG CTTTACGCCT 0 U FG01890.1 0 0 0 0

11319 4868 ao AN2048.1 58.m07636 AO070292000015 0 -188 -114 ATGATGAACAGTTCTGCTTTCTATGACTTTACGCCTGTCGC
GAATCAAAGTGCCCTTTCTTTATACTCGGGCTAG

ATGATGAACAGTTCTGCTTTCTATGACTTTAC
GCCTGTCGCGAATCAAAGTGCCCTTTCTTTA
TACTCGGGCTAG

MMNSSAFYDFTPVANQS
ALSLYSG*

MMNSSAFYDFTPVA
NQSALSLYSG*

CGGTATCTAT GCCTGCGACT 0 U FG01890.1 0 0 0 0

11320 4868 ao AN2048.1 58.m07636 AO070292000015 0 -185 -114 ATGAACAGTTCTGCTTTCTATGACTTTACGCCTGTCGCGAA
TCAAAGTGCCCTTTCTTTATACTCGGGCTAG

ATGAACAGTTCTGCTTTCTATGACTTTACGC
CTGTCGCGAATCAAAGTGCCCTTTCTTTATA
CTCGGGCTAG

MNSSAFYDFTPVANQSA
LSLYSG*

MNSSAFYDFTPVAN
QSALSLYSG*

TATCTATATG GCCTGCGACT 0 U FG01890.1 0 0 0 0

11321 4868 ao AN2048.1 58.m07636 AO070292000015 0 -166 -95 ATGACTTTACGCCTGTCGCGAATCAAAGTGCCCTTTCTTTA
TACTCGGGCTAGGCCTGCGACTAACCACTAA

ATGACTTTACGCCTGTCGCGAATCAAAGTG
CCCTTTCTTTATACTCGGGCTAGGCCTGCG
ACTAACCACTAA

MTLRLSRIKVPFLYTRAR
PATNH*

MTLRLSRIKVPFLYT
RARPATNH*

TCTGCTTTCT CCTAAGCCAT 0 U FG01890.1 0 0 0 0

11322 4868 ao AN2048.1 58.m07636 AO070292000015 0 -78 -58 ATGATGTTCAAGACAACCTAA ATGATGTTCAAGACAACCTAA MMFKTT* MMFKTT* CCATTGGCCG AGGACACTCC 0 U FG01890.1 0 0 0 0
11313 4868 conserved AN2048.1 58.m07636 AO070292000015 0 -70 -53 -76 -59 -75 -58 ATGhTCmrkryArsyTAr ATGCTCAGTATAGCTTAA ATGATCCGGGCAAGCTAG ATGTTCAAGACAACCTAA Mlsia* MLSIA* MIRAS* MFKTT* yhGrCCrAyG rssrCwCTCm 0 U FG01890.1 0 0 0 0

11325 4872 af AN5346.1 69.m15558 AO070333000176 0 -221 -144 ATGGAGTTATGGTACGGAGTAACTCCGTACTCCGTAGTCC
GCAAGACAAACGCGTATACGATAGCTTCACCGTTTTGA

ATGGAGTTATGGTACGGAGTAACTCCGTACTCCGT
AGTCCGCAAGACAAACGCGTATACGATAGCTTCAC
CGTTTTGA

MELWYGVTPYSVVRKTN
AYTIASPF*

MELWYGVTPYSVV
RKTNAYTIASPF*

GATTGCTATT GCCTGTCTCA 0 O 0 MG10494.1 0 0 0

11326 4872 af AN5346.1 69.m15558 AO070333000176 0 -213 -82 ATGGTACGGAGTAACTCCGTACTCCGTAGTCCGCAAGACA
AACGCGTATACGATAGCTTCACCGTTTTGAGCCTGTCTCA
ATTGCCTTTGTATCCACGACGAGAATTCTTCCCTGTCGGC
AATATGTTATAA

ATGGTACGGAGTAACTCCGTACTCCGTAGTCCGCA
AGACAAACGCGTATACGATAGCTTCACCGTTTTGA
GCCTGTCTCAATTGCCTTTGTATCCACGACGAGAA
TTCTTCCCTGTCGGCAATATGTTATAA

MVRSNSVLRSPQDKRVY
DSFTVLSLSQLPLYPRRE
FFPVGNML*

MVRSNSVLRSPQD
KRVYDSFTVLSLSQ
LPLYPRREFFPVGN
ML*

TTATGGAGTT GTGGTTATCA 0 O 0 MG10494.1 0 0 0

11323 4872 an AN5346.1 69.m15558 AO070333000176 0 -221 -183 ATGCCTGAGGAACTAGGCTCTACACCAATTCCTATCTGA ATGCCTGAGGAACTAGGCTCTACACCAATTCCTA
TCTGA

MPEELGSTPIPI* MPEELGSTPIPI* TCGCACTCTT GACCACGTTG 0 O 0 MG10494.1 0 0 0

11324 4872 an AN5346.1 69.m15558 AO070333000176 0 -98 -48 ATGCTGTACACGTCAGTATCACCGTCGGTCCACGCACACT
CTCAGAGTTGA

ATGCTGTACACGTCAGTATCACCGTCGGTCCACG
CACACTCTCAGAGTTGA

MLYTSVSPSVHAHSQS* MLYTSVSPSVHAHSQS* GGGGCTGTGA ATCCCGCAAG 0 O 0 MG10494.1 0 0 0

11328 4872 ao AN5346.1 69.m15558 AO070333000176 0 -226 -140 ATGATAGAGTGTGGGGGGAAGAGGACCGGGCCATGTTTA
CTCCGTCTAACAACCGATCGTCATCCTGCACCACCTTTAC
AGGATTAG

ATGATAGAGTGTGGGGGGAAGAGGACCGG
GCCATGTTTACTCCGTCTAACAACCGATCGT
CATCCTGCACCACCTTTACAGGATTAG

MIECGGKRTGPCLLRLTT
DRHPAPPLQD*

MIECGGKRTGPCLL
RLTTDRHPAPPLQD
*

CGCGGTTGAT AGCTCTTGCG 0 O 0 MG10494.1 0 0 0
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11329 4872 ao AN5346.1 69.m15558 AO070333000176 0 -194 -36 ATGTTTACTCCGTCTAACAACCGATCGTCATCCTGCACCA
CCTTTACAGGATTAGAGCTCTTGCGGATCTTTCAAACACCT
CGCTGGCATACAGTGAAAACCCTCCATGGTCTCAAGATAG
TCAATTGTCCTCCTTTGCGCATTATGATTGATATCTAA

ATGTTTACTCCGTCTAACAACCGATCGTCAT
CCTGCACCACCTTTACAGGATTAGAGCTCTT
GCGGATCTTTCAAACACCTCGCTGGCATAC
AGTGAAAACCCTCCATGGTCTCAAGATAGTC
AATTGTCCTCCTTTGCGCATTATGATTGATAT
CTAA

MFTPSNNRSSSCTTFTGL
ELLRIFQTPRWHTVKTLH
GLKIVNCPPLRIMIDI*

MFTPSNNRSSSCTT
FTGLELLRIFQTPR
WHTVKTLHGLKIVN
CPPLRIMIDI*

GGACCGGGCC ACTATCTAAT 0 O 0 MG10494.1 0 0 0

11330 4872 ao AN5346.1 69.m15558 AO070333000176 0 -88 -74 ATGGTCTCAAGATAG ATGGTCTCAAGATAG MVSR* MVSR* AAAACCCTCC TCAATTGTCC 0 O 0 MG10494.1 0 0 0
11333 4873 af AN2745.1 54.m06686 AO070338000226 0 -206 -141 ATGATGATGATGCAAAAGATGGCAACCTACTGTCAACAGA

GGGATAAACAGCCGCTCTTCCCGTGA
ATGATGATGATGCAAAAGATGGCAACCTACTGTCA
ACAGAGGGATAAACAGCCGCTCTTCCCGTGA

MMMMQKMATYCQQRDK
QPLFP*

MMMMQKMATYCQ
QRDKQPLFP*

ATAATAAAGA CCGCCAAAGC 0 R FG01906.1 MG07515.1 0 0 0

11334 4873 af AN2745.1 54.m06686 AO070338000226 0 -203 -141 ATGATGATGCAAAAGATGGCAACCTACTGTCAACAGAGGG
ATAAACAGCCGCTCTTCCCGTGA

ATGATGATGCAAAAGATGGCAACCTACTGTCAACA
GAGGGATAAACAGCCGCTCTTCCCGTGA

MMMQKMATYCQQRDKQ
PLFP*

MMMQKMATYCQQ
RDKQPLFP*

ATAAAGAATG CCGCCAAAGC 0 R FG01906.1 MG07515.1 0 0 0

11335 4873 af AN2745.1 54.m06686 AO070338000226 0 -200 -141 ATGATGCAAAAGATGGCAACCTACTGTCAACAGAGGGATA
AACAGCCGCTCTTCCCGTGA

ATGATGCAAAAGATGGCAACCTACTGTCAACAGAG
GGATAAACAGCCGCTCTTCCCGTGA

MMQKMATYCQQRDKQP
LFP*

MMQKMATYCQQRD
KQPLFP*

AAGAATGATG CCGCCAAAGC 0 R FG01906.1 MG07515.1 0 0 0

11336 4873 af AN2745.1 54.m06686 AO070338000226 0 -197 -141 ATGCAAAAGATGGCAACCTACTGTCAACAGAGGGATAAAC
AGCCGCTCTTCCCGTGA

ATGCAAAAGATGGCAACCTACTGTCAACAGAGGGA
TAAACAGCCGCTCTTCCCGTGA

MQKMATYCQQRDKQPL
FP*

MQKMATYCQQRDK
QPLFP*

AATGATGATG CCGCCAAAGC 0 R FG01906.1 MG07515.1 0 0 0

11337 4873 af AN2745.1 54.m06686 AO070338000226 0 -188 -141 ATGGCAACCTACTGTCAACAGAGGGATAAACAGCCGCTCT
TCCCGTGA

ATGGCAACCTACTGTCAACAGAGGGATAAACAGCC
GCTCTTCCCGTGA

MATYCQQRDKQPLFP* MATYCQQRDKQPL
FP*

GATGCAAAAG CCGCCAAAGC 0 R FG01906.1 MG07515.1 0 0 0

11332 4873 an AN2745.1 54.m06686 AO070338000226 0 -161 -144 ATGAGTTGTAACTTGTGA ATGAGTTGTAACTTGTGA MSCNL* MSCNL* ATAGCATTTT CGGTCAAGGA 0 R FG01906.1 MG07515.1 0 0 0
11338 4873 ao AN2745.1 54.m06686 AO070338000226 0 -253 -242 ATGGAGAGATAG ATGGAGAGATAG MER* MER* GAGGGAAAGA CGTGAAGCGA 0 R FG01906.1 MG07515.1 0 0 0
11339 4873 ao AN2745.1 54.m06686 AO070338000226 0 -151 -59 ATGGTTTCTTCCCCACGGCGGAGCTTCAATTCAATTACGTT

CACGACAATAATTTCCCACCTTATTTCCTTTGTTTCTATAAA
CAATCACTAA

ATGGTTTCTTCCCCACGGCGGAGCTTCAATT
CAATTACGTTCACGACAATAATTTCCCACCT
TATTTCCTTTGTTTCTATAAACAATCACTAA

MVSSPRRSFNSITFTTIIS
HLISFVSINNH*

MVSSPRRSFNSITFT
TIISHLISFVSINNH*

AATTGGGCTG TTAACTATTC 0 R FG01906.1 MG07515.1 0 0 0

11340 4874 af AN7513.1 69.m15155 AO070258000018 0 -281 -270 ATGCCTTGTTGA ATGCCTTGTTGA MPC* MPC* AACGGGATTG AGCGGGGTGG 0 K 0 0 0 0 0
11342 4876 af AN5400.1 69.m15773 AO070333000134 0 -212 -180 ATGCAACTAGCCAAACGGCTCTCCTTCTCCTGA ATGCAACTAGCCAAACGGCTCTCCTTCTCCTGA MQLAKRLSFS* MQLAKRLSFS* CCTACTAATC CAAGCTACTT 0 P 0 0 0 0 0
11343 4876 af AN5400.1 69.m15773 AO070333000134 0 -94 -68 ATGATGCCGAAAGACCGTCGTCGATGA ATGATGCCGAAAGACCGTCGTCGATGA MMPKDRRR* MMPKDRRR* CCTGACGTGA TCGCAAATAT 0 P 0 0 0 0 0
11344 4876 af AN5400.1 69.m15773 AO070333000134 0 -91 -68 ATGCCGAAAGACCGTCGTCGATGA ATGCCGAAAGACCGTCGTCGATGA MPKDRRR* MPKDRRR* GACGTGAATG TCGCAAATAT 0 P 0 0 0 0 0
11345 4876 af AN5400.1 69.m15773 AO070333000134 0 -71 -15 ATGATCGCAAATATCCCCTTATCTACCCCGTTCCCGATCAT

GGTCAGTGAAAAGTGA
ATGATCGCAAATATCCCCTTATCTACCCCGTTCCCG
ATCATGGTCAGTGAAAAGTGA

MIANIPLSTPFPIMVSEK* MIANIPLSTPFPIMVS
EK*

ACCGTCGTCG CAACTACCAG 0 P 0 0 0 0 0

11341 4876 an AN5400.1 69.m15773 AO070333000134 0 -125 -108 ATGGAGGGGTCTAGCTGA ATGGAGGGGTCTAGCTGA MEGSS* MEGSS* AATAGCGAGA GGGGGTGTCG 0 P 0 0 0 0 0
11347 4876 ao AN5400.1 69.m15773 AO070333000134 0 -144 -106 ATGTCACGGACTCGTGATTTCACGGCCATAGCCCTATAA ATGTCACGGACTCGTGATTTCACGGCCATA

GCCCTATAA
MSRTRDFTAIAL* MSRTRDFTAIAL* ATCGCGAGTC AATGAAACCG 0 P 0 0 0 0 0

11349 4878 af AN0564.1 69.m15283 AO070272000041 0 -166 -104 ATGGCTCGAATTTGTTCGTATTCGACACTTTTTTCCTCCGG
AGGATGTCGTGGGATATCTTAA

ATGGCTCGAATTTGTTCGTATTCGACACTTTTTTCC
TCCGGAGGATGTCGTGGGATATCTTAA

MARICSYSTLFSSGGCR
GIS*

MARICSYSTLFSSG
GCRGIS*

TTGACTCGCG ATGCCATGAG 0 R 0 0 0 0 0

11348 4878 an AN0564.1 69.m15283 AO070272000041 0 -129 -106 ATGCACGATTTCCCAGCCGGCTAG ATGCACGATTTCCCAGCCGGCTAG MHDFPAG* MHDFPAG* TATCGTCGCG ACGTGCGGAG 0 R 0 0 0 0 0
11350 4878 ao AN0564.1 69.m15283 AO070272000041 0 -160 -149 ATGGCCTTTTGA ATGGCCTTTTGA MAF* MAF* TGGCGTGGTC TTTGTTCTGC 0 R 0 0 0 0 0
11355 4880 an AN5811.1 72.m18941 AO070260000036 0 -222 -157 ATGTATTGGAGATCAAGCTCAAATGAGGTCATTGGCTTAG

TCACATATGTTATTAAAGCGCCCTAA
ATGTATTGGAGATCAAGCTCAAATGAGGTCATTG
GCTTAGTCACATATGTTATTAAAGCGCCCTAA

MYWRSSSNEVIGLVTYVI
KAP*

MYWRSSSNEVIGLVTYV
IKAP*

AACTCGAAGA CAGCTCAATC 0  FG06524.1 MG09114.1 0 0 0

11356 4880 an AN5811.1 72.m18941 AO070260000036 0 -200 -183 ATGAGGTCATTGGCTTAG ATGAGGTCATTGGCTTAG MRSLA* MRSLA* TCAAGCTCAA TCACATATGT 0  FG06524.1 MG09114.1 0 0 0
11357 4880 an AN5811.1 72.m18941 AO070260000036 0 -176 -105 ATGTTATTAAAGCGCCCTAACAGCTCAATCTTAAAAGCTTG

GGTATCTCAATTCTCAATTTATCAAGCCTAA
ATGTTATTAAAGCGCCCTAACAGCTCAATCTTAAA
AGCTTGGGTATCTCAATTCTCAATTTATCAAGCCT
AA

MLLKRPNSSILKAWVSQF
SIYQA*

MLLKRPNSSILKAWVSQ
FSIYQA*

TTAGTCACAT GCCGACACCA 0  FG06524.1 MG09114.1 0 0 0

11361 4881 af AN0442.1 54.m06632 AO070338000299 0 -221 -180 ATGCCAATTGACTTGTTCCACTTAACGTGTTGTAATAGGTA
A

ATGCCAATTGACTTGTTCCACTTAACGTGTTGTAAT
AGGTAA

MPIDLFHLTCCNR* MPIDLFHLTCCNR* TTAGATTTCG TTCATAATTT 0 Z FG09305.1 MG03612.1 0 0 0

11362 4881 af AN0442.1 54.m06632 AO070338000299 0 -131 -120 ATGTTGTGGTAA ATGTTGTGGTAA MLW* MLW* AAAAGCCTTA AAGACTGCAT 0 Z FG09305.1 MG03612.1 0 0 0
11358 4881 an AN0442.1 54.m06632 AO070338000299 0 -184 -134 ATGGGGTCCATCCGCCATACTTCCTGGGGGCACTGCGGG

CCCCATGCATGA
ATGGGGTCCATCCGCCATACTTCCTGGGGGCAC
TGCGGGCCCCATGCATGA

MGSIRHTSWGHCGPHA* MGSIRHTSWGHCGPHA
*

TAGTCCTTAC CTACCTAAAT 0 Z FG09305.1 MG03612.1 0 0 0

11359 4881 an AN0442.1 54.m06632 AO070338000299 0 -141 -67 ATGCATGACTACCTAAATAGGACTAGCCCCTGTCCAGTGT
CCACAGCTGATCTTATCGATAAGTTCGTCACTTGA

ATGCATGACTACCTAAATAGGACTAGCCCCTGTC
CAGTGTCCACAGCTGATCTTATCGATAAGTTCGT
CACTTGA

MHDYLNRTSPCPVSTAD
LIDKFVT*

MHDYLNRTSPCPVSTA
DLIDKFVT*

TGCGGGCCCC GCTTCATTTC 0 Z FG09305.1 MG03612.1 0 0 0

11360 4881 an AN0442.1 54.m06632 AO070338000299 0 -137 -126 ATGACTACCTAA ATGACTACCTAA MTT* MTT* GGCCCCATGC ATAGGACTAG 0 Z FG09305.1 MG03612.1 0 0 0
11363 4881 ao AN0442.1 54.m06632 AO070338000299 0 -221 -189 ATGCATTGGGGTATATACACCTCAGAAATATAG ATGCATTGGGGTATATACACCTCAGAAATAT

AG
MHWGIYTSEI* MHWGIYTSEI* TATTCAAAAC AACCGACTCC 0 Z FG09305.1 MG03612.1 0 0 0

11364 4883 an AN2273.1 71.m15918 AO070295000049 0 -209 -183 ATGGAGGGGCAGCAGATGAACACCTGA ATGGAGGGGCAGCAGATGAACACCTGA MEGQQMNT* MEGQQMNT* AAGAATTACT AACTCCAGGC 0  0 MG06267.1 0 0 0
11365 4883 an AN2273.1 71.m15918 AO070295000049 0 -194 -183 ATGAACACCTGA ATGAACACCTGA MNT* MNT* GGGGCAGCAG AACTCCAGGC 0  0 MG06267.1 0 0 0
11366 4883 ao AN2273.1 71.m15918 AO070295000049 0 -166 -23 ATGATGGTCCGGAGGGGCAGCAACAGAAAGAAGATCCGG

ATCATATGCCGTACCGTACTGTACGGAGCGTATTGCATCG
CATCAGGGGAGTCGCCGTCTACAACTCTCCATACTACAAC
CACCTCTTTTTCTGCTATCGCATAA

ATGATGGTCCGGAGGGGCAGCAACAGAAA
GAAGATCCGGATCATATGCCGTACCGTACT
GTACGGAGCGTATTGCATCGCATCAGGGGA
GTCGCCGTCTACAACTCTCCATACTACAACC
ACCTCTTTTTCTGCTATCGCATAA

MMVRRGSNRKKIRIICRT
VLYGAYCIASGESPSTTL
HTTTTSFSAIA*

MMVRRGSNRKKIRII
CRTVLYGAYCIASG
ESPSTTLHTTTTSFS
AIA*

TGGGGGAGGG CTTACAGTAT 0  0 MG06267.1 0 0 0

11367 4883 ao AN2273.1 71.m15918 AO070295000049 0 -163 -23 ATGGTCCGGAGGGGCAGCAACAGAAAGAAGATCCGGATC
ATATGCCGTACCGTACTGTACGGAGCGTATTGCATCGCAT
CAGGGGAGTCGCCGTCTACAACTCTCCATACTACAACCAC
CTCTTTTTCTGCTATCGCATAA

ATGGTCCGGAGGGGCAGCAACAGAAAGAA
GATCCGGATCATATGCCGTACCGTACTGTA
CGGAGCGTATTGCATCGCATCAGGGGAGTC
GCCGTCTACAACTCTCCATACTACAACCACC
TCTTTTTCTGCTATCGCATAA

MVRRGSNRKKIRIICRTVL
YGAYCIASGESPSTTLHT
TTTSFSAIA*

MVRRGSNRKKIRIIC
RTVLYGAYCIASGE
SPSTTLHTTTTSFSA
IA*

GGGAGGGATG CTTACAGTAT 0  0 MG06267.1 0 0 0

11368 4884 an AN1981.1 58.m08945 AO070301000066 0 -235 -197 ATGATGGAACAGAAAAGGGACGACGTGAAGCTATGTTGA ATGATGGAACAGAAAAGGGACGACGTGAAGCTA
TGTTGA

MMEQKRDDVKLC* MMEQKRDDVKLC* AAGAGTTGGA GTGGCAGCTG 0 O 0 0 0 YJL031C 0

11369 4884 an AN1981.1 58.m08945 AO070301000066 0 -232 -197 ATGGAACAGAAAAGGGACGACGTGAAGCTATGTTGA ATGGAACAGAAAAGGGACGACGTGAAGCTATGT
TGA

MEQKRDDVKLC* MEQKRDDVKLC* AGTTGGAATG GTGGCAGCTG 0 O 0 0 0 YJL031C 0

11370 4884 an AN1981.1 58.m08945 AO070301000066 0 -203 -177 ATGTTGAGTGGCAGCTGCTTGTATTGA ATGTTGAGTGGCAGCTGCTTGTATTGA MLSGSCLY* MLSGSCLY* ACGTGAAGCT CAGACAACAC 0 O 0 0 0 YJL031C 0
11372 4884 ao AN1981.1 58.m08945 AO070301000066 0 -178 -14 ATGAGGCAGTATAGTATGGCACGTGACGTCCCGATAGGG

AAAGCACTCCAAACGGAGTTGAGCAGCCGTGACTTCTACT
TCATCGTTCTCCTTACTGGTAGGCCTGTGAAAACCATCCG
TTCCTGGTGGTGGCACGTTTCAACTAGTCAGGTGTTTCAT
AGATAG

ATGAGGCAGTATAGTATGGCACGTGACGTC
CCGATAGGGAAAGCACTCCAAACGGAGTTG
AGCAGCCGTGACTTCTACTTCATCGTTCTCC
TTACTGGTAGGCCTGTGAAAACCATCCGTTC
CTGGTGGTGGCACGTTTCAACTAGTCAGGT
GTTTCATAGATAG

MRQYSMARDVPIGKALQ
TELSSRDFYFIVLLTGRPV
KTIRSWWWHVSTSQVFH
R*

MRQYSMARDVPIGK
ALQTELSSRDFYFIV
LLTGRPVKTIRSWW
WHVSTSQVFHR*

TCCCGTATAG ACAACAGGTC 0 O 0 0 0 YJL031C 0

11373 4884 ao AN1981.1 58.m08945 AO070301000066 0 -163 -14 ATGGCACGTGACGTCCCGATAGGGAAAGCACTCCAAACG
GAGTTGAGCAGCCGTGACTTCTACTTCATCGTTCTCCTTA
CTGGTAGGCCTGTGAAAACCATCCGTTCCTGGTGGTGGC
ACGTTTCAACTAGTCAGGTGTTTCATAGATAG

ATGGCACGTGACGTCCCGATAGGGAAAGCA
CTCCAAACGGAGTTGAGCAGCCGTGACTTC
TACTTCATCGTTCTCCTTACTGGTAGGCCTG
TGAAAACCATCCGTTCCTGGTGGTGGCACG
TTTCAACTAGTCAGGTGTTTCATAGATAG

MARDVPIGKALQTELSSR
DFYFIVLLTGRPVKTIRSW
WWHVSTSQVFHR*

MARDVPIGKALQTE
LSSRDFYFIVLLTGR
PVKTIRSWWWHVS
TSQVFHR*

GCAGTATAGT ACAACAGGTC 0 O 0 0 0 YJL031C 0

11377 4887 af AN6331.1 72.m19450 AO070304000109 0 -205 -167 ATGGCCGAAATTGACCTCTTGATATTGCTGGCGGTCTGA ATGGCCGAAATTGACCTCTTGATATTGCTGGCGGT
CTGA

MAEIDLLILLAV* MAEIDLLILLAV* AACCCGCACG TATCCCGACC 0 R 0 0 0 0 0

11376 4887 an AN6331.1 72.m19450 AO070304000109 0 -191 -168 ATGTTTTGCGTCTCTACGGGTTGA ATGTTTTGCGTCTCTACGGGTTGA MFCVSTG* MFCVSTG* ACCCCTTTTC GATGCTCTGA 0 R 0 0 0 0 0
11378 4887 ao AN6331.1 72.m19450 AO070304000109 0 -246 -211 ATGTCCCCTCACTCTGACCTCTACATCATGGCCTGA ATGTCCCCTCACTCTGACCTCTACATCATGG

CCTGA
MSPHSDLYIMA* MSPHSDLYIMA* AGCTCTTATT GTATACTTTG 0 R 0 0 0 0 0

11382 4889 af AN6196.1 72.m19294 AO070308000103 0 -161 -141 ATGATGGTTTGTTTTTGTTGA ATGATGGTTTGTTTTTGTTGA MMVCFC* MMVCFC* CAGAGATGAC TGATCTTAGC 0 0 0 0 0 0
11383 4889 af AN6196.1 72.m19294 AO070308000103 0 -158 -141 ATGGTTTGTTTTTGTTGA ATGGTTTGTTTTTGTTGA MVCFC* MVCFC* AGATGACATG TGATCTTAGC 0 0 0 0 0 0
11384 4889 af AN6196.1 72.m19294 AO070308000103 0 -141 -127 ATGATCTTAGCATGA ATGATCTTAGCATGA MILA* MILA* GTTTTTGTTG TCCTGTATCG 0 0 0 0 0 0
11385 4889 af AN6196.1 72.m19294 AO070308000103 0 -130 -107 ATGATCCTGTATCGAGTTCTGTGA ATGATCCTGTATCGAGTTCTGTGA MILYRVL* MILYRVL* TGATCTTAGC TTGTCCTGAA 0 0 0 0 0 0
11379 4889 an AN6196.1 72.m19294 AO070308000103 0 -189 -85 ATGCCCCGGGCCGAGCCAAAAAAGTTCCTCCTTCGTGCTT

TCAATGCCTATGGGACTCACACTCACTTGCCTTTTGCTTCA
ATTGTAATAGCTGCTCTTGATTGA

ATGCCCCGGGCCGAGCCAAAAAAGTTCCTCCTT
CGTGCTTTCAATGCCTATGGGACTCACACTCACT
TGCCTTTTGCTTCAATTGTAATAGCTGCTCTTGAT
TGA

MPRAEPKKFLLRAFNAY
GTHTHLPFASIVIAALD*

MPRAEPKKFLLRAFNAY
GTHTHLPFASIVIAALD*

CCGCCTACAA AGATTGATTT 0 0 0 0 0 0

11380 4889 an AN6196.1 72.m19294 AO070308000103 0 -146 -102 ATGCCTATGGGACTCACACTCACTTGCCTTTTGCTTCAATT
GTAA

ATGCCTATGGGACTCACACTCACTTGCCTTTTGC
TTCAATTGTAA

MPMGLTLTCLLLQL* MPMGLTLTCLLLQL* CGTGCTTTCA TAGCTGCTCT 0 0 0 0 0 0

11381 4889 an AN6196.1 72.m19294 AO070308000103 0 -140 -102 ATGGGACTCACACTCACTTGCCTTTTGCTTCAATTGTAA ATGGGACTCACACTCACTTGCCTTTTGCTTCAATT
GTAA

MGLTLTCLLLQL* MGLTLTCLLLQL* TTCAATGCCT TAGCTGCTCT 0 0 0 0 0 0

11386 4889 ao AN6196.1 72.m19294 AO070308000103 0 -172 -161 ATGCTTCAATAG ATGCTTCAATAG MLQ* MLQ* CTTCTTTTTC TAGCCTACAA 0 0 0 0 0 0
11387 4889 ao AN6196.1 72.m19294 AO070308000103 0 -151 -104 ATGAACGTTTCTTGGATACTGCTCAGCTTTATCGACAATTG

TGGCTAG
ATGAACGTTTCTTGGATACTGCTCAGCTTTA
TCGACAATTGTGGCTAG

MNVSWILLSFIDNCG* MNVSWILLSFIDNC
G*

GTAGCCTACA GGTCCTCTAA 0 0 0 0 0 0

11392 4892 af AN4781.1 59.m09202 AO070329000069 0 -83 -51 ATGATGTTTTCATCCAGACTCAATTGCATCTAA ATGATGTTTTCATCCAGACTCAATTGCATCTAA MMFSSRLNCI* MMFSSRLNCI* ACCATTACAC GCTCCACCTC 0 CH 0 0 0 0 0
11393 4892 af AN4781.1 59.m09202 AO070329000069 0 -80 -51 ATGTTTTCATCCAGACTCAATTGCATCTAA ATGTTTTCATCCAGACTCAATTGCATCTAA MFSSRLNCI* MFSSRLNCI* ATTACACATG GCTCCACCTC 0 CH 0 0 0 0 0
11389 4892 an AN4781.1 59.m09202 AO070329000069 0 -182 -144 ATGATTTCAGTAATGACGTCGGGCGTGGATGTATCATAG ATGATTTCAGTAATGACGTCGGGCGTGGATGTAT

CATAG
MISVMTSGVDVS* MISVMTSGVDVS* CCTCAATCAC CTCCAAAGAT 0 CH 0 0 0 0 0

11390 4892 an AN4781.1 59.m09202 AO070329000069 0 -170 -144 ATGACGTCGGGCGTGGATGTATCATAG ATGACGTCGGGCGTGGATGTATCATAG MTSGVDVS* MTSGVDVS* GATTTCAGTA CTCCAAAGAT 0 CH 0 0 0 0 0
11391 4892 an AN4781.1 59.m09202 AO070329000069 0 -154 -77 ATGTATCATAGCTCCAAAGATTTCAATTGCTTCAATTACAG

CTCTCAACCTTCGACTATCTTCAGTACAAGCGAATGA
ATGTATCATAGCTCCAAAGATTTCAATTGCTTCAA
TTACAGCTCTCAACCTTCGACTATCTTCAGTACAA
GCGAATGA

MYHSSKDFNCFNYSSQP
STIFSTSE*

MYHSSKDFNCFNYSSQ
PSTIFSTSE*

TCGGGCGTGG TTCAGTCAAT 0 CH 0 0 0 0 0

11394 4892 ao AN4781.1 59.m09202 AO070329000069 0 -185 -126 ATGATCACACCCCAATACTACATACTCCACACTCATCAATA
CAATCAAACCAACCAGTAA

ATGATCACACCCCAATACTACATACTCCACA
CTCATCAATACAATCAAACCAACCAGTAA

MITPQYYILHTHQYNQTN
Q*

MITPQYYILHTHQYN
QTNQ*

CATCAATCAC TACCCATCAA 0 CH 0 0 0 0 0

11397 4894 af AN7353.1 72.m20007 AO070278000047 0 -225 -145 ATGCTTCACCGGGTCGTTTCCACTTTCTTCCCTCCACCCC
GCCCAGCACACGCAGGGTCTGACAGATGGGGGCGCCAA
TGA

ATGCTTCACCGGGTCGTTTCCACTTTCTTCCCTCCA
CCCCGCCCAGCACACGCAGGGTCTGACAGATGGG
GGCGCCAATGA

MLHRVVSTFFPPPRPAH
AGSDRWGRQ*

MLHRVVSTFFPPPR
PAHAGSDRWGRQ*

TAAACACTGT AATGCCGGCA 0 R 0 0 0 0 0
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11398 4894 af AN7353.1 72.m20007 AO070278000047 0 -160 -74 ATGGGGGCGCCAATGAAATGCCGGCAGAAGCATGGCAG
CTGGGTGCTACATATCCGGATTTCTAATCGTATTCCAAGGT
ATATATAA

ATGGGGGCGCCAATGAAATGCCGGCAGAAGCATG
GCAGCTGGGTGCTACATATCCGGATTTCTAATCGT
ATTCCAAGGTATATATAA

MGAPMKCRQKHGSWVL
HIRISNRIPRYI*

MGAPMKCRQKHGS
WVLHIRISNRIPRYI*

GGTCTGACAG TATGAACTTC 0 R 0 0 0 0 0

11399 4894 af AN7353.1 72.m20007 AO070278000047 0 -148 -74 ATGAAATGCCGGCAGAAGCATGGCAGCTGGGTGCTACAT
ATCCGGATTTCTAATCGTATTCCAAGGTATATATAA

ATGAAATGCCGGCAGAAGCATGGCAGCTGGGTGC
TACATATCCGGATTTCTAATCGTATTCCAAGGTATA
TATAA

MKCRQKHGSWVLHIRIS
NRIPRYI*

MKCRQKHGSWVLH
IRISNRIPRYI*

GGGGGCGCCA TATGAACTTC 0 R 0 0 0 0 0

11400 4894 af AN7353.1 72.m20007 AO070278000047 0 -143 -96 ATGCCGGCAGAAGCATGGCAGCTGGGTGCTACATATCCG
GATTTCTAA

ATGCCGGCAGAAGCATGGCAGCTGGGTGCTACAT
ATCCGGATTTCTAA

MPAEAWQLGATYPDF* MPAEAWQLGATYP
DF*

CGCCAATGAA TCGTATTCCA 0 R 0 0 0 0 0

11401 4894 af AN7353.1 72.m20007 AO070278000047 0 -129 -10 ATGGCAGCTGGGTGCTACATATCCGGATTTCTAATCGTAT
TCCAAGGTATATATAATATGAACTTCGTGCCTCTGTACAGT
CTCGATTGTCAATACTGCCTGTGTATCTGTACCATTTAA

ATGGCAGCTGGGTGCTACATATCCGGATTTCTAAT
CGTATTCCAAGGTATATATAATATGAACTTCGTGCC
TCTGTACAGTCTCGATTGTCAATACTGCCTGTGTAT
CTGTACCATTTAA

MAAGCYISGFLIVFQGIYN
MNFVPLYSLDCQYCLCIC
TI*

MAAGCYISGFLIVFQ
GIYNMNFVPLYSLD
CQYCLCICTI*

CGGCAGAAGC ACCGTCGGTA 0 R 0 0 0 0 0

11402 4894 af AN7353.1 72.m20007 AO070278000047 0 -72 -10 ATGAACTTCGTGCCTCTGTACAGTCTCGATTGTCAATACTG
CCTGTGTATCTGTACCATTTAA

ATGAACTTCGTGCCTCTGTACAGTCTCGATTGTCAA
TACTGCCTGTGTATCTGTACCATTTAA

MNFVPLYSLDCQYCLCIC
TI*

MNFVPLYSLDCQYC
LCICTI*

TATATATAAT ACCGTCGGTA 0 R 0 0 0 0 0

11403 4894 ao AN7353.1 72.m20007 AO070278000047 0 -167 -156 ATGTACCTTTAA ATGTACCTTTAA MYL* MYL* ATATCAATAA GGGTTCGACC 0 R 0 0 0 0 0
11405 4895 af AN4089.1 54.m06734 AO070342000092 0 -239 -201 ATGTCCCGATGCCTTCGATGTCCTGATTCTTGTACTTGA ATGTCCCGATGCCTTCGATGTCCTGATTCTTGTACT

TGA
MSRCLRCPDSCT* MSRCLRCPDSCT* AGGGCTTTTG CTATGACTCT 0 J 0 0 0 0 0

11406 4895 af AN4089.1 54.m06734 AO070342000092 0 -231 -214 ATGCCTTCGATGTCCTGA ATGCCTTCGATGTCCTGA MPSMS* MPSMS* TGATGTCCCG TTCTTGTACT 0 J 0 0 0 0 0
11407 4895 af AN4089.1 54.m06734 AO070342000092 0 -198 -142 ATGACTCTTCGCATGTGCATCCTATCAACACCCAGATGGA

GTCGCCAGCAGTGCTGA
ATGACTCTTCGCATGTGCATCCTATCAACACCCAG
ATGGAGTCGCCAGCAGTGCTGA

MTLRMCILSTPRWSRQQ
C*

MTLRMCILSTPRWS
RQQC*

GTACTTGACT ATTGCAGACT 0 J 0 0 0 0 0

11408 4895 af AN4089.1 54.m06734 AO070342000092 0 -186 -142 ATGTGCATCCTATCAACACCCAGATGGAGTCGCCAGCAGT
GCTGA

ATGTGCATCCTATCAACACCCAGATGGAGTCGCCA
GCAGTGCTGA

MCILSTPRWSRQQC* MCILSTPRWSRQQ
C*

GACTCTTCGC ATTGCAGACT 0 J 0 0 0 0 0

11409 4895 af AN4089.1 54.m06734 AO070342000092 0 -163 -125 ATGGAGTCGCCAGCAGTGCTGAATTGCAGACTGAAATAA ATGGAGTCGCCAGCAGTGCTGAATTGCAGACTGAA
ATAA

MESPAVLNCRLK* MESPAVLNCRLK* CAACACCCAG GCAGACAACG 0 J 0 0 0 0 0

11404 4895 an AN4089.1 54.m06734 AO070342000092 0 -134 -102 ATGGGCTTTCTATTTTCTATCTCATTCATCTAG ATGGGCTTTCTATTTTCTATCTCATTCATCTAG MGFLFSISFI* MGFLFSISFI* AGCTTTATCA CATCAGCAGC 0 J 0 0 0 0 0
11410 4896 af AN1326.1 70.m14905 AO070303000090 0 -239 -126 ATGATCGATCTGTGTCTCCCTCATTCTCACGAAGTTACAAG

ACTCCGAGGACGGGGTGTTTTTTTTTTCTTCAAACAGATTA
CCACCTTTGAGTCGGACCAACAGGGGCTGTGA

ATGATCGATCTGTGTCTCCCTCATTCTCACGAAGTT
ACAAGACTCCGAGGACGGGGTGTTTTTTTTTTCTTC
AAACAGATTACCACCTTTGAGTCGGACCAACAGGG
GCTGTGA

MIDLCLPHSHEVTRLRGR
GVFFFFKQITTFESDQQG
L*

MIDLCLPHSHEVTRL
RGRGVFFFFKQITT
FESDQQGL*

TTCTGGCCAA GGTACGGAGT 0 R 0 0 0 0 0

11411 4896 ao AN1326.1 70.m14905 AO070303000090 0 -202 -179 ATGCCACTGACAATCACCTTGTGA ATGCCACTGACAATCACCTTGTGA MPLTITL* MPLTITL* CCGTGATTCA GCAGCGCAGG 0 R 0 0 0 0 0
11415 4899 af AN2771.1 59.m09272 AO070327000013 0 -238 -140 ATGCTCGGAGTATACATTCAGACTAGCCTTCTTAGGAAAG

GCGCCTCAATGCACGGCTATCCCTTATCGAGACTAGCTCC
CTCGACGTTCCCAATTTAG

ATGCTCGGAGTATACATTCAGACTAGCCTTCTTAG
GAAAGGCGCCTCAATGCACGGCTATCCCTTATCGA
GACTAGCTCCCTCGACGTTCCCAATTTAG

MLGVYIQTSLLRKGASMH
GYPLSRLAPSTFPI*

MLGVYIQTSLLRKG
ASMHGYPLSRLAPS
TFPI*

AAGTACCTTG GCTTTTGAGC 0 S 0 0 0 0 0

11416 4899 af AN2771.1 59.m09272 AO070327000013 0 -190 -140 ATGCACGGCTATCCCTTATCGAGACTAGCTCCCTCGACGT
TCCCAATTTAG

ATGCACGGCTATCCCTTATCGAGACTAGCTCCCTC
GACGTTCCCAATTTAG

MHGYPLSRLAPSTFPI* MHGYPLSRLAPSTF
PI*

AGGCGCCTCA GCTTTTGAGC 0 S 0 0 0 0 0

11417 4899 af AN2771.1 59.m09272 AO070327000013 0 -121 -98 ATGATTTCATTATTTTATTTTTGA ATGATTTCATTATTTTATTTTTGA MISLFYF* MISLFYF* GCCGCATCAG TTAACTATTA 0 S 0 0 0 0 0
11412 4899 an AN2771.1 59.m09272 AO070327000013 0 -191 -180 ATGGTCACATGA ATGGTCACATGA MVT* MVT* TTTGGGAGAT TCTACTAGTA 0 S 0 0 0 0 0
11413 4899 an AN2771.1 59.m09272 AO070327000013 0 -183 -172 ATGATCTACTAG ATGATCTACTAG MIY* MIY* ATATGGTCAC TACCATCATG 0 S 0 0 0 0 0
11414 4899 an AN2771.1 59.m09272 AO070327000013 0 -129 -43 ATGGCTGACTCAACAATATTTCCTCTTAGCGTCTCCCGCTC

TCGACCGCCGCGGCCTGGCCGATTTGAATTCTCGAAAGTT
GCATAA

ATGGCTGACTCAACAATATTTCCTCTTAGCGTCTC
CCGCTCTCGACCGCCGCGGCCTGGCCGATTTGA
ATTCTCGAAAGTTGCATAA

MADSTIFPLSVSRSRPPR
PGRFEFSKVA*

MADSTIFPLSVSRSRPP
RPGRFEFSKVA*

TTTGAGCCGC TTTCATCTTC 0 S 0 0 0 0 0

11418 4899 ao AN2771.1 59.m09272 AO070327000013 0 -109 -41 ATGATGACTCATCCTTCATGCAGTTCCCGATTTAATTTTAG
TTCGATGCTTTTTCTTTATCTCCGATAA

ATGATGACTCATCCTTCATGCAGTTCCCGAT
TTAATTTTAGTTCGATGCTTTTTCTTTATCTC
CGATAA

MMTHPSCSSRFNFSSML
FLYLR*

MMTHPSCSSRFNF
SSMLFLYLR*

TTTGAGCCGC TCAATCTATC 0 S 0 0 0 0 0

11419 4899 ao AN2771.1 59.m09272 AO070327000013 0 -106 -41 ATGACTCATCCTTCATGCAGTTCCCGATTTAATTTTAGTTC
GATGCTTTTTCTTTATCTCCGATAA

ATGACTCATCCTTCATGCAGTTCCCGATTTA
ATTTTAGTTCGATGCTTTTTCTTTATCTCCGA
TAA

MTHPSCSSRFNFSSMLF
LYLR*

MTHPSCSSRFNFSS
MLFLYLR*

GAGCCGCATG TCAATCTATC 0 S 0 0 0 0 0

11420 4899 ao AN2771.1 59.m09272 AO070327000013 0 -92 -75 ATGCAGTTCCCGATTTAA ATGCAGTTCCCGATTTAA MQFPI* MQFPI* CTCATCCTTC TTTTAGTTCG 0 S 0 0 0 0 0
11421 4899 ao AN2771.1 59.m09272 AO070327000013 0 -64 -41 ATGCTTTTTCTTTATCTCCGATAA ATGCTTTTTCTTTATCTCCGATAA MLFLYLR* MLFLYLR* TTTTAGTTCG TCAATCTATC 0 S 0 0 0 0 0
11422 4902 ao AN0559.1 69.m15288 AO070272000036 0 -190 -32 ATGATCCTCCGCCTTCAAAATTGTCAGAACATGAGAAAAG

CGTCACTTCCCCAGTCTCGTCCCCATAGACCAAATAAACA
TCCCTTTCCCCGGTTCGGTCGGACTCGCCTGAGGCACTG
GACTTATTCTACCTCTGTGCTTTCTTTTATCCTTCTTTAA

ATGATCCTCCGCCTTCAAAATTGTCAGAACA
TGAGAAAAGCGTCACTTCCCCAGTCTCGTC
CCCATAGACCAAATAAACATCCCTTTCCCCG
GTTCGGTCGGACTCGCCTGAGGCACTGGA
CTTATTCTACCTCTGTGCTTTCTTTTATCCTT
CTTTAA

MILRLQNCQNMRKASLP
QSRPHRPNKHPFPRFGR
TRLRHWTYSTSVLSFILL*

MILRLQNCQNMRKA
SLPQSRPHRPNKHP
FPRFGRTRLRHWT
YSTSVLSFILL*

CGGAAGAACA TAAATAATTA 0 U FG09817.1 MG06097.1 NCU06632.1 0 0

11423 4902 ao AN0559.1 69.m15288 AO070272000036 0 -160 -32 ATGAGAAAAGCGTCACTTCCCCAGTCTCGTCCCCATAGAC
CAAATAAACATCCCTTTCCCCGGTTCGGTCGGACTCGCCT
GAGGCACTGGACTTATTCTACCTCTGTGCTTTCTTTTATCC
TTCTTTAA

ATGAGAAAAGCGTCACTTCCCCAGTCTCGT
CCCCATAGACCAAATAAACATCCCTTTCCCC
GGTTCGGTCGGACTCGCCTGAGGCACTGG
ACTTATTCTACCTCTGTGCTTTCTTTTATCCT
TCTTTAA

MRKASLPQSRPHRPNKH
PFPRFGRTRLRHWTYST
SVLSFILL*

MRKASLPQSRPHR
PNKHPFPRFGRTRL
RHWTYSTSVLSFILL
*

TTGTCAGAAC TAAATAATTA 0 U FG09817.1 MG06097.1 NCU06632.1 0 0

11424 4906 an AN4214.1 54.m06959 AO070231000010 0 -238 -143 ATGATACATCGCCCCAATTTACCATATCAACGAAGCTTGG
CTGGCAACATCCGCTGTGATCCTTACCGCTATTGCTCGTT
TACTAGGATGGCCTGA

ATGATACATCGCCCCAATTTACCATATCAACGAA
GCTTGGCTGGCAACATCCGCTGTGATCCTTACC
GCTATTGCTCGTTTACTAGGATGGCCTGA

MIHRPNLPYQRSLAGNIR
CDPYRYCSFTRMA*

MIHRPNLPYQRSLAGNI
RCDPYRYCSFTRMA*

CCGCCCTCGC TTACCGTGAA 0 A 0 0 0 0 0

11425 4906 ao AN4214.1 54.m06959 AO070231000010 0 -124 -17 ATGATCGGGGAGAAATCTAGCGAATTCATTCTCTTTAATCT
CACCAAACAAGCAAACCTGTACCCTCAACTTGGTTCCAGC
TGGACTGGCCTTGTTTCCTTGAGTTAA

ATGATCGGGGAGAAATCTAGCGAATTCATTC
TCTTTAATCTCACCAAACAAGCAAACCTGTA
CCCTCAACTTGGTTCCAGCTGGACTGGCCT
TGTTTCCTTGAGTTAA

MIGEKSSEFILFNLTKQAN
LYPQLGSSWTGLVSLS*

MIGEKSSEFILFNLT
KQANLYPQLGSSW
TGLVSLS*

TTGGGATGGC ATTCATTGCT 0 A 0 0 0 0 0

11430 4908 af AN0693.1 70.m15296 AO070343000520 0 -247 -209 ATGCAACCTAATGCTTGTACGGAGGGTATGTCGTCATAA ATGCAACCTAATGCTTGTACGGAGGGTATGTCGTC
ATAA

MQPNACTEGMSS* MQPNACTEGMSS* TGCGGTGAAT TGGCAAAACT 0  0 0 0 0 0

11431 4908 af AN0693.1 70.m15296 AO070343000520 0 -237 -58 ATGCTTGTACGGAGGGTATGTCGTCATAATGGCAAAACTC
ACCAGCCTTGCCAGGATGATGACGGTCTCCAGTCACAACA
GCTCCAACATATAACAGCGTTGAAATCTGCTCTTCGCATAC
GTTTAGGAATCCCATCACCTCAAAGACTTACTCAAGAGAC
CTTTTCGCATCACTTATAA

ATGCTTGTACGGAGGGTATGTCGTCATAATGGCAA
AACTCACCAGCCTTGCCAGGATGATGACGGTCTCC
AGTCACAACAGCTCCAACATATAACAGCGTTGAAAT
CTGCTCTTCGCATACGTTTAGGAATCCCATCACCTC
AAAGACTTACTCAAGAGACCTTTTCGCATCACTTAT
AA

MLVRRVCRHNGKTHQPC
QDDDGLQSQQLQHITAL
KSALRIRLGIPSPQRLTQE
TFSHHL*

MLVRRVCRHNGKT
HQPCQDDDGLQSQ
QLQHITALKSALRIR
LGIPSPQRLTQETFS
HHL*

ATGCAACCTA ATCAGTCTAC 0  0 0 0 0 0

11432 4908 af AN0693.1 70.m15296 AO070343000520 0 -220 -209 ATGTCGTCATAA ATGTCGTCATAA MSS* MSS* TACGGAGGGT TGGCAAAACT 0  0 0 0 0 0
11433 4908 af AN0693.1 70.m15296 AO070343000520 0 -209 -144 ATGGCAAAACTCACCAGCCTTGCCAGGATGATGACGGTCT

CCAGTCACAACAGCTCCAACATATAA
ATGGCAAAACTCACCAGCCTTGCCAGGATGATGAC
GGTCTCCAGTCACAACAGCTCCAACATATAA

MAKLTSLARMMTVSSHN
SSNI*

MAKLTSLARMMTVS
SHNSSNI*

TGTCGTCATA CAGCGTTGAA 0  0 0 0 0 0

11434 4908 af AN0693.1 70.m15296 AO070343000520 0 -182 -144 ATGATGACGGTCTCCAGTCACAACAGCTCCAACATATAA ATGATGACGGTCTCCAGTCACAACAGCTCCAACAT
ATAA

MMTVSSHNSSNI* MMTVSSHNSSNI* CCTTGCCAGG CAGCGTTGAA 0  0 0 0 0 0

11435 4908 af AN0693.1 70.m15296 AO070343000520 0 -179 -144 ATGACGGTCTCCAGTCACAACAGCTCCAACATATAA ATGACGGTCTCCAGTCACAACAGCTCCAACATATA
A

MTVSSHNSSNI* MTVSSHNSSNI* TGCCAGGATG CAGCGTTGAA 0  0 0 0 0 0

11426 4908 an AN0693.1 70.m15296 AO070343000520 0 -166 -125 ATGATTCATGCCAATGGATGCAGGCATACTCCCTTCTTATA
A

ATGATTCATGCCAATGGATGCAGGCATACTCCCT
TCTTATAA

MIHANGCRHTPFL* MIHANGCRHTPFL* TAACGTCATC GATCAAGTAG 0  0 0 0 0 0

11427 4908 an AN0693.1 70.m15296 AO070343000520 0 -159 -115 ATGCCAATGGATGCAGGCATACTCCCTTCTTATAAGATCAA
GTAG

ATGCCAATGGATGCAGGCATACTCCCTTCTTATA
AGATCAAGTAG

MPMDAGILPSYKIK* MPMDAGILPSYKIK* ATCATGATTC ACCACTACAT 0  0 0 0 0 0

11428 4908 an AN0693.1 70.m15296 AO070343000520 0 -153 -115 ATGGATGCAGGCATACTCCCTTCTTATAAGATCAAGTAG ATGGATGCAGGCATACTCCCTTCTTATAAGATCA
AGTAG

MDAGILPSYKIK* MDAGILPSYKIK* ATTCATGCCA ACCACTACAT 0  0 0 0 0 0

11429 4908 an AN0693.1 70.m15296 AO070343000520 0 -149 -90 ATGCAGGCATACTCCCTTCTTATAAGATCAAGTAGACCACT
ACATCTTTGTTTCTTGTAG

ATGCAGGCATACTCCCTTCTTATAAGATCAAGTA
GACCACTACATCTTTGTTTCTTGTAG

MQAYSLLIRSSRPLHLCF
L*

MQAYSLLIRSSRPLHLC
FL*

ATGCCAATGG AATCATCGAA 0  0 0 0 0 0

11436 4908 ao AN0693.1 70.m15296 AO070343000520 0 -199 -188 ATGTCGTCATAG ATGTCGTCATAG MSS* MSS* GACATCGGCT GTGTAACAAC 0  0 0 0 0 0
11437 4908 ao AN0693.1 70.m15296 AO070343000520 0 -154 -131 ATGCACCCAACAACAAACATATAA ATGCACCCAACAACAAACATATAA MHPTTNI* MHPTTNI* CCATTAAATC GTAACCAGGA 0  0 0 0 0 0
11438 4909 an AN0504.1 69.m15297 AO070226000008 0 -104 -75 ATGTGTGCATCGGCTATGCTGCCAATTTGA ATGTGTGCATCGGCTATGCTGCCAATTTGA MCASAMLPI* MCASAMLPI* GAGCACGTTT GCTTGATTTT 0 DT FG01464.1 0 0 0 0
11439 4909 an AN0504.1 69.m15297 AO070226000008 0 -89 -75 ATGCTGCCAATTTGA ATGCTGCCAATTTGA MLPI* MLPI* TGCATCGGCT GCTTGATTTT 0 DT FG01464.1 0 0 0 0
11440 4909 ao AN0504.1 69.m15297 AO070226000008 0 -272 -144 ATGATAAGGCGGTTACGGGACACCAGAGGGCCCAATCAC

GCGATCTCGAGATACCCAACAACCACGTGTGGGGAAAAG
CGTCACTTGATCTTAATTAATGATTCAATCCAACCTTTTGC
GACGTTCTAG

ATGATAAGGCGGTTACGGGACACCAGAGG
GCCCAATCACGCGATCTCGAGATACCCAAC
AACCACGTGTGGGGAAAAGCGTCACTTGAT
CTTAATTAATGATTCAATCCAACCTTTTGCGA
CGTTCTAG

MIRRLRDTRGPNHAISRY
PTTTCGEKRHLILINDSIQ
PFATF*

MIRRLRDTRGPNHA
ISRYPTTTCGEKRHL
ILINDSIQPFATF*

AGCAAAAAGA ATATTCGTCC 0 DT FG01464.1 0 0 0 0

11441 4909 ao AN0504.1 69.m15297 AO070226000008 0 -175 -83 ATGATTCAATCCAACCTTTTGCGACGTTCTAGATATTCGTC
CCCGGTGCAAATAGACGGCCTTCGCTCAATAATTTCTTTC
CCCTTCTTTTGA

ATGATTCAATCCAACCTTTTGCGACGTTCTA
GATATTCGTCCCCGGTGCAAATAGACGGCC
TTCGCTCAATAATTTCTTTCCCCTTCTTTTGA

MIQSNLLRRSRYSSPVQI
DGLRSIISFPFF*

MIQSNLLRRSRYSS
PVQIDGLRSIISFPFF
*

ATCTTAATTA CCGTTCTGAC 0 DT FG01464.1 0 0 0 0

11445 4911 af AN5103.1 54.m06964 AO070291000076 0 -238 -203 ATGATCATGCCTATCCGAGTACGATACCTTTCCTGA ATGATCATGCCTATCCGAGTACGATACCTTTCCTGA MIMPIRVRYLS* MIMPIRVRYLS* TCTTTTATTT AAAGGTAATT 0 C 0 0 0 0 0

11446 4911 af AN5103.1 54.m06964 AO070291000076 0 -232 -203 ATGCCTATCCGAGTACGATACCTTTCCTGA ATGCCTATCCGAGTACGATACCTTTCCTGA MPIRVRYLS* MPIRVRYLS* ATTTATGATC AAAGGTAATT 0 C 0 0 0 0 0
11442 4911 an AN5103.1 54.m06964 AO070291000076 0 -201 -157 ATGATGAACTTTGCAGTTATTTCCGATCCGGACTCAATCCT

TTAG
ATGATGAACTTTGCAGTTATTTCCGATCCGGACT
CAATCCTTTAG

MMNFAVISDPDSIL* MMNFAVISDPDSIL* AATCAAGAGT CCATCTCTGC 0 C 0 0 0 0 0

11443 4911 an AN5103.1 54.m06964 AO070291000076 0 -198 -157 ATGAACTTTGCAGTTATTTCCGATCCGGACTCAATCCTTTA
G

ATGAACTTTGCAGTTATTTCCGATCCGGACTCAAT
CCTTTAG

MNFAVISDPDSIL* MNFAVISDPDSIL* CAAGAGTATG CCATCTCTGC 0 C 0 0 0 0 0

11451 4911 ao AN5103.1 54.m06964 AO070291000076 0 -148 -101 ATGCTTTCTATCCATCACATTCTCTCATACTATCCTCACAAA
TCTTAA

ATGCTTTCTATCCATCACATTCTCTCATACTA
TCCTCACAAATCTTAA

MLSIHHILSYYPHKS* MLSIHHILSYYPHKS* AAATTTCTGG TTCATTGTCT 0 C 0 0 0 0 0

11453 4912 af AN3673.1 58.m07433 AO070342000015 0 -243 -157 ATGGGATCATGGGGACAGGCAACTCTGCATATTTCCATTG
GCATCGGTCACAACTCCAACTACACCGCATGGAGGATCC
GCGGATAA

ATGGGATCATGGGGACAGGCAACTCTGCATATTTC
CATTGGCATCGGTCACAACTCCAACTACACCGCAT
GGAGGATCCGCGGATAA

MGSWGQATLHISIGIGHN
SNYTAWRIRG*

MGSWGQATLHISIGI
GHNSNYTAWRIRG*

CAGGCTAAGT TTCGAACAAA 0 O FG01377.1 MG05621.1 0 0 0

11454 4912 af AN3673.1 58.m07433 AO070342000015 0 -235 -119 ATGGGGACAGGCAACTCTGCATATTTCCATTGGCATCGGT
CACAACTCCAACTACACCGCATGGAGGATCCGCGGATAAT
TCGAACAAACACACATATGCTTGAAAGCCCTTCATAG

ATGGGGACAGGCAACTCTGCATATTTCCATTGGCA
TCGGTCACAACTCCAACTACACCGCATGGAGGATC
CGCGGATAATTCGAACAAACACACATATGCTTGAA
AGCCCTTCATAG

MGTGNSAYFHWHRSQL
QLHRMEDPRIIRTNTHML
ESPS*

MGTGNSAYFHWHR
SQLQLHRMEDPRIIR
TNTHMLESPS*

GTATGGGATC TTCCAAATTC 0 O FG01377.1 MG05621.1 0 0 0

11455 4912 af AN3673.1 58.m07433 AO070342000015 0 -175 -119 ATGGAGGATCCGCGGATAATTCGAACAAACACACATATGC
TTGAAAGCCCTTCATAG

ATGGAGGATCCGCGGATAATTCGAACAAACACACA
TATGCTTGAAAGCCCTTCATAG

MEDPRIIRTNTHMLESPS* MEDPRIIRTNTHMLE
SPS*

ACTACACCGC TTCCAAATTC 0 O FG01377.1 MG05621.1 0 0 0
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11456 4912 af AN3673.1 58.m07433 AO070342000015 0 -139 -119 ATGCTTGAAAGCCCTTCATAG ATGCTTGAAAGCCCTTCATAG MLESPS* MLESPS* AAACACACAT TTCCAAATTC 0 O FG01377.1 MG05621.1 0 0 0
11452 4912 an AN3673.1 58.m07433 AO070342000015 0 -225 -109 ATGGAGTTTGTCCAGCACCAGCTCCGTCGACGCAACAGA

ACTACAAACCCCAATCTCAAATTCACACGAGCACGAGGCG
AATCAATCGGCACCATCTGGAGCTGCATAAAAACATAA

ATGGAGTTTGTCCAGCACCAGCTCCGTCGACGC
AACAGAACTACAAACCCCAATCTCAAATTCACAC
GAGCACGAGGCGAATCAATCGGCACCATCTGGA
GCTGCATAAAAACATAA

MEFVQHQLRRRNRTTNP
NLKFTRARGESIGTIWSCI
KT*

MEFVQHQLRRRNRTTN
PNLKFTRARGESIGTIW
SCIKT*

CGCGGCGGAC GACCTTCCGA 0 O FG01377.1 MG05621.1 0 0 0

11458 4913 af AN0445.1 54.m06637 AO070338000307 0 -238 -89 ATGCGGTTTGCCTCGCGCTCGCCTAATTTGCTAGCGTCCC
ACACACAACACCTCGCAAAAGAGATCATCTTTCCCTTCAAT
CTTTCCAGAGCGACATCGACGACAACCGACGACCTGCCA
CGCCGACAAGGTGCGTTTTCGCGTCCCTAA

ATGCGGTTTGCCTCGCGCTCGCCTAATTTGCTAGC
GTCCCACACACAACACCTCGCAAAAGAGATCATCT
TTCCCTTCAATCTTTCCAGAGCGACATCGACGACA
ACCGACGACCTGCCACGCCGACAAGGTGCGTTTT
CGCGTCCCTAA

MRFASRSPNLLASHTQH
LAKEIIFPFNLSRATSTTT
DDLPRRQGAFSRP*

MRFASRSPNLLASH
TQHLAKEIIFPFNLS
RATSTTTDDLPRRQ
GAFSRP*

TGGTTGGTGG AATTGCGATA 0 J 0 0 0 0 0

11457 4913 an AN0445.1 54.m06637 AO070338000307 0 -116 -105 ATGTCAAGTTGA ATGTCAAGTTGA MSS* MSS* CCGACAAGGT ACATTCTGTT 0 J 0 0 0 0 0
11459 4913 ao AN0445.1 54.m06637 AO070338000307 0 -233 -183 ATGCGGAAGATCTCGCCTAATTTCCTAGCGTCCCACACAC

AACCTCGTTGA
ATGCGGAAGATCTCGCCTAATTTCCTAGCGT
CCCACACACAACCTCGTTGA

MRKISPNFLASHTQPR* MRKISPNFLASHTQ
PR*

TGGTTGGTGG AGAGATCTCG 0 J 0 0 0 0 0

11460 4913 ao AN0445.1 54.m06637 AO070338000307 0 -110 -84 ATGTTTATAATACCCAGCTCTTCCTGA ATGTTTATAATACCCAGCTCTTCCTGA MFIIPSSS* MFIIPSSS* CCGACAAGGT GTTCTCAAGA 0 J 0 0 0 0 0
11462 4914 af AN7569.1 72.m19588 AO070343000415 0 -103 -89 ATGAAAGGTTCCTGA ATGAAAGGTTCCTGA MKGS* MKGS* ATCCCATCTG GCACCAAGTT 0 C 0 0 0 YGR096W 0
11461 4914 an AN7569.1 72.m19588 AO070343000415 0 -85 -56 ATGACCGAGGCAACTGCGTGCATCCCTTAA ATGACCGAGGCAACTGCGTGCATCCCTTAA MTEATACIP* MTEATACIP* TAACTTCCCG TCACTCCATT 0 C 0 0 0 YGR096W 0
11463 4914 ao AN7569.1 72.m19588 AO070343000415 0 -158 -138 ATGAACTATTCAACCCATTGA ATGAACTATTCAACCCATTGA MNYSTH* MNYSTH* AAAATTTCCC AATCTTATAA 0 C 0 0 0 YGR096W 0
11464 4915 af AN6325.1 72.m19443 AO070304000043 0 -178 -167 ATGAAGATGTGA ATGAAGATGTGA MKM* MKM* GCCTGCGTTC ATCATAGTGA 0 R 0 MG01783.1 0 0 0
11465 4915 af AN6325.1 72.m19443 AO070304000043 0 -94 -74 ATGCCAGAGAATCCAACCTAG ATGCCAGAGAATCCAACCTAG MPENPT* MPENPT* CTTATCGCAT ATTTACACTT 0 R 0 MG01783.1 0 0 0
11466 4915 ao AN6325.1 72.m19443 AO070304000043 0 -103 -86 ATGCTACTTGTCACCTAG ATGCTACTTGTCACCTAG MLLVT* MLLVT* CTTCTCGTGC ACCTCAGAAC 0 R 0 MG01783.1 0 0 0
11471 4920 af AN3034.1 59.m08984 AO070337000075 0 -159 -142 ATGGCAGAAGCTCCCTAG ATGGCAGAAGCTCCCTAG MAEAP* MAEAP* ATCATCGGAA TCTTGGCGGC 0 C FG07041.1 0 0 0 0
11467 4920 an AN3034.1 59.m08984 AO070337000075 0 -191 -162 ATGTCGTGGTCTCAACTGCAATATAGTTAA ATGTCGTGGTCTCAACTGCAATATAGTTAA MSWSQLQYS* MSWSQLQYS* TACCGGCTTC TGATGTACTC 0 C FG07041.1 0 0 0 0
11468 4920 an AN3034.1 59.m08984 AO070337000075 0 -162 -13 ATGATGTACTCCGCAGAAGCTGGAGCTCTAAGTCTTGGCA

GCGCTTATCCTCATTGGGAAATGTTAACATCATCCGACCC
GAATCTTTTGCCTTCGATTCTCGTCTTCAAACCATCAACAA
TTTCCTCCCATCCCAACGTCCATTTCTAA

ATGATGTACTCCGCAGAAGCTGGAGCTCTAAGTC
TTGGCAGCGCTTATCCTCATTGGGAAATGTTAAC
ATCATCCGACCCGAATCTTTTGCCTTCGATTCTC
GTCTTCAAACCATCAACAATTTCCTCCCATCCCAA
CGTCCATTTCTAA

MMYSAEAGALSLGSAYP
HWEMLTSSDPNLLPSILV
FKPSTISSHPNVHF*

MMYSAEAGALSLGSAY
PHWEMLTSSDPNLLPSI
LVFKPSTISSHPNVHF*

AATATAGTTA GCTACATTCA 0 C FG07041.1 0 0 0 0

11469 4920 an AN3034.1 59.m08984 AO070337000075 0 -159 -13 ATGTACTCCGCAGAAGCTGGAGCTCTAAGTCTTGGCAGC
GCTTATCCTCATTGGGAAATGTTAACATCATCCGACCCGA
ATCTTTTGCCTTCGATTCTCGTCTTCAAACCATCAACAATTT
CCTCCCATCCCAACGTCCATTTCTAA

ATGTACTCCGCAGAAGCTGGAGCTCTAAGTCTTG
GCAGCGCTTATCCTCATTGGGAAATGTTAACATC
ATCCGACCCGAATCTTTTGCCTTCGATTCTCGTC
TTCAAACCATCAACAATTTCCTCCCATCCCAACGT
CCATTTCTAA

MYSAEAGALSLGSAYPH
WEMLTSSDPNLLPSILVF
KPSTISSHPNVHF*

MYSAEAGALSLGSAYPH
WEMLTSSDPNLLPSILV
FKPSTISSHPNVHF*

ATAGTTAATG GCTACATTCA 0 C FG07041.1 0 0 0 0

11470 4920 an AN3034.1 59.m08984 AO070337000075 0 -102 -13 ATGTTAACATCATCCGACCCGAATCTTTTGCCTTCGATTCT
CGTCTTCAAACCATCAACAATTTCCTCCCATCCCAACGTCC
ATTTCTAA

ATGTTAACATCATCCGACCCGAATCTTTTGCCTTC
GATTCTCGTCTTCAAACCATCAACAATTTCCTCCC
ATCCCAACGTCCATTTCTAA

MLTSSDPNLLPSILVFKPS
TISSHPNVHF*

MLTSSDPNLLPSILVFKP
STISSHPNVHF*

TCATTGGGAA GCTACATTCA 0 C FG07041.1 0 0 0 0

11472 4920 ao AN3034.1 59.m08984 AO070337000075 0 -169 -149 ATGTTGGGACGGAAAGGATGA ATGTTGGGACGGAAAGGATGA MLGRKG* MLGRKG* CCCTCTTCAG ATGCCTCAGG 0 C FG07041.1 0 0 0 0
11473 4920 ao AN3034.1 59.m08984 AO070337000075 0 -152 -54 ATGAATGCCTCAGGCCGACCGGTCGAGAGCTCCCGAGCT

TGTTCTTGGCAAGCGGTAACATCATCAGTTTCCTGTTCGTC
ACCTCCAAACTTTCATTAA

ATGAATGCCTCAGGCCGACCGGTCGAGAG
CTCCCGAGCTTGTTCTTGGCAAGCGGTAAC
ATCATCAGTTTCCTGTTCGTCACCTCCAAAC
TTTCATTAA

MNASGRPVESSRACSW
QAVTSSVSCSSPPNFH*

MNASGRPVESSRA
CSWQAVTSSVSCS
SPPNFH*

GACGGAAAGG AATTCTCCTC 0 C FG07041.1 0 0 0 0

11474 4920 ao AN3034.1 59.m08984 AO070337000075 0 -148 -95 ATGCCTCAGGCCGACCGGTCGAGAGCTCCCGAGCTTGTT
CTTGGCAAGCGGTAA

ATGCCTCAGGCCGACCGGTCGAGAGCTCC
CGAGCTTGTTCTTGGCAAGCGGTAA

MPQADRSRAPELVLGKR
*

MPQADRSRAPELVL
GKR*

GAAAGGATGA CATCATCAGT 0 C FG07041.1 0 0 0 0

11475 4922 ao AN5022.1 59.m09494 AO070338000182 0 -184 -170 ATGCGGAGACAATAA ATGCGGAGACAATAA MRRQ* MRRQ* CTTAGCCCCA ACAAAAAGTG 0 Z FG10315.1 MG08423.1 NCU07196.1 0 0

11480 4924 af AN3814.1 57.m05668 AO070311000012 0 -327 -283 ATGTGTCCCAATTGCTTCTACTTGATGGGTTCGCCGTGCT
CTTGA

ATGTGTCCCAATTGCTTCTACTTGATGGGTTCGCC
GTGCTCTTGA

MCPNCFYLMGSPCS* MCPNCFYLMGSPC
S*

TGGAGTGTCC TGGCCTTGCA 0 O 0 0 0 0 0

11481 4924 af AN3814.1 57.m05668 AO070311000012 0 -303 -283 ATGGGTTCGCCGTGCTCTTGA ATGGGTTCGCCGTGCTCTTGA MGSPCS* MGSPCS* CTTCTACTTG TGGCCTTGCA 0 O 0 0 0 0 0
11482 4924 af AN3814.1 57.m05668 AO070311000012 0 -283 -254 ATGGCCTTGCAAAGGACGGCGCATCCCTAG ATGGCCTTGCAAAGGACGGCGCATCCCTAG MALQRTAHP* MALQRTAHP* CGTGCTCTTG CACTGGGCCT 0 O 0 0 0 0 0
11483 4924 af AN3814.1 57.m05668 AO070311000012 0 -222 -22 ATGCAGTCAACTACCGGCTTCCCACGTGGGAGCCTGAGG

CCAGCAACCTTCCCGACGGCTTACCTAAACTGGCACACAT
GGAACTTTTCGGCTGACGCAATATGTTCCCATTGCACTTTT
AGTCACGTGATTCCCCCCCTTTTCCTCCCCCCTCCCAAAA
ATTCGGTCGCCGTATTGACCCGCTTCTGCCCCTCCTTTTA
G

ATGCAGTCAACTACCGGCTTCCCACGTGGGAGCC
TGAGGCCAGCAACCTTCCCGACGGCTTACCTAAAC
TGGCACACATGGAACTTTTCGGCTGACGCAATATG
TTCCCATTGCACTTTTAGTCACGTGATTCCCCCCCT
TTTCCTCCCCCCTCCCAAAAATTCGGTCGCCGTATT
GACCCGCTTCTGCCCCTCCTTTTAG

MQSTTGFPRGSLRPATF
PTAYLNWHTWNFSADAI
CSHCTFSHVIPPLFLPPP
KNSVAVLTRFCPSF*

MQSTTGFPRGSLRP
ATFPTAYLNWHTW
NFSADAICSHCTFS
HVIPPLFLPPPKNSV
AVLTRFCPSF*

AGCTTGGTAT TTCCAGCACC 0 O 0 0 0 0 0

11484 4924 af AN3814.1 57.m05668 AO070311000012 0 -145 -128 ATGGAACTTTTCGGCTGA ATGGAACTTTTCGGCTGA MELFG* MELFG* ACTGGCACAC CGCAATATGT 0 O 0 0 0 0 0
11485 4924 af AN3814.1 57.m05668 AO070311000012 0 -121 -101 ATGTTCCCATTGCACTTTTAG ATGTTCCCATTGCACTTTTAG MFPLHF* MFPLHF* CTGACGCAAT TCACGTGATT 0 O 0 0 0 0 0
11476 4924 an AN3814.1 57.m05668 AO070311000012 0 -336 -298 ATGCCAGTTCATCAGATTAGCCTTCATTACAGCTGTTAA ATGCCAGTTCATCAGATTAGCCTTCATTACAGCT

GTTAA
MPVHQISLHYSC* MPVHQISLHYSC* TGAGTCCTCC ACAATGTATT 0 O 0 0 0 0 0

11477 4924 an AN3814.1 57.m05668 AO070311000012 0 -294 -247 ATGTATTCTACTTCAATTCTTTGGGCAGCCGAGCCGCCCG
AAGAGTGA

ATGTATTCTACTTCAATTCTTTGGGCAGCCGAGC
CGCCCGAAGAGTGA

MYSTSILWAAEPPEE* MYSTSILWAAEPPEE* CTGTTAAACA TTGTATTTCT 0 O 0 0 0 0 0

11486 4924 ao AN3814.1 57.m05668 AO070311000012 0 -360 -241 ATGAATTGGCCACGGCGTTGGGTCTGGTTGCTTCCATCCA
ATGCTGTTCCTTTCCAATCCCTTAGCCCAAAGTCCACCCC
CAGGCTAAGGGAGAGGCCAACCAACCATATGGCGGCCTG
A

ATGAATTGGCCACGGCGTTGGGTCTGGTTG
CTTCCATCCAATGCTGTTCCTTTCCAATCCC
TTAGCCCAAAGTCCACCCCCAGGCTAAGGG
AGAGGCCAACCAACCATATGGCGGCCTGA

MNWPRRWVWLLPSNAV
PFQSLSPKSTPRLRERPT
NHMAA*

MNWPRRWVWLLP
SNAVPFQSLSPKST
PRLRERPTNHMAA*

TCCCGGTGAG GGCCACCACA 0 O 0 0 0 0 0

11487 4924 ao AN3814.1 57.m05668 AO070311000012 0 -320 -273 ATGCTGTTCCTTTCCAATCCCTTAGCCCAAAGTCCACCCC
CAGGCTAA

ATGCTGTTCCTTTCCAATCCCTTAGCCCAAA
GTCCACCCCCAGGCTAA

MLFLSNPLAQSPPPG* MLFLSNPLAQSPPP
G*

CTTCCATCCA GGGAGAGGCC 0 O 0 0 0 0 0

11488 4924 ao AN3814.1 57.m05668 AO070311000012 0 -252 -241 ATGGCGGCCTGA ATGGCGGCCTGA MAA* MAA* AACCAACCAT GGCCACCACA 0 O 0 0 0 0 0
11489 4925 af AN0454.1 54.m06615 AO070328000182 0 -219 -43 ATGCTTTGCTCGATTATTTTGTGTTGTAATCAAAGCAGATTA

TCTTTAAAGTCTATTTATTTATTGAAGCAAGTCGGAAACGT
GGATGACTGTTGCTCTGCTTTAAGTCAGGCTGACTCTCGC
CTCGTATCAGTAATCCTCTCTTCACACTCTGTGATCTTCTT
CGGGTGCTACTAG

ATGCTTTGCTCGATTATTTTGTGTTGTAATCAAAGC
AGATTATCTTTAAAGTCTATTTATTTATTGAAGCAAG
TCGGAAACGTGGATGACTGTTGCTCTGCTTTAAGT
CAGGCTGACTCTCGCCTCGTATCAGTAATCCTCTC
TTCACACTCTGTGATCTTCTTCGGGTGCTACTAG

MLCSIILCCNQSRLSLKSI
YLLKQVGNVDDCCSALS
QADSRLVSVILSSHSVIFF
GCY*

MLCSIILCCNQSRLS
LKSIYLLKQVGNVDD
CCSALSQADSRLVS
VILSSHSVIFFGCY*

TGTCTTGCGT AATTTTATCC 0 E 0 0 0 0 0

11490 4925 af AN0454.1 54.m06615 AO070328000182 0 -134 -114 ATGACTGTTGCTCTGCTTTAA ATGACTGTTGCTCTGCTTTAA MTVALL* MTVALL* GGAAACGTGG GTCAGGCTGA 0 E 0 0 0 0 0
11491 4925 ao AN0454.1 54.m06615 AO070328000182 0 -264 -235 ATGGTCGCGGATCTTTATATAGTATGTTAA ATGGTCGCGGATCTTTATATAGTATGTTAA MVADLYIVC* MVADLYIVC* TTCTTTGCTA TATATCTCCG 0 E 0 0 0 0 0

11492 4925 ao AN0454.1 54.m06615 AO070328000182 0 -241 -191 ATGTTAATATATCTCCGCCACCCGCCTAGTTCCGTTTTGGA
TGGCAGGTGA

ATGTTAATATATCTCCGCCACCCGCCTAGTT
CCGTTTTGGATGGCAGGTGA

MLIYLRHPPSSVLDGR* MLIYLRHPPSSVLDG
R*

TTTATATAGT ATTGTTGAAT 0 E 0 0 0 0 0

11493 4925 ao AN0454.1 54.m06615 AO070328000182 0 -201 -79 ATGGCAGGTGAATTGTTGAATGTCCGTTCGCAGCCGTCAG
ACCTTATCAGTCCGCCCGCCCACCATAACTTGGTCCCTCC
TCCCTCCAACCGTGGTTCAATTAACTTTTCCCTACAACAAT
AG

ATGGCAGGTGAATTGTTGAATGTCCGTTCG
CAGCCGTCAGACCTTATCAGTCCGCCCGCC
CACCATAACTTGGTCCCTCCTCCCTCCAACC
GTGGTTCAATTAACTTTTCCCTACAACAATA
G

MAGELLNVRSQPSDLISP
PAHHNLVPPPSNRGSINF
SLQQ*

MAGELLNVRSQPSD
LISPPAHHNLVPPPS
NRGSINFSLQQ*

TCCGTTTTGG CTTTTTCTTC 0 E 0 0 0 0 0

11494 4925 ao AN0454.1 54.m06615 AO070328000182 0 -182 -33 ATGTCCGTTCGCAGCCGTCAGACCTTATCAGTCCGCCCG
CCCACCATAACTTGGTCCCTCCTCCCTCCAACCGTGGTTC
AATTAACTTTTCCCTACAACAATAGCTTTTTCTTCTTTCGAT
GTTCACAATCATTTTGTAATCTGTGGTGA

ATGTCCGTTCGCAGCCGTCAGACCTTATCA
GTCCGCCCGCCCACCATAACTTGGTCCCTC
CTCCCTCCAACCGTGGTTCAATTAACTTTTC
CCTACAACAATAGCTTTTTCTTCTTTCGATGT
TCACAATCATTTTGTAATCTGTGGTGA

MSVRSRQTLSVRPPTITW
SLLPPTVVQLTFPYNNSF
FFFRCSQSFCNLW*

MSVRSRQTLSVRPP
TITWSLLPPTVVQLT
FPYNNSFFFFRCSQ
SFCNLW*

GAATTGTTGA CAAGAATATC 0 E 0 0 0 0 0

11496 4929 an AN7367.1 69.m15484 AO070239000027 0 -231 -163 ATGAATGAATGGCGGGATTTGATGCTCAACGCTGCAGGTA
GGCTATACGCACCTAGCGATCTGCGATAA

ATGAATGAATGGCGGGATTTGATGCTCAACGCTG
CAGGTAGGCTATACGCACCTAGCGATCTGCGAT
AA

MNEWRDLMLNAAGRLYA
PSDLR*

MNEWRDLMLNAAGRLY
APSDLR*

TTAATCACAA ACAAACCCCG 0 E 0 0 0 0 0

11497 4929 an AN7367.1 69.m15484 AO070239000027 0 -227 -210 ATGAATGGCGGGATTTGA ATGAATGGCGGGATTTGA MNGGI* MNGGI* TCACAAATGA TGCTCAACGC 0 E 0 0 0 0 0
11498 4929 an AN7367.1 69.m15484 AO070239000027 0 -223 -191 ATGGCGGGATTTGATGCTCAACGCTGCAGGTAG ATGGCGGGATTTGATGCTCAACGCTGCAGGTAG MAGFDAQRCR* MAGFDAQRCR* AAATGAATGA GCTATACGCA 0 E 0 0 0 0 0

11499 4929 an AN7367.1 69.m15484 AO070239000027 0 -210 -163 ATGCTCAACGCTGCAGGTAGGCTATACGCACCTAGCGATC
TGCGATAA

ATGCTCAACGCTGCAGGTAGGCTATACGCACCTA
GCGATCTGCGATAA

MLNAAGRLYAPSDLR* MLNAAGRLYAPSDLR* GCGGGATTTG ACAAACCCCG 0 E 0 0 0 0 0
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6578 3178 conserved AN1179.1 70.m15038 AO070331000175 1 -27 -10 -27 -10 -27 -10 ATGTCATyCCbTyby
TrA

ATGTCATCCCC
TCGTTAA

ATGTCATCCCG
TCCTTGA

ATGTCATTCCT
TTTCTGA

MSspr* MSSPR* MSSRP* MSFLF* dyhvGATCCG yTmGyCTCAA 0 U 0 0 0 0 0

5687 2862 conserved AN1341.1 70.m15733 AO070247000023 1 -31 -20 -46 -35 -34 -23 ATGGGCyGTTGA ATGGGCCGTTG
A

ATGGGCCGTTG
A

ATGGGCTGTTG
A

MGr* MGR* MGR* MGC* TkdyyTTGGA vyyvyymrhw 1 U FG01552.1 0 0 0 0

6597 3186 conserved AN9125.1 66.m04585 AO070332000149 1 -52 -26 -62 -36 -65 -39 ATGChmdyTywymAd
svybTbCGGTGA

ATGCAATTTTA
CCAACGCCTGC
GGTGA

ATGCTCACTTT
CAATGCCGTCC
GGTGA

ATGCCAGTTCA
TAAGCATTTTC
GGTGA

MqfyqrlR* MQFYQRLR* MLTFNAVR* MPVHKHFR* mkmwyykAmh ywbbwCkCyy 0 K FG00778.1 0 NCU00727.1 YNR003C 0

698 516 conserved AN5151.1 69.m14882 AO070237000013 1 -48 -37 -365 -354 -101 -90 ATGydsvTTTGA ATGTACCTTTG
A

ATGCGGGTTTG
A

ATGCTGATTTG
A

Myl* MYL* MRV* MLI* mhhsmAGrhy TmTbsmmdwd 0 RT 0 0 0 0 0

2846 1792 conserved AN8723.1 62.m03343 AO070315000151 1 -93 -40 -93 -40 -93 -40 ATGAAmTysGGTCCr
TysyvTCymymCrswT
ysAGAwCGryyGGyG
CwTCyTAG

ATGAACTTCGG
TCCGTCCTGTC
CATCCACATTG
AGATCGGCTGG
TGCATCCTAG

ATGAAATCGGG
TCCATTGTCTC
TATACGGTTCC
AGATCGATCGG
CGCTTCTTAG

ATGAAATTCGG
TCCGTCCCATC
TCCACACATCG
AGAACGACCGG
CGCTTCCTAG

MnfGPscpstlRsaGAS
*

MNFGPSCPSTLRSAGAS* MKSGPLSLYGSRSIGAS* MKFGPSHLHTSRT
TGAS*

vvyhAsCATC ACTybwGTCr 0  0 0 0 0 0

6221 3048 conserved AN1014.1 70.m15232 AO070312000004 1 -67 -41 -120 -94 -73 -47 ATGTTvbCyywmGyy
GAyyCyGGmTrr

ATGTTGCCTTA
CGTTGATTCCG
GATAA

ATGTTCGCCTT
CGCCGACCCTG
GATAG

ATGTTATCCCA
AGTTGACTCTG
GCTGA

MlpyvDsG* MLPYVDSG* MFAFADPG* MLSQVDSG* bhbbmTrGhy wvyywwwwby 0 I 0 0 NCU01751.1 YKL188C YKL188C

1983 1287 conserved AN6642.1 62.m03239 AO070295000022 1 -101 -54 -86 -39 -139 -92 ATGGACTCkCAyTss
yTkGwdGAyACrATm
TAyATGrAGCCTCCy
TAr

ATGGACTCGCA
TTCCTTGGTTG
ACACGATCTAT
ATGGAGCCTCC
CTAA

ATGGACTCTCA
CTCGCTTGAAG
ATACGATATAC
ATGAAGCCTCC
TTAG

ATGGACTCGCA
TTGCCTGGAGG
ATACAATCTATA
TGGAGCCTCCC
TAA

MDSHsLvDTIYMePP
*

MDSHSLVDTIYMEPP* MDSHSLEDTIYMKPP* MDSHCLEDTIYME
PP*

sTbbwkGTGy rrdmmmbsmh 0 P 0 0 0 0 0

1984 1287 conserved AN6642.1 62.m03239 AO070295000022 1 -68 -54 -53 -39 -106 -92 ATGrAGCCTCCyTAr ATGGAGCCTCC
CTAA

ATGAAGCCTCC
TTAG

ATGGAGCCTCC
CTAA

MePP* MEPP* MKPP* MEPP* yACrATmTAy rrdmmmbsmh 0 P 0 0 0 0 0

5131 2655 conserved AN5528.1 69.m15427 AO070341000360 1 -69 -58 -59 -48 -67 -56 ATGsTyyCyTGA ATGCTCCCCTG
A

ATGGTCTCTTG
A

ATGGTTCCTTG
A

Mlp* MLP* MVS* MVP* CrCkmywAhr skAhAvrbhG 0 U 0 0 NCU05029.1 0 0

3384 2032 conserved AN8846.1 71.m15980 AO070271000030 1 -87 -64 -260 -237 -89 -66 ATGAyCmrybkbyGsT
wydCdTrA

ATGATCCGTTG
GCGCTTTGCAT
AA

ATGACCCACCT
TCGGTACACTT
GA

ATGATCAGTGT
CTGGTACTCGT
AA

Mirwrfa* MIRWRFA* MTHLRYT* MISVWYS* CmkywATymA rwwyyysrAr 0 G 0 0 0 0 0

2203 1408 conserved AN5966.1 72.m19965 AO070340000323 1 -100 -83 -175 -158 -77 -60 ATGAwCGGGATAC
CGTGA

ATGATCGGGAT
ACCGTGA

ATGAACGGGAT
ACCGTGA

ATGATCGGGAT
ACCGTGA

MiGIP* MIGIP* MNGIP* MIGIP* TyTGyrATCr AmyyydysyC 0 R 0 0 0 0 0

2179 1396 conserved AN5452.1 69.m15743 AO070239000031 1 -105 -85 -103 -83 -106 -86 ATGGGAdTrvTwyyAy
whTrA

ATGGGAGTACT
TTTATTATAA

ATGGGATTGAT
TCTATTCTGA

ATGGGAATGGT
ATCACATTAA

MGvlll* MGVLLL* MGLILF* MGMVSH* mTCTGCAGCA AGwCAmmywd 0 A 0 MG06457.1 0 0 0

6416 3115 conserved AN8009.1 53.m03858 AO070322000058 1 -191 -126 -317 -141 -325 -125 ATGACAGGTGTTC
GdyykGGryywvhsyyk
GwhGhyykGhsmTyhy
hsTdybdyAwsyTsdhC
ydsysTGTskkTmTyyy
TTTrrsskkkrkrsmCsy
CkmrsrrrmsGwkrGAC
rmwsssmrwmGkCwG
wswGrArssskryCGkk
ykkAsrwkryAswGTC
mkrwCkTkmTswrrTT
ATACTGTCATAACT
TGATCTAG

ATGACAGGTGT
TCGGCCGGGG
TCAAACCCGGT
CGTTCTGAGAT
TATACTGTCAT
AACTTGATCTA
G

ATGACAGGTGT
TCGATCTGGGT
TTCTGTCTGAA
GACTGGTGCTT
TTTGTTCGGTA
TGCTCGACTGC
TCTGTGGTTAT
TTTTTTGACCT
GGAGAGACGC
CTCGCAGACG
GATGGACGCTC
CCAGTCGTCAG
TCAGAAACCCG
GTCGTTCTGAG
ATTATACTGTC
ATAACTTGATC
TAG

ATGACAGGTGT
TCGTCTTGGAC
CTGCCCTGGTT
GCCTGGCCATC
CCCCTACTTCA
TGCTGTCCCTG
CGTGTCTGTCT
CCCTTTAGGGG
TTGTGCCCCTC
GAAGGAGACGT
GAGACAAAGGG
CAAAGGCTGAG
TGGAGGGGTAC
CGGGTGTACGA
GGCAGAGTCC
GGTCGTTCTGA
GATTATACTGT
CATAACTTGAT
CTAG

MTGVRpGsnpvvlrlyc
hnLi*

MTGVRPGSNPVVLRLYC
HNLI*

MTGVRSGFLSEDWCFL
FGMLDCSVVIFLTWRDA
SQTDGRSQSSVRNPVV
LRLYCHNLI*

MTGVRLGPALVA
WPSPYFMLSLRVC
LPLGVVPLEGDVR
QRAKAEWRGTGC
TRQSPVVLRLYCH
NLI*

ywGCwysCGC ATAATACTAG 0 P FG01672.1 0 0 0 0

10042 4339 conserved AN2902.1 59.m08753 AO070338000104 1 -143 -132 -159 -148 -143 -132 ATGGmkCCmTAG ATGGCTCCATA
G

ATGGATCCCTA
G

ATGGCGCCATA
G

MaP* MAP* MDP* MAP* mkCkwCGGGC Ckrybrrrmv 0 K 0 MG03485.1 NCU09300.1 0 0

1303 917 conserved AN4670.1 71.m15658 AO070284000036 1 -171 -160 -308 -297 -158 -147 ATGArbCyhTrA ATGAGGCTCTG
A

ATGAGTCCATA
A

ATGAACCCTTG
A

Mrl* MRL* MSP* MNP* bhmksArGCC wyTsssvrsd 0 R 0 0 0 0 0

3357 2016 conserved AN1779.1 69.m15647 AO070324000017 1 -177 -163 -188 -174 -129 -115 ATGrCbTyTyTsTrA ATGGCCTTTCT
CTGA

ATGACTTCTCT
CTAA

ATGGCGTCTTT
GTGA

MafL* MAFL* MTSL* MASL* mryryswACA kykAmvvTyy 0 LD 0 0 0 0 0

1652 1125 conserved AN1546.1 55.m03274 AO070339000308 1 -185 -174 -657 -646 -177 -166 ATGkykyTGTGA ATGTTTCTGTG
A

ATGGCTTTGTG
A

ATGTCGCTGTG
A

MfL* MFL* MAL* MSL* yArymCAGTG rATGAsydGG 0 B 0 0 0 0 0

116 85 conserved AN1521.1 55.m03040 AO070334000239 1 -207 -196 -283 -272 -282 -271 ATGArybryTrA ATGAATCATTA
A

ATGAGCGACTG
A

ATGAGCTGCTG
A

Mnh* MNH* MSD* MSC* kmbwsykryC khTyhbddyh 0 K 0 0 0 0 0

7940 3651 conserved AN1349.1 70.m14884 AO070237000012 1 -254 -201 -250 -197 -260 -207 ATGGCGAAyTwCsy
TkTyhmrAGATATGy
CGTCwTTCyTTTTk
GGCTTGTGTGA

ATGGCGAATTA
CGTTGTCTCAA
GATATGTCGTC
TTTCCTTTTTG
GCTTGTGTGA

ATGGCGAACTT
CCCTTTTCAGA
GATATGTCGTC
ATTCTTTTTGG
GCTTGTGTGA

ATGGCGAATTA
CGTTTTCAAGA
GATATGCCGTC
TTTCTTTTTGG
GCTTGTGTGA

MANyvvsRYvVfpFwL
V*

MANYVVSRYVVFPFWLV* MANFPFQRYVVILFGLV* MANYVFKRYAVFL
FGLV*

AGCTTTCChT AGTGGGATyT 0 A 0 0 0 0 0

10206 4418 conserved AN0412.1 54.m06662 AO070338000255 1 -228 -211 -292 -275 -300 -283 ATGysTykTATATyAT
rr

ATGTCTCTTAT
ATTATAG

ATGCGTTGTAT
ATCATGA

ATGCCTTGTAT
ATCATGA

MslIl* MSLIL* MRCIS* MPCIS* CmyhmmCAyC ymvTChTysk 0 RP 0 0 0 0 0

1355 936 conserved AN1082.1 70.m15156 AO070285000082 1 -243 -217 -285 -259 -116 -90 ATGrTyyyhvykyvyTTy
rryysyTAA

ATGATTCTAGC
GTCCTTCAATT
CCTAA

ATGGTCCTCAC
TCGTTTTAGTC
GCTAA

ATGGTTTCTCT
TCATTTCGACC
GTTAA

MilasFns* MILASFNS* MVLTRFSR* MVSLHFDR* ysvwGvmyCk hhwvTCTyTC 0 F FG05143.1 MG08146.1 0 0 0

9060 4027 conserved AN4984.1 59.m08886 AO070288000052 1 -236 -222 -265 -251 -629 -615 ATGyywwTywwCTAA ATGCTTTTCAA
CTAA

ATGTCAATCAT
CTAA

ATGTTATTTTAC
TAA

Mlfn* MLFN* MSII* MLFY* kwdTCyCyyC GmGAhwyymA 0 R 0 0 0 0 0

9102 4038 conserved AN6843.1 71.m15300 AO070314000096 1 -278 -237 -157 -116 -166 -125 ATGGCTbTCbCGmA
GCwCwrGkGGbyTky
TbwCdGGvdCTGA

ATGGCTGTCTC
GCAGCTCAAGG
GGTCTTCTTTC
TGGAACTGA

ATGGCTTTCGC
GAAGCTCAAGT
GGCCTGTTGAC
AGGCGCTGA

ATGGCTCTCCC
GAAGCACTGGT
GGGTTGCTCTC
GGGGTCTGA

MAvsqlkgssfwn* MAVSQLKGSSFWN* MAFAKLKWPVDRR* MALPKHWWVALG
V*

GhrCyyTmAG rrCCAChACr 0 J FG09003.1 MG04008.1 0 YML025C YML025C

7939 3651 conserved AN1349.1 70.m14884 AO070237000012 1 -418 -401 -398 -381 -430 -413 ATGAwmmArTCkyTy
TGA

ATGATCAAATC
TCTTTGA

ATGAAACAGTC
GTTTTGA

ATGAACAAGTC
GCTCTGA

MikSl* MIKSL* MKQSF* MNKSL* srsAAAAryC CmAymGTGTA 0 A 0 0 0 0 0

958 700 conserved AN8076.1 53.m03929 AO070330000034 0 -11 1 -11 1 -11 1 ATGryCyGGTGA ATGGTCCGGTG
A

ATGACCTGGTG
A

ATGACCTGGTG
A

Mvr* MVR* MTW* MTW* myyTTywrky TGTCTkCrCG 1 A 0 0 0 0 0

3046 1907 conserved AN4597.1 57.m05519 AO070267000013 0 -38 1 -38 1 -38 1 ATGmGryhyyyybwwd
CvdryydyAbyhyhmydh
ymTAA

ATGCGATACCT
TCTATCATACTT
TAGTCTACCTC
TCTAA

ATGAGGCTTTC
TGATACCAGTT
GCATTTTTACG
ACATAA

ATGAGGCCCTC
CTTTGCGGACC
ATACCACCATA
TCATAA

MRyllsyfslpl* MRYLLSYFSLPL* MRLSDTSCIFTT* MRPSFADHTTIS* mhyyGsCTTs TGwCrTCwwy 1 BD 0 0 0 0 0

8333 3765 conserved AN0244.1 54.m06697 AO070338000236 0 -23 1 -23 1 -23 1 ATGrwyATkCGrACrT
hyyGCTGA

ATGAACATTCG
GACATACCGCT
GA

ATGGTTATGCG
AACGTCCTGCT
GA

ATGGTCATTCG
AACATTTTGCT
GA

MniRTyr* MNIRTYR* MVMRTSC* MVIRTFC* wbwbrrAGmr TGAGCTCCAh 1 U 0 0 0 0 0

10199 4413 conserved AN4486.1 57.m05645 AO070311000037 0 -26 1 -26 1 -26 1 ATGCTyCTGyyGyyrC
CrGyCCCGTrA

ATGCTTCTGTC
GTCACCAGCCC
CGTGA

ATGCTTCTGCT
GCTGCCGGCC
CCGTAA

ATGCTCCTGCT
GCCACCAGTCC
CGTAA

MLLssPaP* MLLSSPAP* MLLLLPAP* MLLLPPVP* vmdvskAATA TGGGAGGTry 1  0 0 0 0 0

1051 757 conserved AN1854.1 58.m08938 AO070292000029 0 -57 -4 -51 -4 -51 -4 ATGsTkywThyvmsvA
rrrhdrkhhymmkwmmh
hvhCwvvmmACkwvr
ACGTGA

ATGGTGTTTTC
CAGAAAGGTTG
GATCAAGAACA
ACTCAACACAC
GACGACGTGA

ATGGTTCATAT
ACGGAGAGCG
AGTACCATACA
TCGACTGGCCA
CTTGA

ATGCTTCTTCC
GCCCAAAAAAA
TCCTACTTCAC
TACCTCACAAC
TTAA

MvfsrkvgsrttqhTtt* MVFSRKVGSRTTQHTTT* MVHIRRASTIHRLAT* MLLPPKKILLHYLT
T*

yvvbGwGrCm CsrATGACvm 1  0 0 0 0 0

8001 3673 conserved AN0118.1 71.m15397 AO070311000095 0 -36 -10 -39 -13 -39 -13 ATGmTmmmsdysrGy
ydmTwCyyrTAr

ATGATACAGTC
GGGTTACTTCT
CATAG

ATGCTAACCGT
GGGTCGCTACC
TGTAA

ATGATCACCAC
CAGCTTATTCT
CATAA

Miqsgyfs* MIQSGYFS* MLTVGRYL* MITTSLFS* yvrmmymTys rkwrTyryvr 1 Z 0 0 0 0 0

5165 2671 conserved AN3144.1 59.m08521 AO070256000047 0 -23 -12 -25 -14 -23 -12 ATGCTCymmTAA ATGCTCCCATA
A

ATGCTCCCATA
A

ATGCTCTACTA
A

MLp* MLP* MLP* MLY* TyyhyyTCCC yCbrmdyCwm 1 R FG04221.1 MG09837.1 0 YDR323C 0

7348 3451 conserved AN2905.1 59.m08756 AO070338000100 0 -23 -12 -23 -12 -23 -12 ATGGGTTGGTAA ATGGGTTGGTA
A

ATGGGTTGGTA
A

ATGGGTTGGTA
A

MGW* MGW* MGW* MGW* sdCyTTGCAG rACCrCACGA 1 K 0 0 0 0 0
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§S3 Upstream open reading frames (uORFs) Tab 4 - Conserved Only
uORF_id ortholog_cluster_id species an_gene af_gene ao_gene in_utr an_rel_start an_rel_stop af_rel_start af_rel_stop ao_rel_start ao_rel_stop consensus_dna an_dna af_dna ao_dna consensus_aa an_aa af_aa ao_aa context_up_consensus context_down_consensus within 60bp COG category fg_uorf_utr mg_uorf_utr nc_uorf_utr sc_uorf_100bp sc_cooccur_orf_100bp

1528 1046 conserved AN1494.1 55.m03004 AO070334000211 0 -60 -13 -60 -13 -60 -13 ATGACGGTrGAkGry
CAGskwrGCGCTCG
yGGCGCAGTrCACG
AyTGA

ATGACGGTGGA
TGGTCAGCTTG
GCGCTCGTGG
CGCAGTACACG
ACTGA

ATGACGGTGGA
TGGTCAGCGTG
GCGCTCGCGG
CGCAGTGCAC
GATTGA

ATGACGGTAGA
GGACCAGGGAA
GCGCTCGCGG
CGCAGTGCACG
ACTGA

MTVdgQlgARGAVH
D*

MTVDGQLGARGAVHD* MTVDGQRGARGAVHD* MTVEDQGSARGA
VHD*

krrsyTGGAC GTAyyyTGCG 1 K 0 0 NCU02052.1 0 0

5 4 conserved AN0877.1 70.m15480 AO070320000036 0 -34 -14 -34 -14 -34 -14 ATGTGTkGTGAyCA
CGGmTGA

ATGTGTTGTGA
TCACGGATGA

ATGTGTTGTGA
CCACGGCTGA

ATGTGTGGTGA
CCACGGATGA

MCcDHG* MCCDHG* MCCDHG* MCGDHG* yrrrTGysmv hhAyTyGCTC 1  0 0 0 0 0

2923 1844 conserved AN4864.1 59.m09108 AO070329000150 0 -30 -16 -27 -13 -35 -21 ATGGrwsACmvbTrA ATGGAAGACCA
CTGA

ATGGGAGACAG
GTGA

ATGGGTCACCC
TTAA

Medh* MEDH* MGDR* MGHP* TwyksrGyCA whvydhyhhv 1 GE 0 MG09310.1 0 YOR002W 0

9193 4076 conserved AN1168.1 70.m15052 AO070331000162 0 -37 -20 -37 -20 -37 -20 ATGTCTrCmTTCGG
yTAG

ATGTCTGCATT
CGGCTAG

ATGTCTACATT
CGGCTAG

ATGTCTGCCTT
CGGTTAG

MSaFG* MSAFG* MSTFG* MSAFG* GCrGyyTGCr ysvAyyrwwy 1 PT FG01364.1 0 0 YGR217W YGR217W

173 138 conserved AN5627.1 58.m08920 AO070301000027 0 -33 -22 -37 -26 -34 -23 ATGAAbCywTAA ATGAAGCTATA
A

ATGAATCCTTA
A

ATGAACCTATA
A

Mkl* MKL* MNP* MNL* bwhhsAACvd kmhyCrmwkw 1 YU 0 0 0 0 0

8916 3977 conserved AN5885.1 72.m19245 AO070245000022 0 -36 -22 -60 -46 -56 -42 ATGyyGsyykywTrA ATGTCGGTTGT
TTGA

ATGCTGCTCTC
ATAA

ATGCCGGCTGT
TTGA

Msvv* MSVV* MLLS* MPAV* CbTkrrvCAC drmvrTvsbd 1 G 0 0 0 0 0

5549 2804 conserved AN4460.1 58.m07864 AO070305000133 0 -52 -41 -49 -38 -51 -40 ATGGCGCGmTAr ATGGCGCGCTA
A

ATGGCGCGCTA
G

ATGGCGCGATA
G

MAR* MAR* MAR* MAR* krkwyrkrks wwhbywyrsm 1 A FG06788.1 0 NCU03628.1 0 0
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0001.1
AN0002.1
AN0003.1
AN0004.1
AN0005.1
AN0006.1
AN0007.1
AN0008.1
AN0009.1 FG10203.1 MG00771.1
AN0010.1
AN0011.1
AN0012.1 MG01764.1
AN0013.1
AN0014.1
AN0015.1
AN0016.1
AN0017.1
AN0018.1
AN0019.1
AN0020.1
AN0021.1
AN0022.1
AN0023.1
AN0024.1
AN0025.1
AN0026.1
AN0027.1
AN0028.1
AN0029.1
AN0030.1
AN0031.1 MG06493.1
AN0032.1
AN0033.1
AN0034.1 MG04014.1 YFL053W
AN0035.1
AN0036.1 MG08569.1 NCU01704.1
AN0037.1
AN0038.1
AN0039.1 YNL011C
AN0040.1 FG05516.1 NCU00276.1
AN0041.1
AN0042.1
AN0043.1 FG02725.1 MG05031.1 NCU09517.1
AN0044.1 FG02724.1 MG05032.1
AN0045.1
AN0046.1 YPR033C YPR033C
AN0047.1
AN0048.1
AN0049.1 MG05020.1
AN0050.1 FG07302.1 NCU06417.1
AN0051.1 FG07303.1 MG06487.1 NCU06416.1
AN0052.1
AN0053.1
AN0054.1
AN0055.1
AN0056.1
AN0057.1 FG07436.1 NCU07755.1 YGR185C
AN0058.1
AN0059.1
AN0060.1
AN0061.1
AN0062.1
AN0063.1 NCU00182.1
AN0064.1
AN0065.1 MG06406.1 NCU07885.1
AN0066.1 YKL120W YKL120W
AN0067.1
AN0068.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0069.1
AN0070.1
AN0071.1
AN0072.1 FG07326.1 MG08626.1 NCU04153.1
AN0073.1
AN0074.1
AN0075.1
AN0076.1 MG08303.1
AN0077.1 MG08311.1
AN0078.1
AN0079.1
AN0080.1
AN0081.1
AN0082.1
AN0083.1 YPL129W
AN0084.1 MG05203.1
AN0085.1
AN0086.1
AN0087.1
AN0088.1
AN0089.1
AN0090.1 NCU06267.1
AN0091.1
AN0092.1
AN0093.1 FG02562.1 MG05259.1 NCU06271.1
AN0094.1
AN0095.1
AN0096.1
AN0097.1 YOR005C
AN0098.1
AN0099.1
AN0100.1
AN0101.1
AN0102.1 FG05919.1
AN0103.1
AN0104.1
AN0105.1
AN0106.1
AN0107.1
AN0108.1
AN0109.1
AN0110.1
AN0111.1
AN0112.1
AN0113.1
AN0114.1
AN0115.1
AN0116.1 FG06204.1 MG06071.1
AN0117.1 FG05072.1
AN0118.1
AN0119.1
AN0120.1 YMR028W
AN0121.1
AN0122.1 FG09725.1
AN0123.1
AN0124.1 FG09784.1 MG07119.1 NCU07722.1
AN0125.1
AN0126.1
AN0127.1 MG03139.1
AN0128.1 YOL141W YOL141W
AN0129.1
AN0130.1 YML005W
AN0131.1 YLR250W
AN0132.1
AN0133.1 FG10757.1 YGL120C
AN0134.1 NCU01613.1
AN0135.1 FG10861.1 MG03876.1
AN0136.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0137.1 MG06704.1
AN0138.1 FG10862.1
AN0139.1
AN0140.1 FG10856.1 MG03879.1 NCU01756.1 YJR065C YJR065C
AN0141.1 FG10860.1 MG03881.1 YKR056W
AN0142.1
AN0143.1
AN0144.1
AN0145.1
AN0146.1
AN0147.1 NCU07094.1
AN0148.1
AN0149.1
AN0150.1
AN0151.1
AN0152.1
AN0153.1
AN0154.1 FG01623.1 MG09574.1
AN0155.1
AN0156.1
AN0157.1
AN0158.1
AN0159.1
AN0160.1 FG00452.1
AN0161.1
AN0162.1
AN0163.1
AN0164.1 MG01690.1 NCU06563.1
AN0165.1 NCU06569.1
AN0166.1 YOL069W
AN0167.1 FG05648.1 MG06077.1
AN0168.1
AN0169.1
AN0170.1
AN0171.1
AN0172.1
AN0173.1
AN0174.1 MG08011.1 NCU06558.1
AN0175.1
AN0176.1
AN0177.1
AN0178.1
AN0179.1 YMR226C
AN0180.1
AN0181.1
AN0182.1
AN0183.1 NCU08824.1
AN0184.1
AN0185.1
AN0186.1
AN0187.1
AN0188.1
AN0189.1 MG01893.1
AN0190.1
AN0191.1
AN0192.1 YOR224C YOR224C
AN0193.1 FG04272.1 NCU08029.1
AN0194.1
AN0195.1
AN0196.1
AN0197.1
AN0198.1
AN0199.1
AN0200.1
AN0201.1
AN0202.1
AN0203.1
AN0204.1 NCU06520.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0205.1 FG04187.1 YIL145C YIL145C
AN0206.1
AN0207.1
AN0208.1
AN0209.1 MG05526.1
AN0210.1
AN0211.1
AN0212.1
AN0213.1
AN0214.1
AN0215.1
AN0216.1
AN0217.1
AN0218.1
AN0219.1
AN0220.1
AN0221.1
AN0222.1
AN0223.1
AN0224.1
AN0225.1
AN0226.1
AN0227.1
AN0228.1
AN0229.1 MG01463.1 NCU06986.1
AN0230.1
AN0231.1
AN0232.1 MG01086.1 NCU01511.1
AN0233.1 FG05720.1 NCU05853.1
AN0234.1 FG08780.1
AN0235.1
AN0236.1
AN0237.1
AN0238.1
AN0239.1 FG00191.1 NCU00671.1
AN0240.1
AN0241.1 FG08721.1 MG02625.1 NCU02133.1
AN0242.1
AN0243.1 FG04985.1
AN0244.1
AN0245.1
AN0246.1
AN0247.1 FG00732.1
AN0248.1 MG06786.1 NCU00813.1
AN0249.1
AN0250.1
AN0251.1
AN0252.1 FG06875.1 MG09916.1 NCU09119.1
AN0253.1
AN0254.1
AN0255.1
AN0256.1 FG05380.1
AN0257.1 YPR128C
AN0258.1
AN0259.1 MG03683.1 NCU03216.1
AN0260.1
AN0261.1 FG01917.1 NCU01318.1
AN0262.1
AN0263.1
AN0264.1
AN0265.1
AN0266.1
AN0267.1
AN0268.1
AN0269.1
AN0270.1
AN0271.1
AN0272.1

241



§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0273.1
AN0274.1
AN0275.1 NCU01250.1
AN0276.1
AN0277.1
AN0278.1
AN0279.1
AN0280.1
AN0281.1 YMR055C
AN0282.1
AN0283.1
AN0284.1
AN0285.1
AN0286.1
AN0287.1
AN0288.1
AN0289.1
AN0290.1 NCU07471.1
AN0291.1
AN0292.1
AN0293.1 YHR075C
AN0294.1
AN0295.1 FG01216.1
AN0296.1
AN0297.1 FG01403.1
AN0298.1
AN0299.1
AN0300.1
AN0301.1 FG01026.1 MG00333.1 NCU07363.1
AN0302.1
AN0303.1
AN0304.1
AN0305.1 FG07055.1 MG04746.1 NCU03051.1
AN0306.1 MG04745.1
AN0307.1
AN0308.1
AN0309.1
AN0310.1
AN0311.1
AN0312.1
AN0313.1
AN0314.1 MG04681.1
AN0315.1
AN0316.1
AN0317.1
AN0318.1
AN0319.1
AN0320.1
AN0321.1 FG00843.1 MG06984.1 YOR207C
AN0322.1 NCU00606.1
AN0323.1
AN0324.1
AN0325.1 NCU01454.1
AN0326.1
AN0327.1
AN0328.1 MG03174.1 NCU06855.1
AN0329.1 MG03175.1 NCU06856.1
AN0330.1
AN0331.1
AN0332.1
AN0333.1
AN0334.1
AN0335.1
AN0336.1
AN0337.1
AN0338.1
AN0339.1
AN0340.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0341.1
AN0342.1
AN0343.1
AN0344.1
AN0345.1
AN0346.1
AN0347.1
AN0348.1
AN0349.1 FG04314.1 NCU05427.1
AN0350.1
AN0351.1 FG05023.1
AN0352.1
AN0353.1
AN0354.1 FG00478.1 MG05734.1
AN0355.1
AN0356.1 FG05024.1 MG00068.1
AN0357.1
AN0358.1
AN0359.1
AN0360.1
AN0361.1
AN0362.1
AN0363.1
AN0364.1
AN0365.1
AN0366.1
AN0367.1
AN0368.1
AN0369.1
AN0370.1
AN0371.1
AN0372.1
AN0373.1
AN0374.1
AN0375.1
AN0376.1
AN0377.1
AN0378.1
AN0379.1
AN0380.1
AN0381.1 FG05778.1 MG01979.1 NCU02207.1 YIL142W
AN0382.1
AN0383.1
AN0384.1
AN0385.1 FG05696.1 MG02125.1
AN0386.1
AN0387.1 NCU08626.1
AN0388.1
AN0389.1
AN0390.1
AN0391.1
AN0392.1
AN0393.1
AN0394.1 MG08196.1
AN0395.1
AN0396.1
AN0397.1
AN0398.1
AN0399.1
AN0400.1
AN0401.1
AN0402.1
AN0403.1 FG04335.1 MG08290.1
AN0404.1
AN0405.1
AN0406.1
AN0407.1 FG05376.1 NCU00310.1 YGR047C
AN0408.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0409.1
AN0410.1
AN0411.1
AN0412.1
AN0413.1
AN0414.1
AN0415.1
AN0416.1
AN0417.1
AN0418.1
AN0419.1
AN0420.1
AN0421.1 YPR112C
AN0422.1
AN0423.1
AN0424.1
AN0425.1
AN0426.1
AN0427.1
AN0428.1
AN0429.1
AN0430.1
AN0431.1
AN0432.1 FG00926.1 MG03708.1 NCU03112.1
AN0433.1 FG01516.1 MG03653.1 NCU08389.1 YOR312C
AN0434.1
AN0435.1
AN0436.1 FG00715.1 MG04518.1 YDR255C
AN0437.1
AN0438.1
AN0439.1
AN0440.1 YDR176W
AN0441.1
AN0442.1 FG09305.1 MG03612.1
AN0443.1 FG04922.1
AN0444.1
AN0445.1
AN0446.1
AN0447.1
AN0448.1
AN0449.1
AN0450.1 MG04613.1
AN0451.1 FG07315.1 MG08624.1
AN0452.1
AN0453.1
AN0454.1
AN0455.1
AN0456.1
AN0457.1
AN0458.1
AN0459.1
AN0460.1
AN0461.1
AN0462.1
AN0463.1
AN0464.1
AN0465.1
AN0466.1
AN0467.1
AN0468.1
AN0469.1
AN0470.1
AN0471.1 NCU07075.1
AN0472.1 FG08757.1 NCU07076.1
AN0473.1
AN0474.1 FG07475.1
AN0475.1 YML093W
AN0476.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0477.1
AN0478.1
AN0479.1
AN0480.1
AN0481.1
AN0482.1
AN0483.1
AN0484.1
AN0485.1
AN0486.1
AN0487.1
AN0488.1
AN0489.1
AN0490.1
AN0491.1
AN0492.1
AN0493.1
AN0494.1
AN0495.1
AN0496.1
AN0497.1
AN0498.1
AN0499.1
AN0500.1
AN0501.1
AN0502.1
AN0503.1
AN0504.1 FG01464.1
AN0505.1
AN0506.1
AN0507.1
AN0508.1
AN0509.1
AN0510.1
AN0511.1
AN0512.1
AN0513.1
AN0514.1
AN0515.1
AN0516.1
AN0517.1
AN0518.1
AN0519.1
AN0520.1
AN0521.1
AN0522.1
AN0523.1
AN0524.1
AN0525.1
AN0526.1
AN0527.1 MG06187.1
AN0528.1
AN0529.1
AN0530.1 NCU08315.1
AN0531.1
AN0532.1
AN0533.1
AN0534.1
AN0535.1
AN0536.1
AN0537.1
AN0538.1
AN0539.1
AN0540.1
AN0541.1
AN0542.1
AN0543.1
AN0544.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0545.1
AN0546.1
AN0547.1
AN0548.1
AN0549.1
AN0550.1
AN0551.1
AN0552.1
AN0553.1
AN0554.1 MG03900.1
AN0555.1
AN0556.1 YMR224C YMR224C
AN0557.1
AN0558.1
AN0559.1 FG09817.1 MG06097.1 NCU06632.1
AN0560.1 FG09816.1
AN0561.1 FG09732.1 MG04146.1
AN0562.1
AN0563.1
AN0564.1
AN0565.1
AN0566.1
AN0567.1
AN0568.1
AN0569.1
AN0570.1
AN0571.1 MG01681.1
AN0572.1
AN0573.1 FG01644.1
AN0574.1
AN0575.1
AN0576.1 FG05306.1 MG06100.1
AN0577.1
AN0578.1
AN0579.1
AN0580.1
AN0581.1 YDR338C
AN0582.1 FG09724.1 MG07124.1 NCU07717.1
AN0583.1 MG04179.1
AN0584.1
AN0585.1
AN0586.1
AN0587.1
AN0588.1
AN0589.1 MG08049.1 NCU04439.1
AN0590.1 FG09767.1 MG04180.1 NCU07713.1
AN0591.1
AN0592.1
AN0593.1 FG05284.1 MG01687.1
AN0594.1
AN0595.1 FG09786.1
AN0596.1
AN0597.1
AN0598.1
AN0599.1 MG01176.1
AN0600.1
AN0601.1
AN0602.1
AN0603.1
AN0604.1
AN0605.1
AN0606.1 NCU06895.1
AN0607.1
AN0608.1
AN0609.1
AN0610.1
AN0611.1
AN0612.1 MG09900.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0613.1
AN0614.1
AN0615.1 FG04206.1 MG07831.1
AN0616.1
AN0617.1 NCU09532.1
AN0618.1
AN0619.1
AN0620.1
AN0621.1
AN0622.1
AN0623.1 NCU08977.1
AN0624.1 NCU09466.1
AN0625.1 FG06776.1 MG05721.1 NCU00308.1
AN0626.1
AN0627.1
AN0628.1 MG08725.1 NCU00780.1
AN0629.1 YIR038C
AN0630.1
AN0631.1
AN0632.1
AN0633.1
AN0634.1
AN0635.1
AN0636.1 FG00960.1 MG03933.1 NCU09757.1 YPL175W YPL175W
AN0637.1
AN0638.1
AN0639.1
AN0640.1
AN0641.1 FG02523.1 MG06249.1 YKL056C
AN0642.1
AN0643.1
AN0644.1
AN0645.1
AN0646.1
AN0647.1 FG09929.1 MG00977.1
AN0648.1
AN0649.1
AN0650.1
AN0651.1 NCU06493.1
AN0652.1
AN0653.1 YPL199C
AN0654.1 FG10097.1
AN0655.1
AN0656.1
AN0657.1
AN0658.1
AN0659.1
AN0660.1
AN0661.1
AN0662.1
AN0663.1
AN0664.1 MG02444.1
AN0665.1
AN0666.1
AN0667.1 MG10677.1
AN0668.1
AN0669.1
AN0670.1
AN0671.1
AN0672.1
AN0673.1 NCU07171.1
AN0674.1
AN0675.1
AN0676.1 FG09993.1 MG00961.1
AN0677.1
AN0678.1
AN0679.1
AN0680.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0681.1
AN0682.1
AN0683.1
AN0684.1
AN0685.1
AN0686.1 MG06004.1 NCU08946.1
AN0687.1 MG06197.1
AN0688.1 FG09998.1
AN0689.1
AN0690.1
AN0691.1
AN0692.1
AN0693.1
AN0694.1
AN0695.1
AN0696.1
AN0697.1
AN0698.1
AN0699.1
AN0700.1
AN0701.1
AN0702.1
AN0703.1
AN0704.1
AN0705.1
AN0706.1
AN0707.1 YOR048C
AN0708.1
AN0709.1
AN0710.1
AN0711.1
AN0712.1
AN0713.1
AN0714.1
AN0715.1
AN0716.1 FG04945.1 MG04909.1
AN0717.1
AN0718.1
AN0719.1
AN0720.1 FG09628.1 NCU07266.1
AN0721.1
AN0722.1 MG01762.1
AN0723.1
AN0724.1
AN0725.1
AN0726.1 FG01351.1
AN0727.1
AN0728.1
AN0729.1
AN0730.1 MG00297.1 NCU04450.1
AN0731.1
AN0732.1 MG04158.1
AN0733.1 FG04290.1 NCU01635.1 YNL031C
AN0734.1 FG05491.1
AN0735.1
AN0736.1
AN0737.1
AN0738.1
AN0739.1
AN0740.1
AN0741.1
AN0742.1
AN0743.1
AN0744.1
AN0745.1
AN0746.1
AN0747.1 FG00863.1 MG03600.1
AN0748.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0749.1
AN0750.1
AN0751.1
AN0752.1
AN0753.1
AN0754.1
AN0755.1
AN0756.1
AN0757.1
AN0758.1 FG10426.1 NCU08167.1
AN0759.1
AN0760.1
AN0761.1
AN0762.1 NCU04124.1 YKL179C
AN0763.1
AN0764.1 MG02619.1
AN0765.1
AN0766.1
AN0767.1
AN0768.1
AN0769.1 YKL025C
AN0770.1 NCU01928.1
AN0771.1
AN0772.1
AN0773.1
AN0774.1 MG01176.1
AN0775.1 MG08725.1
AN0776.1
AN0777.1
AN0778.1
AN0779.1
AN0780.1 NCU09116.1
AN0781.1
AN0782.1
AN0783.1
AN0784.1
AN0785.1
AN0786.1
AN0787.1
AN0788.1
AN0789.1
AN0790.1
AN0791.1
AN0792.1
AN0793.1
AN0794.1
AN0795.1
AN0796.1
AN0797.1 MG01309.1
AN0798.1
AN0799.1 MG09551.1
AN0800.1
AN0801.1
AN0802.1 MG01311.1
AN0803.1
AN0804.1 NCU02105.1
AN0805.1
AN0806.1
AN0807.1
AN0808.1 NCU02104.1
AN0809.1
AN0810.1
AN0811.1 YJR152W
AN0812.1
AN0813.1 MG01237.1
AN0814.1
AN0815.1
AN0816.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0817.1 NCU02621.1
AN0818.1 FG00665.1 MG01205.1 NCU02619.1 YLR401C YLR401C
AN0819.1 FG00898.1
AN0820.1
AN0821.1
AN0822.1
AN0823.1 NCU06989.1
AN0824.1 FG09661.1
AN0825.1
AN0826.1
AN0827.1 NCU00913.1 YJL091C
AN0828.1
AN0829.1
AN0830.1
AN0831.1
AN0832.1
AN0833.1
AN0834.1 MG05320.1 YOR254C YOR254C
AN0835.1
AN0836.1
AN0837.1
AN0838.1
AN0839.1
AN0840.1
AN0841.1
AN0842.1
AN0843.1 FG06019.1 MG06658.1 NCU09475.1
AN0844.1
AN0845.1
AN0846.1
AN0847.1 MG06648.1 NCU09485.1
AN0848.1
AN0849.1
AN0850.1
AN0851.1
AN0852.1
AN0853.1
AN0854.1
AN0855.1
AN0856.1
AN0857.1
AN0858.1 FG01015.1
AN0859.1
AN0860.1
AN0861.1
AN0862.1 FG10822.1 MG06730.1 YNL153C YNL153C
AN0863.1
AN0864.1
AN0865.1 FG01856.1 MG09217.1 NCU03692.1
AN0866.1
AN0867.1
AN0868.1 MG02999.1 NCU00580.1
AN0869.1
AN0870.1
AN0871.1 MG10490.1
AN0872.1
AN0873.1
AN0874.1 MG06313.1
AN0875.1
AN0876.1 FG06634.1
AN0877.1
AN0878.1
AN0879.1
AN0880.1 MG01481.1
AN0881.1
AN0882.1
AN0883.1
AN0884.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0885.1
AN0886.1
AN0887.1
AN0888.1
AN0889.1 FG09745.1 MG06080.1 YHR168W
AN0890.1
AN0891.1
AN0892.1
AN0893.1 FG05187.1
AN0894.1
AN0895.1 MG10413.1
AN0896.1 YLR164W
AN0897.1
AN0898.1
AN0899.1
AN0900.1
AN0901.1
AN0902.1
AN0903.1 FG05167.1 NCU03501.1
AN0904.1
AN0905.1
AN0906.1 MG03668.1
AN0907.1 FG07291.1 MG06479.1 NCU06431.1 YJL190C
AN0908.1
AN0909.1
AN0910.1
AN0911.1
AN0912.1
AN0913.1 MG08368.1 NCU09192.1
AN0914.1
AN0915.1
AN0916.1
AN0917.1
AN0918.1 FG05164.1
AN0919.1
AN0920.1
AN0921.1
AN0922.1
AN0923.1
AN0924.1 FG05434.1
AN0925.1
AN0926.1
AN0927.1
AN0928.1
AN0929.1
AN0930.1 FG08690.1 MG10269.1
AN0931.1
AN0932.1 YPL091W
AN0933.1
AN0934.1
AN0935.1
AN0936.1 FG00749.1 MG01322.1 YKL194C
AN0937.1
AN0938.1
AN0939.1
AN0940.1
AN0941.1
AN0942.1 MG01231.1 NCU00643.1
AN0943.1 YPR020W
AN0944.1
AN0945.1
AN0946.1 FG00292.1 YOR206W
AN0947.1
AN0948.1
AN0949.1
AN0950.1
AN0951.1
AN0952.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN0953.1 FG05438.1 MG05694.1 NCU00376.1
AN0954.1
AN0955.1
AN0956.1 MG08825.1 NCU00065.1
AN0957.1
AN0958.1
AN0959.1
AN0960.1
AN0961.1
AN0962.1
AN0963.1
AN0964.1
AN0965.1
AN0966.1 FG07308.1 MG06385.1 NCU06491.1
AN0967.1
AN0968.1
AN0969.1
AN0970.1
AN0971.1
AN0972.1
AN0973.1
AN0974.1
AN0975.1
AN0976.1
AN0977.1
AN0978.1 MG02390.1 NCU03548.1
AN0979.1
AN0980.1
AN0981.1
AN0982.1
AN0983.1
AN0984.1 YOR243C
AN0985.1
AN0986.1
AN0987.1
AN0988.1
AN0989.1
AN0990.1
AN0991.1
AN0992.1
AN0993.1 FG04668.1
AN0994.1
AN0995.1
AN0996.1
AN0997.1 FG01970.1
AN0998.1
AN0999.1
AN1000.1
AN1001.1
AN1002.1 FG09579.1 MG07150.1 NCU07698.1
AN1003.1
AN1004.1
AN1005.1 FG09793.1 NCU05282.1
AN1006.1
AN1007.1
AN1008.1
AN1009.1
AN1010.1
AN1011.1
AN1012.1
AN1013.1 NCU04331.1
AN1014.1 NCU01751.1 YKL188C YKL188C
AN1015.1
AN1016.1
AN1017.1
AN1018.1
AN1019.1 FG09616.1
AN1020.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1021.1
AN1022.1
AN1023.1 FG09721.1 MG06180.1
AN1024.1
AN1025.1
AN1026.1
AN1027.1
AN1028.1 NCU06324.1
AN1029.1
AN1030.1
AN1031.1
AN1032.1
AN1033.1
AN1034.1
AN1035.1
AN1036.1
AN1037.1 MG01985.1 NCU02209.1
AN1038.1
AN1039.1
AN1040.1
AN1041.1
AN1042.1
AN1043.1
AN1044.1 YDR117C
AN1045.1
AN1046.1
AN1047.1
AN1048.1
AN1049.1
AN1050.1
AN1051.1
AN1052.1
AN1053.1
AN1054.1
AN1055.1
AN1056.1
AN1057.1
AN1058.1
AN1059.1 FG00840.1
AN1060.1
AN1061.1 MG01385.1
AN1062.1
AN1063.1 FG09547.1
AN1064.1
AN1065.1 YPR133C
AN1066.1
AN1067.1
AN1068.1
AN1069.1
AN1070.1
AN1071.1
AN1072.1
AN1073.1
AN1074.1
AN1075.1
AN1076.1
AN1077.1
AN1078.1 NCU00299.1 YLR284C YLR284C
AN1079.1
AN1080.1
AN1081.1
AN1082.1 FG05143.1 MG08146.1
AN1083.1
AN1084.1 FG07182.1
AN1085.1 FG00833.1
AN1086.1
AN1087.1
AN1088.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1089.1
AN1090.1
AN1091.1
AN1092.1 YNL191W
AN1093.1 YOR211C
AN1094.1
AN1095.1
AN1096.1
AN1097.1
AN1098.1
AN1099.1
AN1100.1 FG10203.1 MG00771.1
AN1101.1
AN1102.1 NCU00447.1
AN1103.1 FG04103.1 MG05196.1
AN1104.1 FG02563.1 MG05258.1
AN1105.1
AN1106.1
AN1107.1
AN1108.1
AN1109.1
AN1110.1 MG04927.1
AN1111.1
AN1112.1
AN1113.1
AN1114.1
AN1115.1
AN1116.1
AN1117.1
AN1118.1
AN1119.1 MG04539.1
AN1120.1
AN1121.1
AN1122.1 YPL220W YPL220W
AN1123.1 FG00341.1
AN1124.1
AN1125.1
AN1126.1 NCU08340.1
AN1127.1 MG04441.1
AN1128.1 NCU08338.1
AN1129.1
AN1130.1
AN1131.1
AN1132.1
AN1133.1 FG09422.1 MG03089.1 NCU02463.1
AN1134.1
AN1135.1
AN1136.1 FG05701.1 NCU06022.1 YDR287W
AN1137.1 FG05704.1
AN1138.1
AN1139.1
AN1140.1
AN1141.1
AN1142.1
AN1143.1
AN1144.1
AN1145.1
AN1146.1
AN1147.1
AN1148.1
AN1149.1
AN1150.1 FG01573.1 MG02375.1 NCU05410.1 YOL140W
AN1151.1 FG09485.1 MG01335.1 NCU04071.1
AN1152.1 MG09883.1
AN1153.1
AN1154.1
AN1155.1
AN1156.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1157.1
AN1158.1
AN1159.1
AN1160.1
AN1161.1
AN1162.1
AN1163.1 FG01015.1 NCU02630.1 YDR258C
AN1164.1
AN1165.1 MG00362.1
AN1166.1 FG01016.1 MG04444.1 NCU02707.1 YLR448W
AN1167.1
AN1168.1 FG01364.1 YGR217W YGR217W
AN1169.1
AN1170.1
AN1171.1
AN1172.1
AN1173.1 NCU04403.1
AN1174.1
AN1175.1
AN1176.1
AN1177.1 MG06860.1
AN1178.1
AN1179.1
AN1180.1
AN1181.1 MG05526.1
AN1182.1
AN1183.1
AN1184.1 YJL213W
AN1185.1
AN1186.1
AN1187.1
AN1188.1
AN1189.1
AN1190.1
AN1191.1 MG05737.1 YDR510W
AN1192.1
AN1193.1
AN1194.1 FG01329.1 MG06348.1
AN1195.1 MG06349.1
AN1196.1
AN1197.1
AN1198.1 MG04826.1 NCU02727.1
AN1199.1 FG10375.1
AN1200.1
AN1201.1 FG01333.1 MG06345.1
AN1202.1 MG09400.1
AN1203.1
AN1204.1
AN1205.1
AN1206.1
AN1207.1
AN1208.1 FG01337.1 MG05616.1 NCU02966.1
AN1209.1 YGR232W
AN1210.1
AN1211.1 FG01152.1 MG04827.1
AN1212.1
AN1213.1
AN1214.1
AN1215.1
AN1216.1 YIL053W
AN1217.1
AN1218.1
AN1219.1
AN1220.1
AN1221.1
AN1222.1 MG00383.1
AN1223.1
AN1224.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1225.1
AN1226.1
AN1227.1
AN1228.1
AN1229.1 MG04454.1
AN1230.1
AN1231.1 FG00621.1
AN1232.1
AN1233.1
AN1234.1
AN1235.1
AN1236.1
AN1237.1 FG01157.1 NCU02741.1
AN1238.1
AN1239.1
AN1240.1
AN1241.1
AN1242.1
AN1243.1
AN1244.1 YKR018C YKR018C
AN1245.1
AN1246.1 MG05063.1
AN1247.1 YOR292C
AN1248.1
AN1249.1 YKL012W
AN1250.1
AN1251.1
AN1252.1
AN1253.1
AN1254.1
AN1255.1
AN1256.1
AN1257.1 FG10282.1 MG04092.1 NCU00244.1
AN1258.1
AN1259.1 YLR117C YLR117C
AN1260.1
AN1261.1 FG05613.1
AN1262.1
AN1263.1 FG05615.1
AN1264.1
AN1265.1
AN1266.1
AN1267.1
AN1268.1
AN1269.1 NCU07927.1
AN1270.1 FG05614.1 MG05156.1
AN1271.1
AN1272.1
AN1273.1
AN1274.1
AN1275.1
AN1276.1
AN1277.1
AN1278.1
AN1279.1
AN1280.1
AN1281.1
AN1282.1
AN1283.1
AN1284.1
AN1285.1
AN1286.1 MG00590.1
AN1287.1 MG07912.1 NCU05633.1
AN1288.1
AN1289.1
AN1290.1 YJL094C
AN1291.1
AN1292.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1293.1 FG01324.1 MG06354.1
AN1294.1
AN1295.1
AN1296.1 MG05169.1
AN1297.1
AN1298.1
AN1299.1
AN1300.1
AN1301.1
AN1302.1
AN1303.1
AN1304.1
AN1305.1
AN1306.1
AN1307.1
AN1308.1
AN1309.1
AN1310.1
AN1311.1
AN1312.1
AN1313.1
AN1314.1
AN1315.1
AN1316.1
AN1317.1
AN1318.1
AN1319.1 MG02467.1
AN1320.1
AN1321.1
AN1322.1
AN1323.1
AN1324.1
AN1325.1
AN1326.1
AN1327.1
AN1328.1
AN1329.1
AN1330.1
AN1331.1
AN1332.1
AN1333.1 FG09951.1 MG01005.1 NCU03882.1
AN1334.1 MG01006.1
AN1335.1
AN1336.1
AN1337.1
AN1338.1
AN1339.1
AN1340.1
AN1341.1 FG01552.1
AN1342.1
AN1343.1
AN1344.1
AN1345.1
AN1346.1
AN1347.1
AN1348.1
AN1349.1
AN1350.1
AN1351.1
AN1352.1
AN1353.1
AN1354.1 MG10652.1 NCU01022.1
AN1355.1 YMR253C
AN1356.1
AN1357.1 MG01003.1
AN1358.1
AN1359.1
AN1360.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1361.1
AN1362.1
AN1363.1
AN1364.1 NCU06751.1
AN1365.1
AN1366.1 YLL034C YLL034C
AN1367.1 FG11603.1 MG09313.1 NCU03321.1
AN1368.1
AN1369.1
AN1370.1
AN1371.1
AN1372.1
AN1373.1
AN1374.1
AN1375.1
AN1376.1 MG01295.1 NCU04699.1
AN1377.1
AN1378.1 FG08359.1
AN1379.1 FG10280.1
AN1380.1 FG08614.1 NCU07451.1 YGR264C
AN1381.1
AN1382.1
AN1383.1
AN1384.1 FG10145.1 MG00775.1 NCU04316.1
AN1385.1 MG03150.1
AN1386.1
AN1387.1 FG06033.1 NCU03517.1
AN1388.1
AN1389.1
AN1390.1
AN1391.1
AN1392.1
AN1393.1
AN1394.1
AN1395.1
AN1396.1 FG03249.1
AN1397.1
AN1398.1
AN1399.1
AN1400.1
AN1401.1
AN1402.1
AN1403.1 YGL040C
AN1404.1
AN1405.1
AN1406.1
AN1407.1
AN1408.1
AN1409.1
AN1410.1
AN1411.1
AN1412.1
AN1413.1 FG04907.1
AN1414.1
AN1415.1
AN1416.1
AN1417.1
AN1418.1
AN1419.1
AN1420.1 NCU05589.1
AN1421.1
AN1422.1
AN1423.1
AN1424.1
AN1425.1
AN1426.1 FG08454.1 MG02309.1
AN1427.1
AN1428.1 MG00620.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1429.1
AN1430.1
AN1431.1
AN1432.1 FG06985.1 MG04414.1 NCU02678.1
AN1433.1 FG03601.1 MG10414.1
AN1434.1
AN1435.1
AN1436.1
AN1437.1
AN1438.1
AN1439.1
AN1440.1
AN1441.1
AN1442.1 MG04412.1
AN1443.1
AN1444.1
AN1445.1 YIL110W
AN1446.1
AN1447.1
AN1448.1
AN1449.1
AN1450.1
AN1451.1 FG00185.1 NCU00537.1
AN1452.1
AN1453.1
AN1454.1 FG00428.1 MG04771.1
AN1455.1 FG00430.1 NCU02708.1
AN1456.1
AN1457.1
AN1458.1
AN1459.1
AN1460.1 MG02400.1 NCU03369.1
AN1461.1
AN1462.1
AN1463.1
AN1464.1
AN1465.1
AN1466.1
AN1467.1 MG00166.1 NCU00958.1
AN1468.1
AN1469.1 YGL018C
AN1470.1
AN1471.1
AN1472.1
AN1473.1
AN1474.1
AN1475.1
AN1476.1
AN1477.1 FG08946.1 NCU01900.1
AN1478.1
AN1479.1 YHR120W YHR120W
AN1480.1 YIR032C YIR032C
AN1481.1
AN1482.1 MG05196.1
AN1483.1
AN1484.1 MG04396.1 NCU01965.1
AN1485.1 NCU03124.1
AN1486.1
AN1487.1
AN1488.1
AN1489.1 FG06669.1 MG05309.1 NCU00226.1
AN1490.1
AN1491.1 FG02532.1 MG05682.1 NCU00157.1
AN1492.1
AN1493.1
AN1494.1 NCU02052.1
AN1495.1 YFL017W-A
AN1496.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1497.1
AN1498.1
AN1499.1
AN1500.1
AN1501.1
AN1502.1
AN1503.1 NCU05977.1
AN1504.1
AN1505.1
AN1506.1
AN1507.1
AN1508.1
AN1509.1
AN1510.1
AN1511.1
AN1512.1
AN1513.1 YGR012W YGR012W
AN1514.1
AN1515.1
AN1516.1
AN1517.1
AN1518.1
AN1519.1
AN1520.1
AN1521.1
AN1522.1 YGL010W
AN1523.1 FG00637.1
AN1524.1 FG00417.1
AN1525.1 YML055W
AN1526.1 FG05601.1 NCU00966.1 YKL207W
AN1527.1
AN1528.1
AN1529.1
AN1530.1
AN1531.1
AN1532.1
AN1533.1
AN1534.1 FG00373.1 MG04752.1 YPL078C
AN1535.1
AN1536.1 MG04758.1
AN1537.1
AN1538.1 YGR005C
AN1539.1 FG00623.1 MG00336.1
AN1540.1
AN1541.1 MG00652.1 NCU02056.1
AN1542.1
AN1543.1 YJR051W
AN1544.1
AN1545.1
AN1546.1
AN1547.1 FG08266.1 MG06609.1
AN1548.1
AN1549.1
AN1550.1
AN1551.1
AN1552.1
AN1553.1
AN1554.1
AN1555.1
AN1556.1
AN1557.1
AN1558.1 YMR109W
AN1559.1
AN1560.1
AN1561.1
AN1562.1
AN1563.1 FG02203.1 MG05506.1
AN1564.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1565.1 YOL003C
AN1566.1
AN1567.1
AN1568.1
AN1569.1
AN1570.1
AN1571.1 FG03813.1 MG06009.1 NCU09775.1
AN1572.1
AN1573.1
AN1574.1
AN1575.1
AN1576.1
AN1577.1
AN1578.1
AN1579.1
AN1580.1
AN1581.1
AN1582.1
AN1583.1
AN1584.1
AN1585.1
AN1586.1
AN1587.1
AN1588.1
AN1589.1
AN1590.1
AN1591.1
AN1592.1 FG10097.1
AN1593.1
AN1594.1
AN1595.1
AN1596.1
AN1597.1 FG00828.1 NCU01598.1
AN1598.1
AN1599.1
AN1600.1
AN1601.1
AN1602.1
AN1603.1
AN1604.1
AN1605.1
AN1606.1
AN1607.1
AN1608.1
AN1609.1
AN1610.1
AN1611.1
AN1612.1
AN1613.1
AN1614.1
AN1615.1
AN1616.1
AN1617.1
AN1618.1
AN1619.1
AN1620.1
AN1621.1
AN1622.1
AN1623.1
AN1624.1 MG00892.1 NCU02250.1
AN1625.1
AN1626.1
AN1627.1
AN1628.1
AN1629.1
AN1630.1
AN1631.1
AN1632.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1633.1
AN1634.1
AN1635.1
AN1636.1
AN1637.1
AN1638.1 FG08340.1
AN1639.1
AN1640.1
AN1641.1
AN1642.1
AN1643.1
AN1644.1
AN1645.1
AN1646.1
AN1647.1
AN1648.1
AN1649.1
AN1650.1
AN1651.1
AN1652.1
AN1653.1
AN1654.1
AN1655.1
AN1656.1
AN1657.1
AN1658.1
AN1659.1
AN1660.1
AN1661.1
AN1662.1 FG07515.1 MG04898.1 NCU09442.1 YPL225W
AN1663.1
AN1664.1
AN1665.1 FG07520.1 MG00700.1 YJL057C
AN1666.1
AN1667.1
AN1668.1
AN1669.1
AN1670.1
AN1671.1
AN1672.1
AN1673.1 FG01486.1 NCU02785.1
AN1674.1
AN1675.1
AN1676.1
AN1677.1
AN1678.1
AN1679.1
AN1680.1
AN1681.1
AN1682.1
AN1683.1 YMR149W
AN1684.1
AN1685.1
AN1686.1
AN1687.1
AN1688.1
AN1689.1
AN1690.1
AN1691.1
AN1692.1
AN1693.1
AN1694.1 NCU06029.1
AN1695.1
AN1696.1
AN1697.1
AN1698.1
AN1699.1 FG10790.1 MG03418.1
AN1700.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1701.1
AN1702.1
AN1703.1
AN1704.1 MG08016.1
AN1705.1
AN1706.1
AN1707.1
AN1708.1
AN1709.1
AN1710.1 YPL104W
AN1711.1 FG09760.1 NCU08663.1
AN1712.1
AN1713.1
AN1714.1
AN1715.1 MG10677.1
AN1716.1
AN1717.1
AN1718.1
AN1719.1
AN1720.1
AN1721.1 NCU08363.1
AN1722.1
AN1723.1
AN1724.1
AN1725.1
AN1726.1 FG09240.1 MG03840.1
AN1727.1
AN1728.1
AN1729.1
AN1730.1
AN1731.1
AN1732.1
AN1733.1 FG01141.1 MG00189.1 NCU03076.1 YHR037W YHR037W
AN1734.1
AN1735.1
AN1736.1
AN1737.1
AN1738.1
AN1739.1
AN1740.1
AN1741.1
AN1742.1
AN1743.1 MG03839.1
AN1744.1
AN1745.1
AN1746.1
AN1747.1
AN1748.1
AN1749.1
AN1750.1
AN1751.1 MG00559.1 NCU04040.1
AN1752.1 FG08463.1 MG00929.1 YFR030W
AN1753.1
AN1754.1 NCU07061.1
AN1755.1
AN1756.1
AN1757.1 FG05365.1 NCU05942.1
AN1758.1
AN1759.1
AN1760.1
AN1761.1
AN1762.1
AN1763.1
AN1764.1
AN1765.1
AN1766.1 FG05127.1 MG07444.1
AN1767.1 MG00645.1
AN1768.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1769.1
AN1770.1 YHR147C YHR147C
AN1771.1
AN1772.1
AN1773.1
AN1774.1
AN1775.1 FG02191.1 NCU05644.1
AN1776.1 FG02192.1 MG03758.1 NCU05645.1
AN1777.1
AN1778.1 FG09312.1 MG00599.1
AN1779.1
AN1780.1 FG09309.1 MG00596.1 NCU05971.1
AN1781.1
AN1782.1
AN1783.1
AN1784.1
AN1785.1
AN1786.1
AN1787.1
AN1788.1
AN1789.1
AN1790.1
AN1791.1
AN1792.1
AN1793.1
AN1794.1
AN1795.1
AN1796.1 YDR182W
AN1797.1
AN1798.1
AN1799.1
AN1800.1
AN1801.1
AN1802.1
AN1803.1
AN1804.1
AN1805.1
AN1806.1
AN1807.1
AN1808.1
AN1809.1
AN1810.1
AN1811.1 YGL142C
AN1812.1
AN1813.1
AN1814.1
AN1815.1
AN1816.1
AN1817.1
AN1818.1
AN1819.1
AN1820.1
AN1821.1
AN1822.1
AN1823.1
AN1824.1
AN1825.1 MG10087.1
AN1826.1
AN1827.1
AN1828.1
AN1829.1
AN1830.1
AN1831.1
AN1832.1
AN1833.1
AN1834.1
AN1835.1
AN1836.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1837.1
AN1838.1
AN1839.1
AN1840.1 FG10853.1 MG02409.1
AN1841.1
AN1842.1
AN1843.1
AN1844.1
AN1845.1
AN1846.1
AN1847.1
AN1848.1
AN1849.1
AN1850.1 YKR087C
AN1851.1 FG06761.1 NCU07567.1
AN1852.1
AN1853.1 FG01866.1
AN1854.1
AN1855.1
AN1856.1
AN1857.1
AN1858.1 MG00755.1
AN1859.1
AN1860.1 FG06738.1 NCU00360.1 YLR290C
AN1861.1 YGR129W YGR129W
AN1862.1
AN1863.1
AN1864.1
AN1865.1 MG04225.1
AN1866.1
AN1867.1
AN1868.1
AN1869.1
AN1870.1
AN1871.1
AN1872.1
AN1873.1
AN1874.1
AN1875.1
AN1876.1
AN1877.1
AN1878.1
AN1879.1
AN1880.1
AN1881.1 NCU08315.1
AN1882.1
AN1883.1 FG06098.1 NCU02639.1
AN1884.1
AN1885.1
AN1886.1 FG09882.1 MG08318.1 NCU09035.1
AN1887.1
AN1888.1
AN1889.1
AN1890.1
AN1891.1
AN1892.1 FG06415.1 YJL143W
AN1893.1
AN1894.1
AN1895.1
AN1896.1 FG06449.1 MG00317.1 NCU05537.1
AN1897.1
AN1898.1
AN1899.1
AN1900.1 FG09462.1 NCU04713.1
AN1901.1
AN1902.1
AN1903.1
AN1904.1 YJR064W YJR064W
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1905.1
AN1906.1
AN1907.1
AN1908.1
AN1909.1
AN1910.1
AN1911.1
AN1912.1
AN1913.1 FG08761.1
AN1914.1
AN1915.1 FG08760.1
AN1916.1
AN1917.1
AN1918.1 FG08601.1 NCU09873.1
AN1919.1
AN1920.1
AN1921.1 MG08896.1
AN1922.1
AN1923.1
AN1924.1
AN1925.1
AN1926.1
AN1927.1
AN1928.1
AN1929.1
AN1930.1
AN1931.1
AN1932.1
AN1933.1
AN1934.1
AN1935.1
AN1936.1
AN1937.1
AN1938.1
AN1939.1
AN1940.1
AN1941.1
AN1942.1
AN1943.1
AN1944.1
AN1945.1
AN1946.1
AN1947.1
AN1948.1
AN1949.1 FG04350.1
AN1950.1
AN1951.1
AN1952.1
AN1953.1 FG10385.1 NCU04247.1
AN1954.1
AN1955.1
AN1956.1
AN1957.1
AN1958.1
AN1959.1
AN1960.1
AN1961.1
AN1962.1
AN1963.1
AN1964.1 NCU08502.1
AN1965.1 MG07148.1
AN1966.1
AN1967.1
AN1968.1 MG03250.1
AN1969.1 FG04412.1
AN1970.1
AN1971.1 YDR190C YDR190C
AN1972.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN1973.1 NCU05959.1
AN1974.1
AN1975.1
AN1976.1
AN1977.1
AN1978.1
AN1979.1
AN1980.1
AN1981.1 YJL031C
AN1982.1
AN1983.1
AN1984.1
AN1985.1
AN1986.1
AN1987.1
AN1988.1 FG05181.1 YIL068C
AN1989.1 MG07162.1 NCU06761.1
AN1990.1
AN1991.1
AN1992.1
AN1993.1
AN1994.1
AN1995.1
AN1996.1 FG01498.1
AN1997.1
AN1998.1
AN1999.1 MG01048.1 NCU05982.1 YOL096C
AN2000.1
AN2001.1
AN2002.1 NCU05999.1
AN2003.1
AN2004.1
AN2005.1
AN2006.1
AN2007.1
AN2008.1 YHR100C
AN2009.1
AN2010.1
AN2011.1
AN2012.1
AN2013.1
AN2014.1
AN2015.1
AN2016.1
AN2017.1
AN2018.1
AN2019.1
AN2020.1
AN2021.1
AN2022.1
AN2023.1
AN2024.1
AN2025.1
AN2026.1
AN2027.1
AN2028.1
AN2029.1
AN2030.1 FG01866.1
AN2031.1
AN2032.1
AN2033.1
AN2034.1
AN2035.1
AN2036.1
AN2037.1
AN2038.1
AN2039.1
AN2040.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2041.1
AN2042.1 MG09211.1
AN2043.1
AN2044.1
AN2045.1
AN2046.1
AN2047.1
AN2048.1 FG01890.1
AN2049.1
AN2050.1
AN2051.1
AN2052.1
AN2053.1 NCU00356.1
AN2054.1
AN2055.1 MG05176.1
AN2056.1 FG06749.1
AN2057.1 MG06378.1 YGL068W
AN2058.1
AN2059.1
AN2060.1
AN2061.1 MG03880.1
AN2062.1 YJL034W
AN2063.1
AN2064.1
AN2065.1
AN2066.1
AN2067.1
AN2068.1
AN2069.1
AN2070.1
AN2071.1 YNR006W
AN2072.1
AN2073.1
AN2074.1
AN2075.1
AN2076.1 NCU04840.1
AN2077.1 FG08439.1
AN2078.1
AN2079.1
AN2080.1
AN2081.1
AN2082.1
AN2083.1
AN2084.1
AN2085.1 FG00367.1 MG04529.1
AN2086.1
AN2087.1
AN2088.1 FG01054.1
AN2089.1
AN2090.1 YPL263C
AN2091.1
AN2092.1
AN2093.1
AN2094.1 YDR141C
AN2095.1
AN2096.1
AN2097.1
AN2098.1
AN2099.1
AN2100.1
AN2101.1
AN2102.1
AN2103.1
AN2104.1 MG04742.1
AN2105.1 FG00358.1 MG04741.1 NCU00505.1 YGR074W
AN2106.1
AN2107.1 FG01359.1 MG00521.1
AN2108.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2109.1
AN2110.1 NCU01057.1
AN2111.1
AN2112.1
AN2113.1
AN2114.1 NCU08315.1
AN2115.1
AN2116.1 YLL056C
AN2117.1
AN2118.1
AN2119.1 NCU04090.1
AN2120.1
AN2121.1
AN2122.1
AN2123.1
AN2124.1
AN2125.1
AN2126.1
AN2127.1
AN2128.1
AN2129.1 MG05274.1 NCU00467.1
AN2130.1
AN2131.1
AN2132.1
AN2133.1
AN2134.1
AN2135.1
AN2136.1 FG07133.1 MG07063.1 NCU01243.1
AN2137.1
AN2138.1
AN2139.1 FG07145.1 MG07058.1 YOR258W
AN2140.1 MG07209.1
AN2141.1
AN2142.1
AN2143.1 FG07139.1 MG07070.1
AN2144.1
AN2145.1
AN2146.1
AN2147.1
AN2148.1
AN2149.1
AN2150.1 MG10357.1
AN2151.1
AN2152.1
AN2153.1 MG07084.1 NCU08026.1
AN2154.1
AN2155.1 MG06151.1 YGL091C
AN2156.1
AN2157.1
AN2158.1 MG01176.1
AN2159.1
AN2160.1
AN2161.1 MG10359.1
AN2162.1
AN2163.1
AN2164.1
AN2165.1
AN2166.1
AN2167.1
AN2168.1
AN2169.1 MG06521.1
AN2170.1
AN2171.1
AN2172.1 YNL025C YNL025C
AN2173.1 YNL083W YNL083W
AN2174.1
AN2175.1
AN2176.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2177.1
AN2178.1
AN2179.1
AN2180.1
AN2181.1 FG05301.1
AN2182.1
AN2183.1
AN2184.1 MG04663.1 NCU07577.1
AN2185.1 FG06686.1
AN2186.1
AN2187.1
AN2188.1
AN2189.1
AN2190.1 FG07428.1
AN2191.1
AN2192.1
AN2193.1
AN2194.1
AN2195.1
AN2196.1
AN2197.1
AN2198.1
AN2199.1
AN2200.1
AN2201.1
AN2202.1
AN2203.1
AN2204.1
AN2205.1
AN2206.1
AN2207.1
AN2208.1
AN2209.1
AN2210.1
AN2211.1 YPR025C
AN2212.1
AN2213.1
AN2214.1 FG07307.1 NCU06489.1
AN2215.1
AN2216.1
AN2217.1
AN2218.1
AN2219.1
AN2220.1
AN2221.1
AN2222.1
AN2223.1 FG05083.1
AN2224.1
AN2225.1
AN2226.1
AN2227.1
AN2228.1
AN2229.1 FG05658.1 MG01469.1
AN2230.1
AN2231.1
AN2232.1
AN2233.1 MG01432.1 NCU07019.1
AN2234.1
AN2235.1
AN2236.1
AN2237.1 FG08454.1 MG02309.1
AN2238.1
AN2239.1
AN2240.1
AN2241.1
AN2242.1
AN2243.1 MG01743.1
AN2244.1 MG08640.1 NCU01183.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2245.1
AN2246.1
AN2247.1
AN2248.1 FG05554.1 YGR019W
AN2249.1
AN2250.1
AN2251.1
AN2252.1
AN2253.1
AN2254.1
AN2255.1
AN2256.1
AN2257.1
AN2258.1 FG06661.1
AN2259.1
AN2260.1
AN2261.1
AN2262.1 FG07195.1 YKL143W
AN2263.1 MG07525.1 YGL099W YGL099W
AN2264.1
AN2265.1
AN2266.1
AN2267.1
AN2268.1 FG07333.1
AN2269.1
AN2270.1
AN2271.1
AN2272.1 FG06932.1 MG06270.1 NCU00414.1
AN2273.1 MG06267.1
AN2274.1
AN2275.1 FG06931.1
AN2276.1
AN2277.1
AN2278.1
AN2279.1
AN2280.1
AN2281.1
AN2282.1 MG04927.1
AN2283.1 FG05550.1 NCU06485.1
AN2284.1 FG07266.1
AN2285.1
AN2286.1 MG03880.1 NCU01754.1
AN2287.1 MG01385.1
AN2288.1
AN2289.1
AN2290.1
AN2291.1
AN2292.1 YIL019W
AN2293.1
AN2294.1 FG02040.1 MG05481.1 NCU01229.1
AN2295.1 MG05480.1
AN2296.1 NCU06701.1
AN2297.1
AN2298.1 YPR180W
AN2299.1
AN2300.1
AN2301.1
AN2302.1 MG04978.1
AN2303.1 YOR149C
AN2304.1
AN2305.1
AN2306.1 MG05093.1
AN2307.1
AN2308.1 FG05303.1
AN2309.1
AN2310.1
AN2311.1 FG09764.1 NCU08671.1 YMR220W YMR220W
AN2312.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2313.1
AN2314.1
AN2315.1 YJR121W
AN2316.1 FG04315.1
AN2317.1 NCU01587.1 YLL050C
AN2318.1
AN2319.1
AN2320.1
AN2321.1 MG02204.1 NCU05884.1
AN2322.1
AN2323.1
AN2324.1
AN2325.1
AN2326.1
AN2327.1 FG05028.1 NCU00736.1 YHR111W YHR111W
AN2328.1
AN2329.1
AN2330.1
AN2331.1
AN2332.1 FG05610.1 MG00167.1 NCU00959.1 YLL041C
AN2333.1
AN2334.1
AN2335.1 FG05284.1
AN2336.1
AN2337.1
AN2338.1
AN2339.1
AN2340.1
AN2341.1
AN2342.1
AN2343.1 FG01866.1
AN2344.1
AN2345.1
AN2346.1
AN2347.1
AN2348.1
AN2349.1
AN2350.1
AN2351.1 MG09007.1
AN2352.1
AN2353.1
AN2354.1
AN2355.1
AN2356.1
AN2357.1
AN2358.1
AN2359.1 FG07993.1 MG08985.1 NCU09923.1
AN2360.1
AN2361.1 FG10099.1
AN2362.1
AN2363.1
AN2364.1
AN2365.1
AN2366.1
AN2367.1
AN2368.1
AN2369.1
AN2370.1
AN2371.1
AN2372.1
AN2373.1
AN2374.1
AN2375.1
AN2376.1
AN2377.1
AN2378.1
AN2379.1 MG09463.1 NCU08857.1
AN2380.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2381.1
AN2382.1
AN2383.1
AN2384.1
AN2385.1
AN2386.1
AN2387.1
AN2388.1
AN2389.1
AN2390.1 NCU06416.1
AN2391.1
AN2392.1
AN2393.1
AN2394.1
AN2395.1
AN2396.1
AN2397.1
AN2398.1
AN2399.1
AN2400.1
AN2401.1
AN2402.1
AN2403.1
AN2404.1 MG04946.1 NCU04921.1
AN2405.1 NCU07906.1
AN2406.1
AN2407.1
AN2408.1
AN2409.1
AN2410.1
AN2411.1
AN2412.1
AN2413.1
AN2414.1 FG00376.1
AN2415.1 FG00365.1 MG09284.1 NCU02533.1 YPR110C
AN2416.1
AN2417.1 FG00363.1 MG09282.1
AN2418.1 YLR396C
AN2419.1
AN2420.1 MG00356.1
AN2421.1
AN2422.1
AN2423.1
AN2424.1
AN2425.1
AN2426.1 FG05491.1 YNL030W
AN2427.1
AN2428.1
AN2429.1
AN2430.1
AN2431.1
AN2432.1 YOR020C
AN2433.1
AN2434.1
AN2435.1 MG06720.1
AN2436.1
AN2437.1
AN2438.1 FG05298.1 NCU09745.1 YOR262W
AN2439.1 MG06111.1
AN2440.1 MG04113.1
AN2441.1 NCU08040.1 YPL003W
AN2442.1
AN2443.1
AN2444.1
AN2445.1
AN2446.1
AN2447.1 FG01481.1 MG03241.1
AN2448.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2449.1
AN2450.1 FG06030.1
AN2451.1
AN2452.1
AN2453.1
AN2454.1
AN2455.1
AN2456.1
AN2457.1
AN2458.1 FG05884.1 NCU08875.1
AN2459.1
AN2460.1
AN2461.1
AN2462.1
AN2463.1
AN2464.1 MG05189.1
AN2465.1 YDR387C
AN2466.1 NCU08152.1
AN2467.1
AN2468.1
AN2469.1
AN2470.1
AN2471.1
AN2472.1
AN2473.1
AN2474.1 NCU00889.1
AN2475.1
AN2476.1
AN2477.1
AN2478.1
AN2479.1
AN2480.1
AN2481.1
AN2482.1
AN2483.1
AN2484.1
AN2485.1 NCU06395.1
AN2486.1
AN2487.1
AN2488.1
AN2489.1 MG10675.1 NCU07172.1
AN2490.1
AN2491.1
AN2492.1
AN2493.1 FG07375.1 MG04900.1 NCU01376.1
AN2494.1
AN2495.1
AN2496.1
AN2497.1 FG04980.1 NCU06530.1
AN2498.1
AN2499.1
AN2500.1 YLR285W YLR285W
AN2501.1
AN2502.1
AN2503.1
AN2504.1
AN2505.1
AN2506.1
AN2507.1
AN2508.1 FG10049.1
AN2509.1 YJR078W
AN2510.1
AN2511.1 YJL030W
AN2512.1
AN2513.1 MG01344.1 NCU04595.1
AN2514.1 FG10036.1
AN2515.1 MG08810.1
AN2516.1 MG05528.1 NCU01069.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2517.1
AN2518.1
AN2519.1
AN2520.1
AN2521.1
AN2522.1 NCU03613.1
AN2523.1
AN2524.1
AN2525.1 FG10119.1 MG09501.1
AN2526.1 MG01808.1
AN2527.1
AN2528.1
AN2529.1 FG09979.1 MG07309.1
AN2530.1
AN2531.1 MG07444.1
AN2532.1
AN2533.1
AN2534.1
AN2535.1
AN2536.1
AN2537.1
AN2538.1
AN2539.1
AN2540.1
AN2541.1
AN2542.1
AN2543.1
AN2544.1
AN2545.1
AN2546.1
AN2547.1
AN2548.1
AN2549.1
AN2550.1
AN2551.1
AN2552.1
AN2553.1
AN2554.1
AN2555.1
AN2556.1
AN2557.1
AN2558.1
AN2559.1
AN2560.1 YHL036W YHL036W
AN2561.1 FG00828.1
AN2562.1 FG11567.1 NCU05886.1
AN2563.1
AN2564.1 NCU03347.1
AN2565.1
AN2566.1
AN2567.1 YJR085C
AN2568.1
AN2569.1
AN2570.1
AN2571.1
AN2572.1
AN2573.1
AN2574.1
AN2575.1
AN2576.1
AN2577.1 MG04839.1
AN2578.1
AN2579.1
AN2580.1
AN2581.1
AN2582.1
AN2583.1
AN2584.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2585.1
AN2586.1
AN2587.1
AN2588.1
AN2589.1
AN2590.1 MG01723.1
AN2591.1
AN2592.1
AN2593.1
AN2594.1
AN2595.1
AN2596.1
AN2597.1
AN2598.1
AN2599.1
AN2600.1
AN2601.1
AN2602.1
AN2603.1
AN2604.1
AN2605.1
AN2606.1
AN2607.1
AN2608.1
AN2609.1
AN2610.1
AN2611.1
AN2612.1
AN2613.1
AN2614.1
AN2615.1
AN2616.1
AN2617.1
AN2618.1
AN2619.1
AN2620.1
AN2621.1
AN2622.1
AN2623.1
AN2624.1
AN2625.1
AN2626.1
AN2627.1
AN2628.1
AN2629.1
AN2630.1
AN2631.1
AN2632.1
AN2633.1
AN2634.1
AN2635.1
AN2636.1
AN2637.1
AN2638.1 NCU02542.1
AN2639.1
AN2640.1
AN2641.1
AN2642.1
AN2643.1
AN2644.1
AN2645.1
AN2646.1
AN2647.1
AN2648.1
AN2649.1
AN2650.1
AN2651.1
AN2652.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2653.1
AN2654.1
AN2655.1
AN2656.1
AN2657.1
AN2658.1
AN2659.1
AN2660.1 NCU09186.1
AN2661.1
AN2662.1
AN2663.1
AN2664.1 NCU06861.1
AN2665.1
AN2666.1 FG04922.1 MG01176.1
AN2667.1
AN2668.1
AN2669.1
AN2670.1
AN2671.1
AN2672.1
AN2673.1
AN2674.1
AN2675.1
AN2676.1
AN2677.1
AN2678.1
AN2679.1
AN2680.1
AN2681.1
AN2682.1
AN2683.1
AN2684.1
AN2685.1
AN2686.1
AN2687.1
AN2688.1
AN2689.1
AN2690.1
AN2691.1
AN2692.1
AN2693.1
AN2694.1
AN2695.1
AN2696.1
AN2697.1
AN2698.1
AN2699.1 MG01874.1 NCU05886.1
AN2700.1
AN2701.1
AN2702.1
AN2703.1
AN2704.1
AN2705.1
AN2706.1 YDR402C
AN2707.1 FG10120.1
AN2708.1
AN2709.1
AN2710.1
AN2711.1
AN2712.1
AN2713.1
AN2714.1
AN2715.1
AN2716.1 NCU00299.1
AN2717.1
AN2718.1
AN2719.1
AN2720.1 YNR064C
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2721.1
AN2722.1
AN2723.1
AN2724.1
AN2725.1
AN2726.1
AN2727.1
AN2728.1
AN2729.1
AN2730.1
AN2731.1
AN2732.1
AN2733.1 MG01622.1
AN2734.1 FG06827.1 MG04467.1
AN2735.1
AN2736.1 MG01331.1 NCU03024.1
AN2737.1
AN2738.1 MG01245.1
AN2739.1
AN2740.1
AN2741.1
AN2742.1
AN2743.1
AN2744.1
AN2745.1 FG01906.1 MG07515.1
AN2746.1
AN2747.1 YPR187W YPR187W
AN2748.1 YPR186C
AN2749.1
AN2750.1
AN2751.1
AN2752.1 YOR099W
AN2753.1
AN2754.1
AN2755.1
AN2756.1
AN2757.1
AN2758.1
AN2759.1 MG03587.1 NCU02428.1
AN2760.1
AN2761.1
AN2762.1 FG10804.1 MG06561.1 NCU02291.1
AN2763.1
AN2764.1
AN2765.1
AN2766.1
AN2767.1
AN2768.1
AN2769.1
AN2770.1
AN2771.1
AN2772.1 FG06074.1 MG03314.1
AN2773.1 NCU09056.1
AN2774.1 FG10282.1 MG04092.1 NCU00244.1
AN2775.1
AN2776.1
AN2777.1
AN2778.1
AN2779.1
AN2780.1
AN2781.1
AN2782.1
AN2783.1 NCU05886.1
AN2784.1
AN2785.1
AN2786.1
AN2787.1
AN2788.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2789.1
AN2790.1
AN2791.1
AN2792.1
AN2793.1
AN2794.1
AN2795.1
AN2796.1
AN2797.1
AN2798.1
AN2799.1
AN2800.1
AN2801.1 MG08810.1
AN2802.1
AN2803.1
AN2804.1
AN2805.1
AN2806.1
AN2807.1
AN2808.1
AN2809.1
AN2810.1
AN2811.1
AN2812.1
AN2813.1
AN2814.1
AN2815.1 YNR073C
AN2816.1
AN2817.1
AN2818.1
AN2819.1
AN2820.1
AN2821.1
AN2822.1
AN2823.1
AN2824.1
AN2825.1
AN2826.1
AN2827.1
AN2828.1
AN2829.1
AN2830.1
AN2831.1
AN2832.1
AN2833.1
AN2834.1
AN2835.1
AN2836.1
AN2837.1
AN2838.1
AN2839.1
AN2840.1
AN2841.1 MG04158.1
AN2842.1
AN2843.1
AN2844.1
AN2845.1
AN2846.1 FG06150.1 MG07460.1
AN2847.1
AN2848.1
AN2849.1
AN2850.1
AN2851.1
AN2852.1
AN2853.1
AN2854.1
AN2855.1
AN2856.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2857.1
AN2858.1 FG05130.1 NCU09533.1
AN2859.1 MG07462.1 NCU09532.1
AN2860.1
AN2861.1
AN2862.1 MG05427.1
AN2863.1
AN2864.1
AN2865.1
AN2866.1
AN2867.1 YMR105C
AN2868.1
AN2869.1
AN2870.1
AN2871.1
AN2872.1
AN2873.1
AN2874.1
AN2875.1 MG00223.1
AN2876.1 NCU07504.1
AN2877.1
AN2878.1
AN2879.1
AN2880.1
AN2881.1 MG04336.1
AN2882.1
AN2883.1
AN2884.1
AN2885.1
AN2886.1
AN2887.1 FG00382.1 MG04486.1 NCU09998.1
AN2888.1 FG06347.1
AN2889.1
AN2890.1
AN2891.1
AN2892.1
AN2893.1
AN2894.1
AN2895.1
AN2896.1
AN2897.1
AN2898.1
AN2899.1
AN2900.1 MG03390.1 NCU09025.1
AN2901.1 MG10854.1 NCU02333.1 YPL111W
AN2902.1 MG03485.1 NCU09300.1
AN2903.1 FG10782.1
AN2904.1 MG00908.1 NCU02260.1
AN2905.1
AN2906.1
AN2907.1 FG06073.1
AN2908.1
AN2909.1 FG09891.1 NCU06717.1
AN2910.1
AN2911.1
AN2912.1
AN2913.1
AN2914.1 NCU08162.1
AN2915.1
AN2916.1
AN2917.1 YKL145W YKL145W
AN2918.1
AN2919.1
AN2920.1
AN2921.1
AN2922.1
AN2923.1
AN2924.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2925.1
AN2926.1 MG10835.1 NCU00981.1
AN2927.1
AN2928.1
AN2929.1
AN2930.1 MG00550.1
AN2931.1
AN2932.1
AN2933.1
AN2934.1 YHR175W
AN2935.1
AN2936.1 NCU07404.1
AN2937.1
AN2938.1 FG07060.1 MG00547.1
AN2939.1 FG09158.1 YPR125W
AN2940.1 MG06893.1 NCU01324.1
AN2941.1
AN2942.1
AN2943.1
AN2944.1
AN2945.1
AN2946.1 FG05621.1 MG07745.1 NCU02515.1
AN2947.1
AN2948.1
AN2949.1
AN2950.1
AN2951.1 FG05689.1
AN2952.1
AN2953.1
AN2954.1
AN2955.1
AN2956.1
AN2957.1
AN2958.1
AN2959.1
AN2960.1
AN2961.1
AN2962.1
AN2963.1 FG01910.1 MG06894.1 YFL008W
AN2964.1
AN2965.1 MG06892.1
AN2966.1
AN2967.1 FG06863.1 MG01648.1 NCU00950.1 YNR015W
AN2968.1
AN2969.1
AN2970.1 FG06718.1 NCU00088.1
AN2971.1
AN2972.1
AN2973.1
AN2974.1
AN2975.1
AN2976.1
AN2977.1 MG09906.1
AN2978.1
AN2979.1
AN2980.1 YOR234C
AN2981.1
AN2982.1
AN2983.1
AN2984.1
AN2985.1
AN2986.1
AN2987.1
AN2988.1
AN2989.1 NCU06739.1
AN2990.1
AN2991.1
AN2992.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN2993.1
AN2994.1
AN2995.1
AN2996.1
AN2997.1 YMR146C
AN2998.1
AN2999.1
AN3000.1
AN3001.1
AN3002.1
AN3003.1
AN3004.1
AN3005.1 MG03859.1
AN3006.1
AN3007.1
AN3008.1
AN3009.1
AN3010.1 YOL093W YOL093W
AN3011.1
AN3012.1
AN3013.1 FG06325.1 MG00882.1
AN3014.1 MG03269.1 NCU09438.1
AN3015.1
AN3016.1
AN3017.1 FG01765.1 MG03387.1
AN3018.1 MG03562.1
AN3019.1 FG07938.1 NCU10067.1
AN3020.1
AN3021.1
AN3022.1
AN3023.1
AN3024.1
AN3025.1
AN3026.1
AN3027.1 YGR029W
AN3028.1
AN3029.1
AN3030.1
AN3031.1 FG05713.1 MG08923.1
AN3032.1
AN3033.1 MG00881.1 NCU02232.1
AN3034.1 FG07041.1
AN3035.1
AN3036.1
AN3037.1
AN3038.1
AN3039.1
AN3040.1
AN3041.1
AN3042.1
AN3043.1
AN3044.1
AN3045.1
AN3046.1
AN3047.1
AN3048.1
AN3049.1
AN3050.1
AN3051.1
AN3052.1
AN3053.1
AN3054.1
AN3055.1 MG03855.1 NCU09707.1
AN3056.1 YOL022C
AN3057.1
AN3058.1
AN3059.1 FG06055.1 MG00901.1
AN3060.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3061.1 FG10964.1 NCU06942.1 YPR173C
AN3062.1
AN3063.1 NCU02401.1
AN3064.1
AN3065.1
AN3066.1
AN3067.1 MG03850.1 YNL262W
AN3068.1
AN3069.1
AN3070.1 MG03857.1 NCU09709.1
AN3071.1
AN3072.1
AN3073.1 MG06566.1 NCU06866.1
AN3074.1
AN3075.1
AN3076.1
AN3077.1
AN3078.1
AN3079.1
AN3080.1
AN3081.1
AN3082.1
AN3083.1
AN3084.1
AN3085.1 MG08326.1
AN3086.1
AN3087.1
AN3088.1 FG10002.1 MG02466.1
AN3089.1
AN3090.1 NCU06493.1
AN3091.1
AN3092.1
AN3093.1
AN3094.1
AN3095.1
AN3096.1
AN3097.1
AN3098.1
AN3099.1
AN3100.1
AN3101.1
AN3102.1
AN3103.1
AN3104.1 YIR029W
AN3105.1
AN3106.1
AN3107.1
AN3108.1
AN3109.1
AN3110.1
AN3111.1
AN3112.1 MG06695.1
AN3113.1
AN3114.1
AN3115.1
AN3116.1
AN3117.1
AN3118.1 YDR386W
AN3119.1
AN3120.1
AN3121.1
AN3122.1 FG04031.1 MG00106.1
AN3123.1 FG04030.1 NCU04512.1
AN3124.1
AN3125.1
AN3126.1
AN3127.1
AN3128.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3129.1
AN3130.1
AN3131.1 FG02769.1
AN3132.1
AN3133.1
AN3134.1
AN3135.1
AN3136.1
AN3137.1
AN3138.1
AN3139.1
AN3140.1
AN3141.1
AN3142.1
AN3143.1
AN3144.1 FG04221.1 MG09837.1 YDR323C
AN3145.1
AN3146.1
AN3147.1 FG01974.1 NCU07947.1
AN3148.1 YDR104C YDR104C
AN3149.1
AN3150.1
AN3151.1
AN3152.1
AN3153.1
AN3154.1
AN3155.1
AN3156.1
AN3157.1 YPR003C
AN3158.1
AN3159.1
AN3160.1
AN3161.1
AN3162.1
AN3163.1 MG02410.1 NCU03388.1
AN3164.1
AN3165.1
AN3166.1
AN3167.1 YOR310C
AN3168.1 FG10907.1 MG07007.1
AN3169.1
AN3170.1 YFL001W
AN3171.1
AN3172.1
AN3173.1 MG07006.1
AN3174.1
AN3175.1
AN3176.1 FG10896.1 NCU03380.1
AN3177.1
AN3178.1
AN3179.1
AN3180.1
AN3181.1
AN3182.1
AN3183.1
AN3184.1 FG01829.1 NCU08516.1
AN3185.1 NCU03563.1
AN3186.1
AN3187.1
AN3188.1
AN3189.1
AN3190.1
AN3191.1
AN3192.1
AN3193.1
AN3194.1
AN3195.1
AN3196.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3197.1
AN3198.1
AN3199.1
AN3200.1
AN3201.1
AN3202.1
AN3203.1
AN3204.1
AN3205.1
AN3206.1
AN3207.1
AN3208.1
AN3209.1
AN3210.1
AN3211.1
AN3212.1
AN3213.1
AN3214.1
AN3215.1
AN3216.1
AN3217.1
AN3218.1
AN3219.1
AN3220.1 FG10483.1 MG05600.1
AN3221.1
AN3222.1 MG02955.1
AN3223.1
AN3224.1
AN3225.1
AN3226.1
AN3227.1
AN3228.1
AN3229.1
AN3230.1
AN3231.1
AN3232.1
AN3233.1
AN3234.1
AN3235.1
AN3236.1
AN3237.1
AN3238.1
AN3239.1
AN3240.1
AN3241.1
AN3242.1
AN3243.1
AN3244.1
AN3245.1
AN3246.1
AN3247.1
AN3248.1
AN3249.1
AN3250.1
AN3251.1
AN3252.1
AN3253.1
AN3254.1
AN3255.1
AN3256.1
AN3257.1
AN3258.1
AN3259.1
AN3260.1
AN3261.1
AN3262.1
AN3263.1
AN3264.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3265.1
AN3266.1
AN3267.1
AN3268.1
AN3269.1
AN3270.1 MG04158.1
AN3271.1
AN3272.1
AN3273.1
AN3274.1
AN3275.1
AN3276.1 YIL124W
AN3277.1
AN3278.1
AN3279.1
AN3280.1
AN3281.1
AN3282.1
AN3283.1
AN3284.1
AN3285.1
AN3286.1
AN3287.1
AN3288.1
AN3289.1
AN3290.1
AN3291.1
AN3292.1
AN3293.1 NCU09473.1
AN3294.1
AN3295.1
AN3296.1
AN3297.1
AN3298.1
AN3299.1
AN3300.1
AN3301.1
AN3302.1
AN3303.1
AN3304.1
AN3305.1 MG07443.1 NCU01107.1
AN3306.1
AN3307.1
AN3308.1
AN3309.1
AN3310.1
AN3311.1
AN3312.1
AN3313.1
AN3314.1
AN3315.1
AN3316.1
AN3317.1
AN3318.1
AN3319.1
AN3320.1
AN3321.1
AN3322.1
AN3323.1
AN3324.1
AN3325.1
AN3326.1
AN3327.1
AN3328.1
AN3329.1
AN3330.1
AN3331.1
AN3332.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3333.1
AN3334.1
AN3335.1
AN3336.1
AN3337.1
AN3338.1
AN3339.1 NCU06080.1
AN3340.1
AN3341.1
AN3342.1
AN3343.1
AN3344.1
AN3345.1
AN3346.1
AN3347.1
AN3348.1
AN3349.1
AN3350.1
AN3351.1
AN3352.1
AN3353.1
AN3354.1
AN3355.1
AN3356.1
AN3357.1
AN3358.1
AN3359.1
AN3360.1
AN3361.1
AN3362.1 FG00690.1 MG01165.1 NCU00920.1 YPL040C YPL040C
AN3363.1 FG00697.1
AN3364.1
AN3365.1
AN3366.1
AN3367.1 FG09386.1 NCU06059.1
AN3368.1
AN3369.1
AN3370.1 NCU06057.1
AN3371.1 NCU06056.1
AN3372.1
AN3373.1
AN3374.1
AN3375.1 YIR004W YIR004W
AN3376.1
AN3377.1
AN3378.1 FG09214.1 NCU00799.1
AN3379.1
AN3380.1
AN3381.1 MG04118.1
AN3382.1
AN3383.1
AN3384.1 YLL063C
AN3385.1
AN3386.1
AN3387.1
AN3388.1
AN3389.1
AN3390.1
AN3391.1
AN3392.1
AN3393.1
AN3394.1
AN3395.1
AN3396.1
AN3397.1
AN3398.1
AN3399.1
AN3400.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3401.1
AN3402.1
AN3403.1
AN3404.1
AN3405.1
AN3406.1
AN3407.1
AN3408.1
AN3409.1
AN3410.1
AN3411.1 YOL139C
AN3412.1 MG00752.1 NCU02117.1 YLR251W
AN3413.1 MG09222.1 NCU06047.1
AN3414.1
AN3415.1
AN3416.1
AN3417.1
AN3418.1
AN3419.1
AN3420.1
AN3421.1 FG08465.1 MG09333.1
AN3422.1
AN3423.1
AN3424.1
AN3425.1 NCU04256.1
AN3426.1
AN3427.1 FG10156.1 NCU04273.1 YNL175C YNL175C
AN3428.1
AN3429.1
AN3430.1
AN3431.1
AN3432.1 FG06059.1 MG03853.1 NCU09705.1 YNR071C
AN3433.1
AN3434.1
AN3435.1
AN3436.1
AN3437.1
AN3438.1
AN3439.1
AN3440.1
AN3441.1
AN3442.1
AN3443.1
AN3444.1
AN3445.1
AN3446.1
AN3447.1
AN3448.1
AN3449.1
AN3450.1
AN3451.1
AN3452.1
AN3453.1
AN3454.1
AN3455.1
AN3456.1 NCU02430.1
AN3457.1
AN3458.1 YKR085C
AN3459.1 FG09893.1 MG00256.1
AN3460.1 NCU02402.1
AN3461.1 NCU05075.1
AN3462.1 YGL143C
AN3463.1
AN3464.1
AN3465.1
AN3466.1 FG07970.1 MG03149.1 NCU02438.1
AN3467.1
AN3468.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3469.1 FG11626.1
AN3470.1
AN3471.1
AN3472.1
AN3473.1
AN3474.1
AN3475.1
AN3476.1
AN3477.1
AN3478.1
AN3479.1
AN3480.1
AN3481.1
AN3482.1
AN3483.1
AN3484.1
AN3485.1
AN3486.1
AN3487.1
AN3488.1
AN3489.1
AN3490.1
AN3491.1
AN3492.1
AN3493.1 FG01160.1
AN3494.1
AN3495.1
AN3496.1
AN3497.1
AN3498.1
AN3499.1
AN3500.1
AN3501.1
AN3502.1
AN3503.1 NCU09654.1 YLR004C
AN3504.1
AN3505.1
AN3506.1
AN3507.1
AN3508.1
AN3509.1
AN3510.1
AN3511.1
AN3512.1
AN3513.1
AN3514.1
AN3515.1 MG07546.1 NCU06522.1
AN3516.1
AN3517.1
AN3518.1
AN3519.1
AN3520.1
AN3521.1
AN3522.1
AN3523.1
AN3524.1
AN3525.1
AN3526.1
AN3527.1
AN3528.1
AN3529.1
AN3530.1
AN3531.1
AN3532.1
AN3533.1
AN3534.1
AN3535.1
AN3536.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3537.1
AN3538.1
AN3539.1
AN3540.1
AN3541.1
AN3542.1
AN3543.1
AN3544.1
AN3545.1 NCU00606.1
AN3546.1
AN3547.1
AN3548.1
AN3549.1
AN3550.1
AN3551.1
AN3552.1
AN3553.1
AN3554.1
AN3555.1
AN3556.1
AN3557.1
AN3558.1
AN3559.1
AN3560.1
AN3561.1
AN3562.1
AN3563.1
AN3564.1
AN3565.1
AN3566.1
AN3567.1
AN3568.1
AN3569.1
AN3570.1
AN3571.1
AN3572.1
AN3573.1
AN3574.1
AN3575.1
AN3576.1 MG04806.1
AN3577.1 MG04805.1
AN3578.1
AN3579.1
AN3580.1
AN3581.1 MG01284.1 YHR106W
AN3582.1
AN3583.1 FG09156.1 NCU03219.1 YNL238W
AN3584.1 MG03638.1 YJL036W
AN3585.1
AN3586.1
AN3587.1
AN3588.1 FG01233.1 NCU07472.1
AN3589.1
AN3590.1 MG09900.1
AN3591.1 FG00490.1
AN3592.1
AN3593.1
AN3594.1 FG02011.1 MG06743.1
AN3595.1
AN3596.1
AN3597.1
AN3598.1
AN3599.1
AN3600.1
AN3601.1
AN3602.1
AN3603.1
AN3604.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3605.1
AN3606.1
AN3607.1 FG00710.1 MG04521.1
AN3608.1
AN3609.1
AN3610.1
AN3611.1
AN3612.1
AN3613.1
AN3614.1
AN3615.1
AN3616.1
AN3617.1
AN3618.1
AN3619.1 YNL250W
AN3620.1 FG00281.1 MG03676.1
AN3621.1 MG03677.1
AN3622.1 MG03726.1
AN3623.1
AN3624.1
AN3625.1
AN3626.1 MG01256.1 NCU03194.1
AN3627.1 MG05250.1
AN3628.1
AN3629.1
AN3630.1
AN3631.1
AN3632.1
AN3633.1
AN3634.1 FG00598.1 MG05168.1 NCU04411.1
AN3635.1 MG05167.1 NCU04412.1
AN3636.1
AN3637.1
AN3638.1 MG08832.1
AN3639.1
AN3640.1
AN3641.1
AN3642.1
AN3643.1
AN3644.1
AN3645.1
AN3646.1 FG01129.1 NCU09381.1
AN3647.1
AN3648.1 MG05646.1
AN3649.1 MG05647.1
AN3650.1
AN3651.1
AN3652.1
AN3653.1
AN3654.1
AN3655.1
AN3656.1 YJL126W YJL126W
AN3657.1 MG00193.1
AN3658.1 YKL221W
AN3659.1
AN3660.1 FG08400.1 NCU03924.1
AN3661.1
AN3662.1
AN3663.1
AN3664.1
AN3665.1 FG01006.1
AN3666.1 FG01007.1
AN3667.1
AN3668.1
AN3669.1
AN3670.1
AN3671.1 MG05635.1
AN3672.1 FG07303.1 NCU06416.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3673.1 FG01377.1 MG05621.1
AN3674.1
AN3675.1 NCU04050.1
AN3676.1
AN3677.1 FG00604.1 NCU07300.1
AN3678.1 MG05379.1 NCU07301.1
AN3679.1
AN3680.1
AN3681.1
AN3682.1
AN3683.1
AN3684.1
AN3685.1
AN3686.1 YGL220W
AN3687.1
AN3688.1
AN3689.1 FG07044.1 MG00859.1 NCU06882.1
AN3690.1
AN3691.1
AN3692.1 FG00333.1
AN3693.1
AN3694.1
AN3695.1
AN3696.1
AN3697.1
AN3698.1
AN3699.1
AN3700.1 FG04922.1 MG01176.1
AN3701.1
AN3702.1 MG02432.1
AN3703.1
AN3704.1 NCU03347.1
AN3705.1
AN3706.1
AN3707.1
AN3708.1
AN3709.1
AN3710.1
AN3711.1
AN3712.1
AN3713.1
AN3714.1 FG07960.1 NCU02378.1
AN3715.1
AN3716.1 MG03524.1
AN3717.1 FG08923.1 NCU01922.1
AN3718.1
AN3719.1
AN3720.1
AN3721.1
AN3722.1
AN3723.1
AN3724.1
AN3725.1
AN3726.1
AN3727.1
AN3728.1
AN3729.1
AN3730.1
AN3731.1
AN3732.1
AN3733.1 YLR057W
AN3734.1
AN3735.1
AN3736.1
AN3737.1
AN3738.1
AN3739.1
AN3740.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3741.1 MG03880.1 NCU01754.1
AN3742.1
AN3743.1
AN3744.1 FG07106.1
AN3745.1 FG07107.1 MG09302.1 YOR294W
AN3746.1
AN3747.1
AN3748.1
AN3749.1 FG07112.1 MG09306.1
AN3750.1
AN3751.1 MG05695.1 NCU00161.1
AN3752.1
AN3753.1
AN3754.1
AN3755.1
AN3756.1
AN3757.1 MG00142.1
AN3758.1 YNL315C
AN3759.1
AN3760.1
AN3761.1
AN3762.1
AN3763.1
AN3764.1
AN3765.1
AN3766.1
AN3767.1 MG09541.1
AN3768.1
AN3769.1
AN3770.1
AN3771.1 FG06571.1 MG02510.1
AN3772.1
AN3773.1
AN3774.1
AN3775.1
AN3776.1 NCU09654.1
AN3777.1
AN3778.1 FG05299.1 MG06109.1 NCU09746.1
AN3779.1 MG08801.1 NCU06310.1
AN3780.1
AN3781.1
AN3782.1
AN3783.1
AN3784.1
AN3785.1
AN3786.1
AN3787.1 NCU00651.1 YPL096W
AN3788.1
AN3789.1 FG00949.1 MG04091.1
AN3790.1
AN3791.1
AN3792.1
AN3793.1
AN3794.1
AN3795.1 FG00941.1 MG03595.1
AN3796.1
AN3797.1 FG08405.1 MG00630.1 NCU04733.1
AN3798.1
AN3799.1
AN3800.1
AN3801.1
AN3802.1
AN3803.1
AN3804.1
AN3805.1
AN3806.1
AN3807.1
AN3808.1 YPL067C
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3809.1
AN3810.1 FG00930.1 MG03704.1
AN3811.1
AN3812.1 FG09363.1 MG06785.1
AN3813.1
AN3814.1
AN3815.1
AN3816.1
AN3817.1
AN3818.1
AN3819.1
AN3820.1
AN3821.1
AN3822.1
AN3823.1 YKR057W
AN3824.1 FG01104.1 MG04425.1
AN3825.1
AN3826.1 FG00694.1 MG01168.1 NCU00924.1
AN3827.1 YGR103W
AN3828.1
AN3829.1 FG06752.1
AN3830.1 MG07224.1
AN3831.1
AN3832.1
AN3833.1
AN3834.1
AN3835.1
AN3836.1
AN3837.1
AN3838.1
AN3839.1
AN3840.1 YOR241W
AN3841.1 NCU00896.1
AN3842.1 FG05501.1 MG01185.1
AN3843.1
AN3844.1
AN3845.1
AN3846.1
AN3847.1
AN3848.1
AN3849.1
AN3850.1
AN3851.1
AN3852.1
AN3853.1 FG05902.1 MG02440.1 YDR430C
AN3854.1
AN3855.1 FG05919.1
AN3856.1
AN3857.1
AN3858.1
AN3859.1
AN3860.1
AN3861.1
AN3862.1
AN3863.1
AN3864.1
AN3865.1 YGR171C
AN3866.1
AN3867.1
AN3868.1
AN3869.1
AN3870.1
AN3871.1
AN3872.1
AN3873.1
AN3874.1 FG00862.1
AN3875.1
AN3876.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3877.1
AN3878.1
AN3879.1
AN3880.1 NCU02126.1
AN3881.1
AN3882.1
AN3883.1
AN3884.1
AN3885.1
AN3886.1
AN3887.1
AN3888.1
AN3889.1
AN3890.1
AN3891.1
AN3892.1
AN3893.1
AN3894.1 FG10198.1
AN3895.1 FG03666.1 MG03774.1 NCU00052.1
AN3896.1
AN3897.1
AN3898.1 NCU07363.1
AN3899.1
AN3900.1
AN3901.1 MG01723.1 YML054C
AN3902.1
AN3903.1
AN3904.1
AN3905.1 YIL153W
AN3906.1
AN3907.1 FG09338.1 YGR274C YGR274C
AN3908.1
AN3909.1
AN3910.1 NCU09319.1
AN3911.1
AN3912.1
AN3913.1
AN3914.1
AN3915.1
AN3916.1
AN3917.1
AN3918.1
AN3919.1
AN3920.1
AN3921.1 FG01197.1 MG05760.1
AN3922.1
AN3923.1
AN3924.1 FG01036.1 MG00484.1
AN3925.1
AN3926.1
AN3927.1
AN3928.1 FG02469.1 MG03098.1 NCU06110.1
AN3929.1
AN3930.1
AN3931.1
AN3932.1 MG00170.1
AN3933.1 MG01572.1
AN3934.1
AN3935.1
AN3936.1
AN3937.1 FG00566.1 MG07744.1 YGR093W
AN3938.1 FG00567.1 MG07737.1 NCU02494.1
AN3939.1
AN3940.1
AN3941.1
AN3942.1
AN3943.1
AN3944.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN3945.1
AN3946.1
AN3947.1
AN3948.1
AN3949.1
AN3950.1
AN3951.1
AN3952.1
AN3953.1
AN3954.1 FG01111.1
AN3955.1
AN3956.1
AN3957.1
AN3958.1
AN3959.1
AN3960.1
AN3961.1
AN3962.1
AN3963.1
AN3964.1
AN3965.1
AN3966.1
AN3967.1
AN3968.1
AN3969.1
AN3970.1
AN3971.1
AN3972.1 FG10203.1 MG00771.1 YKL215C
AN3973.1
AN3974.1
AN3975.1
AN3976.1
AN3977.1
AN3978.1
AN3979.1
AN3980.1
AN3981.1
AN3982.1
AN3983.1
AN3984.1
AN3985.1
AN3986.1
AN3987.1
AN3988.1
AN3989.1
AN3990.1
AN3991.1
AN3992.1
AN3993.1
AN3994.1
AN3995.1 NCU06080.1
AN3996.1
AN3997.1
AN3998.1
AN3999.1
AN4000.1
AN4001.1
AN4002.1
AN4003.1
AN4004.1
AN4005.1
AN4006.1
AN4007.1
AN4008.1
AN4009.1
AN4010.1
AN4011.1
AN4012.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4013.1
AN4014.1
AN4015.1
AN4016.1 FG01956.1 YKR094C
AN4017.1 FG01957.1 MG06045.1
AN4018.1 MG03702.1
AN4019.1
AN4020.1
AN4021.1
AN4022.1
AN4023.1
AN4024.1 FG00804.1 MG04924.1
AN4025.1
AN4026.1
AN4027.1
AN4028.1
AN4029.1
AN4030.1
AN4031.1
AN4032.1
AN4033.1
AN4034.1
AN4035.1
AN4036.1
AN4037.1
AN4038.1
AN4039.1
AN4040.1
AN4041.1
AN4042.1
AN4043.1
AN4044.1
AN4045.1 NCU06331.1
AN4046.1 NCU06332.1 YGR110W
AN4047.1
AN4048.1 FG05311.1 NCU05309.1
AN4049.1
AN4050.1 MG00652.1 NCU02056.1
AN4051.1 FG07925.1 MG03446.1
AN4052.1
AN4053.1 FG00748.1 MG00744.1
AN4054.1 MG03900.1
AN4055.1 NCU03404.1
AN4056.1
AN4057.1
AN4058.1
AN4059.1
AN4060.1 YNL302C
AN4061.1
AN4062.1
AN4063.1
AN4064.1
AN4065.1
AN4066.1
AN4067.1
AN4068.1 YPL244C
AN4069.1
AN4070.1
AN4071.1
AN4072.1
AN4073.1 FG07292.1
AN4074.1
AN4075.1
AN4076.1
AN4077.1
AN4078.1
AN4079.1
AN4080.1 MG05730.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4081.1
AN4082.1
AN4083.1
AN4084.1
AN4085.1 MG05671.1
AN4086.1 YLR060W
AN4087.1 FG05433.1 NCU00489.1
AN4088.1
AN4089.1
AN4090.1
AN4091.1
AN4092.1
AN4093.1
AN4094.1
AN4095.1 MG09271.1
AN4096.1
AN4097.1
AN4098.1
AN4099.1
AN4100.1
AN4101.1 YPR201W
AN4102.1 MG09272.1
AN4103.1
AN4104.1
AN4105.1
AN4106.1
AN4107.1
AN4108.1
AN4109.1
AN4110.1
AN4111.1
AN4112.1
AN4113.1
AN4114.1
AN4115.1
AN4116.1
AN4117.1
AN4118.1
AN4119.1
AN4120.1 NCU03949.1
AN4121.1
AN4122.1 MG04336.1
AN4123.1
AN4124.1 MG01385.1
AN4125.1
AN4126.1
AN4127.1
AN4128.1
AN4129.1
AN4130.1
AN4131.1
AN4132.1
AN4133.1
AN4134.1
AN4135.1
AN4136.1
AN4137.1
AN4138.1
AN4139.1
AN4140.1
AN4141.1
AN4142.1
AN4143.1
AN4144.1
AN4145.1
AN4146.1
AN4147.1
AN4148.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4149.1
AN4150.1
AN4151.1
AN4152.1
AN4153.1
AN4154.1
AN4155.1
AN4156.1 NCU09116.1
AN4157.1
AN4158.1
AN4159.1 FG10264.1 YPR035W YPR035W
AN4160.1
AN4161.1 YMR114C
AN4162.1
AN4163.1 FG09870.1 MG04719.1
AN4164.1
AN4165.1 YML012W
AN4166.1
AN4167.1 MG01044.1
AN4168.1 FG09497.1 MG02506.1
AN4169.1
AN4170.1 MG01045.1 NCU03887.1
AN4171.1 YNL047C YNL047C
AN4172.1
AN4173.1
AN4174.1 YML004C
AN4175.1
AN4176.1
AN4177.1
AN4178.1 NCU03859.1
AN4179.1
AN4180.1
AN4181.1
AN4182.1
AN4183.1
AN4184.1
AN4185.1
AN4186.1 FG09882.1 MG08318.1 NCU09035.1
AN4187.1 YPL082C
AN4188.1
AN4189.1 MG06482.1 YOR231W
AN4190.1
AN4191.1
AN4192.1
AN4193.1
AN4194.1
AN4195.1
AN4196.1
AN4197.1
AN4198.1
AN4199.1
AN4200.1
AN4201.1 FG07277.1 MG10188.1
AN4202.1 YIL133C
AN4203.1
AN4204.1
AN4205.1
AN4206.1
AN4207.1 YPR029C
AN4208.1
AN4209.1 FG05384.1
AN4210.1
AN4211.1
AN4212.1
AN4213.1
AN4214.1
AN4215.1 FG02097.1
AN4216.1 FG02096.1 MG05446.1 NCU01218.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4217.1
AN4218.1 NCU02003.1
AN4219.1 FG08551.1 MG03072.1
AN4220.1
AN4221.1
AN4222.1 NCU01827.1 YHR010W
AN4223.1
AN4224.1
AN4225.1
AN4226.1 FG01446.1
AN4227.1
AN4228.1
AN4229.1
AN4230.1 MG09516.1
AN4231.1
AN4232.1 MG00087.1 NCU04503.1 YHR066W
AN4233.1 YHR065C
AN4234.1
AN4235.1
AN4236.1
AN4237.1
AN4238.1
AN4239.1 FG01193.1
AN4240.1
AN4241.1
AN4242.1
AN4243.1
AN4244.1
AN4245.1 MG07051.1
AN4246.1
AN4247.1
AN4248.1
AN4249.1
AN4250.1 YPR058W
AN4251.1
AN4252.1
AN4253.1
AN4254.1
AN4255.1
AN4256.1
AN4257.1
AN4258.1 NCU02812.1
AN4259.1 NCU02813.1
AN4260.1
AN4261.1
AN4262.1
AN4263.1
AN4264.1 FG06842.1
AN4265.1 MG01639.1 NCU02828.1
AN4266.1
AN4267.1
AN4268.1 NCU03949.1
AN4269.1
AN4270.1
AN4271.1
AN4272.1
AN4273.1
AN4274.1
AN4275.1
AN4276.1
AN4277.1
AN4278.1
AN4279.1
AN4280.1
AN4281.1
AN4282.1 FG01604.1
AN4283.1
AN4284.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4285.1
AN4286.1
AN4287.1
AN4288.1
AN4289.1
AN4290.1 YPR118W
AN4291.1
AN4292.1
AN4293.1 FG09965.1 NCU04007.1
AN4294.1
AN4295.1 YLR168C
AN4296.1
AN4297.1
AN4298.1
AN4299.1 MG06000.1
AN4300.1
AN4301.1
AN4302.1
AN4303.1 FG04571.1 YGR007W
AN4304.1
AN4305.1
AN4306.1
AN4307.1 MG02512.1
AN4308.1
AN4309.1
AN4310.1
AN4311.1
AN4312.1
AN4313.1
AN4314.1
AN4315.1
AN4316.1
AN4317.1
AN4318.1
AN4319.1
AN4320.1
AN4321.1 YOL057W
AN4322.1
AN4323.1 MG02489.1 YHR208W
AN4324.1
AN4325.1
AN4326.1
AN4327.1
AN4328.1
AN4329.1
AN4330.1
AN4331.1
AN4332.1
AN4333.1 NCU10035.1
AN4334.1
AN4335.1
AN4336.1 MG01231.1 NCU00643.1
AN4337.1
AN4338.1
AN4339.1
AN4340.1
AN4341.1
AN4342.1 FG04395.1 MG07181.1
AN4343.1
AN4344.1
AN4345.1 NCU07982.1
AN4346.1
AN4347.1
AN4348.1
AN4349.1 MG01106.1
AN4350.1
AN4351.1 YOR275C
AN4352.1 FG07963.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4353.1 FG10853.1 MG02409.1
AN4354.1
AN4355.1
AN4356.1
AN4357.1
AN4358.1
AN4359.1
AN4360.1
AN4361.1
AN4362.1
AN4363.1
AN4364.1 NCU05386.1
AN4365.1
AN4366.1
AN4367.1
AN4368.1
AN4369.1
AN4370.1
AN4371.1
AN4372.1
AN4373.1
AN4374.1
AN4375.1
AN4376.1 FG07174.1 MG08074.1 NCU01195.1 YOR375C
AN4377.1
AN4378.1
AN4379.1
AN4380.1
AN4381.1
AN4382.1
AN4383.1
AN4384.1
AN4385.1 MG04100.1 NCU01335.1
AN4386.1 FG09938.1 MG00957.1 NCU04259.1 YLR253W
AN4387.1 YIL006W
AN4388.1
AN4389.1
AN4390.1
AN4391.1
AN4392.1
AN4393.1
AN4394.1
AN4395.1 FG10091.1
AN4396.1 MG06187.1
AN4397.1 MG06199.1
AN4398.1
AN4399.1
AN4400.1
AN4401.1
AN4402.1
AN4403.1
AN4404.1
AN4405.1
AN4406.1
AN4407.1
AN4408.1
AN4409.1 YJL088W
AN4410.1
AN4411.1
AN4412.1 MG03931.1
AN4413.1
AN4414.1
AN4415.1
AN4416.1 FG10864.1 MG03885.1 YOR036W
AN4417.1 FG10865.1 MG03886.1
AN4418.1
AN4419.1 YIR026C
AN4420.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4421.1
AN4422.1
AN4423.1
AN4424.1 MG00335.1
AN4425.1
AN4426.1
AN4427.1
AN4428.1 FG04398.1
AN4429.1
AN4430.1 FG06282.1 MG01104.1
AN4431.1
AN4432.1
AN4433.1
AN4434.1 MG03928.1
AN4435.1 NCU03360.1
AN4436.1
AN4437.1
AN4438.1
AN4439.1 FG01611.1 MG06214.1 NCU08736.1
AN4440.1 FG01670.1 MG03908.1 NCU03334.1
AN4441.1
AN4442.1
AN4443.1 MG06712.1
AN4444.1
AN4445.1 YGR002C
AN4446.1 FG10067.1 MG08096.1
AN4447.1
AN4448.1
AN4449.1 MG04551.1 NCU03304.1
AN4450.1
AN4451.1
AN4452.1
AN4453.1
AN4454.1
AN4455.1
AN4456.1
AN4457.1
AN4458.1 FG06789.1 MG08169.1 YFR005C YFR005C
AN4459.1
AN4460.1 FG06788.1 NCU03628.1
AN4461.1
AN4462.1
AN4463.1 MG07768.1
AN4464.1 MG04435.1 NCU02629.1
AN4465.1
AN4466.1
AN4467.1
AN4468.1
AN4469.1 FG06821.1 MG02460.1 YOR272W
AN4470.1 FG06843.1 MG01592.1
AN4471.1 FG05585.1 MG06429.1 NCU07864.1 YKL021C
AN4472.1
AN4473.1 MG10414.1
AN4474.1
AN4475.1 FG01081.1
AN4476.1
AN4477.1
AN4478.1
AN4479.1
AN4480.1
AN4481.1
AN4482.1
AN4483.1
AN4484.1
AN4485.1
AN4486.1
AN4487.1
AN4488.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4489.1
AN4490.1 FG09359.1 NCU02943.1
AN4491.1 MG04220.1
AN4492.1 FG00781.1 NCU00823.1 YFR004W
AN4493.1
AN4494.1
AN4495.1
AN4496.1 NCU06648.1
AN4497.1
AN4498.1
AN4499.1
AN4500.1
AN4501.1
AN4502.1
AN4503.1
AN4504.1
AN4505.1
AN4506.1
AN4507.1
AN4508.1 FG09422.1
AN4509.1
AN4510.1
AN4511.1 NCU02937.1
AN4512.1
AN4513.1
AN4514.1
AN4515.1
AN4516.1
AN4517.1 NCU00010.1
AN4518.1
AN4519.1
AN4520.1
AN4521.1
AN4522.1 YIL052C
AN4523.1
AN4524.1
AN4525.1
AN4526.1
AN4527.1
AN4528.1
AN4529.1
AN4530.1
AN4531.1
AN4532.1 NCU04072.1
AN4533.1
AN4534.1
AN4535.1
AN4536.1
AN4537.1
AN4538.1
AN4539.1
AN4540.1
AN4541.1
AN4542.1
AN4543.1 FG05429.1 NCU00487.1
AN4544.1
AN4545.1
AN4546.1
AN4547.1 FG08840.1 MG02634.1 NCU01992.1
AN4548.1
AN4549.1
AN4550.1 MG06566.1 YLL018C
AN4551.1
AN4552.1 YMR106C
AN4553.1
AN4554.1
AN4555.1
AN4556.1 NCU00080.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4557.1
AN4558.1
AN4559.1
AN4560.1
AN4561.1 YOR281C
AN4562.1
AN4563.1 NCU00685.1
AN4564.1
AN4565.1
AN4566.1 MG09551.1
AN4567.1
AN4568.1
AN4569.1
AN4570.1 FG09919.1
AN4571.1
AN4572.1
AN4573.1
AN4574.1
AN4575.1
AN4576.1 NCU08315.1
AN4577.1 FG09042.1 MG03533.1 NCU02361.1
AN4578.1 MG03534.1 NCU02360.1
AN4579.1
AN4580.1
AN4581.1
AN4582.1
AN4583.1 YLR216C
AN4584.1
AN4585.1
AN4586.1
AN4587.1
AN4588.1
AN4589.1
AN4590.1
AN4591.1
AN4592.1
AN4593.1
AN4594.1 YHL015W
AN4595.1
AN4596.1
AN4597.1
AN4598.1
AN4599.1
AN4600.1
AN4601.1
AN4602.1 FG06294.1 NCU02264.1
AN4603.1
AN4604.1
AN4605.1
AN4606.1
AN4607.1
AN4608.1
AN4609.1
AN4610.1
AN4611.1 NCU00564.1
AN4612.1
AN4613.1
AN4614.1 FG09428.1
AN4615.1
AN4616.1 FG08644.1 NCU00692.1
AN4617.1
AN4618.1
AN4619.1
AN4620.1
AN4621.1
AN4622.1
AN4623.1
AN4624.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4625.1
AN4626.1
AN4627.1
AN4628.1
AN4629.1
AN4630.1
AN4631.1
AN4632.1 FG09221.1
AN4633.1
AN4634.1
AN4635.1
AN4636.1
AN4637.1
AN4638.1
AN4639.1 MG02874.1
AN4640.1
AN4641.1
AN4642.1
AN4643.1
AN4644.1
AN4645.1 NCU01356.1
AN4646.1
AN4647.1
AN4648.1 FG10060.1 NCU09843.1 YMR093W
AN4649.1
AN4650.1
AN4651.1
AN4652.1
AN4653.1
AN4654.1
AN4655.1 MG01170.1
AN4656.1
AN4657.1
AN4658.1
AN4659.1
AN4660.1
AN4661.1
AN4662.1
AN4663.1 FG09525.1 MG01296.1 NCU04698.1
AN4664.1
AN4665.1
AN4666.1 YGR223C
AN4667.1
AN4668.1
AN4669.1
AN4670.1
AN4671.1
AN4672.1
AN4673.1 FG05679.1 MG04336.1 NCU09173.1
AN4674.1
AN4675.1
AN4676.1
AN4677.1
AN4678.1 MG02924.1
AN4679.1
AN4680.1
AN4681.1
AN4682.1
AN4683.1 MG02821.1
AN4684.1 FG08571.1 MG02622.1
AN4685.1
AN4686.1
AN4687.1 MG02541.1
AN4688.1 NCU02126.1
AN4689.1
AN4690.1 MG10320.1 NCU00591.1
AN4691.1 MG02544.1
AN4692.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4693.1
AN4694.1
AN4695.1
AN4696.1
AN4697.1
AN4698.1
AN4699.1
AN4700.1
AN4701.1
AN4702.1 FG02810.1
AN4703.1
AN4704.1
AN4705.1
AN4706.1
AN4707.1
AN4708.1 FG08517.1 MG02534.1 YMR097C
AN4709.1 FG08522.1 MG03069.1 NCU00656.1
AN4710.1
AN4711.1
AN4712.1
AN4713.1
AN4714.1 FG09413.1 MG02856.1 NCU00605.1 YKL027W
AN4715.1
AN4716.1 YJR075W
AN4717.1
AN4718.1
AN4719.1
AN4720.1
AN4721.1
AN4722.1
AN4723.1 NCU06371.1 YPL029W YPL029W
AN4724.1
AN4725.1 FG09685.1 NCU06368.1
AN4726.1 MG07443.1
AN4727.1 FG05689.1 NCU04442.1
AN4728.1 FG00261.1 MG02867.1
AN4729.1
AN4730.1
AN4731.1
AN4732.1
AN4733.1
AN4734.1
AN4735.1
AN4736.1 MG02980.1
AN4737.1
AN4738.1
AN4739.1
AN4740.1
AN4741.1
AN4742.1
AN4743.1
AN4744.1
AN4745.1
AN4746.1
AN4747.1
AN4748.1
AN4749.1
AN4750.1
AN4751.1
AN4752.1
AN4753.1
AN4754.1
AN4755.1
AN4756.1
AN4757.1
AN4758.1
AN4759.1 MG02923.1 NCU01911.1
AN4760.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4761.1
AN4762.1
AN4763.1
AN4764.1
AN4765.1
AN4766.1
AN4767.1
AN4768.1 FG09414.1
AN4769.1 FG08875.1 MG02643.1
AN4770.1
AN4771.1
AN4772.1
AN4773.1
AN4774.1 MG10321.1
AN4775.1 FG09432.1 MG02608.1
AN4776.1
AN4777.1 FG06407.1 MG02872.1 YHR021C
AN4778.1 YHR123W
AN4779.1
AN4780.1 MG10319.1
AN4781.1
AN4782.1
AN4783.1 FG00182.1 MG10325.1
AN4784.1
AN4785.1
AN4786.1
AN4787.1
AN4788.1
AN4789.1
AN4790.1
AN4791.1
AN4792.1
AN4793.1 FG08498.1 MG03051.1
AN4794.1 YJR145C
AN4795.1
AN4796.1
AN4797.1
AN4798.1
AN4799.1
AN4800.1 FG08872.1
AN4801.1
AN4802.1 FG08895.1 MG02953.1
AN4803.1
AN4804.1
AN4805.1
AN4806.1
AN4807.1
AN4808.1
AN4809.1
AN4810.1
AN4811.1 NCU04803.1
AN4812.1
AN4813.1
AN4814.1
AN4815.1
AN4816.1
AN4817.1 FG08672.1
AN4818.1
AN4819.1
AN4820.1
AN4821.1
AN4822.1
AN4823.1
AN4824.1 NCU02191.1
AN4825.1
AN4826.1
AN4827.1
AN4828.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4829.1
AN4830.1 FG08803.1 MG02725.1 NCU09090.1
AN4831.1
AN4832.1
AN4833.1
AN4834.1
AN4835.1
AN4836.1
AN4837.1
AN4838.1
AN4839.1
AN4840.1
AN4841.1
AN4842.1 FG09542.1 MG03006.1
AN4843.1 YJL221C
AN4844.1
AN4845.1
AN4846.1
AN4847.1
AN4848.1
AN4849.1
AN4850.1
AN4851.1
AN4852.1
AN4853.1
AN4854.1
AN4855.1
AN4856.1
AN4857.1 MG02627.1
AN4858.1
AN4859.1
AN4860.1
AN4861.1
AN4862.1 FG00562.1 MG01248.1 NCU03207.1
AN4863.1
AN4864.1 MG09310.1 YOR002W
AN4865.1
AN4866.1
AN4867.1
AN4868.1
AN4869.1 MG01153.1 NCU10061.1 YGL011C
AN4870.1
AN4871.1 YDR371W
AN4872.1
AN4873.1
AN4874.1
AN4875.1 FG10780.1 MG00920.1 NCU02271.1 YDR282C YDR282C
AN4876.1 MG03313.1
AN4877.1
AN4878.1
AN4879.1
AN4880.1
AN4881.1
AN4882.1
AN4883.1 MG03854.1
AN4884.1 FG06301.1 MG00918.1
AN4885.1
AN4886.1
AN4887.1
AN4888.1
AN4889.1
AN4890.1 FG00343.1
AN4891.1
AN4892.1
AN4893.1
AN4894.1
AN4895.1
AN4896.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4897.1
AN4898.1
AN4899.1
AN4900.1
AN4901.1
AN4902.1
AN4903.1 FG07296.1 NCU06418.1
AN4904.1
AN4905.1 FG02000.1 MG06747.1 NCU04109.1
AN4906.1 YOR381W
AN4907.1
AN4908.1
AN4909.1
AN4910.1
AN4911.1
AN4912.1
AN4913.1
AN4914.1
AN4915.1 FG05501.1 MG06241.1 NCU06410.1 YOR089C
AN4916.1 FG06587.1
AN4917.1
AN4918.1 FG00823.1 MG09494.1
AN4919.1 MG09495.1
AN4920.1
AN4921.1
AN4922.1
AN4923.1 MG01026.1 NCU03922.1
AN4924.1
AN4925.1
AN4926.1
AN4927.1
AN4928.1 FG00597.1
AN4929.1
AN4930.1
AN4931.1
AN4932.1 MG05072.1 NCU04987.1 YOL002C
AN4933.1
AN4934.1
AN4935.1
AN4936.1
AN4937.1
AN4938.1
AN4939.1
AN4940.1
AN4941.1
AN4942.1
AN4943.1 NCU04772.1
AN4944.1
AN4945.1
AN4946.1
AN4947.1
AN4948.1
AN4949.1
AN4950.1
AN4951.1 NCU06284.1
AN4952.1
AN4953.1
AN4954.1
AN4955.1
AN4956.1 NCU07982.1
AN4957.1 FG04085.1
AN4958.1
AN4959.1
AN4960.1
AN4961.1
AN4962.1
AN4963.1
AN4964.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN4965.1 MG02476.1
AN4966.1
AN4967.1 FG09516.1
AN4968.1
AN4969.1
AN4970.1
AN4971.1
AN4972.1
AN4973.1
AN4974.1 NCU04764.1
AN4975.1 FG08428.1
AN4976.1
AN4977.1
AN4978.1
AN4979.1
AN4980.1 FG00469.1 MG01260.1 NCU03197.1
AN4981.1
AN4982.1
AN4983.1
AN4984.1
AN4985.1
AN4986.1 MG02749.1
AN4987.1 FG09908.1 MG07335.1
AN4988.1
AN4989.1
AN4990.1
AN4991.1
AN4992.1
AN4993.1 YPR051W YPR051W
AN4994.1
AN4995.1
AN4996.1
AN4997.1 FG10779.1
AN4998.1
AN4999.1
AN5000.1
AN5001.1
AN5002.1
AN5003.1
AN5004.1
AN5005.1
AN5006.1
AN5007.1
AN5008.1 YMR244C-A
AN5009.1
AN5010.1 MG03271.1 NCU05894.1
AN5011.1
AN5012.1
AN5013.1 MG06005.1
AN5014.1 MG04104.1 NCU06661.1
AN5015.1
AN5016.1
AN5017.1
AN5018.1
AN5019.1 FG07880.1 MG05888.1 NCU08434.1
AN5020.1
AN5021.1
AN5022.1 FG10315.1 MG08423.1 NCU07196.1
AN5023.1
AN5024.1
AN5025.1
AN5026.1
AN5027.1
AN5028.1
AN5029.1
AN5030.1
AN5031.1
AN5032.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5033.1
AN5034.1
AN5035.1
AN5036.1
AN5037.1
AN5038.1
AN5039.1
AN5040.1
AN5041.1 NCU09116.1
AN5042.1
AN5043.1
AN5044.1
AN5045.1
AN5046.1
AN5047.1
AN5048.1
AN5049.1
AN5050.1
AN5051.1
AN5052.1
AN5053.1
AN5054.1
AN5055.1
AN5056.1
AN5057.1 YFR028C
AN5058.1
AN5059.1
AN5060.1
AN5061.1
AN5062.1
AN5063.1
AN5064.1
AN5065.1
AN5066.1
AN5067.1 NCU05853.1
AN5068.1
AN5069.1
AN5070.1
AN5071.1
AN5072.1
AN5073.1
AN5074.1
AN5075.1
AN5076.1
AN5077.1
AN5078.1
AN5079.1
AN5080.1
AN5081.1
AN5082.1
AN5083.1 FG00818.1 MG03947.1 NCU03463.1
AN5084.1 FG00637.1
AN5085.1
AN5086.1
AN5087.1
AN5088.1
AN5089.1
AN5090.1
AN5091.1
AN5092.1
AN5093.1
AN5094.1
AN5095.1
AN5096.1
AN5097.1
AN5098.1 FG04320.1
AN5099.1
AN5100.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5101.1 FG00028.1 NCU07200.1
AN5102.1 MG07316.1
AN5103.1
AN5104.1 NCU08152.1
AN5105.1
AN5106.1
AN5107.1
AN5108.1
AN5109.1 FG06240.1 MG03160.1 NCU01759.1
AN5110.1 FG05197.1 NCU01758.1
AN5111.1
AN5112.1
AN5113.1
AN5114.1 FG00834.1 MG06959.1 YNL072W
AN5115.1
AN5116.1 MG08570.1
AN5117.1
AN5118.1
AN5119.1 YML014W
AN5120.1
AN5121.1 FG10738.1 MG01059.1
AN5122.1 FG10737.1 YDR226W
AN5123.1 MG08569.1 NCU01704.1
AN5124.1
AN5125.1
AN5126.1
AN5127.1 NCU01741.1
AN5128.1
AN5129.1
AN5130.1
AN5131.1
AN5132.1
AN5133.1
AN5134.1 MG07187.1
AN5135.1
AN5136.1
AN5137.1 YMR302C
AN5138.1
AN5139.1 NCU08484.1 YPR135W
AN5140.1 NCU09098.1
AN5141.1
AN5142.1
AN5143.1
AN5144.1
AN5145.1
AN5146.1 MG00335.1
AN5147.1
AN5148.1 MG00491.1 NCU07386.1
AN5149.1
AN5150.1 FG07540.1 NCU06033.1 YDR434W YDR434W
AN5151.1
AN5152.1
AN5153.1 MG01377.1
AN5154.1
AN5155.1
AN5156.1
AN5157.1
AN5158.1
AN5159.1
AN5160.1
AN5161.1
AN5162.1
AN5163.1
AN5164.1
AN5165.1
AN5166.1
AN5167.1
AN5168.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5169.1
AN5170.1
AN5171.1
AN5172.1
AN5173.1
AN5174.1
AN5175.1
AN5176.1
AN5177.1 MG08053.1
AN5178.1
AN5179.1 FG07484.1 MG08131.1 YKL191W
AN5180.1
AN5181.1 FG09165.1 MG03604.1
AN5182.1
AN5183.1
AN5184.1
AN5185.1 NCU03872.1
AN5186.1
AN5187.1
AN5188.1 YMR234W YMR234W
AN5189.1
AN5190.1
AN5191.1
AN5192.1 FG07539.1 MG08257.1
AN5193.1
AN5194.1 FG01388.1
AN5195.1
AN5196.1 FG01399.1 MG08133.1 NCU06921.1
AN5197.1
AN5198.1
AN5199.1
AN5200.1 FG01395.1
AN5201.1
AN5202.1
AN5203.1 YMR158W
AN5204.1
AN5205.1
AN5206.1 FG01392.1 MG01566.1 YIL094C
AN5207.1
AN5208.1
AN5209.1
AN5210.1 FG07528.1
AN5211.1
AN5212.1
AN5213.1
AN5214.1
AN5215.1 FG00848.1 NCU07492.1 YPL183C YPL183C
AN5216.1
AN5217.1 FG00900.1
AN5218.1
AN5219.1
AN5220.1
AN5221.1 FG00672.1 MG03693.1
AN5222.1
AN5223.1
AN5224.1
AN5225.1
AN5226.1
AN5227.1
AN5228.1
AN5229.1
AN5230.1 FG00670.1 NCU03211.1
AN5231.1
AN5232.1
AN5233.1
AN5234.1
AN5235.1
AN5236.1 FG00257.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5237.1
AN5238.1
AN5239.1
AN5240.1
AN5241.1
AN5242.1
AN5243.1
AN5244.1
AN5245.1
AN5246.1
AN5247.1
AN5248.1
AN5249.1
AN5250.1
AN5251.1
AN5252.1
AN5253.1
AN5254.1 MG07107.1
AN5255.1
AN5256.1
AN5257.1
AN5258.1
AN5259.1
AN5260.1
AN5261.1
AN5262.1
AN5263.1
AN5264.1
AN5265.1
AN5266.1
AN5267.1
AN5268.1
AN5269.1
AN5270.1 FG10790.1 MG03418.1
AN5271.1
AN5272.1
AN5273.1
AN5274.1
AN5275.1
AN5276.1
AN5277.1
AN5278.1
AN5279.1
AN5280.1
AN5281.1
AN5282.1
AN5283.1
AN5284.1
AN5285.1
AN5286.1
AN5287.1 MG08661.1
AN5288.1
AN5289.1
AN5290.1
AN5291.1
AN5292.1
AN5293.1
AN5294.1
AN5295.1
AN5296.1
AN5297.1
AN5298.1
AN5299.1
AN5300.1 FG07953.1 NCU02366.1
AN5301.1
AN5302.1
AN5303.1
AN5304.1 MG07546.1 NCU06522.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5305.1
AN5306.1
AN5307.1
AN5308.1
AN5309.1
AN5310.1 NCU08315.1
AN5311.1
AN5312.1
AN5313.1
AN5314.1
AN5315.1
AN5316.1
AN5317.1
AN5318.1
AN5319.1
AN5320.1
AN5321.1
AN5322.1
AN5323.1
AN5324.1
AN5325.1
AN5326.1
AN5327.1
AN5328.1
AN5329.1
AN5330.1
AN5331.1
AN5332.1
AN5333.1
AN5334.1
AN5335.1
AN5336.1
AN5337.1
AN5338.1 FG06539.1 NCU07332.1
AN5339.1
AN5340.1
AN5341.1 MG01550.1
AN5342.1
AN5343.1 MG01757.1
AN5344.1
AN5345.1
AN5346.1 MG10494.1
AN5347.1
AN5348.1
AN5349.1
AN5350.1
AN5351.1 MG04081.1
AN5352.1
AN5353.1
AN5354.1 NCU06080.1
AN5355.1
AN5356.1
AN5357.1
AN5358.1
AN5359.1
AN5360.1
AN5361.1
AN5362.1
AN5363.1
AN5364.1
AN5365.1
AN5366.1
AN5367.1
AN5368.1
AN5369.1
AN5370.1
AN5371.1
AN5372.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5373.1
AN5374.1
AN5375.1
AN5376.1
AN5377.1
AN5378.1 NCU07564.1
AN5379.1
AN5380.1
AN5381.1
AN5382.1
AN5383.1
AN5384.1
AN5385.1
AN5386.1
AN5387.1
AN5388.1
AN5389.1
AN5390.1
AN5391.1
AN5392.1
AN5393.1
AN5394.1
AN5395.1
AN5396.1
AN5397.1
AN5398.1
AN5399.1
AN5400.1
AN5401.1
AN5402.1
AN5403.1
AN5404.1
AN5405.1
AN5406.1
AN5407.1
AN5408.1
AN5409.1
AN5410.1
AN5411.1
AN5412.1
AN5413.1
AN5414.1
AN5415.1
AN5416.1
AN5417.1
AN5418.1
AN5419.1
AN5420.1
AN5421.1
AN5422.1
AN5423.1
AN5424.1 MG09900.1
AN5425.1
AN5426.1
AN5427.1
AN5428.1
AN5429.1
AN5430.1
AN5431.1
AN5432.1
AN5433.1
AN5434.1
AN5435.1 MG03900.1
AN5436.1
AN5437.1
AN5438.1
AN5439.1
AN5440.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5441.1 YML026C
AN5442.1 NCU00477.1
AN5443.1 FG06894.1
AN5444.1
AN5445.1
AN5446.1
AN5447.1 MG02378.1 YMR250W YMR250W
AN5448.1
AN5449.1
AN5450.1
AN5451.1
AN5452.1 MG06457.1
AN5453.1
AN5454.1
AN5455.1 FG07262.1 MG04995.1
AN5456.1
AN5457.1
AN5458.1
AN5459.1
AN5460.1
AN5461.1
AN5462.1
AN5463.1
AN5464.1
AN5465.1
AN5466.1
AN5467.1
AN5468.1
AN5469.1
AN5470.1
AN5471.1
AN5472.1
AN5473.1
AN5474.1
AN5475.1
AN5476.1
AN5477.1
AN5478.1
AN5479.1
AN5480.1 FG01267.1 NCU02765.1
AN5481.1
AN5482.1 MG09952.1
AN5483.1
AN5484.1
AN5485.1
AN5486.1 MG06196.1 YLR351C YLR351C
AN5487.1
AN5488.1
AN5489.1
AN5490.1
AN5491.1
AN5492.1
AN5493.1
AN5494.1 FG01506.1 MG03729.1
AN5495.1 YOR339C YOR339C
AN5496.1
AN5497.1
AN5498.1 FG08619.1 NCU03909.1
AN5499.1
AN5500.1
AN5501.1
AN5502.1
AN5503.1
AN5504.1
AN5505.1
AN5506.1
AN5507.1
AN5508.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5509.1
AN5510.1
AN5511.1
AN5512.1 FG04986.1
AN5513.1
AN5514.1 YGL251C
AN5515.1
AN5516.1
AN5517.1
AN5518.1
AN5519.1 FG06007.1 YJL024C
AN5520.1 YLL045C
AN5521.1
AN5522.1
AN5523.1 FG06051.1 MG03860.1
AN5524.1
AN5525.1 FG07953.1 NCU02366.1
AN5526.1
AN5527.1
AN5528.1 NCU05029.1
AN5529.1
AN5530.1 FG01187.1 MG05375.1
AN5531.1 MG00378.1
AN5532.1
AN5533.1
AN5534.1 YNL274C
AN5535.1 MG00102.1 NCU04505.1
AN5536.1 NCU04507.1
AN5537.1
AN5538.1
AN5539.1
AN5540.1 MG04158.1
AN5541.1 MG04158.1
AN5542.1
AN5543.1
AN5544.1
AN5545.1
AN5546.1
AN5547.1
AN5548.1
AN5549.1
AN5550.1
AN5551.1
AN5552.1
AN5553.1
AN5554.1
AN5555.1
AN5556.1
AN5557.1
AN5558.1
AN5559.1
AN5560.1
AN5561.1
AN5562.1
AN5563.1 FG07908.1 MG00097.1 NCU04923.1
AN5564.1 FG07907.1 MG00099.1 NCU04924.1
AN5565.1
AN5566.1 FG10358.1 MG00919.1 NCU02325.1
AN5567.1
AN5568.1
AN5569.1
AN5570.1
AN5571.1
AN5572.1
AN5573.1
AN5574.1 MG00213.1
AN5575.1
AN5576.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5577.1 FG04454.1
AN5578.1 MG00288.1 NCU06950.1
AN5579.1 MG06537.1
AN5580.1
AN5581.1
AN5582.1
AN5583.1
AN5584.1
AN5585.1 YLR100W
AN5586.1 MG01288.1
AN5587.1 MG01302.1
AN5588.1 FG01475.1
AN5589.1
AN5590.1
AN5591.1
AN5592.1 FG10511.1
AN5593.1
AN5594.1
AN5595.1 NCU03458.1
AN5596.1
AN5597.1
AN5598.1
AN5599.1 FG08766.1
AN5600.1
AN5601.1 MG08564.1 YNR050C
AN5602.1 NCU04087.1
AN5603.1
AN5604.1 FG09280.1 MG08895.1
AN5605.1
AN5606.1 FG00818.1 MG03947.1 NCU03463.1
AN5607.1
AN5608.1
AN5609.1
AN5610.1
AN5611.1
AN5612.1
AN5613.1
AN5614.1 YNL279W YNL279W
AN5615.1
AN5616.1 FG01560.1 MG03264.1 NCU03347.1 YJL060W YJL060W
AN5617.1
AN5618.1 YOR257W
AN5619.1
AN5620.1
AN5621.1
AN5622.1
AN5623.1
AN5624.1
AN5625.1
AN5626.1
AN5627.1
AN5628.1
AN5629.1 FG09250.1
AN5630.1
AN5631.1
AN5632.1 NCU04541.1
AN5633.1
AN5634.1 FG09896.1
AN5635.1
AN5636.1
AN5637.1
AN5638.1
AN5639.1
AN5640.1
AN5641.1
AN5642.1 FG10270.1 NCU03874.1
AN5643.1 FG10269.1
AN5644.1

320



§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5645.1
AN5646.1
AN5647.1
AN5648.1
AN5649.1
AN5650.1
AN5651.1
AN5652.1 MG00771.1
AN5653.1
AN5654.1
AN5655.1
AN5656.1 FG10120.1
AN5657.1
AN5658.1 FG04564.1 MG09541.1 NCU04130.1
AN5659.1
AN5660.1
AN5661.1
AN5662.1 YIL078W YIL078W
AN5663.1
AN5664.1
AN5665.1
AN5666.1
AN5667.1
AN5668.1 NCU05077.1
AN5669.1
AN5670.1
AN5671.1
AN5672.1 FG09883.1 MG08317.1 NCU09034.1
AN5673.1
AN5674.1
AN5675.1 FG05735.1 YDR330W
AN5676.1 FG01030.1 MG01614.1
AN5677.1 YFL047W YFL047W
AN5678.1
AN5679.1
AN5680.1
AN5681.1 FG07078.1 MG00145.1
AN5682.1
AN5683.1
AN5684.1
AN5685.1
AN5686.1 NCU01204.1
AN5687.1
AN5688.1
AN5689.1
AN5690.1
AN5691.1
AN5692.1 YLR324W YLR324W
AN5693.1
AN5694.1
AN5695.1
AN5696.1
AN5697.1
AN5698.1
AN5699.1
AN5700.1
AN5701.1
AN5702.1
AN5703.1
AN5704.1 YKL192C
AN5705.1
AN5706.1
AN5707.1
AN5708.1
AN5709.1
AN5710.1
AN5711.1
AN5712.1 YOR197W YOR197W
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5713.1 FG06306.1 MG03310.1 NCU09700.1 YJL111W
AN5714.1
AN5715.1
AN5716.1
AN5717.1
AN5718.1
AN5719.1 FG10368.1
AN5720.1 MG02855.1 YOL092W
AN5721.1
AN5722.1
AN5723.1
AN5724.1
AN5725.1 NCU06779.1 YNL048W YNL048W
AN5726.1
AN5727.1 MG09726.1 NCU00972.1
AN5728.1
AN5729.1
AN5730.1
AN5731.1 NCU05420.1
AN5732.1 FG01642.1 NCU05421.1
AN5733.1
AN5734.1 MG04225.1
AN5735.1
AN5736.1
AN5737.1
AN5738.1
AN5739.1
AN5740.1
AN5741.1
AN5742.1 FG01593.1
AN5743.1
AN5744.1
AN5745.1
AN5746.1 MG10607.1
AN5747.1 FG01198.1
AN5748.1 YJR131W
AN5749.1
AN5750.1
AN5751.1
AN5752.1
AN5753.1
AN5754.1
AN5755.1
AN5756.1
AN5757.1 NCU04005.1
AN5758.1 NCU08161.1
AN5759.1
AN5760.1
AN5761.1
AN5762.1
AN5763.1 MG05085.1
AN5764.1
AN5765.1
AN5766.1
AN5767.1
AN5768.1 FG07425.1 MG07482.1
AN5769.1
AN5770.1
AN5771.1
AN5772.1
AN5773.1
AN5774.1 FG05736.1 NCU00770.1
AN5775.1
AN5776.1
AN5777.1 MG04555.1
AN5778.1 FG00610.1
AN5779.1
AN5780.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5781.1
AN5782.1
AN5783.1
AN5784.1 FG01160.1
AN5785.1 FG01345.1
AN5786.1 MG05135.1 YHR194W
AN5787.1
AN5788.1 NCU00778.1
AN5789.1 NCU00777.1
AN5790.1 FG05733.1 MG01995.1
AN5791.1
AN5792.1
AN5793.1
AN5794.1
AN5795.1
AN5796.1
AN5797.1
AN5798.1
AN5799.1
AN5800.1 FG09866.1 MG04484.1 NCU03988.1
AN5801.1
AN5802.1
AN5803.1 YDR129C
AN5804.1
AN5805.1
AN5806.1
AN5807.1
AN5808.1
AN5809.1
AN5810.1
AN5811.1 FG06524.1 MG09114.1
AN5812.1 FG10188.1 NCU06732.1
AN5813.1
AN5814.1 FG06963.1 MG00478.1 NCU00109.1
AN5815.1 FG06959.1 MG00479.1 YPL209C
AN5816.1
AN5817.1 FG06961.1 NCU00106.1 YDR300C
AN5818.1
AN5819.1 MG07383.1
AN5820.1
AN5821.1
AN5822.1
AN5823.1
AN5824.1
AN5825.1
AN5826.1
AN5827.1 FG10391.1 MG07501.1 NCU08928.1
AN5828.1
AN5829.1
AN5830.1 NCU03617.1
AN5831.1
AN5832.1
AN5833.1
AN5834.1
AN5835.1
AN5836.1
AN5837.1
AN5838.1
AN5839.1 FG09875.1 MG04709.1 NCU05802.1
AN5840.1
AN5841.1
AN5842.1
AN5843.1
AN5844.1
AN5845.1
AN5846.1
AN5847.1
AN5848.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5849.1
AN5850.1
AN5851.1
AN5852.1 MG07309.1
AN5853.1
AN5854.1 FG05919.1
AN5855.1
AN5856.1
AN5857.1
AN5858.1
AN5859.1
AN5860.1
AN5861.1 FG05670.1 NCU04462.1
AN5862.1
AN5863.1
AN5864.1
AN5865.1 MG07136.1 NCU05289.1
AN5866.1
AN5867.1 NCU07682.1
AN5868.1
AN5869.1
AN5870.1
AN5871.1 FG06161.1 MG07132.1
AN5872.1 MG07130.1
AN5873.1
AN5874.1
AN5875.1 FG06203.1
AN5876.1 NCU07504.1
AN5877.1 FG07539.1
AN5878.1
AN5879.1
AN5880.1 FG09587.1
AN5881.1
AN5882.1
AN5883.1 NCU07690.1
AN5884.1 MG07135.1 YML106W
AN5885.1
AN5886.1
AN5887.1
AN5888.1
AN5889.1
AN5890.1
AN5891.1
AN5892.1
AN5893.1
AN5894.1
AN5895.1 FG06166.1 MG07137.1
AN5896.1
AN5897.1
AN5898.1
AN5899.1 FG05105.1
AN5900.1
AN5901.1 FG05247.1 MG01917.1 NCU06322.1
AN5902.1
AN5903.1 MG06176.1
AN5904.1
AN5905.1
AN5906.1
AN5907.1
AN5908.1 FG06702.1 NCU07550.1
AN5909.1 FG09678.1
AN5910.1 MG06274.1
AN5911.1
AN5912.1 MG04976.1
AN5913.1 MG03880.1 NCU01754.1
AN5914.1
AN5915.1 MG06273.1
AN5916.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5917.1 MG07546.1 YGR289C
AN5918.1 MG06442.1 YDR256C
AN5919.1
AN5920.1
AN5921.1
AN5922.1
AN5923.1
AN5924.1
AN5925.1 NCU06365.1 YDR291W
AN5926.1
AN5927.1
AN5928.1
AN5929.1
AN5930.1
AN5931.1
AN5932.1 FG05421.1 MG06397.1
AN5933.1
AN5934.1
AN5935.1
AN5936.1
AN5937.1
AN5938.1
AN5939.1
AN5940.1
AN5941.1
AN5942.1
AN5943.1
AN5944.1
AN5945.1
AN5946.1
AN5947.1
AN5948.1
AN5949.1
AN5950.1
AN5951.1
AN5952.1
AN5953.1
AN5954.1 FG02571.1 NCU06279.1
AN5955.1
AN5956.1
AN5957.1
AN5958.1
AN5959.1 NCU00468.1
AN5960.1 NCU07830.1
AN5961.1
AN5962.1
AN5963.1
AN5964.1
AN5965.1
AN5966.1
AN5967.1
AN5968.1 MG01385.1
AN5969.1
AN5970.1
AN5971.1
AN5972.1 YGL137W YGL137W
AN5973.1
AN5974.1 MG05099.1
AN5975.1
AN5976.1
AN5977.1 YGL157W
AN5978.1
AN5979.1
AN5980.1
AN5981.1
AN5982.1
AN5983.1
AN5984.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN5985.1 FG02751.1 NCU08856.1
AN5986.1 FG08941.1 MG02921.1 NCU01906.1 YOR120W
AN5987.1
AN5988.1
AN5989.1
AN5990.1
AN5991.1 MG09299.1 NCU08118.1
AN5992.1
AN5993.1
AN5994.1
AN5995.1
AN5996.1
AN5997.1
AN5998.1
AN5999.1
AN6000.1
AN6001.1
AN6002.1
AN6003.1
AN6004.1 FG08365.1 MG00444.1
AN6005.1
AN6006.1
AN6007.1
AN6008.1
AN6009.1
AN6010.1 MG04191.1 NCU08693.1
AN6011.1
AN6012.1
AN6013.1
AN6014.1 YOR317W
AN6015.1
AN6016.1
AN6017.1
AN6018.1
AN6019.1
AN6020.1
AN6021.1 MG04156.1
AN6022.1
AN6023.1
AN6024.1
AN6025.1
AN6026.1
AN6027.1
AN6028.1
AN6029.1 NCU09532.1
AN6030.1
AN6031.1 FG05919.1
AN6032.1 FG09710.1 MG01474.1 NCU09930.1
AN6033.1 NCU08811.1
AN6034.1
AN6035.1
AN6036.1
AN6037.1
AN6038.1
AN6039.1
AN6040.1
AN6041.1 MG06414.1 NCU00183.1
AN6042.1
AN6043.1
AN6044.1
AN6045.1
AN6046.1
AN6047.1 FG09738.1 MG04155.1
AN6048.1 MG04156.1
AN6049.1
AN6050.1
AN6051.1
AN6052.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6053.1
AN6054.1 YJR144W
AN6055.1
AN6056.1
AN6057.1
AN6058.1
AN6059.1
AN6060.1
AN6061.1
AN6062.1
AN6063.1
AN6064.1
AN6065.1
AN6066.1 FG07259.1
AN6067.1 MG08866.1 NCU00366.1
AN6068.1 YKL033W
AN6069.1
AN6070.1 FG06777.1
AN6071.1
AN6072.1 MG09290.1 NCU08111.1 YDR465C
AN6073.1 FG01119.1 NCU03310.1
AN6074.1
AN6075.1
AN6076.1
AN6077.1
AN6078.1 YNL141W
AN6079.1
AN6080.1
AN6081.1
AN6082.1 YGL030W
AN6083.1 YLR075W
AN6084.1 MG03137.1
AN6085.1 YKL078W
AN6086.1
AN6087.1
AN6088.1
AN6089.1 FG06246.1 MG03165.1 NCU01589.1 YLR259C
AN6090.1
AN6091.1
AN6092.1
AN6093.1
AN6094.1 FG10109.1
AN6095.1 FG05882.1 MG03360.1 NCU01231.1
AN6096.1 FG07908.1
AN6097.1
AN6098.1
AN6099.1
AN6100.1
AN6101.1
AN6102.1
AN6103.1
AN6104.1
AN6105.1
AN6106.1
AN6107.1
AN6108.1
AN6109.1
AN6110.1
AN6111.1 FG05509.1 MG08860.1 NCU00334.1 YDR280W YDR280W
AN6112.1 YAL026C YAL026C
AN6113.1
AN6114.1 FG01896.1 NCU01321.1
AN6115.1
AN6116.1
AN6117.1
AN6118.1
AN6119.1 FG01898.1 YHR132C YHR132C
AN6120.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6121.1
AN6122.1
AN6123.1
AN6124.1
AN6125.1
AN6126.1
AN6127.1
AN6128.1
AN6129.1
AN6130.1
AN6131.1
AN6132.1
AN6133.1
AN6134.1
AN6135.1
AN6136.1
AN6137.1
AN6138.1
AN6139.1 NCU00168.1
AN6140.1
AN6141.1 MG05981.1 YMR095C
AN6142.1
AN6143.1 FG05487.1
AN6144.1
AN6145.1
AN6146.1
AN6147.1
AN6148.1
AN6149.1
AN6150.1
AN6151.1
AN6152.1
AN6153.1
AN6154.1
AN6155.1
AN6156.1
AN6157.1
AN6158.1
AN6159.1
AN6160.1
AN6161.1
AN6162.1
AN6163.1
AN6164.1
AN6165.1
AN6166.1
AN6167.1
AN6168.1 NCU02906.1
AN6169.1 MG00302.1 NCU04669.1
AN6170.1
AN6171.1 FG10219.1 NCU01008.1
AN6172.1
AN6173.1
AN6174.1
AN6175.1 MG09889.1
AN6176.1
AN6177.1
AN6178.1
AN6179.1 YDR139C
AN6180.1
AN6181.1
AN6182.1 FG05668.1 MG05098.1
AN6183.1
AN6184.1
AN6185.1
AN6186.1 FG05269.1 MG01699.1
AN6187.1
AN6188.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6189.1 YDR305C
AN6190.1
AN6191.1 YNR029C
AN6192.1
AN6193.1
AN6194.1
AN6195.1
AN6196.1
AN6197.1 MG09369.1 NCU04534.1
AN6198.1
AN6199.1
AN6200.1
AN6201.1
AN6202.1
AN6203.1
AN6204.1
AN6205.1
AN6206.1
AN6207.1
AN6208.1
AN6209.1
AN6210.1 YJL085W
AN6211.1 FG01969.1 MG01523.1
AN6212.1
AN6213.1
AN6214.1 YPL001W
AN6215.1
AN6216.1 NCU06473.1
AN6217.1
AN6218.1
AN6219.1
AN6220.1
AN6221.1 MG06050.1
AN6222.1
AN6223.1
AN6224.1 FG05313.1 MG06076.1 NCU05312.1
AN6225.1
AN6226.1
AN6227.1
AN6228.1
AN6229.1
AN6230.1
AN6231.1 YGL026C
AN6232.1 FG00637.1 MG03244.1
AN6233.1
AN6234.1
AN6235.1
AN6236.1
AN6237.1
AN6238.1
AN6239.1
AN6240.1
AN6241.1
AN6242.1
AN6243.1 NCU01498.1
AN6244.1
AN6245.1
AN6246.1
AN6247.1
AN6248.1 FG00305.1 NCU01516.1
AN6249.1 FG01450.1
AN6250.1 MG06681.1
AN6251.1 YOR163W
AN6252.1 MG03215.1
AN6253.1 MG03217.1 NCU01512.1
AN6254.1 YLR348C
AN6255.1 YLR038C
AN6256.1 MG01109.1 NCU06739.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6257.1
AN6258.1 FG04329.1 MG01081.1
AN6259.1
AN6260.1
AN6261.1
AN6262.1
AN6263.1
AN6264.1
AN6265.1 MG01100.1 NCU01502.1
AN6266.1 FG04403.1
AN6267.1 MG01121.1
AN6268.1
AN6269.1
AN6270.1
AN6271.1
AN6272.1 FG01927.1 NCU08005.1
AN6273.1 MG05344.1 NCU07787.1
AN6274.1
AN6275.1
AN6276.1
AN6277.1 MG04158.1 NCU06519.1
AN6278.1
AN6279.1 MG01721.1
AN6280.1
AN6281.1
AN6282.1
AN6283.1
AN6284.1
AN6285.1
AN6286.1
AN6287.1 FG00300.1 MG03152.1 NCU01606.1 YDR298C
AN6288.1 NCU01605.1 YIL106W
AN6289.1
AN6290.1
AN6291.1
AN6292.1
AN6293.1 MG03261.1 YPL133C YPL133C
AN6294.1
AN6295.1
AN6296.1
AN6297.1
AN6298.1
AN6299.1
AN6300.1 NCU06769.1
AN6301.1
AN6302.1
AN6303.1
AN6304.1
AN6305.1
AN6306.1
AN6307.1 FG07250.1 MG06367.1
AN6308.1
AN6309.1 FG05460.1 MG05004.1
AN6310.1
AN6311.1
AN6312.1
AN6313.1
AN6314.1
AN6315.1
AN6316.1
AN6317.1
AN6318.1
AN6319.1
AN6320.1
AN6321.1
AN6322.1
AN6323.1
AN6324.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6325.1 MG01783.1
AN6326.1
AN6327.1
AN6328.1
AN6329.1
AN6330.1 MG01742.1
AN6331.1
AN6332.1
AN6333.1
AN6334.1
AN6335.1
AN6336.1
AN6337.1
AN6338.1 NCU09116.1
AN6339.1
AN6340.1
AN6341.1
AN6342.1
AN6343.1
AN6344.1
AN6345.1 FG02055.1
AN6346.1 YJR016C
AN6347.1
AN6348.1 FG05578.1 MG08885.1
AN6349.1 MG08884.1
AN6350.1
AN6351.1
AN6352.1
AN6353.1
AN6354.1
AN6355.1
AN6356.1
AN6357.1
AN6358.1
AN6359.1
AN6360.1 MG07667.1
AN6361.1
AN6362.1
AN6363.1 YOR119C
AN6364.1 MG04988.1 NCU07554.1 YJL074C YJL074C
AN6365.1
AN6366.1 MG06289.1 YIL043C
AN6367.1
AN6368.1 FG06576.1 YDR341C
AN6369.1 MG08918.1 NCU00290.1
AN6370.1
AN6371.1
AN6372.1
AN6373.1
AN6374.1 FG02752.1 MG04993.1
AN6375.1
AN6376.1
AN6377.1
AN6378.1
AN6379.1
AN6380.1
AN6381.1
AN6382.1
AN6383.1
AN6384.1
AN6385.1
AN6386.1 FG00926.1 MG03708.1
AN6387.1
AN6388.1
AN6389.1
AN6390.1
AN6391.1
AN6392.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6393.1
AN6394.1 FG10285.1 MG05949.1
AN6395.1
AN6396.1
AN6397.1
AN6398.1
AN6399.1
AN6400.1
AN6401.1
AN6402.1
AN6403.1
AN6404.1
AN6405.1
AN6406.1
AN6407.1
AN6408.1
AN6409.1
AN6410.1
AN6411.1
AN6412.1
AN6413.1
AN6414.1
AN6415.1
AN6416.1
AN6417.1
AN6418.1
AN6419.1
AN6420.1
AN6421.1
AN6422.1
AN6423.1
AN6424.1
AN6425.1
AN6426.1 FG00028.1 NCU07200.1
AN6427.1
AN6428.1
AN6429.1
AN6430.1
AN6431.1
AN6432.1
AN6433.1
AN6434.1
AN6435.1
AN6436.1
AN6437.1
AN6438.1 NCU02515.1
AN6439.1
AN6440.1
AN6441.1
AN6442.1
AN6443.1 YGR281W
AN6444.1
AN6445.1
AN6446.1
AN6447.1
AN6448.1
AN6449.1
AN6450.1
AN6451.1
AN6452.1
AN6453.1
AN6454.1
AN6455.1
AN6456.1
AN6457.1
AN6458.1
AN6459.1
AN6460.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6461.1
AN6462.1
AN6463.1
AN6464.1
AN6465.1
AN6466.1
AN6467.1
AN6468.1
AN6469.1
AN6470.1
AN6471.1
AN6472.1 MG01418.1
AN6473.1
AN6474.1
AN6475.1
AN6476.1
AN6477.1
AN6478.1
AN6479.1
AN6480.1
AN6481.1
AN6482.1
AN6483.1
AN6484.1
AN6485.1
AN6486.1
AN6487.1 YLR121C
AN6488.1
AN6489.1
AN6490.1 YLR209C
AN6491.1
AN6492.1
AN6493.1 FG02609.1 NCU00117.1
AN6494.1
AN6495.1
AN6496.1
AN6497.1
AN6498.1
AN6499.1
AN6500.1
AN6501.1 YOR319W
AN6502.1
AN6503.1
AN6504.1
AN6505.1
AN6506.1 MG08832.1
AN6507.1
AN6508.1
AN6509.1
AN6510.1 MG08637.1 NCU01179.1 YMR203W YMR203W
AN6511.1
AN6512.1 FG07165.1 YFL028C
AN6513.1
AN6514.1 YGL246C
AN6515.1 FG07320.1 MG08069.1 YOR164C
AN6516.1
AN6517.1
AN6518.1
AN6519.1
AN6520.1 FG00926.1 NCU03112.1
AN6521.1 FG10949.1 MG04842.1
AN6522.1 MG04070.1 YMR023C
AN6523.1
AN6524.1
AN6525.1 FG06127.1 NCU03813.1 YOR388C
AN6526.1
AN6527.1
AN6528.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6529.1
AN6530.1
AN6531.1 YGL095C
AN6532.1 MG08857.1 NCU00148.1
AN6533.1
AN6534.1
AN6535.1
AN6536.1 MG07528.1 YOR202W
AN6537.1
AN6538.1
AN6539.1
AN6540.1
AN6541.1
AN6542.1 YFL039C
AN6543.1 FG07334.1 NCU04172.1
AN6544.1 MG03971.1
AN6545.1
AN6546.1
AN6547.1 FG05222.1
AN6548.1 YJL055W
AN6549.1
AN6550.1
AN6551.1
AN6552.1
AN6553.1
AN6554.1
AN6555.1
AN6556.1
AN6557.1
AN6558.1 FG06937.1 YNL113W
AN6559.1
AN6560.1
AN6561.1 FG07399.1 MG06938.1 YOR287C
AN6562.1
AN6563.1
AN6564.1 MG06935.1 NCU03827.1
AN6565.1
AN6566.1 MG06933.1 YKL190W
AN6567.1 MG06932.1
AN6568.1 YDR257C YDR257C
AN6569.1
AN6570.1
AN6571.1
AN6572.1
AN6573.1
AN6574.1
AN6575.1
AN6576.1
AN6577.1
AN6578.1
AN6579.1
AN6580.1
AN6581.1
AN6582.1
AN6583.1
AN6584.1
AN6585.1
AN6586.1
AN6587.1
AN6588.1 MG04986.1
AN6589.1 FG05591.1
AN6590.1
AN6591.1
AN6592.1
AN6593.1
AN6594.1
AN6595.1
AN6596.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6597.1
AN6598.1
AN6599.1
AN6600.1
AN6601.1
AN6602.1
AN6603.1
AN6604.1
AN6605.1
AN6606.1
AN6607.1
AN6608.1
AN6609.1 FG07155.1
AN6610.1 FG07154.1
AN6611.1
AN6612.1
AN6613.1
AN6614.1 FG05149.1
AN6615.1
AN6616.1
AN6617.1
AN6618.1
AN6619.1
AN6620.1 MG06493.1
AN6621.1
AN6622.1
AN6623.1
AN6624.1
AN6625.1
AN6626.1
AN6627.1
AN6628.1
AN6629.1
AN6630.1 YHR193C
AN6631.1
AN6632.1
AN6633.1
AN6634.1
AN6635.1
AN6636.1 FG08596.1 MG02766.1 YHR039C
AN6637.1
AN6638.1
AN6639.1 MG02836.1 YPR002W
AN6640.1
AN6641.1
AN6642.1
AN6643.1 YGR286C
AN6644.1
AN6645.1
AN6646.1
AN6647.1
AN6648.1
AN6649.1 FG07539.1
AN6650.1 FG00175.1
AN6651.1 MG02572.1 YPL226W
AN6652.1
AN6653.1 YIR031C YIR031C
AN6654.1 MG02538.1
AN6655.1 FG00177.1
AN6656.1
AN6657.1
AN6658.1
AN6659.1
AN6660.1
AN6661.1
AN6662.1
AN6663.1
AN6664.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6665.1
AN6666.1
AN6667.1
AN6668.1
AN6669.1
AN6670.1
AN6671.1
AN6672.1
AN6673.1
AN6674.1
AN6675.1
AN6676.1
AN6677.1
AN6678.1
AN6679.1 NCU03038.1
AN6680.1
AN6681.1 FG07049.1 NCU03039.1
AN6682.1
AN6683.1
AN6684.1
AN6685.1
AN6686.1
AN6687.1 YML069W
AN6688.1 FG05315.1 MG01521.1
AN6689.1
AN6690.1
AN6691.1
AN6692.1
AN6693.1
AN6694.1
AN6695.1 MG06063.1 YHR077C YHR077C
AN6696.1
AN6697.1 FG01351.1 NCU02668.1
AN6698.1
AN6699.1 FG01926.1
AN6700.1
AN6701.1
AN6702.1
AN6703.1
AN6704.1
AN6705.1 FG01925.1
AN6706.1
AN6707.1
AN6708.1 MG09878.1
AN6709.1
AN6710.1
AN6711.1 FG04261.1 NCU05254.1
AN6712.1
AN6713.1
AN6714.1 YNL313C
AN6715.1 FG04220.1
AN6716.1
AN6717.1 MG09367.1 NCU04899.1
AN6718.1
AN6719.1
AN6720.1
AN6721.1
AN6722.1
AN6723.1
AN6724.1
AN6725.1 MG07164.1 NCU06763.1
AN6726.1
AN6727.1
AN6728.1 MG01470.1
AN6729.1
AN6730.1
AN6731.1 YGL055W YGL055W
AN6732.1 FG05235.1 MG09470.1 NCU06617.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6733.1
AN6734.1 YOR160W
AN6735.1 YOR159C
AN6736.1
AN6737.1
AN6738.1
AN6739.1
AN6740.1
AN6741.1
AN6742.1
AN6743.1 MG08785.1
AN6744.1
AN6745.1
AN6746.1 NCU02028.1
AN6747.1
AN6748.1
AN6749.1 NCU04904.1
AN6750.1
AN6751.1
AN6752.1
AN6753.1
AN6754.1
AN6755.1
AN6756.1
AN6757.1
AN6758.1
AN6759.1
AN6760.1
AN6761.1
AN6762.1
AN6763.1
AN6764.1 NCU09186.1
AN6765.1
AN6766.1
AN6767.1
AN6768.1
AN6769.1
AN6770.1
AN6771.1
AN6772.1
AN6773.1
AN6774.1
AN6775.1
AN6776.1
AN6777.1
AN6778.1
AN6779.1
AN6780.1
AN6781.1
AN6782.1
AN6783.1
AN6784.1
AN6785.1
AN6786.1
AN6787.1
AN6788.1
AN6789.1
AN6790.1 NCU06324.1
AN6791.1
AN6792.1 FG05023.1
AN6793.1
AN6794.1
AN6795.1
AN6796.1 FG08979.1 MG01679.1 NCU06603.1 YDR533C
AN6797.1
AN6798.1 FG03666.1
AN6799.1
AN6800.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6801.1
AN6802.1
AN6803.1
AN6804.1
AN6805.1
AN6806.1
AN6807.1
AN6808.1
AN6809.1
AN6810.1
AN6811.1
AN6812.1
AN6813.1
AN6814.1
AN6815.1
AN6816.1
AN6817.1 MG10413.1
AN6818.1
AN6819.1
AN6820.1
AN6821.1
AN6822.1
AN6823.1
AN6824.1 YJR049C YJR049C
AN6825.1 FG05888.1 MG00708.1
AN6826.1
AN6827.1
AN6828.1
AN6829.1
AN6830.1
AN6831.1
AN6832.1
AN6833.1
AN6834.1 MG07546.1 NCU06522.1
AN6835.1
AN6836.1
AN6837.1
AN6838.1
AN6839.1
AN6840.1
AN6841.1 YMR150C YMR150C
AN6842.1 NCU01473.1
AN6843.1 FG09003.1 MG04008.1 YML025C YML025C
AN6844.1 FG07019.1 MG04012.1
AN6845.1
AN6846.1
AN6847.1
AN6848.1
AN6849.1
AN6850.1
AN6851.1
AN6852.1
AN6853.1 FG05890.1
AN6854.1
AN6855.1
AN6856.1 FG08562.1 NCU02596.1
AN6857.1
AN6858.1
AN6859.1
AN6860.1
AN6861.1
AN6862.1
AN6863.1
AN6864.1
AN6865.1 FG09601.1 MG01709.1
AN6866.1 FG09602.1 NCU07725.1
AN6867.1
AN6868.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6869.1 MG10533.1
AN6870.1 FG02207.1 MG10534.1
AN6871.1
AN6872.1
AN6873.1
AN6874.1 NCU03503.1
AN6875.1
AN6876.1
AN6877.1
AN6878.1
AN6879.1
AN6880.1
AN6881.1
AN6882.1
AN6883.1
AN6884.1
AN6885.1
AN6886.1
AN6887.1
AN6888.1
AN6889.1
AN6890.1
AN6891.1
AN6892.1 MG05207.1
AN6893.1 MG05213.1
AN6894.1 FG05403.1 NCU00181.1
AN6895.1
AN6896.1
AN6897.1 NCU00436.1
AN6898.1 MG05208.1 YKL002W YKL002W
AN6899.1
AN6900.1 FG06702.1 MG08905.1 NCU07550.1
AN6901.1 MG05057.1
AN6902.1 FG06705.1 MG08908.1
AN6903.1
AN6904.1 FG06703.1 MG08906.1
AN6905.1
AN6906.1 YLL036C
AN6907.1 FG02570.1
AN6908.1
AN6909.1
AN6910.1
AN6911.1
AN6912.1
AN6913.1
AN6914.1
AN6915.1 NCU03714.1
AN6916.1
AN6917.1
AN6918.1
AN6919.1
AN6920.1
AN6921.1
AN6922.1
AN6923.1 NCU08152.1
AN6924.1
AN6925.1
AN6926.1
AN6927.1
AN6928.1
AN6929.1
AN6930.1
AN6931.1
AN6932.1
AN6933.1 FG00805.1 MG08562.1 NCU02906.1
AN6934.1
AN6935.1
AN6936.1

339



§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN6937.1
AN6938.1 MG04850.1
AN6939.1
AN6940.1
AN6941.1
AN6942.1
AN6943.1
AN6944.1
AN6945.1
AN6946.1
AN6947.1
AN6948.1
AN6949.1 NCU05886.1
AN6950.1
AN6951.1
AN6952.1
AN6953.1
AN6954.1
AN6955.1
AN6956.1
AN6957.1
AN6958.1
AN6959.1
AN6960.1
AN6961.1
AN6962.1
AN6963.1
AN6964.1
AN6965.1
AN6966.1
AN6967.1
AN6968.1
AN6969.1
AN6970.1
AN6971.1
AN6972.1
AN6973.1
AN6974.1
AN6975.1
AN6976.1
AN6977.1
AN6978.1 YGL097W
AN6979.1
AN6980.1
AN6981.1
AN6982.1
AN6983.1
AN6984.1
AN6985.1 YDR109C
AN6986.1
AN6987.1
AN6988.1 YGL048C
AN6989.1
AN6990.1
AN6991.1
AN6992.1
AN6993.1
AN6994.1
AN6995.1
AN6996.1
AN6997.1
AN6998.1
AN6999.1
AN7000.1
AN7001.1
AN7002.1
AN7003.1
AN7004.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7005.1
AN7006.1
AN7007.1 YNL273W YNL273W
AN7008.1
AN7009.1 YLR085C
AN7010.1
AN7011.1
AN7012.1
AN7013.1
AN7014.1
AN7015.1
AN7016.1
AN7017.1
AN7018.1
AN7019.1
AN7020.1
AN7021.1
AN7022.1
AN7023.1
AN7024.1
AN7025.1
AN7026.1
AN7027.1
AN7028.1
AN7029.1
AN7030.1
AN7031.1
AN7032.1
AN7033.1
AN7034.1
AN7035.1
AN7036.1
AN7037.1
AN7038.1
AN7039.1
AN7040.1
AN7041.1
AN7042.1
AN7043.1
AN7044.1
AN7045.1
AN7046.1
AN7047.1
AN7048.1
AN7049.1
AN7050.1
AN7051.1
AN7052.1
AN7053.1
AN7054.1
AN7055.1
AN7056.1 MG06596.1
AN7057.1
AN7058.1
AN7059.1
AN7060.1
AN7061.1
AN7062.1
AN7063.1
AN7064.1
AN7065.1
AN7066.1 NCU06895.1
AN7067.1
AN7068.1
AN7069.1
AN7070.1
AN7071.1
AN7072.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7073.1
AN7074.1
AN7075.1
AN7076.1
AN7077.1
AN7078.1
AN7079.1
AN7080.1
AN7081.1
AN7082.1
AN7083.1
AN7084.1
AN7085.1
AN7086.1
AN7087.1
AN7088.1
AN7089.1
AN7090.1
AN7091.1
AN7092.1
AN7093.1
AN7094.1
AN7095.1
AN7096.1
AN7097.1
AN7098.1
AN7099.1
AN7100.1
AN7101.1
AN7102.1
AN7103.1
AN7104.1 NCU07872.1
AN7105.1
AN7106.1 YPL002C
AN7107.1
AN7108.1
AN7109.1
AN7110.1
AN7111.1
AN7112.1
AN7113.1
AN7114.1
AN7115.1
AN7116.1
AN7117.1
AN7118.1
AN7119.1 NCU06522.1
AN7120.1
AN7121.1
AN7122.1
AN7123.1
AN7124.1
AN7125.1
AN7126.1
AN7127.1
AN7128.1
AN7129.1
AN7130.1
AN7131.1
AN7132.1
AN7133.1
AN7134.1
AN7135.1
AN7136.1
AN7137.1
AN7138.1
AN7139.1
AN7140.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7141.1
AN7142.1 NCU03404.1
AN7143.1
AN7144.1
AN7145.1
AN7146.1
AN7147.1
AN7148.1
AN7149.1
AN7150.1
AN7151.1
AN7152.1
AN7153.1
AN7154.1
AN7155.1
AN7156.1
AN7157.1
AN7158.1
AN7159.1
AN7160.1
AN7161.1
AN7162.1 FG06634.1
AN7163.1
AN7164.1
AN7165.1
AN7166.1
AN7167.1
AN7168.1
AN7169.1
AN7170.1
AN7171.1
AN7172.1
AN7173.1
AN7174.1
AN7175.1
AN7176.1
AN7177.1
AN7178.1
AN7179.1
AN7180.1
AN7181.1
AN7182.1 NCU09204.1
AN7183.1
AN7184.1
AN7185.1
AN7186.1
AN7187.1
AN7188.1
AN7189.1
AN7190.1 MG09463.1 NCU08857.1
AN7191.1
AN7192.1
AN7193.1 NCU04923.1
AN7194.1 FG10124.1 MG00738.1 NCU01419.1
AN7195.1
AN7196.1
AN7197.1
AN7198.1
AN7199.1 YML131W
AN7200.1
AN7201.1
AN7202.1
AN7203.1
AN7204.1
AN7205.1
AN7206.1
AN7207.1
AN7208.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7209.1
AN7210.1
AN7211.1
AN7212.1
AN7213.1
AN7214.1
AN7215.1
AN7216.1
AN7217.1
AN7218.1 MG02797.1 NCU09694.1
AN7219.1
AN7220.1
AN7221.1
AN7222.1
AN7223.1
AN7224.1
AN7225.1
AN7226.1
AN7227.1
AN7228.1
AN7229.1
AN7230.1 FG09085.1 MG11036.1 NCU00206.1
AN7231.1
AN7232.1
AN7233.1
AN7234.1
AN7235.1
AN7236.1
AN7237.1 NCU00052.1
AN7238.1
AN7239.1 FG04272.1 NCU08029.1
AN7240.1
AN7241.1
AN7242.1
AN7243.1
AN7244.1
AN7245.1
AN7246.1
AN7247.1
AN7248.1
AN7249.1
AN7250.1
AN7251.1
AN7252.1
AN7253.1
AN7254.1 NCU00018.1
AN7255.1
AN7256.1
AN7257.1
AN7258.1
AN7259.1
AN7260.1 FG05465.1 YLR002C
AN7261.1
AN7262.1
AN7263.1
AN7264.1
AN7265.1
AN7266.1
AN7267.1
AN7268.1
AN7269.1
AN7270.1
AN7271.1
AN7272.1
AN7273.1 MG00114.1
AN7274.1
AN7275.1
AN7276.1

344



§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7277.1
AN7278.1 MG02378.1
AN7279.1
AN7280.1
AN7281.1
AN7282.1
AN7283.1
AN7284.1
AN7285.1
AN7286.1
AN7287.1
AN7288.1
AN7289.1
AN7290.1
AN7291.1
AN7292.1
AN7293.1 FG06758.1 MG00127.1 NCU07563.1
AN7294.1
AN7295.1
AN7296.1
AN7297.1
AN7298.1
AN7299.1 MG06316.1 NCU00422.1
AN7300.1
AN7301.1 FG02528.1 MG05686.1 NCU00163.1
AN7302.1
AN7303.1 NCU00164.1
AN7304.1 YHR002W
AN7305.1
AN7306.1
AN7307.1 FG04255.1
AN7308.1
AN7309.1
AN7310.1
AN7311.1 YDR108W YDR108W
AN7312.1
AN7313.1 FG11366.1 MG03844.1 NCU06861.1
AN7314.1
AN7315.1 FG06752.1
AN7316.1
AN7317.1
AN7318.1
AN7319.1
AN7320.1 FG10790.1 MG03418.1
AN7321.1
AN7322.1
AN7323.1
AN7324.1
AN7325.1 MG08071.1
AN7326.1
AN7327.1
AN7328.1
AN7329.1
AN7330.1
AN7331.1 MG02451.1
AN7332.1
AN7333.1
AN7334.1
AN7335.1 MG04671.1 NCU00295.1
AN7336.1
AN7337.1
AN7338.1
AN7339.1
AN7340.1
AN7341.1
AN7342.1
AN7343.1
AN7344.1 NCU06522.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7345.1
AN7346.1 YGR288W
AN7347.1 NCU00458.1
AN7348.1 MG05262.1
AN7349.1
AN7350.1
AN7351.1
AN7352.1
AN7353.1
AN7354.1 MG05248.1
AN7355.1
AN7356.1
AN7357.1
AN7358.1
AN7359.1
AN7360.1
AN7361.1 YOL033W
AN7362.1
AN7363.1
AN7364.1
AN7365.1
AN7366.1
AN7367.1
AN7368.1
AN7369.1
AN7370.1
AN7371.1
AN7372.1
AN7373.1
AN7374.1
AN7375.1
AN7376.1
AN7377.1
AN7378.1
AN7379.1
AN7380.1
AN7381.1
AN7382.1
AN7383.1
AN7384.1
AN7385.1
AN7386.1
AN7387.1
AN7388.1
AN7389.1
AN7390.1 MG04158.1 NCU06519.1
AN7391.1
AN7392.1
AN7393.1
AN7394.1
AN7395.1
AN7396.1
AN7397.1
AN7398.1
AN7399.1
AN7400.1
AN7401.1 FG06445.1 NCU04997.1
AN7402.1
AN7403.1
AN7404.1
AN7405.1
AN7406.1
AN7407.1
AN7408.1
AN7409.1
AN7410.1
AN7411.1
AN7412.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7413.1
AN7414.1
AN7415.1
AN7416.1
AN7417.1
AN7418.1
AN7419.1
AN7420.1
AN7421.1
AN7422.1 FG02640.1 NCU05777.1
AN7423.1 FG10122.1 MG00685.1 NCU03606.1
AN7424.1
AN7425.1
AN7426.1
AN7427.1
AN7428.1 FG10226.1 NCU06672.1 YHR171W YHR171W
AN7429.1 YHR144C
AN7430.1 FG09984.1 NCU07156.1
AN7431.1 YKL059C
AN7432.1
AN7433.1
AN7434.1
AN7435.1 YML021C YML021C
AN7436.1
AN7437.1 NCU07504.1
AN7438.1
AN7439.1 YPR175W
AN7440.1
AN7441.1
AN7442.1
AN7443.1
AN7444.1
AN7445.1
AN7446.1
AN7447.1
AN7448.1
AN7449.1
AN7450.1
AN7451.1 NCU00461.1
AN7452.1
AN7453.1
AN7454.1 NCU07158.1
AN7455.1
AN7456.1
AN7457.1
AN7458.1
AN7459.1 NCU02542.1
AN7460.1
AN7461.1 YPL015C
AN7462.1
AN7463.1 MG00537.1
AN7464.1
AN7465.1 FG00509.1
AN7466.1
AN7467.1
AN7468.1
AN7469.1
AN7470.1
AN7471.1
AN7472.1 MG09287.1
AN7473.1
AN7474.1
AN7475.1
AN7476.1
AN7477.1
AN7478.1
AN7479.1 FG08865.1 MG08897.1
AN7480.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7481.1
AN7482.1
AN7483.1
AN7484.1 FG04003.1 MG00114.1
AN7485.1 NCU07564.1
AN7486.1
AN7487.1
AN7488.1 MG10533.1
AN7489.1
AN7490.1
AN7491.1
AN7492.1 FG09810.1 MG01422.1
AN7493.1
AN7494.1
AN7495.1
AN7496.1
AN7497.1
AN7498.1
AN7499.1
AN7500.1 FG02477.1 MG04140.1
AN7501.1 MG04137.1
AN7502.1 YNR012W YNR012W
AN7503.1 YDR365C
AN7504.1 MG04163.1
AN7505.1
AN7506.1
AN7507.1
AN7508.1
AN7509.1
AN7510.1
AN7511.1
AN7512.1
AN7513.1
AN7514.1
AN7515.1
AN7516.1
AN7517.1 MG07464.1
AN7518.1
AN7519.1
AN7520.1
AN7521.1
AN7522.1
AN7523.1
AN7524.1
AN7525.1
AN7526.1 YDR299W
AN7527.1
AN7528.1
AN7529.1
AN7530.1
AN7531.1
AN7532.1
AN7533.1
AN7534.1
AN7535.1 NCU02191.1
AN7536.1
AN7537.1
AN7538.1
AN7539.1
AN7540.1 FG01314.1 MG00341.1 NCU07380.1
AN7541.1
AN7542.1
AN7543.1
AN7544.1
AN7545.1
AN7546.1
AN7547.1
AN7548.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7549.1
AN7550.1
AN7551.1
AN7552.1
AN7553.1
AN7554.1
AN7555.1
AN7556.1
AN7557.1
AN7558.1
AN7559.1
AN7560.1 FG05608.1 NCU03316.1
AN7561.1
AN7562.1
AN7563.1
AN7564.1
AN7565.1
AN7566.1 YGR276C YGR276C
AN7567.1 FG01317.1 MG06356.1 NCU09803.1 YDR098C
AN7568.1
AN7569.1 YGR096W
AN7570.1
AN7571.1
AN7572.1
AN7573.1
AN7574.1
AN7575.1
AN7576.1 MG04377.1
AN7577.1
AN7578.1
AN7579.1 MG04506.1 YHR200W YHR200W
AN7580.1
AN7581.1
AN7582.1
AN7583.1
AN7584.1
AN7585.1 MG07444.1
AN7586.1
AN7587.1
AN7588.1 YJL121C
AN7589.1
AN7590.1
AN7591.1 NCU07504.1
AN7592.1
AN7593.1
AN7594.1
AN7595.1
AN7596.1
AN7597.1 YJL212C YJL212C
AN7598.1
AN7599.1
AN7600.1 MG04144.1
AN7601.1
AN7602.1
AN7603.1 FG05300.1 MG06108.1 NCU09747.1 YHR026W
AN7604.1
AN7605.1
AN7606.1
AN7607.1
AN7608.1
AN7609.1
AN7610.1
AN7611.1
AN7612.1
AN7613.1
AN7614.1
AN7615.1
AN7616.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7617.1
AN7618.1
AN7619.1
AN7620.1
AN7621.1
AN7622.1
AN7623.1
AN7624.1
AN7625.1
AN7626.1
AN7627.1
AN7628.1
AN7629.1 FG05564.1 MG01667.1
AN7630.1 FG09544.1 NCU02477.1
AN7631.1
AN7632.1 FG10200.1
AN7633.1
AN7634.1
AN7635.1
AN7636.1 FG01630.1 MG07773.1 NCU06303.1
AN7637.1
AN7638.1
AN7639.1
AN7640.1
AN7641.1
AN7642.1
AN7643.1
AN7644.1
AN7645.1
AN7646.1
AN7647.1
AN7648.1
AN7649.1 MG06427.1
AN7650.1
AN7651.1
AN7652.1
AN7653.1
AN7654.1
AN7655.1
AN7656.1
AN7657.1
AN7658.1
AN7659.1 FG10087.1
AN7660.1
AN7661.1
AN7662.1
AN7663.1
AN7664.1
AN7665.1
AN7666.1
AN7667.1 MG04225.1
AN7668.1
AN7669.1
AN7670.1
AN7671.1
AN7672.1 NCU02635.1
AN7673.1 NCU06380.1
AN7674.1
AN7675.1
AN7676.1
AN7677.1 YDR479C
AN7678.1
AN7679.1 YML067C YML067C
AN7680.1
AN7681.1
AN7682.1 MG01762.1
AN7683.1
AN7684.1 NCU08315.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7685.1
AN7686.1
AN7687.1 MG00979.1
AN7688.1
AN7689.1
AN7690.1
AN7691.1
AN7692.1
AN7693.1
AN7694.1
AN7695.1
AN7696.1
AN7697.1
AN7698.1
AN7699.1 FG08949.1
AN7700.1
AN7701.1 FG09438.1 MG02598.1 NCU08071.1
AN7702.1
AN7703.1
AN7704.1 YKL213C
AN7705.1
AN7706.1
AN7707.1 FG07284.1
AN7708.1 FG07908.1
AN7709.1 FG05131.1 MG08167.1
AN7710.1 FG05132.1 MG08166.1
AN7711.1
AN7712.1
AN7713.1
AN7714.1
AN7715.1 FG06214.1 NCU06386.1
AN7716.1
AN7717.1
AN7718.1
AN7719.1
AN7720.1
AN7721.1 MG04856.1
AN7722.1
AN7723.1 FG06122.1 NCU01370.1
AN7724.1
AN7725.1
AN7726.1
AN7727.1
AN7728.1
AN7729.1 YDR135C
AN7730.1
AN7731.1 FG02604.1
AN7732.1 MG06781.1 NCU01211.1
AN7733.1 YJR062C
AN7734.1
AN7735.1
AN7736.1 FG08845.1 MG03061.1 NCU02147.1
AN7737.1
AN7738.1
AN7739.1
AN7740.1
AN7741.1 MG05484.1 NCU09673.1 YOL062C
AN7742.1
AN7743.1
AN7744.1
AN7745.1
AN7746.1
AN7747.1
AN7748.1
AN7749.1
AN7750.1
AN7751.1
AN7752.1 NCU08291.1 YOR176W
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7753.1 YMR284W
AN7754.1
AN7755.1 MG02960.1 NCU01954.1
AN7756.1
AN7757.1
AN7758.1
AN7759.1
AN7760.1
AN7761.1
AN7762.1
AN7763.1 MG10320.1
AN7764.1
AN7765.1
AN7766.1
AN7767.1
AN7768.1
AN7769.1
AN7770.1 FG00407.1 MG05138.1 NCU07958.1
AN7771.1
AN7772.1
AN7773.1
AN7774.1
AN7775.1
AN7776.1
AN7777.1
AN7778.1
AN7779.1
AN7780.1
AN7781.1
AN7782.1
AN7783.1
AN7784.1
AN7785.1
AN7786.1
AN7787.1
AN7788.1
AN7789.1
AN7790.1
AN7791.1
AN7792.1
AN7793.1
AN7794.1
AN7795.1
AN7796.1
AN7797.1
AN7798.1
AN7799.1 MG07443.1 NCU01107.1
AN7800.1 NCU07564.1
AN7801.1
AN7802.1
AN7803.1
AN7804.1
AN7805.1
AN7806.1
AN7807.1
AN7808.1
AN7809.1 MG07464.1
AN7810.1
AN7811.1
AN7812.1
AN7813.1
AN7814.1 MG04118.1
AN7815.1
AN7816.1
AN7817.1
AN7818.1
AN7819.1
AN7820.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7821.1
AN7822.1
AN7823.1
AN7824.1
AN7825.1
AN7826.1
AN7827.1
AN7828.1
AN7829.1
AN7830.1
AN7831.1
AN7832.1
AN7833.1
AN7834.1
AN7835.1
AN7836.1
AN7837.1
AN7838.1
AN7839.1
AN7840.1
AN7841.1
AN7842.1
AN7843.1
AN7844.1
AN7845.1
AN7846.1
AN7847.1
AN7848.1
AN7849.1
AN7850.1
AN7851.1
AN7852.1
AN7853.1
AN7854.1
AN7855.1
AN7856.1
AN7857.1
AN7858.1
AN7859.1
AN7860.1
AN7861.1
AN7862.1
AN7863.1
AN7864.1
AN7865.1
AN7866.1
AN7867.1
AN7868.1
AN7869.1
AN7870.1
AN7871.1 MG10699.1
AN7872.1
AN7873.1 MG04118.1
AN7874.1
AN7875.1
AN7876.1 FG05696.1 MG02125.1
AN7877.1
AN7878.1 MG02489.1
AN7879.1
AN7880.1
AN7881.1 MG03375.1 NCU06895.1
AN7882.1
AN7883.1 MG06187.1
AN7884.1
AN7885.1
AN7886.1
AN7887.1
AN7888.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7889.1
AN7890.1
AN7891.1
AN7892.1
AN7893.1
AN7894.1 MG06187.1
AN7895.1 NCU06080.1
AN7896.1
AN7897.1
AN7898.1
AN7899.1
AN7900.1
AN7901.1
AN7902.1
AN7903.1
AN7904.1
AN7905.1
AN7906.1 MG09900.1
AN7907.1
AN7908.1
AN7909.1
AN7910.1
AN7911.1
AN7912.1
AN7913.1
AN7914.1 NCU06080.1
AN7915.1
AN7916.1
AN7917.1
AN7918.1
AN7919.1
AN7920.1
AN7921.1
AN7922.1 FG06634.1
AN7923.1
AN7924.1
AN7925.1
AN7926.1
AN7927.1
AN7928.1
AN7929.1 NCU05977.1
AN7930.1
AN7931.1
AN7932.1
AN7933.1
AN7934.1
AN7935.1
AN7936.1
AN7937.1
AN7938.1
AN7939.1
AN7940.1
AN7941.1
AN7942.1
AN7943.1
AN7944.1
AN7945.1
AN7946.1
AN7947.1
AN7948.1
AN7949.1
AN7950.1
AN7951.1
AN7952.1
AN7953.1 FG07303.1 NCU06416.1
AN7954.1
AN7955.1
AN7956.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN7957.1
AN7958.1
AN7959.1 MG03501.1
AN7960.1
AN7961.1
AN7962.1
AN7963.1
AN7964.1
AN7965.1
AN7966.1
AN7967.1
AN7968.1
AN7969.1
AN7970.1
AN7971.1
AN7972.1
AN7973.1
AN7974.1
AN7975.1
AN7976.1
AN7977.1
AN7978.1
AN7979.1
AN7980.1
AN7981.1
AN7982.1
AN7983.1
AN7984.1 MG01723.1
AN7985.1
AN7986.1
AN7987.1
AN7988.1
AN7989.1
AN7990.1
AN7991.1
AN7992.1
AN7993.1 FG06778.1 NCU01172.1
AN7994.1 FG06777.1 MG08646.1 YLR274W
AN7995.1
AN7996.1
AN7997.1
AN7998.1
AN7999.1
AN8000.1
AN8001.1
AN8002.1 NCU01377.1
AN8003.1
AN8004.1
AN8005.1
AN8006.1
AN8007.1
AN8008.1
AN8009.1 FG01672.1
AN8010.1
AN8011.1
AN8012.1 MG08649.1
AN8013.1 FG06781.1 MG08648.1 NCU01174.1
AN8014.1
AN8015.1
AN8016.1 MG04885.1
AN8017.1
AN8018.1 FG03429.1 MG03349.1 NCU09799.1
AN8019.1
AN8020.1
AN8021.1
AN8022.1
AN8023.1
AN8024.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8025.1
AN8026.1
AN8027.1
AN8028.1
AN8029.1
AN8030.1 NCU03813.1
AN8031.1
AN8032.1 FG06786.1 MG08631.1
AN8033.1
AN8034.1
AN8035.1
AN8036.1 NCU01906.1
AN8037.1
AN8038.1
AN8039.1 FG01627.1 NCU05347.1
AN8040.1
AN8041.1
AN8042.1
AN8043.1
AN8044.1 YLR389C
AN8045.1 MG01676.1
AN8046.1 YJR107W
AN8047.1
AN8048.1
AN8049.1
AN8050.1 MG01675.1
AN8051.1
AN8052.1
AN8053.1
AN8054.1 FG07282.1 MG06472.1
AN8055.1
AN8056.1 MG08841.1
AN8057.1 FG07287.1
AN8058.1
AN8059.1 FG06120.1
AN8060.1
AN8061.1
AN8062.1
AN8063.1
AN8064.1
AN8065.1
AN8066.1 MG00308.1 NCU09571.1
AN8067.1
AN8068.1
AN8069.1 MG01463.1 NCU06986.1
AN8070.1
AN8071.1
AN8072.1
AN8073.1
AN8074.1
AN8075.1 FG00323.1 MG09173.1
AN8076.1
AN8077.1 NCU06519.1
AN8078.1
AN8079.1
AN8080.1
AN8081.1
AN8082.1
AN8083.1
AN8084.1
AN8085.1
AN8086.1
AN8087.1
AN8088.1
AN8089.1
AN8090.1
AN8091.1
AN8092.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8093.1
AN8094.1
AN8095.1
AN8096.1
AN8097.1
AN8098.1
AN8099.1
AN8100.1
AN8101.1
AN8102.1
AN8103.1
AN8104.1
AN8105.1
AN8106.1
AN8107.1
AN8108.1 MG00317.1 NCU05537.1
AN8109.1
AN8110.1
AN8111.1
AN8112.1
AN8113.1
AN8114.1
AN8115.1
AN8116.1
AN8117.1
AN8118.1
AN8119.1
AN8120.1
AN8121.1
AN8122.1 MG04158.1
AN8123.1
AN8124.1 MG01874.1 NCU05886.1
AN8125.1
AN8126.1
AN8127.1
AN8128.1
AN8129.1
AN8130.1
AN8131.1
AN8132.1
AN8133.1
AN8134.1
AN8135.1
AN8136.1
AN8137.1
AN8138.1
AN8139.1
AN8140.1
AN8141.1
AN8142.1
AN8143.1
AN8144.1 MG08671.1 NCU09400.1
AN8145.1 YML079W
AN8146.1
AN8147.1
AN8148.1
AN8149.1
AN8150.1
AN8151.1
AN8152.1
AN8153.1
AN8154.1
AN8155.1
AN8156.1
AN8157.1
AN8158.1
AN8159.1
AN8160.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8161.1
AN8162.1
AN8163.1
AN8164.1
AN8165.1
AN8166.1
AN8167.1
AN8168.1
AN8169.1
AN8170.1 FG07377.1 MG04016.1 NCU03769.1
AN8171.1
AN8172.1
AN8173.1
AN8174.1
AN8175.1
AN8176.1
AN8177.1
AN8178.1
AN8179.1
AN8180.1
AN8181.1 MG09524.1
AN8182.1 MG07466.1
AN8183.1
AN8184.1
AN8185.1
AN8186.1
AN8187.1
AN8188.1 FG05854.1
AN8189.1
AN8190.1
AN8191.1
AN8192.1
AN8193.1
AN8194.1 FG06115.1 NCU03800.1
AN8195.1
AN8196.1
AN8197.1
AN8198.1
AN8199.1
AN8200.1
AN8201.1 MG06470.1 YIL143C
AN8202.1
AN8203.1
AN8204.1 FG05580.1 MG04697.1
AN8205.1
AN8206.1
AN8207.1
AN8208.1
AN8209.1
AN8210.1
AN8211.1
AN8212.1
AN8213.1 YJR057W
AN8214.1 MG07477.1
AN8215.1
AN8216.1
AN8217.1
AN8218.1
AN8219.1
AN8220.1
AN8221.1
AN8222.1
AN8223.1
AN8224.1 FG04582.1 YGL245W
AN8225.1 NCU08893.1
AN8226.1
AN8227.1
AN8228.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8229.1
AN8230.1
AN8231.1
AN8232.1 MG04877.1 NCU07757.1 YGL112C
AN8233.1
AN8234.1
AN8235.1
AN8236.1
AN8237.1
AN8238.1
AN8239.1
AN8240.1
AN8241.1
AN8242.1
AN8243.1
AN8244.1
AN8245.1
AN8246.1 FG08964.1 MG05977.1 NCU09696.1 YPR088C
AN8247.1
AN8248.1
AN8249.1
AN8250.1
AN8251.1
AN8252.1
AN8253.1
AN8254.1 YHR072W-A
AN8255.1
AN8256.1
AN8257.1
AN8258.1 MG04081.1 NCU03623.1
AN8259.1
AN8260.1 YHR072W
AN8261.1
AN8262.1
AN8263.1
AN8264.1
AN8265.1
AN8266.1
AN8267.1
AN8268.1
AN8269.1
AN8270.1
AN8271.1 MG04359.1
AN8272.1
AN8273.1 MG03226.1
AN8274.1 MG07201.1
AN8275.1
AN8276.1
AN8277.1 FG01417.1
AN8278.1
AN8279.1
AN8280.1 NCU01654.1
AN8281.1
AN8282.1
AN8283.1 MG04432.1
AN8284.1
AN8285.1
AN8286.1 NCU02626.1
AN8287.1
AN8288.1
AN8289.1
AN8290.1
AN8291.1
AN8292.1
AN8293.1 MG06038.1 NCU07011.1 YLR409C YLR409C
AN8294.1
AN8295.1
AN8296.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8297.1
AN8298.1
AN8299.1
AN8300.1
AN8301.1
AN8302.1
AN8303.1
AN8304.1
AN8305.1
AN8306.1
AN8307.1
AN8308.1
AN8309.1
AN8310.1
AN8311.1
AN8312.1
AN8313.1
AN8314.1
AN8315.1
AN8316.1
AN8317.1
AN8318.1
AN8319.1
AN8320.1
AN8321.1
AN8322.1
AN8323.1
AN8324.1
AN8325.1
AN8326.1
AN8327.1
AN8328.1
AN8329.1
AN8330.1 NCU06080.1
AN8331.1
AN8332.1
AN8333.1
AN8334.1
AN8335.1
AN8336.1
AN8337.1
AN8338.1 NCU06895.1
AN8339.1
AN8340.1 MG07444.1
AN8341.1
AN8342.1
AN8343.1
AN8344.1
AN8345.1
AN8346.1
AN8347.1
AN8348.1
AN8349.1
AN8350.1
AN8351.1
AN8352.1
AN8353.1
AN8354.1
AN8355.1
AN8356.1
AN8357.1
AN8358.1
AN8359.1
AN8360.1
AN8361.1
AN8362.1
AN8363.1
AN8364.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8365.1
AN8366.1
AN8367.1
AN8368.1
AN8369.1
AN8370.1
AN8371.1
AN8372.1
AN8373.1
AN8374.1
AN8375.1
AN8376.1
AN8377.1
AN8378.1
AN8379.1
AN8380.1
AN8381.1
AN8382.1
AN8383.1
AN8384.1
AN8385.1
AN8386.1 MG02544.1
AN8387.1
AN8388.1
AN8389.1
AN8390.1
AN8391.1
AN8392.1
AN8393.1
AN8394.1
AN8395.1
AN8396.1
AN8397.1
AN8398.1
AN8399.1
AN8400.1
AN8401.1 FG07993.1 MG08985.1 NCU09923.1
AN8402.1
AN8403.1
AN8404.1 YLR178C
AN8405.1
AN8406.1
AN8407.1
AN8408.1
AN8409.1 NCU06080.1
AN8410.1
AN8411.1
AN8412.1
AN8413.1
AN8414.1
AN8415.1 FG10790.1 MG03418.1
AN8416.1
AN8417.1
AN8418.1
AN8419.1
AN8420.1
AN8421.1
AN8422.1
AN8423.1
AN8424.1
AN8425.1
AN8426.1
AN8427.1
AN8428.1
AN8429.1
AN8430.1
AN8431.1
AN8432.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8433.1
AN8434.1
AN8435.1
AN8436.1
AN8437.1
AN8438.1
AN8439.1
AN8440.1
AN8441.1
AN8442.1
AN8443.1
AN8444.1
AN8445.1
AN8446.1
AN8447.1
AN8448.1 MG05600.1
AN8449.1
AN8450.1
AN8451.1
AN8452.1
AN8453.1
AN8454.1
AN8455.1
AN8456.1
AN8457.1
AN8458.1
AN8459.1 YKR105C
AN8460.1
AN8461.1
AN8462.1
AN8463.1
AN8464.1 NCU08152.1
AN8465.1
AN8466.1
AN8467.1
AN8468.1
AN8469.1
AN8470.1
AN8471.1
AN8472.1
AN8473.1
AN8474.1
AN8475.1
AN8476.1
AN8477.1
AN8478.1
AN8479.1
AN8480.1
AN8481.1
AN8482.1
AN8483.1
AN8484.1
AN8485.1
AN8486.1
AN8487.1
AN8488.1
AN8489.1
AN8490.1
AN8491.1 MG00482.1 YPL211W
AN8492.1
AN8493.1
AN8494.1
AN8495.1
AN8496.1
AN8497.1
AN8498.1
AN8499.1 NCU07564.1
AN8500.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8501.1
AN8502.1
AN8503.1
AN8504.1
AN8505.1
AN8506.1
AN8507.1
AN8508.1
AN8509.1
AN8510.1
AN8511.1 FG05696.1 MG02125.1
AN8512.1
AN8513.1
AN8514.1
AN8515.1
AN8516.1 NCU09116.1
AN8517.1
AN8518.1
AN8519.1 NCU09116.1
AN8520.1
AN8521.1
AN8522.1
AN8523.1
AN8524.1
AN8525.1 MG08196.1
AN8526.1
AN8527.1
AN8528.1
AN8529.1
AN8530.1
AN8531.1
AN8532.1
AN8533.1
AN8534.1 NCU01882.1
AN8535.1
AN8536.1
AN8537.1
AN8538.1
AN8539.1
AN8540.1
AN8541.1
AN8542.1
AN8543.1
AN8544.1
AN8545.1
AN8546.1
AN8547.1 MG06596.1
AN8548.1
AN8549.1
AN8550.1
AN8551.1
AN8552.1 NCU00643.1
AN8553.1 MG06442.1
AN8554.1
AN8555.1
AN8556.1
AN8557.1
AN8558.1
AN8559.1 FG08622.1 MG06511.1 NCU03913.1
AN8560.1
AN8561.1
AN8562.1 FG00550.1 NCU08603.1
AN8563.1
AN8564.1
AN8565.1
AN8566.1 NCU04072.1
AN8567.1
AN8568.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8569.1
AN8570.1
AN8571.1
AN8572.1
AN8573.1
AN8574.1
AN8575.1
AN8576.1
AN8577.1
AN8578.1
AN8579.1
AN8580.1
AN8581.1
AN8582.1
AN8583.1
AN8584.1
AN8585.1
AN8586.1
AN8587.1
AN8588.1
AN8589.1
AN8590.1
AN8591.1
AN8592.1
AN8593.1
AN8594.1
AN8595.1
AN8596.1
AN8597.1
AN8598.1
AN8599.1
AN8600.1
AN8601.1
AN8602.1
AN8603.1
AN8604.1 YIR042C
AN8605.1
AN8606.1
AN8607.1
AN8608.1
AN8609.1
AN8610.1
AN8611.1
AN8612.1
AN8613.1
AN8614.1
AN8615.1
AN8616.1
AN8617.1
AN8618.1
AN8619.1
AN8620.1
AN8621.1
AN8622.1
AN8623.1 MG04927.1
AN8624.1
AN8625.1
AN8626.1
AN8627.1 NCU02191.1
AN8628.1
AN8629.1
AN8630.1
AN8631.1
AN8632.1
AN8633.1
AN8634.1
AN8635.1
AN8636.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8637.1 MG10061.1 NCU08791.1
AN8638.1
AN8639.1 FG06051.1 MG03860.1
AN8640.1
AN8641.1
AN8642.1 NCU01704.1
AN8643.1
AN8644.1
AN8645.1
AN8646.1
AN8647.1
AN8648.1
AN8649.1
AN8650.1
AN8651.1
AN8652.1
AN8653.1
AN8654.1
AN8655.1
AN8656.1
AN8657.1
AN8658.1
AN8659.1
AN8660.1
AN8661.1
AN8662.1
AN8663.1
AN8664.1 FG08780.1
AN8665.1
AN8666.1
AN8667.1
AN8668.1 FG08598.1 MG02761.1
AN8669.1
AN8670.1
AN8671.1
AN8672.1
AN8673.1
AN8674.1 FG08593.1
AN8675.1 NCU07447.1
AN8676.1
AN8677.1
AN8678.1
AN8679.1
AN8680.1
AN8681.1
AN8682.1 FG08578.1 NCU03159.1
AN8683.1
AN8684.1
AN8685.1
AN8686.1
AN8687.1
AN8688.1
AN8689.1
AN8690.1 MG03666.1
AN8691.1 YNL221C
AN8692.1
AN8693.1
AN8694.1
AN8695.1
AN8696.1
AN8697.1
AN8698.1
AN8699.1
AN8700.1
AN8701.1 YDR128W
AN8702.1 MG02568.1
AN8703.1
AN8704.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8705.1
AN8706.1
AN8707.1
AN8708.1
AN8709.1 MG04156.1
AN8710.1
AN8711.1
AN8712.1
AN8713.1 FG08658.1 YPL022W
AN8714.1
AN8715.1
AN8716.1
AN8717.1
AN8718.1
AN8719.1
AN8720.1 YKR043C YKR043C
AN8721.1 NCU01980.1
AN8722.1
AN8723.1
AN8724.1
AN8725.1
AN8726.1
AN8727.1
AN8728.1
AN8729.1
AN8730.1
AN8731.1
AN8732.1
AN8733.1
AN8734.1
AN8735.1
AN8736.1
AN8737.1
AN8738.1
AN8739.1
AN8740.1
AN8741.1
AN8742.1
AN8743.1
AN8744.1
AN8745.1
AN8746.1 FG08675.1 NCU03148.1
AN8747.1
AN8748.1 FG06404.1 NCU02027.1 YLR118C
AN8749.1
AN8750.1 FG08564.1 MG02671.1
AN8751.1
AN8752.1
AN8753.1
AN8754.1
AN8755.1 MG02616.1
AN8756.1
AN8757.1
AN8758.1
AN8759.1
AN8760.1
AN8761.1
AN8762.1
AN8763.1 FG08566.1
AN8764.1 NCU02028.1
AN8765.1
AN8766.1
AN8767.1
AN8768.1
AN8769.1
AN8770.1
AN8771.1
AN8772.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8773.1
AN8774.1
AN8775.1
AN8776.1
AN8777.1
AN8778.1
AN8779.1 FG10203.1 MG00771.1
AN8780.1
AN8781.1
AN8782.1
AN8783.1 FG05504.1
AN8784.1
AN8785.1
AN8786.1
AN8787.1 NCU00134.1
AN8788.1
AN8789.1
AN8790.1 YGR194C
AN8791.1
AN8792.1
AN8793.1 YMR118C
AN8794.1 FG09009.1
AN8795.1 FG08982.1
AN8796.1 FG05865.1 NCU01099.1 YML121W
AN8797.1
AN8798.1 MG04080.1
AN8799.1 MG04871.1
AN8800.1
AN8801.1 NCU04803.1
AN8802.1
AN8803.1
AN8804.1 FG06662.1
AN8805.1 FG05948.1
AN8806.1 MG10668.1 NCU01116.1
AN8807.1
AN8808.1
AN8809.1
AN8810.1 FG06805.1 YHR045W
AN8811.1
AN8812.1 FG08373.1
AN8813.1
AN8814.1
AN8815.1
AN8816.1
AN8817.1
AN8818.1
AN8819.1
AN8820.1
AN8821.1 FG05966.1
AN8822.1 FG07372.1 MG03998.1
AN8823.1
AN8824.1
AN8825.1
AN8826.1
AN8827.1 YGL179C
AN8828.1
AN8829.1
AN8830.1
AN8831.1 FG02092.1 MG05528.1 NCU01069.1
AN8832.1 FG02093.1
AN8833.1 NCU00401.1
AN8834.1 FG05466.1 MG06322.1
AN8835.1
AN8836.1
AN8837.1 FG02072.1 NCU07742.1
AN8838.1 YOL145C
AN8839.1
AN8840.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8841.1 FG07396.1 MG06940.1
AN8842.1
AN8843.1 FG10211.1 YHR025W YHR025W
AN8844.1 NCU06224.1 YOL133W YOL133W
AN8845.1 NCU06223.1
AN8846.1
AN8847.1
AN8848.1 NCU06198.1
AN8849.1
AN8850.1
AN8851.1 YLR175W
AN8852.1
AN8853.1
AN8854.1
AN8855.1 MG10184.1 NCU06227.1
AN8856.1
AN8857.1 MG06309.1
AN8858.1
AN8859.1
AN8860.1
AN8861.1
AN8862.1 YOR326W
AN8863.1
AN8864.1
AN8865.1
AN8866.1
AN8867.1
AN8868.1 NCU01444.1
AN8869.1 FG07475.1
AN8870.1 FG07480.1 NCU01452.1
AN8871.1
AN8872.1
AN8873.1
AN8874.1
AN8875.1
AN8876.1
AN8877.1 NCU03264.1
AN8878.1 MG04560.1
AN8879.1 NCU09313.1
AN8880.1 FG00615.1
AN8881.1
AN8882.1
AN8883.1
AN8884.1
AN8885.1
AN8886.1 NCU04358.1
AN8887.1
AN8888.1
AN8889.1
AN8890.1
AN8891.1
AN8892.1
AN8893.1
AN8894.1
AN8895.1
AN8896.1
AN8897.1
AN8898.1
AN8899.1
AN8900.1
AN8901.1
AN8902.1
AN8903.1
AN8904.1
AN8905.1
AN8906.1
AN8907.1
AN8908.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8909.1
AN8910.1
AN8911.1
AN8912.1
AN8913.1
AN8914.1
AN8915.1
AN8916.1
AN8917.1
AN8918.1
AN8919.1
AN8920.1
AN8921.1
AN8922.1
AN8923.1
AN8924.1
AN8925.1
AN8926.1
AN8927.1
AN8928.1
AN8929.1
AN8930.1
AN8931.1
AN8932.1
AN8933.1
AN8934.1
AN8935.1
AN8936.1
AN8937.1
AN8938.1
AN8939.1
AN8940.1
AN8941.1
AN8942.1
AN8943.1
AN8944.1
AN8945.1
AN8946.1
AN8947.1
AN8948.1
AN8949.1
AN8950.1
AN8951.1
AN8952.1
AN8953.1
AN8954.1
AN8955.1
AN8956.1
AN8957.1
AN8958.1
AN8959.1 FG01031.1 MG01585.1 NCU02801.1
AN8960.1
AN8961.1
AN8962.1
AN8963.1
AN8964.1
AN8965.1
AN8966.1
AN8967.1
AN8968.1
AN8969.1
AN8970.1
AN8971.1
AN8972.1
AN8973.1
AN8974.1
AN8975.1
AN8976.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN8977.1
AN8978.1
AN8979.1 MG03880.1 NCU01754.1 YMR083W
AN8980.1
AN8981.1
AN8982.1
AN8983.1
AN8984.1
AN8985.1
AN8986.1
AN8987.1
AN8988.1
AN8989.1
AN8990.1 MG01385.1
AN8991.1
AN8992.1
AN8993.1
AN8994.1 MG05901.1
AN8995.1
AN8996.1
AN8997.1
AN8998.1 NCU04072.1
AN8999.1
AN9000.1
AN9001.1
AN9002.1
AN9003.1
AN9004.1
AN9005.1
AN9006.1
AN9007.1 MG03375.1 NCU06895.1
AN9008.1
AN9009.1
AN9010.1
AN9011.1
AN9012.1 NCU05977.1
AN9013.1
AN9014.1 MG01723.1
AN9015.1
AN9016.1
AN9017.1
AN9018.1
AN9019.1
AN9020.1
AN9021.1
AN9022.1
AN9023.1
AN9024.1
AN9025.1
AN9026.1
AN9027.1
AN9028.1
AN9029.1
AN9030.1
AN9031.1
AN9032.1
AN9033.1
AN9034.1
AN9035.1
AN9036.1
AN9037.1
AN9038.1 FG05299.1
AN9039.1
AN9040.1
AN9041.1 MG04839.1
AN9042.1
AN9043.1
AN9044.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9045.1
AN9046.1
AN9047.1
AN9048.1
AN9049.1
AN9050.1
AN9051.1
AN9052.1
AN9053.1
AN9054.1
AN9055.1
AN9056.1
AN9057.1
AN9058.1
AN9059.1
AN9060.1 NCU02432.1
AN9061.1
AN9062.1
AN9063.1 FG08586.1
AN9064.1 FG04922.1 MG01176.1 YJR159W
AN9065.1
AN9066.1 FG00706.1
AN9067.1
AN9068.1
AN9069.1
AN9070.1
AN9071.1
AN9072.1 NCU00889.1
AN9073.1
AN9074.1
AN9075.1
AN9076.1
AN9077.1
AN9078.1
AN9079.1
AN9080.1
AN9081.1
AN9082.1
AN9083.1 YML022W
AN9084.1
AN9085.1
AN9086.1 FG02649.1 MG04694.1 YKR068C
AN9087.1
AN9088.1
AN9089.1
AN9090.1
AN9091.1
AN9092.1
AN9093.1 YNL255C
AN9094.1
AN9095.1
AN9096.1
AN9097.1
AN9098.1
AN9099.1
AN9100.1
AN9101.1 FG10185.1 MG07295.1 NCU01284.1
AN9102.1
AN9103.1 FG02433.1 NCU05850.1
AN9104.1
AN9105.1
AN9106.1 YDR058C
AN9107.1
AN9108.1 MG00755.1 NCU01402.1
AN9109.1
AN9110.1
AN9111.1
AN9112.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9113.1
AN9114.1
AN9115.1
AN9116.1
AN9117.1
AN9118.1
AN9119.1 MG04717.1
AN9120.1 FG00843.1
AN9121.1
AN9122.1
AN9123.1
AN9124.1
AN9125.1 FG00778.1 NCU00727.1 YNR003C
AN9126.1
AN9127.1
AN9128.1 MG07309.1
AN9129.1
AN9130.1
AN9131.1
AN9132.1
AN9133.1
AN9134.1
AN9135.1
AN9136.1
AN9137.1
AN9138.1
AN9139.1
AN9140.1 YMR221C
AN9141.1 MG09463.1 NCU08857.1
AN9142.1
AN9143.1
AN9144.1
AN9145.1
AN9146.1
AN9147.1
AN9148.1 FG00524.1 MG01631.1
AN9149.1
AN9150.1
AN9151.1
AN9152.1
AN9153.1
AN9154.1
AN9155.1
AN9156.1
AN9157.1 FG02555.1 MG09393.1
AN9158.1
AN9159.1
AN9160.1
AN9161.1 NCU08315.1
AN9162.1 NCU02126.1
AN9163.1
AN9164.1
AN9165.1
AN9166.1 MG03374.1 NCU05882.1
AN9167.1
AN9168.1 YDR536W
AN9169.1
AN9170.1 YMR058W
AN9171.1
AN9172.1
AN9173.1 NCU08152.1
AN9174.1
AN9175.1
AN9176.1
AN9177.1
AN9178.1
AN9179.1 YPR127W
AN9180.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9181.1
AN9182.1
AN9183.1
AN9184.1 NCU08152.1
AN9185.1
AN9186.1
AN9187.1
AN9188.1
AN9189.1
AN9190.1
AN9191.1
AN9192.1
AN9193.1
AN9194.1
AN9195.1
AN9196.1
AN9197.1
AN9198.1
AN9199.1
AN9200.1
AN9201.1
AN9202.1
AN9203.1
AN9204.1
AN9205.1
AN9206.1
AN9207.1
AN9208.1
AN9209.1
AN9210.1 MG09179.1
AN9211.1
AN9212.1
AN9213.1
AN9214.1
AN9215.1
AN9216.1
AN9217.1
AN9218.1
AN9219.1
AN9220.1
AN9221.1
AN9222.1
AN9223.1
AN9224.1
AN9225.1
AN9226.1
AN9227.1
AN9228.1
AN9229.1
AN9230.1
AN9231.1
AN9232.1
AN9233.1
AN9234.1
AN9235.1
AN9236.1
AN9237.1
AN9238.1
AN9239.1
AN9240.1
AN9241.1
AN9242.1
AN9243.1
AN9244.1
AN9245.1
AN9246.1
AN9247.1
AN9248.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9249.1
AN9250.1
AN9251.1
AN9252.1
AN9253.1
AN9254.1
AN9255.1
AN9256.1
AN9257.1 NCU09400.1
AN9258.1
AN9259.1
AN9260.1
AN9261.1
AN9262.1
AN9263.1
AN9264.1
AN9265.1
AN9266.1
AN9267.1
AN9268.1
AN9269.1
AN9270.1
AN9271.1
AN9272.1
AN9273.1
AN9274.1
AN9275.1 MG06133.1
AN9276.1
AN9277.1
AN9278.1 FG01141.1 MG00189.1 NCU03076.1
AN9279.1
AN9280.1
AN9281.1
AN9282.1
AN9283.1
AN9284.1
AN9285.1
AN9286.1
AN9287.1 FG02360.1 MG09314.1 NCU03322.1
AN9288.1 MG01176.1
AN9289.1
AN9290.1 MG03499.1
AN9291.1
AN9292.1
AN9293.1 NCU06324.1
AN9294.1
AN9295.1
AN9296.1
AN9297.1
AN9298.1 NCU06198.1
AN9299.1 FG02000.1 MG06747.1 NCU04109.1
AN9300.1
AN9301.1
AN9302.1
AN9303.1 FG00828.1 MG03212.1 NCU01598.1
AN9304.1
AN9305.1
AN9306.1
AN9307.1
AN9308.1
AN9309.1
AN9310.1
AN9311.1
AN9312.1
AN9313.1
AN9314.1
AN9315.1 MG08196.1
AN9316.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9317.1
AN9318.1
AN9319.1
AN9320.1
AN9321.1
AN9322.1
AN9323.1
AN9324.1
AN9325.1
AN9326.1
AN9327.1
AN9328.1
AN9329.1
AN9330.1
AN9331.1
AN9332.1
AN9333.1
AN9334.1
AN9335.1
AN9336.1
AN9337.1
AN9338.1
AN9339.1 FG06733.1 MG06442.1
AN9340.1 YPR026W
AN9341.1
AN9342.1
AN9343.1
AN9344.1
AN9345.1 YPL171C
AN9346.1
AN9347.1
AN9348.1
AN9349.1
AN9350.1
AN9351.1
AN9352.1
AN9353.1
AN9354.1
AN9355.1
AN9356.1 NCU02019.1
AN9357.1 YIR035C
AN9358.1
AN9359.1 YMR033W
AN9360.1
AN9361.1
AN9362.1 FG06860.1 MG09948.1
AN9363.1 MG02619.1
AN9364.1
AN9365.1
AN9366.1
AN9367.1
AN9368.1
AN9369.1
AN9370.1
AN9371.1
AN9372.1
AN9373.1
AN9374.1
AN9375.1 NCU01057.1
AN9376.1
AN9377.1
AN9378.1
AN9379.1
AN9380.1
AN9381.1
AN9382.1
AN9383.1
AN9384.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9385.1
AN9386.1
AN9387.1
AN9388.1
AN9389.1
AN9390.1
AN9391.1
AN9392.1
AN9393.1
AN9394.1
AN9395.1
AN9396.1 YKR035W-A
AN9397.1
AN9398.1
AN9399.1 YLR015W
AN9400.1 YMR293C
AN9401.1 MG02566.1
AN9402.1 FG00259.1 MG02819.1
AN9403.1 MG10569.1
AN9404.1
AN9405.1
AN9406.1
AN9407.1
AN9408.1 MG04118.1
AN9409.1
AN9410.1 YDR444W
AN9411.1
AN9412.1
AN9413.1
AN9414.1
AN9415.1
AN9416.1
AN9417.1
AN9418.1
AN9419.1
AN9420.1
AN9421.1
AN9422.1
AN9423.1
AN9424.1
AN9425.1 FG01221.1 MG01270.1
AN9426.1
AN9427.1
AN9428.1
AN9429.1
AN9430.1
AN9431.1
AN9432.1
AN9433.1
AN9434.1
AN9435.1
AN9436.1 MG03132.1 NCU01625.1
AN9437.1
AN9438.1 YDR435C
AN9439.1
AN9440.1
AN9441.1
AN9442.1
AN9443.1
AN9444.1
AN9445.1
AN9446.1 YDR531W
AN9447.1
AN9448.1
AN9449.1
AN9450.1
AN9451.1
AN9452.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9453.1
AN9454.1
AN9455.1 Q0080
AN9456.1
AN9457.1
AN9458.1
AN9459.1
AN9460.1 MG07324.1 NCU06677.1
AN9461.1 FG07381.1 NCU03796.1 YGL059W YGL059W
AN9462.1
AN9463.1 YPL242C
AN9464.1
AN9465.1 FG01154.1
AN9466.1
AN9467.1
AN9468.1
AN9469.1 YOR150W
AN9470.1 MG05283.1
AN9471.1
AN9472.1
AN9473.1
AN9474.1
AN9475.1
AN9476.1
AN9477.1
AN9478.1
AN9479.1
AN9480.1
AN9481.1 FG05981.1 MG07326.1 NCU03588.1
AN9482.1
AN9483.1
AN9484.1
AN9485.1
AN9486.1 YOR196C
AN9487.1
AN9488.1
AN9489.1
AN9490.1
AN9491.1
AN9492.1
AN9493.1
AN9494.1
AN9495.1
AN9496.1 NCU03752.1
AN9497.1
AN9498.1
AN9499.1
AN9500.1
AN9501.1
AN9502.1
AN9503.1
AN9504.1 MG03026.1
AN9505.1
AN9506.1 MG01385.1
AN9507.1
AN9508.1
AN9509.1
AN9510.1
AN9511.1
AN9512.1
AN9513.1
AN9514.1
AN9515.1
AN9516.1
AN9517.1
AN9518.1
AN9519.1
AN9520.1
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§S3 Upstream open reading frames (uORFs) Tab 5 - Orthologs
an_gene fg_uorf_utr_or_60bp mg_uorf_utr_or_60bp nc_uorf_utr_or_60bp sc_uorf_100bp sc_cooccur_orf_100bp
AN9521.1
AN9522.1 FG07173.1 MG09516.1
AN9523.1
AN9524.1
AN9525.1
AN9526.1
AN9527.1
AN9528.1 FG02596.1 NCU06193.1
AN9529.1
AN9530.1
AN9531.1
AN9532.1
AN9533.1
AN9534.1
AN9535.1
AN9536.1
AN9537.1
AN9538.1
AN9539.1
AN9540.1
AN9541.1
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§S4 Conserved Non-Coding conpats
Method:
To search for conserved non-coding conpats with enriched statistical signals, we started with the set of 4936 
ortholog triplets and 1000bp upstream and downstream regions multiply aligned using MLAGAN.  The High-
scoring Conserved Sequence (HCS) blocks were identified as described in the paper, and aligned all-vs-all to 
identify the best local alignment between pairs.  Local alignments were clustered to identify commonly occurring 
subconpats (occur >= 4 different HCS) termed conpats.  We identified all conpat co-occurrences (where the 
conpat appears upstream of 3 orthologous genes, or downstream of 3 orthologs) by using MAST with an expect 
Co-occurrence Enrichment - conpat occurs more often than random conpats of same length and degeneracy.  
Pvalue assigned by comparing observed co-occurrences to distribution of 1000 simulated conpats of same length 
Upstream vs Downstream - conpat occurs preferentially upstream or downstream of genes.  Pvalue assigned by 
binomial distribution (# upstream occurrence, total occurrences, background probability=0.56). Background 
Category Enrichment - conpat occurs preferentially near genes having related functional categories.  Pvalue for 
each category C assigned by hypergeometric distribution (# co-occurrences upstream of genes in category C, 
total # co-occurrences, # all genes in category C, # all genes) with the Bonferroni correction for multiple testing.
Cell Location Enrichment - conpat occurs preferentially near genes having related cellular location, based on 
the GO cell location category for the A. nidulans gene's best bi-directional hit (BBH) to S. cerevisiae.  Pvalue for 
each category C assigned by hypergeometric distribution (# co-occurrences upstream of genes in category C, 
total # co-occurrences, # all genes in category C, # all genes) with the Bonferroni correction for multiple testing.  
The total number of genes is all A. nidulans genes having a three-way ortholog in Aspergillus, and the number of 

Definitions:
Three-way orthologs: Pairwise orthologs are defined as best bidirectional hits (within all-vs-all comparison of 
genome protein sets) using blastp (e<1e-5) and requiring > 60% coverage of each gene.  Three-way orthologs 

Tabs:
conpats: 69 conpats showed co-occurrence enrichment (p < 0.01) and either upstream or downstream 
conpat_sites: sites of co-occurring conpats, 2 lines per ortholog (for upstream co-occurring conpats, and 
conpat_matrices.ace: conpat matrix in ACE file format (multiple alignment HCS subsequences).  X=any 
factors: sequences of known factors used in similarity searches
an_cats: for all three-way orthologs, the A. nidulans locus, description, COG category, yeast best bi-directional hit 
(BBH), yeast GO cellular location category
top35: the top 35 conpats sorted by the number of HCS

Data fields: 
conpats tab:
ID: unique conpat identifier.
Conpat Consensus: sequence logo (generated by WebLogo program [Crooks GE et all, Genome Research, 2004]) based on HCS multiple alignment.
Similar Sequence: name of known factor with a similar binding sequence, based on CompareACE score > 0.85.  Set of known factors in tab "factors".
# HCS: number of HCS blocks clustered together to generate conpat

# 5' Sites: number of ortholog triplets (An, Af, Ao) that the conpat co-occurred upstream of.  All ortholog triplets were aligned including 1000 bp upstream.  If a neighboring 
gene is located within 1000bp upstream, the upstream non-coding alignment is split in half, otherwise the entire 1000bp upstream alignment is split in half. 

# 3' Sites: number of ortholog triplets (An, Af, Ao) that the conpat co-occurred downstream of.  All ortholog triplets were aligned including 1000 bp downstream.  If a 
neighboring gene is located within 1000bp downstream, the downstream non-coding alignment is split in half, otherwise the entire 1000bp downstream alignment is split in half.

5' /3' Bias? "up" indicates that the conpat preferentially occurrs upstream of genes (pvalue < 0.01 based on binomial distribution).  "down" indicates a downstream preference.
% Aligned: percent of upstream co-occurrences that overlap an HCS (if 5'/3' bias="up", use downstream co-occurrences otherwise).

Strand Bias? "yes" indicates that the conpat co-occurred more often on the + strand (same strand as gene) than on the - strand (binomial distribution, pvalue < 0.01).  "no" 
indicates that no such preference was observed.  Note: there will be no preference for reverse-complement palindrome conpats.

Sites/Gene: average number of times a conpat is found upstream of the gene (if 5'/3' bias = "up") or downstream of the gene (if 5'/3' bias = "down").

1



Enriched in COG categories: categories showing enrichment (pvalue < 0.01 as described above), after multiple category testing.  The number of genes in this category are 
Enriched in cell location: categories showing enrichment (pvalue < 0.01 as described above), after multiple category testing.  The number of genes in this category are 

Bits / Base: average number of information content bits contained in the weight matrix.
Conpat Consensus: ASCII representation of the conpat weight matrix.  BE VERY CAREFUL if you use this as it's much better to use the underlying weight matrix 
representation (see conpat_matrices.ace).  The ASCII representation has capital letters representing bases with > 1 bit of information from the weight matrix, and lowercase 
degenerate code letters for the bases < 1 bit of information content

conpat_sites tab:
conpat ID: unique conpat identifier.
Conpat Consensus: see above
Similar Sequence: see above
conpat 5' / 3' Bias: upsteam/downstream bias of the conpat, see above
Site 5' / 3' of Locus: "up" if the site is upstream of the given gene, "down" if the site is downstream of the given gene
AF Locus: locus of the A. fumigatus ortholog
AN Locus: locus of the A. nidulans ortholog
AO Locus: locus of the A. oryzae ortholog
Locus Description: name of the A. nidulans locus
COG Category: COG category for AN locus (multiple letters indicate locus is in multiple categories)
COG Cat Enriched: 1 if the conpat in enriched in this category (p<0.01)
(Bonferonni correction).
# AF sites: number of conpat sites upstream/downstream of this gene in A. fumigatus
# AN sites: number of conpat sites upstream/downstream of this gene in A. nidulans
# AO sites: number of conpat sites upstream/downstream of this gene in A. oryzae
Overlap HCS: 1 if any of the sites overlaps an HCS
conpat start.
conpat start.
conpat start.

AN 5' UTR Len: if "Site 5'/3' of Locus"="up", then report the length of the EST alignment that overlaps a gene to the 5' end (indicating a lowerbound for the 5' UTR length) or 
"No EST" if no EST aligns to this gene.  NOTE: just the maximum aligned length is given and introns may be present within the 5' UTR.
In AN 5' UTR: 1 if "AN 5' UTR Len">0 and the "AN dist from gene" < "AN 5' UTR Len"
downstream of this gene
In AN 3' UTR: 1 if "AN 3' UTR Len">0 and the "AN dist from gene" < "AN 3' UTR Len"
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§S4 Conserved Non-Coding conpats Tab 1 - conpats

ID Conpat Consensus Similar 
Sequence

# 
HCS

# 5' 
Sites

# 3' 
Sites

5' /3' 
Bias?

% 
Aligned

Strand 
Bias?

Sites/
Gene

Enriched in COG categories
(# genes in category)

Enriched in cell location
(# genes in category)

Bits / 
Base Conpat Consensus

1821 bHLH 36 115 8 up³ 35% yes³ 1.1 J:Translation, ribosomal structure, biogenesis (16)¹ nucleus (22) 1.9 TCACGTG
1622 areA/gln3 19 25 3 up¹ 60% 1.1 nucleus (8) 1.6 ATCTTATC
234 17 46 11 up² 35% 1.2 A:RNA processing, modification (8) 1.3 GTTTGTCnTGTTTG

1934 bHLH 16 36 3 up³ 47% yes¹ 1.1 I:Lipid transport, metabolism (10)² 1.8 TCACATGA
1710 puf3 16 5 20 down¹ 30% yes³ 1.0 1.6 TGTATATA
896 15 14 2 up 43% yes 1.0 1.6 TGGTCCGTGC

1602 14 34 0 up³ 50% 1.1 nucleolus (4) 1.8 AGGCGGT
1879 13 24 1 up² 63% yes 1.1 1.8 CTTATCGAT
1132 12 14 2 up 36% yes³ 1.1 1.6 CCCCTCT
2683 10 27 1 up³ 48% yes¹ 1.1 1.7 TCTCCGC
2223 9 5 16 down 63% yes³ 1.0 1.8 GGCGTTG
1291 yAP1 9 21 1 up² 62% yes 1.1 1.8 TGAGTCAG
992 9 1 21 down³ 86% yes³ 1.1 1.8 GCATAGCG

2611 9 0 17 down³ 59% 1.1 1.8 TGTACAT
1739 9 9 0 up 44% yes¹ 1.2 J:Translation, ribosomal structure, biogenesis (4) 1.5 GGGCTTAGGG
418 9 33 1 up³ 45% 1.2 1.4 CAAACAGTGCAAA

2077 puf3 9 1 9 down 56% yes 1.0 mitochondrion (4)¹ 1.3 TGTACAAATA
973 8 74 6 up³ 36% yes¹ 1.1 A:RNA processing, modification (12)¹ nucleolus (8)² 1.8 CACCGCCT

2488 8 37 4 up³ 38% yes² 1.1 T:Signal transduction mechanisms (11)² cytoplasm (13)¹ 1.7 TACCCCGC
1144 puf3 8 2 11 down 36% yes³ 1 3 mitochondrion (6)³ 1 7 TGTACTAT1144 puf3 8 2 11 down 36% yes 1.3 mitochondrion (6) 1.7 TGTACTAT
1635 8 13 1 up 69% yes³ 1.2 J:Translation, ribosomal structure, biogenesis (8)³ cytoplasm (8)² 1.6 CGACAACCC
1940 8 2 19 down² 47% yes³ 1.2 D:Cell cycle/division, chrom. partitioning (5)¹ 1.4 GTbGGCGTT
2199 bHLH 7 40 3 up³ 30% 1.0 1.8 CCACGTGC
1426 7 14 1 up 50% 1.0 C:Energy production, conversion (5)¹ 1.7 CCCGAGGT
2525 stuA/mbp1 6 18 1 up¹ 39% yes 1.3 L:Replication, recombination, repair (10)³ nucleus (8)¹ 1.9 GACGCGT
813 yATF-B 6 11 1 up 45% 1.1 1.8 ACGTCAC

1650 6 11 0 up 73% 1.1 J:Translation, ribosomal structure, biogenesis (4) nucleolus (4)² 1.7 GAAATTT
2093 6 44 5 up³ 30% yes³ 1.1 I:Lipid transport, metabolism (8) 1.7 CCCCGCAC
1998 6 25 1 up³ 40% yes 1.0 I:Lipid transport, metabolism (7)¹ peroxisome (2)¹ 1.7 CCTCGGCA
2497 6 0 8 down 100% yes² 1.0 1.6 TGCATAG
751 6 25 2 up² 40% 1.1 1.6 ACCGCCTTCC

2483 cpcA/gcn4 5 19 4 up 26% 1.2 J:Translation, ribosomal structure, biogenesis (7)² cytoplasm (12)³ 2.0 TGAGTCA
2249 5 36 0 up³ 25% 1.2 J:Translation, ribosomal structure, biogenesis (13)³ nucleolus (8)³nucleus (12)¹ 1.9 TTTTTTT
1059 5 12 1 up 92% 1.1 1.9 TCGGCCCG
2451 5 0 10 down¹ 80% 1.0 cell periphery (2) 1.9 GATATCC
2677 5 34 6 up² 62% yes³ 1.1 1.8 TCACCGC
1723 5 18 2 up 50% 1.0 1.7 TCTCGTGA
2919 5 53 2 up³ 30% yes³ 1.1 cytoplasm (16) 1.7 TCCCCGC
1581 5 1 8 down 38% yes³ 1.0 1.7 TGCATATA
2215 5 1 10 down 40% yes³ 1.1 1.7 ATTCCCC
252 5 12 0 up¹ 25% 1.1 1.6 ACGCGTAAAGTGGTT

2032 5 18 1 up¹ 39% 1.1 (7)¹ 1.6 GAAGCTCTC
1971 5 11 1 up 82% 1.1 1.5 CGCCGGCCG
1872 5 0 13 down² 69% yes 1.0 1.5 TATGATAC
1093 5 83 6 up³ 16% yes³ 1.4 cytoplasm (26)²nucleus (17) 1.5 CCCCTCCCCC
1453 5 4 12 down 33% 1.1 1.5 TTTGGTCTT
855 5 12 1 up 58% yes 1.2 1.4 TTCCGCCCGC
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§S4 Conserved Non-Coding conpats Tab 1 - conpats

ID Conpat Consensus Similar 
Sequence

# 
HCS

# 5' 
Sites

# 3' 
Sites

5' /3' 
Bias?

% 
Aligned

Strand 
Bias?

Sites/
Gene

Enriched in COG categories
(# genes in category)

Enriched in cell location
(# genes in category)

Bits / 
Base Conpat Consensus

2194 5 2 14 down¹ 21% yes³ 1.0 1.4 GGvGTTTGGAG
616 5 19 1 up¹ 37% 1.0 L:Replication, recombination, repair (7)³ 1.4 CGCGAAdTCACGTG
652 5 263 32 up³ 8% yes³ 1.9 C:Energy production, conversion (24) cytoplasm (50) 1.3 CTCTCCTTCTCCCC
45 5 400 243 up¹ 3% yes³ 1.9 cytoplasm (75)¹ 1.3 TTTCTTTTTCTTTTTTTT

2662 4 2 25 down³ 56% yes³ 1.0 1.9 GAGATACC
2253 4 1 8 down 50% 1.1 1.9 TTTGGTTT
2529 4 30 2 up³ 30% yes 1.0 1.8 ACGTGAC
1230 4 14 1 up 29% yes³ 1.1 1.7 TTACCCCTC
2236 4 18 2 up 67% 1.0 late Golgi (2)nucleolus (5)² 1.7 GCAGAATC
1407 4 40 3 up³ 30% yes 1.1 J:Translation, ribosomal structure, biogenesis (9)¹ 1.6 CCCGTGACT
1475 4 24 53 down³ 26% yes³ 1.6 1.6 TTTCCTTT
328 4 3 12 down 83% yes³ 1.1 1.6 GCATAGCATGGCGT

2287 4 33 0 up³ 6% yes³ 1.3 1.6 TTCTTCCTT
843 4 13 1 up 38% 1.0 1.5 TGAGCCTCGG

2378 puf3 4 2 11 down 73% yes¹ 1.0 mitochondrion (4) 1.5 TGTACAGAA
347 4 15 1 up 47% 1.0 J:Translation, ribosomal structure, biogenesis (5) nucleolus (4)¹ 1.5 wmAAAAGTTC

1183 4 22 4 up 59% 1.1 1.5 AAACAAGGCA
344 4 14 2 up 50% 1.1 1.5 GGCAAAATdAAC
336 4 4 31 down³ 23% yes³ 1.1 K:Transcription (7) 1.4 GGCGTTTGGG
698 4 121 16 up³ 10% yes³ 1 7 mitochondrion (13)cytoplasm (27) 1 3 CCCTCCATCTCCA698 4 121 16 up 10% yes 1.7 mitochondrion (13)cytoplasm (27) 1.3 CCCTCCATCTCCA
233 4 108 36 up³ 6% yes³ 1.6 C:Energy production, conversion (14) mitochondrion (12) 1.3 TCTCCTTTCCTCyC

1270 4 26 5 up¹ 12% yes³ 1.3 1.3 CTTTTCCGTCC

Similar sequence determined comparing pattern with known factors in yeast and Aspergillus via CompareACE (score cutoff 0.85)
Pvalues indicated by superscript: ¹pvalue < 1e-3, ²pvalue < 1e-4, ³pvalue < 1e-5
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§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

45 TTTCTTTTTCTTTTTTT up down 71.m16041 AN0047.1 AO070314000125 GTP-binding protein GP-1 1 3 3 0 44 53 110 272 1
45 TTTCTTTTTCTTTTTTT up down 71.m15325 AN0056.1 AO070314000131 hypothetical protein [Neurospora crassa] 1 2 3 0 98 205 8 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 71.m15359 AN0081.1 AO070311000136 G-protein beta subunit 3 2 3 0 61 282 14 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 71.m15366 AN0091.1 AO070311000124 Putative protein methyltransferase involved in meiosis and 

transcriptional silencing (Dot1)
DK 0.9390279

78679397 
4.1582839
2190872

1 1 2 0 207 66 182 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 71.m15386 AN0111.1 AO070311000109 mRNA splicing factor A 1.249 1 1 1 0 276 74 146 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06496 AN0266.1 AO070334000087 Splicing factor, arginine/serine-rich A 1.249 1 2 1 0 28 53 64 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15437 AN0837.1 AO070255000006 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 2 2 0 24 214 89 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15477 AN0874.1 AO070320000033 Poly(A) polymerase and related nucleotidyltransferases A 1.249 3 2 3 0 91 98 162 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m14844 AN1379.1 AO070243000010 mRNA export protein (contains WD40 repeats) A 1.249 1 1 1 0 12 210 245 135 0
45 TTTCTTTTTCTTTTTTT up down 71.m16065 AN0182.1 AO070321000058 Ras-related GTPase 1 1 1 0 248 280 255 341 1
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07773 AN1697.1 AO070305000021 Splicing coactivator SRm160/300, subunit SRm160 

(contains PWI domain)
A 1.249 3 1 2 0 96 441 115 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m15051 AN1750.1 AO070324000043 RNA helicase A 1.249 1 1 1 0 94 30 29 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07347 AN1949.1 AO070342000215 ATP-dependent RNA helicase pitchoune A 1.249 1 2 1 0 78 111 309 51 0
45 TTTCTTTTTCTTTTTTT up up 58.m07602 AN1992.1 AO070301000083 U4/U6.U5 snRNP associated protein A 1.249 1 1 2 1 226 144 124 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19690 AN2151.1 AO070343000200 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 1 1 0 118 80 340 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08713 AN2868.1 AO070338000154 Oligoribonuclease (3'->5' exoribonuclease) A 1.249 1 1 1 0 115 377 187 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m14962 AN3958.1 AO070341000080 DNA alkylation damage repair protein A 1.249 1 1 2 0 237 91 13 64 0
45 TTTCTTTTTCTTTTTTT

T
up down 54.m06491 AN0293.1 AO070334000049 Predicted acetyltransferases and hydrolases with the 

alpha/beta hydrolase fold
1 1 1 0 12 14 137 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 54.m06459 AN0302.1 AO070334000037 Nucleolar GTPase/ATPase p130 Y 0.123 6 5 2 1 71 109 151 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06765 AN4206.1 AO070231000018 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 1 1 1 0 79 40 122 34 0
45 TTTCTTTTTCTTTTTTT

T
up up 58.m08025 AN4298.1 AO070189000008 U3 small nucleolar ribonucleoprotein (snoRNP) subunit - 

Mpp10p
A 1.249 2 1 1 0 65 164 65 143 0

45 TTTCTTTTTCTTTTTTT up down 54.m06392 AN0359.1 AO070318000037 Translation initiation factor 3, subunit b (eIF-3b) J 0.203 1 2 1 0 44 4 31 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15682 AN4696.1 AO070329000189 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 2 1 0 243 209 102 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19952 AN5931.1 AO070340000344 ATP-dependent RNA helicase A 1.249 4 4 4 0 121 67 57 111 1
45 TTTCTTTTTCTTTTTTT

T
up down 54.m06638 AN0446.1 AO070338000308 Uncharacterized protein PSP1 (suppressor of DNA 

polymerase alpha mutations in yeast)
1 3 3 0 190 130 230 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 65.m07245 AN6725.1 AO070339000169 Protein involved in mRNA turnover and stability A 1.249 1 1 1 1 144 40 47 45 1
45 TTTCTTTTTCTTTTTTT up down 54.m06605 AN0463.1 AO070328000174 Signaling protein DOCK180 T 0.089 1 2 3 0 113 47 27 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m03883 AN8034.1 AO070322000125 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 2 3 0 107 177 297 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 53.m03908 AN8038.1 AO070330000008 mRNA cleavage and polyadenylation factor I complex, 

subunit RNA15
A 1.249 2 1 3 0 280 22 25 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 53.m03926 AN8073.1 AO070330000031 tRNA and rRNA cytosine-C5-methylase (nucleolar protein 
NOL1/NOP2)

A 1.249 1 1 2 0 78 20 13 8 0

45 TTTCTTTTTCTTTTTTT
T

up down 69.m15281 AN0565.1 AO070272000043 Multifunctional pyrimidine synthesis protein CAD (includes 
carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

3 3 3 1 68 84 84 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 59.m09109 AN4862.1 AO070329000148 Ran GTPase-activating protein AYT 1.2493014
7251137 
0.1232908
77849902 
0.0887649
64875859
1

2 1 2 0 20 152 68 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 69.m15270 AN0575.1 AO070272000054 Calmodulin-binding protein CRAG, contains DENN 
domain

T 0.089 2 1 2 0 150 202 112 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19479 AN2426.1 AO070241000005 Histone H4 B 6.721 1 1 1 0 116 383 410 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 6.721 4 3 4 0 42 110 208 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15648 AN0634.1 AO070318000124 GTP-binding ADP-ribosylation factor-like protein yARL3 U 3.418 1 1 1 0 185 66 117 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 53.m04190 AN8042.1 AO070330000004 Histone deacetylase complex, catalytic component HDA1 B 6.721 2 2 1 0 92 242 306 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 70.m14994 AN1226.1 AO070331000235 Sirtuin 5 and related class III sirtuins (SIR2 family) BK 6.7213199
7613286 
4.1582839
2190872

1 1 2 0 47 152 94 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 70.m15259 AN0655.1 AO070343000571 hypothetical protein [Neurospora crassa] 1 5 4 0 156 102 19 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15267 AN0664.1 AO070343000556 Phosphoinositide-specific phospholipase C T 0.089 2 3 3 0 57 89 175 No EST No EST
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§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

45 TTTCTTTTTCTTTTTTT
T

up up 70.m15494 AN0888.1 AO070320000057 Uncharacterized conserved protein, contains JmjC domain BT 6.7213199
7613286 
0.0887649
64875859
1

1 1 1 0 122 157 87 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m15252 AN0595.1 AO070280000021 NADP/FAD dependent oxidoreductase C 0.327 2 3 2 0 51 218 420 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15785 AN0775.1 AO070316000063 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.327 1 1 2 0 104 196 232 87 0

45 TTTCTTTTTCTTTTTTT up down 70.m15316 AN0709.1 AO070343000497 FOG: Zn-finger 1 1 2 0 412 309 385 731 1
45 TTTCTTTTTCTTTTTTT up up 70.m15456 AN0870.1 AO070320000023 Mitochondrial phosphate carrier protein C 0.327 2 1 2 0 57 438 27 15 0
45 TTTCTTTTTCTTTTTTT up down 70.m15319 AN0734.1 AO070343000495 Histone H4 B 6.721 2 1 1 0 6 6 8 342 1
45 TTTCTTTTTCTTTTTTT up down 70.m15349 AN0751.1 AO070343000448 predicted protein [Neurospora crassa] 1 1 2 0 33 360 77 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15137 AN1094.1 AO070285000053 NADH-dehydrogenase (ubiquinone) C 0.327 3 2 3 0 32 122 69 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 55.m03061 AN1543.1 AO070339000311 Fumarate reductase, flavoprotein subunit C 0.327 2 1 2 0 31 314 227 43 0
45 TTTCTTTTTCTTTTTTT up up 55.m03067 AN1547.1 AO070339000307 Acetyl-CoA hydrolase C 0.327 3 2 4 0 52 352 42 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07694 AN1624.1 AO070299000090 Mitochondrial F1F0-ATP synthase, subunit 

c/ATP9/proteolipid
C 0.327 2 3 2 0 45 356 325 79 0

45 TTTCTTTTTCTTTTTTT up up 69.m15053 AN1752.1 AO070324000041 NADP/FAD dependent oxidoreductase C 0.327 1 2 1 0 51 51 77 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15424 AN0823.1 AO070255000022 Uncharacterized conserved protein 1 1 1 0 32 25 49 233 1
45 TTTCTTTTTCTTTTTTT up up 57.m05769 AN2069.1 AO070341000218 Cytochrome b5 C 0.327 1 2 3 0 360 125 134 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15944 AN2295.1 AO070295000075 Succinyl-CoA synthetase, alpha subunit C 0.327 1 1 1 0 17 164 159 137 0
45 TTTCTTTTTCTTTTTTT up down 70.m15445 AN0846.1 AO070216000005 predicted protein [Neurospora crassa] 1 1 1 0 69 150 148 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15449 AN0849.1 AO070216000008 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z 5.801 1 2 2 0 268 171 118 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 70.m15453 AN0854.1 AO070320000001 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 1 1 0 65 53 41 308 1
45 TTTCTTTTTCTTTTTTT up up 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 0.327 1 2 2 1 60 307 340 104 0
45 TTTCTTTTTCTTTTTTT up up 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 0.327 3 2 3 0 24 154 247 187 1
45 TTTCTTTTTCTTTTTTT up up 54.m06583 AN4007.1 AO070328000146 Succinyl-CoA:alpha-ketoacid-CoA transferase C 0.327 1 1 2 0 73 309 234 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07847 AN4462.1 AO070305000113 Pyruvate carboxylase C 0.327 3 3 2 0 271 34 305 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07480 AN5534.1 AO070328000057 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.327 2 1 1 0 46 182 143 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 58.m07331 AN5634.1 AO070342000238 Isocitrate lyase C 0.327 2 1 2 0 146 348 360 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.327 1 2 1 0 227 135 43 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 70.m15490 AN0891.1 AO070320000062 Positive regulator of purine utilization 1 1 1 0 16 3 181 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15508 AN0899.1 AO070320000073 Nucleolar GTPase/ATPase p130 Y 0.123 1 3 4 1 165 3 34 7 1
45 TTTCTTTTTCTTTTTTT up up 62.m03250 AN6650.1 AO070269000001 Citrate synthase C 0.327 2 1 2 0 33 382 162 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15522 AN0913.1 AO070320000094 Phosphatidylinositol synthase I 3.913 1 1 2 0 375 313 169 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 65.m07257 AN6717.1 AO070339000157 NAD-dependent malate dehydrogenase C 0.327 2 1 3 0 37 160 141 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m03685 AN8275.1 AO070310000026 Citrate synthase C 0.327 1 1 2 0 76 77 89 73 0
45 TTTCTTTTTCTTTTTTT up up 62.m03362 AN8707.1 AO070315000134 Fumarase C 0.327 4 1 1 0 62 113 54 89 0
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 

(importin beta superfamily)
YU 0.1232908

77849902 
3.4175161
8934886

2 1 2 0 93 113 98 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 62.m03322 AN8755.1 AO070250000017 Isocitrate lyase C 0.327 2 1 2 0 32 237 295 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15535 AN0928.1 AO070320000113 hypothetical protein ( (AL451014) putative protein 

[Neurospora crassa] )
1 1 1 0 42 7 22 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 65.m07308 AN8785.1 AO070289000010 Mitochondrial aspartate/glutamate carrier protein 
Aralar/Citrin (contains EF-hand Ca2+-binding domains)

C 0.327 2 4 6 0 64 15 2 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 70.m15600 AN0953.1 AO070320000154 Predicted small GTPase involved in nuclear protein import U 3.418 1 2 1 0 312 232 367 35 0

45 TTTCTTTTTCTTTTTTT up up 52.m04030 AN9403.1 AO070274000014 Pyruvate dehydrogenase E1, beta subunit C 0.327 1 1 1 0 25 317 207 101 0
45 TTTCTTTTTCTTTTTTT up down 70.m15609 AN0973.1 AO070320000174 FOG: Zn-finger 2 1 2 0 11 152 172 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15619 AN0979.1 AO070320000183 Nucleolar GTPase/ATPase p130 Y 0.123 1 3 2 0 269 27 23 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 54.m07025 AN3894.1 AO070324000132 Aconitase/homoaconitase (aconitase superfamily) CE 0.3270867

52378182 
0.2557771
39620395

1 1 1 0 73 172 209 No EST No EST
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45 TTTCTTTTTCTTTTTTT
T

up up 69.m15433 AN5525.1 AO070341000364 Aconitase/homoaconitase (aconitase superfamily) CE 0.3270867
52378182 
0.2557771
39620395

1 1 2 0 144 344 387 111 0

45 TTTCTTTTTCTTTTTTT up down 70.m15214 AN0997.1 AO070312000043 Ribonuclease III domain proteins J 0.203 1 1 2 0 165 139 173 120 0
45 TTTCTTTTTCTTTTTTT up up 70.m15237 AN1019.1 AO070343000596 Cullins D 0.939 2 2 2 0 133 157 94 69 0
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15234 AN1016.1 AO070312000002 G-protein alpha subunit (small G protein superfamily) DT 0.9390279

78679397 
0.0887649
64875859
1

1 2 3 0 283 117 110 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19677 AN2163.1 AO070343000222 Mitotic spindle checkpoint protein D 0.939 1 1 4 0 301 104 63 242 1
45 TTTCTTTTTCTTTTTTT

T
up up 71.m15961 AN8830.1 AO070271000049 Checkpoint kinase and related serine/threonine protein 

kinases
D 0.939 1 2 1 0 155 74 38 121 1

45 TTTCTTTTTCTTTTTTT
T

up down 70.m15197 AN1039.1 AO070336000074 HLH transcription factor EBF/Olf-1 and related DNA 
binding proteins

K 4.158 2 2 3 0 11 131 8 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15290 AN0687.1 AO070343000527 Spermidine synthase E 0.256 4 2 2 0 27 377 272 123 0
45 TTTCTTTTTCTTTTTTT up up 70.m15221 AN1003.1 AO070312000031 Isocitrate dehydrogenase, alpha subunit E 0.256 2 2 1 0 47 174 197 48 0
45 TTTCTTTTTCTTTTTTT up up 70.m15165 AN1073.1 AO070218000012 H+/oligopeptide symporter E 0.256 3 2 2 0 34 252 233 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15191 AN1052.1 AO070336000059 von Willebrand factor and related coagulation proteins V 9.308 2 1 1 0 137 205 165 368 1
45 TTTCTTTTTCTTTTTTT up up 55.m02926 AN1429.1 AO070242000022 Choline dehydrogenase and related flavoproteins E 0.256 1 1 3 0 215 410 315 48 0
45 TTTCTTTTTCTTTTTTT

T
up up 55.m02949 AN1446.1 AO070302000003 Cystathionine beta-lyases/cystathionine gamma-synthases E 0.256 1 1 3 0 55 181 143 214 1

45 TTTCTTTTTCTTTTTTT up up 58.m07723 AN1631.1 AO070299000043 Amino acid transporters E 0.256 3 1 3 0 300 153 34 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m15036 AN1733.1 AO070324000063 Delta-1-pyrroline-5-carboxylate dehydrogenase E 0.256 1 2 2 0 48 213 108 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15138 AN1093.1 AO070285000054 Vacuolar sorting protein VPS1, dynamin, and related 

proteins
U 3.418 2 1 1 0 30 1 258 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 58.m07598 AN1990.1 AO070301000078 Alpha-isopropylmalate synthase/homocitrate synthase E 0.256 1 1 1 0 408 265 185 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m15137 AN1094.1 AO070285000053 NADH-dehydrogenase (ubiquinone) C 0.327 4 1 4 0 119 125 83 569 1
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07603 AN1993.1 AO070301000084 Aspartate aminotransferase/Glutamic oxaloacetic 

transaminase AAT1/GOT2
E 0.256 2 1 3 0 77 430 101 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15836 AN2229.1 AO070326000151 Homoserine acetyltransferase E 0.256 1 1 1 0 96 61 54 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 70.m15119 AN1116.1 AO070331000108 Transcription regulator XNP/ATRX, DEAD-box superfamily K 4.158 2 1 3 0 24 232 51 50 0

45 TTTCTTTTTCTTTTTTT up down 70.m15114 AN1126.1 AO070331000119 GTP-binding ADP-ribosylation factor Arf1 U 3.418 1 2 2 0 171 173 165 286 1
45 TTTCTTTTTCTTTTTTT up up 59.m08957 AN3058.1 AO070337000016 Glycine/serine hydroxymethyltransferase E 0.256 2 1 2 0 77 392 111 66 0
45 TTTCTTTTTCTTTTTTT up down 70.m15054 AN1166.1 AO070331000160 60s ribosomal protein L6 J 0.203 1 1 1 0 282 265 259 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 67.m02904 AN3304.1 AO070274000035 Amino acid transporters E 0.256 1 1 1 0 52 329 65 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04660 AN3359.1 AO070317000081 Amino acid transporters E 0.256 1 1 2 0 207 248 134 23 0
45 TTTCTTTTTCTTTTTTT up down 70.m15040 AN1177.1 AO070331000173 Vesicle coat complex COPI, beta subunit U 3.418 1 1 1 0 84 14 137 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m08894 AN4159.1 AO070342000188 Glutamine synthetase E 0.256 2 1 2 0 185 197 280 167 0
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07953 AN4376.1 AO070261000018 Glutamate/leucine/phenylalanine/valine dehydrogenases E 0.256 3 1 2 0 73 384 331 100 0

45 TTTCTTTTTCTTTTTTT up up 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 0.256 5 2 4 0 24 235 220 66 0
45 TTTCTTTTTCTTTTTTT up up 59.m09156 AN4819.1 AO070327000168 Glutamine synthetase E 0.256 2 1 1 0 72 119 186 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06889 AN5134.1 AO070291000041 Glutamate synthase E 0.256 2 1 1 0 262 309 209 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m14988 AN1231.1 AO070331000243 DNA polymerase IV (family X) L 0.635 1 1 1 0 304 18 317 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m14806 AN5790.1 AO070249000036 Isocitrate dehydrogenase, gamma subunit E 0.256 1 1 5 0 428 420 47 205 0
45 TTTCTTTTTCTTTTTTT up down 70.m14963 AN1251.1 AO070214000014 FOG: Zn-finger 3 4 3 0 58 208 132 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m14969 AN1255.1 AO070223000014 Chromodomain-helicase DNA-binding protein K 4.158 2 2 2 0 69 186 16 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 70.m14961 AN1258.1 AO070214000012 predicted protein [Neurospora crassa] 1 1 1 0 260 286 158 12 0
45 TTTCTTTTTCTTTTTTT up up 72.m18963 AN5835.1 AO070260000010 Glycine/serine hydroxymethyltransferase E 0.256 2 1 3 0 65 439 221 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19248 AN5883.1 AO070245000025 5,10-methylenetetrahydrofolate reductase E 0.256 1 1 2 0 381 136 103 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 56.m02313 AN8903.1 AO070293000036 H+/oligopeptide symporter E 0.256 3 1 2 0 6 138 64 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m04148 AN9506.1 AO070266000019 Amino acid transporters E 0.256 2 1 2 0 69 255 121 51 0
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07391 AN3591.1 AO070342000143 Methylmalonate semialdehyde dehydrogenase EG 0.2557771

39620395 
1.0681502
5630857

1 1 1 0 88 124 666 No EST No EST
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45 TTTCTTTTTCTTTTTTT
T

up up 62.m03251 AN6651.1 AO070269000002 ATPase component of ABC transporters with duplicated 
ATPase domains/Translation elongation factor EF-3b

EJ 0.2557771
39620395 
0.2030930
81833132

2 2 3 0 233 283 288 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 0.089 1 2 1 0 291 212 101 831 1
45 TTTCTTTTTCTTTTTTT up up 65.m07309 AN0490.1 AO070321000178 CTP synthase (UTP-ammonia lyase) F 2.256 2 1 1 0 73 68 65 39 0
45 TTTCTTTTTCTTTTTTT up up 57.m05527 AN4603.1 AO070267000024 Dihydroorotase and related enzymes F 2.256 1 2 3 0 21 307 129 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19247 AN5884.1 AO070245000024 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F 2.256 1 3 2 0 138 106 147 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 70.m14828 AN1394.1 AO070233000008 Septin CDC10 and related P-loop GTPases DTZ 0.9390279
78679397 
0.0887649
64875859
1 
5.8010167
9073153

1 1 1 0 206 103 122 356 1

45 TTTCTTTTTCTTTTTTT
T

up up 62.m03232 AN6637.1 AO070326000089 Glutamine phosphoribosylpyrophosphate 
amidotransferase

F 2.256 2 2 4 0 144 25 2 415 1

45 TTTCTTTTTCTTTTTTT up up 53.m03757 AN8216.1 AO070310000096 Nucleoside diphosphate kinase F 2.256 1 2 1 0 62 167 136 111 0
45 TTTCTTTTTCTTTTTTT up up 66.m04541 AN9083.1 AO070332000196 Adenine phosphoribosyl transferases F 2.256 5 3 4 0 3 253 404 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 55.m03263 AN1437.1 AO070232000002 hypothetical protein [Neurospora crassa] 2 1 3 0 68 99 37 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 65.m07264 AN6711.1 AO070339000151 Ribose-phosphate pyrophosphokinase FE 2.2556468

4014177 
0.2557771
39620395

2 1 1 0 104 34 31 113 1

45 TTTCTTTTTCTTTTTTT
T

up up 69.m15460 AN5493.1 AO070341000392 Concentrative Na+-nucleoside cotransporter CNT1/CNT2 FP 2.2556468
4014177 
1.3580692
8644389

1 1 1 0 156 264 29 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15291 AN0688.1 AO070343000525 Transketolase G 1.068 5 1 4 0 47 330 172 66 0
45 TTTCTTTTTCTTTTTTT up up 55.m02960 AN1457.1 AO070306000072 Permease of the major facilitator superfamily G 1.068 1 1 1 0 154 95 400 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 55.m02969 AN1467.1 AO070306000090 Serine/threonine protein phosphatase T 0.089 1 1 2 0 291 6 178 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07672 AN1827.1 AO070292000070 Chitinase G 1.068 1 1 2 0 61 341 532 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 55.m02977 AN1475.1 AO070306000098 Cytoskeleton-associated protein and related proteins Z 5.801 0 1 1 0 356 152 366 392 1
45 TTTCTTTTTCTTTTTTT up down 55.m03039 AN1520.1 AO070334000238 Nucleolar GTPase/ATPase p130 Y 0.123 1 3 1 0 263 13 190 328 1
45 TTTCTTTTTCTTTTTTT up up 71.m15917 AN2272.1 AO070295000048 Possible pfkB family carbohydrate kinase G 1.068 1 1 1 0 67 118 83 91 0
45 TTTCTTTTTCTTTTTTT up up 71.m16112 AN2282.1 AO070295000059 Permease of the major facilitator superfamily G 1.068 1 2 1 0 61 441 247 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08711 AN2867.1 AO070338000157 Phosphoglucomutase G 1.068 1 1 1 0 126 46 31 29 0
45 TTTCTTTTTCTTTTTTT up up 59.m08724 AN2875.1 AO070338000136 Fructose 1,6-bisphosphate aldolase G 1.068 1 2 4 0 362 134 91 43 0
45 TTTCTTTTTCTTTTTTT up up 59.m09058 AN2936.1 AO070337000172 Alpha-mannosidase G 1.068 1 1 1 0 122 264 289 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08959 AN3059.1 AO070337000014 Phosphoglycerate mutase G 1.068 1 1 1 0 146 74 76 25 0
45 TTTCTTTTTCTTTTTTT up up 52.m03703 AN3307.1 AO070330000183 Glycogen synthase G 1.068 4 2 2 0 121 142 28 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 52.m03702 AN3308.1 AO070330000181 Alpha-amylase G 1.068 2 2 3 0 391 88 125 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m09022 AN1635.1 AO070299000058 mRNA processing protein A 1.249 1 1 1 0 93 122 181 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07718 AN1639.1 AO070299000037 Thioredoxin-like protein O 0.952 1 2 1 1 359 248 348 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07719 AN1652.1 AO070299000039 FOG: Zn-finger 2 3 3 0 352 175 369 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06782 AN4234.1 AO070234000012 Phosphoglucomutase/phosphomannomutase G 1.068 1 2 1 0 90 135 128 77 0
45 TTTCTTTTTCTTTTTTT up up 57.m05514 AN4591.1 AO070267000007 Phosphoglucomutase/phosphomannomutase G 1.068 1 1 1 0 10 25 45 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 54.m06876 AN5144.1 AO070291000029 Fructose-6-phosphate 2-kinase/fructose-2,6-

biphosphatase
G 1.068 1 2 4 0 28 366 13 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m15037 AN1731.1 AO070324000062 Proline oxidase E 0.256 1 1 2 0 195 4 7 137 1
45 TTTCTTTTTCTTTTTTT up up 69.m14907 AN5210.1 AO070337000270 Pyruvate kinase G 1.068 3 1 3 0 28 416 48 60 0
45 TTTCTTTTTCTTTTTTT

T
up up 69.m15435 AN5523.1 AO070341000366 Trehalose-6-phosphate synthase component TPS1 and 

related subunits
G 1.068 1 1 3 0 320 163 136 201 1

45 TTTCTTTTTCTTTTTTT up up 72.m19991 AN6286.1 AO070308000006 Glucosidase I G 1.068 1 1 4 0 67 266 293 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 62.m03095 AN6508.1 AO070270000001 Glycogen synthase kinase-3 G 1.068 1 3 3 0 411 36 69 36 0
45 TTTCTTTTTCTTTTTTT up up 71.m15236 AN6900.1 AO070314000015 Triosephosphate isomerase G 1.068 2 1 2 0 82 221 126 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07673 AN1828.1 AO070292000071 predicted protein [Neurospora crassa] 4 1 1 0 54 142 312 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05882 AN7459.1 AO070287000066 Hexokinase G 1.068 3 1 1 0 61 23 0 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m03857 AN8010.1 AO070322000057 Glycogen synthase G 1.068 4 3 3 0 127 74 96 293 1
45 TTTCTTTTTCTTTTTTT up up 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 1.068 2 1 3 0 130 314 270 146 0
45 TTTCTTTTTCTTTTTTT up up 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 1.068 5 3 1 0 262 19 66 No EST No EST
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45 TTTCTTTTTCTTTTTTT up down 57.m05716 AN1902.1 AO070341000151 Nucleolar GTPase/ATPase p130 Y 0.123 1 2 3 0 33 24 62 505 1
45 TTTCTTTTTCTTTTTTT up down 69.m14936 AN1918.1 AO070341000122 Phosphoenolpyruvate carboxykinase (ATP) C 0.327 3 1 4 0 14 19 10 195 1
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09373 AN3113.1 AO070303000036 Glucose-6-phosphate/phosphate and 

phosphoenolpyruvate/phosphate antiporter
GE 1.0681502

5630857 
0.2557771
39620395

4 2 6 0 109 243 73 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m14947 AN1931.1 AO070341000104 Predicted GTPase-activating protein T 0.089 1 1 2 0 86 94 108 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07359 AN1940.1 AO070342000196 Nucleolar GTPase/ATPase p130 Y 0.123 2 3 2 0 21 21 43 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15335 AN0726.1 AO070343000481 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 

domain
GO 1.0681502

5630857 
0.9515483
63056541

1 2 3 0 205 163 38 170 1

45 TTTCTTTTTCTTTTTTT up down 58.m07346 AN1950.1 AO070342000218 conserved hypothetical protein [Neurospora crassa] 3 3 3 0 103 17 110 496 1
45 TTTCTTTTTCTTTTTTT

T
up up 55.m03185 AN1602.1 AO070339000250 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 

domain
GO 1.0681502

5630857 
0.9515483
63056541

1 1 1 0 38 391 403 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 0.987 4 3 3 0 22 163 133 193 1
45 TTTCTTTTTCTTTTTTT

T
up up 57.m05936 AN7660.1 AO070268000029 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-

2butanone-4-phosphate synthase
H 0.987 2 2 2 0 69 183 280 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 58.m07570 AN1965.1 AO070301000046 Ribose-phosphate pyrophosphokinase FE 2.2556468
4014177 
0.2557771
39620395

3 3 1 0 105 3 326 133 1

45 TTTCTTTTTCTTTTTTT
T

up up 71.m15639 AN0243.1 AO070284000073 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 3.913 1 1 1 0 42 181 273 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15636 AN0640.1 AO070318000141 Sphingolipid hydroxylase I 3.913 1 1 2 0 395 101 206 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15426 AN0824.1 AO070255000021 Short-chain acyl-CoA dehydrogenase I 3.913 2 2 1 0 75 87 106 25 0
45 TTTCTTTTTCTTTTTTT

T
up up 70.m14873 AN1357.1 AO070237000003 Phosphorylcholine transferase/cholinephosphate 

cytidylyltransferase
I 3.913 3 1 3 0 124 182 137 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 58.m07709 AN1614.1 AO070299000065 SAM-dependent methyltransferases I 3.913 2 1 2 0 187 241 309 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07604 AN1995.1 AO070301000090 Spindle pole body protein Z 5.801 2 1 1 0 207 213 128 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m08943 AN2001.1 AO070301000099 predicted protein [Neurospora crassa] 1 1 1 0 218 156 186 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07617 AN2008.1 AO070179000004 Predicted hydrolase (HAD superfamily) 3 3 2 1 63 141 177 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07618 AN2009.1 AO070179000005 Transcription factor PRD and related proteins, contain 

PAX and HOX domains
K 4.158 1 1 3 0 304 17 41 673 1

45 TTTCTTTTTCTTTTTTT up up 58.m07772 AN1696.1 AO070305000020 Predicted acyltransferases I 3.913 2 1 2 0 382 165 49 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m08942 AN2011.1 AO070202000001 P-type ATPase 1 1 1 0 10 1 415 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05768 AN2068.1 AO070341000217 Vigilin I 3.913 2 2 2 0 364 115 26 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 3.913 6 3 4 0 12 38 71 298 1
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09454 AN4997.1 AO070288000080 Phosphatidylinositol transfer protein SEC14 and related 

proteins
I 3.913 1 1 4 0 29 131 142 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 58.m07643 AN2055.1 AO070292000025 hypothetical protein [Neurospora crassa] 2 2 2 0 27 42 138 447 1
45 TTTCTTTTTCTTTTTTT up up 58.m07549 AN5626.1 AO070301000025 Acyl-CoA synthetase I 3.913 1 1 3 0 407 175 142 66 0
45 TTTCTTTTTCTTTTTTT up up 65.m07239 AN6731.1 AO070339000175 Fatty acid desaturase I 3.913 3 1 3 0 107 331 326 7 0
45 TTTCTTTTTCTTTTTTT up up 62.m03303 AN7204.1 AO070293000065 Fatty acid desaturase I 3.913 2 2 2 0 25 188 195 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 53.m03827 AN8117.1 AO070322000025 Fatty acyl-CoA elongase/Polyunsaturated fatty acid 

specific elongation enzyme
I 3.913 3 2 5 0 183 218 231 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 53.m03736 AN8233.1 AO070310000075 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 3.913 1 1 3 0 85 251 169 117 0

45 TTTCTTTTTCTTTTTTT up down 57.m05770 AN2072.1 AO070341000219 Ubiquitin C-terminal hydrolase O 0.952 2 1 1 0 160 325 12 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05806 AN2105.1 AO070341000263 Small nuclear ribonucleoprotein SMD1 and related 

snRNPs
A 1.249 1 1 3 0 48 83 27 57 0

45 TTTCTTTTTCTTTTTTT up up 53.m03681 AN8280.1 AO070310000020 Long-chain acyl-CoA synthetases (AMP-forming) I 3.913 3 3 1 0 80 43 137 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19711 AN2130.1 AO070278000033 Ras1 guanine nucleotide exchange factor T 0.089 3 2 1 0 31 40 3 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 52.m04034 AN9407.1 AO070274000010 3-oxoacyl-[acyl-carrier protein] reductase I 3.913 1 2 4 0 217 3 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 52.m04035 AN9408.1 AO070274000009 Enoyl reductase domain of yeast-type FAS1 I 3.913 2 2 4 0 359 17 20 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 3.418 2 1 2 0 39 456 226 144 0
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45 TTTCTTTTTCTTTTTTT
T

up up 54.m06529 AN0254.1 AO070334000106 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 
dehydrogenase and related dehydrogenases

IE 3.9127822
2556957 
0.2557771
39620395

2 1 5 0 42 147 126 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 54.m06444 AN0314.1 AO070334000018 Aspartyl-tRNA synthetase J 0.203 2 1 2 0 137 205 121 69 0
45 TTTCTTTTTCTTTTTTT

T
up up 54.m06616 AN0455.1 AO070328000183 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J 0.203 1 1 1 0 29 113 70 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19688 AN2153.1 AO070343000202 Exosomal 3'-5' exoribonuclease complex, subunit Rrp41 
and related exoribonucleases

J 0.203 1 2 2 0 225 142 282 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 72.m19677 AN2163.1 AO070343000222 Mitotic spindle checkpoint protein D 0.939 3 1 7 0 100 295 57 274 0
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09062 AN2932.1 AO070337000175 Translation initiation factor 4F, helicase subunit (eIF-4A) 

and related helicases
J 0.203 1 1 3 0 283 86 6 275 1

45 TTTCTTTTTCTTTTTTT up down 71.m15855 AN2210.1 AO070294000012 Predicted transporter (ABC superfamily) 2 3 1 0 81 9 11 344 1
45 TTTCTTTTTCTTTTTTT up up 54.m06579 AN4015.1 AO070328000151 Translation initiation factor 5A (eIF-5A) J 0.203 2 3 2 0 86 113 157 70 0
45 TTTCTTTTTCTTTTTTT up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 0.203 3 3 2 1 126 283 77 96 0
45 TTTCTTTTTCTTTTTTT up up 59.m08665 AN5014.1 AO070334000120 60S ribosomal protein L22 J 0.203 1 1 1 0 327 81 82 70 0
45 TTTCTTTTTCTTTTTTT up down 71.m15881 AN2247.1 AO070326000126 Myosin class II heavy chain Z 5.801 2 1 2 0 21 2 8 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 0.203 1 1 1 0 50 187 131 101 0
45 TTTCTTTTTCTTTTTTT

T
up down 71.m15895 AN2255.1 AO070326000108 Transcription regulator XNP/ATRX, DEAD-box superfamily K 4.158 3 1 1 0 34 135 178 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 71.m15896 AN2256.1 AO070326000107 Helicase-like transcription factor HLTF/DNA helicase 
RAD5, DEAD-box superfamily

KL 4.1582839
2190872 
0.6349440
929397

2 1 1 0 9 24 191 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15450 AN0176.1 AO070321000065 GATA-4/5/6 transcription factors K 4.158 1 2 2 0 208 218 79 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06667 AN0407.1 AO070338000247 RNA polymerase III transcription factor TFIIIC K 4.158 1 2 2 0 315 176 299 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15524 AN0917.1 AO070320000097 Transcriptional coactivator CAPER (RRM superfamily) K 4.158 1 1 1 0 46 227 354 168 0
45 TTTCTTTTTCTTTTTTT up up 70.m15059 AN1162.1 AO070331000152 Elongation factor 1 beta/delta chain K 4.158 1 1 1 0 41 117 113 17 0
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07590 AN1984.1 AO070301000069 Transcription initiation factor TFIID, subunit BDF1 and 

related bromodomain proteins
K 4.158 1 1 1 0 261 258 114 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 0.327 2 1 4 1 111 306 21 307 1
45 TTTCTTTTTCTTTTTTT up up 59.m08698 AN2854.1 AO070338000167 Transcription factor of the Forkhead/HNF3 family K 4.158 1 1 1 0 185 76 245 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 72.m19478 AN2425.1 AO070241000006 Protein phosphatase, regulatory subunit PPP1R3C/D OT 0.9515483

63056541 
0.0887649
64875859
1

1 2 2 0 257 232 219 489 1

45 TTTCTTTTTCTTTTTTT
T

up up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 
transcription factors

K 4.158 4 4 2 0 88 112 48 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 54.m06748 AN4187.1 AO070342000108 SNF2 family DNA-dependent ATPase domain-containing 
protein

K 4.158 3 2 4 0 105 440 201 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 0.327 1 1 3 0 54 88 7 207 1
45 TTTCTTTTTCTTTTTTT

T
up down 69.m15197 AN2459.1 AO070264000014 Protein phosphatase 1, regulatory subunit, and related 

proteins
T 0.089 1 1 5 0 1 106 2 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 69.m15203 AN2464.1 AO070264000006 Protein transporter of the TRAM (translocating chain-
associating membrane) superfamily

U 3.418 1 1 1 0 88 147 234 341 1

45 TTTCTTTTTCTTTTTTT
T

up up 58.m07962 AN4361.1 AO070261000004 Transcriptional activator FOSB/c-Fos and related bZIP 
transcription factors

K 4.158 1 1 3 0 242 199 270 263 1

45 TTTCTTTTTCTTTTTTT up down 59.m08494 AN2496.1 AO070312000124 Putative transmembrane protein cmp44E 1 2 2 0 48 9 146 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m09383 AN2499.1 AO070312000049 RNA polymerase II elongator associated protein 1 1 2 0 184 147 59 675 1
45 TTTCTTTTTCTTTTTTT up down 54.m06688 AN2743.1 AO070338000228 Translation initiation factor 3, subunit a (eIF-3a) J 0.203 3 3 2 0 75 44 63 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 54.m06687 AN2744.1 AO070338000227 predicted protein [Neurospora crassa] 1 8 1 0 105 7 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 54.m06683 AN2748.1 AO070338000223 FOG: Zn-finger 1 1 3 0 515 380 55 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 54.m06680 AN2749.1 AO070338000221 WASP-interacting protein VRP1/WIP, contains WH2 

domain
Z 5.801 2 2 2 0 48 122 131 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 54.m06682 AN2750.1 AO070338000222 3 1 1 0 105 139 448 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 59.m09500 AN2756.1 AO070327000037 Actin-binding protein SLA2/Huntingtin-interacting protein 

Hip1
Z 5.801 2 1 3 0 202 99 162 207 1

45 TTTCTTTTTCTTTTTTT
T

up down 59.m09254 AN2757.1 AO070327000036 Uncharacterized conserved protein TEX2, contains PH 
domain

1 1 1 0 158 174 128 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m09264 AN2760.1 AO070327000022 Lactoylglutathione lyase and related lyases E 0.256 2 1 1 0 281 39 6 295 1
45 TTTCTTTTTCTTTTTTT up up 59.m08799 AN4900.1 AO070338000044 RNA polymerase II, large subunit K 4.158 2 2 2 0 18 162 185 662 1
45 TTTCTTTTTCTTTTTTT up down 59.m09488 AN2766.1 AO070327000031 Phosphatidylinositol-4-phosphate 5-kinase T 0.089 1 1 1 0 381 400 360 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19202 AN5929.1 AO070340000354 Calcium-responsive transcription coactivator K 4.158 2 2 3 0 200 163 69 No EST No EST

10



§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19132 AN6012.1 AO070340000266 Transcription initiation factor TFIID, subunit BDF1 and 
related bromodomain proteins

K 4.158 2 3 3 0 278 73 20 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19649 AN7608.1 AO070343000269 RNA Polymerase C (III) 37 kDa subunit K 4.158 1 1 1 0 261 235 167 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m04172 AN8272.1 AO070310000029 RNA polymerase III (C) subunit K 4.158 1 1 1 0 169 43 55 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-

containing transcription factors
K 4.158 1 3 2 0 187 299 357 157 0

45 TTTCTTTTTCTTTTTTT up up 70.m15474 AN0872.1 AO070320000030 CDC45 (cell division cycle 45)-like protein L 0.635 2 1 1 0 35 236 66 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 6.721 4 2 3 0 94 106 155 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15174 AN1060.1 AO070218000003 DNA damage-responsive repressor GIS1/RPH1, jumonji 

superfamily
L 0.635 1 3 1 0 198 170 488 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m08744 AN2895.1 AO070338000115 Uncharacterized conserved protein 1 1 1 0 14 28 59 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08751 AN2901.1 AO070338000106 Arginase E 0.256 2 1 1 0 5 156 63 67 0
45 TTTCTTTTTCTTTTTTT

T
up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 

transferase
L 0.635 1 1 1 0 230 12 3 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19611 AN7589.1 AO070343000303 Predicted hydrolase involved in interstrand cross-link 
repair

L 0.635 1 1 3 0 180 179 73 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 53.m03793 AN8185.1 AO070310000139 5'-3' exonuclease XRN1/KEM1/SEP1 involved in DNA 
strand exchange and mRNA turnover

LD 0.6349440
929397 
0.9390279
78679397

1 1 1 0 216 46 46 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 59.m09062 AN2932.1 AO070337000175 Translation initiation factor 4F, helicase subunit (eIF-4A) 
and related helicases

J 0.203 1 1 2 0 249 302 277 624 1

45 TTTCTTTTTCTTTTTTT
T

up up 69.m15386 AN3729.1 AO070342000283 1,3-beta-glucan synthase/callose synthase catalytic 
subunit

M 6.643 2 2 1 1 371 95 23 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 56.m03102 AN4372.1 AO070275000045 Endopolygalacturonase M 6.643 2 1 2 0 95 464 358 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m09028 AN2985.1 AO070337000137 Predicted transporter (major facilitator superfamily) 1 1 2 0 13 307 3 130 0
45 TTTCTTTTTCTTTTTTT up down 59.m09022 AN2992.1 AO070337000126 Translation initiation factor 2, beta subunit (eIF-2beta) J 0.203 1 3 1 0 43 79 104 355 1
45 TTTCTTTTTCTTTTTTT up down 59.m09013 AN3001.1 AO070337000111 Mitogen-activated protein kinase kinase (MAP2K) T 0.089 3 2 2 0 43 144 107 320 1
45 TTTCTTTTTCTTTTTTT up down 59.m08981 AN3036.1 AO070337000078 predicted protein [Neurospora crassa] 1 1 2 0 238 24 15 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19590 AN7571.1 AO070343000417 Predicted mechanosensitive ion channel M 6.643 3 1 1 0 134 238 63 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09479 AN3445.1 AO070265000021 Extracellular protein SEL-1 and related proteins MOT 6.6428786

35625 
0.9515483
63056541 
0.0887649
64875859
1

1 1 4 0 20 446 262 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m08932 AN3067.1 AO070337000006 DNA polymerase epsilon, catalytic subunit A L 0.635 1 1 2 0 14 32 15 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15462 AN0866.1 AO070320000017 Molecular chaperones HSP70/HSC70, HSP70 superfamily O 0.952 3 3 3 0 50 172 148 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m08919 AN3079.1 AO070224000007 1 1 3 0 97 32 30 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15455 AN0871.1 AO070320000029 Gpi-anchor transamidase O 0.952 1 1 1 0 54 256 64 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08918 AN3080.1 AO070224000006 Vesicle coat complex COPII, subunit SFB3 U 3.418 1 1 1 0 122 36 439 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15203 AN1047.1 AO070313000109 Molecular chaperones HSP105/HSP110/SSE1, HSP70 

superfamily
O 0.952 2 2 4 0 127 366 195 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15130 AN1102.1 AO070285000036 Serine palmitoyltransferase O 0.952 1 1 4 0 58 245 27 150 0
45 TTTCTTTTTCTTTTTTT up up 55.m02957 AN1455.1 AO070302000021 Oligosaccharyltransferase, STT3 subunit O 0.952 2 1 2 0 7 160 132 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07660 AN1851.1 AO070292000043 Chaperonin complex component, TCP-1 theta subunit 

(CCT8)
O 0.952 1 1 1 0 39 109 115 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 59.m09373 AN3113.1 AO070303000036 Glucose-6-phosphate/phosphate and 
phosphoenolpyruvate/phosphate antiporter

GE 1.0681502
5630857 
0.2557771
39620395

1 1 1 0 387 367 116 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 
superfamily

O 0.952 2 4 1 0 188 105 179 173 1

45 TTTCTTTTTCTTTTTTT up down 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 3 3 3 0 219 179 248 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19685 AN2157.1 AO070343000208 Aspartyl protease O 0.952 2 1 1 0 196 401 216 278 0
45 TTTCTTTTTCTTTTTTT up down 59.m08584 AN3142.1 AO070303000002 Nucleolar GTPase/ATPase p130 Y 0.123 1 2 5 0 387 157 119 297 1
45 TTTCTTTTTCTTTTTTT up down 59.m08506 AN3145.1 AO070312000163 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 2 2 0 58 66 70 386 1
45 TTTCTTTTTCTTTTTTT up down 59.m08562 AN3172.1 AO070256000018 40S ribosomal protein SA (P40)/Laminin receptor 1 J 0.203 1 1 1 0 216 116 200 399 1
45 TTTCTTTTTCTTTTTTT

T
up down 59.m08573 AN3181.1 AO070256000007 Tyrosine kinase specific for activated (GTP-bound) 

p21cdc42Hs
T 0.089 1 1 1 0 175 37 66 No EST No EST
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45 TTTCTTTTTCTTTTTTT
T

up down 59.m08571 AN3183.1 AO070256000009 Heterochromatin-associated protein HP1 and related 
CHROMO domain proteins

B 6.721 2 1 1 0 114 301 357 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 59.m09263 AN2761.1 AO070327000023 Ubiquitin-protein ligase O 0.952 4 4 5 0 159 271 140 144 0
45 TTTCTTTTTCTTTTTTT up up 59.m08754 AN2903.1 AO070338000102 Aspartyl protease O 0.952 1 1 1 0 90 384 448 70 0
45 TTTCTTTTTCTTTTTTT up up 58.m07379 AN3581.1 AO070342000168 Thioredoxin reductase O 0.952 3 2 2 0 132 39 72 163 1
45 TTTCTTTTTCTTTTTTT up up 58.m07392 AN3592.1 AO070342000144 Calnexin O 0.952 1 3 3 0 188 295 34 126 0
45 TTTCTTTTTCTTTTTTT up up 54.m06754 AN4192.1 AO070342000112 Molecular chaperone (DnaJ superfamily) O 0.952 2 1 2 0 2 415 89 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15667 AN4683.1 AO070284000018 Oligosaccharyltransferase, beta subunit O 0.952 1 1 1 0 62 146 132 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m09275 AN3422.1 AO070327000010 Mitogen-activated protein kinase kinase (MAP2K) T 0.089 1 1 2 0 146 175 37 376 1
45 TTTCTTTTTCTTTTTTT

T
up down 59.m09280 AN3426.1 AO070327000005 Exosomal 3'-5' exoribonuclease complex, subunit Rrp4 A 1.249 2 1 1 0 322 231 28 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 59.m09222 AN4761.1 AO070327000055 Dolichyl-phosphate-mannose:protein O-mannosyl 
transferase

O 0.952 1 1 1 0 231 183 344 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 54.m06917 AN5105.1 AO070291000074 Dolichyl-phosphate-mannose:protein O-mannosyl 
transferase

O 0.952 2 2 3 1 259 312 175 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m15458 AN5495.1 AO070341000391 Ubiquitin-protein ligase O 0.952 1 1 3 0 49 140 48 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19133 AN6010.1 AO070340000269 Molecular chaperones mortalin/PBP74/GRP75, HSP70 

superfamily
O 0.952 2 3 3 0 96 320 331 149 0

45 TTTCTTTTTCTTTTTTT up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 0.952 2 2 2 0 22 182 177 140 0
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07441 AN3659.1 AO070342000029 Adaptor protein Enigma and related PDZ-LIM proteins TZ 0.0887649

64875859
1 
5.8010167
9073153

1 1 1 0 151 45 52 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19291 AN6193.1 AO070308000106 Mitochondrial ATP-dependent protease PIM1/LON O 0.952 1 1 1 0 77 155 80 128 0
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07430 AN3669.1 AO070342000010 Protein involved in cell differentiation/sexual development 4 2 5 0 134 145 135 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m15403 AN3696.1 AO070341000317 Equilibrative nucleoside transporter protein F 2.256 2 1 1 0 79 102 117 326 1
45 TTTCTTTTTCTTTTTTT up up 62.m03116 AN6528.1 AO070270000028 Prenyl protein protease O 0.952 1 1 1 0 252 380 266 58 0
45 TTTCTTTTTCTTTTTTT up down 69.m15380 AN3735.1 AO070342000272 GTPase-activating protein 1 2 1 0 349 291 284 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19795 AN7254.1 AO070297000010 AAA+-type ATPase O 0.952 1 1 2 0 4 261 235 106 0
45 TTTCTTTTTCTTTTTTT up down 65.m07351 AN3765.1 AO070309000034 1 1 1 0 281 167 295 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 65.m07196 AN3781.1 AO070289000057 Na+/Pi symporter P 1.358 1 1 1 0 13 15 11 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19566 AN7549.1 AO070277000046 AAA+-type ATPase O 0.952 1 1 1 0 36 189 176 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05667 AN3815.1 AO070311000013 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z 5.801 3 3 5 0 61 46 63 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 58.m07830 AN3853.1 AO070305000093 Metalloendoprotease HMP1 (insulinase superfamily) O 0.952 1 1 1 0 187 135 141 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07841 AN3869.1 AO070305000105 Mevalonate kinase MVK/ERG12 I 3.913 2 1 1 0 27 172 84 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19586 AN7567.1 AO070343000413 Glutaredoxin-related protein O 0.952 1 3 2 0 161 140 76 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19597 AN7579.1 AO070343000426 26S proteasome regulatory complex, subunit 

RPN10/PSMD4
O 0.952 1 1 1 0 98 114 141 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m14999 AN3929.1 AO070341000037 Permease of the major facilitator superfamily G 1.068 1 1 1 0 495 136 234 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 69.m14975 AN3946.1 AO070341000066 Mitotic checkpoint serine/threonine protein kinase D 0.939 1 3 1 0 91 49 319 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m03928 AN8075.1 AO070330000033 Deoxyhypusine synthase O 0.952 2 1 1 0 66 5 483 35 1
45 TTTCTTTTTCTTTTTTT up down 54.m06592 AN3999.1 AO070328000163 E3 ubiquitin protein ligase O 0.952 1 2 3 0 417 185 317 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m09455 AN8605.1 AO070314000022 Cyclophilin type peptidyl-prolyl cis-trans isomerase O 0.952 1 1 1 0 55 464 129 32 0
45 TTTCTTTTTCTTTTTTT

T
up up 62.m03392 AN8679.1 AO070315000099 RAB proteins geranylgeranyltransferase component A 

(RAB escort protein)
O 0.952 1 2 1 0 176 214 399 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19478 AN2425.1 AO070241000006 Protein phosphatase, regulatory subunit PPP1R3C/D OT 0.9515483
63056541 
0.0887649
64875859
1

2 2 2 0 238 154 273 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 54.m06562 AN4034.1 AO070328000126 CCAAT-binding factor, subunit A (HAP3) K 4.158 1 2 2 0 335 328 276 2 0
45 TTTCTTTTTCTTTTTTT up down 54.m06733 AN4088.1 AO070342000091 predicted protein [Neurospora crassa] 2 3 2 0 309 272 296 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15641 AN0241.1 AO070284000071 Cu2+/Zn2+ superoxide dismutase SOD1 P 1.358 1 1 4 0 243 243 13 123 0
45 TTTCTTTTTCTTTTTTT up up 70.m15760 AN1181.1 AO070331000179 Ammonia permease P 1.358 1 2 1 0 209 302 290 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 55.m02974 AN1472.1 AO070306000093 Tellurite resistance protein and related permeases P 1.358 1 1 4 0 283 431 322 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07716 AN1630.1 AO070299000035 Catalase (peroxidase I) P 1.358 1 2 2 0 149 370 311 69 0
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19547 AN1795.1 AO070309000136 Zn2+ transporter ZNT1 and related Cd2+/Zn2+ 

transporters (cation diffusion facilitator superfamily)
P 1.358 2 1 2 0 220 303 284 137 0

45 TTTCTTTTTCTTTTTTT up up 57.m05611 AN4517.1 AO070321000123 Heavy metal exporter HMT1, ABC superfamily P 1.358 3 2 3 0 101 0 45 556 1
45 TTTCTTTTTCTTTTTTT up up 59.m09466 AN4859.1 AO070329000143 Plasma membrane H+-transporting ATPase P 1.358 5 3 2 1 96 133 185 103 0
45 TTTCTTTTTCTTTTTTT up up 69.m15495 AN5440.1 AO070333000102 Catalase (peroxidase I) P 1.358 1 1 1 0 133 126 65 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 54.m06765 AN4206.1 AO070231000018 Splicing coactivator SRm160/300, subunit SRm300 A 1.249 2 1 1 0 237 271 73 456 1
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45 TTTCTTTTTCTTTTTTT
T

up down 54.m06959 AN4214.1 AO070231000010 Alternative splicing factor SRp55/B52/SRp75 (RRM 
superfamily)

A 1.249 2 1 2 0 57 47 402 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m15483 AN5449.1 AO070239000028 Arylsulfatase A and related enzymes P 1.358 5 3 2 0 124 203 131 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m14939 AN5549.1 AO070341000115 Inorganic phosphate transporter P 1.358 1 2 1 0 182 438 175 308 0
45 TTTCTTTTTCTTTTTTT up down 54.m06778 AN4237.1 AO070234000004 predicted protein [Neurospora crassa] 2 1 1 0 77 222 185 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 54.m07034 AN4238.1 AO070234000002 Ribosomal protein S6 kinase and related proteins T 0.089 3 2 3 0 34 141 87 151 1
45 TTTCTTTTTCTTTTTTT up up 72.m18948 AN5821.1 AO070260000024 Ca2+/H+ antiporter VCX1 and related proteins P 1.358 1 1 4 0 162 262 54 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m08010 AN4314.1 AO070230000002 predicted protein [Neurospora crassa] 4 1 3 0 43 141 166 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m08007 AN4317.1 AO070230000006 Vesicle coat complex COPII, subunit SEC13 U 3.418 1 1 2 0 14 31 13 118 1
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19051 AN6107.1 AO070340000100 Cl- channel CLC-3 and related proteins (CLC superfamily) P 1.358 2 1 2 0 94 311 46 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 53.m03875 AN8029.1 AO070322000075 Na+/K+ transporter P 1.358 1 1 1 0 437 90 74 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 59.m08810 AN4906.1 AO070338000039 Ferric reductase, NADH/NADPH oxidase and related 

proteins
PQ 1.3580692

8644389 
0.6693534
2495277

1 1 1 0 36 115 501 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 70.m15198 AN1041.1 AO070336000075 Ca2+-modulated nonselective cation channel polycystin PT 1.3580692
8644389 
0.0887649
64875859
1

1 1 1 0 62 332 399 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 
[Neurospora crassa]  )

3 1 4 0 357 243 206 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 58.m07907 AN4418.1 AO070273000039 predicted protein [Neurospora crassa] 1 1 1 0 274 271 423 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15374 AN0771.1 AO070316000073 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q 0.669 1 2 1 0 134 279 198 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15122 AN1111.1 AO070285000025 Flavin-containing monooxygenase Q 0.669 2 2 1 0 69 415 253 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07850 AN4465.1 AO070305000119 Putative growth response protein T 0.089 1 1 4 1 22 12 24 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07862 AN4472.1 AO070305000131 Putative transcription factor HALR/MLL3, involved in 

embryonic development
1 1 1 0 35 86 181 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 71.m15558 AN5318.1 AO070334000168 Non-ribosomal peptide synthetase/alpha-aminoadipate 
reductase and related enzymes

Q 0.669 1 2 1 0 156 228 303 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 57.m05654 AN4479.1 AO070311000025 FOG: HAMP domain T 0.089 2 1 2 0 19 277 25 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m18952 AN5823.1 AO070260000021 Lysine/ornithine N-monooxygenase Q 0.669 2 1 4 0 16 374 74 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 53.m03878 AN8928.1 AO070281000035 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q 0.669 1 1 1 0 202 86 262 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15438 AN0163.1 AO070321000084 Rho GDP-dissociation inhibitor T 0.089 1 2 1 0 164 300 367 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05641 AN4490.1 AO070311000042 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K 4.158 1 3 1 0 44 33 103 279 1

45 TTTCTTTTTCTTTTTTT up down 57.m05629 AN4501.1 AO070311000054 Multifunctional chaperone (14-3-3 family) O 0.952 1 1 2 0 12 186 86 508 1
45 TTTCTTTTTCTTTTTTT up down 57.m05616 AN4513.1 AO070311000069 Kinesin-like protein Z 5.801 1 1 1 0 93 14 228 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 69.m15270 AN0575.1 AO070272000054 Calmodulin-binding protein CRAG, contains DENN 

domain
T 0.089 4 2 2 0 187 147 73 117 0

45 TTTCTTTTTCTTTTTTT up down 57.m05597 AN4529.1 AO070321000139 2 2 2 0 12 52 24 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 57.m05584 AN4537.1 AO070321000154 Ypt/Rab-specific GTPase-activating protein GYP6 U 3.418 1 1 1 0 14 98 235 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15539 AN0931.1 AO070320000122 Mitogen-activated protein kinase kinase (MAP2K) T 0.089 1 1 4 0 383 84 26 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05579 AN4546.1 AO070321000159 PolyC-binding proteins alphaCP-1 and related KH domain 

proteins
A 1.249 1 3 1 0 353 104 136 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 57.m05557 AN4547.1 AO070321000185 Vesicle coat complex COPI, gamma subunit U 3.418 1 3 2 0 88 83 87 148 1
45 TTTCTTTTTCTTTTTTT up up 70.m15629 AN0988.1 AO070318000150 LAMMER dual specificity kinases T 0.089 1 2 3 0 44 64 49 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 57.m05501 AN4579.1 AO070316000166 predicted protein [Neurospora crassa] 2 1 1 0 26 100 56 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15050 AN1171.1 AO070331000166 Serine/threonine protein kinase T 0.089 1 1 3 0 93 129 118 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05520 AN4598.1 AO070267000015 LST7 amino acid permease Golgi transport protein UE 3.4175161

8934886 
0.2557771
39620395

1 1 1 0 307 239 125 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 0.089 2 1 3 0 165 396 29 400 1
45 TTTCTTTTTCTTTTTTT up down 57.m05543 AN4632.1 AO070340000375 FOG: FHA domain T 0.089 3 2 1 0 101 238 373 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08643 AN3101.1 AO070334000142 Sensory transduction histidine kinase T 0.089 2 3 7 0 270 87 49 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08628 AN3110.1 AO070303000041 3-phosphoinositide-dependent protein kinase (PDK1) T 0.089 1 2 2 0 313 106 186 391 1
45 TTTCTTTTTCTTTTTTT

T
up up 65.m07375 AN3752.1 AO070309000065 Uncharacterized conserved protein, contains TBC domain T 0.089 4 2 3 0 86 10 0 471 1

45 TTTCTTTTTCTTTTTTT up down 71.m15694 AN4706.1 AO070329000170 Myosin class II heavy chain Z 5.801 1 1 1 0 113 134 185 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06745 AN4189.1 AO070342000110 Mitogen-activated protein kinase kinase (MAP2K) T 0.089 1 2 4 0 319 27 112 No EST No EST
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45 TTTCTTTTTCTTTTTTT up down 71.m15707 AN4719.1 AO070311000002 RhoGEF GTPase T 0.089 1 2 3 0 336 95 133 595 1
45 TTTCTTTTTCTTTTTTT up up 57.m05654 AN4479.1 AO070311000025 FOG: HAMP domain T 0.089 2 3 7 0 314 61 82 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m09224 AN4759.1 AO070327000057 Guanine nucleotide exchange factor U 3.418 2 1 2 0 226 227 200 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 57.m05648 AN4483.1 AO070311000032 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T 0.089 5 3 7 0 37 190 48 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m09211 AN4771.1 AO070329000081 WD40 repeat protein 1 1 1 0 22 7 43 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08914 AN5011.1 AO070224000003 FGF receptor activating protein 1 T 0.089 3 3 1 0 67 69 133 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07516 AN5592.1 AO070328000011 Invasion-inducing protein TIAM1/CDC24 and related 

RhoGEF GTPases
T 0.089 1 1 4 0 408 350 75 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 59.m09157 AN4818.1 AO070327000169 Signal transduction histidine kinase T 0.089 1 1 1 0 103 68 226 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19897 AN5849.1 AO070281000056 Serine/threonine protein kinase T 0.089 2 3 1 0 182 1 305 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m09148 AN4824.1 AO070327000153 Galactosyltransferases G 1.068 1 1 1 0 5 5 5 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19237 AN5893.1 AO070245000013 G protein signaling regulators T 0.089 4 4 8 0 93 26 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19290 AN6192.1 AO070308000109 Serine/threonine protein kinase T 0.089 3 3 1 0 179 49 332 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08765 AN4870.1 AO070338000090 predicted protein [Neurospora crassa] 1 1 2 0 17 37 62 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 0.089 3 1 2 0 155 42 47 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19330 AN6304.1 AO070308000059 Stress-activated MAP kinase-interacting protein, Sin1p T 0.089 1 1 1 0 217 103 80 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 72.m19797 AN7252.1 AO070297000007 Adenylate cyclase, family 3 (some proteins contain HAMP 
domain)

T 0.089 1 1 2 0 483 139 223 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15723 AN7697.1 AO070325000104 Sensory transduction histidine kinase T 0.089 3 2 2 0 79 7 9 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 53.m03738 AN8231.1 AO070310000077 S-adenosylmethionine decarboxylase T 0.089 3 1 1 1 252 104 210 9 0
45 TTTCTTTTTCTTTTTTT up down 59.m08826 AN4923.1 AO070338000020 Hydroxymethylglutaryl-CoA synthase I 3.913 1 1 1 0 30 119 39 208 1
45 TTTCTTTTTCTTTTTTT up down 59.m08828 AN4926.1 AO070338000017 hypothetical protein [Neurospora crassa] 1 1 1 0 202 340 224 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 1 1 1 0 162 226 306 431 1
45 TTTCTTTTTCTTTTTTT

T
up up 58.m07325 AN5638.1 AO070342000239 OTU (ovarian tumor)-like cysteine protease TO 0.0887649

64875859
1 
0.9515483
63056541

1 1 1 0 31 211 220 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 58.m07434 AN3664.1 AO070342000020 C-type lectin TV 0.0887649
64875859
1 
9.3076149
6067453

1 1 5 0 175 100 11 248 1

45 TTTCTTTTTCTTTTTTT up down 59.m08886 AN4984.1 AO070288000052 Cyclin 4 2 3 0 54 215 196 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 59.m08887 AN4985.1 AO070288000053 Serine/threonine protein kinase T 0.089 2 1 3 0 272 240 94 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 54.m07007 AN0409.1 AO070338000252 Nischarin, modulator of integrin alpha5 subunit action TZ 0.0887649

64875859
1 
5.8010167
9073153

2 3 2 0 256 6 28 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 69.m15264 AN0585.1 AO070280000007 Actin regulatory protein (Wiskott-Aldrich syndrome protein) TZ 0.0887649
64875859
1 
5.8010167
9073153

2 2 3 0 415 81 51 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 71.m16009 AN8869.1 AO070271000002 Armadillo/beta-Catenin/plakoglobin TZ 0.0887649
64875859
1 
5.8010167
9073153

1 1 1 0 348 314 373 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 59.m09454 AN4997.1 AO070288000080 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 3.913 1 3 1 0 267 107 15 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 54.m06965 AN0261.1 AO070334000097 Vesicle coat complex COPII, subunit SEC23 U 3.418 1 2 1 0 317 32 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15529 AN0922.1 AO070320000101 Medium subunit of clathrin adaptor complex U 3.418 1 1 2 0 6 42 37 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15040 AN1177.1 AO070331000173 Vesicle coat complex COPI, beta subunit U 3.418 1 1 2 0 42 172 27 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09385 AN1309.1 AO070266000049 Vacuolar sorting protein VPS1, dynamin, and related 

proteins
U 3.418 1 1 1 0 54 502 405 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 57.m05726 AN1892.1 AO070341000163 Mitochondrial import inner membrane translocase, subunit 
TIM17

U 3.418 3 1 1 0 3 152 304 242 1

45 TTTCTTTTTCTTTTTTT up up 69.m14938 AN1921.1 AO070341000116 Peroxisomal biogenesis protein (peroxin) U 3.418 1 2 2 0 184 115 4 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07577 AN1973.1 AO070301000057 V-SNARE U 3.418 1 2 1 0 271 152 335 214 1
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45 TTTCTTTTTCTTTTTTT
T

up down 54.m06880 AN5141.1 AO070291000035 Superfamily II DNA and RNA helicases LKJ 0.6349440
929397 
4.1582839
2190872 
0.2030930
81833132

2 1 2 0 133 296 328 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 3.418 1 4 2 0 87 46 55 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 59.m09076 AN2945.1 AO070337000194 Membrane coat complex Retromer, subunit VPS5/SNX1, 

Sorting nexins, and related PX domain-containing proteins
U 3.418 1 2 2 0 338 123 70 18 0

45 TTTCTTTTTCTTTTTTT up up 59.m08918 AN3080.1 AO070224000006 Vesicle coat complex COPII, subunit SFB3 U 3.418 1 1 1 0 31 215 355 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m15505 AN5404.1 AO070333000090 Reticulon U 3.418 1 3 6 0 187 256 38 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19327 AN6307.1 AO070308000062 Lectin VIP36, involved in the transport of glycoproteins 

carrying high mannose-type glycans
U 3.418 1 1 2 0 266 64 7 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 56.m02547 AN6412.1 AO070339000013 Vesicular amine transporter U 3.418 1 1 1 0 207 201 29 45 0
45 TTTCTTTTTCTTTTTTT up down 69.m15563 AN5343.1 AO070333000181 Kinesin (SMY1 subfamily) Z 5.801 1 3 1 1 52 16 13 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 53.m04098 AN8053.1 AO070322000147 Inositol polyphosphate 5-phosphatase and related proteins U 3.418 2 1 3 0 226 81 22 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 71.m15748 AN7721.1 AO070325000136 Transport protein Sec61, alpha subunit UO 3.4175161
8934886 
0.9515483
63056541

2 1 2 0 44 130 129 106 0

45 TTTCTTTTTCTTTTTTT up up 57.m05577 AN4544.1 AO070321000162 Dual specificity phosphatase V 9.308 2 1 4 0 210 325 24 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19094 AN6059.1 AO070340000190 HVA22/DP1 gene product-related proteins V 9.308 2 2 2 0 279 123 196 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 69.m15493 AN5441.1 AO070333000104 Ribosomal protein S18 J 0.203 2 1 1 0 13 18 192 211 1
45 TTTCTTTTTCTTTTTTT up up 70.m14985 AN1233.1 AO070331000247 Nucleolar GTPase/ATPase p130 Y 0.123 2 1 2 0 324 154 30 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m18986 AN5857.1 AO070340000013 Nucleolar GTPase/ATPase p130 Y 0.123 1 2 4 0 94 363 295 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 69.m15461 AN5491.1 AO070341000394 Cytoplasm to vacuole targeting protein U 3.418 1 1 1 0 93 104 5 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19015 AN6150.1 AO070340000052 Nucleolar GTPase/ATPase p130 Y 0.123 1 1 2 0 55 370 124 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15515 AN0906.1 AO070320000082 Karyopherin (importin) beta 1 YU 0.1232908

77849902 
3.4175161
8934886

6 2 3 0 70 404 58 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m15450 AN5513.1 AO070341000383 predicted protein [Neurospora crassa] 3 1 2 0 27 213 56 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 

(importin beta superfamily)
YU 0.1232908

77849902 
3.4175161
8934886

2 2 1 0 18 314 156 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 70.m15031 AN1190.1 AO070331000190 Nuclear pore complex, rNup107 component (sc Nup84) YU 0.1232908
77849902 
3.4175161
8934886

1 1 1 0 290 192 201 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 58.m07479 AN5533.1 AO070328000058 Cell division protein D 0.939 1 1 1 0 82 206 144 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 69.m15160 AN2120.1 AO070332000051 Karyopherin (importin) beta 3 YU 0.1232908

77849902 
3.4175161
8934886

2 2 6 1 188 167 90 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 58.m08920 AN5627.1 AO070301000027 Nuclear pore complex, Nup98 component (sc 
Nup145/Nup100/Nup116)

YU 0.1232908
77849902 
3.4175161
8934886

2 2 3 0 375 16 71 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 54.m06442 AN0316.1 AO070334000016 Alpha tubulin Z 5.801 1 2 3 0 182 196 102 27 0
45 TTTCTTTTTCTTTTTTT up up 70.m15763 AN1182.1 AO070331000182 Beta tubulin Z 5.801 2 2 1 0 43 170 149 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07499 AN5573.1 AO070328000033 predicted protein [Neurospora crassa] 1 1 2 0 38 6 3 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07509 AN5588.1 AO070328000021 AAA+-type ATPase containing the peptidase M41 domain O 0.952 1 2 1 0 29 3 113 132 1

45 TTTCTTTTTCTTTTTTT up down 58.m07508 AN5589.1 AO070328000022 Ribulose kinase and related carbohydrate kinases G 1.068 1 1 1 0 61 169 63 413 1
45 TTTCTTTTTCTTTTTTT

T
up up 57.m05667 AN3815.1 AO070311000013 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z 5.801 3 1 1 0 245 267 90 No EST No EST
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45 TTTCTTTTTCTTTTTTT
T

up down 58.m07534 AN5610.1 AO070301000010 Non-ribosomal peptide synthetase/alpha-aminoadipate 
reductase and related enzymes

Q 0.669 1 0 2 0 105 0 18 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15259 AN6875.1 AO070314000048 Kinesin-like protein Z 5.801 1 1 2 0 425 158 90 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05838 AN7501.1 AO070287000012 LisH motif-containing protein Z 5.801 1 1 2 1 137 184 109 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15420 AN0137.1 AO070321000115 Predicted starch-binding protein 2 1 2 0 113 161 92 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15446 AN0173.1 AO070321000071 1 1 1 0 7 327 303 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 58.m07562 AN5640.1 AO070301000036 Histone acetyltransferase (MYST family) B 6.721 2 1 3 0 137 69 269 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15479 AN0213.1 AO070323000085 2 1 2 0 45 124 149 354 1
45 TTTCTTTTTCTTTTTTT up down 58.m07334 AN5642.1 AO070342000232 predicted protein [Neurospora crassa] 1 2 1 0 186 119 121 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06482 AN0287.1 AO070334000066 WD40 repeat protein 3 1 2 0 221 108 168 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m15290 AN0557.1 AO070272000032 Cdc4 and related F-box and WD-40 proteins 1 1 2 0 78 65 78 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 0.203 2 2 1 1 34 38 45 438 1
45 TTTCTTTTTCTTTTTTT

T
up down 54.m06842 AN5722.1 AO070324000128 Protein phosphatase 2C/pyruvate dehydrogenase 

(lipoamide) phosphatase
T 0.089 1 1 1 0 368 190 101 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up down 54.m06848 AN5728.1 AO070324000123 Ca2+/calmodulin-dependent protein kinase kinase beta 
and related serine/threonine protein kinases

T 0.089 1 1 2 0 288 155 60 528 1

45 TTTCTTTTTCTTTTTTT
T

up up 69.m15281 AN0565.1 AO070272000043 Multifunctional pyrimidine synthesis protein CAD (includes 
carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

2 1 1 0 43 326 205 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 69.m15631 AN5745.1 AO070341000002 Translation initiation factor eIF3, p35 subunit J 0.203 1 1 1 0 48 42 47 221 1
45 TTTCTTTTTCTTTTTTT up down 69.m14851 AN5753.1 AO070329000011 1 1 1 0 311 201 194 372 1
45 TTTCTTTTTCTTTTTTT up up 70.m15259 AN0655.1 AO070343000571 hypothetical protein [Neurospora crassa] 1 1 2 0 240 312 235 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15292 AN0689.1 AO070343000524 acetate regulatory DNA binding protein FacB [Emericella 

nidulans]
1 1 1 0 224 212 217 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 70.m15369 AN0766.1 AO070316000078 hypothetical protein [Novosphingobium aromaticivorans] 3 1 5 0 53 350 67 377 1

45 TTTCTTTTTCTTTTTTT up down 72.m18953 AN5822.1 AO070260000020 Cyclin-dependent kinase WEE1 D 0.939 2 1 2 0 322 401 142 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15407 AN0806.1 AO070239000011 WD40 repeat protein 2 2 3 0 366 130 8 379 1
45 TTTCTTTTTCTTTTTTT up up 70.m15424 AN0823.1 AO070255000022 Uncharacterized conserved protein 3 1 1 0 14 281 382 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 1 1 4 0 184 238 210 28 0
45 TTTCTTTTTCTTTTTTT up up 70.m15460 AN0867.1 AO070320000018 hypothetical protein [Neurospora crassa] 1 1 2 0 87 422 127 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19916 AN5836.1 AO070340000001 RNA polymerase II, large subunit K 4.158 1 1 1 0 165 17 62 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 70.m15535 AN0928.1 AO070320000113 hypothetical protein ( (AL451014) putative protein 

[Neurospora crassa] )
2 1 2 0 130 5 61 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m15609 AN0973.1 AO070320000174 FOG: Zn-finger 4 1 5 0 87 256 13 103 0
45 TTTCTTTTTCTTTTTTT up down 72.m18986 AN5857.1 AO070340000013 Nucleolar GTPase/ATPase p130 Y 0.123 1 1 1 0 450 0 85 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15626 AN0986.1 AO070318000155 PHD Zn-finger proteins 3 2 2 0 208 2 245 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15236 AN1018.1 AO070343000597 Uncharacterized conserved protein 1 1 1 0 100 164 272 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19239 AN5891.1 AO070245000016 PHD Zn-finger proteins 1 1 1 0 55 247 151 344 1
45 TTTCTTTTTCTTTTTTT up up 70.m15201 AN1045.1 AO070336000078 FOG: RRM domain 2 1 1 0 43 427 94 192 0
45 TTTCTTTTTCTTTTTTT up down 72.m19237 AN5893.1 AO070245000013 G protein signaling regulators T 0.089 1 1 1 0 263 279 424 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19953 AN5915.1 AO070340000372 Golgi proteins involved in ER retention (RER) U 3.418 1 2 2 0 197 26 161 425 1
45 TTTCTTTTTCTTTTTTT up up 70.m15143 AN1089.1 AO070285000061 Thioredoxin binding protein TBP-2/VDUP1 3 2 5 0 107 317 60 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m15141 AN1091.1 AO070285000058 FOG: RRM domain 2 2 4 0 241 225 32 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19202 AN5929.1 AO070340000354 Calcium-responsive transcription coactivator K 4.158 1 2 1 0 202 174 237 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m14958 AN1261.1 AO070214000004 hypothetical protein [Neurospora crassa] 1 2 3 0 13 188 260 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 70.m14896 AN1337.1 AO070303000102 predicted protein [Neurospora crassa] 2 1 1 0 108 141 135 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19186 AN5970.1 AO070340000328 Thioredoxin/protein disulfide isomerase O 0.952 2 1 1 0 34 62 40 48 0
45 TTTCTTTTTCTTTTTTT

T
up up 70.m14875 AN1355.1 AO070237000005 Permease of the drug/metabolite transporter (DMT) 

superfamily
1 1 3 0 176 256 0 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 1 2 2 1 270 158 226 189 1
45 TTTCTTTTTCTTTTTTT up up 70.m14839 AN1382.1 AO070243000014 hypothetical protein [Neurospora crassa] 1 1 1 0 194 103 123 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19109 AN6050.1 AO070340000215 1 1 1 0 163 194 39 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 55.m02933 AN1423.1 AO070232000019 Permease of the major facilitator superfamily 2 0 3 0 158 0 155 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 55.m02928 AN1427.1 AO070242000025 Uncharacterized conserved protein 1 2 5 0 349 236 108 419 1
45 TTTCTTTTTCTTTTTTT up up 55.m02945 AN1438.1 AO070232000003 hypothetical protein [Neurospora crassa] 2 2 2 0 253 180 50 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 55.m03059 AN1540.1 AO070334000264 predicted protein [Neurospora crassa] 1 2 1 0 258 207 395 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19931 AN6118.1 AO070340000086 Amino acid transporters E 0.256 1 1 1 0 27 306 167 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19029 AN6136.1 AO070340000066 Protein involved in mRNA turnover and stability A 1.249 1 1 2 0 34 55 84 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07732 AN1666.1 AO070299000048 Nucleolar GTPase 1 2 1 0 94 69 72 122 1
45 TTTCTTTTTCTTTTTTT up down 72.m19900 AN6168.1 AO070340000030 NADP+-dependent malic enzyme C 0.327 1 1 1 0 0 134 0 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07663 AN1847.1 AO070292000057 2 2 2 0 14 214 209 248 1
45 TTTCTTTTTCTTTTTTT

T
up up 57.m05742 AN1876.1 AO070341000183 Predicted membrane protein, contains two CBS domains 1 1 1 0 15 375 356 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 58.m07338 AN1955.1 AO070342000226 2 1 2 0 170 188 146 49 0
45 TTTCTTTTTCTTTTTTT up down 72.m19294 AN6196.1 AO070308000103 1 2 2 0 0 109 26 No EST No EST
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45 TTTCTTTTTCTTTTTTT up up 58.m07337 AN1956.1 AO070342000227 Predicted helicase 1 1 1 0 71 15 112 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07568 AN1963.1 AO070301000044 1 3 1 0 487 44 79 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19306 AN6208.1 AO070308000085 1 1 1 0 158 76 223 164 1
45 TTTCTTTTTCTTTTTTT up up 58.m08942 AN2011.1 AO070202000001 P-type ATPase 1 2 3 0 18 101 183 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19434 AN6221.1 AO070304000053 GATA-4/5/6 transcription factors K 4.158 2 1 2 0 187 219 193 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19980 AN6247.1 AO070304000102 predicted protein [Neurospora crassa] 1 1 1 0 250 8 249 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07624 AN2016.1 AO070202000009 amyR [Emericella nidulans] 1 1 3 0 262 342 305 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19981 AN6254.1 AO070304000034 Mitochondrial oxoglutarate/malate carrier proteins C 0.327 1 1 1 0 256 361 0 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19395 AN6262.1 AO070304000027 predicted protein [Neurospora crassa] 1 1 2 0 138 66 19 220 1
45 TTTCTTTTTCTTTTTTT up up 58.m07632 AN2044.1 AO070292000011 hypothetical protein [Neurospora crassa] 1 2 1 0 346 88 20 7 0
45 TTTCTTTTTCTTTTTTT

T
up down 72.m19363 AN6277.1 AO070304000003 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
1 1 1 0 219 158 171 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 58.m07643 AN2055.1 AO070292000025 hypothetical protein [Neurospora crassa] 4 2 4 0 106 263 21 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07644 AN2056.1 AO070292000026 Uncharacterized conserved protein 1 2 1 0 44 260 263 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05773 AN2070.1 AO070341000226 PHD finger protein AF10 1 1 1 0 310 131 0 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19709 AN2132.1 AO070278000027 predicted protein [Neurospora crassa] 1 1 1 0 175 200 14 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19508 AN6347.1 AO070275000012 Serine/threonine protein kinase 1 2 3 0 42 5 122 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 72.m19507 AN6348.1 AO070275000017 Mitochondrial import inner membrane translocase, subunit 

TIM23
U 3.418 2 1 1 0 148 450 159 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m14881 AN2190.1 AO070247000014 Predicted methyltransferase 1 2 3 0 279 9 22 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03439 AN6500.1 AO070222000014 60S ribosomal protein L28 J 0.203 1 1 1 0 146 150 153 212 1
45 TTTCTTTTTCTTTTTTT up up 71.m15846 AN2219.1 AO070326000185 related to ahmp1 protein [MIPS] [Neurospora crassa] 1 1 2 0 12 286 13 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03095 AN6508.1 AO070270000001 Glycogen synthase kinase-3 G 1.068 2 1 4 0 225 223 232 45 0
45 TTTCTTTTTCTTTTTTT

T
up up 71.m15877 AN2243.1 AO070326000130 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

1 1 2 0 377 381 62 307 0

45 TTTCTTTTTCTTTTTTT up up 71.m15889 AN2251.1 AO070326000115 Predicted membrane protein 2 1 2 0 125 276 12 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15938 AN2290.1 AO070295000069 FOG: Zn-finger 3 2 3 0 173 7 15 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08497 AN2492.1 AO070312000128 Uncharacterized conserved protein 1 3 3 0 15 81 47 128 1
45 TTTCTTTTTCTTTTTTT up down 62.m03155 AN6568.1 AO070326000011 Uncharacterized conserved protein 2 1 2 0 56 169 74 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03168 AN6574.1 AO070326000017 E3 ubiquitin ligase involved in syntaxin degradation O 0.952 1 1 1 0 101 44 96 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03177 AN6588.1 AO070326000036 1 1 2 0 331 320 313 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08697 AN2855.1 AO070338000169 FOG: Zn-finger 4 2 2 0 88 200 104 180 0
45 TTTCTTTTTCTTTTTTT up up 59.m08714 AN2869.1 AO070338000153 Predicted transporter (major facilitator superfamily) 3 2 1 0 105 282 332 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08919 AN3079.1 AO070224000007 2 1 3 0 148 237 129 139 0
45 TTTCTTTTTCTTTTTTT up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 1 2 1 0 213 210 307 106 0
45 TTTCTTTTTCTTTTTTT up up 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 2 2 3 0 142 132 257 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 65.m07300 AN6680.1 AO070289000022 predicted protein [Neurospora crassa] 1 1 2 0 115 88 10 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 65.m07490 AN6696.1 AO070339000127 hypothetical protein [Neurospora crassa] 1 2 2 0 98 63 94 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08614 AN3122.1 AO070303000025 hypothetical protein [Neurospora crassa] 1 1 1 0 173 159 143 254 1
45 TTTCTTTTTCTTTTTTT up up 66.m04639 AN3371.1 AO070281000010 predicted protein [Neurospora crassa] 3 2 3 0 329 310 81 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07398 AN3600.1 AO070342000153 hypothetical protein [Neurospora crassa] 1 2 3 0 454 305 212 276 0
45 TTTCTTTTTCTTTTTTT up up 54.m06552 AN4019.1 AO070328000118 Permease of the major facilitator superfamily 1 3 1 0 489 10 112 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07369 AN4148.1 AO070342000182 Predicted transporter (major facilitator superfamily) 1 2 3 0 140 301 257 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 71.m15289 AN6828.1 AO070314000111 Nucleolar GTPase/ATPase p130 Y 0.123 2 2 3 0 4 28 15 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m15618 AN4170.1 AO070341000092 Thioredoxin binding protein TBP-2/VDUP1 1 1 4 0 142 308 94 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m14953 AN4171.1 AO070341000090 hypothetical protein [Neurospora crassa] 3 1 1 0 33 206 95 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 71.m15255 AN6880.1 AO070314000044 Inositol polyphosphate multikinase, component of the 

ARGR transcription regulatory complex
KIT 4.1582839

2190872 
3.9127822
2556957 
0.0887649
64875859
1

1 1 3 0 229 60 43 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 
[Neurospora crassa]  )

3 2 3 0 127 86 88 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 71.m15234 AN6902.1 AO070314000013 Protein involved in mRNA turnover A 1.249 1 1 1 0 17 21 39 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05647 AN4484.1 AO070311000033 PHD finger protein 3 1 3 0 159 455 81 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05645 AN4486.1 AO070311000037 hypothetical protein [Neurospora crassa] 1 2 1 0 243 129 296 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05570 AN4558.1 AO070321000170 hypothetical protein [Neurospora crassa] 1 1 2 0 256 263 128 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19795 AN7254.1 AO070297000010 AAA+-type ATPase O 0.952 1 1 1 0 141 1 16 136 1
45 TTTCTTTTTCTTTTTTT

T
up down 72.m19770 AN7296.1 AO070297000039 Sister chromatid cohesion complex Cohesin, subunit 

PDS5
D 0.939 2 2 2 0 103 6 220 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15672 AN4689.1 AO070284000044 1 1 1 0 234 55 174 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19727 AN7350.1 AO070278000050 FOG: RRM domain 2 1 2 0 465 317 335 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m20006 AN7352.1 AO070278000048 E3 ubiquitin ligase involved in syntaxin degradation O 0.952 1 1 1 0 21 205 45 280 1
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45 TTTCTTTTTCTTTTTTT up down 57.m05902 AN7441.1 AO070229000013 Actin-related protein - Arp4p/Act3p Z 5.801 1 3 1 0 192 21 105 453 1
45 TTTCTTTTTCTTTTTTT up down 57.m05889 AN7454.1 AO070287000072 hypothetical protein [Neurospora crassa] 2 2 1 0 121 183 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15704 AN4716.1 AO070311000005 hypothetical protein [Neurospora crassa] 2 1 2 0 379 133 113 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m09236 AN4743.1 AO070327000077 Ras-related small GTPase, Rho type 3 4 4 0 233 200 89 100 0
45 TTTCTTTTTCTTTTTTT up up 59.m09204 AN4779.1 AO070329000071 NIPSNAP1 protein 2 2 2 0 137 56 35 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 57.m05861 AN7480.1 AO070287000037 FOG: RRM domain 1 2 3 0 272 256 164 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m09162 AN4814.1 AO070329000018 Predicted membrane protein 2 2 2 0 191 277 141 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 72.m19562 AN7545.1 AO070277000042 CCAAT-binding factor, subunit B (HAP2) K 4.158 1 2 3 0 362 13 59 304 1
45 TTTCTTTTTCTTTTTTT up up 59.m09409 AN4880.1 AO070338000081 Jacalin-like lectin domain-containing protein 2 1 2 0 168 444 178 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 59.m08812 AN4908.1 AO070338000038 Uncharacterized protein CLU1/cluA/TIF31 involved in 

mitochondrial morphology/distribution, also found 
associated with eIF-3

2 2 1 0 130 68 151 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 59.m08815 AN4912.1 AO070338000036 hypothetical protein [Neurospora crassa] 2 1 1 0 3 485 189 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08878 AN4975.1 AO070288000042 FAD-dependent oxidoreductase 1 1 1 0 60 156 23 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08886 AN4984.1 AO070288000052 Cyclin 2 2 2 0 12 156 59 74 0
45 TTTCTTTTTCTTTTTTT

T
up up 59.m08894 AN4991.1 AO070288000071 aureobasidin-resistance protein; AurA [Aspergillus 

nidulans]
1 2 1 0 435 106 46 420 1

45 TTTCTTTTTCTTTTTTT up up 59.m08896 AN4993.1 AO070288000076 N-acetyltransferase 2 1 2 0 30 10 35 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 59.m08680 AN5026.1 AO070338000185 PHD finger protein AF10 3 2 1 0 315 126 68 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 71.m15822 AN7628.1 AO070294000038 mRNA deadenylase subunit A 1.249 1 2 3 0 322 75 79 414 1
45 TTTCTTTTTCTTTTTTT up up 59.m08678 AN5048.1 AO070338000188 Transcription factor, contains HOX domain 1 2 2 0 71 356 208 138 0
45 TTTCTTTTTCTTTTTTT up up 54.m06882 AN5140.1 AO070291000036 Permease of the major facilitator superfamily 1 1 2 0 91 463 151 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 57.m05947 AN7681.1 AO070325000071 Mod5 protein sorting/negative effector of RNA Pol III 

synthesis
K 4.158 2 1 2 0 30 25 37 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 54.m06862 AN5156.1 AO070291000011 Cyclin 2 1 3 0 145 451 297 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 71.m15720 AN7698.1 AO070325000103 Myosin class I heavy chain Z 5.801 3 3 1 0 17 12 27 311 1
45 TTTCTTTTTCTTTTTTT up down 71.m15729 AN7700.1 AO070325000106 FOG: RRM domain 2 2 2 0 197 74 243 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05706 AN5226.1 AO070337000252 Predicted membrane protein 5 2 4 0 200 319 58 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15778 AN5236.1 AO070325000177 Predicted membrane protein 1 2 1 0 254 22 26 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 53.m03863 AN8016.1 AO070322000065 Predicted ATP-dependent RNA helicase FAL1, involved in 

rRNA maturation, DEAD-box superfamily
J 0.203 1 2 2 0 337 203 110 251 1

45 TTTCTTTTTCTTTTTTT up up 69.m15506 AN5405.1 AO070333000118 predicted protein [Neurospora crassa] 2 2 1 0 156 137 109 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 69.m15524 AN5407.1 AO070333000121 Predicted GTPase activator NB4S/EVI5 (contains TBC 

domain)/Calmodulin-binding protein Pollux (contains PTB 
and TBC domains)

3 1 1 0 143 274 155 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 69.m15489 AN5445.1 AO070333000112 1 2 1 0 280 256 217 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 53.m03908 AN8038.1 AO070330000008 mRNA cleavage and polyadenylation factor I complex, 

subunit RNA15
A 1.249 2 3 2 0 164 11 14 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 53.m03907 AN8039.1 AO070330000007 Histone 2A B 6.721 2 2 2 0 252 326 125 383 1
45 TTTCTTTTTCTTTTTTT up up 58.m07489 AN5563.1 AO070328000044 Aldo/keto reductase family proteins 1 1 1 0 533 352 434 278 0
45 TTTCTTTTTCTTTTTTT up up 58.m07499 AN5573.1 AO070328000033 predicted protein [Neurospora crassa] 2 1 6 1 248 272 108 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 58.m07334 AN5642.1 AO070342000232 predicted protein [Neurospora crassa] 2 3 3 0 193 38 33 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 54.m06835 AN5716.1 AO070324000136 FOG: CBS domain 1 1 1 0 130 224 100 30 0
45 TTTCTTTTTCTTTTTTT up down 53.m03888 AN8055.1 AO070322000145 RNA-binding Ran Zn-finger protein and related proteins 1 2 3 0 223 44 224 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 69.m14857 AN5740.1 AO070341000019 Ras-related small GTPase, Rho type 3 2 2 0 266 408 271 83 0
45 TTTCTTTTTCTTTTTTT

T
up up 69.m14853 AN5755.1 AO070341000014 hypothetical protein ( related to a-agglutinin core protein 

AGA1 [imported] - Neurospora crassa )
1 3 2 0 553 12 1 575 1

45 TTTCTTTTTCTTTTTTT
T

up down 56.m02396 AN8105.1 AO070323000021 Non-ribosomal peptide synthetase modules and related 
proteins

Q 0.669 1 2 1 0 26 89 364 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 3 2 5 0 85 16 14 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 53.m03799 AN8181.1 AO070310000145 predicted protein [Neurospora crassa] 2 1 1 0 85 93 130 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19214 AN5917.1 AO070340000369 Predicted transporter (major facilitator superfamily) 2 1 2 0 316 52 484 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19965 AN5966.1 AO070340000323 FOG: Zn-finger 1 2 2 0 210 193 248 438 1
45 TTTCTTTTTCTTTTTTT up up 72.m19109 AN6050.1 AO070340000215 3 1 3 0 61 354 0 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19074 AN6084.1 AO070340000134 predicted protein [Neurospora crassa] 1 1 3 0 195 119 83 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 4 4 4 0 405 32 1 386 1
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19303 AN6204.1 AO070308000089 cell wall beta-glucan assembly; Kre6p [Saccharomyces 

cerevisiae]
1 1 2 0 471 82 81 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 2 1 3 0 41 36 40 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 53.m03696 AN8261.1 AO070310000040 Protein kinase PCTAIRE and related kinases 1 1 3 0 30 47 31 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19306 AN6208.1 AO070308000085 4 3 2 0 362 164 162 270 1
45 TTTCTTTTTCTTTTTTT

T
up down 53.m03693 AN8268.1 AO070310000034 RasGAP SH3 binding protein rasputin, contains NTF2 and 

RRM domains
T 0.089 2 2 6 0 15 378 6 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19316 AN6217.1 AO070308000074 Cdc4 and related F-box and WD-40 proteins 1 2 3 0 316 95 109 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 72.m19363 AN6277.1 AO070304000003 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
2 3 5 0 191 51 131 No EST No EST
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45 TTTCTTTTTCTTTTTTT up up 72.m19339 AN6295.1 AO070308000053 predicted protein [Neurospora crassa] 1 1 2 0 397 86 100 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 62.m03118 AN6530.1 AO070270000030 Predicted membrane protein 2 1 2 0 39 122 69 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 62.m03135 AN6538.1 AO070270000046 LRR-containing protein 3 4 1 0 48 42 231 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 62.m03196 AN6601.1 AO070326000052 Transmembrane protein 1 1 1 0 52 124 106 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 62.m03234 AN6639.1 AO070326000091 Uncharacterized protein involved in propionate catabolism 3 3 1 0 9 233 240 21 0

45 TTTCTTTTTCTTTTTTT
T

up up 71.m15293 AN6823.1 AO070314000102 hypothetical protein ( (AL513443) hypothetical protein 
[Neurospora crassa]  )

2 1 2 0 391 92 72 288 1

45 TTTCTTTTTCTTTTTTT up up 71.m15271 AN6858.1 AO070314000075 predicted protein [Neurospora crassa] 3 2 1 0 189 187 283 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03362 AN8707.1 AO070315000134 Fumarase C 0.327 1 3 1 0 131 103 380 116 1
45 TTTCTTTTTCTTTTTTT up down 62.m03358 AN8710.1 AO070315000137 FOG: Low-complexity 1 1 1 0 118 131 31 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03343 AN8723.1 AO070315000151 predicted protein [Neurospora crassa] 1 1 2 0 364 49 188 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19729 AN7348.1 AO070278000051 Uncharacterized conserved protein 1 2 2 0 104 172 139 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 62.m03339 AN8741.1 AO070250000041 FOG: Zn-finger 1 1 1 0 110 31 32 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05873 AN7471.1 AO070287000055 Predicted carbohydrate kinase, contains PfkB domain 1 1 1 0 81 38 85 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 57.m05861 AN7480.1 AO070287000037 FOG: RRM domain 1 2 3 0 216 348 71 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 72.m19651 AN7610.1 AO070343000266 putative transcription factor [Emericella nidulans] 2 1 4 0 327 149 79 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 65.m07308 AN8785.1 AO070289000010 Mitochondrial aspartate/glutamate carrier protein 

Aralar/Citrin (contains EF-hand Ca2+-binding domains)
C 0.327 2 1 2 0 26 118 71 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15859 AN7623.1 AO070294000020 hypothetical protein [Neurospora crassa] 1 1 1 0 125 39 281 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 71.m15957 AN8825.1 AO070271000056 Clathrin coat binding protein/Huntingtin interacting protein 

HIP1, involved in regulation of endocytosis
U 3.418 1 3 1 0 91 38 212 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 57.m05419 AN7657.1 AO070268000020 GEL1 protein [Aspergillus fumigatus] 2 3 2 0 90 305 346 158 0
45 TTTCTTTTTCTTTTTTT

T
up down 71.m15961 AN8830.1 AO070271000049 Checkpoint kinase and related serine/threonine protein 

kinases
D 0.939 1 2 3 0 471 151 344 327 1

45 TTTCTTTTTCTTTTTTT up down 71.m15980 AN8846.1 AO070271000030 Protein involved in beta-1,3-glucan synthesis G 1.068 1 1 2 0 16 148 328 165 1
45 TTTCTTTTTCTTTTTTT up up 53.m03888 AN8055.1 AO070322000145 RNA-binding Ran Zn-finger protein and related proteins 5 4 3 1 48 181 95 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 71.m16001 AN8863.1 AO070271000008 Nucleosome assembly protein NAP-1 BD 6.7213199

7613286 
0.9390279
78679397

2 3 2 0 224 67 267 No EST No EST

45 TTTCTTTTTCTTTTTTT
T

up up 53.m03775 AN8200.1 AO070310000119 hypothetical protein ( (AL513466) putative protein 
[Neurospora crassa] )

1 1 1 0 228 33 186 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 3 1 2 0 311 192 177 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 53.m04209 AN8262.1 AO070310000038 related to G protein coupled receptor like protein 

[Neurospora crassa]
1 1 1 0 107 73 117 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 72.m19891 AN8312.1 AO070307000026 Neutral protease II precursor (Deuterolysin) (NPII) 1 1 1 0 92 419 501 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 62.m03339 AN8741.1 AO070250000041 FOG: Zn-finger 2 2 1 0 64 36 109 No EST No EST
45 TTTCTTTTTCTTTTTTT up down 66.m04555 AN9096.1 AO070332000179 3 2 5 0 38 35 60 370 1
45 TTTCTTTTTCTTTTTTT up up 62.m03324 AN8751.1 AO070250000011 NDR and related serine/threonine kinases 4 2 4 0 35 11 10 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 71.m15604 AN8797.1 AO070276000063 hypothetical protein ( (AL513442) conserved hypothetical 

protein [Neurospora crassa] )
1 1 3 0 310 302 171 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 71.m15985 AN8850.1 AO070271000026 Uncharacterized conserved protein 1 1 2 0 128 3 80 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04555 AN9096.1 AO070332000179 1 2 1 0 255 158 40 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up down 58.m07216 AN9204.1 AO070338000019 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J 0.203 1 1 2 0 139 218 353 No EST No EST

45 TTTCTTTTTCTTTTTTT up down 52.m04075 AN9357.1 AO070315000043 Predicted dehydrogenase Q 0.669 1 1 1 0 192 122 25 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04767 AN9099.1 AO070332000175 SPRY domain-containing proteins 1 1 1 0 211 98 77 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04760 AN9108.1 AO070332000164 predicted protein [Neurospora crassa] 1 1 3 0 107 35 469 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 66.m04608 AN9146.1 AO070332000116 hypothetical protein [Neurospora crassa] 1 1 3 0 462 41 51 No EST No EST
45 TTTCTTTTTCTTTTTTT

T
up up 66.m04586 AN9149.1 AO070332000147 Ca2+-dependent lipid-binding protein CLB1/vesicle protein 

vp115/Granuphilin A, contains C2 domain
1 2 1 0 138 7 42 No EST No EST

45 TTTCTTTTTCTTTTTTT up up 52.m03906 AN9377.1 AO070315000006 Allergen Asp f 4 1 1 1 0 132 422 421 No EST No EST
45 TTTCTTTTTCTTTTTTT up up 71.m15215 AN9451.1 AO070219000021 predicted protein [Neurospora crassa] 2 1 2 0 114 88 131 127 1

233 TCTCCTTTCCTCyC up down 71.m16041 AN0047.1 AO070314000125 GTP-binding protein GP-1 1 1 1 0 63 133 138 272 1
233 TCTCCTTTCCTCyC up up 71.m15331 AN0051.1 AO070314000138 Isopenicillin N synthase and related dioxygenases 1 1 1 0 207 136 91 No EST No EST
233 TCTCCTTTCCTCyC up up 71.m15444 AN0170.1 AO070321000076 Thioredoxin O 0.837 1 1 1 0 182 214 72 207 0
233 TCTCCTTTCCTCyC up up 54.m06529 AN0254.1 AO070334000106 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 

dehydrogenase and related dehydrogenases
IE 4.2857752

9470617 
0.7453757
78970292

1 1 2 0 303 147 247 No EST No EST

233 TCTCCTTTCCTCyC up up 69.m15270 AN0575.1 AO070272000054 Calmodulin-binding protein CRAG, contains DENN 
domain

T 5.000 2 5 2 0 429 49 72 117 1

233 TCTCCTTTCCTCyC up down 70.m15259 AN0655.1 AO070343000571 hypothetical protein [Neurospora crassa] 2 1 2 0 150 234 20 No EST No EST
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233 TCTCCTTTCCTCyC up down 70.m15286 AN0684.1 AO070343000534 Nucleolar GTPase/ATPase p130 Y 12.715 1 1 1 0 163 155 149 61 0
233 TCTCCTTTCCTCyC up up 70.m15290 AN0687.1 AO070343000527 Spermidine synthase E 0.745 2 2 2 0 86 228 273 123 0
233 TCTCCTTTCCTCyC up up 70.m15335 AN0726.1 AO070343000481 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 

domain
GO 5.0541931

7961222 
0.8373076
65519789

1 1 2 0 185 155 73 170 1

233 TCTCCTTTCCTCyC up up 70.m15361 AN0747.1 AO070343000435 Mitochondrial processing peptidase, beta subunit, and 
related enzymes (insulinase superfamily)

O 0.837 1 1 1 0 31 180 217 29 0

233 TCTCCTTTCCTCyC up down 70.m15793 AN0809.1 AO070239000006 RNA polymerase II, large subunit K 1.015 1 1 1 0 17 169 266 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15460 AN0867.1 AO070320000018 hypothetical protein [Neurospora crassa] 1 1 1 0 90 164 436 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15456 AN0870.1 AO070320000023 Mitochondrial phosphate carrier protein C 1 0.004 2 3 1 0 55 349 314 15 0
233 TCTCCTTTCCTCyC up up 70.m15524 AN0917.1 AO070320000097 Transcriptional coactivator CAPER (RRM superfamily) K 1.015 1 1 2 0 51 352 117 168 0
233 TCTCCTTTCCTCyC up down 70.m15807 AN0924.1 AO070320000103 Uncharacterized conserved protein 2 1 3 0 47 168 77 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15813 AN0937.1 AO070320000128 NITROGEN ASSIMILATION TRANSCRIPTION FACTOR 

NIT-4 [Neurospora crassa]
1 2 1 0 144 55 62 No EST No EST

233 TCTCCTTTCCTCyC up down 70.m15600 AN0953.1 AO070320000154 Predicted small GTPase involved in nuclear protein import U 5.620 1 2 2 0 317 17 328 35 1

233 TCTCCTTTCCTCyC up up 70.m15626 AN0986.1 AO070318000155 PHD Zn-finger proteins 3 3 1 0 302 12 28 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15221 AN1003.1 AO070312000031 Isocitrate dehydrogenase, alpha subunit E 0.745 1 1 1 0 65 186 207 48 0
233 TCTCCTTTCCTCyC up up 70.m15130 AN1102.1 AO070285000036 Serine palmitoyltransferase O 0.837 2 1 1 0 57 245 275 150 0
233 TCTCCTTTCCTCyC up down 70.m15114 AN1126.1 AO070331000119 GTP-binding ADP-ribosylation factor Arf1 U 5.620 2 1 2 1 145 178 141 286 1
233 TCTCCTTTCCTCyC up up 70.m15059 AN1162.1 AO070331000152 Elongation factor 1 beta/delta chain K 1.015 1 1 1 0 49 124 144 17 0
233 TCTCCTTTCCTCyC up up 70.m15772 AN1165.1 AO070331000157 Predicted 3-ketosphinganine reductase Q 6.045 1 1 1 0 126 0 117 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15040 AN1177.1 AO070331000173 Vesicle coat complex COPI, beta subunit U 5.620 1 1 1 0 38 103 48 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 8.467 2 1 1 0 40 165 210 193 1
233 TCTCCTTTCCTCyC up up 70.m14923 AN1284.1 AO070332000035 Predicted GTP-binding protein (ODN superfamily) 5 1 3 0 5 292 196 No EST No EST
233 TCTCCTTTCCTCyC up up 70.m14890 AN1343.1 AO070247000021 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K 1.015 1 1 2 0 335 126 46 No EST No EST

233 TCTCCTTTCCTCyC up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 3 2 1 1 147 163 241 189 1
233 TCTCCTTTCCTCyC up up 55.m02926 AN1429.1 AO070242000022 Choline dehydrogenase and related flavoproteins E 0.745 1 1 3 0 217 412 325 48 0
233 TCTCCTTTCCTCyC up up 55.m02925 AN1430.1 AO070242000021 NAD-dependent aldehyde dehydrogenases C 1 0.004 1 1 2 0 215 451 69 No EST No EST
233 TCTCCTTTCCTCyC up down 55.m03039 AN1520.1 AO070334000238 Nucleolar GTPase/ATPase p130 Y 12.715 2 2 1 0 202 123 209 328 1
233 TCTCCTTTCCTCyC up up 55.m03042 AN1523.1 AO070334000241 F0F1-type ATP synthase, alpha subunit C 1 0.004 1 2 1 0 90 311 332 68 0
233 TCTCCTTTCCTCyC up up 55.m03067 AN1547.1 AO070339000307 Acetyl-CoA hydrolase C 1 0.004 3 1 4 0 64 433 34 No EST No EST
233 TCTCCTTTCCTCyC up down 58.m07718 AN1639.1 AO070299000037 Thioredoxin-like protein O 0.837 1 2 1 1 358 385 350 No EST No EST
233 TCTCCTTTCCTCyC up down 58.m07719 AN1652.1 AO070299000039 FOG: Zn-finger 1 1 2 0 387 318 196 No EST No EST
233 TCTCCTTTCCTCyC up down 58.m07734 AN1669.1 AO070299000051 FOG: Immunoglobin and related proteins P 4.659 1 1 1 0 43 247 275 No EST No EST
233 TCTCCTTTCCTCyC up up 58.m08869 AN1933.1 AO070342000200 Predicted membrane protein 2 2 2 0 42 307 431 391 1
233 TCTCCTTTCCTCyC up down 58.m07643 AN2055.1 AO070292000025 hypothetical protein [Neurospora crassa] 1 1 1 0 37 49 58 447 1
233 TCTCCTTTCCTCyC up up 58.m07644 AN2056.1 AO070292000026 Uncharacterized conserved protein 1 1 1 0 387 330 271 No EST No EST
233 TCTCCTTTCCTCyC up up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O 0.837 3 2 3 0 190 101 47 173 1

233 TCTCCTTTCCTCyC up up 57.m05769 AN2069.1 AO070341000218 Cytochrome b5 C 1 0.004 3 1 2 0 87 158 139 No EST No EST
233 TCTCCTTTCCTCyC up down 57.m05777 AN2078.1 AO070341000231 Thyroid hormone receptor-associated protein complex, 

subunit TRAP240
K 1.015 1 1 1 0 237 7 135 No EST No EST

233 TCTCCTTTCCTCyC up up 72.m19708 AN2133.1 AO070278000026 Armadillo/beta-Catenin/plakoglobin TZ 4.9997997
1356992 
8.4115778
7507119

1 1 1 0 65 84 180 No EST No EST

233 TCTCCTTTCCTCyC up up 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 5.620 3 1 1 0 88 170 185 No EST No EST
233 TCTCCTTTCCTCyC up down 72.m19677 AN2163.1 AO070343000222 Mitotic spindle checkpoint protein D 8.010 1 3 4 0 56 288 7 274 0
233 TCTCCTTTCCTCyC up up 69.m14881 AN2190.1 AO070247000014 Predicted methyltransferase 1 1 4 0 285 0 21 No EST No EST
233 TCTCCTTTCCTCyC up down 71.m15855 AN2210.1 AO070294000012 Predicted transporter (ABC superfamily) 1 2 1 0 76 9 165 344 1
233 TCTCCTTTCCTCyC up up 71.m15889 AN2251.1 AO070326000115 Predicted membrane protein 1 1 2 0 207 274 179 No EST No EST
233 TCTCCTTTCCTCyC up down 71.m15896 AN2256.1 AO070326000107 Helicase-like transcription factor HLTF/DNA helicase 

RAD5, DEAD-box superfamily
KL 1.0154832

9749935 
4.3454655
6837552

1 1 1 0 144 34 182 No EST No EST

233 TCTCCTTTCCTCyC up up 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 1 0.004 2 1 2 1 59 312 309 104 0
233 TCTCCTTTCCTCyC up up 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 1 0.004 2 1 1 0 176 267 352 187 0
233 TCTCCTTTCCTCyC up down 54.m06688 AN2743.1 AO070338000228 Translation initiation factor 3, subunit a (eIF-3a) J 4.370 1 1 1 0 169 58 68 No EST No EST
233 TCTCCTTTCCTCyC up down 54.m06687 AN2744.1 AO070338000227 predicted protein [Neurospora crassa] 1 2 1 0 4 174 455 No EST No EST
233 TCTCCTTTCCTCyC up up 59.m09263 AN2761.1 AO070327000023 Ubiquitin-protein ligase O 0.837 4 2 6 0 162 267 106 144 0
233 TCTCCTTTCCTCyC up up 59.m08698 AN2854.1 AO070338000167 Transcription factor of the Forkhead/HNF3 family K 1.015 1 2 1 0 278 20 41 No EST No EST
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233 TCTCCTTTCCTCyC up up 59.m08697 AN2855.1 AO070338000169 FOG: Zn-finger 3 2 2 0 90 202 106 180 0
233 TCTCCTTTCCTCyC up up 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 10.093 4 3 3 0 230 109 136 No EST No EST
233 TCTCCTTTCCTCyC up up 59.m09023 AN2989.1 AO070337000133 FOG: RRM domain 2 1 3 0 89 391 10 183 0
233 TCTCCTTTCCTCyC up down 59.m08989 AN3031.1 AO070331000089 Pyridoxalphosphate-dependent enzyme/predicted 

threonine synthase
E 0.745 1 1 1 0 20 87 57 No EST No EST

233 TCTCCTTTCCTCyC up up 59.m08957 AN3058.1 AO070337000016 Glycine/serine hydroxymethyltransferase E 0.745 2 1 3 0 59 438 134 66 0
233 TCTCCTTTCCTCyC up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 3 2 1 1 415 320 299 106 0
233 TCTCCTTTCCTCyC up up 59.m09373 AN3113.1 AO070303000036 Glucose-6-phosphate/phosphate and 

phosphoenolpyruvate/phosphate antiporter
GE 5.0541931

7961222 
0.7453757
78970292

1 1 2 0 103 276 174 No EST No EST

233 TCTCCTTTCCTCyC up up 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 2 3 4 0 241 36 257 No EST No EST
233 TCTCCTTTCCTCyC up down 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 2 1 1 0 227 237 246 No EST No EST
233 TCTCCTTTCCTCyC up up 66.m04660 AN3359.1 AO070317000081 Amino acid transporters E 0.745 1 1 2 0 221 215 135 23 0
233 TCTCCTTTCCTCyC up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 4.286 3 5 1 0 11 40 76 298 1
233 TCTCCTTTCCTCyC up up 66.m04618 AN3416.1 AO070203000005 SNARE protein Syntaxin 1 and related proteins U 5.620 1 1 1 0 280 162 158 No EST No EST
233 TCTCCTTTCCTCyC up up 69.m15402 AN3691.1 AO070341000316 AAA+-type ATPase O 0.837 1 1 2 0 125 357 382 No EST No EST
233 TCTCCTTTCCTCyC up up 69.m15386 AN3729.1 AO070342000283 1,3-beta-glucan synthase/callose synthase catalytic 

subunit
M 10.683 2 1 1 0 365 41 135 No EST No EST

233 TCTCCTTTCCTCyC up up 69.m15382 AN3733.1 AO070342000279 Mannosyl-oligosaccharide alpha-1,2-mannosidase and 
related glycosyl hydrolases

G 5.054 1 1 2 0 440 117 130 No EST No EST

233 TCTCCTTTCCTCyC up down 65.m07367 AN3757.1 AO070309000049 Predicted alpha/beta hydrolase BEM46 1 1 1 0 212 5 283 No EST No EST
233 TCTCCTTTCCTCyC up down 69.m14970 AN3955.1 AO070341000068 Uncharacterized conserved protein 2 1 1 0 165 160 199 209 1
233 TCTCCTTTCCTCyC up up 54.m06579 AN4015.1 AO070328000151 Translation initiation factor 5A (eIF-5A) J 4.370 1 1 2 0 87 117 187 70 0
233 TCTCCTTTCCTCyC up up 54.m06544 AN4026.1 AO070328000109 1 1 1 0 169 222 84 No EST No EST
233 TCTCCTTTCCTCyC up down 54.m06728 AN4087.1 AO070342000080 40S ribosomal protein S3 J 4.370 1 1 1 0 6 10 32 60 1
233 TCTCCTTTCCTCyC up up 54.m06745 AN4189.1 AO070342000110 Mitogen-activated protein kinase kinase (MAP2K) T 5.000 1 1 2 0 207 193 125 No EST No EST
233 TCTCCTTTCCTCyC up up 54.m06754 AN4192.1 AO070342000112 Molecular chaperone (DnaJ superfamily) O 0.837 1 1 1 0 7 397 403 No EST No EST
233 TCTCCTTTCCTCyC up up 54.m07041 AN4210.1 AO070231000014 Signaling protein SWIFT and related BRCT domain 

proteins
KTDL 1.0154832

9749935 
4.9997997
1356992 
8.0103303
3227436 
4.3454655
6837552

1 1 1 0 172 216 293 No EST No EST

233 TCTCCTTTCCTCyC up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 4.370 2 1 2 1 118 287 3 96 0
233 TCTCCTTTCCTCyC up down 54.m06803 AN4240.1 AO070324000174 Protein involved in glucose derepression and pre-vacuolar 

endosome protein sorting
U 5.620 1 1 1 0 36 34 38 No EST No EST

233 TCTCCTTTCCTCyC up up 58.m08000 AN4323.1 AO070230000015 Branched chain aminotransferase BCAT1, pyridoxal 
phosphate enzymes type IV superfamily

E 0.745 1 1 1 0 87 27 121 270 1

233 TCTCCTTTCCTCyC up up 58.m07962 AN4361.1 AO070261000004 Transcriptional activator FOSB/c-Fos and related bZIP 
transcription factors

K 1.015 1 2 3 0 241 210 155 263 1

233 TCTCCTTTCCTCyC up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 
[Neurospora crassa]  )

1 2 1 0 232 98 266 No EST No EST

233 TCTCCTTTCCTCyC up up 57.m05648 AN4483.1 AO070311000032 Ca2+/calmodulin-dependent protein kinase, EF-Hand 
protein superfamily

T 5.000 2 2 5 0 94 338 209 No EST No EST

233 TCTCCTTTCCTCyC up up 57.m05978 AN4514.1 AO070311000070 Peptide methionine sulfoxide reductase O 0.837 1 1 2 0 28 307 39 174 0
233 TCTCCTTTCCTCyC up up 57.m05527 AN4603.1 AO070267000024 Dihydroorotase and related enzymes F 7.266 2 1 2 0 23 367 494 No EST No EST
233 TCTCCTTTCCTCyC up up 71.m15670 AN4687.1 AO070284000042 3-Methylcrotonyl-CoA carboxylase, non-biotin containing 

subunit/Acetyl-CoA carboxylase carboxyl transferase, 
subunit beta

EI 0.7453757
78970292 
4.2857752
9470617

1 1 1 0 164 2 110 135 1

233 TCTCCTTTCCTCyC up up 59.m08812 AN4908.1 AO070338000038 Uncharacterized protein CLU1/cluA/TIF31 involved in 
mitochondrial morphology/distribution, also found 
associated with eIF-3

2 1 1 0 132 140 118 No EST No EST

233 TCTCCTTTCCTCyC up up 59.m09454 AN4997.1 AO070288000080 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 4.286 1 1 4 0 227 288 17 No EST No EST

233 TCTCCTTTCCTCyC up down 59.m09454 AN4997.1 AO070288000080 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 4.286 1 2 1 0 2 112 17 No EST No EST

233 TCTCCTTTCCTCyC up down 59.m08914 AN5011.1 AO070224000003 FGF receptor activating protein 1 T 5.000 1 1 1 0 148 303 29 No EST No EST
233 TCTCCTTTCCTCyC up up 59.m08680 AN5026.1 AO070338000185 PHD finger protein AF10 1 3 2 0 386 231 39 No EST No EST
233 TCTCCTTTCCTCyC up up 54.m06902 AN5122.1 AO070291000057 Adenylate kinase F 7.266 3 1 1 0 80 200 222 No EST No EST
233 TCTCCTTTCCTCyC up up 54.m06889 AN5134.1 AO070291000041 Glutamate synthase E 0.745 2 1 2 0 253 311 58 No EST No EST
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233 TCTCCTTTCCTCyC up down 69.m14917 AN5218.1 AO070337000261 Activating transcription factor 4 K 1.015 1 1 1 0 19 51 51 No EST No EST
233 TCTCCTTTCCTCyC up up 69.m15489 AN5445.1 AO070333000112 2 1 1 0 286 264 228 No EST No EST
233 TCTCCTTTCCTCyC up up 69.m15483 AN5449.1 AO070239000028 Arylsulfatase A and related enzymes P 4.659 2 3 4 0 191 205 110 No EST No EST
233 TCTCCTTTCCTCyC up up 58.m07334 AN5642.1 AO070342000232 predicted protein [Neurospora crassa] 1 2 1 0 192 90 182 No EST No EST
233 TCTCCTTTCCTCyC up up 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 4.370 2 1 1 0 44 195 129 101 0
233 TCTCCTTTCCTCyC up down 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 4.370 2 3 2 1 25 64 27 438 1
233 TCTCCTTTCCTCyC up up 69.m14857 AN5740.1 AO070341000019 Ras-related small GTPase, Rho type 1 2 2 0 503 35 276 83 1
233 TCTCCTTTCCTCyC up down 69.m15631 AN5745.1 AO070341000002 Translation initiation factor eIF3, p35 subunit J 4.370 1 1 1 1 84 83 81 221 1
233 TCTCCTTTCCTCyC up up 69.m14848 AN5750.1 AO070341000007 predicted protein [Neurospora crassa] 2 1 1 0 252 169 299 No EST No EST
233 TCTCCTTTCCTCyC up down 72.m18953 AN5822.1 AO070260000020 Cyclin-dependent kinase WEE1 D 8.010 1 1 2 0 414 406 146 No EST No EST
233 TCTCCTTTCCTCyC up up 72.m19237 AN5893.1 AO070245000013 G protein signaling regulators T 5.000 2 2 1 0 16 34 33 No EST No EST
233 TCTCCTTTCCTCyC up up 72.m19202 AN5929.1 AO070340000354 Calcium-responsive transcription coactivator K 1.015 2 2 1 0 136 335 197 No EST No EST
233 TCTCCTTTCCTCyC up up 72.m19952 AN5931.1 AO070340000344 ATP-dependent RNA helicase A 2.363 2 2 1 0 126 61 65 111 1
233 TCTCCTTTCCTCyC up up 72.m19141 AN5999.1 AO070340000277 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

2 1 2 0 212 300 255 No EST No EST

233 TCTCCTTTCCTCyC up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 0.837 1 2 2 0 103 212 161 140 0
233 TCTCCTTTCCTCyC up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 2 2 2 0 448 43 4 386 1
233 TCTCCTTTCCTCyC up down 72.m19980 AN6247.1 AO070304000102 predicted protein [Neurospora crassa] 2 4 1 0 77 18 65 No EST No EST
233 TCTCCTTTCCTCyC up up 72.m18968 AN6299.1 AO070260000007 Uncharacterized conserved protein 1 1 1 0 531 231 160 No EST No EST
233 TCTCCTTTCCTCyC up up 72.m19507 AN6348.1 AO070275000017 Mitochondrial import inner membrane translocase, subunit 

TIM23
U 5.620 1 1 1 0 33 119 106 No EST No EST

233 TCTCCTTTCCTCyC up up 62.m03095 AN6508.1 AO070270000001 Glycogen synthase kinase-3 G 5.054 1 2 1 0 410 35 147 36 1
233 TCTCCTTTCCTCyC up up 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 1 0.004 2 1 1 0 230 62 397 No EST No EST

233 TCTCCTTTCCTCyC up up 62.m03135 AN6538.1 AO070270000046 LRR-containing protein 1 1 2 0 329 179 129 No EST No EST
233 TCTCCTTTCCTCyC up up 62.m03196 AN6601.1 AO070326000052 Transmembrane protein 1 1 1 0 60 129 118 No EST No EST
233 TCTCCTTTCCTCyC up up 62.m03250 AN6650.1 AO070269000001 Citrate synthase C 1 0.004 1 2 2 0 42 150 335 No EST No EST
233 TCTCCTTTCCTCyC up up 62.m03302 AN6669.1 AO070321000010 Predicted transporter (major facilitator superfamily) 2 1 1 0 98 469 453 No EST No EST
233 TCTCCTTTCCTCyC up up 65.m07257 AN6717.1 AO070339000157 NAD-dependent malate dehydrogenase C 1 0.004 2 1 3 0 64 168 159 No EST No EST
233 TCTCCTTTCCTCyC up up 65.m07239 AN6731.1 AO070339000175 Fatty acid desaturase I 4.286 2 2 2 0 161 97 396 7 0
233 TCTCCTTTCCTCyC up up 71.m15271 AN6858.1 AO070314000075 predicted protein [Neurospora crassa] 1 2 1 0 222 195 293 No EST No EST
233 TCTCCTTTCCTCyC up down 71.m15255 AN6880.1 AO070314000044 Inositol polyphosphate multikinase, component of the 

ARGR transcription regulatory complex
KIT 1.0154832

9749935 
4.2857752
9470617 
4.9997997
1356992

1 1 2 0 234 122 92 No EST No EST

233 TCTCCTTTCCTCyC up up 72.m19589 AN7570.1 AO070343000416 Alpha tubulin Z 8.412 1 1 3 0 124 393 190 No EST No EST
233 TCTCCTTTCCTCyC up down 72.m19601 AN7580.1 AO070343000328 predicted protein [Neurospora crassa] 1 1 1 0 22 12 167 No EST No EST
233 TCTCCTTTCCTCyC up up 57.m05936 AN7660.1 AO070268000029 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-

2butanone-4-phosphate synthase
H 8.467 2 1 2 0 31 195 275 No EST No EST

233 TCTCCTTTCCTCyC up down 71.m15720 AN7698.1 AO070325000103 Myosin class I heavy chain Z 8.412 1 1 1 0 226 240 26 311 1
233 TCTCCTTTCCTCyC up up 71.m15734 AN7710.1 AO070325000117 Predicted phosphatase/phosphohexomutase 1 1 1 0 97 300 364 184 0
233 TCTCCTTTCCTCyC up up 71.m15748 AN7721.1 AO070325000136 Transport protein Sec61, alpha subunit UO 5.6203435

9867491 
0.8373076
65519789

2 1 2 0 41 177 119 106 0

233 TCTCCTTTCCTCyC up down 71.m15776 AN7750.1 AO070325000175 Protein predicted to be involved in carbohydrate 
metabolism

G 5.054 1 2 1 0 12 215 160 No EST No EST

233 TCTCCTTTCCTCyC up up 53.m03857 AN8010.1 AO070322000057 Glycogen synthase G 5.054 2 2 2 0 204 82 106 293 1
233 TCTCCTTTCCTCyC up up 53.m03827 AN8117.1 AO070322000025 Fatty acyl-CoA elongase/Polyunsaturated fatty acid 

specific elongation enzyme
I 4.286 1 2 4 0 213 219 303 No EST No EST

233 TCTCCTTTCCTCyC up down 53.m03827 AN8117.1 AO070322000025 Fatty acyl-CoA elongase/Polyunsaturated fatty acid 
specific elongation enzyme

I 4.286 1 1 1 0 435 367 472 499 1

233 TCTCCTTTCCTCyC up up 53.m04128 AN8235.1 AO070310000073 predicted protein [Neurospora crassa] 1 2 1 0 206 217 139 No EST No EST
233 TCTCCTTTCCTCyC up up 53.m03692 AN8269.1 AO070310000033 Molecular chaperone (HSP90 family) O 0.837 3 1 2 0 225 159 179 336 1
233 TCTCCTTTCCTCyC up up 53.m03686 AN8274.1 AO070310000027 Mitochondrial tricarboxylate/dicarboxylate carrier proteins C 1 0.004 2 1 1 1 234 307 264 158 0

233 TCTCCTTTCCTCyC up up 53.m03685 AN8275.1 AO070310000026 Citrate synthase C 1 0.004 1 1 1 0 72 79 133 73 0
233 TCTCCTTTCCTCyC up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-

containing transcription factors
K 1.015 1 1 2 1 180 138 432 157 1

233 TCTCCTTTCCTCyC up up 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 5.054 2 2 2 0 505 33 11 No EST No EST
233 TCTCCTTTCCTCyC up up 71.m15961 AN8830.1 AO070271000049 Checkpoint kinase and related serine/threonine protein 

kinases
D 8.010 1 1 2 0 157 65 12 121 1
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233 TCTCCTTTCCTCyC up up 56.m02292 AN8881.1 AO070293000011 Mitochondrial carnitine-acylcarnitine carrier protein C 1 0.004 1 1 1 0 61 261 238 334 1
233 TCTCCTTTCCTCyC up up 56.m03091 AN8945.1 AO070319000047 methyltransferase [Gibberella zeae] 1 1 1 0 43 350 387 125 0
233 TCTCCTTTCCTCyC up up 66.m04571 AN9112.1 AO070332000162 Alcohol dehydrogenase, class V Q 6.045 1 1 1 1 117 41 40 No EST No EST
233 TCTCCTTTCCTCyC up up 53.m04180 AN9411.1 AO070310000008 NADH-ubiquinone oxidoreductase, NDUFS1/75 kDa 

subunit
C 1 0.004 1 1 4 0 29 107 102 No EST No EST

234 GTTTGTCnTGTTTG up up 71.m15415 AN0131.1 AO070321000122 hypothetical protein [Neurospora crassa] 2 1 1 1 113 2 2 No EST No EST
234 GTTTGTCnTGTTTG up up 71.m16051 AN0161.1 AO070321000086 mRNA cleavage and polyadenylation factor IA/II complex, 

subunit CLP1
A 1 0.004 1 1 1 0 141 59 204 No EST No EST

234 GTTTGTCnTGTTTG up up 71.m15442 AN0167.1 AO070321000079 Translation initiation factor 2B, alpha subunit (eIF-
2Balpha/GCN3)

J 2.330 1 0 0 0 135 0 0 68 1

234 GTTTGTCnTGTTTG up down 54.m06638 AN0446.1 AO070338000308 Uncharacterized protein PSP1 (suppressor of DNA 
polymerase alpha mutations in yeast)

1 1 1 0 370 20 558 No EST No EST

234 GTTTGTCnTGTTTG up up 69.m15266 AN0582.1 AO070280000004 Single-stranded DNA-binding replication protein A (RPA), 
medium (30 kD) subunit

L 5.416 2 1 1 1 5 101 142 No EST No EST

234 GTTTGTCnTGTTTG up up 70.m15453 AN0854.1 AO070320000001 Splicing coactivator SRm160/300, subunit SRm300 A 1 0.004 1 1 2 0 303 422 40 355 0
234 GTTTGTCnTGTTTG up down 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 

(importin beta superfamily)
YU 6.0009314

3789754 
5.9483275
6554461

2 1 1 0 172 126 23 No EST No EST

234 GTTTGTCnTGTTTG up up 70.m15042 AN1175.1 AO070331000170 Nucleolar protein NOP52/RRP1 A 1 0.004 1 1 2 0 150 80 76 No EST No EST
234 GTTTGTCnTGTTTG up up 70.m14972 AN1249.1 AO070223000012 Spliceosomal protein FBP11/Splicing factor PRP40 A 1 0.004 1 1 1 1 126 26 27 No EST No EST
234 GTTTGTCnTGTTTG up up 70.m14858 AN1371.1 AO070215000010 predicted protein [Neurospora crassa] 1 2 1 0 166 7 268 No EST No EST
234 GTTTGTCnTGTTTG up up 69.m15042 AN1728.1 AO070324000059 NADH-ubiquinone oxidoreductase, NDUFS3/30 kDa 

subunit
C 6.389 1 1 1 0 166 88 80 40 0

234 GTTTGTCnTGTTTG up up 58.m07660 AN1851.1 AO070292000043 Chaperonin complex component, TCP-1 theta subunit 
(CCT8)

O 0.468 1 1 1 0 135 17 21 No EST No EST

234 GTTTGTCnTGTTTG up up 58.m07634 AN2046.1 AO070292000013 1 2 1 0 264 137 130 No EST No EST
234 GTTTGTCnTGTTTG up up 57.m05779 AN2080.1 AO070341000233 Polypeptide release factor 3 J 2.330 1 1 2 0 176 242 20 55 0
234 GTTTGTCnTGTTTG up up 72.m19703 AN2137.1 AO070343000182 Cyclin B and related kinase-activating proteins D 4.635 2 2 1 0 272 200 6 No EST No EST
234 GTTTGTCnTGTTTG up up 72.m19688 AN2153.1 AO070343000202 Exosomal 3'-5' exoribonuclease complex, subunit Rrp41 

and related exoribonucleases
J 2.330 2 1 1 1 166 338 364 No EST No EST

234 GTTTGTCnTGTTTG up down 71.m15855 AN2210.1 AO070294000012 Predicted transporter (ABC superfamily) 1 1 1 0 86 172 204 344 1
234 GTTTGTCnTGTTTG up up 71.m15831 AN2234.1 AO070326000145 predicted protein [Neurospora crassa] 0 1 0 1 116 27 0 No EST No EST
234 GTTTGTCnTGTTTG up up 71.m15902 AN2261.1 AO070326000103 Phosphatidylglycerolphosphate synthase I 6.392 1 1 1 1 9 47 56 47 0
234 GTTTGTCnTGTTTG up up 59.m08499 AN2490.1 AO070312000130 Uncharacterized conserved protein, contains N-recognin-

type Zn-finger
2 1 1 1 132 99 213 No EST No EST

234 GTTTGTCnTGTTTG up up 59.m09034 AN2980.1 AO070337000142 60S ribosomal protein L35A/L37 J 2.330 1 2 2 1 33 371 425 81 0
234 GTTTGTCnTGTTTG up up 59.m08916 AN3082.1 AO070224000004 mRNA cleavage and polyadenylation factor II complex, 

subunit CFT2 (CPSF subunit)
A 1 0.004 2 1 1 0 243 124 207 No EST No EST

234 GTTTGTCnTGTTTG up down 59.m08584 AN3142.1 AO070303000002 Nucleolar GTPase/ATPase p130 Y 6.001 1 1 3 0 308 207 228 297 1
234 GTTTGTCnTGTTTG up up 59.m08516 AN3147.1 AO070256000043 Glycolipid transfer protein G 5.131 1 2 1 0 192 16 26 70 1
234 GTTTGTCnTGTTTG up up 58.m07385 AN3586.1 AO070342000163 Monooxygenase involved in coenzyme Q (ubiquinone) 

biosynthesis
HC 3.1580868

0457693 
6.3893671
2971506

1 1 1 0 89 408 340 No EST No EST

234 GTTTGTCnTGTTTG up up 58.m07441 AN3659.1 AO070342000029 Adaptor protein Enigma and related PDZ-LIM proteins TZ 6.2546028
7399896 
4.1202766
4947604

1 1 1 0 411 34 36 No EST No EST

234 GTTTGTCnTGTTTG up down 58.m07982 AN4342.1 AO070240000017 Tryptophan-rich basic nuclear protein 3 1 2 0 73 262 422 No EST No EST
234 GTTTGTCnTGTTTG up down 58.m07958 AN4369.1 AO070261000009 Ras1 guanine nucleotide exchange factor T 6.255 1 1 1 0 426 320 269 No EST No EST
234 GTTTGTCnTGTTTG up down 58.m07878 AN4447.1 AO070273000006 Signal transduction histidine kinase T 6.255 1 1 1 0 58 110 222 101 0
234 GTTTGTCnTGTTTG up up 58.m07866 AN4458.1 AO070305000135 Spindle pole body protein - Sad1p Z 4.120 1 1 1 1 106 69 67 No EST No EST
234 GTTTGTCnTGTTTG up up 58.m07864 AN4460.1 AO070305000133 WD40-repeat-containing subunit of the 18S rRNA 

processing complex
A 1 0.004 1 1 1 1 155 249 219 No EST No EST

234 GTTTGTCnTGTTTG up down 59.m09218 AN4767.1 AO070327000046 Scaffold/matrix specific factor hnRNP-U/SAF-A, contains 
SPRY domain

A 1 0.004 1 1 1 0 8 34 64 274 1

234 GTTTGTCnTGTTTG up up 59.m09211 AN4771.1 AO070329000081 WD40 repeat protein 2 1 1 1 76 311 330 No EST No EST
234 GTTTGTCnTGTTTG up up 59.m08812 AN4908.1 AO070338000038 Uncharacterized protein CLU1/cluA/TIF31 involved in 

mitochondrial morphology/distribution, also found 
associated with eIF-3

1 1 1 0 208 17 13 No EST No EST

234 GTTTGTCnTGTTTG up down 59.m08873 AN4969.1 AO070288000035 Centromere-associated protein HEC1 D 4.635 1 1 2 0 182 430 28 No EST No EST
234 GTTTGTCnTGTTTG up down 54.m06911 AN5111.1 AO070291000068 E3 ubiquitin ligase interacting with arginine 

methyltransferase
O 0.468 1 1 1 0 347 95 20 465 1

234 GTTTGTCnTGTTTG up up 69.m15498 AN5438.1 AO070333000100 Hsp90 co-chaperone CNS1 (contains TPR repeats) O 0.468 1 1 1 1 79 146 154 54 0
234 GTTTGTCnTGTTTG up up 69.m15743 AN5452.1 AO070239000031 Splicing factor 3b, subunit 3 A 1 0.004 2 1 1 0 42 87 56 179 1
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234 GTTTGTCnTGTTTG up up 69.m15436 AN5522.1 AO070341000367 predicted protein [Neurospora crassa] 1 1 1 0 257 4 58 No EST No EST
234 GTTTGTCnTGTTTG up up 69.m15615 AN5744.1 AO070341000001 Multifunctional chaperone (14-3-3 family) O 0.468 1 1 2 0 260 252 255 141 0
234 GTTTGTCnTGTTTG up up 69.m14811 AN5786.1 AO070249000032 hypothetical protein [Neurospora crassa] 1 1 1 0 52 53 33 No EST No EST
234 GTTTGTCnTGTTTG up up 72.m19228 AN5902.1 AO070248000040 Alpha-1,2 glucosyltransferase/transcriptional activator OKIT 0.4677043

88108704 
3.6904929
5931665 
6.3917198
0243256 
6.2546028
7399896

1 1 1 0 121 18 24 No EST No EST

234 GTTTGTCnTGTTTG up up 72.m19002 AN6171.1 AO070340000034 U3 small nucleolar ribonucleoprotein (snoRNP) 
component

A 1 0.004 1 2 2 0 149 59 223 41 0

234 GTTTGTCnTGTTTG up up 72.m18993 AN6176.1 AO070340000023 predicted protein [Neurospora crassa] 2 2 1 0 279 141 70 No EST No EST
234 GTTTGTCnTGTTTG up up 62.m03131 AN6543.1 AO070270000041 Armadillo/beta-catenin-like repeat-containing protein O 0.468 1 1 3 0 321 235 186 139 0
234 GTTTGTCnTGTTTG up up 62.m03124 AN6549.1 AO070270000036 RNA polymerase II transcriptional regulation mediator K 3.690 1 1 1 1 156 71 87 No EST No EST
234 GTTTGTCnTGTTTG up up 65.m07278 AN6707.1 AO070339000137 DNA or RNA helicases of superfamily II KL 3.6904929

5931665 
5.4158710
8820351

1 1 1 0 78 67 69 No EST No EST

234 GTTTGTCnTGTTTG up up 71.m16029 AN6921.1 AO070313000060 HSP90 co-chaperone p23 O 0.468 1 1 1 0 225 64 80 71 1
234 GTTTGTCnTGTTTG up up 57.m05449 AN7673.1 AO070325000053 Putative zinc transporter P 8.333 2 1 1 1 29 40 41 26 0
234 GTTTGTCnTGTTTG up up 57.m05454 AN7677.1 AO070325000067 hypothetical protein [Neurospora crassa] 1 1 2 0 288 70 79 82 1
234 GTTTGTCnTGTTTG up up 53.m03887 AN8056.1 AO070322000144 Chromosome condensation complex Condensin, subunit 

G
BD 8.0483430

1133854 
4.6345362
347303

1 1 1 1 206 73 88 161 1

234 GTTTGTCnTGTTTG up up 53.m03779 AN8194.1 AO070310000126 emp24/gp25L/p24 family of membrane trafficking proteins U 5.948 1 1 2 0 142 162 150 No EST No EST

234 GTTTGTCnTGTTTG up up 53.m03758 AN8215.1 AO070310000097 5,10-methylenetetrahydrofolate reductase E 5.264 1 1 1 0 346 25 134 No EST No EST
234 GTTTGTCnTGTTTG up up 62.m03475 AN8670.1 AO070315000087 Nucleolar GTPase/ATPase p130 Y 6.001 1 1 1 0 291 177 173 No EST No EST
234 GTTTGTCnTGTTTG up up 62.m03370 AN8699.1 AO070315000126 Ubiquitin-specific protease O 0.468 1 1 1 1 137 33 46 46 1
234 GTTTGTCnTGTTTG up down 62.m03358 AN8710.1 AO070315000137 FOG: Low-complexity 1 1 1 0 83 163 30 No EST No EST
234 GTTTGTCnTGTTTG up up 66.m04582 AN9116.1 AO070332000151 Nicotinic acid phosphoribosyltransferase H 3.158 1 1 1 0 187 154 150 No EST No EST
252 ACGCGTAAAGTGGTT up up 71.m15403 AN0122.1 AO070311000090 ATP-dependent Lon protease, bacterial type O 2.247 1 1 1 0 93 293 296 78 0

252 ACGCGTAAAGTGGTT up up 71.m15484 AN0228.1 AO070323000081 DNA replication licensing factor, MCM6 component L 0.023 1 1 1 1 248 198 206 No EST No EST

252 ACGCGTAAAGTGGTT up up 58.m08995 AN1660.1 AO070299000020 FOG: Immunoglobin and related proteins P 1.455 1 1 1 0 263 85 107 No EST No EST

252 ACGCGTAAAGTGGTT up up 69.m15675 AN2460.1 AO070264000013 Splicing coactivator SRm160/300, subunit SRm300 A 0.353 2 1 1 0 196 297 356 No EST No EST

252 ACGCGTAAAGTGGTT up up 59.m08977 AN3040.1 AO070337000054 Projectin/twitchin and related proteins Z 0.139 1 1 1 0 125 107 227 No EST No EST

252 ACGCGTAAAGTGGTT up up 58.m07862 AN4472.1 AO070305000131 Putative transcription factor HALR/MLL3, involved in 
embryonic development

1 1 1 0 23 319 253 No EST No EST

252 ACGCGTAAAGTGGTT up up 57.m05851 AN7493.1 AO070287000024 predicted protein [Neurospora crassa] 1 1 1 0 170 41 33 145 1

252 ACGCGTAAAGTGGTT up up 53.m03853 AN7994.1 AO070322000052 DNA replication licensing factor, MCM5 component L 0.023 1 1 1 1 133 117 125 No EST No EST

252 ACGCGTAAAGTGGTT up up 53.m03916 AN8065.1 AO070330000021 Actin-related protein Arp2/3 complex, subunit ARPC3 Z 0.139 1 1 1 1 80 26 26 No EST No EST

252 ACGCGTAAAGTGGTT up up 53.m04127 AN8236.1 AO070310000072 Putative growth response protein T 2.049 1 1 1 0 134 187 37 No EST No EST

252 ACGCGTAAAGTGGTT up up 62.m03399 AN8671.1 AO070315000088 tRNA-splicing endonuclease positive effector (SEN1) A 0.353 1 1 2 0 471 11 8 No EST No EST

252 ACGCGTAAAGTGGTT up up 62.m03468 AN8713.1 AO070315000139 Structure-specific endonuclease ERCC1-XPF, catalytic 
component XPF/ERCC4

L 0.023 1 1 1 0 4 181 140 4 0

328 GCATAGCATGGCGT down down 70.m15351 AN0716.1 AO070343000451 Uncharacterized conserved protein 1 1 1 0 74 43 72 No EST No EST
328 GCATAGCATGGCGT down up 70.m14935 AN1272.1 AO070332000020 Casein kinase II, beta subunit TDK 5.4051789

2753173 
2.1737045
8663162 
6.2429177
5748114

1 1 1 0 290 23 23 No EST No EST
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328 GCATAGCATGGCGT down down 70.m14899 AN1335.1 AO070303000097 G-protein beta subunit-like protein (contains WD40 
repeats)

1 1 1 1 106 63 59 No EST No EST

328 GCATAGCATGGCGT down down 69.m14936 AN1918.1 AO070341000122 Phosphoenolpyruvate carboxykinase (ATP) C 3.169 1 1 1 1 38 78 59 195 1
328 GCATAGCATGGCGT down down 59.m08521 AN3144.1 AO070256000047 FYVE finger-containing protein 1 2 1 1 112 67 126 257 1
328 GCATAGCATGGCGT down up 59.m08819 AN4916.1 AO070338000027 40S ribosomal protein S7 J 3.295 1 1 1 0 158 49 205 82 1
328 GCATAGCATGGCGT down down 69.m15562 AN5344.1 AO070333000180 Ubiquitin-protein ligase O 3.745 1 1 1 1 193 73 197 173 1
328 GCATAGCATGGCGT down down 65.m07417 AN5693.1 AO070309000108 Uncharacterized conserved protein 1 1 1 1 211 75 186 319 1
328 GCATAGCATGGCGT down down 72.m19257 AN5875.1 AO070308000144 rRNA processing protein JD 3.2948223

8215225 
2.1737045
8663162

1 1 1 1 101 103 105 173 1

328 GCATAGCATGGCGT down down 65.m07490 AN6696.1 AO070339000127 hypothetical protein [Neurospora crassa] 1 1 1 1 128 111 121 No EST No EST
328 GCATAGCATGGCGT down down 71.m15293 AN6823.1 AO070314000102 hypothetical protein ( (AL513443) hypothetical protein 

[Neurospora crassa]  )
1 3 2 1 58 12 47 No EST No EST

328 GCATAGCATGGCGT down up 72.m20022 AN7304.1 AO070297000051 Mitochondrial solute carrier protein C 3.169 1 1 1 0 374 196 88 No EST No EST
328 GCATAGCATGGCGT down down 57.m05871 AN7473.1 AO070287000053 mRNA capping enzyme, guanylyltransferase (alpha) 

subunit
A 2.885 1 1 1 0 104 32 64 No EST No EST

328 GCATAGCATGGCGT down down 53.m03757 AN8216.1 AO070310000096 Nucleoside diphosphate kinase F 1.265 1 2 1 1 281 230 286 113 0
328 GCATAGCATGGCGT down down 52.m04075 AN9357.1 AO070315000043 Predicted dehydrogenase Q 2.649 1 1 1 1 154 90 110 No EST No EST
336 GGCGTTTGGG down down 54.m06624 AN0433.1 AO070338000284 60S ribosomal protein L18A J 4.519 1 1 1 1 338 86 13 No EST No EST
336 GGCGTTTGGG down down 54.m06621 AN0436.1 AO070338000281 Predicted E3 ubiquitin ligase O 1.236 1 1 1 0 128 79 130 No EST No EST
336 GGCGTTTGGG down down 70.m15630 AN0989.1 AO070318000148 SWI-SNF chromatin-remodeling complex protein B 3.829 1 1 1 1 107 108 126 No EST No EST
336 GGCGTTTGGG down down 70.m15197 AN1039.1 AO070336000074 HLH transcription factor EBF/Olf-1 and related DNA 

binding proteins
K 1 0.002 1 1 1 0 5 48 194 No EST No EST

336 GGCGTTTGGG down down 70.m15119 AN1116.1 AO070331000108 Transcription regulator XNP/ATRX, DEAD-box superfamily K 1 0.002 1 1 1 1 132 122 115 50 0

336 GGCGTTTGGG down down 70.m14969 AN1255.1 AO070223000014 Chromodomain-helicase DNA-binding protein K 1 0.002 1 2 1 0 141 100 122 No EST No EST
336 GGCGTTTGGG down down 58.m07780 AN1713.1 AO070305000029 Predicted esterase of the alpha-beta hydrolase 

superfamily
1 1 1 0 144 145 174 No EST No EST

336 GGCGTTTGGG down down 58.m07647 AN1855.1 AO070292000031 hypothetical protein [Neurospora crassa] 1 1 1 0 82 126 160 No EST No EST
336 GGCGTTTGGG down down 58.m08944 AN2000.1 AO070301000095 Ubiquitin and ubiquitin-like proteins O 1.236 1 1 1 0 19 60 54 184 1
336 GGCGTTTGGG down down 72.m19657 AN2181.1 AO070343000260 Transcription initiation factor IIA, gamma subunit K 1 0.002 3 1 1 0 24 104 140 No EST No EST
336 GGCGTTTGGG down down 71.m15825 AN2238.1 AO070326000135 Molecular chaperone (DnaJ superfamily) O 1.236 1 1 1 0 31 87 45 231 1
336 GGCGTTTGGG down down 54.m06686 AN2745.1 AO070338000226 Acetyltransferase, (GNAT) family 1 1 1 1 64 42 70 No EST No EST
336 GGCGTTTGGG down down 59.m08753 AN2902.1 AO070338000104 TFIIF-interacting CTD phosphatases, including NLI-

interacting factor
K 1 0.002 1 1 1 0 118 11 205 295 1

336 GGCGTTTGGG down down 59.m08521 AN3144.1 AO070256000047 FYVE finger-containing protein 2 2 2 1 98 76 103 257 1
336 GGCGTTTGGG down down 59.m08579 AN3178.1 AO070256000001 Component of histone deacetylase complex (breast 

carcinoma metastasis suppressor 1 protein in human)
DK 1 1.6755847

560646 
0.0015496
41247280
46

2 2 1 0 94 91 90 No EST No EST

336 GGCGTTTGGG down down 58.m07808 AN3830.1 AO070305000068 Threonine/serine dehydratases E 4.334 1 1 1 0 117 59 82 218 1
336 GGCGTTTGGG down up 54.m07041 AN4210.1 AO070231000014 Signaling protein SWIFT and related BRCT domain 

proteins
KTDL 1 0.0015496

41247280
46 
2.6451685
6168208 
1.6755847
560646 
5.3268335
0592104

1 2 1 1 394 167 147 No EST No EST

336 GGCGTTTGGG down down 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 1 1 1 0 132 189 217 431 1
336 GGCGTTTGGG down down 69.m15442 AN5517.1 AO070341000376 Cdc4 and related F-box and WD-40 proteins 1 1 1 0 247 250 210 No EST No EST
336 GGCGTTTGGG down down 54.m06817 AN5702.1 AO070324000158 Uncharacterized conserved protein 1 1 1 0 101 146 139 No EST No EST
336 GGCGTTTGGG down down 72.m19269 AN5865.1 AO070308000129 GTP-binding protein CRFG/NOG1 (ODN superfamily) 1 1 1 0 109 160 99 163 1
336 GGCGTTTGGG down down 72.m19252 AN5879.1 AO070245000029 Uncharacterized conserved protein, contains ML domain 2 1 1 0 3 190 173 388 1

336 GGCGTTTGGG down up 72.m19170 AN5954.1 AO070340000308 RNA polymerase I-associated factor - PAF67 JK 1 4.5191482
3078007 
0.0015496
41247280
46

2 1 1 1 96 391 449 No EST No EST

336 GGCGTTTGGG down up 72.m19188 AN5972.1 AO070340000330 Vesicle coat complex COPI, beta' subunit U 1.484 1 1 1 1 28 64 287 370 1
336 GGCGTTTGGG down down 72.m19518 AN6340.1 AO070298000007 Kinesin (KAR3 subfamily) Z 4.486 1 1 1 0 71 87 47 348 1
336 GGCGTTTGGG down down 72.m19646 AN7601.1 AO070343000271 hypothetical protein [Neurospora crassa] 2 1 2 1 364 261 476 No EST No EST
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336 GGCGTTTGGG down down 71.m15822 AN7628.1 AO070294000038 mRNA deadenylase subunit A 2.705 1 1 1 0 428 93 417 414 1
336 GGCGTTTGGG down down 57.m05947 AN7681.1 AO070325000071 Mod5 protein sorting/negative effector of RNA Pol III 

synthesis
K 1 0.002 1 1 1 0 140 168 159 No EST No EST

336 GGCGTTTGGG down down 57.m05465 AN7688.1 AO070325000082 Protein similar to predicted member of the 
intramitochondrial sorting protein family

U 1.484 1 1 1 0 65 59 61 No EST No EST

336 GGCGTTTGGG down down 53.m03844 AN8002.1 AO070322000044 Anaphase-promoting complex (APC), Cdc16 subunit DO 1.6755847
560646 
1.2356766
0162831

1 1 1 0 40 44 41 No EST No EST

336 GGCGTTTGGG down down 53.m03884 AN8059.1 AO070322000124 Mitochondrial import inner membrane translocase, subunit 
TIM22

U 1.484 1 2 1 0 94 47 84 170 1

336 GGCGTTTGGG down down 62.m03398 AN8672.1 AO070315000089 P-type ATPase 1 1 1 0 148 157 163 No EST No EST
336 GGCGTTTGGG down up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 4.519 1 1 1 1 48 199 208 73 0
336 GGCGTTTGGG down down 66.m04759 AN9086.1 AO070332000191 Transport protein particle (TRAPP) complex subunit U 1.484 1 1 2 1 42 32 43 No EST No EST
336 GGCGTTTGGG down down 52.m03849 AN9362.1 AO070315000035 U2 snRNP splicing factor, small subunit, and related 

proteins
A 2.705 1 1 1 0 33 21 31 No EST No EST

344 GGCAAAATdAAC up up 54.m06376 AN0373.1 AO070318000051 1 1 2 1 114 345 90 No EST No EST
344 GGCAAAATdAAC up up 70.m15259 AN0655.1 AO070343000571 hypothetical protein [Neurospora crassa] 1 1 1 0 187 362 355 No EST No EST
344 GGCAAAATdAAC up up 70.m15803 AN0810.1 AO070239000005 Extracellular protein SEL-1 and related proteins MOT 2.0401240

6070323 
4.9525542
4673632 
1.5953187
6539979

1 1 1 1 184 191 217 No EST No EST

344 GGCAAAATdAAC up up 70.m15019 AN1200.1 AO070331000206 CAATT-binding transcription factor/60S ribosomal subunit 
biogenesis protein

JK 4.5483247
5240168 
4.2117144
0392101

1 1 1 1 62 116 110 No EST No EST

344 GGCAAAATdAAC up down 55.m02974 AN1472.1 AO070306000093 Tellurite resistance protein and related permeases P 3.479 1 1 1 0 162 117 373 No EST No EST
344 GGCAAAATdAAC up up 69.m15077 AN1778.1 AO070324000018 Ketopantoate hydroxymethyltransferase H 2.440 1 1 1 0 373 92 140 No EST No EST
344 GGCAAAATdAAC up up 71.m15938 AN2290.1 AO070295000069 FOG: Zn-finger 1 1 1 1 474 83 121 No EST No EST
344 GGCAAAATdAAC up up 71.m15179 AN2692.1 AO070313000096 1 1 1 1 354 319 259 204 0
344 GGCAAAATdAAC up up 59.m09061 AN2933.1 AO070337000174 Phosphatidylserine-specific receptor PtdSerR, contains 

JmjC domain
BT 2.2229702

9653099 
1.5953187
6539979

2 1 1 0 239 30 143 No EST No EST

344 GGCAAAATdAAC up down 54.m06799 AN4219.1 AO070315000080 RNA polymerase III subunit C11 K 4.212 1 1 1 0 230 172 235 No EST No EST
344 GGCAAAATdAAC up up 58.m07928 AN4395.1 AO070261000040 hypothetical protein [Neurospora crassa] 1 1 1 0 443 96 55 762 1
344 GGCAAAATdAAC up up 58.m07911 AN4421.1 AO070273000044 Glycolate oxidase C 4.407 1 1 1 1 10 283 283 No EST No EST
344 GGCAAAATdAAC up up 58.m07861 AN4471.1 AO070305000130 WD40 repeat-containing protein 1 1 1 1 94 173 285 36 0
344 GGCAAAATdAAC up up 54.m06876 AN5144.1 AO070291000029 Fructose-6-phosphate 2-kinase/fructose-2,6-

biphosphatase
G 4.704 1 1 1 0 253 341 111 No EST No EST

344 GGCAAAATdAAC up up 62.m03256 AN6654.1 AO070269000012 Glutamine synthetase E 4.677 1 1 1 0 42 93 198 No EST No EST
344 GGCAAAATdAAC up up 53.m03875 AN8029.1 AO070322000075 Na+/K+ transporter P 3.479 1 1 1 0 349 96 393 No EST No EST
347 wmAAAAGTTC up up 70.m15249 AN0647.1 AO070343000582 U3 small nucleolar ribonucleoprotein (snoRNP) 

component
A 1.940 1 1 1 1 65 264 265 No EST No EST

347 wmAAAAGTTC up up 70.m15127 AN1105.1 AO070285000033 Translocase of outer mitochondrial membrane complex, 
subunit TOM22

U 0.145 1 1 1 0 135 94 64 62 0

347 wmAAAAGTTC up up 58.m07589 AN1983.1 AO070301000068 WD40 repeat-containing protein 1 1 1 1 134 305 155 No EST No EST
347 wmAAAAGTTC up up 69.m15160 AN2120.1 AO070332000051 Karyopherin (importin) beta 3 YU 0.6547166

80693002 
0.1447051
30355008

1 1 1 0 245 422 380 No EST No EST

347 wmAAAAGTTC up up 65.m07390 AN3745.1 AO070309000078 Regulator of ribosome synthesis J 1 0.002 1 1 1 1 120 57 69 No EST No EST
347 wmAAAAGTTC up up 58.m07811 AN3832.1 AO070305000070 Mitochondrial elongation factor J 1 0.002 1 1 1 1 81 74 59 No EST No EST
347 wmAAAAGTTC up up 54.m07028 AN4251.1 AO070324000161 Mitochondrial/chloroplast ribosomal protein S2 J 1 0.002 2 1 1 1 17 317 248 23 0
347 wmAAAAGTTC up up 58.m07861 AN4471.1 AO070305000130 WD40 repeat-containing protein 1 1 1 0 231 180 291 36 0
347 wmAAAAGTTC up up 57.m05499 AN4581.1 AO070316000164 Protein involved in high osmolarity signaling pathway T 0.807 1 1 1 0 78 110 122 No EST No EST
347 wmAAAAGTTC up up 59.m09234 AN4751.1 AO070327000068 Predicted DEAD-box-containing helicase 1 1 1 0 113 56 62 No EST No EST
347 wmAAAAGTTC up up 59.m08868 AN4965.1 AO070288000030 Negative regulator of transcription K 2.003 1 1 1 0 39 130 145 No EST No EST
347 wmAAAAGTTC up up 59.m08913 AN5010.1 AO070224000002 HAT (Half-A-TPR) repeat-containing protein 1 1 1 1 62 130 101 No EST No EST
347 wmAAAAGTTC up down 54.m07022 AN5720.1 AO070324000130 Predicted membrane protein 1 1 2 0 77 91 62 147 1
347 wmAAAAGTTC up up 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 0.807 1 1 2 0 337 183 188 No EST No EST
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347 wmAAAAGTTC up up 72.m19789 AN7260.1 AO070297000018 Protein involved in the nuclear export of pre-ribosomes JU 1 0.0022589
67307235
46 
0.1447051
30355008

1 1 1 0 57 35 44 No EST No EST

347 wmAAAAGTTC up up 71.m15986 AN8851.1 AO070271000025 Pseudouridine synthase J 1 0.002 1 1 1 1 133 49 110 92 1
418 CAAACAGTGCAAA up up 71.m15415 AN0131.1 AO070321000122 hypothetical protein [Neurospora crassa] 1 1 1 1 165 2 2 No EST No EST
418 CAAACAGTGCAAA up up 71.m15442 AN0167.1 AO070321000079 Translation initiation factor 2B, alpha subunit (eIF-

2Balpha/GCN3)
J 3.648 1 0 0 0 136 0 0 68 1

418 CAAACAGTGCAAA up up 71.m15474 AN0211.1 AO070321000033 U2-associated snRNP A' protein A 0.069 1 2 1 0 243 176 72 No EST No EST
418 CAAACAGTGCAAA up up 70.m15056 AN1164.1 AO070331000156 Disrupter of silencing SAS10 B 4.261 1 1 1 0 118 25 114 No EST No EST
418 CAAACAGTGCAAA up up 70.m15042 AN1175.1 AO070331000170 Nucleolar protein NOP52/RRP1 A 0.069 1 1 1 0 151 80 91 No EST No EST
418 CAAACAGTGCAAA up up 70.m14858 AN1371.1 AO070215000010 predicted protein [Neurospora crassa] 1 1 1 0 167 8 269 No EST No EST
418 CAAACAGTGCAAA up up 69.m15042 AN1728.1 AO070324000059 NADH-ubiquinone oxidoreductase, NDUFS3/30 kDa 

subunit
C 4.899 1 1 1 0 166 89 81 40 0

418 CAAACAGTGCAAA up up 58.m07634 AN2046.1 AO070292000013 1 2 1 0 264 138 131 No EST No EST
418 CAAACAGTGCAAA up up 72.m19688 AN2153.1 AO070343000202 Exosomal 3'-5' exoribonuclease complex, subunit Rrp41 

and related exoribonucleases
J 3.648 1 1 2 1 167 338 104 No EST No EST

418 CAAACAGTGCAAA up up 71.m15831 AN2234.1 AO070326000145 predicted protein [Neurospora crassa] 1 1 1 1 116 28 1 No EST No EST
418 CAAACAGTGCAAA up up 71.m15902 AN2261.1 AO070326000103 Phosphatidylglycerolphosphate synthase I 3.516 1 1 1 1 9 48 57 47 0
418 CAAACAGTGCAAA up up 59.m08499 AN2490.1 AO070312000130 Uncharacterized conserved protein, contains N-recognin-

type Zn-finger
1 1 1 1 133 99 213 No EST No EST

418 CAAACAGTGCAAA up up 59.m08916 AN3082.1 AO070224000004 mRNA cleavage and polyadenylation factor II complex, 
subunit CFT2 (CPSF subunit)

A 0.069 1 1 2 1 244 124 207 No EST No EST

418 CAAACAGTGCAAA up up 59.m08516 AN3147.1 AO070256000043 Glycolipid transfer protein G 4.427 2 1 2 0 22 17 18 70 1
418 CAAACAGTGCAAA up up 58.m07441 AN3659.1 AO070342000029 Adaptor protein Enigma and related PDZ-LIM proteins TZ 3.7791028

0071952 
1.6786760
5822275

1 1 1 0 411 35 37 No EST No EST

418 CAAACAGTGCAAA up up 58.m07838 AN3866.1 AO070305000102 Threonine/serine dehydratases E 3.779 2 1 1 0 73 250 94 No EST No EST
418 CAAACAGTGCAAA up up 58.m07866 AN4458.1 AO070305000135 Spindle pole body protein - Sad1p Z 1.679 1 1 1 1 106 70 68 No EST No EST
418 CAAACAGTGCAAA up up 58.m07864 AN4460.1 AO070305000133 WD40-repeat-containing subunit of the 18S rRNA 

processing complex
A 0.069 1 1 1 1 156 249 219 No EST No EST

418 CAAACAGTGCAAA up up 59.m09211 AN4771.1 AO070329000081 WD40 repeat protein 1 1 1 1 126 311 330 No EST No EST
418 CAAACAGTGCAAA up up 69.m15498 AN5438.1 AO070333000100 Hsp90 co-chaperone CNS1 (contains TPR repeats) O 1.510 1 1 1 1 79 147 155 54 0
418 CAAACAGTGCAAA up up 69.m15743 AN5452.1 AO070239000031 Splicing factor 3b, subunit 3 A 0.069 2 2 1 0 43 87 56 179 1
418 CAAACAGTGCAAA up up 69.m15436 AN5522.1 AO070341000367 predicted protein [Neurospora crassa] 1 1 2 0 258 4 58 No EST No EST
418 CAAACAGTGCAAA up up 69.m14811 AN5786.1 AO070249000032 hypothetical protein [Neurospora crassa] 1 1 1 1 53 53 33 No EST No EST
418 CAAACAGTGCAAA up up 72.m19228 AN5902.1 AO070248000040 Alpha-1,2 glucosyltransferase/transcriptional activator OKIT 1.5102122

3864604 
1.3393081
0390672 
3.5156252
8375586 
3.7791028
0071952

2 1 1 0 106 19 25 No EST No EST

418 CAAACAGTGCAAA up up 72.m18993 AN6176.1 AO070340000023 predicted protein [Neurospora crassa] 2 2 1 0 239 132 70 No EST No EST
418 CAAACAGTGCAAA up up 62.m03124 AN6549.1 AO070270000036 RNA polymerase II transcriptional regulation mediator K 1.339 1 1 1 1 157 71 78 No EST No EST
418 CAAACAGTGCAAA up up 65.m07278 AN6707.1 AO070339000137 DNA or RNA helicases of superfamily II KL 1.3393081

0390672 
5.2343534
9295246

1 1 1 0 78 68 70 No EST No EST

418 CAAACAGTGCAAA up up 71.m16029 AN6921.1 AO070313000060 HSP90 co-chaperone p23 O 1.510 1 1 1 0 226 64 80 71 1
418 CAAACAGTGCAAA up down 72.m19648 AN7600.1 AO070343000270 Sulfite reductase (ferredoxin) P 5.588 1 1 1 0 129 70 94 No EST No EST
418 CAAACAGTGCAAA up up 71.m15820 AN7630.1 AO070294000040 Angio-associated migratory cell protein (contains WD40 

repeats)
1 0 1 0 260 0 65 31 1

418 CAAACAGTGCAAA up up 53.m03779 AN8194.1 AO070310000126 emp24/gp25L/p24 family of membrane trafficking proteins U 4.755 1 1 1 1 143 162 176 No EST No EST

418 CAAACAGTGCAAA up up 53.m03758 AN8215.1 AO070310000097 5,10-methylenetetrahydrofolate reductase E 3.779 1 1 1 0 346 26 135 No EST No EST
418 CAAACAGTGCAAA up up 62.m03370 AN8699.1 AO070315000126 Ubiquitin-specific protease O 1.510 1 2 1 1 137 34 47 46 1
418 CAAACAGTGCAAA up up 66.m04582 AN9116.1 AO070332000151 Nicotinic acid phosphoribosyltransferase H 4.514 1 2 1 1 188 99 150 No EST No EST
616 CGCGAAdTCACGTG up up 70.m15454 AN0855.1 AO070320000002 DNA repair protein, SNF2 family L 1 0.000 1 1 1 1 96 104 117 No EST No EST
616 CGCGAAdTCACGTG up up 70.m15223 AN1005.1 AO070312000029 Gamma-tubulin complex, DGRIP91/SPC98 component Z 2.722 1 1 1 0 62 27 56 No EST No EST

616 CGCGAAdTCACGTG up up 70.m14981 AN1237.1 AO070331000251 DNA repair protein RAD51/RHP55 L 1 0.000 1 1 1 1 284 21 37 No EST No EST
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616 CGCGAAdTCACGTG up up 70.m14968 AN1254.1 AO070223000015 FOG: Zn-finger 1 2 1 0 146 100 214 No EST No EST
616 CGCGAAdTCACGTG up up 70.m14915 AN1293.1 AO070303000055 predicted protein [Neurospora crassa] 1 1 1 0 138 174 163 No EST No EST
616 CGCGAAdTCACGTG up up 59.m09039 AN2973.1 AO070337000148 SNF2 family DNA-dependent ATPase B 2.156 1 1 1 1 163 15 16 No EST No EST
616 CGCGAAdTCACGTG up down 59.m09280 AN3426.1 AO070327000005 Exosomal 3'-5' exoribonuclease complex, subunit Rrp4 A 4.989 1 1 1 1 266 104 217 No EST No EST

616 CGCGAAdTCACGTG up up 69.m15402 AN3691.1 AO070341000316 AAA+-type ATPase O 2.343 1 1 1 0 236 178 261 No EST No EST
616 CGCGAAdTCACGTG up up 57.m05686 AN3797.1 AO070337000231 3'-5' DNA helicase L 1 0.000 1 1 1 0 66 94 119 No EST No EST
616 CGCGAAdTCACGTG up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 

transferase
L 1 0.000 1 1 1 0 113 271 119 No EST No EST

616 CGCGAAdTCACGTG up up 59.m08784 AN4888.1 AO070338000070 Thiamine pyrophosphate-requiring enzyme EH 3.7802019
8310986 
2.3442755
3434079

1 1 1 0 160 179 206 72 0

616 CGCGAAdTCACGTG up up 59.m08882 AN4980.1 AO070288000047 Ribosomal protein S6 kinase and related proteins T 3.780 1 1 1 1 233 62 59 No EST No EST
616 CGCGAAdTCACGTG up up 59.m08904 AN5006.1 AO070255000034 Mismatch repair ATPase MSH2 (MutS family) L 1 0.000 1 1 1 0 123 59 71 No EST No EST
616 CGCGAAdTCACGTG up up 58.m07509 AN5588.1 AO070328000021 AAA+-type ATPase containing the peptidase M41 domain O 2.343 1 1 1 0 272 330 111 164 0

616 CGCGAAdTCACGTG up up 72.m19745 AN7325.1 AO070297000077 DNA polymerase delta, catalytic subunit L 1 0.000 1 1 1 0 189 105 113 No EST No EST
616 CGCGAAdTCACGTG up up 72.m19562 AN7545.1 AO070277000042 CCAAT-binding factor, subunit B (HAP2) K 3.615 1 1 1 0 537 2 2 No EST No EST
616 CGCGAAdTCACGTG up up 57.m05407 AN7649.1 AO070268000005 Mitochondrial import inner membrane translocase, subunit 

TIM9
U 3.744 1 1 1 0 155 253 324 30 0

616 CGCGAAdTCACGTG up up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 3.752 1 1 1 1 146 100 108 73 0
616 CGCGAAdTCACGTG up up 62.m03468 AN8713.1 AO070315000139 Structure-specific endonuclease ERCC1-XPF, catalytic 

component XPF/ERCC4
L 1 0.000 1 1 1 1 58 128 85 4 0

616 CGCGAAdTCACGTG up up 66.m04576 AN9109.1 AO070332000159 hypothetical protein [Neurospora crassa] 1 1 2 1 326 109 41 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15322 AN0048.1 AO070314000127 predicted protein [Neurospora crassa] 1 1 1 0 82 131 74 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15354 AN0076.1 AO070311000140 5'-3' exonuclease L 1.361 2 1 2 0 85 157 3 49 0
652 CTCTCCTTCTCCCC up up 71.m15359 AN0081.1 AO070311000136 G-protein beta subunit 2 2 3 0 125 285 317 153 0
652 CTCTCCTTCTCCCC up up 71.m15360 AN0082.1 AO070311000135 Conserved phosducin-like protein T 0.026 1 1 1 0 13 518 150 350 0
652 CTCTCCTTCTCCCC up up 71.m15366 AN0091.1 AO070311000124 Putative protein methyltransferase involved in meiosis and 

transcriptional silencing (Dot1)
DK 2.8895232

7378684 
2.8431548
1300744

1 1 1 0 195 87 80 No EST No EST

652 CTCTCCTTCTCCCC up up 71.m15380 AN0106.1 AO070311000113 Serine/threonine protein kinase T 0.026 1 1 3 0 175 400 57 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15396 AN0117.1 AO070311000104 Histone H4 B 5.793 1 1 2 0 50 230 174 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15423 AN0140.1 AO070321000112 Actin-related protein Arp2/3 complex, subunit Arp3 Z 6.542 1 1 2 0 178 311 302 148 0
652 CTCTCCTTCTCCCC up down 71.m16050 AN0162.1 AO070321000085 Nuclear localization sequence binding protein K 2.843 2 1 2 0 335 261 13 153 0
652 CTCTCCTTCTCCCC up up 71.m15438 AN0163.1 AO070321000084 Rho GDP-dissociation inhibitor T 0.026 1 1 2 0 315 421 175 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15479 AN0213.1 AO070323000085 3 1 2 0 423 113 113 354 1
652 CTCTCCTTCTCCCC up up 71.m15641 AN0241.1 AO070284000071 Cu2+/Zn2+ superoxide dismutase SOD1 P 5.479 2 3 3 0 83 55 13 123 1
652 CTCTCCTTCTCCCC up up 54.m06529 AN0254.1 AO070334000106 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 

dehydrogenase and related dehydrogenases
IE 3.7717892

2161064 
4.2732569
4043449

2 3 2 0 163 102 315 No EST No EST

652 CTCTCCTTCTCCCC up up 54.m06482 AN0287.1 AO070334000066 WD40 repeat protein 2 1 2 0 102 32 231 No EST No EST
652 CTCTCCTTCTCCCC up down 54.m06459 AN0302.1 AO070334000037 Nucleolar GTPase/ATPase p130 Y 1.553 2 2 2 0 74 152 142 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06397 AN0357.1 AO070318000033 Cytochrome c1 C 1 0.006 1 1 1 1 71 208 214 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15273 AN0573.1 AO070272000052 Ypt/Rab GTPase activating protein U 0.495 1 1 2 0 26 42 106 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15270 AN0575.1 AO070272000054 Calmodulin-binding protein CRAG, contains DENN 

domain
T 0.026 3 6 4 0 234 48 71 117 1

652 CTCTCCTTCTCCCC up up 69.m15252 AN0595.1 AO070280000021 NADP/FAD dependent oxidoreductase C 1 0.006 2 2 3 0 59 220 241 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15290 AN0687.1 AO070343000527 Spermidine synthase E 4.273 1 1 2 0 53 433 284 123 0
652 CTCTCCTTCTCCCC up up 70.m15335 AN0726.1 AO070343000481 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 

domain
GO 4.0708802

464128 
1.3114938
2861186

1 1 2 0 208 154 69 170 1

652 CTCTCCTTCTCCCC up up 70.m15320 AN0733.1 AO070343000494 Histones H3 and H4 B 5.793 1 1 1 1 112 267 286 86 0
652 CTCTCCTTCTCCCC up up 70.m15361 AN0747.1 AO070343000435 Mitochondrial processing peptidase, beta subunit, and 

related enzymes (insulinase superfamily)
O 1.311 1 1 1 0 24 185 226 29 0

652 CTCTCCTTCTCCCC up up 70.m15785 AN0775.1 AO070316000063 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 
2-hydroxy acid dehydrogenase superfamily)

C 1 0.006 1 1 2 0 107 159 252 87 0

652 CTCTCCTTCTCCCC up down 70.m15415 AN0816.1 AO070288000088 RNA polymerase II transcription initiation factor TFIIA, 
large chain

K 2.843 1 1 1 0 45 53 49 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15426 AN0824.1 AO070255000021 Short-chain acyl-CoA dehydrogenase I 3.772 3 2 2 0 64 89 85 25 0
652 CTCTCCTTCTCCCC up up 70.m15437 AN0837.1 AO070255000006 Splicing coactivator SRm160/300, subunit SRm300 A 3.918 2 1 2 0 35 133 174 No EST No EST
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652 CTCTCCTTCTCCCC up up 70.m15462 AN0866.1 AO070320000017 Molecular chaperones HSP70/HSC70, HSP70 superfamily O 1.311 3 2 2 0 62 370 458 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15456 AN0870.1 AO070320000023 Mitochondrial phosphate carrier protein C 1 0.006 2 2 2 0 56 401 79 15 0
652 CTCTCCTTCTCCCC up up 70.m15488 AN0893.1 AO070320000065 Adenylosuccinate synthase F 2.123 3 1 1 0 251 79 108 235 1
652 CTCTCCTTCTCCCC up up 70.m15515 AN0906.1 AO070320000082 Karyopherin (importin) beta 1 YU 1.5527085

0176354 
0.4947557
43050251

3 2 5 0 186 460 29 No EST No EST

652 CTCTCCTTCTCCCC up down 70.m15515 AN0906.1 AO070320000082 Karyopherin (importin) beta 1 YU 1.5527085
0176354 
0.4947557
43050251

1 1 2 0 427 420 302 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 
(importin beta superfamily)

YU 1.5527085
0176354 
0.4947557
43050251

1 2 1 0 111 297 309 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15540 AN0932.1 AO070320000123 Pyridine nucleotide-disulphide oxidoreductase Q 1.766 2 1 1 0 229 141 235 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15813 AN0937.1 AO070320000128 NITROGEN ASSIMILATION TRANSCRIPTION FACTOR 

NIT-4 [Neurospora crassa]
2 1 1 0 137 219 55 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15626 AN0986.1 AO070318000155 PHD Zn-finger proteins 2 3 2 0 404 75 27 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15221 AN1003.1 AO070312000031 Isocitrate dehydrogenase, alpha subunit E 4.273 1 2 1 0 66 142 206 48 0
652 CTCTCCTTCTCCCC up up 70.m15195 AN1037.1 AO070336000072 Fatty acid desaturase I 3.772 1 3 4 0 390 101 82 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15203 AN1047.1 AO070313000109 Molecular chaperones HSP105/HSP110/SSE1, HSP70 

superfamily
O 1.311 1 1 3 0 39 376 105 No EST No EST

652 CTCTCCTTCTCCCC up up 70.m15171 AN1062.1 AO070218000006 possible endozepine [Aspergillus fumigatus] 1 1 1 0 142 101 46 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15141 AN1091.1 AO070285000058 FOG: RRM domain 2 4 1 0 250 7 281 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15137 AN1094.1 AO070285000053 NADH-dehydrogenase (ubiquinone) C 1 0.006 3 1 2 0 26 377 470 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15118 AN1117.1 AO070331000109 Putative cargo transport protein ERV29 U 0.495 2 2 2 0 135 237 276 192 0
652 CTCTCCTTCTCCCC up up 70.m15114 AN1126.1 AO070331000119 GTP-binding ADP-ribosylation factor Arf1 U 0.495 1 2 1 0 254 119 69 108 0
652 CTCTCCTTCTCCCC up up 70.m15059 AN1162.1 AO070331000152 Elongation factor 1 beta/delta chain K 2.843 1 1 2 0 43 104 118 17 0
652 CTCTCCTTCTCCCC up up 70.m15772 AN1165.1 AO070331000157 Predicted 3-ketosphinganine reductase Q 1.766 1 1 2 0 127 106 82 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15040 AN1177.1 AO070331000173 Vesicle coat complex COPI, beta subunit U 0.495 2 2 1 1 52 102 166 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15763 AN1182.1 AO070331000182 Beta tubulin Z 6.542 2 1 2 0 94 195 150 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 4.326 5 2 2 0 21 157 162 193 1
652 CTCTCCTTCTCCCC up up 70.m14994 AN1226.1 AO070331000235 Sirtuin 5 and related class III sirtuins (SIR2 family) BK 5.7931672

5520768 
2.8431548
1300744

1 1 3 0 50 54 2 No EST No EST

652 CTCTCCTTCTCCCC up down 70.m14980 AN1238.1 AO070331000252 hypothetical protein [Neurospora crassa] 1 1 1 0 193 124 121 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m14923 AN1284.1 AO070332000035 Predicted GTP-binding protein (ODN superfamily) 3 1 2 0 64 308 178 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m14906 AN1325.1 AO070303000088 Protein interacting with poly(A)-binding protein A 3.918 2 3 5 0 256 27 4 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m14896 AN1337.1 AO070303000102 predicted protein [Neurospora crassa] 2 1 3 0 93 134 47 No EST No EST
652 CTCTCCTTCTCCCC up up 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 0.026 3 3 4 0 93 298 1 400 1
652 CTCTCCTTCTCCCC up down 70.m14847 AN1376.1 AO070243000006 Phospholipid methyltransferase I 3.772 1 1 1 0 183 182 187 202 1
652 CTCTCCTTCTCCCC up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 5 3 4 1 144 119 176 189 1
652 CTCTCCTTCTCCCC up down 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 1 1 3 0 45 103 39 363 1
652 CTCTCCTTCTCCCC up up 70.m14826 AN1396.1 AO070233000012 Glycerol-3-phosphate dehydrogenase C 1 0.006 1 3 3 0 358 220 166 No EST No EST
652 CTCTCCTTCTCCCC up up 55.m02936 AN1420.1 AO070232000016 Putative Zn-finger protein 1 4 1 0 9 14 426 No EST No EST
652 CTCTCCTTCTCCCC up up 55.m02933 AN1423.1 AO070232000019 Permease of the major facilitator superfamily 1 1 2 0 292 2 149 No EST No EST
652 CTCTCCTTCTCCCC up up 55.m02926 AN1429.1 AO070242000022 Choline dehydrogenase and related flavoproteins E 4.273 1 2 2 0 222 348 436 48 0
652 CTCTCCTTCTCCCC up up 55.m03263 AN1437.1 AO070232000002 hypothetical protein [Neurospora crassa] 1 2 1 0 404 14 52 No EST No EST
652 CTCTCCTTCTCCCC up up 55.m03042 AN1523.1 AO070334000241 F0F1-type ATP synthase, alpha subunit C 1 0.006 2 3 3 0 56 310 331 68 0
652 CTCTCCTTCTCCCC up up 55.m03061 AN1543.1 AO070339000311 Fumarate reductase, flavoprotein subunit C 1 0.006 1 1 3 0 34 314 162 43 0
652 CTCTCCTTCTCCCC up up 55.m03067 AN1547.1 AO070339000307 Acetyl-CoA hydrolase C 1 0.006 3 2 3 0 58 353 27 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07694 AN1624.1 AO070299000090 Mitochondrial F1F0-ATP synthase, subunit 

c/ATP9/proteolipid
C 1 0.006 4 3 1 0 54 413 439 79 0

652 CTCTCCTTCTCCCC up up 58.m07716 AN1630.1 AO070299000035 Catalase (peroxidase I) P 5.479 3 1 2 0 72 391 312 69 0
652 CTCTCCTTCTCCCC up up 58.m07732 AN1666.1 AO070299000048 Nucleolar GTPase 1 1 1 0 97 113 82 122 1
652 CTCTCCTTCTCCCC up up 58.m07772 AN1696.1 AO070305000020 Predicted acyltransferases I 3.772 2 1 2 0 458 135 99 No EST No EST
652 CTCTCCTTCTCCCC up down 58.m07773 AN1697.1 AO070305000021 Splicing coactivator SRm160/300, subunit SRm160 

(contains PWI domain)
A 3.918 2 1 1 0 43 11 319 No EST No EST

652 CTCTCCTTCTCCCC up up 69.m15047 AN1744.1 AO070324000052 Predicted sugar phosphate isomerase involved in capsule 
formation

M 8.182 1 2 1 0 162 133 58 No EST No EST
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652 CTCTCCTTCTCCCC up up 58.m07713 AN1810.1 AO070299000061 Ornithine aminotransferase E 4.273 2 1 1 0 0 103 244 33 0
652 CTCTCCTTCTCCCC up down 58.m07668 AN1843.1 AO070292000064 Protein involved in meiotic recombination/predicted coiled-

coil protein
D 2.890 2 3 2 0 267 240 276 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07660 AN1851.1 AO070292000043 Chaperonin complex component, TCP-1 theta subunit 
(CCT8)

O 1.311 1 1 1 0 39 116 116 No EST No EST

652 CTCTCCTTCTCCCC up up 69.m14935 AN1917.1 AO070341000123 Mitochondrial oxoglutarate/malate carrier proteins C 1 0.006 1 4 3 0 487 60 145 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m14938 AN1921.1 AO070341000116 Peroxisomal biogenesis protein (peroxin) U 0.495 1 1 2 0 187 316 10 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07338 AN1955.1 AO070342000226 1 2 1 0 177 387 378 49 0
652 CTCTCCTTCTCCCC up up 58.m08946 AN1980.1 AO070301000065 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
2 2 1 0 136 86 247 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07644 AN2056.1 AO070292000026 Uncharacterized conserved protein 1 1 2 0 53 337 274 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O 1.311 1 2 2 0 259 100 46 173 1

652 CTCTCCTTCTCCCC up up 57.m05768 AN2068.1 AO070341000217 Vigilin I 3.772 4 4 3 0 49 23 35 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05769 AN2069.1 AO070341000218 Cytochrome b5 C 1 0.006 4 2 2 0 85 137 135 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05787 AN2086.1 AO070341000244 Nuclear pore complex, Nup214/CAN component YU 1.5527085

0176354 
0.4947557
43050251

2 1 3 0 71 211 108 No EST No EST

652 CTCTCCTTCTCCCC up up 69.m15160 AN2120.1 AO070332000051 Karyopherin (importin) beta 3 YU 1.5527085
0176354 
0.4947557
43050251

2 1 2 0 175 233 148 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19708 AN2133.1 AO070278000026 Armadillo/beta-Catenin/plakoglobin TZ 0.0264658
98638549
3 
6.5415842
0983836

1 1 1 0 185 84 157 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19704 AN2136.1 AO070343000181 hypothetical protein [Neurospora crassa] 1 2 2 0 116 43 11 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19703 AN2137.1 AO070343000182 Cyclin B and related kinase-activating proteins D 2.890 2 3 2 0 92 101 172 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 0.495 2 2 1 0 41 48 53 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19690 AN2151.1 AO070343000200 Splicing coactivator SRm160/300, subunit SRm300 A 3.918 1 2 2 0 326 72 72 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19677 AN2163.1 AO070343000222 Mitotic spindle checkpoint protein D 2.890 2 2 5 0 367 5 35 242 1
652 CTCTCCTTCTCCCC up up 72.m19038 AN2185.1 AO070340000081 Mitochondrial endonuclease F 2.123 1 1 1 0 67 465 459 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15847 AN2215.1 AO070326000186 Uncharacterized conserved protein, contains GRAM 

domain
1 1 2 0 180 206 43 No EST No EST

652 CTCTCCTTCTCCCC up up 71.m15846 AN2219.1 AO070326000185 related to ahmp1 protein [MIPS] [Neurospora crassa] 2 2 1 0 14 284 12 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15889 AN2251.1 AO070326000115 Predicted membrane protein 1 1 1 0 214 276 188 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15917 AN2272.1 AO070295000048 Possible pfkB family carbohydrate kinase G 4.071 1 2 2 0 70 57 49 91 1
652 CTCTCCTTCTCCCC up up 71.m15923 AN2278.1 AO070295000054 Chromatin remodeling complex SWI/SNF, component 

SWI2 and related ATPases (DNA/RNA helicase 
superfamily)

BK 5.7931672
5520768 
2.8431548
1300744

2 2 2 1 312 136 102 No EST No EST

652 CTCTCCTTCTCCCC up up 71.m15925 AN2280.1 AO070295000057 Uncharacterized conserved protein 2 2 1 0 185 343 306 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15938 AN2290.1 AO070295000069 FOG: Zn-finger 2 3 3 0 358 26 14 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15946 AN2297.1 AO070295000078 hypothetical protein [Neurospora crassa] 1 2 2 1 206 66 38 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 1 0.006 3 2 3 1 48 309 495 104 0
652 CTCTCCTTCTCCCC up down 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 1 0.006 1 2 1 1 145 89 142 307 1
652 CTCTCCTTCTCCCC up up 72.m19478 AN2425.1 AO070241000006 Protein phosphatase, regulatory subunit PPP1R3C/D OT 1.3114938

2861186 
0.0264658
98638549
3

1 1 2 0 209 156 143 No EST No EST

652 CTCTCCTTCTCCCC up up 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 1 0.006 4 5 3 0 114 163 158 187 1
652 CTCTCCTTCTCCCC up up 59.m08455 AN2525.1 AO070286000098 Serine racemase TE 0.0264658

98638549
3 
4.2732569
4043449

1 1 1 0 42 36 3 No EST No EST

652 CTCTCCTTCTCCCC up up 54.m06673 AN2731.1 AO070338000213 Molecular chaperone (DnaJ superfamily) O 1.311 2 1 2 0 98 308 353 113 0
652 CTCTCCTTCTCCCC up down 54.m06688 AN2743.1 AO070338000228 Translation initiation factor 3, subunit a (eIF-3a) J 1.424 2 2 1 0 76 57 230 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06682 AN2750.1 AO070338000222 3 1 2 0 117 256 166 No EST No EST
652 CTCTCCTTCTCCCC up down 54.m06682 AN2750.1 AO070338000222 2 1 3 0 102 144 18 No EST No EST

30



§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

652 CTCTCCTTCTCCCC up up 59.m09254 AN2757.1 AO070327000036 Uncharacterized conserved protein TEX2, contains PH 
domain

1 2 3 0 184 337 190 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m09263 AN2761.1 AO070327000023 Ubiquitin-protein ligase O 1.311 4 1 4 0 146 280 131 144 0
652 CTCTCCTTCTCCCC up up 59.m08697 AN2855.1 AO070338000169 FOG: Zn-finger 6 3 1 0 99 168 278 180 1
652 CTCTCCTTCTCCCC up down 59.m08704 AN2860.1 AO070338000162 Alcohol dehydrogenase, class V Q 1.766 1 1 2 0 252 390 55 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08713 AN2868.1 AO070338000154 Oligoribonuclease (3'->5' exoribonuclease) A 3.918 2 1 1 0 3 379 137 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 5.793 4 4 5 0 237 79 44 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08724 AN2875.1 AO070338000136 Fructose 1,6-bisphosphate aldolase G 4.071 2 2 5 0 52 180 101 43 0
652 CTCTCCTTCTCCCC up up 59.m08731 AN2884.1 AO070338000130 2 2 2 0 406 32 94 No EST No EST
652 CTCTCCTTCTCCCC up down 59.m08751 AN2901.1 AO070338000106 Arginase E 4.273 1 1 1 0 31 178 260 67 0
652 CTCTCCTTCTCCCC up up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 2.843 4 2 1 0 90 43 48 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m09062 AN2932.1 AO070337000175 Translation initiation factor 4F, helicase subunit (eIF-4A) 
and related helicases

J 1.424 1 2 1 0 286 68 84 275 1

652 CTCTCCTTCTCCCC up down 59.m09055 AN2939.1 AO070337000169 Ca2+-binding transmembrane protein LETM1/MRS7 1 1 1 0 28 83 46 239 1
652 CTCTCCTTCTCCCC up up 59.m09023 AN2989.1 AO070337000133 FOG: RRM domain 1 3 6 0 90 382 13 183 0
652 CTCTCCTTCTCCCC up up 59.m08981 AN3036.1 AO070337000078 predicted protein [Neurospora crassa] 1 1 1 0 502 26 32 No EST No EST
652 CTCTCCTTCTCCCC up down 59.m08979 AN3038.1 AO070337000055 hypothetical protein [Neurospora crassa] 2 1 1 0 261 202 482 41 0
652 CTCTCCTTCTCCCC up up 59.m08957 AN3058.1 AO070337000016 Glycine/serine hydroxymethyltransferase E 4.273 2 1 2 0 70 394 385 66 0
652 CTCTCCTTCTCCCC up up 59.m08959 AN3059.1 AO070337000014 Phosphoglycerate mutase G 4.071 2 2 4 0 139 14 19 25 1
652 CTCTCCTTCTCCCC up up 59.m08921 AN3075.1 AO070224000009 hypothetical protein [Neurospora crassa] 2 1 2 0 206 370 263 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 4 2 1 1 216 206 294 106 0
652 CTCTCCTTCTCCCC up up 59.m08628 AN3110.1 AO070303000041 3-phosphoinositide-dependent protein kinase (PDK1) T 0.026 1 4 2 0 165 119 197 391 1
652 CTCTCCTTCTCCCC up up 59.m08626 AN3112.1 AO070303000038 Protoporphyrinogen oxidase H 4.326 4 4 2 0 70 36 365 57 1
652 CTCTCCTTCTCCCC up down 59.m09373 AN3113.1 AO070303000036 Glucose-6-phosphate/phosphate and 

phosphoenolpyruvate/phosphate antiporter
GE 4.0708802

464128 
4.2732569
4043449

2 1 1 0 234 304 110 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 2 1 5 0 253 124 272 No EST No EST
652 CTCTCCTTCTCCCC up up 67.m02904 AN3304.1 AO070274000035 Amino acid transporters E 4.273 1 1 2 0 56 291 79 No EST No EST
652 CTCTCCTTCTCCCC up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 3.772 2 2 3 0 15 82 75 298 1
652 CTCTCCTTCTCCCC up up 66.m04618 AN3416.1 AO070203000005 SNARE protein Syntaxin 1 and related proteins U 0.495 1 3 1 0 230 145 288 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07376 AN3578.1 AO070342000171 Predicted MutS-related protein involved in mismatch repair L 1.361 1 3 2 0 429 58 99 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07379 AN3581.1 AO070342000168 Thioredoxin reductase O 1.311 3 1 1 1 148 33 210 163 1
652 CTCTCCTTCTCCCC up up 58.m07392 AN3592.1 AO070342000144 Calnexin O 1.311 2 2 1 0 131 288 239 126 0
652 CTCTCCTTCTCCCC up up 58.m07398 AN3600.1 AO070342000153 hypothetical protein [Neurospora crassa] 1 1 1 0 281 357 251 276 0
652 CTCTCCTTCTCCCC up up 58.m07399 AN3602.1 AO070342000154 Glucose-repressible alcohol dehydrogenase 

transcriptional effector CCR4 and related proteins
K 2.843 3 2 1 1 92 340 357 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07414 AN3627.1 AO070342000123 hypothetical protein [Neurospora crassa] 1 1 1 0 421 412 325 212 0
652 CTCTCCTTCTCCCC up up 58.m07442 AN3658.1 AO070342000030 Monocarboxylate transporter G 4.071 1 2 1 0 236 222 390 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07434 AN3664.1 AO070342000020 C-type lectin TV 0.0264658

98638549
3 
10.260727
4006116

2 2 1 0 154 92 393 248 1

652 CTCTCCTTCTCCCC up up 58.m07428 AN3667.1 AO070342000004 HMG-box transcription factor K 2.843 2 2 1 0 224 49 73 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15386 AN3729.1 AO070342000283 1,3-beta-glucan synthase/callose synthase catalytic 

subunit
M 8.182 4 2 2 1 386 11 15 No EST No EST

652 CTCTCCTTCTCCCC up down 69.m15380 AN3735.1 AO070342000272 GTPase-activating protein 1 1 1 0 360 320 285 No EST No EST
652 CTCTCCTTCTCCCC up up 65.m07375 AN3752.1 AO070309000065 Uncharacterized conserved protein, contains TBC domain T 0.026 2 1 2 0 296 139 5 471 1

652 CTCTCCTTCTCCCC up up 69.m15012 AN3915.1 AO070324000102 Aquaporin (major intrinsic protein family) G 4.071 1 0 1 0 345 0 185 No EST No EST
652 CTCTCCTTCTCCCC up down 69.m14999 AN3929.1 AO070341000037 Permease of the major facilitator superfamily G 4.071 1 0 1 0 496 141 345 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06579 AN4015.1 AO070328000151 Translation initiation factor 5A (eIF-5A) J 1.424 2 2 2 0 96 141 198 70 0
652 CTCTCCTTCTCCCC up up 54.m06570 AN4042.1 AO070328000135 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI 1.7655108

524824 
3.7717892
2161064

1 1 3 0 20 411 347 No EST No EST

652 CTCTCCTTCTCCCC up up 54.m06564 AN4046.1 AO070328000129 Predicted hydrolase/acyltransferase (alpha/beta hydrolase 
superfamily)

1 1 2 1 86 14 82 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07369 AN4148.1 AO070342000182 Predicted transporter (major facilitator superfamily) 1 3 1 0 543 89 437 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m14951 AN4169.1 AO070341000094 hypothetical protein [Neurospora crassa] 2 2 3 0 274 181 53 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06745 AN4189.1 AO070342000110 Mitogen-activated protein kinase kinase (MAP2K) T 0.026 1 2 2 0 369 9 95 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06772 AN4215.1 AO070231000009 Glutaredoxin and related proteins O 1.311 1 3 1 0 85 224 422 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 1.424 5 3 2 1 125 260 316 96 0
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652 CTCTCCTTCTCCCC up up 54.m06779 AN4236.1 AO070234000007 26S proteasome regulatory complex, ATPase RPT5 O 1.311 2 1 2 0 80 92 66 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m07034 AN4238.1 AO070234000002 Ribosomal protein S6 kinase and related proteins T 0.026 1 1 1 0 217 278 52 No EST No EST
652 CTCTCCTTCTCCCC up up 65.m07433 AN4259.1 AO070277000032 Uncharacterized conserved protein, contains PCI domain 2 1 1 0 20 166 137 10 0

652 CTCTCCTTCTCCCC up down 65.m07454 AN4276.1 AO070277000008 FOG: Transposon-encoded proteins with TYA, reverse 
transcriptase, integrase domains in various combinations

2 1 1 0 21 277 361 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m08010 AN4314.1 AO070230000002 predicted protein [Neurospora crassa] 4 3 1 0 99 35 129 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07962 AN4361.1 AO070261000004 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 2.843 1 2 3 0 242 209 155 263 1

652 CTCTCCTTCTCCCC up up 58.m07927 AN4394.1 AO070261000039 1 1 2 0 31 246 45 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 

[Neurospora crassa]  )
4 3 2 0 75 76 80 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07889 AN4437.1 AO070273000018 SOK1 kinase belonging to the STE20/SPS1/GC kinase 
family

T 0.026 1 1 2 0 248 200 249 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 4.273 3 4 4 0 59 190 50 66 0
652 CTCTCCTTCTCCCC up up 58.m07847 AN4462.1 AO070305000113 Pyruvate carboxylase C 1 0.006 2 2 5 0 130 228 12 No EST No EST
652 CTCTCCTTCTCCCC up down 58.m07860 AN4470.1 AO070305000129 Translation initiation factor 2, gamma subunit (eIF-

2gamma; GTPase)
J 1.424 1 1 1 0 401 78 49 No EST No EST

652 CTCTCCTTCTCCCC up up 57.m05654 AN4479.1 AO070311000025 FOG: HAMP domain T 0.026 2 3 3 0 201 51 166 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05648 AN4483.1 AO070311000032 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T 0.026 3 1 3 0 57 388 49 No EST No EST

652 CTCTCCTTCTCCCC up up 57.m05635 AN4496.1 AO070311000048 Predicted E3 ubiquitin ligase O 1.311 1 3 2 0 30 64 90 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05604 AN4524.1 AO070321000132 predicted protein [Neurospora crassa] 1 1 2 0 200 111 106 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05554 AN4563.1 AO070321000191 Casein kinase (serine/threonine/tyrosine protein kinase) T 0.026 3 2 1 0 62 70 80 No EST No EST

652 CTCTCCTTCTCCCC up up 71.m15682 AN4696.1 AO070329000189 Splicing coactivator SRm160/300, subunit SRm300 A 3.918 1 2 2 0 315 286 116 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15501 AN4732.1 AO070323000052 predicted protein [Neurospora crassa] 2 2 3 0 298 145 91 444 1
652 CTCTCCTTCTCCCC up up 59.m09236 AN4743.1 AO070327000077 Ras-related small GTPase, Rho type 2 2 4 0 375 199 82 100 0
652 CTCTCCTTCTCCCC up up 59.m09227 AN4756.1 AO070327000060 DNA-binding protein C1D involved in regulation of double-

strand break repair
L 1.361 1 1 1 0 175 15 12 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m09204 AN4779.1 AO070329000071 NIPSNAP1 protein 3 3 1 0 140 51 313 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m09459 AN4820.1 AO070327000167 Aldehyde dehydrogenase C 1 0.006 1 1 2 0 26 470 175 23 0
652 CTCTCCTTCTCCCC up up 59.m09466 AN4859.1 AO070329000143 Plasma membrane H+-transporting ATPase P 5.479 3 1 3 1 109 316 305 103 0
652 CTCTCCTTCTCCCC up up 59.m09409 AN4880.1 AO070338000081 Jacalin-like lectin domain-containing protein 3 1 1 0 167 511 211 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08826 AN4923.1 AO070338000020 Hydroxymethylglutaryl-CoA synthase I 3.772 3 2 4 0 40 403 314 172 0
652 CTCTCCTTCTCCCC up up 59.m08856 AN4951.1 AO070288000003 Membrane coat complex Retromer, subunit VPS35 U 0.495 1 1 2 0 83 272 206 186 0
652 CTCTCCTTCTCCCC up up 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 3 1 2 0 211 218 82 345 1
652 CTCTCCTTCTCCCC up up 59.m08876 AN4973.1 AO070288000039 predicted protein [Neurospora crassa] 2 2 1 0 248 42 257 No EST No EST
652 CTCTCCTTCTCCCC up up 59.m08890 AN4987.1 AO070288000055 cAMP-dependent protein kinase types I and II, regulatory 

subunit
T 0.026 1 1 3 0 51 268 257 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m08894 AN4991.1 AO070288000071 aureobasidin-resistance protein; AurA [Aspergillus 
nidulans]

2 1 1 0 51 111 48 420 1

652 CTCTCCTTCTCCCC up up 59.m09454 AN4997.1 AO070288000080 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I 3.772 1 2 3 0 114 127 7 No EST No EST

652 CTCTCCTTCTCCCC up up 59.m08669 AN5057.1 AO070338000201 Protein tyrosine phosphatase CDC14 V 10.261 2 1 1 0 381 164 169 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06903 AN5121.1 AO070291000058 26S proteasome regulatory complex, subunit 

RPN8/PSMD7
O 1.311 1 1 1 0 155 205 185 No EST No EST

652 CTCTCCTTCTCCCC up up 54.m06894 AN5129.1 AO070291000048 Molecular chaperones HSP70/HSC70, HSP70 superfamily O 1.311 3 1 2 0 5 478 331 141 0

652 CTCTCCTTCTCCCC up up 54.m06889 AN5134.1 AO070291000041 Glutamate synthase E 4.273 2 2 2 0 266 251 194 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m14882 AN5151.1 AO070237000013 Predicted membrane proteins, contain hemolysin III 

domain
T 0.026 2 0 3 0 282 0 33 228 1

652 CTCTCCTTCTCCCC up up 54.m06857 AN5166.1 AO070291000006 CDP-diacylglycerol synthase I 3.772 1 1 3 0 147 120 100 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m14907 AN5210.1 AO070337000270 Pyruvate kinase G 4.071 3 1 2 0 71 425 46 60 0
652 CTCTCCTTCTCCCC up up 57.m05706 AN5226.1 AO070337000252 Predicted membrane protein 2 1 3 0 97 220 228 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15562 AN5344.1 AO070333000180 Ubiquitin-protein ligase O 1.311 1 2 1 0 178 32 138 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15551 AN5356.1 AO070333000156 Mitochondrial carnitine-acylcarnitine carrier protein C 1 0.006 2 3 2 0 50 240 222 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15505 AN5404.1 AO070333000090 Reticulon U 0.495 1 2 4 0 190 252 286 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15492 AN5442.1 AO070333000105 Serine carboxypeptidases (lysosomal cathepsin A) OE 1.3114938

2861186 
4.2732569
4043449

3 1 1 0 51 23 20 82 1

652 CTCTCCTTCTCCCC up up 69.m15489 AN5445.1 AO070333000112 1 2 4 0 273 257 206 No EST No EST
652 CTCTCCTTCTCCCC up up 69.m15483 AN5449.1 AO070239000028 Arylsulfatase A and related enzymes P 5.479 3 3 2 0 153 236 231 No EST No EST
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652 CTCTCCTTCTCCCC up up 69.m15746 AN5482.1 AO070341000403 GTPase Ran/TC4/GSP1 (nuclear protein transport 
pathway), small G protein superfamily

U 0.495 1 2 1 0 138 138 302 124 0

652 CTCTCCTTCTCCCC up up 69.m15460 AN5493.1 AO070341000392 Concentrative Na+-nucleoside cotransporter CNT1/CNT2 FP 2.1234689
3341593 
5.4787231
9697198

1 1 1 0 159 75 32 No EST No EST

652 CTCTCCTTCTCCCC up up 58.m07475 AN5529.1 AO070328000064 NDR and related serine/threonine kinases 2 2 3 0 104 290 107 No EST No EST
652 CTCTCCTTCTCCCC up up 58.m07508 AN5589.1 AO070328000022 Ribulose kinase and related carbohydrate kinases G 4.071 2 2 1 0 246 356 180 439 1
652 CTCTCCTTCTCCCC up up 58.m07528 AN5604.1 AO070301000002 Fructose-1,6-bisphosphatase G 4.071 1 1 0 0 165 44 0 181 1
652 CTCTCCTTCTCCCC up up 58.m07549 AN5626.1 AO070301000025 Acyl-CoA synthetase I 3.772 3 4 4 0 270 133 87 66 0
652 CTCTCCTTCTCCCC up up 65.m07399 AN5673.1 AO070309000086 hypothetical protein [Neurospora crassa] 1 1 1 0 200 125 148 No EST No EST
652 CTCTCCTTCTCCCC up up 65.m07414 AN5688.1 AO070309000104 Cyclopropane fatty acid synthase and related 

methyltransferases
M 8.182 1 1 2 0 27 269 336 No EST No EST

652 CTCTCCTTCTCCCC up up 54.m06825 AN5710.1 AO070324000150 Cytosolic sorting protein GGA2/TOM1 U 0.495 1 1 1 0 36 46 51 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 1.424 2 2 2 0 45 181 9 101 0
652 CTCTCCTTCTCCCC up up 69.m14857 AN5740.1 AO070341000019 Ras-related small GTPase, Rho type 3 1 4 0 257 189 225 83 0
652 CTCTCCTTCTCCCC up up 69.m14855 AN5758.1 AO070341000017 Guanine nucleotide exchange factor U 0.495 3 1 1 0 76 157 114 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 1 3 3 0 119 26 73 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m18963 AN5835.1 AO070260000010 Glycine/serine hydroxymethyltransferase E 4.273 1 1 1 0 316 422 452 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19247 AN5884.1 AO070245000024 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F 2.123 2 1 1 0 157 112 144 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19202 AN5929.1 AO070340000354 Calcium-responsive transcription coactivator K 2.843 2 2 1 0 137 335 203 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19952 AN5931.1 AO070340000344 ATP-dependent RNA helicase A 3.918 2 3 3 0 163 68 64 111 1
652 CTCTCCTTCTCCCC up up 72.m19141 AN5999.1 AO070340000277 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

1 1 1 0 229 171 254 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19133 AN6010.1 AO070340000269 Molecular chaperones mortalin/PBP74/GRP75, HSP70 
superfamily

O 1.311 3 3 2 0 125 371 325 149 0

652 CTCTCCTTCTCCCC up up 72.m19936 AN6017.1 AO070340000258 Translation initiation factor 3, subunit g (eIF-3g) J 1.424 3 1 3 0 146 126 343 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 1.311 1 3 2 0 112 162 170 140 0
652 CTCTCCTTCTCCCC up up 72.m19041 AN6119.1 AO070340000085 Zinc carboxypeptidase 1 1 1 0 6 410 476 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 2 4 4 0 449 42 8 386 1
652 CTCTCCTTCTCCCC up up 72.m19434 AN6221.1 AO070304000053 GATA-4/5/6 transcription factors K 2.843 2 1 1 0 37 372 447 No EST No EST
652 CTCTCCTTCTCCCC up down 72.m19420 AN6233.1 AO070304000087 Molecular chaperone (DnaJ superfamily) O 1.311 1 2 1 0 102 441 24 No EST No EST
652 CTCTCCTTCTCCCC up down 72.m19414 AN6243.1 AO070304000097 MAPK related serine/threonine protein kinase T 0.026 1 1 2 0 27 157 80 No EST No EST
652 CTCTCCTTCTCCCC up down 72.m19980 AN6247.1 AO070304000102 predicted protein [Neurospora crassa] 2 2 1 0 76 17 252 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 0.026 2 1 2 0 482 17 15 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19981 AN6254.1 AO070304000034 Mitochondrial oxoglutarate/malate carrier proteins C 1 0.006 1 1 1 0 47 103 190 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19363 AN6277.1 AO070304000003 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
2 4 2 0 187 126 212 No EST No EST

652 CTCTCCTTCTCCCC up down 62.m03075 AN6487.1 AO070222000002 Aspartyl protease O 1.311 1 1 1 0 106 153 117 58 0
652 CTCTCCTTCTCCCC up up 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 1 0.006 2 1 1 0 230 53 46 No EST No EST

652 CTCTCCTTCTCCCC up up 62.m03135 AN6538.1 AO070270000046 LRR-containing protein 3 4 4 0 297 156 128 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03155 AN6568.1 AO070326000011 Uncharacterized conserved protein 1 2 1 0 92 48 230 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03158 AN6578.1 AO070326000025 Gluconate transport-inducing protein TG 0.0264658

98638549
3 
4.0708802
464128

2 1 1 0 172 178 294 No EST No EST

652 CTCTCCTTCTCCCC up up 62.m03177 AN6588.1 AO070326000036 4 2 2 0 426 20 32 414 1
652 CTCTCCTTCTCCCC up up 62.m03234 AN6639.1 AO070326000091 Uncharacterized protein involved in propionate catabolism 3 1 2 0 14 242 217 21 0

652 CTCTCCTTCTCCCC up up 62.m03250 AN6650.1 AO070269000001 Citrate synthase C 1 0.006 1 2 1 0 43 358 334 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03251 AN6651.1 AO070269000002 ATPase component of ABC transporters with duplicated 

ATPase domains/Translation elongation factor EF-3b
EJ 4.2732569

4043449 
1.4240240
7718168

1 1 1 0 17 231 317 No EST No EST

652 CTCTCCTTCTCCCC up up 62.m03302 AN6669.1 AO070321000010 Predicted transporter (major facilitator superfamily) 3 2 2 0 82 388 409 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15289 AN6828.1 AO070314000111 Nucleolar GTPase/ATPase p130 Y 1.553 1 2 1 0 115 29 44 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19777 AN7287.1 AO070297000028 Mitochondrial tricarboxylate/dicarboxylate carrier proteins C 1 0.006 2 2 3 1 146 61 77 No EST No EST

652 CTCTCCTTCTCCCC up down 72.m19727 AN7350.1 AO070278000050 FOG: RRM domain 6 2 2 0 59 167 222 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05909 AN7438.1 AO070229000006 Thyroid hormone receptor-associated coactivator complex 

component (TRAP170)
K 2.843 1 1 2 1 36 466 248 No EST No EST
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652 CTCTCCTTCTCCCC up up 57.m05873 AN7471.1 AO070287000055 Predicted carbohydrate kinase, contains PfkB domain 1 1 2 0 86 37 53 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05872 AN7472.1 AO070287000054 Oligosaccharyltransferase, alpha subunit (ribophorin I) O 1.311 1 1 2 0 59 51 52 No EST No EST
652 CTCTCCTTCTCCCC up down 57.m05855 AN7474.1 AO070287000028 RNA-binding protein (contains RRM and Pumilio-like 

repeats)
1 1 1 0 165 146 171 No EST No EST

652 CTCTCCTTCTCCCC up up 57.m05861 AN7480.1 AO070287000037 FOG: RRM domain 2 2 3 0 46 139 294 No EST No EST
652 CTCTCCTTCTCCCC up up 57.m05838 AN7501.1 AO070287000012 LisH motif-containing protein Z 6.542 2 2 3 1 119 152 98 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19589 AN7570.1 AO070343000416 Alpha tubulin Z 6.542 1 1 1 0 104 362 383 No EST No EST
652 CTCTCCTTCTCCCC up up 72.m19615 AN7597.1 AO070343000314 Sexual differentiation process protein ISP4 T 0.026 1 2 1 0 193 216 314 No EST No EST
652 CTCTCCTTCTCCCC up down 72.m19650 AN7609.1 AO070343000267 Mitochondrial/chloroplast DNA-directed RNA polymerase 

RPO41, provides primers for DNA replication-initiation
KL 2.8431548

1300744 
1.3607887
2407156

2 1 1 0 221 32 221 No EST No EST

652 CTCTCCTTCTCCCC up up 72.m19651 AN7610.1 AO070343000266 putative transcription factor [Emericella nidulans] 3 1 3 0 224 160 153 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15723 AN7697.1 AO070325000104 Sensory transduction histidine kinase T 0.026 3 1 1 0 135 10 10 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15748 AN7721.1 AO070325000136 Transport protein Sec61, alpha subunit UO 0.4947557

43050251 
1.3114938
2861186

2 2 3 0 121 84 81 106 1

652 CTCTCCTTCTCCCC up up 71.m15792 AN7760.1 AO070286000007 Amphiphysin U 0.495 1 1 3 0 229 205 312 No EST No EST
652 CTCTCCTTCTCCCC up up 52.m03642 AN7950.1 AO070342000340 Cellobiohydrolase A (1,4-beta-cellobiosidase A) G 4.071 1 1 1 0 128 323 433 79 0
652 CTCTCCTTCTCCCC up up 53.m03851 AN7996.1 AO070322000049 hypothetical protein ( (AL513410) hypothetical protein 

[Neurospora crassa] )
2 2 1 0 382 364 2 No EST No EST

652 CTCTCCTTCTCCCC up up 53.m03908 AN8038.1 AO070330000008 mRNA cleavage and polyadenylation factor I complex, 
subunit RNA15

A 3.918 2 1 1 0 282 253 99 No EST No EST

652 CTCTCCTTCTCCCC up up 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 4.071 2 1 3 0 133 319 55 146 0
652 CTCTCCTTCTCCCC up up 53.m04098 AN8053.1 AO070322000147 Inositol polyphosphate 5-phosphatase and related proteins U 0.495 1 1 3 0 424 91 186 No EST No EST

652 CTCTCCTTCTCCCC up up 53.m03888 AN8055.1 AO070322000145 RNA-binding Ran Zn-finger protein and related proteins 2 5 3 1 48 88 266 No EST No EST
652 CTCTCCTTCTCCCC up up 53.m03827 AN8117.1 AO070322000025 Fatty acyl-CoA elongase/Polyunsaturated fatty acid 

specific elongation enzyme
I 3.772 2 1 4 0 214 241 246 No EST No EST

652 CTCTCCTTCTCCCC up up 53.m03757 AN8216.1 AO070310000096 Nucleoside diphosphate kinase F 2.123 1 1 1 0 65 168 132 111 0
652 CTCTCCTTCTCCCC up up 53.m03738 AN8231.1 AO070310000077 S-adenosylmethionine decarboxylase T 0.026 1 1 3 1 253 107 77 9 0
652 CTCTCCTTCTCCCC up up 53.m04128 AN8235.1 AO070310000073 predicted protein [Neurospora crassa] 1 3 2 0 309 251 75 No EST No EST
652 CTCTCCTTCTCCCC up up 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 1 2 2 0 82 193 166 No EST No EST
652 CTCTCCTTCTCCCC up up 53.m03692 AN8269.1 AO070310000033 Molecular chaperone (HSP90 family) O 1.311 1 5 2 0 109 27 178 336 1
652 CTCTCCTTCTCCCC up up 53.m03687 AN8273.1 AO070310000028 Ubiquinol cytochrome c reductase, subunit QCR2 C 1 0.006 2 1 2 0 26 122 10 120 0
652 CTCTCCTTCTCCCC up up 53.m03686 AN8274.1 AO070310000027 Mitochondrial tricarboxylate/dicarboxylate carrier proteins C 1 0.006 3 2 1 1 241 276 263 158 0

652 CTCTCCTTCTCCCC up up 53.m03681 AN8280.1 AO070310000020 Long-chain acyl-CoA synthetases (AMP-forming) I 3.772 2 1 1 0 275 227 92 No EST No EST
652 CTCTCCTTCTCCCC up down 65.m07461 AN8285.1 AO070277000003 Cdk activating kinase (CAK)/RNA polymerase II 

transcription initiation/nucleotide excision repair factor 
TFIIH/TFIIK, kinase subunit CDK7

DKL 2.8895232
7378684 
2.8431548
1300744 
1.3607887
2407156

1 1 1 0 128 109 485 No EST No EST

652 CTCTCCTTCTCCCC up up 55.m03152 AN8655.1 AO070296000035 hypothetical protein [Neurospora crassa] 1 1 3 0 145 169 178 260 1
652 CTCTCCTTCTCCCC up up 62.m03407 AN8667.1 AO070269000068 GATA-4/5/6 transcription factors K 2.843 1 1 2 0 191 489 329 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-

containing transcription factors
K 2.843 1 3 3 1 121 234 358 157 0

652 CTCTCCTTCTCCCC up up 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 4.071 1 2 3 0 496 47 51 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03388 AN8683.1 AO070315000103 Ferric reductase, NADH/NADPH oxidase and related 

proteins
PQ 5.4787231

9697198 
1.7655108
524824

1 1 2 0 274 184 125 No EST No EST

652 CTCTCCTTCTCCCC up up 62.m03339 AN8741.1 AO070250000041 FOG: Zn-finger 2 2 2 0 66 249 293 No EST No EST
652 CTCTCCTTCTCCCC up up 62.m03324 AN8751.1 AO070250000011 NDR and related serine/threonine kinases 2 1 2 0 50 15 29 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15631 AN8820.1 AO070276000022 Serine-threonine phosphatase 2B, catalytic subunit 1 1 1 0 247 111 253 338 1
652 CTCTCCTTCTCCCC up up 71.m15956 AN8824.1 AO070271000057 Translation initiation factor 6 (eIF-6) J 1.424 1 1 2 0 180 113 178 129 1
652 CTCTCCTTCTCCCC up up 71.m15967 AN8836.1 AO070271000042 p21-activated serine/threonine protein kinase T 0.026 2 1 3 0 310 337 32 No EST No EST
652 CTCTCCTTCTCCCC up up 71.m15980 AN8846.1 AO070271000030 Protein involved in beta-1,3-glucan synthesis G 4.071 3 2 5 0 191 129 166 355 1
652 CTCTCCTTCTCCCC up up 71.m15984 AN8849.1 AO070271000027 Uncharacterized conserved protein 1 1 2 0 156 159 89 No EST No EST
652 CTCTCCTTCTCCCC up up 56.m02292 AN8881.1 AO070293000011 Mitochondrial carnitine-acylcarnitine carrier protein C 1 0.006 1 2 3 0 62 230 152 334 1
652 CTCTCCTTCTCCCC up up 56.m02296 AN8884.1 AO070293000016 hypothetical protein [Neurospora crassa] 1 1 1 0 363 115 140 197 1
652 CTCTCCTTCTCCCC up up 66.m04541 AN9083.1 AO070332000196 Adenine phosphoribosyl transferases F 2.123 4 2 4 0 4 438 438 No EST No EST
652 CTCTCCTTCTCCCC up down 66.m04545 AN9087.1 AO070332000190 Calcium-responsive transcription coactivator K 2.843 1 1 2 0 111 337 96 No EST No EST
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652 CTCTCCTTCTCCCC up down 66.m04605 AN9147.1 AO070332000117 von Willebrand factor and related coagulation proteins V 10.261 1 1 1 0 165 172 166 No EST No EST
652 CTCTCCTTCTCCCC up up 66.m04586 AN9149.1 AO070332000147 Ca2+-dependent lipid-binding protein CLB1/vesicle protein 

vp115/Granuphilin A, contains C2 domain
3 2 2 0 81 2 312 No EST No EST

652 CTCTCCTTCTCCCC up down 59.m09152 AN9446.1 AO070327000156 Pantothenate kinase PanK and related proteins H 4.326 1 2 1 0 305 320 286 No EST No EST
652 CTCTCCTTCTCCCC up up 54.m06486 AN9448.1 AO070334000061 predicted protein [Neurospora crassa] 2 1 1 0 255 21 15 No EST No EST
698 CCCTCCATCTCCA up up 71.m15347 AN0071.1 AO070314000160 Splicing coactivator SRm160/300, subunit SRm300 A 4.832 1 1 1 0 123 359 387 No EST No EST
698 CCCTCCATCTCCA up up 71.m15354 AN0076.1 AO070311000140 5'-3' exonuclease L 3.011 1 1 1 0 83 147 3 49 0
698 CCCTCCATCTCCA up up 71.m15396 AN0117.1 AO070311000104 Histone H4 B 4.540 1 2 1 0 51 185 238 No EST No EST
698 CCCTCCATCTCCA up up 54.m06397 AN0357.1 AO070318000033 Cytochrome c1 C 0.033 1 1 1 1 69 208 201 No EST No EST
698 CCCTCCATCTCCA up up 54.m06664 AN0410.1 AO070294000082 Serine/threonine specific protein phosphatase PP1, 

catalytic subunit
T 0.596 3 2 1 0 28 67 368 No EST No EST

698 CCCTCCATCTCCA up down 54.m06624 AN0433.1 AO070338000284 60S ribosomal protein L18A J 2.999 1 1 1 0 19 19 19 No EST No EST
698 CCCTCCATCTCCA up up 69.m15270 AN0575.1 AO070272000054 Calmodulin-binding protein CRAG, contains DENN 

domain
T 0.596 2 3 2 0 417 51 115 117 1

698 CCCTCCATCTCCA up up 69.m15264 AN0585.1 AO070280000007 Actin regulatory protein (Wiskott-Aldrich syndrome protein) TZ 0.5964430
66422955 
6.1640745
7777101

1 2 1 0 555 72 127 No EST No EST

698 CCCTCCATCTCCA up up 70.m15292 AN0689.1 AO070343000524 acetate regulatory DNA binding protein FacB [Emericella 
nidulans]

1 1 1 0 307 254 211 No EST No EST

698 CCCTCCATCTCCA up up 70.m15361 AN0747.1 AO070343000435 Mitochondrial processing peptidase, beta subunit, and 
related enzymes (insulinase superfamily)

O 2.492 1 1 2 0 25 177 216 29 0

698 CCCTCCATCTCCA up up 70.m15785 AN0775.1 AO070316000063 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 
2-hydroxy acid dehydrogenase superfamily)

C 0.033 1 1 1 0 105 159 275 87 0

698 CCCTCCATCTCCA up up 70.m15426 AN0824.1 AO070255000021 Short-chain acyl-CoA dehydrogenase I 3.241 1 2 2 0 84 84 85 25 0
698 CCCTCCATCTCCA up up 70.m15437 AN0837.1 AO070255000006 Splicing coactivator SRm160/300, subunit SRm300 A 4.832 2 1 1 0 26 127 458 No EST No EST
698 CCCTCCATCTCCA up up 70.m15456 AN0870.1 AO070320000023 Mitochondrial phosphate carrier protein C 0.033 2 1 1 0 63 446 373 15 0
698 CCCTCCATCTCCA up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 

(importin beta superfamily)
YU 1.6341871

0566978 
1.6398753
7586578

1 2 2 0 89 135 177 No EST No EST

698 CCCTCCATCTCCA up up 70.m15540 AN0932.1 AO070320000123 Pyridine nucleotide-disulphide oxidoreductase Q 4.522 1 1 2 0 321 141 243 No EST No EST
698 CCCTCCATCTCCA up up 70.m15609 AN0973.1 AO070320000174 FOG: Zn-finger 3 2 2 0 161 151 148 103 0
698 CCCTCCATCTCCA up up 70.m15137 AN1094.1 AO070285000053 NADH-dehydrogenase (ubiquinone) C 0.033 3 1 2 0 33 377 24 No EST No EST
698 CCCTCCATCTCCA up up 70.m15136 AN1096.1 AO070285000048 von Willebrand factor and related coagulation proteins V 4.375 1 2 1 0 78 449 95 No EST No EST
698 CCCTCCATCTCCA up up 70.m15118 AN1117.1 AO070331000109 Putative cargo transport protein ERV29 U 1.640 1 1 1 0 136 256 280 192 0
698 CCCTCCATCTCCA up up 70.m15059 AN1162.1 AO070331000152 Elongation factor 1 beta/delta chain K 5.011 1 3 2 0 50 98 112 17 0
698 CCCTCCATCTCCA up down 70.m15038 AN1179.1 AO070331000176 Vacuolar import and degradation protein U 1.640 1 2 2 0 105 78 55 158 1
698 CCCTCCATCTCCA up up 70.m14906 AN1325.1 AO070303000088 Protein interacting with poly(A)-binding protein A 4.832 2 1 2 0 107 162 91 No EST No EST
698 CCCTCCATCTCCA up down 70.m14875 AN1355.1 AO070237000005 Permease of the drug/metabolite transporter (DMT) 

superfamily
1 1 2 0 24 116 50 No EST No EST

698 CCCTCCATCTCCA up up 70.m14873 AN1357.1 AO070237000003 Phosphorylcholine transferase/cholinephosphate 
cytidylyltransferase

I 3.241 1 1 3 0 135 387 148 No EST No EST

698 CCCTCCATCTCCA up up 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 0.596 3 2 3 0 156 290 0 400 1
698 CCCTCCATCTCCA up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 2 2 3 0 294 122 176 189 1
698 CCCTCCATCTCCA up up 55.m02990 AN1484.1 AO070334000191 Valyl-tRNA synthetase J 2.999 1 1 2 0 33 243 75 102 0
698 CCCTCCATCTCCA up down 58.m07773 AN1697.1 AO070305000021 Splicing coactivator SRm160/300, subunit SRm160 

(contains PWI domain)
A 4.832 1 1 1 0 90 15 317 No EST No EST

698 CCCTCCATCTCCA up up 57.m05369 AN1800.1 AO070335000095 Signal transduction histidine kinase T 0.596 1 1 1 0 41 391 295 No EST No EST
698 CCCTCCATCTCCA up up 58.m07667 AN1844.1 AO070292000063 palFp [Emericella nidulans] 1 1 1 0 40 233 485 No EST No EST
698 CCCTCCATCTCCA up up 58.m07665 AN1846.1 AO070292000059 1 1 1 0 212 102 229 No EST No EST
698 CCCTCCATCTCCA up up 57.m05742 AN1876.1 AO070341000183 Predicted membrane protein, contains two CBS domains 1 1 2 0 18 369 341 No EST No EST

698 CCCTCCATCTCCA up down 58.m07346 AN1950.1 AO070342000218 conserved hypothetical protein [Neurospora crassa] 3 1 1 0 55 214 212 496 1
698 CCCTCCATCTCCA up up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O 2.492 1 2 1 0 259 101 140 173 1

698 CCCTCCATCTCCA up up 57.m05768 AN2068.1 AO070341000217 Vigilin I 3.241 4 3 2 0 47 26 39 No EST No EST
698 CCCTCCATCTCCA up up 72.m19691 AN2150.1 AO070343000199 Prolyl-tRNA synthetase J 2.999 1 1 1 0 25 45 12 66 1
698 CCCTCCATCTCCA up up 72.m20002 AN2154.1 AO070343000203 hypothetical protein [Neurospora crassa] 2 1 2 0 333 413 49 No EST No EST
698 CCCTCCATCTCCA up up 69.m14881 AN2190.1 AO070247000014 Predicted methyltransferase 1 1 1 0 282 4 271 No EST No EST
698 CCCTCCATCTCCA up up 71.m15846 AN2219.1 AO070326000185 related to ahmp1 protein [MIPS] [Neurospora crassa] 1 1 1 0 12 288 6 No EST No EST
698 CCCTCCATCTCCA up up 71.m15923 AN2278.1 AO070295000054 Chromatin remodeling complex SWI/SNF, component 

SWI2 and related ATPases (DNA/RNA helicase 
superfamily)

BK 4.5395538
6654454 
5.0113595
1213957

2 2 1 1 347 85 102 No EST No EST

35



§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

698 CCCTCCATCTCCA up up 71.m15946 AN2297.1 AO070295000078 hypothetical protein [Neurospora crassa] 1 2 1 0 52 119 449 No EST No EST
698 CCCTCCATCTCCA up up 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 0.033 2 3 2 1 57 300 507 104 0
698 CCCTCCATCTCCA up up 63.m00601 AN2344.1 AO070343000375 Permease of the major facilitator superfamily G 0.139 1 1 1 0 271 37 81 No EST No EST
698 CCCTCCATCTCCA up up 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 0.033 3 2 2 0 5 256 161 187 0
698 CCCTCCATCTCCA up down 54.m06687 AN2744.1 AO070338000227 predicted protein [Neurospora crassa] 1 1 1 0 110 189 158 No EST No EST
698 CCCTCCATCTCCA up up 59.m08697 AN2855.1 AO070338000169 FOG: Zn-finger 3 2 2 0 88 164 166 180 1
698 CCCTCCATCTCCA up up 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 4.540 2 2 2 0 326 380 139 No EST No EST
698 CCCTCCATCTCCA up up 59.m08724 AN2875.1 AO070338000136 Fructose 1,6-bisphosphate aldolase G 0.139 1 3 4 0 366 180 99 43 0
698 CCCTCCATCTCCA up up 59.m09058 AN2936.1 AO070337000172 Alpha-mannosidase G 0.139 2 1 1 0 133 306 279 No EST No EST
698 CCCTCCATCTCCA up up 59.m09023 AN2989.1 AO070337000133 FOG: RRM domain 1 2 3 0 93 394 13 183 0
698 CCCTCCATCTCCA up up 59.m08957 AN3058.1 AO070337000016 Glycine/serine hydroxymethyltransferase E 4.573 1 2 2 0 77 394 136 66 0
698 CCCTCCATCTCCA up up 59.m08959 AN3059.1 AO070337000014 Phosphoglycerate mutase G 0.139 1 1 2 1 223 14 19 25 1
698 CCCTCCATCTCCA up up 59.m08662 AN3085.1 AO070334000123 Predicted phosphatase 3 1 1 0 160 488 103 166 0
698 CCCTCCATCTCCA up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 3 3 1 1 210 6 302 106 1
698 CCCTCCATCTCCA up up 59.m08628 AN3110.1 AO070303000041 3-phosphoinositide-dependent protein kinase (PDK1) T 0.596 2 1 2 0 45 107 157 391 1
698 CCCTCCATCTCCA up up 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 3 1 2 0 239 124 355 No EST No EST
698 CCCTCCATCTCCA up up 59.m08584 AN3142.1 AO070303000002 Nucleolar GTPase/ATPase p130 Y 1.634 1 1 1 0 320 230 211 No EST No EST
698 CCCTCCATCTCCA up up 52.m03702 AN3308.1 AO070330000181 Alpha-amylase G 0.139 2 1 1 0 215 284 140 No EST No EST
698 CCCTCCATCTCCA up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 3.241 2 1 3 0 15 70 100 298 1
698 CCCTCCATCTCCA up up 58.m07379 AN3581.1 AO070342000168 Thioredoxin reductase O 2.492 3 1 1 1 62 111 142 163 1
698 CCCTCCATCTCCA up up 58.m07398 AN3600.1 AO070342000153 hypothetical protein [Neurospora crassa] 1 2 1 0 282 96 228 276 1
698 CCCTCCATCTCCA up up 69.m15419 AN3712.1 AO070341000341 Predicted hydrolase related to dienelactone hydrolase 2 1 1 0 164 306 366 68 0
698 CCCTCCATCTCCA up up 57.m05667 AN3815.1 AO070311000013 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z 6.164 3 2 2 0 282 11 13 No EST No EST

698 CCCTCCATCTCCA up down 54.m06570 AN4042.1 AO070328000135 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI 4.5222774
8369821 
3.2407958
5970098

1 1 2 0 48 87 18 410 1

698 CCCTCCATCTCCA up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 2.999 6 5 4 1 116 170 226 96 0
698 CCCTCCATCTCCA up up 54.m06782 AN4234.1 AO070234000012 Phosphoglucomutase/phosphomannomutase G 0.139 1 1 1 0 221 184 121 77 0
698 CCCTCCATCTCCA up up 65.m07433 AN4259.1 AO070277000032 Uncharacterized conserved protein, contains PCI domain 3 1 1 0 13 160 140 10 0

698 CCCTCCATCTCCA up up 58.m08998 AN4378.1 AO070261000021 Fucose permease G 0.139 2 1 1 0 297 368 161 No EST No EST
698 CCCTCCATCTCCA up up 58.m07927 AN4394.1 AO070261000039 2 2 1 0 29 48 31 No EST No EST
698 CCCTCCATCTCCA up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 

[Neurospora crassa]  )
2 5 1 0 20 98 91 No EST No EST

698 CCCTCCATCTCCA up up 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 4.573 4 1 4 0 28 226 235 66 0
698 CCCTCCATCTCCA up up 58.m07847 AN4462.1 AO070305000113 Pyruvate carboxylase C 0.033 2 3 3 0 122 35 19 No EST No EST
698 CCCTCCATCTCCA up up 57.m05648 AN4483.1 AO070311000032 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T 0.596 3 2 1 0 46 382 469 No EST No EST

698 CCCTCCATCTCCA up down 57.m05642 AN4489.1 AO070304000089 putative transcriptional activator protein 
[Schizosaccharomyces pombe]

1 1 0 0 38 67 113 No EST No EST

698 CCCTCCATCTCCA up down 57.m05543 AN4632.1 AO070340000375 FOG: FHA domain T 0.596 1 1 1 0 315 248 219 No EST No EST
698 CCCTCCATCTCCA up up 71.m15674 AN4691.1 AO070284000047 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQ 3.2407958

5970098 
4.5222774
8369821

1 1 2 0 281 155 19 No EST No EST

698 CCCTCCATCTCCA up up 59.m09466 AN4859.1 AO070329000143 Plasma membrane H+-transporting ATPase P 6.317 2 2 2 1 110 260 344 103 0
698 CCCTCCATCTCCA up up 59.m08876 AN4973.1 AO070288000039 predicted protein [Neurospora crassa] 2 1 2 0 40 220 208 No EST No EST
698 CCCTCCATCTCCA up up 59.m09404 AN4978.1 AO070288000045 Alternative splicing factor SRp55/B52/SRp75 (RRM 

superfamily)
A 4.832 1 1 1 0 342 59 79 329 1

698 CCCTCCATCTCCA up up 59.m08894 AN4991.1 AO070288000071 aureobasidin-resistance protein; AurA [Aspergillus 
nidulans]

2 1 3 0 52 111 48 420 1

698 CCCTCCATCTCCA up up 59.m08680 AN5026.1 AO070338000185 PHD finger protein AF10 1 2 3 0 390 214 37 No EST No EST
698 CCCTCCATCTCCA up up 54.m06902 AN5122.1 AO070291000057 Adenylate kinase F 7.057 2 2 2 0 78 191 91 No EST No EST
698 CCCTCCATCTCCA up up 69.m14907 AN5210.1 AO070337000270 Pyruvate kinase G 0.139 2 1 2 0 69 428 404 60 0
698 CCCTCCATCTCCA up up 69.m15489 AN5445.1 AO070333000112 2 2 1 0 280 275 163 No EST No EST
698 CCCTCCATCTCCA up up 69.m15483 AN5449.1 AO070239000028 Arylsulfatase A and related enzymes P 6.317 5 2 1 0 26 228 236 No EST No EST
698 CCCTCCATCTCCA up up 58.m07480 AN5534.1 AO070328000057 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.033 1 2 2 0 261 179 127 No EST No EST

698 CCCTCCATCTCCA up up 65.m07414 AN5688.1 AO070309000104 Cyclopropane fatty acid synthase and related 
methyltransferases

M 9.070 1 1 1 0 36 267 336 No EST No EST

698 CCCTCCATCTCCA up down 65.m07417 AN5693.1 AO070309000108 Uncharacterized conserved protein 1 1 1 0 196 332 19 319 0
698 CCCTCCATCTCCA up up 54.m06846 AN5726.1 AO070324000125 FOG: Zn-finger 2 2 1 0 159 41 85 No EST No EST
698 CCCTCCATCTCCA up up 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 2 3 2 0 83 29 379 No EST No EST
698 CCCTCCATCTCCA up down 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 1 2 3 0 357 71 29 28 0
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698 CCCTCCATCTCCA up up 72.m19247 AN5884.1 AO070245000024 Uridine 5'- monophosphate synthase/orotate 
phosphoribosyltransferase

F 7.057 1 1 1 0 161 116 142 No EST No EST

698 CCCTCCATCTCCA up up 72.m19245 AN5885.1 AO070245000022 Glycogen synthase G 0.139 1 1 2 0 111 59 3 No EST No EST
698 CCCTCCATCTCCA up up 72.m19244 AN5886.1 AO070245000021 3-isopropylmalate dehydratase (aconitase superfamily) E 4.573 1 1 1 0 188 338 290 No EST No EST
698 CCCTCCATCTCCA up up 72.m19237 AN5893.1 AO070245000013 G protein signaling regulators T 0.596 2 3 2 0 26 31 36 No EST No EST
698 CCCTCCATCTCCA up up 72.m19952 AN5931.1 AO070340000344 ATP-dependent RNA helicase A 4.832 1 2 2 0 160 72 68 111 1
698 CCCTCCATCTCCA up up 72.m19192 AN5975.1 AO070340000331 Mannitol-1-phosphate/altronate dehydrogenases G 0.139 2 1 1 0 279 356 206 114 0
698 CCCTCCATCTCCA up up 72.m19109 AN6050.1 AO070340000215 2 1 1 0 465 50 177 No EST No EST
698 CCCTCCATCTCCA up up 72.m19094 AN6059.1 AO070340000190 HVA22/DP1 gene product-related proteins V 4.375 1 1 2 0 355 205 99 No EST No EST
698 CCCTCCATCTCCA up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 2.492 1 1 2 0 115 304 170 140 0
698 CCCTCCATCTCCA up down 72.m19085 AN6091.1 AO070340000149 predicted protein [Neurospora crassa] 2 1 2 0 177 94 352 74 0
698 CCCTCCATCTCCA up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 2 1 2 0 446 84 45 386 1
698 CCCTCCATCTCCA up up 72.m19978 AN6231.1 AO070304000084 Tryptophan synthase beta chain E 4.573 3 1 2 0 100 420 122 81 0
698 CCCTCCATCTCCA up up 72.m19422 AN6232.1 AO070304000085 Vacuolar H+-ATPase V1 sector, subunit B C 0.033 1 1 1 0 54 175 233 No EST No EST
698 CCCTCCATCTCCA up down 72.m19414 AN6243.1 AO070304000097 MAPK related serine/threonine protein kinase T 0.596 1 1 1 0 27 165 213 No EST No EST
698 CCCTCCATCTCCA up up 72.m19981 AN6254.1 AO070304000034 Mitochondrial oxoglutarate/malate carrier proteins C 0.033 1 1 1 0 40 106 188 No EST No EST
698 CCCTCCATCTCCA up up 72.m19368 AN6271.1 AO070304000013 predicted protein [Neurospora crassa] 1 2 1 0 156 212 117 No EST No EST
698 CCCTCCATCTCCA up up 72.m19363 AN6277.1 AO070304000003 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
1 2 2 0 184 123 215 No EST No EST

698 CCCTCCATCTCCA up up 62.m03095 AN6508.1 AO070270000001 Glycogen synthase kinase-3 G 0.139 1 3 2 1 145 38 154 36 0
698 CCCTCCATCTCCA up down 62.m03095 AN6508.1 AO070270000001 Glycogen synthase kinase-3 G 0.139 1 1 2 0 404 323 377 45 0
698 CCCTCCATCTCCA up up 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.033 2 3 1 0 143 54 43 No EST No EST

698 CCCTCCATCTCCA up up 62.m03135 AN6538.1 AO070270000046 LRR-containing protein 2 1 2 0 298 182 132 No EST No EST
698 CCCTCCATCTCCA up up 62.m03177 AN6588.1 AO070326000036 2 2 4 0 433 74 35 414 1
698 CCCTCCATCTCCA up up 62.m03214 AN6618.1 AO070326000068 Ypt/Rab-specific GTPase-activating protein GYP7 and 

related proteins
T 0.596 1 1 1 0 329 128 112 No EST No EST

698 CCCTCCATCTCCA up up 62.m03234 AN6639.1 AO070326000091 Uncharacterized protein involved in propionate catabolism 3 1 2 0 11 275 253 21 0

698 CCCTCCATCTCCA up up 65.m07276 AN6703.1 AO070339000139 Permeases of the major facilitator superfamily GEP 0.1389741
98029415 
4.5731785
5211283 
6.3166979
3202208

1 1 1 0 308 350 317 No EST No EST

698 CCCTCCATCTCCA up up 65.m07257 AN6717.1 AO070339000157 NAD-dependent malate dehydrogenase C 0.033 2 1 1 0 89 171 140 No EST No EST
698 CCCTCCATCTCCA up up 71.m15289 AN6828.1 AO070314000111 Nucleolar GTPase/ATPase p130 Y 1.634 1 1 1 0 359 256 41 No EST No EST
698 CCCTCCATCTCCA up up 52.m03964 AN6941.1 AO070335000169 1 1 3 0 182 303 230 No EST No EST
698 CCCTCCATCTCCA up up 57.m05873 AN7471.1 AO070287000055 Predicted carbohydrate kinase, contains PfkB domain 1 1 1 0 82 43 86 No EST No EST
698 CCCTCCATCTCCA up up 57.m05872 AN7472.1 AO070287000054 Oligosaccharyltransferase, alpha subunit (ribophorin I) O 2.492 1 2 1 0 102 44 50 No EST No EST
698 CCCTCCATCTCCA up up 57.m05408 AN7650.1 AO070268000006 Rho GTPase-activating protein TZ 0.5964430

66422955 
6.1640745
7777101

2 1 1 0 362 163 51 No EST No EST

698 CCCTCCATCTCCA up up 57.m05936 AN7660.1 AO070268000029 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-
2butanone-4-phosphate synthase

H 7.524 1 1 2 0 79 198 319 No EST No EST

698 CCCTCCATCTCCA up down 71.m15729 AN7700.1 AO070325000106 FOG: RRM domain 1 1 1 0 470 204 305 No EST No EST
698 CCCTCCATCTCCA up up 53.m03738 AN8231.1 AO070310000077 S-adenosylmethionine decarboxylase T 0.596 1 2 1 1 259 105 212 9 0
698 CCCTCCATCTCCA up up 53.m03736 AN8233.1 AO070310000075 Phosphatidylinositol transfer protein SEC14 and related 

proteins
I 3.241 1 1 2 0 82 256 217 117 0

698 CCCTCCATCTCCA up up 53.m03681 AN8280.1 AO070310000020 Long-chain acyl-CoA synthetases (AMP-forming) I 3.241 1 1 1 0 84 245 135 No EST No EST
698 CCCTCCATCTCCA up up 62.m03407 AN8667.1 AO070269000068 GATA-4/5/6 transcription factors K 5.011 1 2 1 0 194 128 341 No EST No EST
698 CCCTCCATCTCCA up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-

containing transcription factors
K 5.011 1 2 1 1 119 300 432 157 0

698 CCCTCCATCTCCA up up 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 0.139 3 2 1 0 428 18 45 No EST No EST
698 CCCTCCATCTCCA up up 62.m03343 AN8723.1 AO070315000151 predicted protein [Neurospora crassa] 2 2 2 0 128 158 142 123 0
698 CCCTCCATCTCCA up up 62.m03324 AN8751.1 AO070250000011 NDR and related serine/threonine kinases 4 2 3 0 53 7 29 No EST No EST
698 CCCTCCATCTCCA up down 71.m15583 AN8787.1 AO070276000074 Nuclear mRNA export factor receptor LOS1/Exportin-t 

(importin beta superfamily)
YUJ 1.6341871

0566978 
1.6398753
7586578 
2.9991060
5205111

1 1 1 0 87 135 328 356 1

698 CCCTCCATCTCCA up up 71.m15996 AN8858.1 AO070271000015 Transcription factor of the Forkhead/HNF3 family K 5.011 1 1 1 0 503 14 175 No EST No EST
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698 CCCTCCATCTCCA up up 56.m02292 AN8881.1 AO070293000011 Mitochondrial carnitine-acylcarnitine carrier protein C 0.033 2 2 2 1 75 229 152 334 1
698 CCCTCCATCTCCA up up 54.m06486 AN9448.1 AO070334000061 predicted protein [Neurospora crassa] 1 1 2 0 536 29 19 No EST No EST
751 ACCGCCTTCC up up 54.m06468 AN0275.1 AO070334000082 Cystine transporter Cystinosin E 2.077 1 1 1 0 185 80 105 No EST No EST
751 ACCGCCTTCC up up 54.m06464 AN0298.1 AO070334000044 Polyadenylation factor I complex, subunit, Yth1 (CPSF 

subunit)
A 0.013 1 1 1 0 283 343 173 No EST No EST

751 ACCGCCTTCC up up 70.m15804 AN0834.1 AO070255000011 Molecular chaperone (DnaJ superfamily) O 0.153 1 1 1 1 283 204 254 No EST No EST
751 ACCGCCTTCC up up 70.m15196 AN1038.1 AO070336000073 Putative transmembrane protein 1 1 1 0 153 126 163 No EST No EST
751 ACCGCCTTCC up up 70.m15175 AN1059.1 AO070218000002 Carnitine O-acyltransferase CPT2/YAT1 I 3.376 1 1 1 1 89 386 437 No EST No EST
751 ACCGCCTTCC up down 70.m14988 AN1231.1 AO070331000243 DNA polymerase IV (family X) L 4.385 2 1 1 1 64 303 376 No EST No EST
751 ACCGCCTTCC up up 70.m14844 AN1379.1 AO070243000010 mRNA export protein (contains WD40 repeats) A 0.013 1 1 1 0 298 84 142 135 1
751 ACCGCCTTCC up up 58.m07724 AN1638.1 AO070299000044 Puromycin-sensitive aminopeptidase and related 

aminopeptidases
EO 2.0774898

9269454 
0.1529301
27007461

1 1 1 0 209 148 125 No EST No EST

751 ACCGCCTTCC up up 72.m19694 AN2147.1 AO070343000196 rRNA processing protein Rrp5 A 0.013 1 1 2 0 140 68 10 No EST No EST
751 ACCGCCTTCC up up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 1.624 1 1 1 1 441 38 43 No EST No EST

751 ACCGCCTTCC up up 59.m09061 AN2933.1 AO070337000174 Phosphatidylserine-specific receptor PtdSerR, contains 
JmjC domain

BT 2.3361163
957962 
0.2394463
89529943

1 1 1 0 279 88 101 No EST No EST

751 ACCGCCTTCC up up 69.m15728 AN3726.1 AO070342000289 RAN guanine nucleotide release factor T 0.239 2 1 1 0 13 262 319 233 0
751 ACCGCCTTCC up up 65.m07368 AN3756.1 AO070309000050 20S proteasome, regulatory subunit beta type 

PSMB6/PSMB9/PRE3
O 0.153 1 1 1 1 217 29 32 No EST No EST

751 ACCGCCTTCC up up 54.m06583 AN4007.1 AO070328000146 Succinyl-CoA:alpha-ketoacid-CoA transferase C 1.801 1 1 1 1 337 180 192 No EST No EST
751 ACCGCCTTCC up up 54.m06790 AN4226.1 AO070234000023 Sof1-like rRNA processing protein (contains WD40 

repeats)
A 0.013 1 1 1 0 69 61 21 55 0

751 ACCGCCTTCC up up 58.m07981 AN4346.1 AO070240000018 Nucleolar RNA-binding protein NIFK 1 1 1 1 22 16 46 24 1
751 ACCGCCTTCC up up 58.m07904 AN4415.1 AO070273000036 Holocytochrome c synthase/heme-lyase CO 1.8014185

7718525 
0.1529301
27007461

1 1 2 0 133 39 105 No EST No EST

751 ACCGCCTTCC up up 59.m09126 AN4850.1 AO070327000106 RNA-binding protein RBM5 and related proteins, contain 
G-patch and RRM domains

1 1 1 0 84 222 38 No EST No EST

751 ACCGCCTTCC up up 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 2 1 1 1 96 131 157 345 1
751 ACCGCCTTCC up down 72.m19268 AN5866.1 AO070308000130 Arylalkylamine N-acetyltransferase 1 1 1 1 55 70 82 No EST No EST
751 ACCGCCTTCC up up 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 0.239 1 1 1 0 322 204 224 No EST No EST

751 ACCGCCTTCC up up 72.m19497 AN6363.1 AO070279000049 Serine/threonine protein kinase involved in cell cycle 
control

TD 0.2394463
89529943 
2.9967756
3026662

1 1 1 1 126 22 36 No EST No EST

751 ACCGCCTTCC up up 65.m07285 AN6698.1 AO070339000130 Uncharacterized conserved protein 1 1 1 0 79 378 282 32 0
751 ACCGCCTTCC up up 57.m05423 AN7659.1 AO070268000028 ATP-dependent RNA helicase A 0.013 1 1 1 1 376 23 22 172 1
751 ACCGCCTTCC up up 53.m03900 AN8044.1 AO070292000105 N-arginine dibasic convertase NRD1 and related Zn2+-

dependent endopeptidases, insulinase superfamily
O 0.153 2 1 1 0 345 365 103 No EST No EST

751 ACCGCCTTCC up up 53.m03925 AN8072.1 AO070330000030 hypothetical protein B13N20.140 [imported] - Neurospora 
crassa

1 1 1 0 76 25 24 No EST No EST

751 ACCGCCTTCC up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-
containing transcription factors

K 1.624 1 1 1 1 236 237 312 157 0

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 70.m15166 AN1066.1 AO070218000011 hypothetical protein [Aspergillus fumigatus] 1 1 1 0 214 66 120 121 1

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 70.m14867 AN1362.1 AO070243000002 hypothetical protein [Neurospora crassa] 1 1 1 1 224 22 19 93 1

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 58.m07780 AN1713.1 AO070305000029 Predicted esterase of the alpha-beta hydrolase 
superfamily

1 1 1 0 303 45 24 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up down 71.m15826 AN2237.1 AO070326000136 Carboxypeptidase C (cathepsin A) E 2.845 1 1 1 1 263 359 382 58 0

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 67.m02931 AN3223.1 AO070330000073 Pyrophosphate-dependent phosphofructo-1-kinase G 1.662 3 1 1 1 171 285 290 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 58.m09011 AN4299.1 AO070207000001 conserved hypothetical protein [Neurospora crassa] 1 1 1 0 154 224 302 52 0
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813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 59.m09399 AN4914.1 AO070338000033 Acetate kinase C 1.517 1 1 1 0 1 85 155 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 59.m08869 AN4966.1 AO070288000031 Uncharacterized conserved protein 1 1 1 0 87 237 244 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 72.m19071 AN6079.1 AO070340000129 Predicted RNA-binding protein 1 1 1 1 95 149 168 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 62.m03178 AN6589.1 AO070326000037 Glycosylphosphatidylinositol anchor synthesis protein T 1.648 1 1 1 1 478 26 23 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 53.m03745 AN8228.1 AO070310000083 Predicted ATPase, nucleotide-binding D 1.020 1 1 1 1 206 175 81 No EST No EST

813 ACGTCAC yATF-B (KWCGTCA) 
[yeast_motifs_all];

up up 62.m03470 AN8698.1 AO070315000125 Actin-related protein Arp2/3 complex, subunit ARPC4 Z 0.932 1 1 1 0 21 170 167 52 0

843 TGAGCCTCGG up up 71.m15403 AN0122.1 AO070311000090 ATP-dependent Lon protease, bacterial type O 2.652 1 1 1 1 219 89 58 78 0
843 TGAGCCTCGG up up 54.m06472 AN0271.1 AO070334000077 dUTPase F 0.948 1 1 1 0 116 21 19 42 1
843 TGAGCCTCGG up up 54.m06470 AN0273.1 AO070334000079 FOG: Zn-finger 1 1 1 0 337 169 390 No EST No EST
843 TGAGCCTCGG up up 70.m15321 AN0732.1 AO070343000493 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
1 1 1 0 476 81 59 No EST No EST

843 TGAGCCTCGG up up 70.m14974 AN1246.1 AO070223000009 3-phosphoglycerate kinase G 2.478 1 1 1 1 326 62 169 12 0
843 TGAGCCTCGG up up 55.m03268 AN1524.1 AO070334000242 Methylenetetrahydrofolate 

dehydrogenase/methylenetetrahydrofolate cyclohydrolase
H 1.241 1 1 1 0 220 281 19 No EST No EST

843 TGAGCCTCGG up up 55.m03061 AN1543.1 AO070339000311 Fumarate reductase, flavoprotein subunit C 0.612 1 1 1 1 188 203 117 43 0
843 TGAGCCTCGG up up 71.m15945 AN2296.1 AO070295000077 RFX family transcription factor K 2.190 1 1 1 0 16 93 51 No EST No EST
843 TGAGCCTCGG up up 59.m08450 AN2529.1 AO070300000122 Enoyl-CoA isomerase I 0.624 1 1 1 1 284 174 157 No EST No EST
843 TGAGCCTCGG up up 72.m18955 AN5828.1 AO070260000018 Cytochrome b5 C 0.612 1 1 1 0 196 64 59 No EST No EST
843 TGAGCCTCGG up up 72.m19960 AN5916.1 AO070340000370 Enoyl-CoA hydratase/carnithine racemase I 0.624 1 1 1 0 195 50 63 14 0
843 TGAGCCTCGG up up 62.m03428 AN6555.1 AO070270000059 Alpha/beta hydrolase 1 1 1 0 48 84 335 No EST No EST
843 TGAGCCTCGG up down 62.m03225 AN6629.1 AO070326000081 60S ribosomal protein L14 J 3.790 1 1 1 1 9 8 13 122 1
843 TGAGCCTCGG up up 72.m19794 AN7256.1 AO070297000012 25D9-5p [Aspergillus fumigatus] 1 1 1 1 128 142 194 No EST No EST
855 TTCCGCCCGC TEA1 a (CGGNCGG) 

[yeast_motifs_all];
up up 70.m15019 AN1200.1 AO070331000206 CAATT-binding transcription factor/60S ribosomal subunit 

biogenesis protein
JK 0.6982540

65528167 
2.4023623
3920571

3 1 2 1 71 110 64 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 59.m09033 AN2981.1 AO070337000141 Glucose-6-phosphate 1-dehydrogenase G 2.754 1 1 1 1 143 499 116 121 0

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 69.m14970 AN3955.1 AO070341000068 Uncharacterized conserved protein 1 1 1 0 5 77 5 442 1

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 58.m07362 AN4163.1 AO070342000193 G protein beta subunit-like protein T 2.733 1 1 1 1 42 136 312 77 0

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 69.m14951 AN4169.1 AO070341000094 hypothetical protein [Neurospora crassa] 1 1 1 0 124 79 331 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 57.m05642 AN4489.1 AO070304000089 putative transcriptional activator protein 
[Schizosaccharomyces pombe]

1 1 1 0 352 245 84 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 69.m15461 AN5491.1 AO070341000394 Cytoplasm to vacuole targeting protein U 2.616 2 1 1 0 1 67 117 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up down 72.m18960 AN5832.1 AO070260000013 Ras-related GTPase 1 3 1 0 322 47 472 28 0

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 57.m05846 AN7496.1 AO070287000019 FOG: Immunoglobin and related proteins P 1.940 1 1 1 1 243 229 225 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 53.m03750 AN8224.1 AO070310000088 Glutamyl-tRNA synthetase J 0.698 1 1 2 1 15 37 17 34 0

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 1 3 1 1 148 155 358 No EST No EST

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 53.m03687 AN8273.1 AO070310000028 Ubiquinol cytochrome c reductase, subunit QCR2 C 2.535 2 1 1 1 44 9 29 120 1

855 TTCCGCCCGC TEA1 a (CGGNCGG) 
[yeast_motifs_all];

up up 62.m03474 AN8691.1 AO070315000112 Ribonucleases P/MRP protein subunit A 2.308 1 1 1 0 142 76 90 No EST No EST

896 TGGTCCGTGC up up 70.m15466 AN0862.1 AO070320000011 Molecular chaperone Prefoldin, subunit 4 O 1.053 1 1 2 1 116 249 115 No EST No EST
896 TGGTCCGTGC up up 70.m15576 AN0944.1 AO070320000139 ATP-dependent RNA helicase A 0.453 1 1 1 0 142 199 154 No EST No EST
896 TGGTCCGTGC up up 70.m15243 AN1024.1 AO070343000587 Chromatin remodeling complex WSTF-ISWI, small subunit K 1.944 1 1 1 1 291 16 18 No EST No EST

896 TGGTCCGTGC up up 58.m07732 AN1666.1 AO070299000048 Nucleolar GTPase 1 1 1 1 175 12 12 122 1
896 TGGTCCGTGC up down 54.m06739 AN4096.1 AO070342000097 hypothetical protein [Neurospora crassa] 1 1 1 1 354 192 218 No EST No EST
896 TGGTCCGTGC up down 57.m05487 AN4565.1 AO070250000008 Unnamed protein 1 1 1 1 107 125 110 No EST No EST
896 TGGTCCGTGC up up 59.m08665 AN5014.1 AO070334000120 60S ribosomal protein L22 J 0.017 1 1 1 1 273 145 147 70 0
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896 TGGTCCGTGC up up 69.m14840 AN5742.1 AO070193000003 Fucose permease G 2.171 1 1 1 0 243 317 442 No EST No EST
896 TGGTCCGTGC up up 72.m20019 AN7291.1 AO070297000031 Translation initiation factor 5B (eIF-5B) J 0.017 1 1 1 0 208 8 8 No EST No EST
896 TGGTCCGTGC up up 57.m05836 AN7503.1 AO070287000009 Uncharacterized conserved protein 1 1 1 0 190 5 15 99 1
896 TGGTCCGTGC up up 57.m05457 AN7680.1 AO070325000070 Myosin class II heavy chain Z 1.337 1 1 1 0 112 288 172 No EST No EST
896 TGGTCCGTGC up up 53.m03917 AN8066.1 AO070330000022 tRNA(1-methyladenosine) methyltransferase, subunit 

GCD10
J 0.017 1 1 1 1 145 303 292 No EST No EST

896 TGGTCCGTGC up up 53.m03929 AN8076.1 AO070330000034 Splicing coactivator SRm160/300, subunit SRm300 A 0.453 1 1 1 1 244 261 293 824 1
896 TGGTCCGTGC up up 52.m03716 AN8104.1 AO070338000145 hypothetical protein [Neurospora crassa] 1 1 1 0 248 27 26 No EST No EST
896 TGGTCCGTGC up up 53.m03708 AN8253.1 AO070310000052 Predicted RNA-binding protein Nob1p involved in 26S 

proteasome assembly
O 1.053 1 1 1 0 123 309 305 83 0

896 TGGTCCGTGC up up 52.m04033 AN9406.1 AO070274000011 tRNA methyltransferase J 0.017 1 1 1 0 110 45 67 No EST No EST
973 CACCGCCT up up 71.m15368 AN0093.1 AO070311000122 Nucleolar GTPase/ATPase p130 Y 0.416 1 0 1 0 220 0 2 No EST No EST
973 CACCGCCT up up 71.m15417 AN0133.1 AO070321000120 mRNA splicing factor ATP-dependent RNA helicase A 1 0.000 1 2 1 0 182 100 93 No EST No EST
973 CACCGCCT up up 54.m06468 AN0275.1 AO070334000082 Cystine transporter Cystinosin E 4.394 1 1 1 0 188 79 104 No EST No EST
973 CACCGCCT up up 54.m06464 AN0298.1 AO070334000044 Polyadenylation factor I complex, subunit, Yth1 (CPSF 

subunit)
A 1 0.000 1 2 1 0 286 272 172 No EST No EST

973 CACCGCCT up up 54.m06619 AN0430.1 AO070338000280 hypothetical protein [Neurospora crassa] 1 1 1 0 350 218 183 No EST No EST
973 CACCGCCT up up 69.m15269 AN0576.1 AO070272000056 Protein kinase containing WD40 repeats T 1.940 1 1 1 0 222 149 174 No EST No EST
973 CACCGCCT up up 69.m15690 AN0579.1 AO070280000001 Isopentenyl pyrophosphate:dimethylallyl pyrophosphate 

isomerase
Q 5.000 1 1 1 1 176 268 288 51 0

973 CACCGCCT up up 69.m15266 AN0582.1 AO070280000004 Single-stranded DNA-binding replication protein A (RPA), 
medium (30 kD) subunit

L 5.664 1 1 1 1 64 55 106 No EST No EST

973 CACCGCCT up up 69.m15260 AN0589.1 AO070280000011 RNA Helicase A 1 0.000 1 1 1 0 90 71 62 16 0
973 CACCGCCT up up 70.m15804 AN0834.1 AO070255000011 Molecular chaperone (DnaJ superfamily) O 0.126 1 1 1 0 282 207 257 No EST No EST
973 CACCGCCT up up 70.m15629 AN0988.1 AO070318000150 LAMMER dual specificity kinases T 1.940 1 1 1 1 311 189 132 No EST No EST
973 CACCGCCT up up 70.m15237 AN1019.1 AO070343000596 Cullins D 5.966 1 1 1 1 494 43 1 69 1
973 CACCGCCT up up 70.m15196 AN1038.1 AO070336000073 Putative transmembrane protein 1 1 1 0 156 129 166 No EST No EST
973 CACCGCCT up up 70.m15203 AN1047.1 AO070313000109 Molecular chaperones HSP105/HSP110/SSE1, HSP70 

superfamily
O 0.126 2 2 3 0 234 6 6 No EST No EST

973 CACCGCCT up up 70.m14862 AN1367.1 AO070215000014 WD40 repeat nucleolar protein Bop1, involved in ribosome 
biogenesis

J 0.728 1 1 1 0 55 33 19 No EST No EST

973 CACCGCCT up up 70.m14844 AN1379.1 AO070243000010 mRNA export protein (contains WD40 repeats) A 1 0.000 1 2 1 0 297 87 145 135 1
973 CACCGCCT up up 55.m02969 AN1467.1 AO070306000090 Serine/threonine protein phosphatase T 1.940 2 1 2 1 383 84 131 177 1
973 CACCGCCT up up 55.m03057 AN1538.1 AO070334000262 Transcription initiation factor IIF, small subunit (RAP30) K 3.580 1 2 1 1 207 165 175 No EST No EST

973 CACCGCCT up up 58.m07724 AN1638.1 AO070299000044 Puromycin-sensitive aminopeptidase and related 
aminopeptidases

EO 4.3936981
4917025 
0.1261233
44831786

2 1 1 0 212 147 124 No EST No EST

973 CACCGCCT up up 58.m07570 AN1965.1 AO070301000046 Ribose-phosphate pyrophosphokinase FE 8.1560978
5366271 
4.3936981
4917025

1 1 1 0 283 83 29 125 1

973 CACCGCCT up up 58.m07575 AN1970.1 AO070301000054 Mitochondrial/chloroplast ribosomal protein L28 J 0.728 1 1 1 0 180 28 24 No EST No EST
973 CACCGCCT up up 72.m19694 AN2147.1 AO070343000196 rRNA processing protein Rrp5 A 1 0.000 2 2 2 1 139 13 13 No EST No EST
973 CACCGCCT up up 71.m15881 AN2247.1 AO070326000126 Myosin class II heavy chain Z 5.717 1 1 1 0 163 87 66 No EST No EST
973 CACCGCCT up up 54.m06683 AN2748.1 AO070338000223 FOG: Zn-finger 1 1 1 0 139 30 29 No EST No EST
973 CACCGCCT up up 59.m08713 AN2868.1 AO070338000154 Oligoribonuclease (3'->5' exoribonuclease) A 1 0.000 2 1 1 1 208 324 354 No EST No EST
973 CACCGCCT up up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 3.580 1 1 1 1 444 37 42 No EST No EST

973 CACCGCCT up down 59.m08982 AN3035.1 AO070337000077 5'-3' exonuclease L 5.664 1 2 1 0 412 318 446 No EST No EST
973 CACCGCCT up up 59.m08566 AN3176.1 AO070256000014 ATP-dependent RNA helicase A 1 0.000 1 1 1 1 126 156 144 No EST No EST
973 CACCGCCT up up 59.m09501 AN3423.1 AO070327000008 Transcription elongation factor SPT6 A 1 0.000 1 1 1 0 297 49 116 No EST No EST
973 CACCGCCT up down 59.m09483 AN3453.1 AO070265000029 Ubiquitin C-terminal hydrolase O 0.126 1 2 1 0 177 230 207 75 0
973 CACCGCCT up up 57.m05696 AN3787.1 AO070337000242 Peptide:N-glycanase O 0.126 1 1 1 0 215 85 96 No EST No EST
973 CACCGCCT up up 58.m07818 AN3842.1 AO070305000077 GTPase Rab5/YPT51 and related small G protein 

superfamily GTPases
U 2.771 1 1 1 1 288 7 9 151 1

973 CACCGCCT up up 54.m07047 AN4112.1 AO070342000107 Nucleolar GTPase/ATPase p130 Y 0.416 1 1 1 0 203 36 79 No EST No EST
973 CACCGCCT up up 54.m06754 AN4192.1 AO070342000112 Molecular chaperone (DnaJ superfamily) O 0.126 1 1 1 1 98 483 453 No EST No EST
973 CACCGCCT up up 54.m06790 AN4226.1 AO070234000023 Sof1-like rRNA processing protein (contains WD40 

repeats)
A 1 0.000 1 1 1 1 140 50 30 55 1

973 CACCGCCT up up 58.m08016 AN4308.1 AO070207000013 Mitochondrial/chloroplast ribosomal protein L3 J 0.728 1 1 1 0 46 173 216 11 0
973 CACCGCCT up down 58.m09007 AN4333.1 AO070240000012 predicted protein [Neurospora crassa] 1 1 1 0 327 200 382 No EST No EST
973 CACCGCCT up up 58.m07981 AN4346.1 AO070240000018 Nucleolar RNA-binding protein NIFK 1 1 1 1 25 15 45 24 1
973 CACCGCCT up down 58.m07937 AN4387.1 AO070261000033 Mitochondrial FAD carrier protein C 2.877 1 1 1 0 320 146 321 No EST No EST
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973 CACCGCCT up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 
[Neurospora crassa]  )

1 1 1 1 244 78 82 No EST No EST

973 CACCGCCT up up 58.m07904 AN4415.1 AO070273000036 Holocytochrome c synthase/heme-lyase CO 2.8769909
3111136 
0.1261233
44831786

1 1 2 0 132 42 104 No EST No EST

973 CACCGCCT up up 58.m07860 AN4470.1 AO070305000129 Translation initiation factor 2, gamma subunit (eIF-
2gamma; GTPase)

J 0.728 1 1 2 0 186 38 68 97 1

973 CACCGCCT up up 58.m07861 AN4471.1 AO070305000130 WD40 repeat-containing protein 1 1 1 0 122 146 258 36 0
973 CACCGCCT up up 57.m05499 AN4581.1 AO070316000164 Protein involved in high osmolarity signaling pathway T 1.940 1 1 1 0 112 52 62 No EST No EST
973 CACCGCCT up up 59.m09126 AN4850.1 AO070327000106 RNA-binding protein RBM5 and related proteins, contain 

G-patch and RRM domains
1 1 1 0 83 225 41 No EST No EST

973 CACCGCCT up up 59.m09108 AN4864.1 AO070329000150 Glucosyltransferase - Alg6p GE 1.8107796
4157289 
4.3936981
4917025

1 1 2 1 276 34 60 No EST No EST

973 CACCGCCT up up 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 2 1 1 1 99 130 156 345 1
973 CACCGCCT up up 59.m09494 AN5022.1 AO070338000182 Dynactin, subunit p25 Z 5.717 1 1 3 0 118 57 10 No EST No EST
973 CACCGCCT up up 54.m06817 AN5702.1 AO070324000158 Uncharacterized conserved protein 2 1 1 0 96 68 128 No EST No EST
973 CACCGCCT up up 54.m06828 AN5713.1 AO070324000145 Chaperonin complex component, TCP-1 eta subunit 

(CCT7)
O 0.126 1 1 1 1 189 85 70 No EST No EST

973 CACCGCCT up down 72.m19268 AN5866.1 AO070308000130 Arylalkylamine N-acetyltransferase 1 1 1 1 54 69 81 No EST No EST
973 CACCGCCT up up 72.m19263 AN5871.1 AO070308000137 Predicted RNA methylase involved in rRNA processing A 1 0.000 1 1 1 0 231 131 15 No EST No EST
973 CACCGCCT up up 72.m19188 AN5972.1 AO070340000330 Vesicle coat complex COPI, beta' subunit U 2.771 1 1 1 1 282 23 55 370 1
973 CACCGCCT up up 72.m19097 AN6061.1 AO070340000187 hypothetical protein [Schizosaccharomyces pombe] 1 1 1 0 459 8 45 32 1
973 CACCGCCT up up 72.m19947 AN6073.1 AO070340000117 Prohibitin-like protein O 0.126 1 1 1 0 86 71 70 No EST No EST
973 CACCGCCT up up 72.m19048 AN6110.1 AO070340000096 Uncharacterized conserved protein 1 1 1 1 113 11 11 No EST No EST
973 CACCGCCT up up 72.m19002 AN6171.1 AO070340000034 U3 small nucleolar ribonucleoprotein (snoRNP) 

component
A 1 0.000 1 1 2 0 110 88 166 41 0

973 CACCGCCT up up 72.m19323 AN6311.1 AO070308000066 Cl- channel CLC-3 and related proteins (CLC superfamily) P 5.876 1 1 1 1 137 23 22 No EST No EST

973 CACCGCCT up up 72.m19493 AN6367.1 AO070279000053 Phosphatidylinositol-4-phosphate 5-kinase and related 
FYVE finger-containing proteins

T 1.940 1 1 1 0 190 52 41 No EST No EST

973 CACCGCCT up up 62.m03148 AN6561.1 AO070326000002 Uncharacterized conserved protein 1 1 1 1 143 95 138 55 0
973 CACCGCCT up up 62.m03207 AN6591.1 AO070326000039 Nuclear export receptor CSE1/CAS (importin beta 

superfamily)
YU 0.4160334

20152047 
2.7713474
3294217

1 1 1 1 228 157 154 No EST No EST

973 CACCGCCT up up 65.m07285 AN6698.1 AO070339000130 Uncharacterized conserved protein 1 1 1 0 82 377 281 32 0
973 CACCGCCT up up 65.m07244 AN6726.1 AO070339000170 20S proteasome, regulatory subunit alpha type 

PSMA2/PRE8
O 0.126 1 1 1 0 187 22 40 No EST No EST

973 CACCGCCT up up 72.m19795 AN7254.1 AO070297000010 AAA+-type ATPase O 0.126 1 1 1 0 249 57 74 106 1
973 CACCGCCT up up 72.m19751 AN7312.1 AO070297000060 tRNA nucleotidyltransferase/poly(A) polymerase J 0.728 1 1 1 0 143 121 134 No EST No EST
973 CACCGCCT up up 69.m15143 AN7525.1 AO070258000031 ATPases involved in chromosome partitioning D 5.966 1 2 1 0 19 10 8 No EST No EST
973 CACCGCCT up up 72.m19649 AN7608.1 AO070343000269 RNA Polymerase C (III) 37 kDa subunit K 3.580 1 1 1 1 143 187 113 No EST No EST
973 CACCGCCT up up 57.m05423 AN7659.1 AO070268000028 ATP-dependent RNA helicase A 1 0.000 1 1 1 0 379 22 21 172 1
973 CACCGCCT up down 71.m15755 AN7731.1 AO070325000145 Nuclear transport receptor LGL2 (importin beta 

superfamily)
YU 0.4160334

20152047 
2.7713474
3294217

1 1 1 0 32 20 22 No EST No EST

973 CACCGCCT up up 53.m03900 AN8044.1 AO070292000105 N-arginine dibasic convertase NRD1 and related Zn2+-
dependent endopeptidases, insulinase superfamily

O 0.126 2 1 2 0 348 33 71 No EST No EST

973 CACCGCCT up up 53.m03925 AN8072.1 AO070330000030 hypothetical protein B13N20.140 [imported] - Neurospora 
crassa

1 1 1 0 75 28 27 No EST No EST

973 CACCGCCT up up 53.m03694 AN8264.1 AO070310000036 hypothetical protein [Schizosaccharomyces pombe] 2 2 2 0 171 286 332 No EST No EST
973 CACCGCCT up up 58.m08926 AN8488.1 AO070299000105 SNARE protein YKT6, synaptobrevin/VAMP syperfamily U 2.771 1 1 1 0 90 71 32 No EST No EST

973 CACCGCCT up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-
containing transcription factors

K 3.580 1 1 1 1 239 236 311 157 0

973 CACCGCCT up up 62.m03389 AN8682.1 AO070315000102 Exosomal 3'-5' exoribonuclease complex, subunit Rrp43 J 0.728 1 1 2 1 121 385 87 No EST No EST

973 CACCGCCT up up 62.m03357 AN8712.1 AO070315000138 Translation initiation factor 1A (eIF-1A) J 0.728 1 0 1 0 247 0 1 96 1
973 CACCGCCT up up 71.m15960 AN8828.1 AO070271000052 Transport protein particle (TRAPP) complex subunit U 2.771 1 1 1 0 148 220 77 No EST No EST
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973 CACCGCCT up up 52.m04024 AN9398.1 AO070274000018 Cell adhesion complex protein bystin 1 1 1 0 251 155 20 No EST No EST
973 CACCGCCT up up 53.m03781 AN9461.1 AO070310000129 Dehydrogenase kinase T 1.940 1 1 1 0 67 69 116 No EST No EST
973 CACCGCCT up up 62.m03341 AN9504.1 AO070315000153 Ras GTPase activating protein RasGAP/neurofibromin V 6.906 2 1 2 1 294 49 35 No EST No EST
992 GCATAGCG down down 71.m16095 AN0226.1 AO070284000066 Ubiquitin-protein ligase O 0.900 1 1 1 0 97 52 112 No EST No EST
992 GCATAGCG down down 54.m06984 AN0321.1 AO070334000005 RNA polymerase III, second largest subunit K 0.297 1 1 1 1 103 70 66 No EST No EST
992 GCATAGCG down down 70.m14899 AN1335.1 AO070303000097 G-protein beta subunit-like protein (contains WD40 

repeats)
1 1 1 1 111 68 64 No EST No EST

992 GCATAGCG down down 58.m07735 AN1668.1 AO070299000050 Predicted E3 ubiquitin ligase containing RING finger, 
subunit of transcription/repair factor TFIIH and CDK-
activating kinase assembly factor

O 0.900 1 1 1 1 103 46 93 No EST No EST

992 GCATAGCG down down 69.m14936 AN1918.1 AO070341000122 Phosphoenolpyruvate carboxykinase (ATP) C 3.002 1 1 1 1 43 78 59 195 1
992 GCATAGCG down down 59.m08753 AN2902.1 AO070338000104 TFIIF-interacting CTD phosphatases, including NLI-

interacting factor
K 0.297 2 1 2 0 94 113 180 295 1

992 GCATAGCG down up 59.m09040 AN2967.1 AO070337000149 tRNA-dihydrouridine synthase J 1.457 1 1 1 0 20 461 500 No EST No EST
992 GCATAGCG down down 59.m08521 AN3144.1 AO070256000047 FYVE finger-containing protein 2 2 1 1 94 72 126 257 1
992 GCATAGCG down down 69.m15409 AN3705.1 AO070341000329 Uncharacterized conserved protein 1 1 1 1 76 76 84 No EST No EST
992 GCATAGCG down down 65.m07425 AN4253.1 AO070309000123 predicted protein [Neurospora crassa] 1 1 1 1 98 142 112 288 1
992 GCATAGCG down down 57.m05571 AN4559.1 AO070321000169 Molecular chaperone (DnaJ superfamily) O 0.900 1 1 1 1 125 119 121 12 0
992 GCATAGCG down down 59.m09173 AN4803.1 AO070329000036 Ribosomal protein S4 J 1.457 1 1 1 1 81 71 71 164 1
992 GCATAGCG down down 59.m08812 AN4908.1 AO070338000038 Uncharacterized protein CLU1/cluA/TIF31 involved in 

mitochondrial morphology/distribution, also found 
associated with eIF-3

2 1 1 0 242 253 244 No EST No EST

992 GCATAGCG down down 54.m06906 AN5119.1 AO070291000062 Predicted methyltransferase 2 1 1 1 58 177 201 No EST No EST
992 GCATAGCG down down 69.m15442 AN5517.1 AO070341000376 Cdc4 and related F-box and WD-40 proteins 1 1 1 1 196 202 165 No EST No EST
992 GCATAGCG down down 65.m07417 AN5693.1 AO070309000108 Uncharacterized conserved protein 2 1 1 1 78 75 186 319 1
992 GCATAGCG down down 72.m19257 AN5875.1 AO070308000144 rRNA processing protein JD 1.4568278

9386515 
2.4598423
6489557

1 1 1 1 101 98 105 173 1

992 GCATAGCG down down 72.m19327 AN6307.1 AO070308000062 Lectin VIP36, involved in the transport of glycoproteins 
carrying high mannose-type glycans

U 3.017 1 1 1 1 6 25 6 No EST No EST

992 GCATAGCG down down 65.m07490 AN6696.1 AO070339000127 hypothetical protein [Neurospora crassa] 1 2 1 1 128 111 121 No EST No EST
992 GCATAGCG down down 71.m15293 AN6823.1 AO070314000102 hypothetical protein ( (AL513443) hypothetical protein 

[Neurospora crassa]  )
1 2 1 1 58 12 47 No EST No EST

992 GCATAGCG down down 53.m03693 AN8268.1 AO070310000034 RasGAP SH3 binding protein rasputin, contains NTF2 and 
RRM domains

T 3.017 1 1 1 1 312 319 433 No EST No EST

992 GCATAGCG down down 66.m04585 AN9125.1 AO070332000149 RNA polymerase III, subunit C34 K 0.297 1 1 1 1 44 33 36 72 1
1059 TCGGCCCG up up 71.m15469 AN0204.1 AO070321000040 ATP-dependent RNA helicase A 2.596 1 1 1 1 102 60 78 37 0
1059 TCGGCCCG up up 54.m06472 AN0271.1 AO070334000077 dUTPase F 1.139 1 1 1 1 122 17 15 42 1
1059 TCGGCCCG up up 70.m15479 AN0876.1 AO070320000035 Conserved protein/domain typically associated with 

flavoprotein oxygenases, DIM6/NTAB family
1 1 1 1 37 378 177 No EST No EST

1059 TCGGCCCG up up 70.m15135 AN1095.1 AO070285000047 Mitochondrial/chloroplast ribosomal protein L15/L10 J 2.965 1 1 1 1 95 307 336 No EST No EST
1059 TCGGCCCG up up 69.m15077 AN1778.1 AO070324000018 Ketopantoate hydroxymethyltransferase H 1.497 1 1 1 1 499 4 8 No EST No EST
1059 TCGGCCCG up up 59.m08568 AN3186.1 AO070256000012 5'-3' exonuclease L 2.232 1 1 1 1 142 42 60 No EST No EST
1059 TCGGCCCG up up 57.m05587 AN4534.1 AO070321000148 Uncharacterized conserved protein 1 1 1 1 96 108 149 No EST No EST
1059 TCGGCCCG up up 69.m14874 AN5177.1 AO070247000008 WD40 repeat protein 1 1 1 1 85 207 154 No EST No EST
1059 TCGGCCCG up up 69.m14806 AN5790.1 AO070249000036 Isocitrate dehydrogenase, gamma subunit E 3.074 1 1 1 0 226 329 304 205 0
1059 TCGGCCCG up up 72.m19149 AN5991.1 AO070340000286 AAA+-type ATPase O 1.313 2 1 1 1 156 60 31 No EST No EST
1059 TCGGCCCG up up 72.m19133 AN6010.1 AO070340000269 Molecular chaperones mortalin/PBP74/GRP75, HSP70 

superfamily
O 1.313 2 1 1 1 61 283 287 149 0

1059 TCGGCCCG up down 62.m03439 AN6500.1 AO070222000014 60S ribosomal protein L28 J 2.965 1 1 1 1 343 309 339 212 0
1059 TCGGCCCG up up 72.m19644 AN7603.1 AO070343000273 Vacuolar H+-ATPase V0 sector, subunit c'' C 2.852 1 1 1 1 172 61 79 No EST No EST
1093 CCCCTCCCCC up up 54.m06397 AN0357.1 AO070318000033 Cytochrome c1 C 0.346 2 1 2 1 61 207 200 No EST No EST
1093 CCCCTCCCCC up up 54.m06659 AN0417.1 AO070338000265 Sec61 protein translocation complex, beta subunit O 2.434 1 1 2 0 21 299 139 No EST No EST
1093 CCCCTCCCCC up down 69.m15252 AN0595.1 AO070280000021 NADP/FAD dependent oxidoreductase C 0.346 1 1 1 0 57 4 201 No EST No EST
1093 CCCCTCCCCC up up 70.m15291 AN0688.1 AO070343000525 Transketolase G 0.045 1 2 3 0 58 275 296 66 0
1093 CCCCTCCCCC up up 70.m15358 AN0756.1 AO070343000444 Beta-galactosidase G 0.045 1 1 1 0 39 227 201 No EST No EST
1093 CCCCTCCCCC up down 70.m15391 AN0781.1 AO070316000055 Atu related protein [imported] - Neurospora crassa 2 1 4 0 38 231 70 374 1
1093 CCCCTCCCCC up up 70.m15397 AN0787.1 AO070239000021 Mannosyl-oligosaccharide alpha-1,2-mannosidase and 

related glycosyl hydrolases
G 0.045 1 1 1 0 106 421 316 No EST No EST

1093 CCCCTCCCCC up up 70.m15515 AN0906.1 AO070320000082 Karyopherin (importin) beta 1 YU 0.5500919
90129638 
0.4648546
86559532

2 1 1 0 60 462 55 No EST No EST
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1093 CCCCTCCCCC up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 
(importin beta superfamily)

YU 0.5500919
90129638 
0.4648546
86559532

1 2 1 0 116 272 181 No EST No EST

1093 CCCCTCCCCC up up 70.m15540 AN0932.1 AO070320000123 Pyridine nucleotide-disulphide oxidoreductase Q 4.204 1 1 1 0 321 140 242 No EST No EST
1093 CCCCTCCCCC up up 70.m15233 AN1015.1 AO070312000003 Glycogen phosphorylase G 0.045 3 1 3 0 246 60 249 No EST No EST
1093 CCCCTCCCCC up up 70.m15137 AN1094.1 AO070285000053 NADH-dehydrogenase (ubiquinone) C 0.346 2 2 1 0 28 363 496 No EST No EST
1093 CCCCTCCCCC up up 70.m15118 AN1117.1 AO070331000109 Putative cargo transport protein ERV29 U 0.465 2 2 1 0 143 264 275 192 0
1093 CCCCTCCCCC up up 70.m15040 AN1177.1 AO070331000173 Vesicle coat complex COPI, beta subunit U 0.465 1 2 1 1 57 165 165 No EST No EST
1093 CCCCTCCCCC up up 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 5.373 4 1 2 0 55 152 150 193 1
1093 CCCCTCCCCC up up 70.m14906 AN1325.1 AO070303000088 Protein interacting with poly(A)-binding protein A 5.059 1 1 1 0 299 196 94 No EST No EST
1093 CCCCTCCCCC up up 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 1.436 1 2 1 0 160 297 349 400 1
1093 CCCCTCCCCC up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 3 4 3 1 275 121 175 189 1
1093 CCCCTCCCCC up up 70.m14839 AN1382.1 AO070243000014 hypothetical protein [Neurospora crassa] 1 1 1 0 202 175 144 No EST No EST
1093 CCCCTCCCCC up up 70.m14826 AN1396.1 AO070233000012 Glycerol-3-phosphate dehydrogenase C 0.346 3 1 2 0 358 286 5 No EST No EST
1093 CCCCTCCCCC up down 55.m03263 AN1437.1 AO070232000002 hypothetical protein [Neurospora crassa] 1 1 1 0 436 183 331 No EST No EST
1093 CCCCTCCCCC up up 58.m08961 AN1720.1 AO070305000035 predicted protein [Neurospora crassa] 1 1 1 0 354 236 256 No EST No EST
1093 CCCCTCCCCC up up 69.m15048 AN1745.1 AO070324000051 Nicotinic acid mononucleotide adenylyltransferase H 5.373 1 1 1 0 184 205 349 No EST No EST
1093 CCCCTCCCCC up down 58.m07668 AN1843.1 AO070292000064 Protein involved in meiotic recombination/predicted coiled-

coil protein
D 6.111 3 3 2 1 266 165 281 No EST No EST

1093 CCCCTCCCCC up up 57.m05716 AN1902.1 AO070341000151 Nucleolar GTPase/ATPase p130 Y 0.550 1 1 1 1 80 137 122 469 1
1093 CCCCTCCCCC up up 58.m08946 AN1980.1 AO070301000065 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
1 2 1 0 143 37 185 No EST No EST

1093 CCCCTCCCCC up up 72.m19708 AN2133.1 AO070278000026 Armadillo/beta-Catenin/plakoglobin TZ 1.4357064
521095 
5.9601885
8219753

1 3 1 0 184 23 156 No EST No EST

1093 CCCCTCCCCC up up 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 0.465 2 1 1 0 85 50 52 No EST No EST
1093 CCCCTCCCCC up up 71.m15917 AN2272.1 AO070295000048 Possible pfkB family carbohydrate kinase G 0.045 1 1 1 0 123 46 45 91 1
1093 CCCCTCCCCC up up 71.m15938 AN2290.1 AO070295000069 FOG: Zn-finger 2 1 1 0 358 25 16 No EST No EST
1093 CCCCTCCCCC up up 69.m15223 AN2435.1 AO070264000043 ATP-citrate lyase C 0.346 2 3 2 0 115 165 160 187 1
1093 CCCCTCCCCC up up 71.m15179 AN2692.1 AO070313000096 1 1 1 0 255 134 112 204 1
1093 CCCCTCCCCC up down 54.m06688 AN2743.1 AO070338000228 Translation initiation factor 3, subunit a (eIF-3a) J 1.736 1 2 1 0 75 56 232 No EST No EST
1093 CCCCTCCCCC up up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 4.024 2 2 1 1 85 40 45 No EST No EST

1093 CCCCTCCCCC up up 59.m08981 AN3036.1 AO070337000078 predicted protein [Neurospora crassa] 2 1 1 0 151 22 34 No EST No EST
1093 CCCCTCCCCC up up 59.m08959 AN3059.1 AO070337000014 Phosphoglycerate mutase G 0.045 1 1 2 1 227 13 18 25 1
1093 CCCCTCCCCC up up 59.m08649 AN3094.1 AO070334000135 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
1 1 2 0 82 373 15 No EST No EST

1093 CCCCTCCCCC up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 1 3 1 1 325 129 307 106 0
1093 CCCCTCCCCC up up 59.m08623 AN3114.1 AO070303000035 predicted protein [Neurospora crassa] 3 1 2 0 153 127 326 No EST No EST
1093 CCCCTCCCCC up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 3.919 1 1 1 0 34 365 104 298 0
1093 CCCCTCCCCC up up 54.m07029 AN3503.1 AO070306000124 Permease of the major facilitator superfamily G 0.045 1 1 1 0 94 221 228 No EST No EST
1093 CCCCTCCCCC up up 58.m07376 AN3578.1 AO070342000171 Predicted MutS-related protein involved in mismatch repair L 4.897 2 1 1 0 235 442 89 No EST No EST

1093 CCCCTCCCCC up up 58.m07414 AN3627.1 AO070342000123 hypothetical protein [Neurospora crassa] 2 2 1 0 256 188 463 212 1
1093 CCCCTCCCCC up up 65.m07359 AN3763.1 AO070309000041 Predicted transporter (major facilitator superfamily) 1 1 1 0 158 332 391 No EST No EST
1093 CCCCTCCCCC up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 1.736 3 1 1 1 147 262 315 96 0
1093 CCCCTCCCCC up up 58.m07953 AN4376.1 AO070261000018 Glutamate/leucine/phenylalanine/valine dehydrogenases E 3.677 1 1 2 0 176 126 38 100 0

1093 CCCCTCCCCC up down 58.m07953 AN4376.1 AO070261000018 Glutamate/leucine/phenylalanine/valine dehydrogenases E 3.677 1 1 1 0 8 5 26 168 1

1093 CCCCTCCCCC up up 58.m07928 AN4395.1 AO070261000040 hypothetical protein [Neurospora crassa] 1 2 1 0 279 77 203 762 1
1093 CCCCTCCCCC up up 58.m07925 AN4401.1 AO070261000045 Asparagine synthase (glutamine-hydrolyzing) E 3.677 1 1 1 0 99 65 99 341 1
1093 CCCCTCCCCC up up 58.m07892 AN4433.1 AO070273000024 FOG: PPR repeat 1 1 1 0 221 76 59 No EST No EST
1093 CCCCTCCCCC up up 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 3.677 2 2 2 0 249 231 148 66 0
1093 CCCCTCCCCC up up 58.m07847 AN4462.1 AO070305000113 Pyruvate carboxylase C 0.346 2 3 3 0 126 256 44 No EST No EST
1093 CCCCTCCCCC up up 57.m05654 AN4479.1 AO070311000025 FOG: HAMP domain T 1.436 1 1 2 0 206 170 315 No EST No EST
1093 CCCCTCCCCC up up 59.m09466 AN4859.1 AO070329000143 Plasma membrane H+-transporting ATPase P 5.124 1 1 1 0 114 315 352 103 0
1093 CCCCTCCCCC up up 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 3 2 1 1 93 218 271 345 1
1093 CCCCTCCCCC up up 59.m08876 AN4973.1 AO070288000039 predicted protein [Neurospora crassa] 2 2 1 0 40 219 278 No EST No EST
1093 CCCCTCCCCC up up 69.m15551 AN5356.1 AO070333000156 Mitochondrial carnitine-acylcarnitine carrier protein C 0.346 1 2 1 0 50 242 350 No EST No EST
1093 CCCCTCCCCC up up 58.m07475 AN5529.1 AO070328000064 NDR and related serine/threonine kinases 1 1 3 1 106 315 128 No EST No EST
1093 CCCCTCCCCC up up 58.m07489 AN5563.1 AO070328000044 Aldo/keto reductase family proteins 1 1 2 0 127 285 433 278 0
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1093 CCCCTCCCCC up up 58.m07508 AN5589.1 AO070328000022 Ribulose kinase and related carbohydrate kinases G 0.045 1 1 1 0 423 355 179 439 1
1093 CCCCTCCCCC up up 58.m07549 AN5626.1 AO070301000025 Acyl-CoA synthetase I 3.919 1 3 2 0 374 216 174 66 0
1093 CCCCTCCCCC up up 72.m19247 AN5884.1 AO070245000024 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F 4.092 1 2 1 0 194 120 194 No EST No EST

1093 CCCCTCCCCC up up 72.m19952 AN5931.1 AO070340000344 ATP-dependent RNA helicase A 5.059 1 1 2 0 165 64 125 111 1
1093 CCCCTCCCCC up up 72.m19291 AN6193.1 AO070308000106 Mitochondrial ATP-dependent protease PIM1/LON O 2.434 1 1 1 0 29 41 90 128 1
1093 CCCCTCCCCC up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 2 1 2 0 451 19 12 386 1
1093 CCCCTCCCCC up up 72.m19978 AN6231.1 AO070304000084 Tryptophan synthase beta chain E 3.677 1 1 1 0 120 286 467 81 0
1093 CCCCTCCCCC up up 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 1.436 1 2 1 0 318 19 8 No EST No EST

1093 CCCCTCCCCC up up 72.m19329 AN6305.1 AO070308000060 cAMP-dependent protein kinase catalytic subunit (PKA) T 1.436 1 1 1 0 144 94 361 No EST No EST

1093 CCCCTCCCCC up up 62.m03087 AN6499.1 AO070222000013 NAD-dependent malate dehydrogenase C 0.346 2 2 2 0 192 373 375 105 0
1093 CCCCTCCCCC up up 62.m03157 AN6570.1 AO070326000013 Protein involved in Snf1 protein kinase complex assembly G 0.045 1 1 1 0 48 292 438 No EST No EST

1093 CCCCTCCCCC up up 62.m03158 AN6578.1 AO070326000025 Gluconate transport-inducing protein TG 1.4357064
521095 
0.0454095
52872867
4

3 2 2 0 69 159 25 No EST No EST

1093 CCCCTCCCCC up up 62.m03234 AN6639.1 AO070326000091 Uncharacterized protein involved in propionate catabolism 1 2 1 0 46 205 274 21 0

1093 CCCCTCCCCC up up 65.m07502 AN6688.1 AO070339000095 Septin family protein (P-loop GTPase) DZU 6.1114106
4805511 
5.9601885
8219753 
0.4648546
86559532

1 1 1 0 253 175 170 835 1

1093 CCCCTCCCCC up up 71.m15272 AN6859.1 AO070314000076 RNA polymerase II C-terminal domain-binding protein 
RA4, contains RPR and RRM domains

AK 5.0590706
0003855 
4.0235542
6282144

1 1 2 1 265 295 68 78 0

1093 CCCCTCCCCC up up 57.m05909 AN7438.1 AO070229000006 Thyroid hormone receptor-associated coactivator complex 
component (TRAP170)

K 4.024 1 1 1 0 35 471 332 No EST No EST

1093 CCCCTCCCCC up up 57.m05843 AN7498.1 AO070287000016 HEAT repeat-containing protein 1 1 1 1 147 129 23 No EST No EST
1093 CCCCTCCCCC up up 72.m19619 AN7594.1 AO070343000316 Uncharacterized conserved protein 1 1 1 0 254 226 211 74 0
1093 CCCCTCCCCC up up 71.m15748 AN7721.1 AO070325000136 Transport protein Sec61, alpha subunit UO 0.4648546

86559532 
2.4344603
6577448

1 1 1 0 146 88 90 106 1

1093 CCCCTCCCCC up up 71.m16099 AN7741.1 AO070325000162 Adaptor complexes medium subunit family U 0.465 1 1 1 0 59 151 278 No EST No EST
1093 CCCCTCCCCC up up 53.m03857 AN8010.1 AO070322000057 Glycogen synthase G 0.045 1 1 3 0 351 237 175 293 1
1093 CCCCTCCCCC up up 53.m03891 AN8051.1 AO070292000094 predicted protein [Neurospora crassa] 1 2 3 0 136 229 308 No EST No EST
1093 CCCCTCCCCC up up 53.m03888 AN8055.1 AO070322000145 RNA-binding Ran Zn-finger protein and related proteins 1 3 2 1 251 220 250 No EST No EST
1093 CCCCTCCCCC up up 53.m03687 AN8273.1 AO070310000028 Ubiquinol cytochrome c reductase, subunit QCR2 C 0.346 1 1 1 0 26 126 146 120 0
1093 CCCCTCCCCC up up 53.m04091 AN8277.1 AO070310000023 Cystathionine beta-lyases/cystathionine gamma-synthases E 3.677 1 1 1 0 168 472 184 57 0

1093 CCCCTCCCCC up up 62.m03407 AN8667.1 AO070269000068 GATA-4/5/6 transcription factors K 4.024 1 3 2 0 190 488 363 No EST No EST
1093 CCCCTCCCCC up up 62.m03324 AN8751.1 AO070250000011 NDR and related serine/threonine kinases 3 1 2 0 55 66 28 No EST No EST
1093 CCCCTCCCCC up up 66.m04541 AN9083.1 AO070332000196 Adenine phosphoribosyl transferases F 4.092 2 1 1 0 267 470 437 No EST No EST
1093 CCCCTCCCCC up up 54.m06486 AN9448.1 AO070334000061 predicted protein [Neurospora crassa] 1 1 1 0 540 17 12 No EST No EST
1093 CCCCTCCCCC up up 53.m03730 AN9521.1 AO070310000069 Ca2+-binding protein, EF-Hand protein superfamily T 1.436 1 1 1 0 166 278 357 No EST No EST
1132 CCCCTCT up up 71.m15444 AN0170.1 AO070321000076 Thioredoxin O 1.228 1 1 1 1 266 6 8 207 1
1132 CCCCTCT up up 54.m06442 AN0316.1 AO070334000016 Alpha tubulin Z 0.215 1 1 1 0 181 200 265 27 0
1132 CCCCTCT up up 70.m15248 AN0646.1 AO070343000583 RNA helicase nonsense mRNA reducing factor (pNORF1) A 2.191 1 1 1 1 229 23 26 59 1

1132 CCCCTCT up up 70.m14845 AN1378.1 AO070243000008 predicted protein [Neurospora crassa] 2 2 1 0 307 127 209 189 1
1132 CCCCTCT up up 69.m14935 AN1917.1 AO070341000123 Mitochondrial oxoglutarate/malate carrier proteins C 0.684 2 1 1 0 249 200 228 No EST No EST
1132 CCCCTCT up down 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O 1.228 1 1 1 1 9 8 7 130 1

1132 CCCCTCT up up 58.m07379 AN3581.1 AO070342000168 Thioredoxin reductase O 1.228 1 1 1 0 314 35 2 163 1
1132 CCCCTCT up up 58.m07404 AN3606.1 AO070342000159 predicted protein [Neurospora crassa] 1 1 1 1 368 188 193 No EST No EST
1132 CCCCTCT up down 58.m07982 AN4342.1 AO070240000017 Tryptophan-rich basic nuclear protein 2 1 1 0 101 290 451 No EST No EST
1132 CCCCTCT up up 59.m09224 AN4759.1 AO070327000057 Guanine nucleotide exchange factor U 2.434 1 1 2 1 257 158 215 No EST No EST
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1132 CCCCTCT up up 59.m08831 AN4929.1 AO070338000014 Drebrins and related actin binding proteins Z 0.215 1 1 1 0 275 241 435 No EST No EST
1132 CCCCTCT up up 69.m14907 AN5210.1 AO070337000270 Pyruvate kinase G 2.533 1 1 1 0 76 373 400 60 0
1132 CCCCTCT up up 62.m03227 AN6631.1 AO070326000083 Mitochondrial F1F0-ATP synthase, subunit d/ATP7 C 0.684 1 1 1 0 32 197 209 35 0
1132 CCCCTCT up up 72.m19727 AN7350.1 AO070278000050 FOG: RRM domain 1 1 1 0 196 342 255 131 0
1132 CCCCTCT up up 71.m15815 AN7784.1 AO070286000028 GTPase-activating protein VRP 1 1 1 1 287 214 104 No EST No EST
1132 CCCCTCT up up 54.m06486 AN9448.1 AO070334000061 predicted protein [Neurospora crassa] 1 1 1 0 537 28 18 No EST No EST
1144 TGTACTAT down down 71.m15318 AN0043.1 AO070314000122 Phytoene/squalene synthetase I 2.139 1 7 1 0 96 25 24 No EST No EST
1144 TGTACTAT down up 54.m06657 AN0418.1 AO070338000266 Urea transporter E 0.095 1 1 1 0 444 420 289 No EST No EST
1144 TGTACTAT down down 70.m15575 AN0943.1 AO070320000138 Mitochondrial F1F0-ATP synthase, subunit g/ATP20 C 0.470 1 1 1 1 63 62 61 121 1
1144 TGTACTAT down down 70.m15221 AN1003.1 AO070312000031 Isocitrate dehydrogenase, alpha subunit E 0.095 1 1 1 0 17 18 18 109 1
1144 TGTACTAT down down 69.m15651 AN1780.1 AO070324000015 Putative Xaa-Pro aminopeptidase E 0.095 2 1 1 0 43 46 39 No EST No EST
1144 TGTACTAT down down 59.m08453 AN2526.1 AO070220000001 Ketol-acid reductoisomerase EH 0.0948055

83893341 
1.0853145
4807399

1 1 1 1 42 41 37 105 1

1144 TGTACTAT down down 54.m06576 AN4036.1 AO070328000140 Predicted GTPase activator protein T 2.307 1 1 1 0 82 54 39 No EST No EST
1144 TGTACTAT down down 58.m08016 AN4308.1 AO070207000013 Mitochondrial/chloroplast ribosomal protein L3 J 0.534 1 1 2 1 33 26 30 91 1
1144 TGTACTAT down down 59.m08910 AN5008.1 AO070255000045 Cytochrome c oxidase, subunit VIb/COX12 C 0.470 2 1 1 0 66 91 74 No EST No EST
1144 TGTACTAT down up 72.m19104 AN6054.1 AO070340000200 Mitochondrial genome maintenance protein MGM101, 

mitochondrial precursor
1 1 2 0 181 66 56 8 0

1144 TGTACTAT down down 71.m15299 AN6842.1 AO070314000097 Phosphatidylethanolamine binding protein 1 1 1 1 64 33 58 No EST No EST
1144 TGTACTAT down down 72.m19714 AN7361.1 AO070278000038 Glutamyl-tRNA synthetase (mitochondrial) J 0.534 1 1 1 0 241 49 26 70 1
1144 TGTACTAT down down 57.m05825 AN7508.1 AO070258000011 hypothetical protein [Neurospora crassa] 1 1 1 0 57 69 74 No EST No EST
1183 AAACAAGGCA up up 71.m15415 AN0131.1 AO070321000122 hypothetical protein [Neurospora crassa] 2 1 1 1 114 3 3 No EST No EST
1183 AAACAAGGCA up down 70.m15311 AN0704.1 AO070343000506 Uncharacterized protein SFI1 involved in G(2)-M transition D 6.515 1 1 1 0 57 165 37 No EST No EST

1183 AAACAAGGCA up down 70.m15426 AN0824.1 AO070255000021 Short-chain acyl-CoA dehydrogenase I 4.144 1 2 1 0 81 153 169 304 1
1183 AAACAAGGCA up up 70.m15042 AN1175.1 AO070331000170 Nucleolar protein NOP52/RRP1 A 0.068 1 1 1 1 153 81 92 No EST No EST
1183 AAACAAGGCA up down 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 7.599 1 1 1 1 62 69 59 360 1
1183 AAACAAGGCA up up 69.m15042 AN1728.1 AO070324000059 NADH-ubiquinone oxidoreductase, NDUFS3/30 kDa 

subunit
C 4.141 1 1 1 1 167 91 83 40 0

1183 AAACAAGGCA up up 58.m07660 AN1851.1 AO070292000043 Chaperonin complex component, TCP-1 theta subunit 
(CCT8)

O 1.338 1 1 1 1 51 18 22 No EST No EST

1183 AAACAAGGCA up up 72.m19667 AN2173.1 AO070343000244 Predicted mitochondrial carrier protein F 2.264 1 1 1 1 240 107 86 181 1
1183 AAACAAGGCA up up 71.m15881 AN2247.1 AO070326000126 Myosin class II heavy chain Z 0.726 1 1 1 1 122 132 105 No EST No EST
1183 AAACAAGGCA up up 71.m15945 AN2296.1 AO070295000077 RFX family transcription factor K 0.455 1 1 1 0 45 29 90 No EST No EST
1183 AAACAAGGCA up up 59.m08499 AN2490.1 AO070312000130 Uncharacterized conserved protein, contains N-recognin-

type Zn-finger
2 1 1 1 39 100 214 No EST No EST

1183 AAACAAGGCA up up 59.m08916 AN3082.1 AO070224000004 mRNA cleavage and polyadenylation factor II complex, 
subunit CFT2 (CPSF subunit)

A 0.068 1 1 1 1 246 125 208 No EST No EST

1183 AAACAAGGCA up up 54.m07043 AN4201.1 AO070231000023 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II IQ 4.1439083
3818174 
3.8927428
1632885

2 2 1 0 64 95 25 No EST No EST

1183 AAACAAGGCA up up 58.m07864 AN4460.1 AO070305000133 WD40-repeat-containing subunit of the 18S rRNA 
processing complex

A 0.068 1 1 1 1 158 250 220 No EST No EST

1183 AAACAAGGCA up up 69.m15743 AN5452.1 AO070239000031 Splicing factor 3b, subunit 3 A 0.068 1 1 1 0 45 88 280 179 1
1183 AAACAAGGCA up up 69.m15436 AN5522.1 AO070341000367 predicted protein [Neurospora crassa] 1 1 1 0 260 5 59 No EST No EST
1183 AAACAAGGCA up up 69.m14811 AN5786.1 AO070249000032 hypothetical protein [Neurospora crassa] 1 1 1 1 55 54 34 No EST No EST
1183 AAACAAGGCA up up 65.m07278 AN6707.1 AO070339000137 DNA or RNA helicases of superfamily II KL 0.4553523

0595195 
3.7577193
4080085

1 1 1 1 79 70 72 No EST No EST

1183 AAACAAGGCA up up 71.m16029 AN6921.1 AO070313000060 HSP90 co-chaperone p23 O 1.338 1 1 1 0 228 65 81 71 1
1183 AAACAAGGCA up up 57.m05902 AN7441.1 AO070229000013 Actin-related protein - Arp4p/Act3p Z 0.726 1 1 1 0 52 45 161 144 1
1183 AAACAAGGCA up down 57.m05902 AN7441.1 AO070229000013 Actin-related protein - Arp4p/Act3p Z 0.726 1 1 1 0 273 70 102 453 1
1183 AAACAAGGCA up up 57.m05835 AN7504.1 AO070287000007 predicted protein [Neurospora crassa] 1 1 1 0 92 4 56 No EST No EST
1183 AAACAAGGCA up up 57.m05828 AN7511.1 AO070258000009 beta (1-3) glucanosyltransferase Gel3p [Aspergillus 

fumigatus]
1 1 1 0 311 348 462 178 0

1183 AAACAAGGCA up up 71.m15820 AN7630.1 AO070294000040 Angio-associated migratory cell protein (contains WD40 
repeats)

1 2 1 1 261 2 67 31 1

1183 AAACAAGGCA up up 53.m04181 AN7997.1 AO070322000048 RNA polymerase III transcription factor (TF)IIIC subunit K 0.455 1 1 1 0 230 265 177 No EST No EST
1183 AAACAAGGCA up up 62.m03370 AN8699.1 AO070315000126 Ubiquitin-specific protease O 1.338 1 1 1 1 138 36 49 46 1
1230 TTACCCCTC up up 71.m15641 AN0241.1 AO070284000071 Cu2+/Zn2+ superoxide dismutase SOD1 P 2.409 1 1 1 0 119 234 363 123 0
1230 TTACCCCTC up up 54.m06621 AN0436.1 AO070338000281 Predicted E3 ubiquitin ligase O 1.579 1 1 1 1 274 177 346 No EST No EST
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1230 TTACCCCTC up up 69.m15293 AN0554.1 AO070272000027 Aldehyde dehydrogenase C 0.879 1 1 1 0 147 77 107 17 0
1230 TTACCCCTC up up 70.m15312 AN0705.1 AO070343000504 Isoleucyl-tRNA synthetase J 0.189 1 1 1 0 70 78 87 36 0
1230 TTACCCCTC up up 57.m05745 AN1873.1 AO070341000189 Predicted phosphoglycerate mutase G 1.132 1 1 1 1 61 189 291 No EST No EST
1230 TTACCCCTC up up 54.m06800 AN4218.1 AO070315000081 Translation elongation factor EF-1 alpha/Tu J 0.189 1 1 1 1 308 166 222 96 0
1230 TTACCCCTC up up 59.m09109 AN4862.1 AO070329000148 Ran GTPase-activating protein AYT 2.8163969

6385209 
0.9239690
68570605 
3.2378714
0287071

1 1 1 0 1 205 227 No EST No EST

1230 TTACCCCTC up up 72.m19122 AN6035.1 AO070340000253 L-alanine-DL-glutamate epimerase and related enzymes 
of enolase superfamily

M 1.412 1 1 1 0 256 142 81 No EST No EST

1230 TTACCCCTC up up 62.m03087 AN6499.1 AO070222000013 NAD-dependent malate dehydrogenase C 0.879 1 2 2 0 218 358 372 105 0
1230 TTACCCCTC up up 71.m15250 AN6889.1 AO070314000032 hypothetical protein [Neurospora crassa] 1 1 1 0 193 77 52 No EST No EST
1230 TTACCCCTC up up 57.m05859 AN7479.1 AO070287000036 Asparaginyl-tRNA synthetase J 0.189 1 1 1 1 333 190 264 97 0
1230 TTACCCCTC up up 72.m19654 AN7620.1 AO070343000264 Uncharacterized conserved protein 1 1 1 0 140 364 253 No EST No EST
1230 TTACCCCTC up up 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 1.132 1 1 1 0 23 482 462 146 0
1230 TTACCCCTC up down 53.m03797 AN8182.1 AO070310000143 Septin family protein (P-loop GTPase) DZU 6.4502902

0252672 
6.6941622
1306746 
4.6990636
5271842

1 1 1 1 95 103 93 349 1

1230 TTACCCCTC up up 70.m15333 AN9437.1 AO070343000483 Predicted E3 ubiquitin ligase O 1.579 1 1 1 0 6 155 166 No EST No EST
1270 CTTTTCCGTCC up up 58.m07773 AN1697.1 AO070305000021 Splicing coactivator SRm160/300, subunit SRm160 

(contains PWI domain)
A 4.877 2 2 1 0 180 273 152 No EST No EST

1270 CTTTTCCGTCC up up 55.m03061 AN1543.1 AO070339000311 Fumarate reductase, flavoprotein subunit C 0.955 1 1 1 0 105 273 225 43 0
1270 CTTTTCCGTCC up up 59.m09440 AN2999.1 AO070337000118 NADP-dependent isocitrate dehydrogenase C 0.955 1 1 1 0 506 63 73 No EST No EST
1270 CTTTTCCGTCC up up 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.955 1 1 1 0 144 61 41 No EST No EST

1270 CTTTTCCGTCC up up 65.m07283 AN6694.1 AO070339000132 DNA replication checkpoint protein CHL12/CTF18 DL 4.3964486
7756451 
4.6803797
8614166

1 1 1 1 267 201 473 No EST No EST

1270 CTTTTCCGTCC up up 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 3.089 3 3 2 0 29 197 230 66 0
1270 CTTTTCCGTCC up up 59.m09156 AN4819.1 AO070327000168 Glutamine synthetase E 3.089 2 1 1 0 18 235 159 No EST No EST
1270 CTTTTCCGTCC up up 54.m06742 AN4102.1 AO070342000101 Beta-glucosidase-related glycosidases G 3.131 1 1 1 0 86 113 65 No EST No EST
1270 CTTTTCCGTCC up up 69.m14907 AN5210.1 AO070337000270 Pyruvate kinase G 3.131 1 1 2 1 209 341 281 60 0
1270 CTTTTCCGTCC up down 58.m07659 AN2057.1 AO070292000042 Mitochondrial/chloroplast ribosomal protein L12 J 3.806 1 1 1 1 140 122 160 334 1
1270 CTTTTCCGTCC up up 70.m15636 AN0640.1 AO070318000141 Sphingolipid hydroxylase I 2.732 1 1 2 0 201 37 36 No EST No EST
1270 CTTTTCCGTCC up up 57.m05768 AN2068.1 AO070341000217 Vigilin I 2.732 1 2 1 0 477 18 18 No EST No EST
1270 CTTTTCCGTCC up up 54.m06684 AN2747.1 AO070338000224 RNA polymerase subunit K K 4.888 1 2 1 1 177 10 10 No EST No EST
1270 CTTTTCCGTCC up up 70.m15462 AN0866.1 AO070320000017 Molecular chaperones HSP70/HSC70, HSP70 superfamily O 3.587 2 1 3 0 60 365 258 No EST No EST

1270 CTTTTCCGTCC up up 59.m09263 AN2761.1 AO070327000023 Ubiquitin-protein ligase O 3.587 2 1 1 0 258 284 240 144 0
1270 CTTTTCCGTCC up up 72.m19699 AN2142.1 AO070343000188 Karyopherin (importin) alpha U 0.293 4 1 1 0 66 46 48 No EST No EST
1270 CTTTTCCGTCC up down 59.m08643 AN3101.1 AO070334000142 Sensory transduction histidine kinase T 3.422 1 1 1 0 188 251 179 No EST No EST
1270 CTTTTCCGTCC up down 59.m08561 AN3171.1 AO070256000019 Ras-related small GTPase, Rho type 1 1 1 1 142 140 161 No EST No EST
1270 CTTTTCCGTCC up up 62.m03223 AN6627.1 AO070326000078 Signal recognition particle receptor, alpha subunit U 0.293 1 1 1 0 96 4 19 No EST No EST
1270 CTTTTCCGTCC up up 71.m15957 AN8825.1 AO070271000056 Clathrin coat binding protein/Huntingtin interacting protein 

HIP1, involved in regulation of endocytosis
U 0.293 2 1 1 0 237 232 243 No EST No EST

1270 CTTTTCCGTCC up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 
(importin beta superfamily)

YU 2.2513806
5907798 
0.2925079
35544752

1 1 1 0 115 296 105 No EST No EST

1270 CTTTTCCGTCC up up 59.m09279 AN3425.1 AO070327000006 Interferon-related protein PC4 like Z 1.110 1 1 1 0 315 14 295 No EST No EST
1270 CTTTTCCGTCC up up 71.m15259 AN6875.1 AO070314000048 Kinesin-like protein Z 1.110 1 1 1 0 96 213 361 No EST No EST
1270 CTTTTCCGTCC up down 62.m03096 AN6510.1 AO070270000003 Translocase of outer mitochondrial membrane complex, 

subunit TOM40
U 0.293 1 1 1 0 120 100 88 463 1

1270 CTTTTCCGTCC up up 70.m14839 AN1382.1 AO070243000014 hypothetical protein [Neurospora crassa] 1 1 1 0 191 14 135 No EST No EST
1270 CTTTTCCGTCC up up 55.m03078 AN1562.1 AO070339000292 predicted protein [Neurospora crassa] 1 2 1 0 179 445 44 No EST No EST
1270 CTTTTCCGTCC up up 58.m07667 AN1844.1 AO070292000063 palFp [Emericella nidulans] 1 1 2 0 51 256 52 No EST No EST
1270 CTTTTCCGTCC up up 58.m07644 AN2056.1 AO070292000026 Uncharacterized conserved protein 1 1 1 0 47 336 279 No EST No EST
1270 CTTTTCCGTCC up up 71.m15938 AN2290.1 AO070295000069 FOG: Zn-finger 1 1 1 0 530 21 317 No EST No EST
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1270 CTTTTCCGTCC up up 62.m03343 AN8723.1 AO070315000151 predicted protein [Neurospora crassa] 1 1 3 0 143 273 146 123 0
1270 CTTTTCCGTCC up down 62.m03402 AN9500.1 AO070205000004 Cyclin 2 1 2 1 156 189 174 No EST No EST
1291 TGAGTCAG yAP1 (STGACTMA) 

[yeast_motifs_all];
up up 54.m06468 AN0275.1 AO070334000082 Cystine transporter Cystinosin E 0.022 1 1 1 0 210 58 81 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 69.m15311 AN0495.1 AO070226000029 Formyltetrahydrofolate hydrolase F 1.591 1 1 1 0 136 72 100 43 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 69.m15260 AN0589.1 AO070280000011 RNA Helicase A 0.253 1 1 1 1 122 30 17 16 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 70.m15350 AN0717.1 AO070343000449 Histidinol phosphate aminotransferase E 0.022 1 1 1 0 113 30 123 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 70.m15158 AN1084.1 AO070285000084 Mitochondrial translation elongation factor Tu J 0.015 1 1 1 1 128 118 125 52 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 70.m14959 AN1260.1 AO070214000005 mRNA splicing factor PRP31 A 0.253 1 1 1 0 122 67 83 40 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 58.m07569 AN1964.1 AO070301000045 40S ribosomal protein S6 J 0.015 1 2 1 0 129 288 336 58 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 57.m05779 AN2080.1 AO070341000233 Polypeptide release factor 3 J 0.015 1 1 1 1 122 105 79 55 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 71.m15904 AN2263.1 AO070295000026 Predicted GTP-binding protein MMR1 1 1 1 1 212 48 64 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 58.m08964 AN3851.1 AO070305000089 Putative N2,N2-dimethylguanosine tRNA 
methyltransferase

A 0.253 1 1 1 1 113 55 69 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 58.m07895 AN4430.1 AO070273000027 Acetolactate synthase, small subunit E 0.022 1 1 1 1 146 136 153 38 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 57.m05643 AN4488.1 AO070311000040 predicted protein [Neurospora crassa] 1 1 1 0 519 60 13 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 57.m05569 AN4557.1 AO070321000171 AAA+-type ATPase containing the peptidase M41 domain O 2.830 1 1 1 1 219 222 149 148 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up down 59.m09189 AN4792.1 AO070329000054 Proteins containing the FAD binding domain C 3.002 1 1 1 1 254 126 213 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 69.m15491 AN5443.1 AO070333000106 Predicted exosome subunit J 0.015 1 2 2 0 186 81 88 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 72.m19170 AN5954.1 AO070340000308 RNA polymerase I-associated factor - PAF67 JK 0.0154573
11875315
3 
2.9557412
8653908

1 1 1 1 208 293 353 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 72.m19489 AN6371.1 AO070279000075 hypothetical protein [Neurospora crassa] 1 1 1 1 393 118 57 308 1

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 69.m15238 AN6390.1 AO070343000155 Homogentisate 1,2-dioxygenase E 0.022 1 2 2 1 116 88 95 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 57.m05914 AN7430.1 AO070229000001 Glutamine amidotransferase/cyclase E 0.022 1 1 1 1 212 96 45 45 0

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 72.m19584 AN7565.1 AO070343000408 1 1 1 1 90 196 70 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 71.m15766 AN7736.1 AO070325000157 Ankyrin repeat protein 2 2 1 0 180 312 221 No EST No EST

1291 TGAGTCAG yAP1 (STGACTMA) 
[yeast_motifs_all];

up up 52.m04030 AN9403.1 AO070274000014 Pyruvate dehydrogenase E1, beta subunit C 3.002 1 1 1 1 198 185 89 101 0

1407 CCCGTGACT up up 54.m06978 AN0304.1 AO070334000034 Fe2+/Zn2+ regulated transporter P 4.838 1 1 1 0 377 94 49 116 1
1407 CCCGTGACT up up 70.m15484 AN0881.1 AO070320000049 Alkylated DNA repair protein L 1.004 1 2 1 0 18 107 41 No EST No EST
1407 CCCGTGACT up up 70.m15630 AN0989.1 AO070318000148 SWI-SNF chromatin-remodeling complex protein B 4.324 1 2 1 1 311 16 17 No EST No EST
1407 CCCGTGACT up down 70.m15172 AN1061.1 AO070218000005 Amino acid transporters E 3.523 1 1 1 0 160 119 258 No EST No EST
1407 CCCGTGACT up up 70.m15021 AN1198.1 AO070331000203 Aminomethyl transferase E 3.523 1 1 1 1 103 242 216 No EST No EST
1407 CCCGTGACT up up 70.m14989 AN1230.1 AO070331000242 Inner membrane protein required for assembly of the F0 

sector of ATP synthase
O 0.405 1 1 1 1 137 30 21 No EST No EST

1407 CCCGTGACT up down 70.m14905 AN1326.1 AO070303000090 Protein kinase 1 1 1 0 222 267 207 130 0
1407 CCCGTGACT up up 55.m02913 AN1405.1 AO070242000008 1 1 1 0 130 423 408 No EST No EST
1407 CCCGTGACT up up 55.m02950 AN1448.1 AO070302000005 Translation initiation factor 4F, ribosome/mRNA-bridging 

subunit (eIF-4G)
J 1 0.001 1 1 1 0 180 78 60 No EST No EST

1407 CCCGTGACT up up 58.m07665 AN1846.1 AO070292000059 1 1 1 0 274 249 328 No EST No EST
1407 CCCGTGACT up up 58.m08869 AN1933.1 AO070342000200 Predicted membrane protein 1 2 1 0 288 30 237 391 1
1407 CCCGTGACT up up 58.m08945 AN1981.1 AO070301000066 Protein geranylgeranyltransferase type II, alpha subunit O 0.405 1 1 1 0 134 48 85 No EST No EST

1407 CCCGTGACT up up 58.m07590 AN1984.1 AO070301000069 Transcription initiation factor TFIID, subunit BDF1 and 
related bromodomain proteins

K 0.630 1 2 1 0 347 152 188 No EST No EST
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1407 CCCGTGACT up up 71.m15940 AN2292.1 AO070295000071 Protein required for cell viability; Yil019wp 
[Saccharomyces cerevisiae]

1 1 1 0 51 28 30 No EST No EST

1407 CCCGTGACT up up 54.m06686 AN2745.1 AO070338000226 Acetyltransferase, (GNAT) family 1 1 1 1 138 128 137 No EST No EST
1407 CCCGTGACT up up 59.m08755 AN2904.1 AO070338000101 26S proteasome regulatory complex, ATPase RPT3 O 0.405 1 1 1 0 201 317 400 95 0
1407 CCCGTGACT up up 59.m08756 AN2905.1 AO070338000100 DNA-binding proteins Bright/BRCAA1/RBP1 and related 

proteins containing BRIGHT domain
K 0.630 1 1 1 0 468 26 34 No EST No EST

1407 CCCGTGACT up up 59.m09022 AN2992.1 AO070337000126 Translation initiation factor 2, beta subunit (eIF-2beta) J 1 0.001 1 1 1 0 171 18 25 83 1
1407 CCCGTGACT up up 67.m02926 AN3217.1 AO070330000062 putative transcriptional activator with fungal binuclear 

cluster domain [Schizosaccharomyces pombe]
1 1 1 0 97 82 109 70 0

1407 CCCGTGACT up up 58.m07438 AN3660.1 AO070342000025 Methyltransferase-like protein 1 1 1 1 214 132 178 No EST No EST
1407 CCCGTGACT up up 54.m06715 AN4073.1 AO070342000062 40S ribosomal protein S12 J 1 0.001 1 2 1 0 178 29 57 No EST No EST
1407 CCCGTGACT up up 58.m07362 AN4163.1 AO070342000193 G protein beta subunit-like protein T 3.623 1 2 1 1 190 12 173 77 1
1407 CCCGTGACT up up 58.m07955 AN4377.1 AO070261000012 predicted protein [Neurospora crassa] 1 2 1 0 185 49 105 No EST No EST
1407 CCCGTGACT up up 57.m05585 AN4536.1 AO070321000153 Serine/threonine protein kinase TKL 3.6231583

2294026 
0.6298033
15005952 
1.0035949
6612816

1 1 1 1 417 33 7 No EST No EST

1407 CCCGTGACT up up 59.m09460 AN4788.1 AO070329000059 RNA splicing factor - Slu7p A 1.536 1 1 1 0 25 63 82 No EST No EST
1407 CCCGTGACT up up 59.m08819 AN4916.1 AO070338000027 40S ribosomal protein S7 J 1 0.001 1 1 1 0 228 43 140 82 1
1407 CCCGTGACT up down 63.m00628 AN5049.1 AO070338000189 Mitochondrial Fe2+ transporter MMT1 and related 

transporters (cation diffusion facilitator superfamily)
P 4.838 1 1 1 0 258 81 128 No EST No EST

1407 CCCGTGACT up up 58.m07493 AN5569.1 AO070328000037 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, subunit TFB1

KL 0.6298033
15005952 
1.0035949
6612816

1 1 1 0 205 109 182 No EST No EST

1407 CCCGTGACT up up 65.m07407 AN5681.1 AO070309000096 Predicted E3 ubiquitin ligase, integral peroxisomal 
membrane protein

O 0.405 2 1 1 1 43 83 89 52 0

1407 CCCGTGACT up up 54.m06834 AN5715.1 AO070324000138 40s ribosomal protein S26 J 1 0.001 1 1 1 1 173 189 60 No EST No EST
1407 CCCGTGACT up up 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 1 0.001 1 1 1 1 204 29 2 101 1
1407 CCCGTGACT up up 69.m14856 AN5741.1 AO070341000018 predicted protein [Neurospora crassa] 1 1 1 0 92 360 295 No EST No EST
1407 CCCGTGACT up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 0.405 1 1 1 0 241 77 77 140 1
1407 CCCGTGACT up up 72.m19412 AN6245.1 AO070304000099 predicted protein [Neurospora crassa] 1 1 1 0 134 107 310 No EST No EST
1407 CCCGTGACT up up 62.m03227 AN6631.1 AO070326000083 Mitochondrial F1F0-ATP synthase, subunit d/ATP7 C 4.065 1 1 1 0 106 103 127 35 0
1407 CCCGTGACT up up 71.m15298 AN6841.1 AO070314000098 Mitochondrial inner membrane protease, subunit IMP1 O 0.405 1 1 1 0 96 17 26 No EST No EST
1407 CCCGTGACT up up 57.m05838 AN7501.1 AO070287000012 LisH motif-containing protein Z 4.789 1 1 1 0 235 131 29 No EST No EST
1407 CCCGTGACT up up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 1 0.001 1 1 1 1 146 105 113 73 0
1407 CCCGTGACT up up 62.m03454 AN8722.1 AO070315000150 ATP-dependent RNA helicase A 1.536 1 1 1 1 281 173 197 186 1
1407 CCCGTGACT up up 71.m15986 AN8851.1 AO070271000025 Pseudouridine synthase J 1 0.001 1 1 1 0 209 73 36 92 1
1407 CCCGTGACT up up 56.m02291 AN8880.1 AO070293000010 Sortilin and related receptors 1 1 1 0 287 49 83 No EST No EST
1407 CCCGTGACT up up 52.m03843 AN9360.1 AO070315000040 Protein containing a U1-type Zn-finger and implicated in 

RNA splicing or processing
A 1.536 1 1 1 0 199 31 218 No EST No EST

1407 CCCGTGACT up up 72.m19967 AN9468.1 AO070340000317 40S ribosomal protein S16 J 1 0.001 1 1 1 0 42 44 58 73 1
1426 CCCGAGGT up up 71.m15403 AN0122.1 AO070311000090 ATP-dependent Lon protease, bacterial type O 0.877 1 1 1 1 218 92 61 78 0
1426 CCCGAGGT up up 54.m06650 AN0426.1 AO070338000276 Peroxisomal long-chain acyl-CoA transporter, ABC 

superfamily
I 0.011 1 1 1 1 325 95 166 No EST No EST

1426 CCCGAGGT up down 70.m15270 AN0667.1 AO070343000553 Mannose-6-phosphate isomerase G 2.406 1 1 1 0 175 130 132 17 0
1426 CCCGAGGT up up 70.m15622 AN0981.1 AO070318000167 Long chain fatty acid elongase I 0.011 1 1 1 0 432 34 29 No EST No EST
1426 CCCGAGGT up up 71.m15534 AN2332.1 AO070323000014 Succinate dehydrogenase, Fe-S protein subunit C 1 0.001 1 1 1 1 234 260 324 138 0
1426 CCCGAGGT up up 59.m09097 AN2916.1 AO070329000155 Succinate dehydrogenase, flavoprotein subunit C 1 0.001 1 1 1 1 139 158 175 No EST No EST
1426 CCCGAGGT up up 59.m09078 AN2925.1 AO070337000214 Peroxisome assembly factor 2 containing the AAA+-type 

ATPase domain
O 0.877 1 1 2 1 284 170 147 No EST No EST

1426 CCCGAGGT up up 59.m09056 AN2938.1 AO070337000168 Peroxisomal NUDIX hydrolase L 1.366 1 1 1 1 117 133 205 No EST No EST
1426 CCCGAGGT up up 59.m08411 AN3191.1 AO070338000263 Esterase/lipase I 0.011 1 1 1 0 178 174 44 No EST No EST
1426 CCCGAGGT up up 54.m06786 AN4230.1 AO070234000016 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 

racemase
I 0.011 1 1 1 1 182 35 70 No EST No EST

1426 CCCGAGGT up up 65.m07435 AN4261.1 AO070277000030 1 1 1 0 109 99 91 No EST No EST
1426 CCCGAGGT up up 54.m07051 AN5113.1 AO070291000066 Peroxisomal biogenesis protein (peroxin 16) U 1.739 1 0 1 0 190 0 4 No EST No EST
1426 CCCGAGGT up up 72.m18955 AN5828.1 AO070260000018 Cytochrome b5 C 1 0.001 1 1 1 0 195 63 62 No EST No EST
1426 CCCGAGGT up up 72.m19901 AN6167.1 AO070343000365 NADH:flavin oxidoreductases, Old Yellow Enzyme family C 1 0.001 1 1 1 0 136 242 165 No EST No EST

1426 CCCGAGGT up up 56.m02337 AN9014.1 AO070321000049 Glycolate oxidase C 1 0.001 0 1 1 0 177 15 89 No EST No EST
1453 TTTGGTCTT down down 70.m14971 AN1256.1 AO070223000013 RNAse L inhibitor, ABC superfamily A 0.530 1 1 1 0 283 228 123 No EST No EST
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1453 TTTGGTCTT down down 58.m07718 AN1639.1 AO070299000037 Thioredoxin-like protein O 3.370 1 1 1 1 232 261 222 No EST No EST
1453 TTTGGTCTT down up 58.m08938 AN1854.1 AO070292000029 hypothetical protein [Schizosaccharomyces pombe] 1 1 1 0 77 86 140 No EST No EST
1453 TTTGGTCTT down down 54.m06676 AN2734.1 AO070338000217 60S acidic ribosomal protein P0 J 0.786 1 1 1 1 277 255 270 151 0
1453 TTTGGTCTT down down 59.m09039 AN2973.1 AO070337000148 SNF2 family DNA-dependent ATPase B 0.111 1 1 1 0 57 25 39 No EST No EST
1453 TTTGGTCTT down down 59.m09009 AN3005.1 AO070337000107 Protein involved in vacuole import and degradation U 0.766 1 2 2 0 173 10 83 241 1
1453 TTTGGTCTT down down 59.m08502 AN3188.1 AO070312000135 Phosphatidylserine decarboxylase I 2.871 1 1 2 1 403 392 229 182 0
1453 TTTGGTCTT down up 58.m07411 AN3624.1 AO070342000127 Cation transport ATPase P 6.449 1 1 1 0 165 60 353 No EST No EST
1453 TTTGGTCTT down down 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 0.786 1 1 1 1 103 133 105 438 1
1453 TTTGGTCTT down down 72.m19026 AN6138.1 AO070340000064 DNA-binding cell division cycle control protein D 1.956 1 1 1 0 109 45 104 No EST No EST
1453 TTTGGTCTT down up 62.m03226 AN6630.1 AO070326000082 Transcription factor containing NAC and TS-N domains K 2.703 1 1 1 1 236 101 174 276 1
1453 TTTGGTCTT down down 71.m15272 AN6859.1 AO070314000076 RNA polymerase II C-terminal domain-binding protein 

RA4, contains RPR and RRM domains
AK 0.5296256

43536033 
2.7026576
3160642

1 1 1 0 175 123 168 No EST No EST

1453 TTTGGTCTT down down 57.m05468 AN7687.1 AO070325000085 Translocase of outer mitochondrial membrane complex, 
subunit TOM70/TOM72

U 0.766 1 1 1 0 353 155 296 No EST No EST

1453 TTTGGTCTT down down 53.m04190 AN8042.1 AO070330000004 Histone deacetylase complex, catalytic component HDA1 B 0.111 1 1 1 0 26 326 277 137 0

1453 TTTGGTCTT down up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-
containing transcription factors

K 2.703 1 1 1 1 131 355 423 157 0

1453 TTTGGTCTT down down 52.m03971 AN9297.1 AO070279000023 Myosin-crossreactive antigen 1 1 1 0 18 66 128 194 1
1475 TTTCCTTT down down 71.m15325 AN0056.1 AO070314000131 hypothetical protein [Neurospora crassa] 1 1 2 0 278 137 198 No EST No EST
1475 TTTCCTTT down down 71.m16046 AN0077.1 AO070311000138 Iron/ascorbate family oxidoreductases Q 5.896 1 2 1 1 302 206 339 No EST No EST
1475 TTTCCTTT down down 71.m15404 AN0123.1 AO070311000089 Predicted mitochondrial ribosomal protein L23 J 2.883 1 1 1 0 23 55 22 No EST No EST
1475 TTTCCTTT down up 71.m15450 AN0176.1 AO070321000065 GATA-4/5/6 transcription factors K 2.063 2 1 1 0 208 223 259 No EST No EST
1475 TTTCCTTT down up 71.m16095 AN0226.1 AO070284000066 Ubiquitin-protein ligase O 2.175 1 1 3 0 141 405 37 119 0
1475 TTTCCTTT down up 54.m06965 AN0261.1 AO070334000097 Vesicle coat complex COPII, subunit SEC23 U 2.806 1 2 1 0 319 32 25 No EST No EST
1475 TTTCCTTT down down 54.m06503 AN0279.1 AO070334000092 Transcription factor, Myb superfamily K 2.063 2 1 2 0 36 112 146 No EST No EST
1475 TTTCCTTT down down 54.m06398 AN0356.1 AO070318000032 predicted protein [Neurospora crassa] 1 1 1 0 196 189 242 75 0
1475 TTTCCTTT down down 54.m06391 AN0360.1 AO070318000038 RNA polymerase I transcription factor UAF K 2.063 1 1 2 0 91 142 103 393 1
1475 TTTCCTTT down down 69.m15281 AN0565.1 AO070272000043 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

4 3 5 1 319 362 191 No EST No EST

1475 TTTCCTTT down down 69.m15273 AN0573.1 AO070272000052 Ypt/Rab GTPase activating protein U 2.806 2 1 2 0 107 18 27 No EST No EST
1475 TTTCCTTT down down 70.m15259 AN0655.1 AO070343000571 hypothetical protein [Neurospora crassa] 2 2 2 0 165 113 77 No EST No EST
1475 TTTCCTTT down down 70.m15280 AN0676.1 AO070343000539 Gamma tubulin Z 0.087 1 2 1 1 46 18 404 98 1
1475 TTTCCTTT down down 70.m15319 AN0734.1 AO070343000495 Histone H4 B 7.994 4 2 1 1 11 85 158 342 1
1475 TTTCCTTT down up 70.m15369 AN0766.1 AO070316000078 hypothetical protein [Novosphingobium aromaticivorans] 1 1 4 0 54 355 41 377 1

1475 TTTCCTTT down up 70.m15460 AN0867.1 AO070320000018 hypothetical protein [Neurospora crassa] 2 2 2 1 87 130 137 No EST No EST
1475 TTTCCTTT down up 70.m15477 AN0874.1 AO070320000033 Poly(A) polymerase and related nucleotidyltransferases A 6.261 1 1 1 0 180 115 172 No EST No EST

1475 TTTCCTTT down down 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 
(importin beta superfamily)

YU 6.2508640
0985864 
2.8058037
5590618

1 2 2 0 49 99 103 No EST No EST

1475 TTTCCTTT down up 70.m15143 AN1089.1 AO070285000061 Thioredoxin binding protein TBP-2/VDUP1 4 3 3 0 136 5 61 No EST No EST
1475 TTTCCTTT down down 70.m15054 AN1166.1 AO070331000160 60s ribosomal protein L6 J 2.883 2 1 1 0 263 274 261 No EST No EST
1475 TTTCCTTT down up 70.m15031 AN1190.1 AO070331000190 Nuclear pore complex, rNup107 component (sc Nup84) YU 6.2508640

0985864 
2.8058037
5590618

1 1 2 0 300 197 196 No EST No EST

1475 TTTCCTTT down down 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 8.153 2 1 1 1 60 129 57 360 1
1475 TTTCCTTT down up 70.m14985 AN1233.1 AO070331000247 Nucleolar GTPase/ATPase p130 Y 6.251 2 1 2 0 312 164 99 No EST No EST
1475 TTTCCTTT down down 55.m03042 AN1523.1 AO070334000241 F0F1-type ATP synthase, alpha subunit C 2.510 1 1 2 1 390 372 99 403 1
1475 TTTCCTTT down down 58.m07708 AN1613.1 AO070299000064 1 1 1 0 114 138 278 No EST No EST
1475 TTTCCTTT down down 58.m07754 AN1677.1 AO070299000001 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQ 5.0794773

239054 
5.8962951
2247155

1 1 1 0 43 125 23 240 1

1475 TTTCCTTT down down 69.m14936 AN1918.1 AO070341000122 Phosphoenolpyruvate carboxykinase (ATP) C 2.510 4 1 4 1 14 19 20 195 1
1475 TTTCCTTT down down 58.m07346 AN1950.1 AO070342000218 conserved hypothetical protein [Neurospora crassa] 2 2 1 0 104 216 203 496 1
1475 TTTCCTTT down down 58.m07606 AN1997.1 AO070301000092 FOG: Zn-finger 2 2 2 1 110 148 111 No EST No EST
1475 TTTCCTTT down down 58.m07617 AN2008.1 AO070179000004 Predicted hydrolase (HAD superfamily) 2 1 2 1 68 142 185 No EST No EST
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1475 TTTCCTTT down up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 
superfamily

O 2.175 1 1 1 0 165 197 188 173 0

1475 TTTCCTTT down up 57.m05773 AN2070.1 AO070341000226 PHD finger protein AF10 2 1 1 0 156 129 168 No EST No EST
1475 TTTCCTTT down up 69.m15160 AN2120.1 AO070332000051 Karyopherin (importin) beta 3 YU 6.2508640

0985864 
2.8058037
5590618

1 1 3 0 193 252 187 No EST No EST

1475 TTTCCTTT down down 72.m19712 AN2129.1 AO070278000034 COP9 signalosome, subunit CSN5 OT 2.1746345
3024612 
0.6966055
65444995

1 2 1 0 266 288 285 No EST No EST

1475 TTTCCTTT down down 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 2.510 3 2 3 1 26 10 24 307 1
1475 TTTCCTTT down up 59.m09396 AN2911.1 AO070338000094 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K 2.063 1 1 1 0 235 482 298 No EST No EST

1475 TTTCCTTT down down 59.m09068 AN2927.1 AO070337000182 Dual specificity; serine/threonine and tyrosine kinase D 2.033 1 2 1 0 119 40 129 No EST No EST
1475 TTTCCTTT down down 59.m08612 AN3124.1 AO070303000023 Kinesin-like protein Z 0.087 1 1 2 0 38 4 69 146 1
1475 TTTCCTTT down down 59.m08573 AN3181.1 AO070256000007 Tyrosine kinase specific for activated (GTP-bound) 

p21cdc42Hs
T 0.697 1 2 1 0 180 20 102 No EST No EST

1475 TTTCCTTT down up 59.m09479 AN3445.1 AO070265000021 Extracellular protein SEL-1 and related proteins MOT 10.774918
8504509 
2.1746345
3024612 
0.6966055
65444995

1 2 2 0 29 233 262 No EST No EST

1475 TTTCCTTT down up 69.m14984 AN3940.1 AO070341000052 Predicted alpha-helical protein, potentially involved in 
replication/repair

L 4.771 2 1 1 1 131 228 232 No EST No EST

1475 TTTCCTTT down down 69.m14975 AN3946.1 AO070341000066 Mitotic checkpoint serine/threonine protein kinase D 2.033 1 1 2 0 91 172 313 No EST No EST
1475 TTTCCTTT down down 54.m06707 AN4064.1 AO070342000052 Mitochondrial ADP/ATP carrier proteins C 2.510 1 1 1 0 202 176 180 No EST No EST
1475 TTTCCTTT down down 54.m06733 AN4088.1 AO070342000091 predicted protein [Neurospora crassa] 1 2 1 0 249 283 509 No EST No EST
1475 TTTCCTTT down down 54.m06794 AN4223.1 AO070234000027 Cytoskeleton-associated protein and related proteins Z 0.087 3 1 1 1 167 120 135 247 1
1475 TTTCCTTT down down 58.m07927 AN4394.1 AO070261000039 2 2 2 0 284 109 278 No EST No EST
1475 TTTCCTTT down up 57.m05647 AN4484.1 AO070311000033 PHD finger protein 3 1 1 0 263 460 184 No EST No EST
1475 TTTCCTTT down down 71.m15687 AN4699.1 AO070329000175 predicted protein [Neurospora crassa] 1 1 1 0 381 320 273 No EST No EST
1475 TTTCCTTT down up 59.m09466 AN4859.1 AO070329000143 Plasma membrane H+-transporting ATPase P 5.019 4 1 1 1 253 164 166 103 0
1475 TTTCCTTT down down 59.m08868 AN4965.1 AO070288000030 Negative regulator of transcription K 2.063 2 1 2 0 177 273 324 No EST No EST
1475 TTTCCTTT down down 59.m09404 AN4978.1 AO070288000045 Alternative splicing factor SRp55/B52/SRp75 (RRM 

superfamily)
A 6.261 1 1 1 0 89 119 280 No EST No EST

1475 TTTCCTTT down up 59.m08665 AN5014.1 AO070334000120 60S ribosomal protein L22 J 2.883 1 1 1 0 332 88 84 70 0
1475 TTTCCTTT down down 69.m14876 AN5179.1 AO070247000010 Diphthamide biosynthesis protein J 2.883 1 1 1 0 181 207 76 170 0
1475 TTTCCTTT down up 69.m15483 AN5449.1 AO070239000028 Arylsulfatase A and related enzymes P 5.019 3 2 1 0 29 205 238 No EST No EST
1475 TTTCCTTT down down 58.m07499 AN5573.1 AO070328000033 predicted protein [Neurospora crassa] 1 1 1 0 155 287 371 No EST No EST
1475 TTTCCTTT down up 58.m07334 AN5642.1 AO070342000232 predicted protein [Neurospora crassa] 2 1 3 0 198 163 38 No EST No EST
1475 TTTCCTTT down down 54.m06820 AN5705.1 AO070324000154 Golgi protein U 2.806 1 1 1 0 163 224 107 No EST No EST
1475 TTTCCTTT down down 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 2.883 1 2 1 1 25 37 27 438 1
1475 TTTCCTTT down down 54.m06848 AN5728.1 AO070324000123 Ca2+/calmodulin-dependent protein kinase kinase beta 

and related serine/threonine protein kinases
T 0.697 2 1 1 0 274 292 58 528 1

1475 TTTCCTTT down down 72.m19916 AN5836.1 AO070340000001 RNA polymerase II, large subunit K 2.063 1 1 2 0 164 20 46 No EST No EST
1475 TTTCCTTT down down 72.m19954 AN5911.1 AO070248000037 Actin-related protein Z 0.087 1 1 1 0 2 180 13 No EST No EST
1475 TTTCCTTT down down 72.m19145 AN5995.1 AO070340000282 Carbonic anhydrase 2 1 1 0 39 6 18 No EST No EST
1475 TTTCCTTT down down 72.m19290 AN6192.1 AO070308000109 Serine/threonine protein kinase T 0.697 1 1 1 0 31 186 273 No EST No EST
1475 TTTCCTTT down down 72.m19409 AN6251.1 AO070304000036 Diadenosine and diphosphoinositol polyphosphate 

phosphohydrolase
T 0.697 2 1 1 0 106 86 109 No EST No EST

1475 TTTCCTTT down down 72.m19508 AN6347.1 AO070275000012 Serine/threonine protein kinase 1 1 1 0 47 47 127 No EST No EST
1475 TTTCCTTT down down 62.m03201 AN6597.1 AO070326000046 Protein kinase PITSLRE and related kinases 1 2 1 0 113 51 36 No EST No EST
1475 TTTCCTTT down up 62.m03196 AN6601.1 AO070326000052 Transmembrane protein 1 1 1 0 67 129 107 No EST No EST
1475 TTTCCTTT down up 62.m03214 AN6618.1 AO070326000068 Ypt/Rab-specific GTPase-activating protein GYP7 and 

related proteins
T 0.697 1 2 1 0 115 112 127 No EST No EST

1475 TTTCCTTT down up 65.m07245 AN6725.1 AO070339000169 Protein involved in mRNA turnover and stability A 6.261 1 2 1 1 139 35 46 45 1
1475 TTTCCTTT down up 65.m07227 AN6740.1 AO070339000186 1 1 3 0 429 62 34 No EST No EST
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1475 TTTCCTTT down down 57.m05403 AN7626.1 AO070294000087 Adaptor protein Enigma and related PDZ-LIM proteins TZ 0.6966055
65444995 
0.0870047
36249182
1

1 2 1 0 20 10 89 No EST No EST

1475 TTTCCTTT down down 62.m03408 AN8666.1 AO070269000070 von Willebrand factor and related coagulation proteins V 5.723 2 1 2 0 60 424 116 No EST No EST
1475 TTTCCTTT down down 62.m03339 AN8741.1 AO070250000041 FOG: Zn-finger 2 1 2 1 92 38 30 No EST No EST
1475 TTTCCTTT down down 71.m15957 AN8825.1 AO070271000056 Clathrin coat binding protein/Huntingtin interacting protein 

HIP1, involved in regulation of endocytosis
U 2.806 1 2 1 0 100 37 200 No EST No EST

1475 TTTCCTTT down down 71.m15961 AN8830.1 AO070271000049 Checkpoint kinase and related serine/threonine protein 
kinases

D 2.033 1 2 5 0 211 159 222 327 1

1475 TTTCCTTT down down 66.m04555 AN9096.1 AO070332000179 2 3 1 0 97 36 299 370 1
1475 TTTCCTTT down down 62.m03402 AN9500.1 AO070205000004 Cyclin 4 1 2 1 32 66 52 No EST No EST
1581 TGCATATA down down 69.m15252 AN0595.1 AO070280000021 NADP/FAD dependent oxidoreductase C 0.234 1 1 1 1 100 68 66 No EST No EST
1581 TGCATATA down down 70.m15234 AN1016.1 AO070312000002 G-protein alpha subunit (small G protein superfamily) DT 0.9556229

78532695 
0.3075230
87264298

1 1 1 0 415 448 454 No EST No EST

1581 TGCATATA down down 69.m15037 AN1731.1 AO070324000062 Proline oxidase E 1.676 1 1 1 1 124 85 119 137 1
1581 TGCATATA down down 59.m08494 AN2496.1 AO070312000124 Putative transmembrane protein cmp44E 1 1 1 0 122 104 133 No EST No EST
1581 TGCATATA down up 59.m08506 AN3145.1 AO070312000163 Splicing coactivator SRm160/300, subunit SRm300 A 4.479 1 1 1 0 26 468 545 No EST No EST
1581 TGCATATA down down 58.m07387 AN3587.1 AO070342000137 Ubiquitin-specific protease O 0.488 1 1 1 0 37 35 39 No EST No EST
1581 TGCATATA down down 54.m07034 AN4238.1 AO070234000002 Ribosomal protein S6 kinase and related proteins T 0.308 1 1 1 0 63 38 38 151 1
1581 TGCATATA down down 58.m07904 AN4415.1 AO070273000036 Holocytochrome c synthase/heme-lyase CO 0.2336374

61301134 
0.4878367
16418576

1 1 1 0 50 131 25 No EST No EST

1581 TGCATATA down down 72.m19781 AN7284.1 AO070297000024 Mitochondrial ribosomal protein L17 J 1.591 1 1 1 1 152 105 144 No EST No EST
1602 AGGCGGT up up 71.m15417 AN0133.1 AO070321000120 mRNA splicing factor ATP-dependent RNA helicase A 0.330 1 1 1 0 183 100 93 No EST No EST
1602 AGGCGGT up up 54.m06468 AN0275.1 AO070334000082 Cystine transporter Cystinosin E 3.543 1 1 1 0 188 80 105 No EST No EST
1602 AGGCGGT up up 69.m15266 AN0582.1 AO070280000004 Single-stranded DNA-binding replication protein A (RPA), 

medium (30 kD) subunit
L 4.866 1 1 1 1 65 55 106 No EST No EST

1602 AGGCGGT up up 70.m15629 AN0988.1 AO070318000150 LAMMER dual specificity kinases T 0.803 1 1 1 1 311 190 133 No EST No EST
1602 AGGCGGT up up 70.m15237 AN1019.1 AO070343000596 Cullins D 1.884 1 1 1 1 494 44 2 69 1
1602 AGGCGGT up up 70.m15196 AN1038.1 AO070336000073 Putative transmembrane protein 1 1 1 0 156 129 166 No EST No EST
1602 AGGCGGT up up 70.m15203 AN1047.1 AO070313000109 Molecular chaperones HSP105/HSP110/SSE1, HSP70 

superfamily
O 1.485 1 1 1 0 486 6 6 No EST No EST

1602 AGGCGGT up up 70.m14862 AN1367.1 AO070215000014 WD40 repeat nucleolar protein Bop1, involved in ribosome 
biogenesis

J 0.656 1 1 1 0 56 33 19 No EST No EST

1602 AGGCGGT up up 55.m02969 AN1467.1 AO070306000090 Serine/threonine protein phosphatase T 0.803 2 1 2 1 384 84 131 177 1
1602 AGGCGGT up up 55.m03057 AN1538.1 AO070334000262 Transcription initiation factor IIF, small subunit (RAP30) K 3.086 1 1 2 1 207 166 156 No EST No EST

1602 AGGCGGT up up 58.m07570 AN1965.1 AO070301000046 Ribose-phosphate pyrophosphokinase FE 3.5821143
5600003 
3.5425855
8033525

1 1 1 0 284 83 29 125 1

1602 AGGCGGT up up 58.m07575 AN1970.1 AO070301000054 Mitochondrial/chloroplast ribosomal protein L28 J 0.656 1 1 1 0 181 28 24 No EST No EST
1602 AGGCGGT up up 72.m19694 AN2147.1 AO070343000196 rRNA processing protein Rrp5 A 0.330 2 2 2 1 140 13 13 No EST No EST
1602 AGGCGGT up up 59.m09061 AN2933.1 AO070337000174 Phosphatidylserine-specific receptor PtdSerR, contains 

JmjC domain
BT 4.0170121

2915162 
0.8033042
88730723

1 1 1 0 282 88 101 No EST No EST

1602 AGGCGGT up up 54.m06754 AN4192.1 AO070342000112 Molecular chaperone (DnaJ superfamily) O 1.485 1 1 1 1 98 484 454 No EST No EST
1602 AGGCGGT up up 58.m07861 AN4471.1 AO070305000130 WD40 repeat-containing protein 1 1 1 0 122 147 259 36 0
1602 AGGCGGT up up 57.m05499 AN4581.1 AO070316000164 Protein involved in high osmolarity signaling pathway T 0.803 1 1 1 1 112 53 63 No EST No EST
1602 AGGCGGT up up 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 1 1 1 1 306 131 157 345 1
1602 AGGCGGT up up 54.m06828 AN5713.1 AO070324000145 Chaperonin complex component, TCP-1 eta subunit 

(CCT7)
O 1.485 1 1 1 1 189 86 71 No EST No EST

1602 AGGCGGT up up 72.m19263 AN5871.1 AO070308000137 Predicted RNA methylase involved in rRNA processing A 0.330 1 1 1 0 231 132 16 No EST No EST
1602 AGGCGGT up up 72.m19188 AN5972.1 AO070340000330 Vesicle coat complex COPI, beta' subunit U 1.721 1 1 1 1 283 23 55 370 1
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1602 AGGCGGT up up 72.m19097 AN6061.1 AO070340000187 hypothetical protein [Schizosaccharomyces pombe] 1 1 1 0 459 9 46 32 1
1602 AGGCGGT up up 72.m19947 AN6073.1 AO070340000117 Prohibitin-like protein O 1.485 1 1 1 0 87 71 70 No EST No EST
1602 AGGCGGT up up 72.m19048 AN6110.1 AO070340000096 Uncharacterized conserved protein 1 1 1 1 114 11 11 No EST No EST
1602 AGGCGGT up up 72.m19323 AN6311.1 AO070308000066 Cl- channel CLC-3 and related proteins (CLC superfamily) P 4.858 1 1 1 1 137 24 23 No EST No EST

1602 AGGCGGT up up 62.m03148 AN6561.1 AO070326000002 Uncharacterized conserved protein 1 1 1 1 143 96 139 55 0
1602 AGGCGGT up up 62.m03207 AN6591.1 AO070326000039 Nuclear export receptor CSE1/CAS (importin beta 

superfamily)
YU 2.7609980

8291866 
1.7209537
8687229

1 1 1 1 228 158 155 No EST No EST

1602 AGGCGGT up up 72.m19751 AN7312.1 AO070297000060 tRNA nucleotidyltransferase/poly(A) polymerase J 0.656 1 1 1 0 144 121 134 No EST No EST
1602 AGGCGGT up up 69.m15143 AN7525.1 AO070258000031 ATPases involved in chromosome partitioning D 1.884 1 1 1 0 20 10 8 No EST No EST
1602 AGGCGGT up up 57.m05423 AN7659.1 AO070268000028 ATP-dependent RNA helicase A 0.330 1 1 1 1 379 23 22 172 1
1602 AGGCGGT up up 53.m03925 AN8072.1 AO070330000030 hypothetical protein B13N20.140 [imported] - Neurospora 

crassa
1 1 1 0 76 28 27 No EST No EST

1602 AGGCGGT up up 58.m08926 AN8488.1 AO070299000105 SNARE protein YKT6, synaptobrevin/VAMP syperfamily U 1.721 1 1 1 0 91 72 32 No EST No EST

1602 AGGCGGT up up 62.m03394 AN8676.1 AO070315000096 Regulator of arginine metabolism and related MADS box-
containing transcription factors

K 3.086 1 1 1 1 239 237 312 157 0

1602 AGGCGGT up up 62.m03357 AN8712.1 AO070315000138 Translation initiation factor 1A (eIF-1A) J 0.656 1 0 1 0 248 0 1 96 1
1622 ATCTTATC areA_new 

(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 71.m15475 AN0212.1 AO070321000032 predicted protein [Neurospora crassa] 1 1 1 1 348 125 16 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 69.m15311 AN0495.1 AO070226000029 Formyltetrahydrofolate hydrolase F 2.031 1 1 1 0 156 58 79 43 0

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up down 69.m15281 AN0565.1 AO070272000043 Multifunctional pyrimidine synthesis protein CAD (includes 
carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

1 1 1 1 186 180 180 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up down 70.m15670 AN0609.1 AO070280000031 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II IQ 2.9853566
0617829 
4.0621490
0466041

2 2 1 0 136 214 347 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 70.m15605 AN0956.1 AO070320000158 tRNA-dihydrouridine synthase J 1.940 1 1 1 1 213 8 18 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 69.m15052 AN1751.1 AO070324000042 SAM-dependent methyltransferase/cell division protein 
FtsJ

D 0.862 1 1 1 1 114 1 1 No EST No EST
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1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 58.m07336 AN1957.1 AO070342000228 RNA Methylase, SpoU family A 0.086 1 1 1 1 119 82 55 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 58.m07589 AN1983.1 AO070301000068 WD40 repeat-containing protein 1 1 1 1 212 230 80 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 72.m19695 AN2146.1 AO070343000195 Transcription regulator XNP/ATRX, DEAD-box superfamily K 0.495 1 2 2 1 95 517 328 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 71.m15940 AN2292.1 AO070295000071 Protein required for cell viability; Yil019wp 
[Saccharomyces cerevisiae]

1 1 1 1 61 19 21 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 59.m08751 AN2901.1 AO070338000106 Arginase E 0.052 2 1 1 0 107 242 152 246 1

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up down 59.m09424 AN2977.1 AO070337000144 Mitochondrial phosphate carrier protein C 3.029 1 1 1 1 261 220 233 107 0

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 59.m08566 AN3176.1 AO070256000014 ATP-dependent RNA helicase A 0.086 1 1 1 0 114 168 157 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 66.m04635 AN3367.1 AO070281000025 Translin-associated protein X 1 1 1 1 96 75 141 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 59.m09314 AN3451.1 AO070265000026 Chromosome condensation complex Condensin, subunit 
D2

BD 2.3361163
957962 
0.8617582
26124602

1 1 1 0 215 146 121 51 0
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1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 69.m15412 AN3707.1 AO070341000332 Acetylornithine deacetylase/Succinyl-diaminopimelate 
desuccinylase and related deacylases

E 0.052 1 1 1 0 96 178 61 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 58.m08007 AN4317.1 AO070230000006 Vesicle coat complex COPII, subunit SEC13 U 3.357 1 1 1 1 288 26 18 76 1

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 58.m07989 AN4331.1 AO070240000009 Structure-specific endonuclease ERCC1-XPF, ERCC1 
component

L 3.206 1 1 1 1 53 5 4 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 71.m15491 AN4721.1 AO070323000062 DEAH-box RNA helicase A 0.086 1 1 1 0 224 52 85 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 59.m09207 AN4776.1 AO070329000076 Phospholipase/carboxyhydrolase E 0.052 1 1 1 0 171 124 218 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 69.m14806 AN5790.1 AO070249000036 Isocitrate dehydrogenase, gamma subunit E 0.052 1 1 1 0 233 322 297 205 0

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 72.m19170 AN5954.1 AO070340000308 RNA polymerase I-associated factor - PAF67 JK 1.9404571
1732845 
0.4952638
56202323

1 1 1 1 183 317 379 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 72.m19434 AN6221.1 AO070304000053 GATA-4/5/6 transcription factors K 0.495 1 2 1 0 113 18 378 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 72.m19978 AN6231.1 AO070304000084 Tryptophan synthase beta chain E 0.052 1 1 1 1 322 185 229 81 0
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1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 57.m05898 AN7447.1 AO070229000019 HAT repeat protein A 0.086 1 1 1 1 130 85 121 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 57.m05843 AN7498.1 AO070287000016 HEAT repeat-containing protein 1 1 1 1 113 164 59 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 1 1 2 1 445 100 126 No EST No EST

1622 ATCTTATC areA_new 
(WGATAAGR) 
[aspergillus_motifs_all];
DAL81 (GATAAG) 
[yeast_motifs_all];GLN3 
(GATAAk) 
[yeast_motifs_all];

up up 62.m03387 AN8684.1 AO070315000104 Predicted N-acetyltransferase 1 2 1 0 176 277 250 No EST No EST

1635 CGACAACCC up up 70.m15054 AN1166.1 AO070331000160 60s ribosomal protein L6 J 1 0.000 1 1 1 1 50 172 187 No EST No EST
1635 CGACAACCC up up 70.m14890 AN1343.1 AO070247000021 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K 2.503 1 1 1 1 155 181 170 No EST No EST

1635 CGACAACCC up up 70.m14888 AN1345.1 AO070247000019 40S ribosomal protein S23 J 1 0.000 1 1 1 0 263 20 13 No EST No EST
1635 CGACAACCC up up 59.m09034 AN2980.1 AO070337000142 60S ribosomal protein L35A/L37 J 1 0.000 1 2 1 1 78 368 422 81 0
1635 CGACAACCC up up 66.m04623 AN3413.1 AO070281000039 40S ribosomal protein S2/30S ribosomal protein S5 J 1 0.000 1 1 2 1 71 235 158 74 0
1635 CGACAACCC up up 69.m14960 AN4183.1 AO070341000083 Cytosolic Ca2+-dependent cysteine protease (calpain), 

large subunit (EF-Hand protein superfamily)
OT 3.0305711

0657774 
2.8127765
805243

1 1 1 0 455 144 52 No EST No EST

1635 CGACAACCC up up 54.m06795 AN4222.1 AO070234000028 60S ribosomal protein L27 J 1 0.000 1 1 1 1 24 386 358 87 0
1635 CGACAACCC up up 57.m05712 AN5222.1 AO070337000256 40S ribosomal protein S11 J 1 0.000 1 1 1 0 64 131 167 116 0
1635 CGACAACCC up up 54.m06834 AN5715.1 AO070324000138 40s ribosomal protein S26 J 1 0.000 1 1 2 1 80 285 146 No EST No EST
1635 CGACAACCC up up 72.m19924 AN6083.1 AO070340000133 60s ribosomal protein L10 J 1 0.000 1 1 1 1 44 185 199 No EST No EST
1635 CGACAACCC up up 57.m05844 AN7497.1 AO070287000017 NADH:ubiquinone oxidoreductase, NDUFS4/18 kDa 

subunit
C 2.630 1 1 1 0 1 81 76 No EST No EST

1635 CGACAACCC up down 72.m19589 AN7570.1 AO070343000416 Alpha tubulin Z 6.078 1 1 1 1 107 97 90 No EST No EST
1635 CGACAACCC up up 57.m05434 AN7664.1 AO070268000037 Ca2+ transporting ATPase P 2.044 1 1 1 1 205 308 289 No EST No EST
1635 CGACAACCC up up 71.m16001 AN8863.1 AO070271000008 Nucleosome assembly protein NAP-1 BD 1.2891459

4752066 
1.8398875
8623835

2 1 1 1 6 438 487 72 0

1650 GAAATTT up up 71.m15469 AN0204.1 AO070321000040 ATP-dependent RNA helicase A 0.203 2 1 1 1 3 71 88 37 0
1650 GAAATTT up up 54.m06965 AN0261.1 AO070334000097 Vesicle coat complex COPII, subunit SEC23 U 1.256 1 1 2 0 102 19 67 No EST No EST
1650 GAAATTT up up 55.m02940 AN1434.1 AO070232000012 Nucleolar protein involved in 40S ribosome biogenesis J 1 0.004 1 1 1 0 43 30 43 No EST No EST
1650 GAAATTT up up 59.m08591 AN3134.1 AO070303000010 Chaperonin complex component, TCP-1 gamma subunit 

(CCT3)
O 0.110 1 1 1 1 152 89 93 No EST No EST

1650 GAAATTT up up 65.m07433 AN4259.1 AO070277000032 Uncharacterized conserved protein, contains PCI domain 1 1 1 1 134 97 81 10 0

1650 GAAATTT up up 58.m08981 AN4412.1 AO070273000032 Nuclear exosomal RNA helicase MTR4, DEAD-box 
superfamily

A 0.203 1 1 1 1 90 51 76 No EST No EST

1650 GAAATTT up up 69.m15625 AN5203.1 AO070199000002 Ribosomal protein S8 J 1 0.004 1 1 1 1 275 52 20 No EST No EST
1650 GAAATTT up up 54.m06828 AN5713.1 AO070324000145 Chaperonin complex component, TCP-1 eta subunit 

(CCT7)
O 0.110 1 1 1 1 145 128 108 No EST No EST

1650 GAAATTT up up 72.m19047 AN6111.1 AO070340000094 Exosomal 3'-5' exoribonuclease complex, subunit Rrp45 J 1 0.004 1 1 1 0 54 55 78 66 1

1650 GAAATTT up up 71.m15986 AN8851.1 AO070271000025 Pseudouridine synthase J 1 0.004 3 1 1 1 3 134 113 92 0
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1650 GAAATTT up up 66.m04584 AN9124.1 AO070332000148 Molecular co-chaperone STI1 O 0.110 1 1 1 1 146 79 98 No EST No EST
1710 TGTATATA efficiency_element1 

(TATATA) [polya];
down down 70.m15472 AN0857.1 AO070320000004 predicted protein [Neurospora crassa] 1 1 1 0 115 13 43 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 70.m15493 AN0889.1 AO070320000058 Predicted GTP-binding protein (ODN superfamily) 1 1 1 0 96 18 95 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 70.m15807 AN0924.1 AO070320000103 Uncharacterized conserved protein 1 1 1 1 337 328 402 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 70.m15733 AN1341.1 AO070247000023 Membrane coat complex Retromer, subunit VPS29/PEP11 U 4.891 1 1 1 1 36 129 23 189 1

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 58.m07598 AN1990.1 AO070301000078 Alpha-isopropylmalate synthase/homocitrate synthase E 2.453 1 1 1 0 279 314 290 62 0

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 72.m19694 AN2147.1 AO070343000196 rRNA processing protein Rrp5 A 1.648 1 1 1 1 74 54 57 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down up 56.m02312 AN2583.1 AO070329000004 Glyceraldehyde 3-phosphate dehydrogenase G 2.501 1 1 2 0 8 85 153 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 54.m06671 AN2730.1 AO070338000210 Sulfate/bicarbonate/oxalate exchanger SAT-1 and related 
transporters (SLC26 family)

P 4.211 1 1 1 0 139 155 167 197 1

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 71.m15507 AN2830.1 AO070330000102 Sterol desaturase I 2.078 1 1 1 0 175 33 133 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 59.m08516 AN3147.1 AO070256000043 Glycolipid transfer protein G 2.501 1 1 1 0 289 48 86 107 1

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 66.m04638 AN3370.1 AO070281000023 Mannosyltransferase G 2.501 1 1 1 0 30 131 6 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 58.m07830 AN3853.1 AO070305000093 Metalloendoprotease HMP1 (insulinase superfamily) O 3.161 1 1 1 0 137 34 95 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 65.m07435 AN4261.1 AO070277000030 1 1 1 0 15 15 49 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 59.m09109 AN4862.1 AO070329000148 Ran GTPase-activating protein AYT 1.6478552
6868742 
1.8171658
9396935 
2.4530277
1106611

1 1 1 1 390 381 373 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 59.m08861 AN4956.1 AO070288000018 Thiamine pyrophosphate-requiring enzyme EH 2.4530277
1106611 
3.1549762
0525398

1 1 1 1 305 354 309 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down up 54.m06872 AN5188.1 AO070291000024 Ribonuclease H L 7.315 1 2 1 0 194 29 92 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down up 69.m14895 AN5196.1 AO070237000026 mRNA splicing factor 1 1 1 0 347 71 16 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 72.m19243 AN5887.1 AO070245000020 Voltage-gated shaker-like K+ channel, subunit 
beta/KCNAB

C 2.046 1 1 1 0 21 229 50 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 72.m19228 AN5902.1 AO070248000040 Alpha-1,2 glucosyltransferase/transcriptional activator OKIT 3.1612786
9756242 
4.7571240
768546 
2.0778565
6819965 
2.4530277
1106611

1 1 2 0 65 28 63 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down up 72.m19045 AN6114.1 AO070340000090 DNA polymerase IV (family X) L 7.315 1 1 2 0 105 187 206 50 0

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down up 72.m19000 AN6169.1 AO070340000031 hypothetical protein [Neurospora crassa] 1 1 1 0 122 20 486 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 69.m15185 AN7193.1 AO070252000009 Aldo/keto reductase family proteins 1 1 1 0 20 33 70 64 1

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 57.m05844 AN7497.1 AO070287000017 NADH:ubiquinone oxidoreductase, NDUFS4/18 kDa 
subunit

C 2.046 1 1 1 1 21 23 21 No EST No EST

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 53.m03735 AN8234.1 AO070310000074 predicted protein [Neurospora crassa] 1 1 1 0 90 45 125 18 0

1710 TGTATATA efficiency_element1 
(TATATA) [polya];

down down 62.m03402 AN9500.1 AO070205000004 Cyclin 1 1 1 0 279 248 238 No EST No EST

1723 TCTCGTGA up up 69.m15282 AN0993.1 AO070272000042 Permease of the major facilitator superfamily G 3.776 1 1 1 0 303 183 205 No EST No EST
1723 TCTCGTGA up up 70.m15145 AN1069.1 AO070285000067 hypothetical protein [Neurospora crassa] 1 1 1 1 353 148 212 No EST No EST
1723 TCTCGTGA up up 70.m14981 AN1237.1 AO070331000251 DNA repair protein RAD51/RHP55 L 3.134 1 1 1 1 283 67 44 No EST No EST
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1723 TCTCGTGA up down 70.m14905 AN1326.1 AO070303000090 Protein kinase 1 1 2 0 221 266 206 130 0
1723 TCTCGTGA up up 55.m03042 AN1523.1 AO070334000241 F0F1-type ATP synthase, alpha subunit C 1.382 1 1 1 0 197 212 234 68 0
1723 TCTCGTGA up up 69.m15067 AN1769.1 AO070324000028 Salt-sensitive 3'-phosphoadenosine-5'-phosphatase 

HAL2/SAL1
FP 1.7664760

0425002 
3.0809950
0429545

1 1 1 0 236 106 51 212 1

1723 TCTCGTGA up up 58.m07665 AN1846.1 AO070292000059 1 1 1 1 276 248 327 No EST No EST
1723 TCTCGTGA up up 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 1.382 1 1 1 1 159 228 425 104 0
1723 TCTCGTGA up up 59.m08733 AN2886.1 AO070338000128 predicted protein [Neurospora crassa] 1 1 1 1 33 184 206 No EST No EST
1723 TCTCGTGA up up 59.m08756 AN2905.1 AO070338000100 DNA-binding proteins Bright/BRCAA1/RBP1 and related 

proteins containing BRIGHT domain
K 3.562 1 1 1 0 470 25 33 No EST No EST

1723 TCTCGTGA up up 59.m09034 AN2980.1 AO070337000142 60S ribosomal protein L35A/L37 J 0.391 1 1 1 1 222 235 283 81 0
1723 TCTCGTGA up up 69.m15402 AN3691.1 AO070341000316 AAA+-type ATPase O 3.724 1 1 1 0 235 185 268 No EST No EST
1723 TCTCGTGA up up 54.m06757 AN4194.1 AO070315000084 ARK protein kinase family T 1.683 1 1 1 0 164 108 60 No EST No EST
1723 TCTCGTGA up up 58.m07559 AN5646.1 AO070301000034 3-oxoacyl CoA thiolase I 3.676 1 1 1 1 259 66 64 27 0
1723 TCTCGTGA up up 54.m06834 AN5715.1 AO070324000138 40s ribosomal protein S26 J 0.391 1 1 1 1 175 188 59 No EST No EST
1723 TCTCGTGA up up 54.m06840 AN5719.1 AO070324000131 60s acidic ribosomal protein P1 J 0.391 1 2 1 0 203 5 4 101 1
1723 TCTCGTGA up up 69.m14850 AN5752.1 AO070341000009 subunit of RNA polymerase II holoenzyme/mediator 

complex; Srb5p [Saccharomyces cerevisiae]
1 1 2 0 81 166 218 No EST No EST

1723 TCTCGTGA up up 69.m15695 AN6391.1 AO070343000154 Serine/threonine protein phosphatase 2A, catalytic subunit T 1.683 1 1 1 1 71 190 221 208 1

1723 TCTCGTGA up up 72.m19779 AN7285.1 AO070297000027 predicted protein [Neurospora crassa] 1 1 1 0 269 47 90 No EST No EST
1723 TCTCGTGA up down 53.m03908 AN8038.1 AO070330000008 mRNA cleavage and polyadenylation factor I complex, 

subunit RNA15
A 5.176 1 1 1 1 98 72 74 No EST No EST

1739 GGGCTTAGGG up up 70.m15648 AN0634.1 AO070318000124 GTP-binding ADP-ribosylation factor-like protein yARL3 U 0.845 2 1 2 0 253 212 146 No EST No EST

1739 GGGCTTAGGG up up 70.m15293 AN0690.1 AO070343000523 N-methyltransferase 1 1 1 0 143 12 7 No EST No EST
1739 GGGCTTAGGG up up 58.m07605 AN1996.1 AO070301000091 Uncharacterized conserved protein 1 1 1 0 366 208 218 No EST No EST
1739 GGGCTTAGGG up up 59.m09034 AN2980.1 AO070337000142 60S ribosomal protein L35A/L37 J 1 0.001 1 1 2 1 168 293 265 81 0
1739 GGGCTTAGGG up up 66.m04623 AN3413.1 AO070281000039 40S ribosomal protein S2/30S ribosomal protein S5 J 1 0.001 1 1 1 1 182 91 62 74 0
1739 GGGCTTAGGG up up 54.m06802 AN4239.1 AO070324000175 hypothetical protein [Neurospora crassa] 1 1 1 0 202 266 347 No EST No EST
1739 GGGCTTAGGG up up 54.m06863 AN5155.1 AO070291000012 Subunit of tRNA-specific adenosine-34 deaminase A 0.724 2 1 2 1 232 136 163 No EST No EST
1739 GGGCTTAGGG up up 54.m06834 AN5715.1 AO070324000138 40s ribosomal protein S26 J 1 0.001 1 1 1 1 150 211 82 No EST No EST
1739 GGGCTTAGGG up up 71.m15606 AN8799.1 AO070276000061 tRNA(1-methyladenosine) methyltransferase, subunit 

GCD14
J 1 0.001 1 1 1 0 181 21 46 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15474 AN0211.1 AO070321000033 U2-associated snRNP A' protein A 0.011 1 1 1 0 235 73 116 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06978 AN0304.1 AO070334000034 Fe2+/Zn2+ regulated transporter P 4.342 1 1 1 0 379 96 51 116 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06443 AN0315.1 AO070334000017 hypothetical protein [Neurospora crassa] 1 1 1 0 439 43 69 220 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06392 AN0359.1 AO070318000037 Translation initiation factor 3, subunit b (eIF-3b) J 1 0.001 1 1 1 0 190 333 111 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06650 AN0426.1 AO070338000276 Peroxisomal long-chain acyl-CoA transporter, ABC 
superfamily

I 3.432 1 1 1 0 368 41 128 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06630 AN0440.1 AO070338000297 Histone acetyltransferases PCAF/SAGA/ADA, subunit 
TADA3L/NGG1

B 2.884 2 1 2 0 291 196 181 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15255 AN0593.1 AO070280000019 Predicted dehydrogenase 1 1 1 0 409 16 47 92 1
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15484 AN0881.1 AO070320000049 Alkylated DNA repair protein L 0.020 1 1 1 0 18 133 43 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15630 AN0989.1 AO070318000148 SWI-SNF chromatin-remodeling complex protein B 2.884 1 1 1 0 313 18 17 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15208 AN1027.1 AO070312000118 1 1 1 0 121 28 31 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15144 AN1068.1 AO070285000068 predicted protein [Neurospora crassa] 1 1 1 0 155 69 109 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15059 AN1162.1 AO070331000152 Elongation factor 1 beta/delta chain K 0.373 1 1 1 0 177 33 18 17 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m14981 AN1237.1 AO070331000251 DNA repair protein RAD51/RHP55 L 0.020 1 1 1 1 291 21 37 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m14968 AN1254.1 AO070223000015 FOG: Zn-finger 1 1 1 0 146 107 221 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m14945 AN1266.1 AO070332000014 RNA helicase A 0.011 1 1 1 1 241 14 28 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m14915 AN1293.1 AO070303000055 predicted protein [Neurospora crassa] 1 1 1 0 145 154 108 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m14867 AN1362.1 AO070243000002 hypothetical protein [Neurospora crassa] 1 1 1 1 237 10 7 93 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 55.m02913 AN1405.1 AO070242000008 2 1 1 0 118 422 408 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 55.m02950 AN1448.1 AO070302000005 Translation initiation factor 4F, ribosome/mRNA-bridging 
subunit (eIF-4G)

J 1 0.001 1 1 1 1 182 78 60 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 55.m03045 AN1528.1 AO070334000247 DNA repair/transcription protein Mms19 LK 0.0201565
82399740
5 
0.3728549
30474872

2 2 2 1 64 21 27 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m09021 AN1634.1 AO070299000045 U5 snRNP-like RNA helicase subunit A 0.011 1 1 1 0 103 126 78 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 58.m07753 AN1675.1 AO070299000004 Lysophospholipase I 3.432 1 1 1 0 288 213 365 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07777 AN1701.1 AO070305000027 Uncharacterized protein conserved in bacteria 1 1 1 0 277 36 34 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15042 AN1728.1 AO070324000059 NADH-ubiquinone oxidoreductase, NDUFS3/30 kDa 
subunit

C 2.772 1 2 1 0 123 110 132 40 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07653 AN1859.1 AO070292000036 Transcription initiation factor IIF, auxiliary subunit K 0.373 1 1 1 1 120 29 28 83 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07347 AN1949.1 AO070342000215 ATP-dependent RNA helicase pitchoune A 0.011 1 1 1 1 128 389 248 51 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m08945 AN1981.1 AO070301000066 Protein geranylgeranyltransferase type II, alpha subunit O 1.732 1 1 1 1 136 48 40 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07659 AN2057.1 AO070292000042 Mitochondrial/chloroplast ribosomal protein L12 J 1 0.001 1 1 1 1 140 36 86 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 57.m05776 AN2077.1 AO070341000230 WD40 repeat protein 1 1 1 0 145 71 80 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 57.m05790 AN2088.1 AO070341000246 Uncharacterized conserved protein 1 1 1 1 129 302 334 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 69.m15162 AN2123.1 AO070306000102 Transcriptional coactivator K 0.373 1 1 1 1 367 309 365 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19657 AN2181.1 AO070343000260 Transcription initiation factor IIA, gamma subunit K 0.373 1 1 1 0 99 5 22 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15853 AN2213.1 AO070294000009 26S proteasome regulatory complex, ATPase RPT2 O 1.732 1 1 1 0 31 278 266 107 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15903 AN2262.1 AO070295000025 Uncharacterized conserved protein 1 1 1 0 128 119 132 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15913 AN2268.1 AO070295000040 Mitochondrial/chloroplast ribosomal protein L5/L7 J 1 0.001 1 1 1 0 80 221 224 29 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15940 AN2292.1 AO070295000071 Protein required for cell viability; Yil019wp 
[Saccharomyces cerevisiae]

1 1 1 1 53 28 30 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15511 AN2308.1 AO070323000046 Cl- channel CLC-3 and related proteins (CLC superfamily) P 4.342 1 1 1 1 24 235 262 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08450 AN2529.1 AO070300000122 Enoyl-CoA isomerase I 3.432 1 1 1 1 281 180 163 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06676 AN2734.1 AO070338000217 60S acidic ribosomal protein P0 J 1 0.001 1 1 1 1 160 42 82 61 1
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 54.m06684 AN2747.1 AO070338000224 RNA polymerase subunit K K 0.373 1 1 1 0 343 170 137 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09260 AN2764.1 AO070327000027 5'-3' exonuclease L 0.020 1 1 1 0 219 88 95 237 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09356 AN2848.1 AO070334000119 Component of the U4/U6.U5 snRNP/mitosis protein DIM1 AD 0.0107343
30775801
8 
4.7123472
2941693

1 1 1 0 73 84 121 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 59.m08733 AN2886.1 AO070338000128 predicted protein [Neurospora crassa] 1 1 1 1 269 219 341 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08747 AN2897.1 AO070338000111 predicted protein [Neurospora crassa] 1 1 1 1 147 163 148 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09055 AN2939.1 AO070337000169 Ca2+-binding transmembrane protein LETM1/MRS7 1 1 1 0 20 93 147 112 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09039 AN2973.1 AO070337000148 SNF2 family DNA-dependent ATPase B 2.884 1 1 1 1 163 22 24 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09022 AN2992.1 AO070337000126 Translation initiation factor 2, beta subunit (eIF-2beta) J 1 0.001 1 1 1 0 171 18 27 83 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08547 AN3156.1 AO070256000036 Translation initiation factor 2, alpha subunit (eIF-2alpha) J 1 0.001 1 1 1 0 275 48 105 165 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08563 AN3173.1 AO070256000017 Mitochondrial/choloroplast ribosomal protein S15 J 1 0.001 1 1 1 0 130 40 26 34 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08566 AN3176.1 AO070256000014 ATP-dependent RNA helicase A 0.011 1 1 1 0 153 118 111 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 67.m02926 AN3217.1 AO070330000062 putative transcriptional activator with fungal binuclear 
cluster domain [Schizosaccharomyces pombe]

1 1 1 0 97 82 111 70 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 67.m02932 AN3224.1 AO070330000074 predicted protein [Neurospora crassa] 1 1 1 0 94 377 374 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 66.m04640 AN3372.1 AO070281000014 FOG: Low-complexity 1 1 1 0 9 1 1 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09501 AN3423.1 AO070327000008 Transcription elongation factor SPT6 A 0.011 1 1 1 0 342 10 75 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 59.m09280 AN3426.1 AO070327000005 Exosomal 3'-5' exoribonuclease complex, subunit Rrp4 A 0.011 1 1 1 1 273 111 224 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07389 AN3589.1 AO070342000140 Putative dynamitin Z 4.093 1 1 1 0 136 280 160 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m08910 AN3644.1 AO070328000090 Ubiquitin-conjugating enzyme E2 O 1.732 2 1 2 1 192 51 17 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07438 AN3660.1 AO070342000025 Methyltransferase-like protein 1 1 1 1 214 132 178 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 57.m05665 AN3818.1 AO070311000015 predicted protein [Neurospora crassa] 1 1 1 0 439 357 537 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 58.m07804 AN3828.1 AO070305000065 1 1 1 0 150 97 160 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07811 AN3832.1 AO070305000070 Mitochondrial elongation factor J 1 0.001 1 1 1 1 110 49 33 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15009 AN3919.1 AO070324000114 Nuclear polyadenylated RNA binding protein A 0.011 1 1 1 0 280 272 4 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m14995 AN3932.1 AO070341000043 20S proteasome, regulatory subunit beta type 
PSMB5/PSMB8/PRE2

O 1.732 1 1 1 1 172 24 41 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m14989 AN3937.1 AO070341000048 Uncharacterized conserved protein 1 1 1 0 53 44 42 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06550 AN4021.1 AO070328000119 Zn finger protein 2 2 1 0 161 168 10 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06715 AN4073.1 AO070342000062 40S ribosomal protein S12 J 1 0.001 1 2 1 0 178 31 33 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07362 AN4163.1 AO070342000193 G protein beta subunit-like protein T 1.867 1 1 1 1 193 14 173 77 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06773 AN4216.1 AO070231000008 conserved hypothetical protein [Neurospora crassa] 1 1 1 1 86 20 56 18 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07963 AN4364.1 AO070261000007 Chitinase M 6.344 1 1 1 0 358 87 101 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m09004 AN4428.1 AO070273000065 Amino acid transporter protein E 1.867 1 1 1 0 79 295 217 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 57.m05535 AN4617.1 AO070267000034 Exosomal 3'-5' exoribonuclease complex subunit Rrp40 J 1 0.001 1 1 1 0 142 32 39 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15697 AN4709.1 AO070329000166 Phosphatidylinositol 3-kinase VPS34, involved in signal 
transduction

TU 1.8670645
4107343 
3.2378818
6140762

1 1 1 0 211 43 23 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m09460 AN4788.1 AO070329000059 RNA splicing factor - Slu7p A 0.011 1 1 1 0 25 63 84 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 59.m08904 AN5006.1 AO070255000034 Mismatch repair ATPase MSH2 (MutS family) L 0.020 1 1 1 0 131 66 71 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m14897 AN5198.1 AO070237000028 Predicted transporter (major facilitator superfamily) 1 1 1 1 100 72 109 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m14913 AN5215.1 AO070337000264 WD-repeat protein WDR6, WD repeat superfamily 1 1 1 0 198 13 13 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15743 AN5452.1 AO070239000031 Splicing factor 3b, subunit 3 A 0.011 2 1 1 1 273 74 41 179 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15746 AN5482.1 AO070341000403 GTPase Ran/TC4/GSP1 (nuclear protein transport 
pathway), small G protein superfamily

U 3.238 1 1 1 0 210 57 101 124 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15723 AN5496.1 AO070341000389 predicted protein [Neurospora crassa] 1 1 1 1 61 42 7 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15455 AN5498.1 AO070341000387 Transcription initiation factor IIE, beta subunit K 0.373 1 1 1 0 251 41 34 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15451 AN5512.1 AO070341000384 Magnesium-dependent phosphatase 1 1 1 0 137 177 97 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07493 AN5569.1 AO070328000037 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, subunit TFB1

KL 0.3728549
30474872 
0.0201565
82399740
5

1 1 1 0 207 111 184 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07509 AN5588.1 AO070328000021 AAA+-type ATPase containing the peptidase M41 domain O 1.732 1 1 1 0 272 105 111 164 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 58.m07525 AN5601.1 AO070328000003 Lysine-ketoglutarate reductase/saccharopine 
dehydrogenase

E 1.867 1 1 1 0 128 116 68 12 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 65.m07407 AN5681.1 AO070309000096 Predicted E3 ubiquitin ligase, integral peroxisomal 
membrane protein

O 1.732 2 2 2 1 182 70 91 52 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 54.m06844 AN5724.1 AO070324000127 Inner membrane protein translocase involved in 
respiratory chain assembly

OU 1.7322308
0721335 
3.2378818
6140762

1 1 1 1 196 28 12 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m14856 AN5741.1 AO070341000018 predicted protein [Neurospora crassa] 1 1 1 0 92 360 297 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 69.m15631 AN5745.1 AO070341000002 Translation initiation factor eIF3, p35 subunit J 1 0.001 1 1 1 0 225 46 73 102 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19252 AN5879.1 AO070245000029 Uncharacterized conserved protein, contains ML domain 1 1 1 1 21 135 130 110 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19960 AN5916.1 AO070340000370 Enoyl-CoA hydratase/carnithine racemase I 3.432 1 1 1 0 211 38 51 14 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19117 AN6041.1 AO070340000241 Uncharacterized conserved protein 1 1 1 0 215 108 48 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19104 AN6054.1 AO070340000200 Mitochondrial genome maintenance protein MGM101, 
mitochondrial precursor

1 1 1 0 77 179 134 8 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19058 AN6069.1 AO070340000110 ATP-dependent DNA ligase I L 0.020 1 1 1 0 212 34 91 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 1.732 1 1 1 1 243 77 77 140 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19030 AN6132.1 AO070340000067 predicted protein [Neurospora crassa] 1 1 1 1 348 227 132 103 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19422 AN6232.1 AO070304000085 Vacuolar H+-ATPase V1 sector, subunit B C 2.772 1 1 1 0 168 83 138 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19400 AN6256.1 AO070304000032 Cyclophilin-type peptidyl-prolyl cis-trans isomerase O 1.732 1 1 1 0 163 71 76 22 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19369 AN6272.1 AO070304000012 Ferredoxin/adrenodoxin reductase F 6.661 1 1 1 0 101 287 49 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19450 AN6331.1 AO070304000109 Proteins containing the RNA recognition motif 1 1 1 1 290 58 55 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 62.m03111 AN6522.1 AO070270000021 Mitochondrial GTPase J 1 0.001 1 1 1 0 82 197 391 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 62.m03227 AN6631.1 AO070326000083 Mitochondrial F1F0-ATP synthase, subunit d/ATP7 C 2.772 1 1 1 1 109 105 129 35 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15298 AN6841.1 AO070314000098 Mitochondrial inner membrane protease, subunit IMP1 O 1.732 1 1 1 0 98 19 26 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15245 AN6895.1 AO070314000026 DNA helicase PIF1/RRM3 D 4.712 1 1 1 1 143 39 73 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m20020 AN7292.1 AO070297000033 Soluble epoxide hydrolase I 3.432 1 1 1 1 158 47 89 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19764 AN7301.1 AO070297000049 Glucosyltransferase - Alg8p K 0.373 1 1 1 0 127 100 153 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19745 AN7325.1 AO070297000077 DNA polymerase delta, catalytic subunit L 0.020 1 1 1 0 196 85 113 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19585 AN7566.1 AO070343000409 3'-5' exonuclease L 0.020 2 1 1 0 208 151 116 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15815 AN7784.1 AO070286000028 GTPase-activating protein VRP 1 1 1 1 337 146 44 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 53.m03906 AN8040.1 AO070330000006 Protein involved in inorganic phosphate transport P 4.342 2 1 1 0 157 230 273 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up down 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 0.044 2 1 1 0 195 298 426 216 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 53.m03886 AN8057.1 AO070322000143 Cysteine synthase E 1.867 1 1 1 1 129 189 165 10 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 53.m04172 AN8272.1 AO070310000029 RNA polymerase III (C) subunit K 0.373 1 1 1 0 202 17 26 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 1 0.001 1 1 1 1 146 107 115 73 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 62.m03454 AN8722.1 AO070315000150 ATP-dependent RNA helicase A 0.011 1 1 1 1 284 175 199 186 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15603 AN8796.1 AO070276000064 GTP-binding protein T 1.867 1 1 1 0 282 67 65 172 1

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 71.m15965 AN8835.1 AO070271000044 Glycyl-tRNA synthetase and related class II tRNA 
synthetase

J 1 0.001 1 1 1 0 4 165 169 42 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 56.m02287 AN8874.1 AO070293000003 Vacuolar sorting protein VPS1, dynamin, and related 
proteins

U 3.238 1 1 1 0 293 243 34 186 0

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 56.m02291 AN8880.1 AO070293000010 Sortilin and related receptors 1 1 1 0 289 49 83 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 66.m04517 AN9057.1 AO070176000001 predicted protein [Neurospora crassa] 1 1 1 0 226 8 63 No EST No EST
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1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 66.m04576 AN9109.1 AO070332000159 hypothetical protein [Neurospora crassa] 1 3 1 1 353 71 49 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 52.m03843 AN9360.1 AO070315000040 Protein containing a U1-type Zn-finger and implicated in 
RNA splicing or processing

A 0.011 1 2 1 0 202 18 218 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 70.m15786 AN9436.1 AO070343000484 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, 5'-3' helicase subunit RAD3

KL 0.3728549
30474872 
0.0201565
82399740
5

1 1 1 1 129 47 48 No EST No EST

1821 TCACGTG Cbf1 (RTCACRTG) 
[yeast_motifs_all];PHO4  
(CACGTG) 
[yeast_motifs_all];

up up 72.m19967 AN9468.1 AO070340000317 40S ribosomal protein S16 J 1 0.001 1 1 2 0 45 44 50 73 1

1872 TATGATAC down down 54.m06658 AN0416.1 AO070338000264 hypothetical protein [Neurospora crassa] 1 1 1 1 206 116 189 No EST No EST
1872 TATGATAC down down 70.m15319 AN0734.1 AO070343000495 Histone H4 B 1.128 1 1 1 1 239 248 233 342 1
1872 TATGATAC down down 58.m08946 AN1980.1 AO070301000065 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
1 1 1 0 53 119 158 No EST No EST

1872 TATGATAC down down 58.m07387 AN3587.1 AO070342000137 Ubiquitin-specific protease O 0.292 1 1 1 0 83 73 76 No EST No EST
1872 TATGATAC down down 54.m06954 AN4072.1 AO070342000061 FOG: Ankyrin repeat 1 1 1 1 89 54 93 No EST No EST
1872 TATGATAC down down 58.m07882 AN4443.1 AO070273000010 Methionine synthase II (cobalamin-independent) E 2.461 1 1 1 1 105 101 99 353 1
1872 TATGATAC down down 71.m15664 AN4674.1 AO070284000032 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 

domain
GO 2.4776088

850601 
0.2919433
12568149

1 1 1 1 98 87 93 350 1

1872 TATGATAC down down 54.m06853 AN5163.1 AO070291000002 von Willebrand factor and related coagulation proteins V 0.589 1 1 1 0 54 56 34 No EST No EST
1872 TATGATAC down down 72.m19445 AN6326.1 AO070304000041 Vigilin I 2.315 1 1 1 1 394 466 368 No EST No EST
1872 TATGATAC down down 62.m03114 AN6525.1 AO070270000024 Glyoxylate/hydroxypyruvate reductase (D-isomer-specific 

2-hydroxy acid dehydrogenase superfamily)
C 0.612 1 1 1 1 96 92 95 135 1

1872 TATGATAC down down 62.m03168 AN6574.1 AO070326000017 E3 ubiquitin ligase involved in syntaxin degradation O 0.292 1 1 1 1 63 35 37 No EST No EST
1872 TATGATAC down down 53.m03716 AN8251.1 AO070310000057 putative transcriptional activator [Aspergillus nidulans] 1 1 1 1 59 80 64 No EST No EST
1872 TATGATAC down down 56.m02292 AN8881.1 AO070293000011 Mitochondrial carnitine-acylcarnitine carrier protein C 0.612 1 1 1 0 83 61 42 356 1
1879 CTTATCGAT up up 71.m15643 AN0239.1 AO070284000068 Lysosomal trafficking regulator LYST and related BEACH 

and WD40 repeat proteins
TU 3.1288647

3589624 
0.9932844
67686079

1 1 1 0 455 26 15 No EST No EST

1879 CTTATCGAT up up 69.m15311 AN0495.1 AO070226000029 Formyltetrahydrofolate hydrolase F 3.069 1 1 1 1 153 51 81 43 0
1879 CTTATCGAT up up 70.m15293 AN0690.1 AO070343000523 N-methyltransferase 1 1 1 1 120 34 38 No EST No EST
1879 CTTATCGAT up up 55.m03022 AN1510.1 AO070334000228 Endoplasmic reticulum membrane-associated 

oxidoreductin involved in disulfide bond formation
OU 3.7620182

7084848 
0.9932844
67686079

1 1 1 0 123 44 118 217 1

1879 CTTATCGAT up up 55.m03268 AN1524.1 AO070334000242 Methylenetetrahydrofolate 
dehydrogenase/methylenetetrahydrofolate cyclohydrolase

H 3.814 1 1 1 1 112 269 359 No EST No EST

1879 CTTATCGAT up up 55.m03045 AN1528.1 AO070334000247 DNA repair/transcription protein Mms19 LK 4.9269782
8093621 
2.4162465
0000689

1 1 1 1 50 71 66 No EST No EST

1879 CTTATCGAT up up 55.m03058 AN1539.1 AO070334000263 COP9 signalosome, subunit CSN4 OT 3.7620182
7084848 
3.1288647
3589624

1 1 1 0 145 176 208 No EST No EST

1879 CTTATCGAT up up 55.m03275 AN1559.1 AO070339000294 Predicted coiled-coil protein 1 1 1 1 213 102 106 97 0
1879 CTTATCGAT up up 58.m08960 AN1719.1 AO070305000034 predicted protein [Neurospora crassa] 1 1 1 0 257 240 185 No EST No EST
1879 CTTATCGAT up up 58.m08870 AN1934.1 AO070342000199 predicted protein [Neurospora crassa] 1 1 1 0 62 83 306 No EST No EST
1879 CTTATCGAT up up 71.m15180 AN2693.1 AO070313000094 Uncharacterized conserved protein 1 1 1 0 136 66 42 No EST No EST
1879 CTTATCGAT up down 59.m09069 AN2926.1 AO070337000185 Uncharacterized conserved protein related to ribosomal 

protein S8E
1 2 1 0 153 257 234 No EST No EST
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1879 CTTATCGAT up up 59.m08513 AN3153.1 AO070256000033 Hismacro and SEC14 domain-containing proteins BK 3.5405513
681339 
2.4162465
0000689

1 1 1 1 323 204 347 76 0

1879 CTTATCGAT up up 69.m14975 AN3946.1 AO070341000066 Mitotic checkpoint serine/threonine protein kinase D 4.582 1 1 2 1 211 133 18 No EST No EST
1879 CTTATCGAT up up 58.m07907 AN4418.1 AO070273000039 predicted protein [Neurospora crassa] 1 2 1 1 64 354 364 No EST No EST
1879 CTTATCGAT up up 58.m09004 AN4428.1 AO070273000065 Amino acid transporter protein E 5.174 1 1 1 1 94 277 201 No EST No EST
1879 CTTATCGAT up up 57.m05596 AN4530.1 AO070321000140 Meiotic cell division protein Pelota/DOM34 J 5.242 1 1 1 1 275 38 21 No EST No EST
1879 CTTATCGAT up up 71.m15660 AN4672.1 AO070284000034 Predicted PRP38-like splicing factor 1 1 1 0 86 100 75 13 0
1879 CTTATCGAT up up 59.m09234 AN4751.1 AO070327000068 Predicted DEAD-box-containing helicase 1 1 2 1 143 30 33 No EST No EST
1879 CTTATCGAT up up 54.m06845 AN5725.1 AO070324000126 Glycosyltransferase M 3.299 1 1 1 0 154 23 54 No EST No EST
1879 CTTATCGAT up up 72.m19424 AN6229.1 AO070304000080 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
C 5.271 2 1 1 1 101 161 75 15 0

1879 CTTATCGAT up up 71.m15236 AN6900.1 AO070314000015 Triosephosphate isomerase G 5.153 1 1 1 1 216 95 56 No EST No EST
1879 CTTATCGAT up up 71.m15220 AN6912.1 AO070219000017 predicted protein [Neurospora crassa] 1 1 1 0 74 43 41 No EST No EST
1879 CTTATCGAT up up 72.m19584 AN7565.1 AO070343000408 2 1 1 1 11 161 14 No EST No EST
1879 CTTATCGAT up up 53.m03783 AN9460.1 AO070310000131 Signal peptidase complex subunit U 0.993 1 1 1 1 240 55 64 No EST No EST
1934 TCACATGA Cbf1 (RTCACRTG) 

[yeast_motifs_all];
up up 71.m15414 AN0130.1 AO070311000080 Putative methyltransferase 1 1 1 1 177 195 161 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 54.m06521 AN0260.1 AO070334000098 Eukaryotic-type DNA primase, large subunit L 2.669 1 2 1 0 351 131 110 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 54.m06455 AN0303.1 AO070334000035 predicted protein [Neurospora crassa] 1 1 1 0 109 301 248 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 54.m06650 AN0426.1 AO070338000276 Peroxisomal long-chain acyl-CoA transporter, ABC 
superfamily

I 1 0.000 1 1 1 1 315 106 176 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 69.m15269 AN0576.1 AO070272000056 Protein kinase containing WD40 repeats T 3.868 1 1 1 0 209 162 185 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 70.m15258 AN0654.1 AO070343000572 Geranylgeranyl pyrophosphate synthase/Polyprenyl 
synthetase

H 1.380 2 3 2 0 219 110 149 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 70.m15361 AN0747.1 AO070343000435 Mitochondrial processing peptidase, beta subunit, and 
related enzymes (insulinase superfamily)

O 1.772 1 1 1 1 131 89 122 29 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 70.m15403 AN0802.1 AO070239000016 Protein involved in plasmid maintenance/nuclear protein 
involved in lipid metabolism

I 1 0.000 2 1 1 1 176 242 221 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 70.m15443 AN0843.1 AO070216000003 Ribosomal protein S7 J 3.779 1 1 1 1 76 406 295 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 67.m02992 AN0949.1 AO070343000236 Sterol desaturase I 1 0.000 2 1 1 0 115 311 395 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 70.m15232 AN1014.1 AO070312000004 Peroxisomal long-chain acyl-CoA transporter, ABC 
superfamily

I 1 0.000 1 1 1 0 245 160 163 147 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 55.m02942 AN1442.1 AO070232000005 Preprotein translocase subunit Sec66 U 2.017 1 1 1 0 325 88 120 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 55.m03022 AN1510.1 AO070334000228 Endoplasmic reticulum membrane-associated 
oxidoreductin involved in disulfide bond formation

OU 1.7720365
8376353 
2.0166692
5932491

1 1 1 1 90 267 409 217 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 58.m07754 AN1677.1 AO070299000001 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQ 1 2.1653743
7769743e-
05 
5.1995097
1613616

1 1 1 1 260 207 220 98 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 58.m07603 AN1993.1 AO070301000084 Aspartate aminotransferase/Glutamic oxaloacetic 
transaminase AAT1/GOT2

E 4.193 1 1 1 1 222 259 289 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 72.m20002 AN2154.1 AO070343000203 hypothetical protein [Neurospora crassa] 1 1 2 1 94 378 375 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 59.m08493 AN2497.1 AO070312000123 Palmitoyl protein thioesterase IO 1 2.1653743
7769743e-
05 
1.7720365
8376353

1 1 1 0 183 205 258 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 71.m15507 AN2830.1 AO070330000102 Sterol desaturase I 1 0.000 1 1 1 0 140 423 192 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 59.m08735 AN2888.1 AO070338000126 predicted protein [Neurospora crassa] 1 1 1 0 188 64 86 74 1

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 66.m04623 AN3413.1 AO070281000039 40S ribosomal protein S2/30S ribosomal protein S5 J 3.779 1 1 1 1 232 14 14 74 1
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1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 
transferase

L 2.669 1 1 1 0 120 111 118 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 58.m07955 AN4377.1 AO070261000012 predicted protein [Neurospora crassa] 2 1 1 0 187 48 80 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 58.m07898 AN4410.1 AO070273000030 Uncharacterized conserved protein, contains WD40 
repeat and BROMO domains

1 1 1 1 170 62 42 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 54.m06857 AN5166.1 AO070291000006 CDP-diacylglycerol synthase I 1 0.000 1 1 1 1 243 58 61 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up down 69.m14876 AN5179.1 AO070247000010 Diphthamide biosynthesis protein J 3.779 1 1 1 1 219 239 229 170 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 57.m05713 AN5221.1 AO070337000257 FOG: Immunoglobin and related proteins P 2.579 1 1 1 1 183 21 31 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 69.m15570 AN5338.1 AO070333000229 Predicted flavoprotein involved in K+ transport P 2.579 1 1 1 0 276 201 249 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 69.m15469 AN5484.1 AO070341000401 2-enoyl-CoA hydratase/3-hydroxyacyl-CoA 
dehydrogenase/Peroxisomal 3-ketoacyl-CoA-thiolase, 
sterol-binding domain and related enzymes

I 1 0.000 1 1 1 0 167 355 365 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 58.m07559 AN5646.1 AO070301000034 3-oxoacyl CoA thiolase I 1 0.000 1 1 1 1 297 39 34 27 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 69.m14845 AN5747.1 AO070341000004 26S proteasome regulatory complex, ATPase RPT4 O 1.772 1 1 1 0 202 322 310 88 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 72.m19339 AN6295.1 AO070308000053 predicted protein [Neurospora crassa] 1 1 1 1 500 6 6 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up down 62.m03256 AN6654.1 AO070269000012 Glutamine synthetase E 4.193 2 1 2 0 257 139 220 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 65.m07257 AN6717.1 AO070339000157 NAD-dependent malate dehydrogenase C 3.654 1 1 1 0 226 87 8 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 72.m19588 AN7569.1 AO070343000415 Mitochondrial solute carrier protein C 3.654 0 0 0 0 0 191 187 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 57.m05407 AN7649.1 AO070268000005 Mitochondrial import inner membrane translocase, subunit 
TIM9

U 2.017 1 2 3 0 154 231 279 30 0

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 57.m05936 AN7660.1 AO070268000029 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-
2butanone-4-phosphate synthase

H 1.380 1 1 1 1 120 135 224 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 53.m03866 AN8020.1 AO070322000068 conserved hypothetical protein [Neurospora crassa] 2 1 1 0 162 172 46 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up down 62.m03336 AN8744.1 AO070250000031 Glycolate oxidase C 3.654 1 1 1 1 248 202 256 No EST No EST

1934 TCACATGA Cbf1 (RTCACRTG) 
[yeast_motifs_all];

up up 53.m03781 AN9461.1 AO070310000129 Dehydrogenase kinase T 3.868 1 1 1 1 88 46 92 No EST No EST

1940 GTbGGCGTT down down 71.m15463 AN0193.1 AO070321000051 Thiamine pyrophosphokinase F 1.658 1 2 1 1 105 57 88 No EST No EST
1940 GTbGGCGTT down down 70.m15311 AN0704.1 AO070343000506 Uncharacterized protein SFI1 involved in G(2)-M transition D 1 0.001 1 2 1 0 22 20 67 No EST No EST

1940 GTbGGCGTT down up 70.m15313 AN0706.1 AO070343000503 ER-Golgi vesicle-tethering protein p115 U 1.438 1 1 1 0 207 65 65 No EST No EST
1940 GTbGGCGTT down down 70.m15609 AN0973.1 AO070320000174 FOG: Zn-finger 1 1 1 0 199 60 111 No EST No EST
1940 GTbGGCGTT down down 55.m03022 AN1510.1 AO070334000228 Endoplasmic reticulum membrane-associated 

oxidoreductin involved in disulfide bond formation
OU 2.1090443

1214641 
1.4379030
4829778

1 1 2 0 96 35 79 121 1

1940 GTbGGCGTT down down 57.m05781 AN2082.1 AO070341000235 Uncharacterized conserved protein, contains BSD domain 1 1 1 0 35 143 149 267 1

1940 GTbGGCGTT down down 72.m19704 AN2136.1 AO070343000181 hypothetical protein [Neurospora crassa] 1 1 1 1 487 586 365 No EST No EST
1940 GTbGGCGTT down down 71.m15945 AN2296.1 AO070295000077 RFX family transcription factor K 0.263 1 1 1 1 122 127 148 No EST No EST
1940 GTbGGCGTT down down 59.m09050 AN2965.1 AO070337000162 Anaphase promoting complex, Cdc20, Cdh1, and Ama1 

subunits
DO 1 0.0005020

48888692
969 
2.1090443
1214641

2 1 1 0 95 38 97 No EST No EST

1940 GTbGGCGTT down down 59.m08579 AN3178.1 AO070256000001 Component of histone deacetylase complex (breast 
carcinoma metastasis suppressor 1 protein in human)

DK 1 0.0005020
48888692
969 
0.2633537
80159277

2 1 1 0 91 24 26 No EST No EST

1940 GTbGGCGTT down down 58.m07896 AN4408.1 AO070273000028 hypothetical protein [Magnaporthe grisea] 2 1 1 0 34 52 47 No EST No EST
1940 GTbGGCGTT down down 59.m09174 AN4802.1 AO070329000037 60S ribosomal protein L21 J 3.377 1 1 1 1 26 26 30 483 1
1940 GTbGGCGTT down down 59.m08850 AN4945.1 AO070166000001 hypothetical protein [Neurospora crassa] 1 1 1 0 55 49 72 No EST No EST
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1940 GTbGGCGTT down down 54.m06846 AN5726.1 AO070324000125 FOG: Zn-finger 1 1 1 0 155 108 173 No EST No EST
1940 GTbGGCGTT down down 72.m19141 AN5999.1 AO070340000277 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

1 1 1 1 121 86 94 334 1

1940 GTbGGCGTT down down 72.m19026 AN6138.1 AO070340000064 DNA-binding cell division cycle control protein D 1 0.001 1 1 1 1 97 292 149 No EST No EST
1940 GTbGGCGTT down down 71.m15218 AN6914.1 AO070219000019 Ca2+-binding protein (centrin/caltractin), EF-Hand 

superfamily protein
ZD 1 2.4499096

6706483 
0.0005020
48888692
969

1 4 2 1 77 21 20 134 1

1940 GTbGGCGTT down down 57.m05465 AN7688.1 AO070325000082 Protein similar to predicted member of the 
intramitochondrial sorting protein family

U 1.438 1 1 1 1 62 56 58 No EST No EST

1940 GTbGGCGTT down up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 3.377 1 1 1 1 45 203 212 73 0
1940 GTbGGCGTT down down 66.m04563 AN9102.1 AO070332000171 DNA-dependent RNA polymerase I K 0.263 1 1 1 1 86 50 111 No EST No EST
1940 GTbGGCGTT down down 54.m06486 AN9448.1 AO070334000061 predicted protein [Neurospora crassa] 1 1 1 0 96 73 74 No EST No EST
1971 CGCCGGCCG up up 70.m15313 AN0706.1 AO070343000503 ER-Golgi vesicle-tethering protein p115 U 2.511 1 2 1 0 31 30 259 No EST No EST
1971 CGCCGGCCG up up 70.m15054 AN1166.1 AO070331000160 60s ribosomal protein L6 J 0.610 1 2 1 1 60 67 177 No EST No EST
1971 CGCCGGCCG up up 55.m02969 AN1467.1 AO070306000090 Serine/threonine protein phosphatase T 0.108 1 1 1 1 379 87 148 177 1
1971 CGCCGGCCG up up 54.m06583 AN4007.1 AO070328000146 Succinyl-CoA:alpha-ketoacid-CoA transferase C 2.427 1 1 1 1 339 179 191 No EST No EST
1971 CGCCGGCCG up up 71.m15705 AN4717.1 AO070311000004 cAMP-dependent protein kinase catalytic subunit (PKA) T 0.108 1 1 1 0 303 78 61 No EST No EST

1971 CGCCGGCCG up down 59.m08879 AN4976.1 AO070288000043 TATA-box binding protein (TBP), component of TFIID and 
TFIIIB

K 5.195 1 1 1 0 293 278 309 506 1

1971 CGCCGGCCG up up 58.m07314 AN5660.1 AO070342000252 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 
domain

GO 2.6590987
0597145 
2.9405141
6265446

1 1 2 1 94 401 316 597 1

1971 CGCCGGCCG up up 72.m19056 AN6067.1 AO070340000108 Translation initiation factor 5 (eIF-5) J 0.610 1 1 1 1 278 219 238 No EST No EST
1971 CGCCGGCCG up up 72.m19558 AN7542.1 AO070277000038 predicted protein [Neurospora crassa] 1 1 1 1 38 434 522 123 0
1971 CGCCGGCCG up up 57.m05408 AN7650.1 AO070268000006 Rho GTPase-activating protein TZ 0.1083492

38735247 
1.4912272
738168

1 2 1 1 195 311 289 No EST No EST

1971 CGCCGGCCG up up 71.m15780 AN7748.1 AO070325000180 S-M checkpoint control protein CID1 and related 
nucleotidyltransferases

D 1.632 1 1 1 1 269 167 187 No EST No EST

1971 CGCCGGCCG up up 66.m04577 AN9121.1 AO070332000155 ESDC [Aspergillus nidulans] 1 1 1 1 322 192 223 460 1
1998 CCTCGGCA up up 71.m15403 AN0122.1 AO070311000090 ATP-dependent Lon protease, bacterial type O 1.185 1 1 1 1 217 93 62 78 0
1998 CCTCGGCA up down 70.m15270 AN0667.1 AO070343000553 Mannose-6-phosphate isomerase G 2.164 2 1 1 0 162 129 131 17 0
1998 CCTCGGCA up up 70.m15459 AN0868.1 AO070320000019 Acyl-CoA thioesterase I 1 0.000 1 1 1 1 146 128 217 No EST No EST
1998 CCTCGGCA up up 57.m05985 AN1882.1 AO070341000166 NADH:flavin oxidoreductase/12-oxophytodienoate 

reductase
C 0.024 1 1 1 0 183 196 191 23 0

1998 CCTCGGCA up up 71.m15926 AN2281.1 AO070295000058 Peroxisomal assembly protein PEX3 MU 1.9375673
4665627 
1.6998660
2403297

1 1 1 1 176 251 297 121 0

1998 CCTCGGCA up up 53.m04034 AN2577.1 AO070234000010 Peroxisomal multifunctional beta-oxidation protein and 
related enzymes

I 1 0.000 1 1 1 0 114 260 125 No EST No EST

1998 CCTCGGCA up up 59.m09262 AN2762.1 AO070327000024 Glutaryl-CoA dehydrogenase E 2.926 1 1 2 0 167 221 111 No EST No EST
1998 CCTCGGCA up up 59.m09078 AN2925.1 AO070337000214 Peroxisome assembly factor 2 containing the AAA+-type 

ATPase domain
O 1.185 1 1 2 1 283 171 253 No EST No EST

1998 CCTCGGCA up up 59.m09056 AN2938.1 AO070337000168 Peroxisomal NUDIX hydrolase L 2.850 1 1 1 1 116 134 206 No EST No EST
1998 CCTCGGCA up up 54.m06786 AN4230.1 AO070234000016 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 

racemase
I 1 0.000 1 1 1 1 181 36 71 No EST No EST

1998 CCTCGGCA up up 65.m07435 AN4261.1 AO070277000030 1 1 1 0 110 98 90 No EST No EST
1998 CCTCGGCA up up 53.m03677 AN4280.1 AO070310000016 Predicted mitochondrial carrier protein C 0.024 1 1 1 0 365 200 201 No EST No EST
1998 CCTCGGCA up up 54.m07051 AN5113.1 AO070291000066 Peroxisomal biogenesis protein (peroxin 16) U 1.700 1 1 1 0 189 1 5 No EST No EST
1998 CCTCGGCA up up 69.m15551 AN5356.1 AO070333000156 Mitochondrial carnitine-acylcarnitine carrier protein C 0.024 1 1 1 0 369 153 177 No EST No EST
1998 CCTCGGCA up up 58.m07559 AN5646.1 AO070301000034 3-oxoacyl CoA thiolase I 1 0.000 1 1 1 1 211 104 108 27 0
1998 CCTCGGCA up up 65.m07407 AN5681.1 AO070309000096 Predicted E3 ubiquitin ligase, integral peroxisomal 

membrane protein
O 1.185 1 1 1 1 169 94 120 52 0

1998 CCTCGGCA up up 72.m18955 AN5828.1 AO070260000018 Cytochrome b5 C 0.024 1 1 1 0 194 62 63 No EST No EST
1998 CCTCGGCA up up 72.m19150 AN5990.1 AO070340000287 Acyl-CoA synthetase I 1 0.000 1 1 1 0 215 43 84 No EST No EST
1998 CCTCGGCA up up 72.m19295 AN6195.1 AO070308000098 FOG: Zn-finger 1 1 1 0 89 476 443 386 0
1998 CCTCGGCA up up 72.m19305 AN6207.1 AO070308000086 Dehydrogenase kinase T 2.926 1 1 1 0 156 186 236 No EST No EST
1998 CCTCGGCA up up 69.m15243 AN6394.1 AO070343000149 Acyl-CoA dehydrogenases I 1 0.000 1 1 1 0 202 16 26 No EST No EST

68



§S4 Conserved Non-Coding conpats Tab 2 - conpat sites

Pattern 
ID

Conpat Consensus Similar Sequence Pattern
5' / 3' Bias

Site 5' / 3' 
of Locus

AF Locus AN Locus AO Locus Locus Description COG 
Category

COG Cat 
Enriched

COG Cat 
Pval

# AF 
sites

# AN 
sites

# AO 
sites

Overlap 
HCS

AF Dist to 
Gene

AN Dist 
to Gene

AO Dist 
to Gene

AN 5' UTR 
Len

In AN 5' 
UTR

AN 3' UTR 
Len

In AN 3' 
UTR

1998 CCTCGGCA up up 72.m19794 AN7256.1 AO070297000012 25D9-5p [Aspergillus fumigatus] 1 1 1 0 126 146 198 No EST No EST
1998 CCTCGGCA up up 72.m19792 AN7258.1 AO070297000014 Peroxisomal membrane protein MPV17 and related 

proteins
1 1 1 1 298 164 251 368 1

1998 CCTCGGCA up up 72.m19779 AN7285.1 AO070297000027 predicted protein [Neurospora crassa] 1 1 1 1 228 101 130 No EST No EST
1998 CCTCGGCA up up 52.m04095 AN8415.1 AO070302000056 Acyl-CoA dehydrogenases I 1 0.000 1 1 1 0 144 348 76 No EST No EST
1998 CCTCGGCA up up 66.m04774 AN9075.1 AO070332000206 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
C 0.024 1 1 1 0 206 163 232 No EST No EST

2032 GAAGCTCTC up up 71.m15635 AN1133.1 AO070276000007 N-methyl-D-aspartate receptor glutamate-binding subunit T 2.262 1 1 1 0 128 88 118 37 0

2032 GAAGCTCTC up up 70.m14980 AN1238.1 AO070331000252 hypothetical protein [Neurospora crassa] 1 1 1 0 121 92 115 No EST No EST
2032 GAAGCTCTC up up 55.m03042 AN1523.1 AO070334000241 F0F1-type ATP synthase, alpha subunit C 0.829 1 1 1 0 100 306 327 68 0
2032 GAAGCTCTC up up 58.m07776 AN1700.1 AO070305000026 26S proteasome regulatory complex, subunit 

RPN2/PSMD1
O 1 0.000 1 1 1 0 95 177 42 No EST No EST

2032 GAAGCTCTC up up 58.m07660 AN1851.1 AO070292000043 Chaperonin complex component, TCP-1 theta subunit 
(CCT8)

O 1 0.000 1 1 1 0 6 51 55 No EST No EST

2032 GAAGCTCTC up up 57.m05786 AN2085.1 AO070341000243 20S proteasome, regulatory subunit beta type 
PSMB7/PSMB10/PUP1

O 1 0.000 2 1 2 1 198 107 42 52 0

2032 GAAGCTCTC up down 71.m15826 AN2237.1 AO070326000136 Carboxypeptidase C (cathepsin A) E 2.262 1 1 1 1 224 320 132 58 0
2032 GAAGCTCTC up up 71.m15877 AN2243.1 AO070326000130 Multifunctional pyrimidine synthesis protein CAD (includes 

carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

1 1 1 1 70 481 443 307 0

2032 GAAGCTCTC up up 69.m15673 AN2456.1 AO070264000017 Uncharacterized conserved protein 1 1 1 1 175 80 190 No EST No EST
2032 GAAGCTCTC up up 59.m08733 AN2886.1 AO070338000128 predicted protein [Neurospora crassa] 1 1 1 0 192 69 195 No EST No EST
2032 GAAGCTCTC up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 

transferase
L 1.880 1 1 1 0 137 156 174 No EST No EST

2032 GAAGCTCTC up up 69.m14995 AN3932.1 AO070341000043 20S proteasome, regulatory subunit beta type 
PSMB5/PSMB8/PRE2

O 1 0.000 1 1 1 0 137 67 94 No EST No EST

2032 GAAGCTCTC up up 57.m05618 AN4510.1 AO070311000065 Leucine rich repeat proteins, some proteins contain F-box 1 1 1 0 136 43 68 No EST No EST

2032 GAAGCTCTC up up 57.m05507 AN4583.1 AO070316000171 HSP90 co-chaperone CPR7/Cyclophilin O 1 0.000 1 1 1 1 174 74 26 22 0
2032 GAAGCTCTC up up 71.m15778 AN5236.1 AO070325000177 Predicted membrane protein 1 1 1 0 123 165 157 No EST No EST
2032 GAAGCTCTC up up 69.m15433 AN5525.1 AO070341000364 Aconitase/homoaconitase (aconitase superfamily) CE 0.8290175

16177287 
2.2616174
6616916

2 1 2 1 4 442 381 111 0

2032 GAAGCTCTC up up 72.m19133 AN6010.1 AO070340000269 Molecular chaperones mortalin/PBP74/GRP75, HSP70 
superfamily

O 1 0.000 1 1 1 1 219 289 293 149 0

2032 GAAGCTCTC up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 1 0.000 1 1 1 1 228 90 92 140 1
2032 GAAGCTCTC up up 72.m19767 AN7299.1 AO070297000045 Metallopeptidase 2 2 1 0 212 56 76 67 1
2077 TGTACAAATA down up 70.m15319 AN0734.1 AO070343000495 Histone H4 B 4.372 1 1 1 1 131 288 282 69 0
2077 TGTACAAATA down down 70.m15127 AN1105.1 AO070285000033 Translocase of outer mitochondrial membrane complex, 

subunit TOM22
U 1.409 1 1 1 0 464 385 490 240 0

2077 TGTACAAATA down down 58.m07726 AN1636.1 AO070299000057 hypothetical protein [Neurospora crassa] 1 1 1 0 151 162 128 No EST No EST
2077 TGTACAAATA down down 59.m08563 AN3173.1 AO070256000017 Mitochondrial/choloroplast ribosomal protein S15 J 0.274 1 1 1 0 164 122 162 No EST No EST
2077 TGTACAAATA down down 57.m05641 AN4490.1 AO070311000042 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K 1.266 1 1 1 1 141 252 176 279 1

2077 TGTACAAATA down down 58.m07520 AN5596.1 AO070328000008 Permease of the major facilitator superfamily 1 1 1 1 73 55 72 275 1
2077 TGTACAAATA down down 72.m19947 AN6073.1 AO070340000117 Prohibitin-like protein O 1.724 1 1 1 1 86 77 121 No EST No EST
2077 TGTACAAATA down down 71.m15300 AN6843.1 AO070314000096 Mitochondrial/chloroplast ribosomal protein L4 J 0.274 1 1 1 1 60 52 52 91 1
2077 TGTACAAATA down down 71.m15724 AN7699.1 AO070325000105 predicted protein [Neurospora crassa] 1 1 1 0 98 64 98 84 1
2077 TGTACAAATA down down 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 1.509 1 1 1 1 499 336 475 No EST No EST
2093 CCCCGCAC MIG1b (GCGGGG) 

[yeast_motifs_all];
up up 54.m06529 AN0254.1 AO070334000106 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 

dehydrogenase and related dehydrogenases
IE 1 0.0076511

42723701
87 
2.0676772
1409258

2 1 2 0 114 365 392 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 54.m06476 AN0267.1 AO070334000073 Myosin regulatory light chain, EF-Hand protein superfamily Z 3.244 1 1 1 0 160 142 78 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15297 AN0504.1 AO070226000008 Serine/threonine specific protein phosphatase involved in 
cell cycle control, PP2A-related

DT 1.2251020
5640882 
2.0676772
1409258

2 1 1 0 1 61 43 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15255 AN0593.1 AO070280000019 Predicted dehydrogenase 1 1 1 1 370 69 100 92 1
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2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15258 AN0654.1 AO070343000572 Geranylgeranyl pyrophosphate synthase/Polyprenyl 
synthetase

H 6.796 1 1 1 0 228 190 239 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15221 AN1003.1 AO070312000031 Isocitrate dehydrogenase, alpha subunit E 2.068 1 1 1 0 114 152 173 48 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m14919 AN1289.1 AO070303000050 Uncharacterized conserved protein 1 2 1 0 143 84 234 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m14915 AN1293.1 AO070303000055 predicted protein [Neurospora crassa] 1 1 1 0 120 169 130 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m20005 AN2138.1 AO070343000183 ATP-dependent RNA helicase A A 6.245 1 1 2 0 118 4 4 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 62.m03412 AN2320.1 AO070269000057 Coenzyme F420-dependent N5,N10-methylene 
tetrahydromethanopterin reductase and related flavin-
dependent oxidoreductases

C 1.481 1 1 1 0 122 54 40 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 63.m00601 AN2344.1 AO070343000375 Permease of the major facilitator superfamily G 3.911 1 2 1 1 253 55 63 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19463 AN2412.1 AO070236000002 Ca2+/calmodulin-dependent protein kinase, EF-Hand 
protein superfamily

T 2.068 1 1 1 0 98 312 413 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m04034 AN2577.1 AO070234000010 Peroxisomal multifunctional beta-oxidation protein and 
related enzymes

I 1 0.008 1 2 1 0 105 244 134 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15522 AN3312.1 AO070333000132 Reductases with broad range of substrate specificities 1 1 2 0 70 172 255 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 59.m09280 AN3426.1 AO070327000005 Exosomal 3'-5' exoribonuclease complex, subunit Rrp4 A 6.245 1 1 1 1 266 104 217 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15404 AN3695.1 AO070341000319 Isochorismate synthase E 2.068 1 1 1 1 50 253 214 61 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15413 AN3708.1 AO070341000333 Zinc-binding protein of the histidine triad (HIT) family T 2.068 1 1 1 0 124 124 105 5 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07818 AN3842.1 AO070305000077 GTPase Rab5/YPT51 and related small G protein 
superfamily GTPases

U 5.159 1 1 1 0 283 12 14 151 1

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 54.m07043 AN4201.1 AO070231000023 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II IQ 1 0.0076511
42723701
87 
2.0906364
4481557

2 1 1 0 161 262 249 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07872 AN4453.1 AO070273000002 Mitochondrial inheritance and actin cytoskeleton 
organization protein

Z 3.244 1 1 1 1 115 406 37 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05570 AN4558.1 AO070321000170 hypothetical protein [Neurospora crassa] 1 1 1 0 97 345 412 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05486 AN4647.1 AO070316000121 Peroxisomal phytanoyl-CoA hydroxylase I 1 0.008 1 1 1 0 71 57 113 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m08864 AN4959.1 AO070288000021 Protein required for S-phase initiation or completion D 1.225 1 1 1 0 281 51 65 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m14875 AN5178.1 AO070247000009 Alcohol dehydrogenase, class IV C 1.481 2 1 1 1 60 101 143 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 69.m15495 AN5440.1 AO070333000102 Catalase (peroxidase I) P 6.961 1 1 1 0 236 188 249 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15371 AN5669.1 AO070342000262 Succinyl-CoA:alpha-ketoacid-CoA transferase C 1.481 1 1 1 1 196 256 251 22 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m14821 AN5776.1 AO070249000021 SWI-SNF chromatin-remodeling complex protein B 6.551 1 1 1 0 221 229 270 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m18983 AN5850.1 AO070317000138 Hydroxysteroid 17-beta dehydrogenase 11 Q 2.091 1 1 1 0 128 213 254 13 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 72.m19268 AN5866.1 AO070308000130 Arylalkylamine N-acetyltransferase 1 1 1 0 35 56 64 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19958 AN5913.1 AO070248000033 Alcohol dehydrogenase, class V Q 2.091 1 1 1 0 177 155 380 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19960 AN5916.1 AO070340000370 Enoyl-CoA hydratase/carnithine racemase I 1 0.008 1 1 1 0 166 82 91 14 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19150 AN5990.1 AO070340000287 Acyl-CoA synthetase I 1 0.008 1 1 1 0 12 241 284 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 72.m19143 AN5997.1 AO070340000279 40S ribosomal protein S15 J 2.368 1 1 1 1 117 125 120 294 1

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19944 AN6037.1 AO070340000248 Glucose-6-phosphate isomerase G 3.911 1 0 1 1 52 0 4 173 1

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19071 AN6079.1 AO070340000129 Predicted RNA-binding protein 1 1 1 1 102 141 160 No EST No EST
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2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19424 AN6229.1 AO070304000080 NADPH:quinone reductase and related Zn-dependent 
oxidoreductases

C 1.481 1 1 1 1 119 182 115 15 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19339 AN6295.1 AO070308000053 predicted protein [Neurospora crassa] 1 1 1 0 372 116 127 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07697 AN6438.1 AO070299000087 Dipeptidyl aminopeptidase O 2.899 1 1 1 0 69 199 195 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15250 AN6889.1 AO070314000032 hypothetical protein [Neurospora crassa] 1 1 1 0 191 80 55 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05876 AN7465.1 AO070287000061 Sister chromatid cohesion complex Cohesin, subunit 
RAD21/SCC1

D 1.225 1 2 1 1 69 90 79 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15153 AN7514.1 AO070258000020 Nucleolar GTPase/ATPase p130 Y 4.819 1 1 1 0 312 131 3 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19591 AN7572.1 AO070343000419 NDR and related serine/threonine kinases 1 1 2 1 392 128 147 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m03866 AN8020.1 AO070322000068 conserved hypothetical protein [Neurospora crassa] 1 1 1 0 309 79 209 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m09197 AN8400.1 AO070329000063 Permeases of the major facilitator superfamily GEP 3.9105548
05366 
2.0676772
1409258 
6.9607592
3361899

1 1 1 0 299 158 134 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 52.m04095 AN8415.1 AO070302000056 Acyl-CoA dehydrogenases I 1 0.008 1 1 1 1 126 364 96 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15603 AN8796.1 AO070276000064 GTP-binding protein T 2.068 1 1 2 0 113 280 268 172 0

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15193 AN8968.1 AO070342000435 hypothetical protein [Neurospora crassa] 1 1 1 0 129 15 11 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 59.m08384 AN9291.1 AO070339000229 Permeases of the major facilitator superfamily GEP 3.9105548
05366 
2.0676772
1409258 
6.9607592
3361899

1 1 1 0 5 11 302 No EST No EST

2093 CCCCGCAC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m04094 AN9522.1 AO070310000070 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 
racemase

I 1 0.008 1 1 1 1 183 47 7 No EST No EST

2194 GGvGTTTGGAG down down 54.m06521 AN0260.1 AO070334000098 Eukaryotic-type DNA primase, large subunit L 0.618 1 2 1 1 254 82 264 No EST No EST
2194 GGvGTTTGGAG down down 70.m15416 AN0817.1 AO070288000087 Putative transcriptional repressor regulating G2/M 

transition
KD 1.0082785

8320546 
0.4511902
27357433

1 1 1 1 107 102 122 No EST No EST

2194 GGvGTTTGGAG down up 69.m14936 AN1918.1 AO070341000122 Phosphoenolpyruvate carboxykinase (ATP) C 4.068 1 1 2 1 158 279 215 52 0
2194 GGvGTTTGGAG down down 59.m08579 AN3178.1 AO070256000001 Component of histone deacetylase complex (breast 

carcinoma metastasis suppressor 1 protein in human)
DK 0.4511902

27357433 
1.0082785
8320546

1 1 1 0 57 91 90 No EST No EST

2194 GGvGTTTGGAG down down 65.m07390 AN3745.1 AO070309000078 Regulator of ribosome synthesis J 4.198 1 1 1 1 97 77 94 No EST No EST
2194 GGvGTTTGGAG down down 58.m07808 AN3830.1 AO070305000068 Threonine/serine dehydratases E 1.473 1 1 1 0 117 59 82 218 1
2194 GGvGTTTGGAG down down 54.m07047 AN4112.1 AO070342000107 Nucleolar GTPase/ATPase p130 Y 1.232 1 1 1 0 172 174 281 No EST No EST
2194 GGvGTTTGGAG down down 58.m07904 AN4415.1 AO070273000036 Holocytochrome c synthase/heme-lyase CO 4.0681477

5625896 
2.1056711
3864815

1 1 1 0 70 41 43 No EST No EST

2194 GGvGTTTGGAG down down 59.m08858 AN4953.1 AO070288000006 Ras-related small GTPase, Rho type 1 1 1 0 132 189 217 431 1
2194 GGvGTTTGGAG down down 71.m15298 AN6841.1 AO070314000098 Mitochondrial inner membrane protease, subunit IMP1 O 2.106 1 1 1 0 59 30 26 No EST No EST
2194 GGvGTTTGGAG down down 57.m05879 AN7463.1 AO070287000063 Ammonia permease P 3.212 1 1 1 0 45 280 121 No EST No EST
2194 GGvGTTTGGAG down up 57.m05846 AN7496.1 AO070287000019 FOG: Immunoglobin and related proteins P 3.212 1 1 1 1 167 295 300 No EST No EST
2194 GGvGTTTGGAG down down 57.m05465 AN7688.1 AO070325000082 Protein similar to predicted member of the 

intramitochondrial sorting protein family
U 4.173 1 1 1 0 65 59 61 No EST No EST

2194 GGvGTTTGGAG down down 57.m05337 AN7777.1 AO070286000057 Amino acid transporters E 1.473 1 1 1 0 77 116 15 No EST No EST
2194 GGvGTTTGGAG down down 53.m03915 AN8064.1 AO070330000020 Replication factor C, subunit RFC5 L 0.618 1 1 1 0 128 290 70 No EST No EST
2194 GGvGTTTGGAG down down 62.m03398 AN8672.1 AO070315000089 P-type ATPase 1 1 1 0 148 157 163 No EST No EST
2199 CCACGTGC PHO4  (CACGTG) 

[yeast_motifs_all];
up up 71.m15474 AN0211.1 AO070321000033 U2-associated snRNP A' protein A 4.024 1 1 1 0 234 73 116 No EST No EST
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2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06476 AN0267.1 AO070334000073 Myosin regulatory light chain, EF-Hand protein superfamily Z 0.655 1 1 1 0 156 146 82 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06650 AN0426.1 AO070338000276 Peroxisomal long-chain acyl-CoA transporter, ABC 
superfamily

I 2.485 1 1 1 0 368 40 127 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06630 AN0440.1 AO070338000297 Histone acetyltransferases PCAF/SAGA/ADA, subunit 
TADA3L/NGG1

B 5.322 1 1 1 0 290 196 201 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15349 AN0751.1 AO070343000448 predicted protein [Neurospora crassa] 1 1 1 0 179 329 219 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15474 AN0872.1 AO070320000030 CDC45 (cell division cycle 45)-like protein L 1.235 1 1 1 1 247 68 173 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15484 AN0881.1 AO070320000049 Alkylated DNA repair protein L 1.235 1 1 1 0 17 133 43 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15535 AN0928.1 AO070320000113 hypothetical protein ( (AL451014) putative protein 
[Neurospora crassa] )

1 1 1 0 364 96 75 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15208 AN1027.1 AO070312000118 1 1 1 0 120 27 31 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m14897 AN1334.1 AO070303000099 Component of vacuolar transporter chaperone (Vtc) 
involved in vacuole fusion

UO 2.6520878
7590796 
4.0602720
4839289

1 1 1 0 411 56 58 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up down 70.m14849 AN1374.1 AO070215000001 Uncharacterized conserved protein 1 1 1 0 187 176 179 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 55.m02950 AN1448.1 AO070302000005 Translation initiation factor 4F, ribosome/mRNA-bridging 
subunit (eIF-4G)

J 4.691 1 1 1 0 182 77 59 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up down 58.m07753 AN1675.1 AO070299000004 Lysophospholipase I 2.485 0 1 1 0 288 212 365 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 58.m07653 AN1859.1 AO070292000036 Transcription initiation factor IIF, auxiliary subunit K 0.775 1 1 1 0 119 29 28 83 1

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 58.m07590 AN1984.1 AO070301000069 Transcription initiation factor TFIID, subunit BDF1 and 
related bromodomain proteins

K 0.775 2 2 2 1 349 56 63 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 57.m05776 AN2077.1 AO070341000230 WD40 repeat protein 1 1 1 0 144 71 80 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 59.m08450 AN2529.1 AO070300000122 Enoyl-CoA isomerase I 2.485 1 1 1 1 281 179 162 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 59.m09356 AN2848.1 AO070334000119 Component of the U4/U6.U5 snRNP/mitosis protein DIM1 AD 4.0243941
2175509 
5.9724460
0957524

1 1 1 0 73 83 120 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 59.m08759 AN2909.1 AO070338000097 Putative arsenite-translocating ATPase P 1.157 1 1 1 0 346 20 19 58 1

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 59.m09097 AN2916.1 AO070329000155 Succinate dehydrogenase, flavoprotein subunit C 4.347 1 1 1 1 182 115 132 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 67.m02932 AN3224.1 AO070330000074 predicted protein [Neurospora crassa] 1 1 1 0 93 377 374 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 66.m04640 AN3372.1 AO070281000014 FOG: Low-complexity 1 1 1 0 9 1 9 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 69.m14994 AN3933.1 AO070341000044 RNA polymerase I, second largest subunit K 0.775 1 1 1 1 308 272 227 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 69.m14989 AN3937.1 AO070341000048 Uncharacterized conserved protein 1 1 1 0 53 44 42 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 57.m05645 AN4486.1 AO070311000037 hypothetical protein [Neurospora crassa] 2 1 2 0 416 27 28 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 57.m05643 AN4488.1 AO070311000040 predicted protein [Neurospora crassa] 1 1 1 1 498 81 34 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 57.m05570 AN4558.1 AO070321000170 hypothetical protein [Neurospora crassa] 1 1 1 0 312 128 169 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 59.m08893 AN4990.1 AO070288000060 Uncharacterized membrane protein 1 1 1 1 505 57 35 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m07051 AN5113.1 AO070291000066 Peroxisomal biogenesis protein (peroxin 16) U 2.652 1 1 1 0 156 30 35 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06878 AN5143.1 AO070291000032 Protein involved in vacuolar polyphosphate accumulation, 
contains SPX domain

P 1.157 0 0 0 0 297 0 0 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 69.m15563 AN5343.1 AO070333000181 Kinesin (SMY1 subfamily) Z 0.655 1 1 1 1 157 278 210 200 0

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06826 AN5711.1 AO070324000151 Uncharacterized conserved protein 1 1 1 0 139 20 30 No EST No EST
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2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 54.m06844 AN5724.1 AO070324000127 Inner membrane protein translocase involved in 
respiratory chain assembly

OU 4.0602720
4839289 
2.6520878
7590796

1 1 1 1 196 27 11 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 72.m19252 AN5879.1 AO070245000029 Uncharacterized conserved protein, contains ML domain 1 1 1 1 20 135 130 110 0

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 72.m19023 AN6141.1 AO070340000061 Imidazoleglycerol-phosphate synthase subunit H-like H 5.563 1 1 1 1 113 114 119 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 72.m19422 AN6232.1 AO070304000085 Vacuolar H+-ATPase V1 sector, subunit B C 4.347 1 1 1 0 167 83 138 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 72.m19499 AN6359.1 AO070279000047 Cdc4 and related F-box and WD-40 proteins 1 1 1 0 445 52 210 276 1

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 57.m05422 AN7658.1 AO070268000027 Cdc42-interacting protein CIP4 Z 0.655 1 1 1 0 131 243 227 227 0

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 53.m03906 AN8040.1 AO070330000006 Protein involved in inorganic phosphate transport P 1.157 1 1 1 0 173 229 273 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 53.m04127 AN8236.1 AO070310000072 Putative growth response protein T 4.336 1 1 1 0 181 150 1 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 70.m15786 AN9436.1 AO070343000484 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, 5'-3' helicase subunit RAD3

KL 0.7751425
41545787 
1.2351938
0446543

1 1 1 0 128 46 48 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up down 53.m03848 AN9467.1 AO070322000047 Serine/threonine protein phosphatase 2A, regulatory 
subunit

T 4.336 1 1 1 0 302 321 317 No EST No EST

2199 CCACGTGC PHO4  (CACGTG) 
[yeast_motifs_all];

up up 53.m04094 AN9522.1 AO070310000070 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 
racemase

I 2.485 1 1 1 1 179 51 11 No EST No EST

2215 ATTCCCC down down 71.m15326 AN0055.1 AO070314000132 TmpA [Emericella nidulans] 1 1 1 0 322 330 125 68 0
2215 ATTCCCC down down 71.m16065 AN0182.1 AO070321000058 Ras-related GTPase 1 1 1 1 236 234 240 341 1
2215 ATTCCCC down down 69.m15036 AN1733.1 AO070324000063 Delta-1-pyrroline-5-carboxylate dehydrogenase E 1.261 1 1 1 1 29 31 25 No EST No EST
2215 ATTCCCC down down 58.m07665 AN1846.1 AO070292000059 1 1 1 0 101 74 38 162 1
2215 ATTCCCC down down 71.m15842 AN2224.1 AO070326000179 Membrane coat complex Retromer, subunit VPS5/SNX1, 

Sorting nexins, and related PX domain-containing proteins
U 1.196 1 1 1 0 36 60 37 No EST No EST

2215 ATTCCCC down down 59.m08758 AN2907.1 AO070338000098 Translation initiation factor 3, subunit e (eIF-3e) J 0.261 1 1 1 0 161 82 69 No EST No EST
2215 ATTCCCC down down 59.m08952 AN3062.1 AO070337000011 Myosin class II heavy chain Z 0.066 1 1 1 0 75 99 83 No EST No EST
2215 ATTCCCC down down 59.m09174 AN4802.1 AO070329000037 60S ribosomal protein L21 J 0.261 1 1 1 1 133 128 130 483 1
2215 ATTCCCC down down 71.m15259 AN6875.1 AO070314000048 Kinesin-like protein Z 0.066 1 1 2 0 108 94 74 No EST No EST
2215 ATTCCCC down up 71.m15815 AN7784.1 AO070286000028 GTPase-activating protein VRP 1 1 1 1 290 211 101 No EST No EST
2215 ATTCCCC down down 62.m03398 AN8672.1 AO070315000089 P-type ATPase 2 1 1 1 134 143 149 No EST No EST
2223 GGCGTTG down down 70.m15630 AN0989.1 AO070318000148 SWI-SNF chromatin-remodeling complex protein B 0.254 1 1 1 1 107 108 126 No EST No EST
2223 GGCGTTG down up 70.m15237 AN1019.1 AO070343000596 Cullins D 3.164 1 1 1 0 438 117 71 69 0
2223 GGCGTTG down down 70.m15739 AN1247.1 AO070223000010 Peroxisomal membrane protein MPV17 and related 

proteins
1 1 1 1 86 278 111 374 1

2223 GGCGTTG down down 57.m05735 AN1880.1 AO070341000169 predicted protein [Neurospora crassa] 1 1 1 0 226 245 246 286 1
2223 GGCGTTG down up 72.m19711 AN2130.1 AO070278000033 Ras1 guanine nucleotide exchange factor T 5.282 1 1 1 1 99 110 117 No EST No EST
2223 GGCGTTG down down 72.m19466 AN2415.1 AO070228000029 RNA polymerase I and III, subunit RPA40/RPC40 K 0.228 1 1 1 1 48 52 47 No EST No EST
2223 GGCGTTG down down 59.m08476 AN2508.1 AO070263000056 Cysteine desulfurase NFS1 E 1.754 1 1 1 0 87 32 143 92 1
2223 GGCGTTG down down 71.m16097 AN2754.1 AO070276000006 Amino acid transporter protein E 1.754 1 1 1 0 237 173 266 No EST No EST
2223 GGCGTTG down down 59.m09408 AN4878.1 AO070338000082 Transcription factor K 0.228 1 1 1 1 297 230 350 303 1
2223 GGCGTTG down down 58.m07558 AN5648.1 AO070301000033 Uncharacterized conserved protein 1 1 1 1 264 258 267 No EST No EST
2223 GGCGTTG down down 54.m06846 AN5726.1 AO070324000125 FOG: Zn-finger 1 1 1 0 158 111 176 No EST No EST
2223 GGCGTTG down down 69.m14857 AN5740.1 AO070341000019 Ras-related small GTPase, Rho type 1 1 2 1 245 255 248 126 0
2223 GGCGTTG down up 72.m19980 AN6247.1 AO070304000102 predicted protein [Neurospora crassa] 1 1 1 0 7 509 499 325 0
2223 GGCGTTG down down 72.m19504 AN6351.1 AO070275000048 Membrane coat complex Retromer, subunit VPS5/SNX1, 

Sorting nexins, and related PX domain-containing proteins
U 1.545 2 1 1 1 55 45 89 49 1

2223 GGCGTTG down up 53.m03907 AN8039.1 AO070330000007 Histone 2A B 0.254 2 1 1 0 171 74 323 319 1
2223 GGCGTTG down down 53.m03887 AN8056.1 AO070322000144 Chromosome condensation complex Condensin, subunit 

G
BD 0.2538713

90377446 
3.1641979
9073092

1 1 1 0 31 32 30 No EST No EST

2223 GGCGTTG down down 62.m03393 AN8677.1 AO070315000097 Galactosyltransferases G 4.471 1 1 1 1 276 215 286 No EST No EST
2223 GGCGTTG down up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 4.367 1 1 1 1 48 202 211 73 0
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2223 GGCGTTG down down 71.m15583 AN8787.1 AO070276000074 Nuclear mRNA export factor receptor LOS1/Exportin-t 
(importin beta superfamily)

YUJ 1.3855923
8191041 
1.5450618
1317591 
4.3671197
9457036

1 1 1 1 267 273 232 356 1

2223 GGCGTTG down down 66.m04545 AN9087.1 AO070332000190 Calcium-responsive transcription coactivator K 0.228 1 1 1 0 173 196 177 No EST No EST
2223 GGCGTTG down down 52.m03849 AN9362.1 AO070315000035 U2 snRNP splicing factor, small subunit, and related 

proteins
A 3.990 1 1 1 1 33 21 31 No EST No EST

2236 GCAGAATC up up 70.m15611 AN0966.1 AO070320000170 Uncharacterized conserved protein BCNT 1 1 1 0 78 4 10 No EST No EST
2236 GCAGAATC up up 70.m15019 AN1200.1 AO070331000206 CAATT-binding transcription factor/60S ribosomal subunit 

biogenesis protein
JK 0.2737861

62161689 
0.8462219
49021435

1 1 1 1 65 117 111 No EST No EST

2236 GCAGAATC up up 70.m15003 AN1222.1 AO070331000222 S-adenosylmethionine synthetase H 1.581 1 1 1 1 241 80 69 193 1
2236 GCAGAATC up up 69.m15051 AN1750.1 AO070324000043 RNA helicase A 0.768 1 1 1 1 105 43 28 No EST No EST
2236 GCAGAATC up up 69.m14944 AN1927.1 AO070341000108 hypothetical protein [Neurospora crassa] 1 1 1 1 330 231 251 No EST No EST
2236 GCAGAATC up up 58.m07638 AN2050.1 AO070292000017 Vesicle coat protein clathrin, light chain U 1.048 1 1 1 1 148 75 78 91 1
2236 GCAGAATC up up 69.m15220 AN2438.1 AO070264000041 Predicted GTPase 1 1 1 1 19 30 47 No EST No EST
2236 GCAGAATC up up 59.m08566 AN3176.1 AO070256000014 ATP-dependent RNA helicase A 0.768 1 1 1 0 14 147 133 No EST No EST
2236 GCAGAATC up up 58.m07374 AN3576.1 AO070342000173 Uncharacterized membrane protein NPD008/CGI-148 1 1 1 1 154 49 92 No EST No EST
2236 GCAGAATC up up 54.m06709 AN4065.1 AO070342000055 KRR1-interacting protein involved in 40S ribosome 

biogenesis
J 0.274 1 2 1 1 113 30 19 No EST No EST

2236 GCAGAATC up up 54.m06728 AN4087.1 AO070342000080 40S ribosomal protein S3 J 0.274 1 1 1 1 6 311 165 No EST No EST
2236 GCAGAATC up up 58.m07861 AN4471.1 AO070305000130 WD40 repeat-containing protein 1 1 1 1 97 174 286 36 0
2236 GCAGAATC up up 59.m09126 AN4850.1 AO070327000106 RNA-binding protein RBM5 and related proteins, contain 

G-patch and RRM domains
1 1 1 1 72 238 52 No EST No EST

2236 GCAGAATC up down 58.m07512 AN5585.1 AO070328000019 3-keto sterol reductase I 3.164 1 1 1 0 44 163 145 No EST No EST
2236 GCAGAATC up up 72.m19294 AN6196.1 AO070308000103 1 1 1 1 245 114 146 No EST No EST
2236 GCAGAATC up up 72.m19322 AN6312.1 AO070308000067 predicted protein [Neurospora crassa] 1 1 1 0 128 132 167 No EST No EST
2236 GCAGAATC up up 65.m07298 AN6682.1 AO070289000024 8-oxoguanine DNA glycosylase L 2.194 1 2 1 0 86 10 104 No EST No EST
2236 GCAGAATC up up 69.m15144 AN7526.1 AO070258000030 Apoptosis antagonizing transcription factor/protein 

transport protein
KU 0.8462219

49021435 
1.0478884
4714934

1 1 1 0 75 16 7 No EST No EST

2236 GCAGAATC up up 53.m03895 AN8049.1 AO070292000101 NADH:ubiquinone oxidoreductase, NDUFS6/13 kDa 
subunit

C 2.565 1 1 1 0 155 16 16 No EST No EST

2236 GCAGAATC up down 62.m03377 AN8693.1 AO070315000115 Serine/threonine protein kinase D 4.561 1 1 1 0 79 201 85 No EST No EST
2249 TTTTTTT positioning_element2 

(AAAAAA) [polya];
up up 54.m06594 AN0476.1 AO070328000164 Mitochondrial ribosomal protein L27 J 1 0.000 1 1 1 1 122 10 12 9 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 65.m07309 AN0490.1 AO070321000178 CTP synthase (UTP-ammonia lyase) F 0.081 1 1 2 0 123 69 20 39 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 69.m15266 AN0582.1 AO070280000004 Single-stranded DNA-binding replication protein A (RPA), 
medium (30 kD) subunit

L 1.907 1 1 1 1 95 23 76 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 69.m15260 AN0589.1 AO070280000011 RNA Helicase A 1 0.002 1 1 1 1 106 57 44 16 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15249 AN0647.1 AO070343000582 U3 small nucleolar ribonucleoprotein (snoRNP) 
component

A 1 0.002 2 1 1 1 3 263 264 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15576 AN0944.1 AO070320000139 ATP-dependent RNA helicase A 1 0.002 1 1 1 0 185 230 188 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15580 AN0946.1 AO070320000143 Predicted protein involved in nuclear export of pre-
ribosomes

J 1 0.000 1 1 1 0 99 6 3 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15605 AN0956.1 AO070320000158 tRNA-dihydrouridine synthase J 1 0.000 1 1 1 0 158 53 68 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15042 AN1175.1 AO070331000170 Nucleolar protein NOP52/RRP1 A 1 0.002 1 1 1 0 137 96 108 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m15019 AN1200.1 AO070331000206 CAATT-binding transcription factor/60S ribosomal subunit 
biogenesis protein

JK 1 2.5411706
9140594e-
08 
2.4655652
4184544

1 1 2 1 62 121 91 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m14875 AN1355.1 AO070237000005 Permease of the drug/metabolite transporter (DMT) 
superfamily

1 1 1 0 188 256 49 No EST No EST
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2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 70.m14862 AN1367.1 AO070215000014 WD40 repeat nucleolar protein Bop1, involved in ribosome 
biogenesis

J 1 0.000 1 1 1 0 5 88 50 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 58.m07732 AN1666.1 AO070299000048 Nucleolar GTPase 1 1 1 0 140 100 72 122 1

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 72.m19761 AN1711.1 AO070297000053 NMD protein affecting ribosome stability and mRNA decay J 1 0.000 1 1 1 0 122 79 34 23 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 69.m15051 AN1750.1 AO070324000043 RNA helicase A 1 0.002 1 1 1 0 95 40 25 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 58.m07570 AN1965.1 AO070301000046 Ribose-phosphate pyrophosphokinase FE 0.0808018
69560906
8 
1.6436655
4181311

1 1 1 0 222 129 88 125 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 57.m05792 AN2090.1 AO070341000248 Protein containing repeated kelch motifs 1 2 1 0 163 80 128 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 59.m09061 AN2933.1 AO070337000174 Phosphatidylserine-specific receptor PtdSerR, contains 
JmjC domain

BT 3.1762799
5048343 
2.9952775
9330682

1 1 4 0 242 151 1 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 59.m08928 AN3069.1 AO070337000005 Ribosome biogenesis protein - Nop56p/Sik1p AJ 1 0.0020610
88139978
84 
2.5411706
9140594e-
08

1 1 2 1 177 16 13 109 1

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 65.m07390 AN3745.1 AO070309000078 Regulator of ribosome synthesis J 1 0.000 1 1 1 1 119 61 73 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 58.m07803 AN3827.1 AO070305000064 Protein required for normal rRNA processing A 1 0.002 2 1 1 0 81 30 110 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 58.m07811 AN3832.1 AO070305000070 Mitochondrial elongation factor J 1 0.000 1 1 1 1 80 78 63 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 58.m07837 AN3865.1 AO070305000101 Methionyl-tRNA synthetase J 1 0.000 1 1 1 0 110 37 67 9 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 
transferase

L 1.907 1 1 1 0 231 22 0 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 54.m06579 AN4015.1 AO070328000151 Translation initiation factor 5A (eIF-5A) J 1 0.000 1 1 1 0 190 190 128 70 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 54.m06784 AN4232.1 AO070234000014 RNA-binding protein required for 60S ribosomal subunit 
biogenesis

J 1 0.000 1 1 1 0 100 16 34 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 65.m07411 AN5685.1 AO070309000100 Uncharacterized conserved protein 1 1 1 0 99 9 14 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 69.m14807 AN5789.1 AO070249000035 Predicted protein carboxyl methylase 1 1 1 1 247 35 53 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 72.m19269 AN5865.1 AO070308000129 GTP-binding protein CRFG/NOG1 (ODN superfamily) 1 1 1 0 92 15 12 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 62.m03156 AN6569.1 AO070326000012 Predicted metalloprotease with chaperone activity (RNAse 
H/HSP70 fold)

O 2.165 2 1 1 0 140 90 81 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 65.m07264 AN6711.1 AO070339000151 Ribose-phosphate pyrophosphokinase FE 0.0808018
69560906
8 
1.6436655
4181311

1 1 1 0 115 34 29 113 1

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 62.m03303 AN7204.1 AO070293000065 Fatty acid desaturase I 3.326 2 1 1 0 30 188 195 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 57.m05914 AN7430.1 AO070229000001 Glutamine amidotransferase/cyclase E 1.644 1 1 1 0 241 76 18 45 0

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 53.m04172 AN8272.1 AO070310000029 RNA polymerase III (C) subunit K 2.466 1 1 1 0 73 47 60 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 52.m04024 AN9398.1 AO070274000018 Cell adhesion complex protein bystin 1 1 1 0 137 183 62 No EST No EST

2249 TTTTTTT positioning_element2 
(AAAAAA) [polya];

up up 52.m04033 AN9406.1 AO070274000011 tRNA methyltransferase J 1 0.000 1 1 1 0 83 68 99 No EST No EST

2253 TTTGGTTT down up 70.m15468 AN0861.1 AO070320000009 predicted protein [Neurospora crassa] 1 1 1 0 226 94 15 No EST No EST
2253 TTTGGTTT down down 72.m19355 AN1150.1 AO070308000028 Acetylornithine aminotransferase E 2.794 1 1 1 0 69 62 186 No EST No EST
2253 TTTGGTTT down down 58.m07718 AN1639.1 AO070299000037 Thioredoxin-like protein O 0.813 1 1 1 1 198 226 189 No EST No EST
2253 TTTGGTTT down down 57.m05818 AN2112.1 AO070341000294 3-carboxymuconate cyclase G 2.826 2 1 1 0 147 211 202 No EST No EST
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2253 TTTGGTTT down down 65.m07256 AN6718.1 AO070339000158 ATPases of the AAA+ class O 0.813 1 1 1 0 13 65 272 No EST No EST
2253 TTTGGTTT down down 71.m15272 AN6859.1 AO070314000076 RNA polymerase II C-terminal domain-binding protein 

RA4, contains RPR and RRM domains
AK 2.2248213

7311558 
2.3408751
8282749

1 1 1 1 158 118 146 No EST No EST

2253 TTTGGTTT down down 71.m15720 AN7698.1 AO070325000103 Myosin class I heavy chain Z 1.444 1 2 2 0 161 44 42 311 1
2253 TTTGGTTT down down 65.m07308 AN8785.1 AO070289000010 Mitochondrial aspartate/glutamate carrier protein 

Aralar/Citrin (contains EF-hand Ca2+-binding domains)
C 2.513 1 1 1 1 110 32 27 No EST No EST

2253 TTTGGTTT down down 71.m15583 AN8787.1 AO070276000074 Nuclear mRNA export factor receptor LOS1/Exportin-t 
(importin beta superfamily)

YUJ 0.6154875
11470356 
2.6227681
264767 
2.6511579
8769945

1 1 1 1 117 107 84 356 1

2287 TTCTTCCTT up up 70.m15397 AN0787.1 AO070239000021 Mannosyl-oligosaccharide alpha-1,2-mannosidase and 
related glycosyl hydrolases

G 1.502 1 1 1 0 122 7 335 No EST No EST

2287 TTCTTCCTT up up 70.m15426 AN0824.1 AO070255000021 Short-chain acyl-CoA dehydrogenase I 1.165 1 1 1 0 86 66 90 25 0
2287 TTCTTCCTT up up 70.m15462 AN0866.1 AO070320000017 Molecular chaperones HSP70/HSC70, HSP70 superfamily O 2.034 1 1 1 0 262 382 461 No EST No EST

2287 TTCTTCCTT up up 55.m03061 AN1543.1 AO070339000311 Fumarate reductase, flavoprotein subunit C 0.377 2 1 2 0 22 292 54 43 0
2287 TTCTTCCTT up up 55.m03274 AN1546.1 AO070339000308 Histone deacetylase complex, SIN3 component B 0.726 1 1 1 0 127 372 436 320 0
2287 TTCTTCCTT up up 58.m07716 AN1630.1 AO070299000035 Catalase (peroxidase I) P 1.677 1 1 1 0 168 417 355 69 0
2287 TTCTTCCTT up up 58.m07713 AN1810.1 AO070299000061 Ornithine aminotransferase E 3.203 1 1 1 0 95 105 174 33 0
2287 TTCTTCCTT up up 57.m05742 AN1876.1 AO070341000183 Predicted membrane protein, contains two CBS domains 1 2 1 0 26 196 363 No EST No EST

2287 TTCTTCCTT up up 58.m07644 AN2056.1 AO070292000026 Uncharacterized conserved protein 1 1 1 0 5 353 270 No EST No EST
2287 TTCTTCCTT up up 57.m05760 AN2062.1 AO070341000205 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O 2.034 3 2 2 0 149 103 87 173 1

2287 TTCTTCCTT up up 57.m05768 AN2068.1 AO070341000217 Vigilin I 1.165 2 1 2 0 383 143 38 No EST No EST
2287 TTCTTCCTT up up 59.m08719 AN2871.1 AO070338000143 SWI-SNF chromatin-remodeling complex protein B 0.726 2 2 2 0 334 111 138 No EST No EST
2287 TTCTTCCTT up up 59.m08644 AN3100.1 AO070334000141 predicted protein [Neurospora crassa] 3 1 2 1 215 333 314 106 0
2287 TTCTTCCTT up up 66.m04646 AN3376.1 AO070281000020 Squalene synthetase I 1.165 1 1 2 0 14 125 78 298 1
2287 TTCTTCCTT up up 54.m06745 AN4189.1 AO070342000110 Mitogen-activated protein kinase kinase (MAP2K) T 0.574 1 1 1 0 309 25 123 No EST No EST
2287 TTCTTCCTT up up 58.m08010 AN4314.1 AO070230000002 predicted protein [Neurospora crassa] 2 1 1 0 179 43 17 No EST No EST
2287 TTCTTCCTT up up 58.m08982 AN4411.1 AO070273000031 hypothetical protein ( (AL513462) related to Sts1 protein 

[Neurospora crassa]  )
1 1 2 0 165 202 1 No EST No EST

2287 TTCTTCCTT up up 58.m07847 AN4462.1 AO070305000113 Pyruvate carboxylase C 0.377 1 1 3 0 273 35 133 No EST No EST
2287 TTCTTCCTT up up 59.m08876 AN4973.1 AO070288000039 predicted protein [Neurospora crassa] 2 2 2 0 45 176 221 No EST No EST
2287 TTCTTCCTT up up 59.m09453 AN4998.1 AO070255000029 Ras GTPase-activating protein family - IQGAP T 0.574 1 1 1 0 453 470 505 No EST No EST
2287 TTCTTCCTT up up 57.m05712 AN5222.1 AO070337000256 40S ribosomal protein S11 J 3.367 1 1 1 0 101 95 131 116 1
2287 TTCTTCCTT up up 69.m15615 AN5744.1 AO070341000001 Multifunctional chaperone (14-3-3 family) O 2.034 1 1 1 0 88 83 168 141 1
2287 TTCTTCCTT up up 72.m19897 AN5849.1 AO070281000056 Serine/threonine protein kinase T 0.574 1 1 1 0 210 249 115 No EST No EST
2287 TTCTTCCTT up up 72.m19123 AN6033.1 AO070340000255 Predicted GTPase-activating protein T 0.574 1 1 1 0 310 196 230 No EST No EST
2287 TTCTTCCTT up up 65.m07257 AN6717.1 AO070339000157 NAD-dependent malate dehydrogenase C 0.377 2 1 1 0 103 161 139 No EST No EST
2287 TTCTTCCTT up up 71.m15236 AN6900.1 AO070314000015 Triosephosphate isomerase G 1.502 1 1 1 0 82 218 163 No EST No EST
2287 TTCTTCCTT up up 72.m19777 AN7287.1 AO070297000028 Mitochondrial tricarboxylate/dicarboxylate carrier proteins C 0.377 1 1 2 0 173 240 412 No EST No EST

2287 TTCTTCCTT up up 56.m02393 AN7388.1 AO070293000057 Catalase (peroxidase I) P 1.677 1 1 1 0 179 307 14 No EST No EST
2287 TTCTTCCTT up up 62.m03324 AN8751.1 AO070250000011 NDR and related serine/threonine kinases 2 2 1 0 341 9 24 No EST No EST
2287 TTCTTCCTT up up 71.m15604 AN8797.1 AO070276000063 hypothetical protein ( (AL513442) conserved hypothetical 

protein [Neurospora crassa] )
1 1 1 0 100 103 435 No EST No EST

2287 TTCTTCCTT up up 71.m15980 AN8846.1 AO070271000030 Protein involved in beta-1,3-glucan synthesis G 1.502 1 1 2 0 335 289 251 355 1
2287 TTCTTCCTT up up 66.m04571 AN9112.1 AO070332000162 Alcohol dehydrogenase, class V Q 3.745 1 1 1 1 116 47 46 No EST No EST
2287 TTCTTCCTT up up 66.m04608 AN9146.1 AO070332000116 hypothetical protein [Neurospora crassa] 1 1 1 0 179 41 58 No EST No EST
2378 TGTACAGAA down down 70.m15361 AN0747.1 AO070343000435 Mitochondrial processing peptidase, beta subunit, and 

related enzymes (insulinase superfamily)
O 2.573 1 1 1 1 124 115 105 141 1

2378 TGTACAGAA down down 70.m15382 AN0776.1 AO070316000062 60S ribosomal protein L22 J 0.077 1 1 1 1 64 70 63 283 1
2378 TGTACAGAA down down 70.m15214 AN0997.1 AO070312000043 Ribonuclease III domain proteins J 0.077 1 1 1 1 119 105 120 120 1
2378 TGTACAGAA down down 70.m14921 AN1287.1 AO070303000048 Prohibitins and stomatins of the PID superfamily C 0.470 1 1 1 0 317 258 300 No EST No EST
2378 TGTACAGAA down down 57.m05716 AN1902.1 AO070341000151 Nucleolar GTPase/ATPase p130 Y 0.578 2 1 1 0 173 276 420 505 1
2378 TGTACAGAA down down 71.m15519 AN2315.1 AO070323000037 F0F1-type ATP synthase, beta subunit C 0.470 1 1 1 1 90 68 83 307 1
2378 TGTACAGAA down down 71.m16072 AN2317.1 AO070323000039 Actin depolymerizing factor Z 1.305 1 1 1 1 263 251 253 345 1
2378 TGTACAGAA down up 54.m06889 AN5134.1 AO070291000041 Glutamate synthase E 3.983 1 1 1 0 116 54 84 No EST No EST
2378 TGTACAGAA down down 58.m07520 AN5596.1 AO070328000008 Permease of the major facilitator superfamily 1 1 1 1 74 56 73 275 1
2378 TGTACAGAA down up 65.m07286 AN6697.1 AO070339000128 hypothetical protein [Neurospora crassa] 1 1 1 0 347 207 190 193 0
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2378 TGTACAGAA down down 53.m03929 AN8076.1 AO070330000034 Splicing coactivator SRm160/300, subunit SRm300 A 1.920 1 1 1 1 106 137 233 No EST No EST
2378 TGTACAGAA down down 53.m03749 AN8225.1 AO070310000087 Ribosomal protein L1 J 0.077 1 1 1 1 40 17 29 No EST No EST
2378 TGTACAGAA down down 66.m04578 AN9120.1 AO070332000154 RNA polymerase II, second largest subunit K 2.004 1 1 1 0 42 2 31 102 1
2451 GATATCC down down 70.m15369 AN0766.1 AO070316000078 hypothetical protein [Novosphingobium aromaticivorans] 1 1 1 1 144 99 133 222 1

2451 GATATCC down down 70.m14828 AN1394.1 AO070233000008 Septin CDC10 and related P-loop GTPases DTZ 1.5192391
4920482 
0.5951857
4358162 
1.3843849
6613063

1 1 1 1 172 169 175 356 1

2451 GATATCC down down 55.m02962 AN1458.1 AO070306000074 predicted protein [Neurospora crassa] 1 1 1 0 134 106 127 171 1
2451 GATATCC down down 59.m08861 AN4956.1 AO070288000018 Thiamine pyrophosphate-requiring enzyme EH 2.5223485

0439796 
1.1465025
928533

1 1 1 1 56 128 42 No EST No EST

2451 GATATCC down down 72.m19365 AN6275.1 AO070304000006 predicted protein [Neurospora crassa] 1 1 1 0 297 235 365 No EST No EST
2451 GATATCC down down 62.m03225 AN6629.1 AO070326000081 60S ribosomal protein L14 J 2.413 1 1 1 1 136 128 142 122 0
2451 GATATCC down down 65.m07261 AN6709.1 AO070339000154 Guanine nucleotide exchange factor U 2.391 1 1 1 1 48 48 48 No EST No EST
2451 GATATCC down down 57.m05879 AN7463.1 AO070287000063 Ammonia permease P 1.708 1 1 1 1 63 75 49 No EST No EST
2451 GATATCC down down 72.m19601 AN7580.1 AO070343000328 predicted protein [Neurospora crassa] 1 1 1 1 142 153 127 No EST No EST
2451 GATATCC down down 71.m15967 AN8836.1 AO070271000042 p21-activated serine/threonine protein kinase T 0.595 1 1 1 1 191 127 183 No EST No EST
2483 TGAGTCA cpcA (ATGACTCA) 

[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 70.m15312 AN0705.1 AO070343000504 Isoleucyl-tRNA synthetase J 1 0.000 1 1 1 0 110 47 57 36 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up down 70.m15314 AN0707.1 AO070343000502 5'-3' exonuclease HKE1/RAT1 LA 3.4748432
3080616 
2.9935853
7946206

1 1 1 1 353 383 376 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 70.m15350 AN0717.1 AO070343000449 Histidinol phosphate aminotransferase E 1 0.000 1 1 1 0 114 31 123 No EST No EST
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2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 70.m15488 AN0893.1 AO070320000065 Adenylosuccinate synthase F 1.105 1 1 1 0 402 33 51 235 1

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 70.m14889 AN1344.1 AO070247000020 Translation initiation factor 2B, beta subunit (eIF-
2Bbeta/GCD7)

J 1 0.000 1 1 1 0 107 336 353 71 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 57.m05730 AN1883.1 AO070306000016 Argininosuccinate synthase E 1 0.000 1 1 2 0 58 330 265 47 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 57.m05779 AN2080.1 AO070341000233 Polypeptide release factor 3 J 1 0.000 1 1 1 1 122 105 79 55 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 71.m15904 AN2263.1 AO070295000026 Predicted GTP-binding protein MMR1 1 1 1 1 213 48 64 No EST No EST
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2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 62.m03436 AN2409.1 AO070298000018 Phosphoserine aminotransferase HE 1 1.4065653
2060447 
0.0001191
15766590
459

2 1 1 0 103 141 307 12 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 59.m09022 AN2992.1 AO070337000126 Translation initiation factor 2, beta subunit (eIF-2beta) J 1 0.000 1 1 1 0 181 6 16 83 1

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 69.m15368 AN3429.1 AO070265000003 Amidases related to nicotinamidase Q 0.584 1 1 1 0 95 108 51 4 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up down 65.m07362 AN3760.1 AO070309000043 Cell growth-regulating nucleolar protein D 3.817 1 1 1 0 205 229 409 93 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 58.m07895 AN4430.1 AO070273000027 Acetolactate synthase, small subunit E 1 0.000 1 1 1 1 147 136 153 38 0
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2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 57.m05569 AN4557.1 AO070321000171 AAA+-type ATPase containing the peptidase M41 domain O 2.202 1 1 1 1 220 222 149 148 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up down 59.m09189 AN4792.1 AO070329000054 Proteins containing the FAD binding domain C 2.624 1 1 1 1 255 127 214 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 69.m15491 AN5443.1 AO070333000106 Predicted exosome subunit J 1 0.000 1 2 2 0 186 81 88 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 58.m07525 AN5601.1 AO070328000003 Lysine-ketoglutarate reductase/saccharopine 
dehydrogenase

E 1 0.000 1 1 1 0 114 164 76 12 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 58.m07534 AN5610.1 AO070301000010 Non-ribosomal peptide synthetase/alpha-aminoadipate 
reductase and related enzymes

Q 0.584 1 2 1 0 93 188 284 No EST No EST
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2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 71.m15275 AN6864.1 AO070314000084 Translation initiation factor 2B, delta subunit (eIF-
2Bdelta/GCD2)

J 1 0.000 1 1 1 0 126 148 158 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 57.m05914 AN7430.1 AO070229000001 Glutamine amidotransferase/cyclase E 1 0.000 1 1 2 1 213 96 45 45 0

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up down 72.m19567 AN7550.1 AO070277000047 Type I phosphodiesterase/nucleotide pyrophosphatase 1 1 1 0 283 219 278 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 71.m15749 AN7722.1 AO070325000137 Putative glutamate/ornithine acetyltransferase E 1 0.000 2 1 2 0 134 119 132 No EST No EST

2483 TGAGTCA cpcA (ATGACTCA) 
[aspergillus_motifs_all];
Bas1 (TGACTC) 
[yeast_motifs_all];GCN4 
(ATGACTCAT) 
[yeast_motifs_all];GCN4 
b:General control of 
nitrogen and purine 
metabolism  
(RRTGACTCA) 
[yeast_motifs_all];yAP1 
(STGACTMA) 
[yeast_motifs_all];

up up 53.m03750 AN8224.1 AO070310000088 Glutamyl-tRNA synthetase J 1 0.000 1 1 1 0 1 58 53 34 0
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2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15380 AN0106.1 AO070311000113 Serine/threonine protein kinase T 1 0.000 1 1 1 0 153 267 362 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15461 AN0191.1 AO070321000052 RNA polymerase II elongator complex, subunit ELP4 BK 4.8247536
7478436 
0.5898665
4995859

1 1 1 1 58 80 75 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15648 AN0634.1 AO070318000124 GTP-binding ADP-ribosylation factor-like protein yARL3 U 2.245 1 1 1 1 310 181 120 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15312 AN0705.1 AO070343000504 Isoleucyl-tRNA synthetase J 4.084 1 1 2 1 70 79 50 36 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15808 AN0926.1 AO070320000110 Nuclear transport receptor Karyopherin-beta2/Transportin 
(importin beta superfamily)

YU 3.3842927
5323496 
2.2454431
7942041

1 1 1 0 155 228 219 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15539 AN0931.1 AO070320000122 Mitogen-activated protein kinase kinase (MAP2K) T 1 0.000 1 1 1 1 237 237 282 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m14974 AN1246.1 AO070223000009 3-phosphoglycerate kinase G 1.182 1 1 1 0 169 239 315 12 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 55.m02991 AN1485.1 AO070334000192 Casein kinase II, alpha subunit TDK 1 1.4053844
0589522e-
05 
0.6682832
14252526 
0.5898665
4995859

1 1 1 0 64 173 160 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07743 AN1662.1 AO070299000024 Uncharacterized conserved protein 2 1 1 0 54 138 81 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05745 AN1873.1 AO070341000189 Predicted phosphoglycerate mutase G 1.182 1 1 1 1 61 182 284 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15204 AN2455.1 AO070264000021 C4-type Zn-finger protein 1 1 2 1 165 78 132 36 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 59.m09067 AN2928.1 AO070337000181 von Willebrand factor and related coagulation proteins V 11.545 1 1 1 0 382 2 104 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m09082 AN2960.1 AO070337000210 Probable taurine catabolism dioxygenase Q 1.206 1 1 2 1 183 295 312 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m08647 AN3096.1 AO070334000138 Protein arginine N-methyltransferase PRMT1 and related 
enzymes

OKT 1 3.9927848
2883074 
0.5898665
4995859 
1.4053844
0589522e-
05

1 1 2 1 192 70 47 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15412 AN3707.1 AO070341000332 Acetylornithine deacetylase/Succinyl-diaminopimelate 
desuccinylase and related deacylases

E 4.162 1 1 1 0 135 69 47 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15413 AN3708.1 AO070341000333 Zinc-binding protein of the histidine triad (HIT) family T 1 0.000 1 1 1 0 126 122 103 5 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15727 AN3719.1 AO070341000350 Mitogen-activated protein kinase T 1 0.000 1 1 1 1 366 126 153 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 65.m07383 AN3748.1 AO070309000072 ATP phosphoribosyltransferase E 4.162 1 1 1 0 20 349 403 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05656 AN3824.1 AO070311000023 Phenylalanyl-tRNA synthetase, beta subunit J 4.084 1 2 1 0 176 324 322 10 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m14968 AN3954.1 AO070341000069 6-phosphogluconate dehydrogenase G 1.182 2 2 2 1 38 193 152 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 54.m06799 AN4219.1 AO070315000080 RNA polymerase III subunit C11 K 0.590 1 1 1 0 349 342 465 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07997 AN4326.1 AO070240000003 Casein kinase II, beta subunit TDK 1 1.4053844
0589522e-
05 
0.6682832
14252526 
0.5898665
4995859

1 1 1 1 105 53 53 No EST No EST
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2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m09016 AN4442.1 AO070273000012 Ubiquitin fusion degradation protein-2 O 3.993 1 1 1 0 48 123 266 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05648 AN4483.1 AO070311000032 Ca2+/calmodulin-dependent protein kinase, EF-Hand 
protein superfamily

T 1 0.000 1 1 1 0 234 84 206 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15705 AN4717.1 AO070311000004 cAMP-dependent protein kinase catalytic subunit (PKA) T 1 0.000 1 1 1 1 309 73 56 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 71.m15491 AN4721.1 AO070323000062 DEAH-box RNA helicase A 3.864 1 1 1 0 55 176 76 153 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15746 AN5482.1 AO070341000403 GTPase Ran/TC4/GSP1 (nuclear protein transport 
pathway), small G protein superfamily

U 2.245 1 1 1 0 237 32 74 124 1

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m08888 AN5737.1 AO070255000002 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQ 2.0892261
8330662 
1.2064606
1954303

1 1 1 0 84 116 3 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19071 AN6079.1 AO070340000129 Predicted RNA-binding protein 1 1 1 1 104 139 158 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19006 AN6159.1 AO070340000043 Sterol O-acyltransferase/Diacylglycerol O-acyltransferase I 2.089 1 1 1 0 107 132 70 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19497 AN6363.1 AO070279000049 Serine/threonine protein kinase involved in cell cycle 
control

TD 1 1.4053844
0589522e-
05 
0.6682832
14252526

1 1 1 0 139 12 26 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 62.m03192 AN6604.1 AO070326000055 hypothetical protein [Neurospora crassa] 1 1 1 0 55 408 159 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 62.m03451 AN6655.1 AO070269000011 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQ 2.0892261
8330662 
1.2064606
1954303

1 1 1 0 231 92 95 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 67.m02939 AN6795.1 AO070335000198 antigenic cell wall protein MP1 [Aspergillus flavus] 1 1 1 0 201 83 133 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15250 AN6889.1 AO070314000032 hypothetical protein [Neurospora crassa] 2 1 1 0 24 78 53 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05460 AN7418.1 AO070323000154 2-polyprenyl-6-methoxyphenol hydroxylase and related 
FAD-dependent oxidoreductases

HC 5.0717621
6053754 
4.9447065
3849616

1 1 1 0 269 223 343 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 71.m15821 AN7629.1 AO070294000039 predicted protein [Neurospora crassa] 1 1 1 1 54 58 88 117 1

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15732 AN7708.1 AO070325000115 Aldo/keto reductases, related to diketogulonate reductase 1 1 1 0 174 319 336 No EST No EST

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 1.182 1 2 1 0 23 239 463 146 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15603 AN8796.1 AO070276000064 GTP-binding protein T 1 0.000 1 1 1 1 47 282 279 172 0

2488 TACCCCGC MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 66.m04519 AN9067.1 AO070332000219 FOG: RRM domain 1 1 1 0 213 317 312 38 0

2497 TGCATAG down down 54.m06984 AN0321.1 AO070334000005 RNA polymerase III, second largest subunit K 0.098 1 1 1 1 102 69 65 No EST No EST
2497 TGCATAG down down 59.m09221 AN4762.1 AO070327000054 predicted protein [Neurospora crassa] 1 1 1 1 128 108 103 124 1
2497 TGCATAG down down 59.m09174 AN4802.1 AO070329000037 60S ribosomal protein L21 J 0.134 1 1 1 1 126 121 123 483 1
2497 TGCATAG down down 54.m06906 AN5119.1 AO070291000062 Predicted methyltransferase 2 1 1 1 57 179 203 No EST No EST
2497 TGCATAG down down 69.m15442 AN5517.1 AO070341000376 Cdc4 and related F-box and WD-40 proteins 1 1 1 1 195 201 164 No EST No EST
2497 TGCATAG down down 72.m19327 AN6307.1 AO070308000062 Lectin VIP36, involved in the transport of glycoproteins 

carrying high mannose-type glycans
U 0.787 1 1 1 1 5 24 5 No EST No EST

2497 TGCATAG down down 62.m03225 AN6629.1 AO070326000081 60S ribosomal protein L14 J 0.134 1 1 1 1 19 18 23 122 1
2497 TGCATAG down down 66.m04585 AN9125.1 AO070332000149 RNA polymerase III, subunit C34 K 0.098 1 1 1 1 43 32 35 72 1
2525 GACGCGT  (wCGCGw stuA) 

[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 71.m15484 AN0228.1 AO070323000081 DNA replication licensing factor, MCM6 component L 1 0.000 2 2 1 1 200 207 244 No EST No EST
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2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up down 54.m06654 AN0421.1 AO070338000267 RNA-binding protein (RRM superfamily) 1 1 1 1 139 109 149 283 1

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 70.m15474 AN0872.1 AO070320000030 CDC45 (cell division cycle 45)-like protein L 1 0.000 1 2 1 0 229 88 192 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 70.m15807 AN0924.1 AO070320000103 Uncharacterized conserved protein 1 1 1 0 423 105 53 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 70.m15002 AN1221.1 AO070331000223 Serine/threonine protein kinase T 1.885 2 1 2 0 2 390 240 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 70.m14981 AN1237.1 AO070331000251 DNA repair protein RAD51/RHP55 L 1 0.000 2 2 2 1 85 43 59 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 58.m07794 AN1708.1 AO070305000041 Mismatch repair ATPase MSH6 (MutS family) L 1 0.000 1 1 1 0 172 4 4 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 72.m19700 AN2141.1 AO070343000187 Predicted telomere binding protein 1 1 2 1 244 105 78 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 59.m08498 AN2491.1 AO070312000129 DNA replication licensing factor, MCM2 component L 1 0.000 2 1 2 1 162 139 181 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 59.m08756 AN2905.1 AO070338000100 DNA-binding proteins Bright/BRCAA1/RBP1 and related 
proteins containing BRIGHT domain

K 0.604 1 1 1 0 188 321 299 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 58.m08972 AN4407.1 AO070273000067 DNA repair and recombination protein RAD52/RAD22 L 1 0.000 0 1 1 0 245 9 180 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 59.m09119 AN4854.1 AO070327000089 hypothetical protein ( (AL451015) conserved hypothetical 
protein [Neurospora crassa] )

1 1 1 0 117 291 218 40 0
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2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 54.m06909 AN5114.1 AO070291000065 Ribonuclease HI L 1 0.000 1 1 1 0 131 7 85 251 1

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 69.m15442 AN5517.1 AO070341000376 Cdc4 and related F-box and WD-40 proteins 1 1 1 1 65 454 465 370 0

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 58.m07541 AN5617.1 AO070301000017 ATPase related to the helicase subunit of the Holliday 
junction resolvase

L 1 0.000 2 2 2 0 131 194 86 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 72.m19202 AN5929.1 AO070340000354 Calcium-responsive transcription coactivator K 0.604 1 2 2 1 73 151 162 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 72.m19148 AN5992.1 AO070340000285 DNA replication licensing factor, MCM7 component L 1 0.000 1 1 1 1 203 55 9 56 1

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 72.m19334 AN6300.1 AO070308000056 Replication factor C, subunit RFC3 DL 1 1.4147019
3026362 
4.3289819
9375738e-
11

2 1 1 0 96 234 221 No EST No EST

2525 GACGCGT  (wCGCGw stuA) 
[aspergillus_motifs_all];
MBP1 (ACGCGTnA) 
[yeast_motifs_all];SWI6 
(ACGCGT) 
[yeast_motifs_all];

up up 53.m03916 AN8065.1 AO070330000021 Actin-related protein Arp2/3 complex, subunit ARPC3 Z 1.317 1 1 1 0 107 7 7 No EST No EST

2529 ACGTGAC up up 54.m06978 AN0304.1 AO070334000034 Fe2+/Zn2+ regulated transporter P 3.684 1 1 1 0 378 95 50 116 1
2529 ACGTGAC up up 54.m06392 AN0359.1 AO070318000037 Translation initiation factor 3, subunit b (eIF-3b) J 0.018 1 1 1 0 189 335 110 No EST No EST
2529 ACGTGAC up up 70.m15630 AN0989.1 AO070318000148 SWI-SNF chromatin-remodeling complex protein B 0.625 1 1 2 0 312 17 18 No EST No EST
2529 ACGTGAC up up 70.m14945 AN1266.1 AO070332000014 RNA helicase A 0.697 1 1 1 1 242 13 27 No EST No EST
2529 ACGTGAC up up 55.m02950 AN1448.1 AO070302000005 Translation initiation factor 4F, ribosome/mRNA-bridging 

subunit (eIF-4G)
J 0.018 1 1 1 0 181 79 61 No EST No EST

2529 ACGTGAC up up 58.m07653 AN1859.1 AO070292000036 Transcription initiation factor IIF, auxiliary subunit K 0.800 1 1 1 1 121 28 27 83 1
2529 ACGTGAC up up 58.m08945 AN1981.1 AO070301000066 Protein geranylgeranyltransferase type II, alpha subunit O 0.886 1 1 1 0 135 49 41 No EST No EST

2529 ACGTGAC up up 58.m07659 AN2057.1 AO070292000042 Mitochondrial/chloroplast ribosomal protein L12 J 0.018 1 1 1 0 141 35 88 No EST No EST
2529 ACGTGAC up up 71.m15903 AN2262.1 AO070295000025 Uncharacterized conserved protein 1 1 1 0 127 120 134 No EST No EST
2529 ACGTGAC up up 71.m15940 AN2292.1 AO070295000071 Protein required for cell viability; Yil019wp 

[Saccharomyces cerevisiae]
1 1 1 0 52 29 31 No EST No EST

2529 ACGTGAC up down 59.m08733 AN2886.1 AO070338000128 predicted protein [Neurospora crassa] 1 1 1 1 270 220 342 No EST No EST
2529 ACGTGAC up up 59.m08747 AN2897.1 AO070338000111 predicted protein [Neurospora crassa] 1 1 1 0 160 165 150 No EST No EST
2529 ACGTGAC up up 59.m09039 AN2973.1 AO070337000148 SNF2 family DNA-dependent ATPase B 0.625 1 1 1 0 161 24 25 No EST No EST
2529 ACGTGAC up up 59.m09022 AN2992.1 AO070337000126 Translation initiation factor 2, beta subunit (eIF-2beta) J 0.018 1 1 1 0 172 19 26 83 1
2529 ACGTGAC up up 69.m15009 AN3919.1 AO070324000114 Nuclear polyadenylated RNA binding protein A 0.697 1 1 1 0 279 271 5 No EST No EST
2529 ACGTGAC up up 69.m14995 AN3932.1 AO070341000043 20S proteasome, regulatory subunit beta type 

PSMB5/PSMB8/PRE2
O 0.886 1 1 1 1 173 25 43 No EST No EST

2529 ACGTGAC up up 54.m06715 AN4073.1 AO070342000062 40S ribosomal protein S12 J 0.018 1 1 1 0 179 48 32 No EST No EST
2529 ACGTGAC up up 58.m07362 AN4163.1 AO070342000193 G protein beta subunit-like protein T 2.593 1 1 1 1 194 13 174 77 1
2529 ACGTGAC up up 71.m15658 AN4670.1 AO070284000036 FOG: WD40 repeat 1 1 1 0 345 453 131 299 0
2529 ACGTGAC up up 69.m15723 AN5496.1 AO070341000389 predicted protein [Neurospora crassa] 1 1 1 1 60 44 8 No EST No EST
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2529 ACGTGAC up up 58.m07493 AN5569.1 AO070328000037 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, subunit TFB1

KL 0.7999239
40864314 
1.5619338
7465504

1 1 1 0 206 110 183 No EST No EST

2529 ACGTGAC up up 69.m14856 AN5741.1 AO070341000018 predicted protein [Neurospora crassa] 1 1 1 0 93 361 296 No EST No EST
2529 ACGTGAC up up 72.m19080 AN6089.1 AO070340000143 Mitochondrial chaperonin, Cpn60/Hsp60p O 0.886 1 1 1 1 242 78 78 140 1
2529 ACGTGAC up up 62.m03227 AN6631.1 AO070326000083 Mitochondrial F1F0-ATP synthase, subunit d/ATP7 C 3.625 1 1 1 0 107 104 128 35 0
2529 ACGTGAC up up 72.m20020 AN7292.1 AO070297000033 Soluble epoxide hydrolase I 3.611 1 1 1 0 157 49 91 No EST No EST
2529 ACGTGAC up up 72.m19764 AN7301.1 AO070297000049 Glucosyltransferase - Alg8p K 0.800 1 1 1 0 128 99 152 No EST No EST
2529 ACGTGAC up up 72.m19745 AN7325.1 AO070297000077 DNA polymerase delta, catalytic subunit L 1.562 1 2 2 1 168 87 114 No EST No EST
2529 ACGTGAC up down 53.m03905 AN8041.1 AO070330000005 Glyceraldehyde 3-phosphate dehydrogenase G 2.080 2 1 1 0 196 297 425 216 0
2529 ACGTGAC up up 53.m03913 AN8061.1 AO070330000013 Peptidyl-prolyl cis-trans isomerase O 0.886 1 1 1 1 296 42 53 No EST No EST
2529 ACGTGAC up up 62.m03491 AN8704.1 AO070315000132 60s ribosomal protein L24 J 0.018 1 1 1 1 147 106 114 73 0
2529 ACGTGAC up up 71.m15603 AN8796.1 AO070276000064 GTP-binding protein T 2.593 1 1 1 0 281 68 66 172 1
2529 ACGTGAC up up 52.m03843 AN9360.1 AO070315000040 Protein containing a U1-type Zn-finger and implicated in 

RNA splicing or processing
A 0.697 1 1 1 0 200 32 219 No EST No EST

2611 TGTACAT down down 70.m15442 AN0842.1 AO070216000002 Predicted AMP-binding protein 1 1 1 1 265 161 306 No EST No EST
2611 TGTACAT down down 70.m15523 AN0914.1 AO070320000095 Serine/threonine protein phosphatase T 0.944 2 1 1 1 24 67 96 No EST No EST
2611 TGTACAT down down 70.m14989 AN1230.1 AO070331000242 Inner membrane protein required for assembly of the F0 

sector of ATP synthase
O 2.260 1 1 1 0 15 7 148 No EST No EST

2611 TGTACAT down down 58.m07666 AN1845.1 AO070292000060 hypothetical protein [Neurospora crassa] 1 1 1 0 171 103 186 79 0
2611 TGTACAT down down 58.m08946 AN1980.1 AO070301000065 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
1 1 2 0 120 85 25 No EST No EST

2611 TGTACAT down down 72.m19466 AN2415.1 AO070228000029 RNA polymerase I and III, subunit RPA40/RPC40 K 2.099 1 1 1 1 78 76 77 No EST No EST
2611 TGTACAT down down 58.m07445 AN3655.1 AO070342000033 predicted protein [Neurospora crassa] 1 1 1 1 31 31 24 49 1
2611 TGTACAT down down 65.m07425 AN4253.1 AO070309000123 predicted protein [Neurospora crassa] 1 1 1 1 232 260 220 288 1
2611 TGTACAT down down 58.m07520 AN5596.1 AO070328000008 Permease of the major facilitator superfamily 1 1 1 1 77 59 76 275 1
2611 TGTACAT down down 69.m14848 AN5750.1 AO070341000007 predicted protein [Neurospora crassa] 1 1 1 1 58 115 70 No EST No EST
2611 TGTACAT down down 72.m19214 AN5917.1 AO070340000369 Predicted transporter (major facilitator superfamily) 1 1 1 0 35 49 41 No EST No EST
2611 TGTACAT down down 62.m03121 AN6533.1 AO070270000033 Targeting complex (TRAPP) subunit U 2.205 1 1 1 0 19 280 298 No EST No EST
2611 TGTACAT down down 62.m03432 AN6534.1 AO070270000051 Mannosyltransferase OCH1 and related enzymes M 1.099 1 1 1 1 224 196 249 No EST No EST
2611 TGTACAT down down 62.m03155 AN6568.1 AO070326000011 Uncharacterized conserved protein 1 1 2 1 161 192 21 No EST No EST
2611 TGTACAT down down 71.m15820 AN7630.1 AO070294000040 Angio-associated migratory cell protein (contains WD40 

repeats)
1 1 1 0 237 183 198 No EST No EST

2611 TGTACAT down down 71.m15816 AN7783.1 AO070286000029 RhoGEF GTPase T 0.944 1 1 1 0 221 266 316 No EST No EST
2611 TGTACAT down down 53.m04180 AN9411.1 AO070310000008 NADH-ubiquinone oxidoreductase, NDUFS1/75 kDa 

subunit
C 2.168 1 1 1 1 199 165 207 207 1

2662 GAGATACC down down 71.m15450 AN0176.1 AO070321000065 GATA-4/5/6 transcription factors K 1.985 1 1 1 1 95 119 91 No EST No EST
2662 GAGATACC down down 54.m06490 AN0292.1 AO070334000050 Transcription initiation factor TFIID, subunit TAF5 (also 

component of histone acetyltransferase SAGA)
K 1.985 1 1 1 1 40 49 26 250 1

2662 GAGATACC down down 70.m15648 AN0634.1 AO070318000124 GTP-binding ADP-ribosylation factor-like protein yARL3 U 2.337 1 1 1 0 94 93 86 No EST No EST

2662 GAGATACC down down 70.m14905 AN1326.1 AO070303000090 Protein kinase 1 1 1 1 88 95 85 130 1
2662 GAGATACC down down 70.m15731 AN1358.1 AO070237000002 Serine/threonine protein phosphatase T 2.539 1 1 1 1 382 425 225 831 1
2662 GAGATACC down down 69.m15651 AN1780.1 AO070324000015 Putative Xaa-Pro aminopeptidase E 4.023 1 1 1 1 23 27 18 No EST No EST
2662 GAGATACC down down 58.m07667 AN1844.1 AO070292000063 palFp [Emericella nidulans] 1 1 1 1 118 61 75 No EST No EST
2662 GAGATACC down down 59.m08724 AN2875.1 AO070338000136 Fructose 1,6-bisphosphate aldolase G 4.003 1 1 1 0 67 61 43 No EST No EST
2662 GAGATACC down down 59.m08977 AN3040.1 AO070337000054 Projectin/twitchin and related proteins Z 3.473 1 1 1 0 59 55 60 No EST No EST
2662 GAGATACC down down 59.m08590 AN3135.1 AO070303000009 Uncharacterized conserved protein 1 1 1 1 42 27 39 No EST No EST
2662 GAGATACC down down 66.m04642 AN3374.1 AO070281000016 Chitinase M 2.664 1 1 1 1 262 252 247 No EST No EST
2662 GAGATACC down down 58.m07430 AN3669.1 AO070342000010 Protein involved in cell differentiation/sexual development 1 1 1 1 508 496 435 No EST No EST

2662 GAGATACC down up 69.m15000 AN3928.1 AO070341000038 Protein involved in thiamine biosynthesis and DNA 
damage tolerance

1 1 1 1 245 62 62 429 1

2662 GAGATACC down down 59.m08772 AN4876.1 AO070338000084 Vacuolar assembly/sorting protein VPS41 U 2.337 1 1 1 0 311 166 163 No EST No EST
2662 GAGATACC down down 69.m15451 AN5512.1 AO070341000384 Magnesium-dependent phosphatase 1 1 1 0 93 82 93 No EST No EST
2662 GAGATACC down down 69.m15439 AN5520.1 AO070341000371 60S ribosomal protein L7A J 4.093 1 1 1 1 249 105 268 134 1
2662 GAGATACC down down 58.m07308 AN5668.1 AO070342000260 Golgi-associated protein/Nedd4 WW domain-binding 

protein
1 1 1 0 213 133 192 No EST No EST

2662 GAGATACC down down 72.m19298 AN6200.1 AO070308000096 Uncharacterized conserved protein 1 1 1 0 258 184 320 113 0
2662 GAGATACC down down 72.m19981 AN6254.1 AO070304000034 Mitochondrial oxoglutarate/malate carrier proteins C 4.130 1 1 1 1 210 242 246 No EST No EST
2662 GAGATACC down down 72.m19322 AN6312.1 AO070308000067 predicted protein [Neurospora crassa] 1 1 1 0 138 93 142 No EST No EST
2662 GAGATACC down down 71.m16031 AN6886.1 AO070314000039 PalH [Emericella nidulans] 1 1 1 0 266 192 302 No EST No EST
2662 GAGATACC down down 72.m19797 AN7252.1 AO070297000007 Adenylate cyclase, family 3 (some proteins contain HAMP 

domain)
T 2.539 1 1 1 1 78 41 83 241 1
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2662 GAGATACC down down 72.m19730 AN7341.1 AO070278000053 predicted protein [Neurospora crassa] 1 2 1 0 183 72 254 483 1
2662 GAGATACC down down 72.m19567 AN7550.1 AO070277000047 Type I phosphodiesterase/nucleotide pyrophosphatase 1 1 1 0 71 95 55 No EST No EST
2662 GAGATACC down down 57.m05423 AN7659.1 AO070268000028 ATP-dependent RNA helicase A 4.116 1 1 1 1 121 216 66 No EST No EST
2662 GAGATACC down up 53.m03738 AN8231.1 AO070310000077 S-adenosylmethionine decarboxylase T 2.539 1 1 1 1 325 44 151 9 0
2662 GAGATACC down down 71.m15611 AN8804.1 AO070276000054 hypothetical proline-rich protein; possible coiled-coil region 

[Schizosaccharomyces pombe]
2 1 1 1 47 58 33 No EST No EST

2677 TCACCGC up up 71.m15417 AN0133.1 AO070321000120 mRNA splicing factor ATP-dependent RNA helicase A 0.381 1 1 1 0 181 102 95 No EST No EST
2677 TCACCGC up up 71.m15474 AN0211.1 AO070321000033 U2-associated snRNP A' protein A 0.381 1 1 1 1 200 101 144 No EST No EST
2677 TCACCGC up up 54.m06619 AN0430.1 AO070338000280 hypothetical protein [Neurospora crassa] 1 1 1 0 352 217 182 No EST No EST
2677 TCACCGC up up 69.m15690 AN0579.1 AO070280000001 Isopentenyl pyrophosphate:dimethylallyl pyrophosphate 

isomerase
Q 5.606 1 1 1 1 178 267 287 51 0

2677 TCACCGC up up 70.m15763 AN1182.1 AO070331000182 Beta tubulin Z 1.872 1 1 1 1 155 139 124 No EST No EST
2677 TCACCGC up down 70.m14988 AN1231.1 AO070331000243 DNA polymerase IV (family X) L 5.615 2 2 2 1 349 301 374 No EST No EST
2677 TCACCGC up up 55.m02940 AN1434.1 AO070232000012 Nucleolar protein involved in 40S ribosome biogenesis J 3.962 1 1 1 0 94 1 1 No EST No EST
2677 TCACCGC up up 58.m07733 AN1665.1 AO070299000047 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T 0.927 1 1 1 1 194 127 129 No EST No EST

2677 TCACCGC up up 72.m19692 AN2149.1 AO070343000198 Chaperonin complex component, TCP-1 alpha subunit 
(CCT1)

O 0.725 1 1 1 1 119 13 16 No EST No EST

2677 TCACCGC up down 59.m08476 AN2508.1 AO070263000056 Cysteine desulfurase NFS1 E 2.615 1 1 1 1 353 291 708 92 0
2677 TCACCGC up up 54.m06683 AN2748.1 AO070338000223 FOG: Zn-finger 1 1 1 0 141 29 28 No EST No EST
2677 TCACCGC up up 59.m08720 AN2872.1 AO070338000142 predicted protein [Neurospora crassa] 1 1 1 1 160 338 329 No EST No EST
2677 TCACCGC up up 59.m08929 AN3070.1 AO070337000004 Chaperonin complex component, TCP-1 zeta subunit 

(CCT6)
O 0.725 1 1 1 0 135 43 43 No EST No EST

2677 TCACCGC up up 59.m08566 AN3176.1 AO070256000014 ATP-dependent RNA helicase A 0.381 1 1 1 1 128 155 143 No EST No EST
2677 TCACCGC up up 66.m04642 AN3374.1 AO070281000016 Chitinase M 4.384 1 1 1 1 21 161 395 No EST No EST
2677 TCACCGC up up 59.m09329 AN3469.1 AO070265000045 Histone H2B B 4.635 1 1 1 1 138 200 199 112 0
2677 TCACCGC up up 69.m15021 AN3909.1 AO070324000094 Translesion DNA polymerase - REV1 deoxycytidyl 

transferase
L 5.615 1 1 2 0 183 29 62 No EST No EST

2677 TCACCGC up up 54.m07047 AN4112.1 AO070342000107 Nucleolar GTPase/ATPase p130 Y 3.186 1 1 1 1 205 35 78 No EST No EST
2677 TCACCGC up up 54.m06790 AN4226.1 AO070234000023 Sof1-like rRNA processing protein (contains WD40 

repeats)
A 0.381 1 1 1 1 142 49 29 55 1

2677 TCACCGC up down 58.m09007 AN4333.1 AO070240000012 predicted protein [Neurospora crassa] 1 1 1 0 329 202 384 No EST No EST
2677 TCACCGC up up 58.m07981 AN4346.1 AO070240000018 Nucleolar RNA-binding protein NIFK 1 1 1 1 27 14 44 24 1
2677 TCACCGC up up 59.m09494 AN5022.1 AO070338000182 Dynactin, subunit p25 Z 1.872 1 1 1 0 120 56 108 No EST No EST
2677 TCACCGC up up 69.m14894 AN5195.1 AO070237000025 ER vesicle integral membrane protein involved in 

establishing cell polarity, signaling and protein degradation
OUT 0.7246610

43362525 
0.7255426
03803205 
0.9268895
63920066

1 1 1 0 228 92 266 No EST No EST

2677 TCACCGC up up 54.m06817 AN5702.1 AO070324000158 Uncharacterized conserved protein 1 1 1 1 210 70 130 No EST No EST
2677 TCACCGC up up 54.m06828 AN5713.1 AO070324000145 Chaperonin complex component, TCP-1 eta subunit 

(CCT7)
O 0.725 1 1 1 1 191 84 69 No EST No EST

2677 TCACCGC up down 72.m19268 AN5866.1 AO070308000130 Arylalkylamine N-acetyltransferase 1 1 1 1 53 68 80 No EST No EST
2677 TCACCGC up up 72.m19188 AN5972.1 AO070340000330 Vesicle coat complex COPI, beta' subunit U 0.726 1 1 1 1 274 25 57 370 1
2677 TCACCGC up up 72.m19097 AN6061.1 AO070340000187 hypothetical protein [Schizosaccharomyces pombe] 1 1 1 0 461 7 44 32 1
2677 TCACCGC up up 72.m19323 AN6311.1 AO070308000066 Cl- channel CLC-3 and related proteins (CLC superfamily) P 2.600 1 1 1 1 139 22 21 No EST No EST

2677 TCACCGC up up 72.m19493 AN6367.1 AO070279000053 Phosphatidylinositol-4-phosphate 5-kinase and related 
FYVE finger-containing proteins

T 0.927 1 1 1 0 189 54 43 No EST No EST

2677 TCACCGC up up 62.m03148 AN6561.1 AO070326000002 Uncharacterized conserved protein 2 1 2 1 95 144 137 55 0
2677 TCACCGC up down 62.m03168 AN6574.1 AO070326000017 E3 ubiquitin ligase involved in syntaxin degradation O 0.725 1 1 1 0 171 136 172 No EST No EST
2677 TCACCGC up up 71.m16034 AN6898.1 AO070314000023 Vacuolar assembly/sorting protein DID4 U 0.726 2 1 1 0 109 41 55 No EST No EST
2677 TCACCGC up up 72.m19648 AN7600.1 AO070343000270 Sulfite reductase (ferredoxin) P 2.600 1 1 1 1 75 439 436 No EST No EST
2677 TCACCGC up up 53.m03900 AN8044.1 AO070292000105 N-arginine dibasic convertase NRD1 and related Zn2+-

dependent endopeptidases, insulinase superfamily
O 0.725 2 1 2 0 350 32 70 No EST No EST

2677 TCACCGC up up 62.m03389 AN8682.1 AO070315000102 Exosomal 3'-5' exoribonuclease complex, subunit Rrp43 J 3.962 1 1 1 1 123 384 314 No EST No EST

2677 TCACCGC up up 71.m15960 AN8828.1 AO070271000052 Transport protein particle (TRAPP) complex subunit U 0.726 1 1 1 0 150 219 76 No EST No EST
2677 TCACCGC up down 71.m15215 AN9451.1 AO070219000021 predicted protein [Neurospora crassa] 1 1 1 0 189 114 134 No EST No EST
2677 TCACCGC up up 53.m03781 AN9461.1 AO070310000129 Dehydrogenase kinase T 0.927 1 1 1 1 69 68 115 No EST No EST
2677 TCACCGC up up 62.m03341 AN9504.1 AO070315000153 Ras GTPase activating protein RasGAP/neurofibromin V 2.855 1 1 2 1 311 48 34 No EST No EST
2683 TCTCCGC up up 71.m16063 AN0085.1 AO070311000131 1 1 1 0 267 423 420 No EST No EST
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2683 TCTCCGC up up 54.m06982 AN0312.1 AO070334000021 RNA polymerase I transcription factor K 0.907 1 1 1 0 323 111 97 No EST No EST
2683 TCTCCGC up up 70.m15267 AN0664.1 AO070343000556 Phosphoinositide-specific phospholipase C T 0.467 1 1 1 1 276 191 67 No EST No EST
2683 TCTCCGC up up 70.m15442 AN0842.1 AO070216000002 Predicted AMP-binding protein 1 1 1 0 242 250 314 No EST No EST
2683 TCTCCGC up up 70.m15502 AN0896.1 AO070320000070 Succinate dehydrogenase membrane anchor subunit and 

related proteins
CU 3.0067064

9458921 
3.1733082
9826823

1 1 1 1 189 28 28 44 1

2683 TCTCCGC up up 70.m15196 AN1038.1 AO070336000073 Putative transmembrane protein 1 1 1 0 169 123 159 No EST No EST
2683 TCTCCGC up up 70.m15112 AN1122.1 AO070331000114 60S ribosomal protein L10A J 5.120 1 1 1 1 114 128 48 61 0
2683 TCTCCGC up up 70.m15103 AN1134.1 AO070331000125 QUINIC ACID UTILIZATION ACTIVATOR 1 1 1 0 257 163 248 No EST No EST
2683 TCTCCGC up up 70.m15050 AN1171.1 AO070331000166 Serine/threonine protein kinase T 0.467 1 1 1 1 392 45 44 No EST No EST
2683 TCTCCGC up down 58.m07668 AN1843.1 AO070292000064 Protein involved in meiotic recombination/predicted coiled-

coil protein
D 4.802 1 2 1 0 220 247 152 No EST No EST

2683 TCTCCGC up up 69.m15162 AN2123.1 AO070306000102 Transcriptional coactivator K 0.907 1 1 1 0 129 24 26 75 1
2683 TCTCCGC up up 59.m09058 AN2936.1 AO070337000172 Alpha-mannosidase G 3.456 1 1 1 0 198 190 177 No EST No EST
2683 TCTCCGC up up 59.m08551 AN3163.1 AO070256000032 Membrane protease subunits, stomatin/prohibitin 

homologs
O 2.300 1 1 1 0 415 223 196 No EST No EST

2683 TCTCCGC up up 58.m07387 AN3587.1 AO070342000137 Ubiquitin-specific protease O 2.300 1 1 1 0 183 324 392 No EST No EST
2683 TCTCCGC up up 69.m14984 AN3940.1 AO070341000052 Predicted alpha-helical protein, potentially involved in 

replication/repair
L 5.086 2 1 1 0 72 361 375 No EST No EST

2683 TCTCCGC up up 58.m07997 AN4326.1 AO070240000003 Casein kinase II, beta subunit TDK 0.4669370
05715596 
4.8016308
7248282 
0.9065511
92029075

1 1 1 1 61 72 92 No EST No EST

2683 TCTCCGC up up 58.m07978 AN4353.1 AO070240000022 Peroxisomal 3-ketoacyl-CoA-thiolase P-44/SCP2 I 5.193 1 1 1 0 131 328 312 No EST No EST
2683 TCTCCGC up up 59.m09135 AN4843.1 AO070327000126 Alpha-amylase G 3.456 1 1 1 0 115 235 192 No EST No EST
2683 TCTCCGC up up 59.m08844 AN4940.1 AO070338000003 hypothetical protein [Schizosaccharomyces pombe] 1 1 1 1 356 42 44 90 1
2683 TCTCCGC up up 69.m14839 AN5759.1 AO070193000004 Serine/threonine protein kinase T 0.467 2 1 1 1 14 74 94 No EST No EST
2683 TCTCCGC up up 72.m18945 AN5817.1 AO070260000030 Gamma-glutamyl kinase E 4.991 1 1 1 1 64 14 17 No EST No EST
2683 TCTCCGC up up 72.m19187 AN5971.1 AO070340000329 NADH:ubiquinone oxidoreductase, NDUFA5/B13 subunit C 3.007 1 1 2 1 139 93 31 No EST No EST

2683 TCTCCGC up up 72.m19145 AN5995.1 AO070340000282 Carbonic anhydrase 1 1 1 0 158 1 1 213 1
2683 TCTCCGC up up 72.m19648 AN7600.1 AO070343000270 Sulfite reductase (ferredoxin) P 5.044 1 1 1 1 249 262 260 No EST No EST
2683 TCTCCGC up up 57.m05936 AN7660.1 AO070268000029 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-

2butanone-4-phosphate synthase
H 4.082 1 1 1 1 148 122 166 No EST No EST

2683 TCTCCGC up up 53.m03884 AN8059.1 AO070322000124 Mitochondrial import inner membrane translocase, subunit 
TIM22

U 3.173 1 1 1 1 155 129 135 No EST No EST

2683 TCTCCGC up up 53.m03692 AN8269.1 AO070310000033 Molecular chaperone (HSP90 family) O 2.300 1 1 2 0 425 33 43 336 1
2683 TCTCCGC up up 62.m03387 AN8684.1 AO070315000104 Predicted N-acetyltransferase 2 2 1 1 161 316 266 No EST No EST
2919 TCCCCGC creA (SYGGGG) 

[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15331 AN0051.1 AO070314000138 Isopenicillin N synthase and related dioxygenases 1 1 1 0 306 96 6 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15440 AN0165.1 AO070321000081 Vesicle coat complex AP-3, beta subunit U 4.003 1 1 1 0 178 331 302 78 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m16064 AN0179.1 AO070321000059 Predicted dehydrogenase Q 4.020 1 1 1 0 134 343 337 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 54.m06475 AN0268.1 AO070334000074 MesA [Emericella nidulans] 1 1 1 1 296 42 42 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15251 AN0596.1 AO070280000022 Damage-specific DNA binding complex, subunit DDB1 L 5.070 1 1 1 0 75 289 367 No EST No EST
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2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15350 AN0717.1 AO070343000449 Histidinol phosphate aminotransferase E 0.475 1 1 2 0 68 80 216 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15460 AN0867.1 AO070320000018 hypothetical protein [Neurospora crassa] 1 1 1 1 398 163 172 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15141 AN1091.1 AO070285000058 FOG: RRM domain 1 1 1 1 165 376 346 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m14915 AN1293.1 AO070303000055 predicted protein [Neurospora crassa] 1 1 1 0 122 168 129 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 70.m15733 AN1341.1 AO070247000023 Membrane coat complex Retromer, subunit VPS29/PEP11 U 4.003 1 1 1 1 215 301 294 96 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 55.m02938 AN1432.1 AO070232000014 Predicted RNA binding protein, contains G-patch and Zn-
finger domains

A 4.149 1 1 1 1 164 171 169 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07764 AN1689.1 AO070305000009 Aldehyde dehydrogenase C 3.093 1 1 1 0 105 175 107 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15036 AN1733.1 AO070324000063 Delta-1-pyrroline-5-carboxylate dehydrogenase E 0.475 1 1 1 0 110 169 180 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15654 AN1761.1 AO070324000020 Ubiquitin-protein ligase O 3.332 2 1 1 0 134 379 281 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15067 AN1769.1 AO070324000028 Salt-sensitive 3'-phosphoadenosine-5'-phosphatase 
HAL2/SAL1

FP 0.3263463
38872678 
0.6265867
05080152

1 1 1 0 196 85 92 212 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m20005 AN2138.1 AO070343000183 ATP-dependent RNA helicase A A 4.149 1 1 1 0 149 3 3 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m20010 AN2139.1 AO070343000184 Predicted hydrolase (HIT family) 1 1 1 0 158 4 5 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m16111 AN2270.1 AO070295000043 FOG: Zn-finger 1 1 1 1 48 370 232 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m08759 AN2909.1 AO070338000097 Putative arsenite-translocating ATPase P 0.627 1 1 1 0 144 225 238 58 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m08953 AN3061.1 AO070337000012 AAA+-type ATPase O 3.332 1 1 1 0 74 111 161 252 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 59.m08663 AN3084.1 AO070334000122 Predicted alpha/beta hydrolase 1 1 1 0 15 290 119 No EST No EST
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2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07430 AN3669.1 AO070342000010 Protein involved in cell differentiation/sexual development 1 1 1 0 239 197 254 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15404 AN3695.1 AO070341000319 Isochorismate synthase E 0.475 1 1 1 0 52 252 213 61 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15418 AN3714.1 AO070341000340 hypothetical protein [Neurospora crassa] 1 1 1 1 443 84 92 261 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 65.m07367 AN3757.1 AO070309000049 Predicted alpha/beta hydrolase BEM46 1 1 1 1 254 17 9 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05693 AN3789.1 AO070337000239 Predicted dioxygenase 1 2 1 0 5 40 281 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 54.m07043 AN4201.1 AO070231000023 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II IQ 0.7669452
02613153 
4.0202012
1986697

1 1 1 1 163 261 248 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07872 AN4453.1 AO070273000002 Mitochondrial inheritance and actin cytoskeleton 
organization protein

Z 3.090 2 2 1 1 117 339 36 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 57.m05618 AN4510.1 AO070311000065 Leucine rich repeat proteins, some proteins contain F-box 1 1 1 0 165 14 33 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15670 AN4687.1 AO070284000042 3-Methylcrotonyl-CoA carboxylase, non-biotin containing 
subunit/Acetyl-CoA carboxylase carboxyl transferase, 
subunit beta

EI 0.4749583
40076133 
0.7669452
02613153

1 1 1 0 1 123 131 135 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 59.m08864 AN4959.1 AO070288000021 Protein required for S-phase initiation or completion D 5.446 1 1 1 1 283 50 64 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up down 69.m15495 AN5440.1 AO070333000102 Catalase (peroxidase I) P 0.627 1 1 1 0 238 190 251 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15460 AN5493.1 AO070341000392 Concentrative Na+-nucleoside cotransporter CNT1/CNT2 FP 0.3263463
38872678 
0.6265867
05080152

1 1 1 0 276 192 159 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15723 AN5496.1 AO070341000389 predicted protein [Neurospora crassa] 1 1 1 0 32 72 38 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15435 AN5523.1 AO070341000366 Trehalose-6-phosphate synthase component TPS1 and 
related subunits

G 3.417 1 1 1 0 352 104 187 201 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07525 AN5601.1 AO070328000003 Lysine-ketoglutarate reductase/saccharopine 
dehydrogenase

E 0.475 1 1 1 0 92 135 97 12 0
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2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 58.m07314 AN5660.1 AO070342000252 beta-1,6-N-acetylglucosaminyltransferase, contains WSC 
domain

GO 3.4173996
3337731 
3.3322854
768967

1 1 1 0 388 261 123 597 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19960 AN5916.1 AO070340000370 Enoyl-CoA hydratase/carnithine racemase I 0.767 1 1 1 0 165 84 93 14 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19114 AN6045.1 AO070340000237 Copper chaperone for superoxide dismutase P 0.627 0 1 0 0 148 1 0 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19948 AN6072.1 AO070340000116 Guanidinoacetate methyltransferase and related proteins E 0.475 1 1 1 0 259 30 19 93 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19074 AN6084.1 AO070340000134 predicted protein [Neurospora crassa] 2 1 1 0 57 95 208 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19017 AN6148.1 AO070340000054 Acetylcholinesterase/Butyrylcholinesterase T 3.396 1 1 1 0 283 146 33 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19424 AN6229.1 AO070304000080 NADPH:quinone reductase and related Zn-dependent 
oxidoreductases

C 3.093 1 1 1 1 121 181 114 15 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 69.m15237 AN6389.1 AO070275000070 Carboxylesterase and related proteins 1 1 1 0 71 135 57 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 65.m07240 AN6730.1 AO070339000174 Xanthine/uracil permeases F 0.326 1 2 1 0 141 131 268 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19797 AN7252.1 AO070297000007 Adenylate cyclase, family 3 (some proteins contain HAMP 
domain)

T 3.396 2 1 1 0 310 82 129 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m03773 AN7517.1 AO070310000116 hypothetical protein ( (AL513466) hypothetical protein 
[Neurospora crassa] )

1 1 1 0 142 160 188 53 0

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 72.m19595 AN7576.1 AO070343000423 Adaptor protein Enigma and related PDZ-LIM proteins TZ 3.3958148
3087136 
3.0900758
7971242

1 1 1 1 333 151 162 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 71.m15820 AN7630.1 AO070294000040 Angio-associated migratory cell protein (contains WD40 
repeats)

1 1 1 0 244 21 86 31 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m03857 AN8010.1 AO070322000057 Glycogen synthase G 3.417 2 1 2 0 248 236 352 293 1

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m03866 AN8020.1 AO070322000068 conserved hypothetical protein [Neurospora crassa] 1 1 1 0 311 78 211 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 52.m04095 AN8415.1 AO070302000056 Acyl-CoA dehydrogenases I 0.767 1 1 1 0 125 366 98 No EST No EST
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2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 62.m03322 AN8755.1 AO070250000017 Isocitrate lyase C 3.093 1 1 1 1 189 137 186 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 66.m04586 AN9149.1 AO070332000147 Ca2+-dependent lipid-binding protein CLB1/vesicle protein 
vp115/Granuphilin A, contains C2 domain

1 1 1 1 302 215 206 No EST No EST

2919 TCCCCGC creA (SYGGGG) 
[aspergillus_motifs_all];
MIG1b (GCGGGG) 
[yeast_motifs_all];

up up 53.m04094 AN9522.1 AO070310000070 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 
racemase

I 0.767 1 1 1 1 185 46 6 No EST No EST
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# Motif 45 TTTCTTTTTCTTTTTTTT
Motif 45
TTTCTTTTTCTTTTTTTT
TTCCTTTTTTTTTTTTTT
TTTTTTTTTCTTTTCTTT
TTCCTTTTTCTTTTTTTC
TTTCTTTTTTTTTTTTTT
CTTTTCTTTCTTTCTTTT
CTTTTCTTTTTTTCTTTT
TTTTCTTTTCTTTCCTTT
CTTCTTTCTCTTTCTTCT
TTTCTTCGTCTTTCGTTT
TTTCTTCCTATTTCTCTT
TCTCTTCTTATTTCTTAT
TTTCCTCCTCTTCTTTCT
TTTTTCCGTTTATTTTTT
TTCCGTCTGCTCTTTTTC
******************

# Motif 233 TCTCCTTTCCTCyC
Motif 233
TCTCCTTTCCTCCC
TCTTCTTTCTTCCC
TCTCCGTCCCTCTC
TCTCCTTCCCTCCG
TCTCCTTCCATCTC
TCTTCTTTCCTATC
TCTCCATTCTTCTC
TTTTCTTTTTTCCC
TCTCCTTCCCACCG
TTTCCTTCCCCCCG
TCTACTTTCCTATC
GCTCCGTTTCTCTC
**************

# Motif 234 GTTTGTCnTGTTTG
Motif 234
GTTTGTCTTGTTTG
GTTTGTCTTGTTTG
GTTTGTCTTGTTTG
GTTTGTCCTGTTTG
GTTTGTCCTGTTTG
GTTTGTCCTGTTTG
GTTTGTTTTGTTTG
GTTTGTCTTGTTTG
GTTTGTCCTGTTTG
GTTTGTTCTGTTTG
GTTTGTCTTGTTTG
GTTTGTCTTGTTTG
XTTTGTTTTGTTTG
GTTTGTCTTGTTTG
GTTTGTTATGTTTG
GTTTGTTCTGTTTG
GTTTGTTCTGTTTG
GTTTGACCTGTTTG
GTTTGCTTTGTTTG
GTTTGCTTTGTTTG
GTTTGTCGTGTTTG
GTTTGTCTTGTTTX
GTTTGTCTTGTTTX
GTTTGTCTTGTTTX
GTTTGTTATGTTTG
GTTTGCGTTGTTTG
XTTTGCTTTGTTTG
GTTTGTCCTGTTTG
GTTTGCTCTGTTTG
GTTTGTTGTGTTTG
XTTTGCCATGTTTG
XTTTGTGCTGTTTG
XTTTGTGCTGTTTG
GTTTGCGCTGTTTG
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# Motif 45 TTTCTTTTTCTTTTTTTT
XTTTGTTGTGTTTG
XTTTGTCTGGTTTG
GTTTGACATGTTTG
XTTTGGCTTGTTTG
TTTTGTCTTGTTTG
GTTTGCACTGTTTG
GTTTGCACTGTTTG
XTTTGCCCTATTTG
GTTTGCACCGTTTG
GTTTGCACGGTTTG
GTTTGAGTAGTTTG
CCTTGTTCTGTTCA
GTTTTTCTCGTTCT
CCTCGTCCTCTTTA
GATTGTCTTGGTCT
AGTTTTCACGTTTT
CCTCATCCTCTTTA
**************

# Motif 252 ACGCGTAAAGTGGTT
Motif 252
ACGCGTAAAGTGGTT
ACGCGTAAAGTGGTT
ACGCGTAAAGTGGTT
ACGCGTAAAGTGGTT
ACGCGTTAAGTGGTT
ACGCGTAAAGTGGTT
ACGCGTAAAGTGGTT
ACGCGTTAAGTGGTT
ACGCGTTAAGTGGTT
ACGCGTTAAGTGGTT
ACGTGTAAAGTGGTT
ACGCGTTAATTGATT
XXGCGTAAAGTGGXX
XXGCGTAAAGTGGXX
XXGCGTTAAGTGGXX
***************

# Motif 328 GCATAGCATGGCGT
Motif 328
GCATAGCATGGCGT
GCATAGCATGGCGT
GCATAGCGTGGCGT
GCATAGCGTGGAGT
GGTTAGCATGGCGT
GCATAGCAAGGCGT
GCATAGCGTGGCGT
GCATAGCGTGGCGT
GCATAGCGTGGCGT
GGTTAGCATGGCGC
GGTTAGCATGGCGC
GCATGGCACGGAGT
**************

# Motif 336 GGCGTTTGGG
Motif 336
GGCGTTTGGG
GGCGTTTGGX
GGCGTTTTGG
GGCGTTTGGX
GGCGTTTGGX
GGTGTTTGGG
GGCGTTCGGG
GGCGTTGGGG
GGCGATTTCG
GGTGTTTCGG
GGCGTCGGGG
GGCGAGTTGA
**********
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# Motif 45 TTTCTTTTTCTTTTTTTT
# Motif 344 GGCAAAATdAAC
Motif 344
GTCAAAATGAAC
GGCAAAATGAAC
GGCAAAATGAAG
GGCGAAATGAAC
GTCAAAATAAAC
GTCAAAATAAAC
GTCAAAATAAAC
GGCAAAACGAAC
GGCGAAATAAAG
GGCAGAATAGAC
GGCAAAAATGAC
GTCAGAATGAGA
************

# Motif 347 wmAAAAGTTC
Motif 347
AAAAAAGTTC
AAAAAAGTTC
AAAAAAGTTC
AAAAAAGTTC
TCAAAAGTTC
TCAAAAGTTC
TCAAAAGTTC
TCAAAAGTTC
AAAAAAGTTG
AAAAAAGTTG
TCACAGTTTC
TCACACGTCC
**********

# Motif 418 CAAACAGTGCAAA
Motif 418
CAAACAGTGCAAA
CAAACAGTGCAAA
CAAACAGTGCAAA
XAAACAGTGCAAA
XAAACAGTGCAAA
CAAACATTGCAAA
CAAACAGTGCAAA
CAAACAGTGCAAA
CAAACTGTGCAAA
CAAACGGTGCAAA
CAAACGGTGCAAA
CAAACATTGCAAA
CAAACATTGCAAA
CAAACAGTACAAA
CAAATTGTGCAAA
CAAACAATGCAAA
XAAACAGTTCAAA
CAAATAGTACAAA
CAAACATTCCAAA
CAAACAATGCAAX
CAAACACTGCAAX
CAAACAAGTCAAA
TAAACTGTGCAAT
AAAACACTGCAAC
TAAGCAGAGCAAX
CATTGGGTGCAAA
CAAGATGTGTAAT
*************

# Motif 616 CGCGAAdTCACGTG
Motif 616
CGCGAAGTCACGTG
CGCCAAATCACGTG
CGCGAGGTCACGTG
CACGAAGTCACGTG
CACGAGGTCACGTG
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# Motif 45 TTTCTTTTTCTTTTTTTT
CACGAGGTCACGTG
CACGAGATCACGTG
CGCGAAGTCACCTG
CGCCAAACCACGTG
CGCGCATTCACGTG
CACGAGATCACATG
ACCCAAATCACGTC
CGTCACTTCACGTG
AGCCAATTCACCTT
AGCCAAACCACCTC
**************

# Motif 652 CTCTCCTTCTCCCC
Motif 652
CTCTCCTTCTCCTT
CCCACCTTCTCCCC
CTCTCCTTCTCTTC
CTCTCCTTCTCTTC
CTCTCCTTCTCTTC
TCCTCCTTCTTCCC
CTCTCCTTCTTCCT
CCCCCCTTCTCCCC
TTCTCCTTCCCCTC
GCCACCTTCTCCCC
CTCTCCTCCCTCCT
CTCTCCTCCCTCCT
CCCTCCCTCTTCCT
TCCACCXTCCCCCC
CTCACCTCTTTCCC
**************

# Motif 698 CCCTCCATCTCCA
Motif 698
CCCTCCATCTCCA
CCCTCCATCTCCA
CCCTCCATCGCCA
CCCTTCATCTCCA
CCCTCCCCCTCCA
CCCTCCCCCTCCA
CACTCCATCTCCC
TCCTCTATCTCCT
CACTCCTTCCCCA
TCCTCCAGCTCTT
CACTCCTTTCCCA
TCTTCTATCTCTT
*************

# Motif 751 ACCGCCTTCC
Motif 751
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTTCC
ACCGCCTGCC
ACCGCCTGCC
GCCGCCTTCC
GCCGCCTTCC
ACCGCCTTTC
ACCGCCTCCC
ACCGCCTGCT
GCCGCCATCC
AGCGCCTTAC
AGCGCCCTCC
ACCGCTTTGC
**********

# Motif 813 ACGTCAC

96



§S4 Conserved Non-Coding conpats Tab 3 - conpat matrices.ace

# Motif 45 TTTCTTTTTCTTTTTTTT
Motif 813
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
ACGTCAC
XCGTCAC
XCGTCAC
ACGTCAC
XCGTCAC
ACGTCAG
ACGTCAT
*******

# Motif 843 TGAGCCTCGG
Motif 843
TGAGCCTCGG
TGAGCCTCGG
TGAGCCTCGG
TTAGCCTCGG
TGTGCCTCGG
TGAGCCTCAG
CGAGCCTCGG
CGAGCCTCGG
TTTGCCTCGG
TGAGGCTCGG
CGAACCTCGG
AGAGCCTTGT
**********

# Motif 855 TTCCGCCCGC
Motif 855
TTCCGGCCGC
TTCCGCCCGC
TCCCGCCCGA
TTCCGCCCGC
TTCCGCCCGC
TCCCGCCCGC
TTCCGCCCGC
CTCCGGCCGA
TGCCGCCCGC
TCCCGGCCGA
TTCCGGCTGA
TCCCGGCCGA
TTCCAGCCGA
TTTCGCCTGC
TTCCGGCGTA
**********

# Motif 896 TGGTCCGTGC
Motif 896
TGGTCCGTGC
TGGTCCGTGC
TGGTCCGTGC
XGGTCCGTGC
XGGTCCGTGC
TGGTCCGTGC
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGC
TGGTCCGTGC
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# Motif 45 TTTCTTTTTCTTTTTTTT
TGGTCCGTGC
TGGTCCGTGC
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGX
XGGTCCGTGC
XGGTCCGTGC
XGGTCCGTGC
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGX
TGGTCCGTGC
XGGTCCGTGC
XGGTCCGTGC
XGGTCCGTGC
TGGCCCGTGC
TGGCCCGTGC
TGGCCCGTGC
TGGCCCGTGC
TGGCCCGTGC
TGGCCCGTGC
TGGTCTGTGC
TGGTCTGTGC
TGGCCCGTGX
TGGCCCGTGX
XGGTCTGTGC
XGGTCTGTGC
XGGCCCGTGC
XGGTCTGTGC
TGGTCTGTGX
TGGTCTGTGX
TGGTTCGTGC
TGGACCGTGX
**********

# Motif 973 CACCGCCT
Motif 973
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCCT
CACCGCTT
CACCGCCT
GACCGCCT
GACCGCCT
CACCGCTT
CACCGCCT
CACCGCCC
CACCGCCT
CACCGCCT
CACCGCTT
TACCGCTT
********

# Motif 992 GCATAGCG
Motif 992
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
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# Motif 45 TTTCTTTTTCTTTTTTTT
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCG
GCATAGCA
GCATAGCA
GCATAGCG
GCATAGCG
GCATAGCX
GCATAGCX
GCATAGCX
GCATAGCA
GCATGGCG
GCATCGCG
GCATCGCG
********

# Motif 1059 TCGGCCCG
Motif 1059
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGCCCG
TCGGGCCG
TCGGGCCG
TCGGGCCG
TCGGGCCG
********

# Motif 1093 CCCCTCCCCC
Motif 1093
CCCCTCCCCT
CCCCTCCCCC
CCCCTCCCCC
CCCCTCCCCC
CCCCTCCCCC
CCCCTCCCCC
CCCCTCCCCT
GCCCTCCTCC
CCCCTCCCTT
GCCCGCCCCC
XCCCTCCTTC
XCCCTCCTTC
CGCCTCCCTC
CCCCTTCACC
CCTCTCCTTC
**********

# Motif 1132 CCCCTCT
Motif 1132
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
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# Motif 45 TTTCTTTTTCTTTTTTTT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
TCCCTCT
TCCCTCT
TCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
CCCCTCT
GCCCTCT
CCCCGCT
CCCCGCT
CCCCTCT
CCCCTCT
CCCCTCT
TCCCTCT
TCCCCCT
GCCCGCT
CCGCTCT
GCACTCT
CCTCCCT
CCCGTCT
TTCTTCT
*******

# Motif 1144 TGTACTAT
Motif 1144
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAC
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAT
TGTACTAC
TGTACAAT
TGTACTAC
TGTACAAT
TGTACTAC
TGTACTAC
TGTACCAT
TGTACTAT
TGTGCTAT
TGTACAAT
TTTAATTT
********

# Motif 1183 AAACAAGGCA
Motif 1183
AAACAAGGCA
AAACAAGGCA
AAACAAAGCA
AAACAAGGCA
AAACAGGGCA
AAACACGGCA
AAACAAGACA
AAACAGAGCA
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# Motif 45 TTTCTTTTTCTTTTTTTT
AAACGAAGCA
AAACGCGTCA
AAAGAATGCA
AAGCCAGGCA
**********

# Motif 1230 TTACCCCTC
Motif 1230
TTACCCCTC
TTACCCCTC
TTACCCCTC
TTACCCCTC
TTACCCCTC
TTACCCCTC
TTACCCCTC
TTACCCCGC
TTACCCCAC
CTACCCCAC
CTACCCCTT
CTACCCCTT
*********

# Motif 1270 CTTTTCCGTCC
Motif 1270
XTTTTCCGTCC
XTTTTCCGTCC
CTTTTCCGTCC
CTTTTCCGTCC
CTTCTCCGTCA
CTTTTCCCACC
CTTTTCCCACC
CCTGTCCGTCC
CCTTTCTGTCA
TTTCTCCGTCG
XTTTCCCGCCC
CCGTTTCGTCC
***********

# Motif 1291 TGAGTCAG
Motif 1291
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGACTCAG
TGAGTCAG
TGAGTCAG
TGAGTCAG
TGACTCAG
TGACTCAG
TGAGTCAG
TGAGTCAG
TGAGTAAG
TGACTCAG
TGACTCAG
TTAGTCAG
TGAGTAAG
TTAGTCAG
********

# Motif 1407 CCCGTGACT
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# Motif 45 TTTCTTTTTCTTTTTTTT
Motif 1407
CCCGTGACT
CCCGTGACT
CCCGTGACT
CCCGTGACT
CCCGTGACT
XCCGTGACC
XCCGTGACC
XCCGTGACT
CCCGTGACC
CCCGTGACC
CCCGTGATT
CATGTGACT
*********

# Motif 1426 CCCGAGGT
Motif 1426
CCCGAGGT
CCCGAGGT
CCCGAGGT
XCCGAGGT
CCCGAGGT
CCCGAGGT
GCCGAGGT
GCCGAGGT
CCCGAGGT
CCCGAGGT
CCCGAGGT
CCCGAGGT
CCCGAGGT
CCCGAGGT
GCCGAGAT
GCCGAGAT
CCCGACGT
CCCGAGAT
GCCGACGT
GCCGAAGT
CCCGAGAC
********

# Motif 1453 TTTGGTCTT
Motif 1453
ATTGGTCTT
ATTGGTCTT
ATTGGTCTT
TTTGGTCTT
TTTGGTCTT
TTTGATCTT
TTTGGTCAT
TTTTGTCTT
TTTTGTCTT
TTTGGTCTG
TTTGCTCTT
TTAGGTCTT
TTTGGTCGT
TTGGCTCTT
TTTTTTCGG
*********

# Motif 1475 TTTCCTTT
Motif 1475
TTTCCTTT
TTTCCTTT
TTTCCTTT
TTTCCTTT
TTTCCTTT
TTTCCTTT
TTTGCTTT
TTTTCTTT
TTTTCTTT
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# Motif 45 TTTCTTTTTCTTTTTTTT
CTTCCTTT
CTTGCTTG
TTTGCTTC
********

# Motif 1581 TGCATATA
Motif 1581
TGCATATA
TGCATATA
TGCATATA
TGCATATA
TGCATATA
TGCATATX
TGCATATX
TGCATATX
TGCATATA
TGCATATA
TGCATATA
TGCXTATA
TGCACATA
TGCATTTA
TGCGCATA
********

# Motif 1602 AGGCGGT
Motif 1602
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGX
AGGCGGX
AGGCGGX
AGGCGGT
AGGCGGT
AGGCGGT
AGGCGGX
AGGCGGX
AGGCGGX
AGGCGGX
AGGCGGX
AGGCGGX
AGGCGGT
XGGCGGT
XGGCGGT
AAGCGGT
XGGCGGC
*******
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# Motif 45 TTTCTTTTTCTTTTTTTT
# Motif 1622 ATCTTATC
Motif 1622
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATX
ATCTTATX
ATCTTATX
ATCTTATX
ATCTTATX
ATCTTATX
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
ATCTTATC
XTCTTATC
ATCTTATX
ATCTTATX
ATCTTATX
ATCTAATC
ATCTAATC
ATCTAATC
ATCTAATC
ATTTTATC
ATTTTATC
ACCTTATC
ATCGTATC
TTCTTATX
AGCTTATC
XTCTTAGC
XTCTTAGC
ACCTTATX
GTCTTATX
AGCTTGTC
********

# Motif 1635 CGACAACCC
Motif 1635
CGACAACCC
CGACAACCC
CGACAACCC
CGACAACCT
CGACAACCT
CGACAACCC
CGACAACCC
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# Motif 45 TTTCTTTTTCTTTTTTTT
CGACAACCT
CGACAACCX
CGACAACCX
CGACAACCX
CGACAACCC
CGACAACCC
CGACAACCC
TGACAACCC
CGACACCCC
CGACAAACC
CAACAACCC
TGACAACCC
CGACCACCC
TGGCAACCC
TGGCAACCC
CGACGACCC
TGACAGCCC
*********

# Motif 1650 GAAATTT
Motif 1650
GAAATTT
GAAATTT
GAAATTT
GAAATTT
GAAAATT
GAAATTT
GAAATTT
GAAATTX
GAAATTX
GAAATTX
GAAATTT
GAAATTT
GAAAATT
GAAAATT
GAAAATT
GAATTTT
GAAATTT
CAAATTT
*******

# Motif 1710 TGTATATA
Motif 1710
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
TGTATATA
XGTATATA
XGTATATA
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# Motif 45 TTTCTTTTTCTTTTTTTT
XGTATATA
TGTATATT
TGTATATT
GGTATATA
TGTATATT
TGTATATT
AGTATATA
TTTATATA
XXTATATA
AGTATATA
TGTACATA
TGTACATA
TGTACATA
TGTAAATA
TGTAAATA
TGTATAAT
TTTGTATA
GCTATATA
TGTATACT
AGTATATG
GTTGTATA
********

# Motif 1723 TCTCGTGA
Motif 1723
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCTCGTGA
TCCCGTGA
TCCCGTGA
CCTCGTGA
CCTCGTGA
TCGCGTGA
TCTTGTGA
TCTCGTAA
********

# Motif 1739 GGGCTTAGGG
Motif 1739
GGGCTTAGGG
GGGCTTAGGG
GGGCATAGGG
GGGCTTAGGG
GGGCTTAGGG
GGGCTTAGGG
GGGCATAGGG
GGGCATAGGG
GGGCTTAGGX
GGGCATAGGG
GGGCTTAGGX
GGGCTAAGGG
XGGCTTAGGG
XGGCTTAGGG
XGGCTTAGGG
GGGCATAGGX
XGGCTTAGGG
XGGCTTAGGG
XGGCATAGGG
GGGCTAAGGX
GGGCTCAGGX
GGGTATAGGG
XGGCTCAGGG
XGGCTCAGGG
GGGGATAGGG
XGGTTTAGGG
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# Motif 45 TTTCTTTTTCTTTTTTTT
GGGCTAGGGX
**********

# Motif 1821 TCACGTG
Motif 1821
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
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# Motif 45 TTTCTTTTTCTTTTTTTT
TCACGTG
TCACGTG
TCACGTG
TCACGTX
TCACGTX
TCACGTX
TCACGTG
TCACGTG
TCACGTG
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTX
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACGTG
TCACCTG
TCACATG
TCGCGTG
GCACGTG
*******

# Motif 1872 TATGATAC
Motif 1872
TATGATAC
TCTGATAC
TCTGATAC
TATGATAC
TATGGTAC
TATGGTAC
GATGATAC
TATGATAC
GATGATCC
GATGATCC
TATGATAX
TATGATAX
TATGATAX
TACGATAC
TATGTTCC
********

# Motif 1879 CTTATCGAT
Motif 1879
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
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# Motif 45 TTTCTTTTTCTTTTTTTT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
XTTATCGAT
XTTATCGAT
XTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
XTTATCGAT
XTTATCGAT
XTTATCGAT
CTTATCGAT
CTTATCGAT
XTTATCGAT
XTTATCGAT
XTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
CTTATCGAT
TTTATCGAT
TTTATCGAT
TTTATCGAT
CTTATCAAT
CTCATCGAT
*********

# Motif 1934 TCACATGA
Motif 1934
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGA
TCACATGX
TCACATGX
TCACATGX
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# Motif 45 TTTCTTTTTCTTTTTTTT
TCACATGA
TCACATGA
XCACATGA
XCACATGA
XCACATGA
XCACATGA
XCACATGA
XCACATGA
TCACATGC
TCACATGC
TCACATGC
TCACATGC
TCACATGT
TCACATGT
TCACATGG
TCACATAA
TTACATGA
********

# Motif 1940 GTbGGCGTT
Motif 1940
GTTGGCGTT
GTCGGCGTT
GTCGGCGTT
GTTGGCGTX
GTCGGCGTX
GTCGGCGTX
GTTGGCGTT
GTTGGCGTT
TTTGGCGTT
TTCGGCGTT
TTCGGCGTT
TTCGGCGTT
TTCGGCGTT
TTTGGCGTT
TTTGGCGTT
GTTGGCATT
GTTGGCATT
TTGGGCGTT
TTGGGCGTT
ATTGGCGTT
GACGGCGTT
GTCGGTGCA
GTTTGCGCA
GTCAGTGCA
*********

# Motif 1971 CGCCGGCCG
Motif 1971
CGCCGGCCG
CGCCGGCCG
CGCCGGTCG
CGCCTGCCG
CGCCTGCCG
CACCGGCCG
CGCCTGCCG
CGCCGTCCG
CGCCGTCCG
CGCCGGTCG
CGCCGATCG
CGCTGGTCG
CGCAGGCCG
CGCCCGCCG
CACCAGCCG
*********

# Motif 1998 CCTCGGCA
Motif 1998
CCTCGGCA
CCTCGGCA
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# Motif 45 TTTCTTTTTCTTTTTTTT
CCTCGGCA
CCTCGGCA
CCTCGGCA
CCTCGGCA
CCTCGGCA
CCTCGGTA
CCTCGGTA
CCTCGGTA
CCTCGGTA
CCTCGGTA
CCTCGGTA
XXTCGGCA
XXTCGGCA
XXTCGGCA
CCTCGGTA
CCTCGGCT
********

# Motif 2032 GAAGCTCTC
Motif 2032
GAAGCTCTC
GAAGCTCTC
GAAGCTCCC
AAAGCTCTC
AAAGCTCTC
AAAGCTCTC
GAAGCTTTC
GAAGCTCTC
GAAGCTCTC
GAAGCTCTC
AAAGCTCTC
GAAGCTCTX
GAAGCTCCX
GAAGCTCCX
GAGGTTTTC
*********

# Motif 2077 TGTACAAATA
Motif 2077
TGTACAAATA
TGTACAAATA
TGTACAAATA
TGTACAAATA
TGTACAAATA
TGTACAAATA
TGTACAAATX
TGTACAAATX
TATACAAATA
TATACAAATA
TATACAAATA
TGTATAAATA
TGTATAAATA
XATACAAATA
XATACAAATA
TGTACAAACA
TGTACCAATA
XXXACAAATA
TGTATAAAXX
TGTATAAAXX
TGTAAAAATX
XATACAAGTA
XXXACAGATA
XXXACAAGTA
TGTACAGAGC
TGTACAGAGC
TGTATAATXX
**********

# Motif 2093 CCCCGCAC
Motif 2093
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# Motif 45 TTTCTTTTTCTTTTTTTT
CCCCGCAC
CCCCGCAC
CCCCGCAC
CCCCGCAC
CCCCGCAC
XCCCGCAC
XCCCGCAC
XCCCGCAC
CCCCGCAC
CCCCGCAC
XCCCGCAC
XCCCGCAC
CCCCGCAC
CCCCGCAT
CCCCGCAT
CCCCGCAT
CCCCGCAG
XCCCACAC
********

# Motif 2194 GGvGTTTGGAG
Motif 2194
GGAGTTTGGAG
GGAGTTTGGAG
GGAGTTTGGAG
GTCGTTTGGAG
GTGGTTTGGAG
GTGGTTTGGAG
GTCGTTTGGAG
GTCGTTCGGAG
GGCGTTTGGAT
GGAGTTTGGGX
GTGGCTTGGAG
GGCGTCTGGAG
GGAGTTCGGAT
GGAGTTTGGTX
GGAGTTTCGGX
***********

# Motif 2199 CCACGTGC
Motif 2199
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGX
CCACGTGX
CCACGTGX
XCACGTGC
XCACGTGC
XCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
CCACGTGC
XCACGTGC
XCACGTGC
XCACGTGC
********

# Motif 2215 ATTCCCC
Motif 2215
ATTCCCC
XTTCCCC
XTTCCCC
ATTCCCC
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# Motif 45 TTTCTTTTTCTTTTTTTT
ATTCCCC
ATTCCCC
ATTCCCC
ATTCCCC
GTTCCCC
ATTTCCC
ATTCCCC
ATTCCCC
XTTCCCT
ATTCCCC
ATTCCCA
*******

# Motif 2223 GGCGTTG
Motif 2223
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTA
GGCGTTC
GGCGTTC
GGCGTTC
GGCGTTC
GGCGTTG
GGCGTTG
GGCGTTG
GGCGTTA
GGCGTTA
GGCGTTA
*******

# Motif 2236 GCAGAATC
Motif 2236
GCAGAATC
GCAGAATC
GCAGAATC
GCAGAATC
GCAGAATC
GCAGAAAC
GCAGAAAC
GCAGAATA
GCAGAATA
GCAGAATA
GCAGAAAT
ACAGAAAC
********

# Motif 2249 TTTTTTT
Motif 2249
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
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# Motif 45 TTTCTTTTTCTTTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
TTTTTTT
ATTTTTT
*******

# Motif 2253 TTTGGTTT
Motif 2253
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGTTT
TTTGGATT
TCTGGATT
********

# Motif 2287 TTCTTCCTT
Motif 2287
TTCTTCCTT
XTCTTCCTT
TTCTTCCTT
TTCTTCCTC
TTCTTCCTC
TTCTTCCTC
CTCTTCCTT
TACTTCCTT
TACTTCCTT
TTCTTCCCT
XTATTCCTT
XTATTCCTT
*********

# Motif 2378 TGTACAGAA
Motif 2378
TGTACAGAA
TGTACAGAA
TGTACAGAA
TGTACAGAA
GGTACAGAA
TGTATAGAA
TGTATAGAA
TGTACAGXX
TGTACAGXX
TGTACAGXX
GGTACGGAA
GGTACGGTA
*********

# Motif 2451 GATATCC
Motif 2451
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
GATATCC
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# Motif 45 TTTCTTTTTCTTTTTTTT
GATATCC
GATATCT
GATATCT
GATACCC
*******

# Motif 2483 TGAGTCA
Motif 2483
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
TGAGTCA
*******

# Motif 2488 TACCCCGC
Motif 2488
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGC
TACCCCGX
TACCCCGX
TACCCCGX
AACCCCGC
AACCCCGC
AACCCCGC
AACCCCGC
AACCCCGC
AACCCCGX
AACCCCGX
AACCCCGX
TGCCCCGC
TGCCCCGC
********

# Motif 2497 TGCATAG
Motif 2497
TGCATAG
TGCATAG
TGCATAG
TGCATAG
TGCATAG
TGCATAG
TGCATAG
TGCATAG
TGCACAG
TGCACAG
TGCACAG
TGCACAG
TGCACAG
XGCATAG
XGCATAG
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# Motif 45 TTTCTTTTTCTTTTTTTT
TGCCCAG
TTCXTAG
XGCACGG
*******

# Motif 2525 GACGCGT
Motif 2525
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
GACGCGT
XACGCGT
GACGCGT
XACGCGT
XACGCGT
*******

# Motif 2529 ACGTGAC
Motif 2529
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGTGAC
ACGCGAC
ACCTGAC
TCGCGAC
*******

# Motif 2611 TGTACAT
Motif 2611
TGTACAT
TGTACAT
TGTACAT
TGTACAT
TGTACAT
TGTACAT
XGTACAT
XGTACAT
XGTACAT
TGTACAT
TGTACAT
TGTACAT
TGTACAT
TGTACAT
TGTACAT
XGTACAT
XGTACAT
XGTACAT
TGTACAT
TGTACAT
TGTACAT
CGTACAT
CGTACAT
CGTACAT
TGTACAT

116



§S4 Conserved Non-Coding conpats Tab 3 - conpat matrices.ace

# Motif 45 TTTCTTTTTCTTTTTTTT
TGTACAT
TTTACAT
*******

# Motif 2662 GAGATACC
Motif 2662
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
GAGATACC
AAGATACC
AAGATACC
********

# Motif 2677 TCACCGC
Motif 2677
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
TCACCGC
ACACCGC
ACACCGC
XCACCGC
XCACCGC
XCACCGC
*******

# Motif 2683 TCTCCGC
Motif 2683
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGC
TCTCCGX
TCTCCGX
TCTCCGX
TCTCCGX
TCTCCGX
TCTCCGX
TCTCCGX
TCTCCGX
XCTCCGC
XCTCCGC
XCTCCGC
TCTCCGC
TCTCCGC
ACTCCGC
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# Motif 45 TTTCTTTTTCTTTTTTTT
TATCCGX
*******

# Motif 2919 TCCCCGC
Motif 2919
TCCCCGX
TCCCCGX
TCCCCGX
TCCCCGC
TCCCCGC
TCCCCGC
TCCCCGC
TCCCCGC
TCCCCGC
TCCCCGC
TCCCCGC
XCCCCGC
XCCCCGC
XCCCCGC
CCCCCGC
*******
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§S4 Conserved Non-Coding conpats Tab 4 - Factors

Known Aspergillus Factors Known S. cerevisiae Factors Known 3' Elements
abaA  CATTCC ABF1  RTCRYnnnnnACG efficiency_element1  TATATA
amdR  TCGGCGAA...AGCCAAT ACE2  GCTGGT efficiency_element2  TATGTA
AnCF  AGCCAAT ADR1  GGAGA efficiency_element3  TTTTTATA
areA  HGATAR Bas1  TGACTC efficiency_element4  TTTTTATA
areA_n  WGATAAGR Cbf1  RTCACRTG polyA_site  AATAAAA
brlA  TCCCTyy Cin5  TTACTAA positioning_element1  AAGAA
cpcA  ATGACTCA DAL81  GATAAG positioning_element2  AAAAAA
creA  SYGGGG Dig1  RTGAAACA positioning_element3  AATAAA
facB_1  TCC........BGA FKH1  TTGTTTACST positioning_element4  TTAAGAAC
facB_2  TCS..........GSA FKH2  TTGTTTACST transcription_termination  TATATATATATATA
facB_3  GCA.........SGC Gal4  CGGnnnnnnnnnnnCCG
facB_4  TCS.........GGA GCN4  ATGACTCAT
facB_5  GCC...........TGC GCR1  GGAAG
facB_6  GCA..........TGC GLN3  GATAAk
facB_7  GCA........GGC HAP2  GCCAATCA
nirA  CTCCGHCC HAP4  TnRTTGGT
nit2_1  TATCTA HSF1b  TTCTAGAA
nit2_2  TAGTAGAGATA INO2  CATGTGAAat
nit2_3  TATCGC........TATCGT INO4  CATGTGAAat
nit2_4  GAGATA Leu3  CCGGNNCCGG
pacC  GCCARG MAC1  TTTGCTCA
penR1  CCAAT MBP1  ACGCGTnA
prnA_1  CCGGnCCGG MCM1a  TTWCCcnwwwrGGAAA
prnA_2  CCGGnnCCGG MET31  AAACTGTGGC
prnA_3  CCGGnnnCCGG MET4  TGGCAAATG
prnA_4  CCGGnnnnCCGG MIG1  CCCCRSWWWW
prnA_5  CCGGnnnnnCCGG MIG1b  GCGGGG
prnA_6  CCGGnnnnnnCCGG MSN2  CCCCT
stuA  wCGCGw MSN4  CCCCT
UAY  CGS......SCG PDR1  CCGCGG

PHO4  CACGTG
PUF3 CHTGTAWATA
PUF4 WHTGTAHAWTA
PUF5 TGTAAYAWTA
PUT3  CGGnnnnnnnnnnCCG
RAP1  ACACCCATACATTT
REB1  CCGGGTAA
RLM1  CTAWWWWTAG
RME1  GAACCTCAA
SMP1  ACTACTAWWWWTAG
STE12  RTGAAACA
SWI4  CRCGAAAA
SWI5  KGCTGR
SWI6  ACGCGT
YAP1  TTACTAA
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AN0012.1 predicted protein [Neurospora crassa]
AN0013.1 Predicted transporter (major facilitator superfamily) R
AN0034.1 Dihydroxyacetone kinase/glycerone kinase G Carbohydrate transport, metabolism YFL053W
AN0038.1 Protein kinase ATM/Tel1, involved in telomere length 

regulation and DNA repair
TBLD

AN0039.1 Uncharacterized conserved protein S YNL011C
AN0040.1 Mitochondrial DNA polymerase gamma, catalytic subunit L Replication, recombination, repair YOR330C mitochondrion 

AN0042.1 Mg2+ and Co2+ transporters P Inorganic ion transport, metabolism
AN0043.1 Phytoene/squalene synthetase I Lipid transport, metabolism
AN0044.1 Helicase-like transcription factor HLTF/DNA helicase 

RAD5, DEAD-box superfamily
KL YLR032W cytoplasm nucleus 

AN0046.1 Histidyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YPR033C cytoplasm 
AN0047.1 GTP-binding protein GP-1 R
AN0048.1 predicted protein [Neurospora crassa]
AN0049.1 N-acetylglucosaminyl phosphatidylinositol de-N-

acetylase
M YMR281W cytoplasm 

AN0050.1 Predicted metal-dependent hydrolase of the TIM-barrel 
fold

R

AN0051.1 Isopenicillin N synthase and related dioxygenases R
AN0052.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN0054.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN0055.1 TmpA [Emericella nidulans]
AN0056.1 hypothetical protein [Neurospora crassa]
AN0057.1 Tyrosyl-tRNA synthetase, cytoplasmic J Translation, ribosomal structure, biogenesis YGR185C cytoplasm 
AN0058.1 Predicted acyl-CoA transferases/carnitine dehydratase C Energy production, conversion

AN0059.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN0060.1 Decapping enzyme complex, predicted pyrophosphatase 
DCP2

A RNA processing, modification

AN0061.1 predicted protein [Neurospora crassa] YLR326W
AN0062.1 Uncharacterized conserved protein S
AN0064.1 predicted protein [Neurospora crassa]
AN0065.1 Histone H3 (Lys4) methyltransferase complex and RNA 

cleavage factor II complex, subunit SWD2
ABO YKL018W

AN0066.1 Mitochondrial oxaloacetate carrier protein C Energy production, conversion YKL120W mitochondrion 
AN0067.1 Ribonucleotide reductase, beta subunit F Nucleotide transport, metabolism YJL026W cytoplasm nucleus 
AN0069.1 WD40 repeat-containing protein S
AN0071.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN0072.1 Pseudouridine synthase J Translation, ribosomal structure, biogenesis YNL292W cytoplasm nucleus 
AN0073.1 hypothetical protein ( (AL513463) hypothetical protein 

[Neurospora crassa] )
AN0074.1 Nucleolar protein-like/EBNA1-binding protein A RNA processing, modification YKL172W
AN0075.1 Thioredoxin/protein disulfide isomerase O Posttranslational modification/turnover/chaperones

AN0076.1 5'-3' exonuclease L Replication, recombination, repair
AN0077.1 Iron/ascorbate family oxidoreductases QR
AN0078.1 SamB protein [Emericella nidulans]
AN0081.1 G-protein beta subunit R YOR212W cytoplasm 
AN0082.1 Conserved phosducin-like protein T Signal transduction mechanisms
AN0083.1 Transcription initiation factor IIF, auxiliary subunit K Transcription YPL129W nucleus 
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AN0084.1 Ran-binding protein RANBP1 and related RanBD 
domain proteins

U Intracellular trafficking/secretion/transport YDR002W

AN0085.1
AN0086.1 Glycolipid 2-alpha-mannosyltransferase (alpha-1,2-

mannosyltransferase)
G Carbohydrate transport, metabolism YIL085C

AN0087.1 Predicted Rho GTPase-activating protein R
AN0088.1 Predicted membrane protein S YML018C vacuolar membrane 
AN0089.1 Ras-related GTPase R YML001W cytoplasm nucleus 
AN0090.1 WD40 repeat protein TipD R
AN0091.1 Putative protein methyltransferase involved in meiosis 

and transcriptional silencing (Dot1)
DK YDR440W cytoplasm nucleus 

AN0092.1 Putative SAM-dependent rRNA methyltransferase SPB1 AR

AN0093.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN0094.1
AN0097.1 ATP-dependent DNA ligase IV L Replication, recombination, repair YOR005C
AN0106.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN0109.1 Spliceosomal protein snRNP-U1A/U2B A RNA processing, modification
AN0111.1 mRNA splicing factor A RNA processing, modification YDR416W nucleus 
AN0112.1 Pattern-formation protein/guanine nucleotide exchange 

factor
U Intracellular trafficking/secretion/transport

AN0114.1 Predicted ATPase of the PP-loop superfamily implicated 
in cell cycle control

D Cell cycle/division, chrom. partitioning

AN0115.1 Conserved WD40 repeat-containing protein S
AN0116.1 Mitochondrial/chloroplast ribosomal protein L11 J Translation, ribosomal structure, biogenesis YNL185C mitochondrion 
AN0117.1 Histone H4 B Chromatin structure, dynamics YLR225C cytoplasm 
AN0118.1 Dyneins, heavy chain Z Cytoskeleton YKR054C cytoplasm 
AN0120.1 Protein phosphatase 2A-associated protein T Signal transduction mechanisms YMR028W
AN0121.1 Porphobilinogen deaminase H Coenzyme transport, metabolism YDL205C cytoplasm nucleus 
AN0122.1 ATP-dependent Lon protease, bacterial type O Posttranslational modification/turnover/chaperones

AN0123.1 Predicted mitochondrial ribosomal protein L23 J Translation, ribosomal structure, biogenesis
AN0124.1 Serine/threonine protein kinase TR YNL207W cytoplasm 
AN0125.1 26S proteasome regulatory complex, subunit 

RPN1/PSMD2
O Posttranslational modification/turnover/chaperones

AN0126.1 DNA mismatch repair protein - MLH1 family L Replication, recombination, repair YMR167W cytoplasm nucleus 
AN0127.1 Uncharacterized conserved protein, contains WD40 

repeats
S YFR021W

AN0128.1 Carboxymethyl transferase O Posttranslational modification/turnover/chaperones YOL141W cytoplasm 

AN0129.1 Dual specificity phosphatase V Defense mechanisms
AN0130.1 Putative methyltransferase R YML005W cytoplasm 
AN0131.1 hypothetical protein [Neurospora crassa] YLR250W Golgi early Golgi 
AN0132.1
AN0133.1 mRNA splicing factor ATP-dependent RNA helicase A RNA processing, modification YGL120C nucleolus 
AN0134.1 Protein kinase inhibitor D Cell cycle/division, chrom. partitioning YBR133C bud neck cytoplasm 
AN0135.1 Myosin assembly protein/sexual cycle protein and 

related proteins
ODR

AN0137.1 Predicted starch-binding protein R YPL110C cytoplasm 
AN0138.1 RNA polymerase II transcription initiation/nucleotide 

excision repair factor TFIIH, subunit TFB4
KL YPR056W nucleus 

AN0139.1 Asparaginase E Amino acid transport, metabolism
AN0140.1 Actin-related protein Arp2/3 complex, subunit Arp3 Z Cytoskeleton YJR065C
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AN0141.1 tRNA uracil-5-methyltransferase and related tRNA-
modifying enzymes

J Translation, ribosomal structure, biogenesis YKR056W

AN0142.1 Ribosomal protein S5 J Translation, ribosomal structure, biogenesis YBR251W mitochondrion 
AN0144.1 Putative serine/threonine protein kinase R
AN0145.1 AFLJ [Aspergillus parasiticus]
AN0154.1 Transcription initiation factor TFIID, subunit TAF10 (also 

component of histone acetyltransferase SAGA)
K Transcription

AN0156.1 Inositol polyphosphate multikinase, component of the 
ARGR transcription regulatory complex

KIT

AN0158.1 NADPH:quinone reductase and related Zn-dependent 
oxidoreductases

CR YBR046C cytoplasm nucleus 

AN0159.1 Splicing coactivator SRm160/300, subunit SRm160 
(contains PWI domain)

AR

AN0160.1 Predicted xylanase/chitin deacetylase G Carbohydrate transport, metabolism
AN0161.1 mRNA cleavage and polyadenylation factor IA/II 

complex, subunit CLP1
A RNA processing, modification YOR250C

AN0162.1 Nuclear localization sequence binding protein K Transcription
AN0163.1 Rho GDP-dissociation inhibitor T Signal transduction mechanisms YDL135C cytoplasm nucleus 
AN0164.1 Serine/threonine specific protein phosphatase involved 

in glycogen accumulation, PP2A-related
GT YNR032W cytoplasm nucleus 

AN0165.1 Vesicle coat complex AP-3, beta subunit U Intracellular trafficking/secretion/transport YGR261C Golgi early Golgi 
AN0166.1 Centromere-associated protein NUF2 D Cell cycle/division, chrom. partitioning YOL069W spindle pole 
AN0167.1 Translation initiation factor 2B, alpha subunit (eIF-

2Balpha/GCN3)
J Translation, ribosomal structure, biogenesis YKR026C cytoplasm 

AN0170.1 Thioredoxin O Posttranslational modification/turnover/chaperones YGR209C cytoplasm nucleus 

AN0172.1 MHYT domain (predicted integral membrane sensor 
domain)

T Signal transduction mechanisms

AN0173.1
AN0174.1 D-aspartate oxidase E Amino acid transport, metabolism
AN0176.1 GATA-4/5/6 transcription factors K Transcription
AN0179.1 Predicted dehydrogenase Q YMR226C cytoplasm nucleus 
AN0182.1 Ras-related GTPase R YGR152C cytoplasm nucleus 
AN0183.1 3'-phosphoadenosine 5'-phosphosulfate sulfotransferase 

(PAPS reductase)/FAD synthetase and related enzymes
EH YMR178W cytoplasm nucleus 

AN0189.1 RNase MRP and P, subunit POP4/p29 A RNA processing, modification
AN0190.1 tRNA splicing endonuclease J Translation, ribosomal structure, biogenesis YAR008W
AN0191.1 RNA polymerase II elongator complex, subunit ELP4 BK YPL101W
AN0193.1 Thiamine pyrophosphokinase F Nucleotide transport, metabolism YJR142W
AN0201.1 Predicted transporter (major facilitator superfamily) R
AN0202.1 ARCA protein [Emericella nidulans]
AN0204.1 ATP-dependent RNA helicase A RNA processing, modification YKR024C nucleolus nucleus 
AN0205.1 Panthothenate synthetase H Coenzyme transport, metabolism YIL145C cytoplasm nucleus 
AN0206.1 Glycerol-3-phosphate O-acyltransferase I Lipid transport, metabolism
AN0209.1 Ammonia permease P Inorganic ion transport, metabolism
AN0210.1 Nucleoside phosphatase F Nucleotide transport, metabolism YER005W Golgi early Golgi 
AN0211.1 U2-associated snRNP A' protein A RNA processing, modification YPL213W nucleus 
AN0212.1 predicted protein [Neurospora crassa]
AN0213.1
AN0219.1 Clathrin coat binding protein/Huntingtin interacting 

protein HIP1, involved in regulation of endocytosis
U Intracellular trafficking/secretion/transport
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AN0224.1 Renal dipeptidase O Posttranslational modification/turnover/chaperones

AN0226.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YDR054C cytoplasm nucleus 

AN0227.1
AN0228.1 DNA replication licensing factor, MCM6 component L Replication, recombination, repair YGL201C cytoplasm nucleus 
AN0229.1 Uncharacterized conserved protein R YMR266W cell periphery 
AN0232.1 Ni2+-binding GTPase involved in regulation of 

expression and maturation of urease and hydrogenase
OK

AN0233.1 Predicted transporter (major facilitator superfamily) R
AN0235.1 Serine/threonine protein kinase and endoribonuclease 

ERN1/IRE1, sensor of the unfolded protein response 
pathway

T Signal transduction mechanisms

AN0236.1 Polyadenylation factor I complex, subunit PFS2 A RNA processing, modification
AN0237.1 Uncharacterized conserved protein S
AN0238.1 Subtilisin-related protease/Vacuolar protease B O Posttranslational modification/turnover/chaperones

AN0239.1 Lysosomal trafficking regulator LYST and related 
BEACH and WD40 repeat proteins

TU

AN0240.1 Transaldolase G Carbohydrate transport, metabolism YLR354C nucleus 
AN0241.1 Cu2+/Zn2+ superoxide dismutase SOD1 P Inorganic ion transport, metabolism YJR104C cytoplasm nucleus 
AN0242.1 Transcriptional coactivator p100 K Transcription
AN0243.1 Phosphatidylinositol transfer protein SEC14 and related 

proteins
I Lipid transport, metabolism

AN0244.1 Vacuolar assembly/sorting protein VPS8 U Intracellular trafficking/secretion/transport YAL002W endosome 
AN0245.1 putative glucanase precursor [Schizosaccharomyces 

pombe]
AN0246.1 Endoplasmic reticulum protein EP58, contains filamin 

rod domain and KDEL motif
R

AN0247.1 Predicted P-loop ATPase fused to an acetyltransferase R YNL132W nucleolus 

AN0248.1 Thioredoxin/protein disulfide isomerase O Posttranslational modification/turnover/chaperones

AN0249.1 predicted protein [Neurospora crassa]
AN0252.1 F0F1-type ATP synthase, gamma subunit C Energy production, conversion YBR039W mitochondrion 
AN0253.1 DNA topoisomerase I L Replication, recombination, repair YOL006C nucleolus nucleus 
AN0254.1 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 

dehydrogenase and related dehydrogenases
IE

AN0255.1 Uncharacterized conserved protein S
AN0256.1 Cytosolic Ca2+-dependent cysteine protease (calpain), 

large subunit (EF-Hand protein superfamily)
OT

AN0258.1 Micrococcal nuclease (thermonuclease) homologs L Replication, recombination, repair YGL085W mitochondrion 
AN0259.1 Adenylate kinase F Nucleotide transport, metabolism YER170W mitochondrion 
AN0260.1 Eukaryotic-type DNA primase, large subunit L Replication, recombination, repair YKL045W
AN0261.1 Vesicle coat complex COPII, subunit SEC23 U Intracellular trafficking/secretion/transport YPR181C
AN0262.1 40S ribosomal protein S2 J Translation, ribosomal structure, biogenesis YEL054C cytoplasm 
AN0265.1 O-linked N-acetylglucosamine transferase OGT GOT
AN0266.1 Splicing factor, arginine/serine-rich A RNA processing, modification
AN0267.1 Myosin regulatory light chain, EF-Hand protein 

superfamily
Z Cytoskeleton

AN0268.1 MesA [Emericella nidulans]
AN0270.1 Pyridoxal/pyridoxine/pyridoxamine kinase H Coenzyme transport, metabolism YEL029C cytoplasm nucleus 
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AN0271.1 dUTPase F Nucleotide transport, metabolism YBR252W cytoplasm nucleus 
AN0272.1 Predicted aminoglycoside phosphotransferase R
AN0273.1 FOG: Zn-finger R
AN0275.1 Cystine transporter Cystinosin E Amino acid transport, metabolism YCR075C
AN0276.1 Unnamed protein X
AN0279.1 Transcription factor, Myb superfamily K Transcription
AN0280.1 Alpha-glucosidases, family 31 of glycosyl hydrolases G Carbohydrate transport, metabolism
AN0281.1 Ypt/Rab GTPase activating protein U Intracellular trafficking/secretion/transport YMR055C spindle pole 
AN0287.1 WD40 repeat protein R
AN0290.1 F-actin capping protein, beta subunit Z Cytoskeleton YIL034C actin 
AN0292.1 Transcription initiation factor TFIID, subunit TAF5 (also 

component of histone acetyltransferase SAGA)
K Transcription YBR198C nucleus 

AN0293.1 Predicted acetyltransferases and hydrolases with the 
alpha/beta hydrolase fold

R YHR075C

AN0294.1 Predicted hydrolases or acyltransferases (alpha/beta 
hydrolase superfamily)

R

AN0295.1 Nuclear pore complex, rNpl4 component (sc Npl4) YU YBR170C cytoplasm nucleus 
AN0297.1 1,4-benzoquinone reductase-like; Trp repressor binding 

protein-like/protoplast-secreted protein
R YDR032C

AN0298.1 Polyadenylation factor I complex, subunit, Yth1 (CPSF 
subunit)

A RNA processing, modification YPR107C nucleus 

AN0299.1 Chitinase G Carbohydrate transport, metabolism
AN0300.1 Asparaginase E Amino acid transport, metabolism YLR160C
AN0301.1 predicted protein [Neurospora crassa]
AN0302.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN0303.1 predicted protein [Neurospora crassa]
AN0304.1 Fe2+/Zn2+ regulated transporter P Inorganic ion transport, metabolism YHR134W
AN0305.1 WD40-repeat-containing subunit of the 18S rRNA 

processing complex
A RNA processing, modification YLR129W cytoplasm nucleus 

AN0306.1 Actin-related protein Arp2/3 complex, subunit ARPC2 Z Cytoskeleton YNR035C actin 

AN0308.1 Uncharacterized proteins of PilT N-term./Vapc 
superfamily

R

AN0310.1 WD40 repeat-containing protein S YLR196W nucleolus cytoplasm nucleus 
AN0311.1 predicted protein [Neurospora crassa]
AN0312.1 RNA polymerase I transcription factor K Transcription YKL125W nucleolus nucleus 
AN0313.1 Esterase/lipase I Lipid transport, metabolism
AN0314.1 Aspartyl-tRNA synthetase J Translation, ribosomal structure, biogenesis
AN0315.1 hypothetical protein [Neurospora crassa]
AN0316.1 Alpha tubulin Z Cytoskeleton YML085C spindle pole microtubule cytoplasm 
AN0317.1 Synaptic vesicle protein EHS-1 and related EH domain 

proteins
TU

AN0318.1 Plasma membrane H+-transporting ATPase P Inorganic ion transport, metabolism YPL036W
AN0320.1 Translational repressor MPT5/PUF4 and related RNA-

binding proteins (Puf superfamily)
J Translation, ribosomal structure, biogenesis

AN0321.1 RNA polymerase III, second largest subunit K Transcription YOR207C nucleus 
AN0323.1 Uncharacterized conserved protein S
AN0326.1 Myosin class II heavy chain Z Cytoskeleton
AN0328.1 Uncharacterized protein involved in protein-protein 

interaction, contains polyproline-binding GYF domain
R

AN0329.1 Ubiquitin fusion-degradation protein O Posttranslational modification/turnover/chaperones YGR048W cytoplasm nucleus 
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AN0330.1 NADH:flavin oxidoreductase/12-oxophytodienoate 
reductase

CR

AN0331.1 predicted protein [Neurospora crassa]
AN0332.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN0333.1
AN0335.1 unknown [Emericella nidulans]
AN0337.1
AN0339.1 predicted protein [Neurospora crassa]
AN0345.1 RNA-binding protein required for biogenesis of the 

ribosomal 60S subunit
J Translation, ribosomal structure, biogenesis

AN0347.1 GTPase Rab11/YPT3, small G protein superfamily U Intracellular trafficking/secretion/transport YER031C cytoplasm nucleus 
AN0349.1 Putative ATP-dependent Clp-type protease (AAA+ 

ATPase superfamily)
O Posttranslational modification/turnover/chaperones YBR227C mitochondrion 

AN0351.1 Glycerol-3-phosphate dehydrogenase/dihydroxyacetone 
3-phosphate reductase

C Energy production, conversion YDL022W peroxisome 

AN0352.1 Alpha amylase G Carbohydrate transport, metabolism YPR184W cytoplasm 
AN0354.1 3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) 

synthase
E Amino acid transport, metabolism YDR035W cytoplasm nucleus 

AN0356.1 predicted protein [Neurospora crassa]
AN0357.1 Cytochrome c1 C Energy production, conversion YOR065W mitochondrion 
AN0358.1 Exocyst subunit - Sec10p U Intracellular trafficking/secretion/transport
AN0359.1 Translation initiation factor 3, subunit b (eIF-3b) J Translation, ribosomal structure, biogenesis YOR361C cytoplasm 
AN0360.1 RNA polymerase I transcription factor UAF K Transcription
AN0361.1 Notchless-like WD40 repeat-containing protein S
AN0362.1 IgE-binding protein [Aspergillus fumigatus]
AN0363.1 predicted protein [Neurospora crassa]
AN0364.1 involved in sterol uptake; Upc2p [Saccharomyces 

cerevisiae]
AN0365.1 predicted protein [Neurospora crassa]
AN0369.1 Metallopeptidase R
AN0370.1 Enoyl-CoA hydratase/carnithine racemase I Lipid transport, metabolism
AN0373.1
AN0375.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN0379.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN0380.1 Cyclophilin-related peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN0381.1 Chaperonin complex component, TCP-1 beta subunit 
(CCT2)

O Posttranslational modification/turnover/chaperones YIL142W

AN0385.1 Branched-chain amino acid aminotransferase/4-amino-4-
deoxychorismate lyase

EH

AN0387.1 Deoxyribodipyrimidine photolyase L Replication, recombination, repair YOR386W cytoplasm nucleus 
AN0388.1 hypothetical protein [Neurospora crassa]
AN0391.1 hypothetical protein [Neurospora crassa]
AN0392.1 hypothetical protein [Neurospora crassa]
AN0394.1 Monodehydroascorbate/ferredoxin reductase R YNR074C
AN0400.1
AN0403.1 Monodehydroascorbate/ferredoxin reductase R
AN0404.1 Multidrug/pheromone exporter, ABC superfamily Q
AN0406.1 Predicted RNA-binding protein involved in translational 

regulation
JT
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AN0407.1 RNA polymerase III transcription factor TFIIIC K Transcription YGR047C cytoplasm nucleus 
AN0408.1 Predicted esterase of the alpha-beta hydrolase 

superfamily
R

AN0409.1 Nischarin, modulator of integrin alpha5 subunit action TZ
AN0410.1 Serine/threonine specific protein phosphatase PP1, 

catalytic subunit
TR YER133W cytoplasm nucleus 

AN0411.1 Vesicle coat complex COPII, GTPase subunit SAR1 U Intracellular trafficking/secretion/transport YPL218W
AN0412.1 FOG: Immunoglobin and related proteins RP
AN0414.1 Microtubule-associated protein Asp Z Cytoskeleton
AN0416.1 hypothetical protein [Neurospora crassa]
AN0417.1 Sec61 protein translocation complex, beta subunit O Posttranslational modification/turnover/chaperones

AN0418.1 Urea transporter E Amino acid transport, metabolism YHL016C
AN0421.1 RNA-binding protein (RRM superfamily) R YPR112C
AN0422.1 TEF-1 and related transcription factor, TEAD family K Transcription
AN0425.1 Protein phosphatase 1, regulatory subunit, and related 

proteins
T Signal transduction mechanisms

AN0426.1 Peroxisomal long-chain acyl-CoA transporter, ABC 
superfamily

I Lipid transport, metabolism

AN0428.1 Lysyl-tRNA synthetase (class II) J Translation, ribosomal structure, biogenesis
AN0430.1 hypothetical protein [Neurospora crassa]
AN0431.1 Urea amidohydrolase (urease) alpha subunit E Amino acid transport, metabolism
AN0432.1 NADH-cytochrome b-5 reductase HC YKL150W mitochondrion 
AN0433.1 60S ribosomal protein L18A J Translation, ribosomal structure, biogenesis YOR312C cytoplasm 
AN0436.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones YDR255C

AN0439.1 Nitrogen permease regulator NLRG/NPR2 P Inorganic ion transport, metabolism
AN0440.1 Histone acetyltransferases PCAF/SAGA/ADA, subunit 

TADA3L/NGG1
B Chromatin structure, dynamics YDR176W nucleus 

AN0442.1 Predicted actin-bundling protein Z Cytoskeleton
AN0443.1 Threonine dehydrogenase and related Zn-dependent 

dehydrogenases
ER

AN0444.1 E3 ubiquitin protein ligase O Posttranslational modification/turnover/chaperones

AN0445.1 60s ribosomal protein L15 J Translation, ribosomal structure, biogenesis YMR121C nucleolus nucleus 
AN0446.1 Uncharacterized protein PSP1 (suppressor of DNA 

polymerase alpha mutations in yeast)
R

AN0448.1 predicted protein [Neurospora crassa]
AN0449.1 cAMP-regulated guanine nucleotide exchange factor T Signal transduction mechanisms
AN0450.1 Uncharacterized conserved protein with similarity to 

predicted ATPase of the PP-loop superfamily
R

AN0451.1 Sigma receptor and C-8 sterol isomerase T Signal transduction mechanisms YMR202W
AN0452.1 endoglucanase [Emericella desertorum]
AN0454.1 Mu-crystallin E Amino acid transport, metabolism
AN0455.1 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J Translation, ribosomal structure, biogenesis

AN0458.1
AN0460.1 predicted protein [Neurospora crassa]
AN0462.1 Exocyst protein Sec3 U Intracellular trafficking/secretion/transport
AN0463.1 Signaling protein DOCK180 T Signal transduction mechanisms
AN0464.1 Phosphoesterases R
AN0465.1 40S ribosomal protein S8 J Translation, ribosomal structure, biogenesis YER102W cytoplasm 
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AN0469.1 Na+/dicarboxylate, Na+/tricarboxylate and phosphate 
transporters

P Inorganic ion transport, metabolism YNR013C ER 

AN0470.1 Ribosomal protein S7 J Translation, ribosomal structure, biogenesis
AN0471.1 Ca2+/H+ antiporter VCX1 and related proteins P Inorganic ion transport, metabolism YDL128W ER 
AN0472.1 Predicted endo-1,3-beta-glucanase G Carbohydrate transport, metabolism YNR067C vacuole 
AN0475.1 Uncharacterized conserved protein S YML093W nucleolus nucleus 
AN0476.1 Mitochondrial ribosomal protein L27 J Translation, ribosomal structure, biogenesis
AN0482.1 Predicted ubiquitin-conjugating enzyme O Posttranslational modification/turnover/chaperones

AN0484.1 predicted protein [Neurospora crassa]
AN0485.1 Phosphatidylinositol transfer protein PDR16 and related 

proteins
I Lipid transport, metabolism

AN0486.1 FOG: Zn-finger R
AN0489.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN0490.1 CTP synthase (UTP-ammonia lyase) F Nucleotide transport, metabolism YBL039C cytoplasm 
AN0494.1 1,4-beta-D-glucan-cellobiohydrolyase [Aspergillus 

nidulans]
AN0495.1 Formyltetrahydrofolate hydrolase F Nucleotide transport, metabolism
AN0502.1 Fe-S oxidoreductase C Energy production, conversion YPL207W ER 
AN0503.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN0504.1 Serine/threonine specific protein phosphatase involved 
in cell cycle control, PP2A-related

DT

AN0505.1 Nonsense-mediated decay protein Upf3 A RNA processing, modification
AN0507.1 hypothetical protein [Neurospora crassa]
AN0554.1 Aldehyde dehydrogenase C Energy production, conversion YOR374W mitochondrion 
AN0555.1 hypothetical protein [Neurospora crassa]
AN0556.1 DNA repair exonuclease MRE11 L Replication, recombination, repair YMR224C cytoplasm nucleus 
AN0557.1 Cdc4 and related F-box and WD-40 proteins R
AN0558.1 beta (1-3) glucanosyltransferase Gel2p [Aspergillus 

fumigatus]
YOL132W

AN0559.1 Translocase of outer mitochondrial membrane complex, 
subunit TOM20

U Intracellular trafficking/secretion/transport YGR082W mitochondrion 

AN0560.1 Exocyst complex subunit U Intracellular trafficking/secretion/transport YBR102C cell periphery bud neck bud 
AN0561.1 Predicted transporter (ABC superfamily) R YDR061W mitochondrion 
AN0562.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN0564.1 Multiple inositol polyphosphate phosphatase R YHR215W vacuole 
AN0565.1 Multifunctional pyrimidine synthesis protein CAD 

(includes carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

R YJL130C cytoplasm 

AN0568.1 predicted protein [Neurospora crassa]
AN0569.1 Histone acetyltransferase SAGA/ADA, catalytic subunit 

PCAF/GCN5 and related proteins
BK

AN0573.1 Ypt/Rab GTPase activating protein U Intracellular trafficking/secretion/transport
AN0574.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN0575.1 Calmodulin-binding protein CRAG, contains DENN 
domain

T Signal transduction mechanisms

AN0576.1 Protein kinase containing WD40 repeats T Signal transduction mechanisms
AN0577.1 hypothetical protein [Aspergillus fumigatus]
AN0578.1 FOG: Zn-finger R
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AN0579.1 Isopentenyl pyrophosphate:dimethylallyl pyrophosphate 
isomerase

Q YPL117C cytoplasm nucleus 

AN0581.1 Uncharacterized membrane protein, predicted efflux 
pump

R YDR338C

AN0582.1 Single-stranded DNA-binding replication protein A 
(RPA), medium (30 kD) subunit

L Replication, recombination, repair

AN0583.1 ATP-dependent RNA helicase A RNA processing, modification YDL031W
AN0585.1 Actin regulatory protein (Wiskott-Aldrich syndrome 

protein)
TZ

AN0589.1 RNA Helicase A RNA processing, modification YJL033W nucleolus 
AN0590.1 Predicted molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN0591.1 3'-phosphoadenosine 5'-phosphosulfate sulfotransferase 
(PAPS reductase)/FAD synthetase and related enzymes

EH YDL045C cytoplasm 

AN0593.1 Predicted dehydrogenase R
AN0594.1 Fry-like conserved proteins R YIL129C
AN0595.1 NADP/FAD dependent oxidoreductase C Energy production, conversion YHR042W ER 
AN0596.1 Damage-specific DNA binding complex, subunit DDB1 L Replication, recombination, repair

AN0597.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN0600.1 hypothetical protein ( (AL513467) conserved 
hypothetical protein [Neurospora crassa]  )

AN0604.1 UV damage repair endonuclease L Replication, recombination, repair
AN0605.1 Uncharacterized conserved protein S
AN0606.1 Cytochrome P450 CYP2 subfamily Q
AN0607.1 Non-ribosomal peptide synthetase/alpha-aminoadipate 

reductase and related enzymes
Q

AN0609.1 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases 
II

IQ

AN0623.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN0624.1 Hypothetical ORF; Ydr132cp [Saccharomyces 

cerevisiae]
AN0625.1 Proliferation-associated nucleolar protein (NOL1) D Cell cycle/division, chrom. partitioning YNL022C nucleolus cytoplasm nucleus 
AN0627.1 FYVE finger containing protein R
AN0628.1 Lactate dehydrogenase and related dehydrogenases CHR
AN0629.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones YIR038C

AN0631.1 Transcriptional co-repressor component K Transcription
AN0632.1 U5 snRNP-associated RNA splicing factor A RNA processing, modification
AN0633.1 cDNA sequence BC010311 [Mus musculus]
AN0634.1 GTP-binding ADP-ribosylation factor-like protein yARL3 U Intracellular trafficking/secretion/transport

AN0635.1 predicted protein [Neurospora crassa]
AN0636.1 N-acetylglucosaminyltransferase complex, subunit PIG-

A/SPT14, required for phosphatidylinositol 
biosynthesis/Sulfolipid synthase

MOI YPL175W

AN0638.1 predicted protein [Neurospora crassa]
AN0640.1 Sphingolipid hydroxylase I Lipid transport, metabolism
AN0641.1 Microtubule-binding protein (translationally controlled 

tumor protein)
DZ YKL056C cytoplasm 

AN0642.1 Signal recognition particle, subunit Srp19 U Intracellular trafficking/secretion/transport
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AN0644.1 putative zinc finger transcription factor [Aspergillus 
fumigatus]

AN0646.1 RNA helicase nonsense mRNA reducing factor 
(pNORF1)

A RNA processing, modification YMR080C cytoplasm 

AN0647.1 U3 small nucleolar ribonucleoprotein (snoRNP) 
component

A RNA processing, modification YNL075W

AN0649.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN0651.1 G-protein alpha subunit (small G protein superfamily) DT
AN0653.1 Predicted MutS-related protein involved in mismatch 

repair
L Replication, recombination, repair YPL199C cytoplasm 

AN0654.1 Geranylgeranyl pyrophosphate synthase/Polyprenyl 
synthetase

H Coenzyme transport, metabolism YPL069C mitochondrion 

AN0655.1 hypothetical protein [Neurospora crassa]
AN0657.1 Translocase of outer mitochondrial membrane complex, 

subunit TOM37/Metaxin 1
U Intracellular trafficking/secretion/transport

AN0659.1 predicted protein [Neurospora crassa]
AN0660.1 Uridine permease/thiamine transporter/allantoin 

transport
FH

AN0661.1 unknown [Leptosphaeria maculans]
AN0662.1 Adenine deaminase/adenosine deaminase F Nucleotide transport, metabolism
AN0664.1 Phosphoinositide-specific phospholipase C T Signal transduction mechanisms
AN0665.1 Vesicle coat complex COPI, epsilon subunit U Intracellular trafficking/secretion/transport
AN0667.1 Mannose-6-phosphate isomerase G Carbohydrate transport, metabolism YER003C cytoplasm nucleus 
AN0668.1 Histone acetyltransferase SAGA associated factor 

SGF29
R

AN0670.1 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-
2butanone-4-phosphate synthase

H Coenzyme transport, metabolism YBL033C cytoplasm nucleus 

AN0671.1 predicted protein [Neurospora crassa]
AN0672.1 3-hydroxyisobutyrate dehydrogenase and related beta-

hydroxyacid dehydrogenases
I Lipid transport, metabolism

AN0673.1 Actin-related protein Arp2/3 complex, subunit Arp2 Z Cytoskeleton YDL029W
AN0675.1 Predicted oxidoreductases (related to aryl-alcohol 

dehydrogenases)
C Energy production, conversion

AN0676.1 Gamma tubulin Z Cytoskeleton YLR212C spindle pole 
AN0679.1 Phosphotyrosyl phosphatase activator DT
AN0681.1 Cystathionine beta-lyases/cystathionine gamma-

synthases
E Amino acid transport, metabolism YHR112C cytoplasm 

AN0682.1
AN0684.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN0685.1 Hypothetical ORF; Ylr063wp [Saccharomyces 

cerevisiae]
YLR063W cytoplasm 

AN0686.1 Prohibitin O Posttranslational modification/turnover/chaperones YGR132C mitochondrion 

AN0687.1 Spermidine synthase E Amino acid transport, metabolism YPR069C cytoplasm nucleus 
AN0688.1 Transketolase G Carbohydrate transport, metabolism YPR074C cytoplasm nucleus 
AN0689.1 acetate regulatory DNA binding protein FacB [Emericella 

nidulans]
AN0690.1 N-methyltransferase R
AN0691.1
AN0693.1 hypothetical protein ( (AL513462) putative protein 

[Neurospora crassa] )
AN0694.1
AN0696.1 Mitotic checkpoint protein MAD1 D Cell cycle/division, chrom. partitioning
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AN0697.1 RhoA GTPase effector DIA/Diaphanous TZ
AN0699.1 Protein kinase PCTAIRE and related kinases R
AN0700.1 Predicted membrane protein S YGL114W
AN0703.1 RAVE (regulator of V-ATPase assembly) complex 

subunit RAV1/DMX protein, WD repeat superfamily
R YJR033C

AN0704.1 Uncharacterized protein SFI1 involved in G(2)-M 
transition

D Cell cycle/division, chrom. partitioning YLL003W spindle pole 

AN0705.1 Isoleucyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YBL076C cytoplasm 
AN0706.1 ER-Golgi vesicle-tethering protein p115 U Intracellular trafficking/secretion/transport
AN0707.1 5'-3' exonuclease HKE1/RAT1 LA YOR048C nucleus 
AN0709.1 FOG: Zn-finger R
AN0714.1 U1-like Zn-finger protein R
AN0716.1 Uncharacterized conserved protein S
AN0717.1 Histidinol phosphate aminotransferase E Amino acid transport, metabolism YIL116W cytoplasm 
AN0719.1 Histone acetyltransferase PCAF/SAGA, subunit 

SUPT3H/SPT3
K Transcription YDR392W nucleus 

AN0720.1 Diphthine synthase J Translation, ribosomal structure, biogenesis YLR172C cytoplasm 
AN0723.1 hypothetical protein [Neurospora crassa]
AN0724.1 Permease of the major facilitator superfamily R
AN0725.1 Spindle pole body protein Z Cytoskeleton
AN0726.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO YMR244W

AN0727.1 Putative u4/u6 small nuclear ribonucleoprotein A RNA processing, modification
AN0728.1 Uncharacterized conserved protein S
AN0729.1 Mannosyltransferase MU
AN0730.1 Uncharacterized conserved protein S
AN0731.1 Peroxisomal membrane protein MPV17 and related 

proteins
R

AN0732.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN0733.1 Histones H3 and H4 B Chromatin structure, dynamics YNL031C
AN0734.1 Histone H4 B Chromatin structure, dynamics
AN0746.1 Nucleoside-diphosphate-sugar epimerases MG
AN0747.1 Mitochondrial processing peptidase, beta subunit, and 

related enzymes (insulinase superfamily)
O Posttranslational modification/turnover/chaperones YLR163C mitochondrion 

AN0751.1 predicted protein [Neurospora crassa]
AN0756.1 Beta-galactosidase G Carbohydrate transport, metabolism
AN0757.1 tRNA cytosine-5-methylases and related enzymes of the 

NOL1/NOP2/sun superfamily
J Translation, ribosomal structure, biogenesis

AN0762.1 Transcription factor/CCAAT displacement protein CDP1 K Transcription YKL179C lipid particle 

AN0764.1 Protocatechuate 3,4-dioxygenase beta subunit Q
AN0765.1 Flavonol reductase/cinnamoyl-CoA reductase V Defense mechanisms
AN0766.1 hypothetical protein [Novosphingobium aromaticivorans]

AN0768.1 Secreted and surface protein containing fasciclin-like 
repeats

M

AN0770.1 Predicted regulator of the ubiquitin pathway (contains 
UAS and UBX domains)

T Signal transduction mechanisms

AN0771.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 
superfamily

Q YOR153W cell periphery 

AN0772.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR
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AN0773.1 Ferric reductase, NADH/NADPH oxidase and related 
proteins

PQ YLR214W

AN0774.1 Sorbitol dehydrogenase Q
AN0775.1 Glyoxylate/hydroxypyruvate reductase (D-isomer-

specific 2-hydroxy acid dehydrogenase superfamily)
C Energy production, conversion

AN0776.1 60S ribosomal protein L22 J Translation, ribosomal structure, biogenesis YKL180W cytoplasm 
AN0778.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN0780.1 Aromatic amino acid aminotransferase and related 
proteins

E Amino acid transport, metabolism YER152C cytoplasm nucleus 

AN0781.1 Atu related protein [imported] - Neurospora crassa
AN0782.1 Ankyrin M
AN0787.1 Mannosyl-oligosaccharide alpha-1,2-mannosidase and 

related glycosyl hydrolases
G Carbohydrate transport, metabolism

AN0794.1 Transcription initiation factor TFIID, subunit TAF9 (also 
component of histone acetyltransferase SAGA)

K Transcription

AN0796.1 Uncharacterized conserved protein S
AN0797.1 Histidinol dehydrogenase E Amino acid transport, metabolism YCL030C cytoplasm 
AN0802.1 Protein involved in plasmid maintenance/nuclear protein 

involved in lipid metabolism
NI

AN0803.1 Unnamed protein X
AN0804.1 Uncharacterized conserved protein S YGR024C cytoplasm nucleus 
AN0806.1 WD40 repeat protein R YNL035C nucleus 
AN0807.1 predicted protein [Neurospora crassa]
AN0808.1 WD40 repeat protein R YAR003W nucleus 
AN0809.1 RNA polymerase II, large subunit K Transcription YDL140C nucleus 
AN0810.1 Extracellular protein SEL-1 and related proteins MOT
AN0811.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism YJR152W
AN0812.1 Beta-glucosidase, lactase phlorizinhydrolase, and 

related proteins
G Carbohydrate transport, metabolism

AN0813.1 Kelch repeat-containing proteins R
AN0814.1 Anaphase promoting complex, Cdc20, Cdh1, and Ama1 

subunits
DO YGL116W cytoplasm nucleus 

AN0815.1 Failed axon connections (fax) protein/glutathione S-
transferase-like protein

T Signal transduction mechanisms

AN0816.1 RNA polymerase II transcription initiation factor TFIIA, 
large chain

K Transcription

AN0817.1 Putative transcriptional repressor regulating G2/M 
transition

KD

AN0818.1 Uncharacterized conserved protein R YLR401C cytoplasm nucleus 
AN0819.1 B-cell receptor-associated protein and related proteins V Defense mechanisms YDL072C ER 

AN0821.1 hypothetical protein [Neurospora crassa]
AN0822.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN0823.1 Uncharacterized conserved protein S
AN0824.1 Short-chain acyl-CoA dehydrogenase I Lipid transport, metabolism
AN0827.1 Uncharacterized membrane protein S YJL091C ER 
AN0828.1 Amidases J Translation, ribosomal structure, biogenesis
AN0829.1 Low-affinity cAMP phosphodiesterase T Signal transduction mechanisms
AN0831.1 SPRY domain-containing proteins R
AN0832.1 Putative metallopeptidase R
AN0834.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones YOR254C ER 
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AN0836.1 D-arabinono-1, 4-lactone oxidase V Defense mechanisms YML086C mitochondrion 
AN0837.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN0838.1 ATP-dependent RNA helicase A RNA processing, modification
AN0840.1 Alpha-isopropylmalate synthase/homocitrate synthase E Amino acid transport, metabolism YNL104C mitochondrion cytoplasm 

AN0842.1 Predicted AMP-binding protein R YOR093C
AN0843.1 Ribosomal protein S7 J Translation, ribosomal structure, biogenesis YJR123W
AN0846.1 predicted protein [Neurospora crassa]
AN0847.1 Molecular chaperones GRP170/SIL1, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones

AN0848.1 hypothetical protein [Neurospora crassa]
AN0849.1 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z Cytoskeleton

AN0854.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN0855.1 DNA repair protein, SNF2 family L Replication, recombination, repair YBR073W nucleus 
AN0856.1 Amino acid transporters E Amino acid transport, metabolism
AN0857.1 predicted protein [Neurospora crassa]
AN0858.1 Chaperone HSP104 and related ATP-dependent Clp 

proteases
O Posttranslational modification/turnover/chaperones YLL026W cytoplasm 

AN0860.1 predicted protein [Neurospora crassa]
AN0861.1 predicted protein [Neurospora crassa]
AN0862.1 Molecular chaperone Prefoldin, subunit 4 O Posttranslational modification/turnover/chaperones YNL153C cytoplasm 

AN0864.1 hypothetical protein ( (AL451014) hypothetical protein 
[Neurospora crassa] )

AN0865.1 Putative trehalase G Carbohydrate transport, metabolism YNL092W
AN0866.1 Molecular chaperones HSP70/HSC70, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones

AN0867.1 hypothetical protein [Neurospora crassa]
AN0868.1 Acyl-CoA thioesterase I Lipid transport, metabolism
AN0869.1
AN0870.1 Mitochondrial phosphate carrier protein C Energy production, conversion YJR077C mitochondrion 
AN0871.1 Gpi-anchor transamidase O Posttranslational modification/turnover/chaperones YDR331W ER 

AN0872.1 CDC45 (cell division cycle 45)-like protein L Replication, recombination, repair
AN0873.1 Predicted dehydrogenase R
AN0874.1 Poly(A) polymerase and related nucleotidyltransferases A RNA processing, modification YKR002W nucleus 

AN0876.1 Conserved protein/domain typically associated with 
flavoprotein oxygenases, DIM6/NTAB family

R

AN0877.1 hypothetical protein ( related to pathway-specific 
nitrogen regulator [imported] - Neurospora crassa )

AN0879.1 Uncharacterized conserved protein S
AN0880.1 Peroxisomal targeting signal type 2 receptor U Intracellular trafficking/secretion/transport YDR142C
AN0881.1 Alkylated DNA repair protein L Replication, recombination, repair
AN0885.1 Transcription factor MEIS1 and related HOX domain 

proteins
K Transcription

AN0886.1 Uncharacterized proteins, homologs of lactam utilization 
protein B

R

AN0888.1 Uncharacterized conserved protein, contains JmjC 
domain

BT

AN0889.1 Predicted GTP-binding protein (ODN superfamily) R YHR168W
AN0891.1 Positive regulator of purine utilization
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AN0892.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN0893.1 Adenylosuccinate synthase F Nucleotide transport, metabolism YNL220W cytoplasm 
AN0894.1 ATP-dependent RNA helicase pitchoune A RNA processing, modification
AN0895.1 Predicted NAD-dependent oxidoreductase R
AN0896.1 Succinate dehydrogenase membrane anchor subunit 

and related proteins
CU YLR164W

AN0897.1 Predicted nucleic acid-binding protein ASMTL D Cell cycle/division, chrom. partitioning
AN0899.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN0901.1 Multicopper oxidases Q
AN0902.1 predicted protein [Neurospora crassa]
AN0903.1 hypothetical protein [Neurospora crassa]
AN0904.1 predicted protein [Neurospora crassa]
AN0905.1 Anaphase-promoting complex (APC), subunit 4 DO
AN0906.1 Karyopherin (importin) beta 1 YU YLR347C nuclear periphery cytoplasm 
AN0907.1 40S ribosomal protein S15/S22 J Translation, ribosomal structure, biogenesis YJL190C nucleolus nucleus 
AN0909.1 hypothetical protein ( (AL451014) putative protein 

[Neurospora crassa] )
AN0910.1 Phosphatidylserine decarboxylase I Lipid transport, metabolism YNL169C mitochondrion 
AN0912.1 3-isopropylmalate dehydrogenase E Amino acid transport, metabolism YCL018W
AN0913.1 Phosphatidylinositol synthase I Lipid transport, metabolism YPR113W ER 
AN0914.1 Serine/threonine protein phosphatase T Signal transduction mechanisms
AN0917.1 Transcriptional coactivator CAPER (RRM superfamily) K Transcription

AN0918.1 Sphingolipid fatty acid hydroxylase I Lipid transport, metabolism YMR272C ER 
AN0919.1 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F Nucleotide transport, metabolism

AN0920.1 predicted protein [Neurospora crassa]
AN0922.1 Medium subunit of clathrin adaptor complex U Intracellular trafficking/secretion/transport
AN0923.1 AAA ATPase containing von Willebrand factor type A 

(vWA) domain
R

AN0924.1 Uncharacterized conserved protein S
AN0925.1 Phosphoinositide phosphatase SAC1 I Lipid transport, metabolism
AN0926.1 Nuclear transport receptor Karyopherin-

beta2/Transportin (importin beta superfamily)
YU YBR017C cytoplasm nucleus 

AN0927.1 Ubiquitin C-terminal hydrolase O Posttranslational modification/turnover/chaperones

AN0928.1 hypothetical protein ( (AL451014) putative protein 
[Neurospora crassa] )

AN0929.1 Choline kinase M YLR133W cytoplasm 
AN0930.1 Predicted membrane protein S
AN0931.1 Mitogen-activated protein kinase kinase (MAP2K) T Signal transduction mechanisms
AN0932.1 Pyridine nucleotide-disulphide oxidoreductase Q YPL091W mitochondrion cytoplasm nucleus 
AN0934.1
AN0936.1 Threonyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YKL194C mitochondrion 
AN0937.1 NITROGEN ASSIMILATION TRANSCRIPTION 

FACTOR NIT-4 [Neurospora crassa]
AN0938.1 Predicted transporter (major facilitator superfamily) R
AN0939.1 Predicted metal-dependent hydrolase of the TIM-barrel 

fold
R

AN0941.1 Maltase glucoamylase and related hydrolases, glycosyl 
hydrolase family 31

G Carbohydrate transport, metabolism

AN0942.1 Sorbitol dehydrogenase Q
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AN0943.1 Mitochondrial F1F0-ATP synthase, subunit g/ATP20 C Energy production, conversion YPR020W mitochondrion 
AN0944.1 ATP-dependent RNA helicase A RNA processing, modification YGL171W
AN0945.1 Vacuolar sorting protein VPS28 U Intracellular trafficking/secretion/transport
AN0946.1 Predicted protein involved in nuclear export of pre-

ribosomes
J Translation, ribosomal structure, biogenesis YOR206W nucleolus nucleus 

AN0947.1 Molybdenum cofactor biosynthesis pathway protein H Coenzyme transport, metabolism
AN0949.1 Sterol desaturase I Lipid transport, metabolism
AN0951.1 Predicted metal-dependent hydrolase (beta-lactamase 

superfamily)
R

AN0953.1 Predicted small GTPase involved in nuclear protein 
import

U Intracellular trafficking/secretion/transport YGR163W vacuolar membrane 

AN0954.1 Predicted heme/steroid binding protein R
AN0955.1 40S ribosomal protein S25 J Translation, ribosomal structure, biogenesis
AN0956.1 tRNA-dihydrouridine synthase J Translation, ribosomal structure, biogenesis
AN0957.1 predicted protein [Neurospora crassa]
AN0960.1 G4P04 [Emericella nidulans]
AN0966.1 Uncharacterized conserved protein BCNT S
AN0973.1 FOG: Zn-finger R
AN0977.1 predicted protein [Neurospora crassa]
AN0978.1 Translation initiation factor 2B, gamma subunit (eIF-

2Bgamma/GCD1)
J Translation, ribosomal structure, biogenesis

AN0979.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN0980.1 Beta-galactosidase G Carbohydrate transport, metabolism
AN0981.1 Long chain fatty acid elongase I Lipid transport, metabolism
AN0982.1 WASP-interacting protein VRP1/WIP, contains WH2 

domain
Z Cytoskeleton

AN0984.1 Uncharacterized conserved protein S YOR243C nucleus 
AN0986.1 PHD Zn-finger proteins R
AN0987.1 hypothetical protein [Neurospora crassa]
AN0988.1 LAMMER dual specificity kinases T Signal transduction mechanisms
AN0989.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN0990.1 mRNA cleavage and polyadenylation factor II complex, 

BRR5 (CPSF subunit)
A RNA processing, modification YLR277C nucleus 

AN0991.1 Adenosylmethionine-8-amino-7-oxononanoate 
aminotransferase

H Coenzyme transport, metabolism

AN0993.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN0994.1 Dual specificity phosphatase V Defense mechanisms
AN0997.1 Ribonuclease III domain proteins J Translation, ribosomal structure, biogenesis YMR024W mitochondrion 
AN0998.1 hypothetical protein [Neurospora crassa] YCR019W
AN1001.1 Uncharacterized conserved protein S
AN1002.1 Sec5 subunit of exocyst complex U Intracellular trafficking/secretion/transport YDR166C cell periphery bud neck bud 
AN1003.1 Isocitrate dehydrogenase, alpha subunit E Amino acid transport, metabolism YOR136W mitochondrion 
AN1005.1 Gamma-tubulin complex, DGRIP91/SPC98 component Z Cytoskeleton

AN1006.1 Sulfite oxidase, molybdopterin-binding component C Energy production, conversion
AN1007.1 NAD(P)H-nitrite reductase C Energy production, conversion
AN1008.1 Nitrate/nitrite transporter P Inorganic ion transport, metabolism
AN1009.1 Uncharacterized conserved protein S
AN1010.1 hypothetical protein [Aspergillus fumigatus]
AN1012.1 Predicted hydrolase (HAD superfamily) R
AN1013.1 60S ribosomal protein L5 J Translation, ribosomal structure, biogenesis YPL131W cytoplasm 
AN1014.1 Peroxisomal long-chain acyl-CoA transporter, ABC 

superfamily
I Lipid transport, metabolism YKL188C
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AN1015.1 Glycogen phosphorylase G Carbohydrate transport, metabolism YPR160W cytoplasm 
AN1016.1 G-protein alpha subunit (small G protein superfamily) DT YER020W cell periphery 
AN1017.1 Mitogen-activated protein kinase T Signal transduction mechanisms YLR113W cytoplasm 
AN1018.1 Uncharacterized conserved protein S
AN1019.1 Cullins D Cell cycle/division, chrom. partitioning YDL132W cytoplasm nucleus 
AN1020.1 Uncharacterized protein containing double-stranded 

beta helix domain
S

AN1021.1 hypothetical protein [Aspergillus fumigatus]
AN1022.1 Uncharacterized conserved protein S
AN1023.1 Synaptic vesicle protein EHS-1 and related EH domain 

proteins
TU YNL084C

AN1024.1 Chromatin remodeling complex WSTF-ISWI, small 
subunit

K Transcription YFR038W

AN1025.1 Chimaerin and related Rho GTPase activating proteins T Signal transduction mechanisms

AN1026.1 hypothetical protein [Neurospora crassa]
AN1027.1
AN1028.1 predicted protein [Neurospora crassa]
AN1037.1 Fatty acid desaturase I Lipid transport, metabolism
AN1038.1 Putative transmembrane protein R
AN1039.1 HLH transcription factor EBF/Olf-1 and related DNA 

binding proteins
K Transcription

AN1041.1 Ca2+-modulated nonselective cation channel polycystin PT

AN1045.1 FOG: RRM domain R
AN1047.1 Molecular chaperones HSP105/HSP110/SSE1, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones YBR169C cytoplasm 

AN1048.1 hypothetical protein [Neurospora crassa]
AN1049.1 Protein involved in sister chromatid separation and/or 

segregation
D Cell cycle/division, chrom. partitioning

AN1050.1 3-oxoacyl CoA thiolase I Lipid transport, metabolism
AN1051.1 DNA repair protein RHP57 L Replication, recombination, repair
AN1052.1 von Willebrand factor and related coagulation proteins WV

AN1053.1 Splicing coactivator SRm160/300, subunit SRm160 
(contains PWI domain)

AR

AN1054.1 hypothetical protein [Aspergillus fumigatus]
AN1056.1 Predicted NTPase (NACHT family) T Signal transduction mechanisms
AN1057.1 Highly conserved protein containing a thioredoxin 

domain
R

AN1058.1 Defense-related protein containing SCP domain S
AN1059.1 Carnitine O-acyltransferase CPT2/YAT1 I Lipid transport, metabolism YAR035W
AN1060.1 DNA damage-responsive repressor GIS1/RPH1, jumonji 

superfamily
L Replication, recombination, repair

AN1061.1 Amino acid transporters E Amino acid transport, metabolism YKL174C
AN1062.1 possible endozepine [Aspergillus fumigatus]
AN1063.1 NADH:ubiquinone oxidoreductase, NDUFA8/PGIV/19 

kDa subunit
C Energy production, conversion

AN1065.1 Uncharacterized conserved protein S YPR133C
AN1066.1 hypothetical protein [Aspergillus fumigatus] YNR018W mitochondrion 
AN1068.1 predicted protein [Neurospora crassa]
AN1069.1 hypothetical protein [Neurospora crassa] YHR142W vacuole bud neck cytoplasm bud 
AN1073.1 H+/oligopeptide symporter E Amino acid transport, metabolism
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AN1074.1 Glycine cleavage system H protein (lipoate-binding) E Amino acid transport, metabolism YAL044C mitochondrion 
AN1075.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones YKL034W

AN1076.1 Putative Zn2+ transporter MSC2 (cation diffusion 
facilitator superfamily)

P Inorganic ion transport, metabolism

AN1080.1 Predicted mRNA cap-binding protein related to eIF-4E J Translation, ribosomal structure, biogenesis

AN1082.1 Nucleoside phosphatase F Nucleotide transport, metabolism YEL042W Golgi 
AN1083.1 Translation initiation factor 3 (IF-3) J Translation, ribosomal structure, biogenesis
AN1084.1 Mitochondrial translation elongation factor Tu J Translation, ribosomal structure, biogenesis YOR187W mitochondrion 
AN1085.1 GTP-binding protein R YOR165W
AN1086.1 Predicted thioesterase R
AN1087.1 Cytochrome P450 Q
AN1089.1 Thioredoxin binding protein TBP-2/VDUP1 R
AN1090.1 Transcription factor BarH and related HOX domain 

proteins
R

AN1091.1 FOG: RRM domain R
AN1092.1 Glucosamine 6-phosphate synthetases, contain 

amidotransferase and phosphosugar isomerase 
domains

M YNL191W cytoplasm 

AN1093.1 Vacuolar sorting protein VPS1, dynamin, and related 
proteins

UR YOR211C

AN1094.1 NADH-dehydrogenase (ubiquinone) C Energy production, conversion YMR145C mitochondrion 
AN1095.1 Mitochondrial/chloroplast ribosomal protein L15/L10 J Translation, ribosomal structure, biogenesis
AN1096.1 von Willebrand factor and related coagulation proteins WV

AN1097.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN1099.1 FOG: Immunoglobin and related proteins RP
AN1102.1 Serine palmitoyltransferase O Posttranslational modification/turnover/chaperones YDR062W ER 

AN1103.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN1104.1 Mitochondrial processing peptidase, alpha subunit O Posttranslational modification/turnover/chaperones

AN1105.1 Translocase of outer mitochondrial membrane complex, 
subunit TOM22

U Intracellular trafficking/secretion/transport YNL131W

AN1106.1 Heterochromatin-associated protein HP1 and related 
CHROMO domain proteins

B Chromatin structure, dynamics

AN1109.1 Predicted transporter (major facilitator superfamily) R
AN1110.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN1111.1 Flavin-containing monooxygenase Q
AN1114.1 Predicted DNA-binding protein K Transcription
AN1115.1 Predicted inosine-uridine preferring nucleoside 

hydrolase
F Nucleotide transport, metabolism

AN1116.1 Transcription regulator XNP/ATRX, DEAD-box 
superfamily

K Transcription

AN1117.1 Putative cargo transport protein ERV29 U Intracellular trafficking/secretion/transport YGR284C ER 
AN1118.1 predicted protein [Neurospora crassa]
AN1121.1 predicted protein [Neurospora crassa]
AN1122.1 60S ribosomal protein L10A J Translation, ribosomal structure, biogenesis YPL220W cytoplasm 
AN1126.1 GTP-binding ADP-ribosylation factor Arf1 U Intracellular trafficking/secretion/transport YDL137W late Golgi early Golgi 
AN1128.1 predicted protein [Neurospora crassa]
AN1129.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
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AN1131.1 hypothetical protein ( related to cytosolic Cu/Zn 
superoxide dismutase [imported] - Neurospora crassa )

AN1132.1 Pentafunctional AROM protein E Amino acid transport, metabolism
AN1133.1 N-methyl-D-aspartate receptor glutamate-binding 

subunit
T Signal transduction mechanisms YNL305C vacuole 

AN1134.1 QUINIC ACID UTILIZATION ACTIVATOR
AN1135.1 3-dehydroquinate dehydratase II E Amino acid transport, metabolism
AN1136.1 Inositol monophosphatase G Carbohydrate transport, metabolism YDR287W
AN1137.1 Shikimate 5-dehydrogenase E Amino acid transport, metabolism
AN1138.1 Predicted transporter (major facilitator superfamily) R
AN1139.1 Predicted dehydrogenases and related proteins R
AN1140.1 Sugar phosphate isomerases/epimerases G Carbohydrate transport, metabolism
AN1146.1 Mitochondrial Fe2+ transporter MMT1 and related 

transporters (cation diffusion facilitator superfamily)
P Inorganic ion transport, metabolism

AN1148.1 Acid sphingomyelinase and PHM5 phosphate 
metabolism protein

I Lipid transport, metabolism YDR452W vacuole 

AN1150.1 Acetylornithine aminotransferase E Amino acid transport, metabolism YOL140W mitochondrion 
AN1151.1 3-carboxymuconate cyclase G Carbohydrate transport, metabolism
AN1153.1 Spherulin 1A precursor
AN1155.1 Exo-beta-1,3-glucanase G Carbohydrate transport, metabolism YGR282C vacuole 
AN1156.1 Myosin class II heavy chain Z Cytoskeleton
AN1157.1 Nuclear-export-signal (NES)-containing 

protein/polyadenylated-RNA export factor
A RNA processing, modification

AN1158.1 Exosomal 3'-5' exoribonuclease complex, subunit 
Rrp44/Dis3

J Translation, ribosomal structure, biogenesis YDR293C cytoplasm 

AN1162.1 Elongation factor 1 beta/delta chain K Transcription YAL003W
AN1163.1 Chaperone HSP104 and related ATP-dependent Clp 

proteases
O Posttranslational modification/turnover/chaperones YDR258C mitochondrion 

AN1164.1 Disrupter of silencing SAS10 B Chromatin structure, dynamics
AN1165.1 Predicted 3-ketosphinganine reductase Q YBR265W ER 
AN1166.1 60s ribosomal protein L6 J Translation, ribosomal structure, biogenesis YLR448W cytoplasm 
AN1167.1 Cell membrane glycoprotein R
AN1168.1 Voltage-gated Ca2+ channels, alpha1 subunits PT YGR217W cytoplasm 
AN1170.1 Proteins containing SET domain R
AN1171.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN1175.1 Nucleolar protein NOP52/RRP1 A RNA processing, modification
AN1176.1 Sphingosine kinase, involved in sphingolipid metabolism IT YOR171C

AN1177.1 Vesicle coat complex COPI, beta subunit U Intracellular trafficking/secretion/transport YDR238C Golgi early Golgi 
AN1179.1 Vacuolar import and degradation protein U Intracellular trafficking/secretion/transport YBR105C cytoplasm nucleus 
AN1180.1 MAPKKK (MAP kinase kinase kinase) SSK2 and related 

serine/threonine protein kinases
T Signal transduction mechanisms

AN1181.1 Ammonia permease P Inorganic ion transport, metabolism YNL142W cell periphery 
AN1182.1 Beta tubulin Z Cytoskeleton YFL037W
AN1186.1 Purine-cytosine permease and related proteins F Nucleotide transport, metabolism
AN1187.1 hypothetical protein ( (AL451019) conserved 

hypothetical protein [Neurospora crassa] )
AN1188.1 Transcription elongation factor TAT-SF1 K Transcription
AN1189.1 Calcium transporting ATPase P Inorganic ion transport, metabolism YGL006W vacuolar membrane 
AN1190.1 Nuclear pore complex, rNup107 component (sc Nup84) YU
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AN1191.1 Ubiquitin-like proteins O Posttranslational modification/turnover/chaperones YDR510W cytoplasm nucleus 

AN1193.1 Succinyl-CoA synthetase, beta subunit C Energy production, conversion
AN1194.1 Adenosine 5'-phosphosulfate kinase P Inorganic ion transport, metabolism YKL001C cytoplasm 
AN1195.1 Vacuolar H+-ATPase V1 sector, subunit C C Energy production, conversion YKL080W vacuolar membrane 
AN1196.1 Uncharacterized conserved protein S YBL095W mitochondrion 
AN1198.1 Aminomethyl transferase E Amino acid transport, metabolism YDR019C mitochondrion 
AN1199.1 Amino acid transporters E Amino acid transport, metabolism
AN1200.1 CAATT-binding transcription factor/60S ribosomal 

subunit biogenesis protein
JK YDR060W nucleolus 

AN1201.1 Prolyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YER087W
AN1202.1 ADP-ribose pyrophosphatase F Nucleotide transport, metabolism
AN1205.1 Molecular chaperone Prefoldin, subunit 5 O Posttranslational modification/turnover/chaperones YML094W cytoplasm 

AN1207.1 Origin recognition complex, subunit 1, and related 
proteins

L Replication, recombination, repair

AN1208.1 Pleiotropic regulator 1 A RNA processing, modification YPL151C cytoplasm nucleus 
AN1209.1 26S proteasome regulatory complex, subunit PSMD10 O Posttranslational modification/turnover/chaperones YGR232W cytoplasm nucleus 

AN1210.1 Transcription factor TMF, TATA element modulatory 
factor

K Transcription YJR134C Golgi early Golgi 

AN1211.1 Vacuolar H+-ATPase V1 sector, subunit H C Energy production, conversion
AN1212.1
AN1213.1 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z Cytoskeleton

AN1215.1 GTPase R YER006W nucleolus nucleus 
AN1216.1 Predicted haloacid-halidohydrolase and related 

hydrolases
R YIL053W cytoplasm nucleus 

AN1218.1 Predicted phosphoglycerate mutase G Carbohydrate transport, metabolism
AN1219.1 Vesicle coat complex COPII, subunit SFB3 U Intracellular trafficking/secretion/transport
AN1221.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN1222.1 S-adenosylmethionine synthetase H Coenzyme transport, metabolism YDR502C
AN1226.1 Sirtuin 5 and related class III sirtuins (SIR2 family) BK
AN1229.1 SNARE protein GS28 U Intracellular trafficking/secretion/transport YHL031C
AN1230.1 Inner membrane protein required for assembly of the F0 

sector of ATP synthase
O Posttranslational modification/turnover/chaperones YLR393W mitochondrion 

AN1231.1 DNA polymerase IV (family X) L Replication, recombination, repair
AN1232.1 predicted protein [Neurospora crassa]
AN1233.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN1235.1 Puf family RNA-binding protein J Translation, ribosomal structure, biogenesis
AN1237.1 DNA repair protein RAD51/RHP55 L Replication, recombination, repair YER095W cytoplasm nucleus 
AN1238.1 hypothetical protein [Neurospora crassa]
AN1239.1 Uncharacterized conserved protein S
AN1240.1 Multidrug resistance-associated protein/mitoxantrone 

resistance protein, ABC superfamily
Q

AN1243.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN1244.1 Uncharacterized conserved protein S YKR018C cytoplasm nucleus 
AN1246.1 3-phosphoglycerate kinase G Carbohydrate transport, metabolism YCR012W cytoplasm nucleus 
AN1247.1 Peroxisomal membrane protein MPV17 and related 

proteins
R YOR292C vacuole 

AN1248.1 predicted protein [Neurospora crassa]
AN1249.1 Spliceosomal protein FBP11/Splicing factor PRP40 A RNA processing, modification YKL012W nucleus 
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AN1251.1 FOG: Zn-finger R
AN1254.1 FOG: Zn-finger R
AN1255.1 Chromodomain-helicase DNA-binding protein K Transcription YER164W nucleus 
AN1256.1 RNAse L inhibitor, ABC superfamily A RNA processing, modification YDR091C cytoplasm 
AN1257.1 Glycosyl transferase, family 8 - glycogenin G Carbohydrate transport, metabolism
AN1258.1 predicted protein [Neurospora crassa]
AN1259.1 Cell cycle control protein (crooked neck) D Cell cycle/division, chrom. partitioning YLR117C nucleus 
AN1260.1 mRNA splicing factor PRP31 A RNA processing, modification
AN1261.1 hypothetical protein [Neurospora crassa]
AN1262.1
AN1263.1 S-adenosylhomocysteine hydrolase H Coenzyme transport, metabolism YER043C cytoplasm 
AN1264.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1265.1 FOG: Zn-finger R
AN1266.1 RNA helicase A RNA processing, modification YBR237W nucleus 
AN1270.1 Translation initiation factor 3, subunit h (eIF-3h) J Translation, ribosomal structure, biogenesis
AN1272.1 Casein kinase II, beta subunit TDK YOR039W cytoplasm nucleus 
AN1275.1 Uncharacterized conserved protein S
AN1276.1 Predicted transporter (major facilitator superfamily) R
AN1280.1 Ribosomal protein S11 J Translation, ribosomal structure, biogenesis
AN1281.1 Mitochondrial import inner membrane translocase, 

subunit TIM44
U Intracellular trafficking/secretion/transport YIL022W mitochondrion 

AN1282.1 TPR repeat-containing protein R YOR007C cytoplasm 
AN1283.1 WD40 repeat protein R
AN1284.1 Predicted GTP-binding protein (ODN superfamily) R YBR025C cytoplasm 
AN1286.1 Histone transcription regulator HIRA, WD repeat 

superfamily
DK YBL008W cytoplasm nucleus 

AN1287.1 Prohibitins and stomatins of the PID superfamily C Energy production, conversion
AN1288.1 RNA-binding protein LARP/SRO9 and related La domain 

proteins
OJ

AN1289.1 Uncharacterized conserved protein S
AN1290.1 Predicted K+/H+-antiporter P Inorganic ion transport, metabolism YJL094C
AN1292.1 Lipid phosphate phosphatase and related enzymes of 

the PAP2 family
I Lipid transport, metabolism

AN1293.1 predicted protein [Neurospora crassa]
AN1296.1 hypothetical protein [Neurospora crassa] YJL087C cytoplasm 
AN1297.1 Membrane protein involved in ER to Golgi transport U Intracellular trafficking/secretion/transport YBL102W early Golgi 
AN1299.1 Mitochondrial oxodicarboxylate carrier protein C Energy production, conversion
AN1306.1 Actin regulatory proteins (gelsolin/villin family) Z Cytoskeleton
AN1309.1 Vacuolar sorting protein VPS1, dynamin, and related 

proteins
UR

AN1319.1 60S ribosomal protein 15.5kD/SNU13, NHP2/L7A family 
(includes ribonuclease P subunit p38), involved in 
splicing

AJ YEL026W

AN1322.1 Vacuolar sorting protein VPS1, dynamin, and related 
proteins

UR

AN1324.1 Splicing coactivator SRm160/300, subunit SRm160 
(contains PWI domain)

AR

AN1325.1 Protein interacting with poly(A)-binding protein A RNA processing, modification
AN1326.1 Protein kinase R
AN1328.1 Subunit of the major N alpha-acetyltransferase R YHR013C cytoplasm 
AN1330.1 Defense-related protein containing SCP domain S
AN1331.1 conserved hypothetical protein [Neurospora crassa]
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AN1333.1 Dynein light chain N
AN1334.1 Component of vacuolar transporter chaperone (Vtc) 

involved in vacuole fusion
UO YER072W ER 

AN1335.1 G-protein beta subunit-like protein (contains WD40 
repeats)

R YNL006W

AN1336.1
AN1337.1 predicted protein [Neurospora crassa]
AN1339.1 Ubiquitin protein ligase RSP5/NEDD4 O Posttranslational modification/turnover/chaperones YER125W

AN1340.1 Splicing factor RNPS1, SR protein superfamily A RNA processing, modification
AN1341.1 Membrane coat complex Retromer, subunit 

VPS29/PEP11
U Intracellular trafficking/secretion/transport

AN1342.1 Alanine-glyoxylate aminotransferase AGT1 R YFL030W
AN1343.1 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K Transcription

AN1344.1 Translation initiation factor 2B, beta subunit (eIF-
2Bbeta/GCD7)

J Translation, ribosomal structure, biogenesis YLR291C cytoplasm 

AN1345.1 40S ribosomal protein S23 J Translation, ribosomal structure, biogenesis YPR132W cytoplasm 
AN1346.1 hypothetical protein [Neurospora crassa]
AN1348.1 Mitochondrial/chloroplast ribosomal protein L17 J Translation, ribosomal structure, biogenesis YJL063C mitochondrion 
AN1349.1 mRNA-binding protein Encore A RNA processing, modification
AN1350.1 Uncharacterized conserved protein S
AN1352.1 Uncharacterized conserved protein S YNL024C-A
AN1354.1 Uncharacterized conserved protein S YIL091C nucleolus nucleus 
AN1355.1 Permease of the drug/metabolite transporter (DMT) 

superfamily
R YMR253C early Golgi 

AN1356.1
AN1357.1 Phosphorylcholine transferase/cholinephosphate 

cytidylyltransferase
I Lipid transport, metabolism

AN1358.1 Serine/threonine protein phosphatase T Signal transduction mechanisms YBL056W cytoplasm nucleus 
AN1359.1 RTX toxins and related Ca2+-binding proteins Q
AN1362.1 hypothetical protein [Neurospora crassa]
AN1363.1 DEAH-box RNA helicase A RNA processing, modification
AN1364.1 Thioredoxin-like protein O Posttranslational modification/turnover/chaperones

AN1366.1 Nuclear AAA ATPase (VCP subfamily) O Posttranslational modification/turnover/chaperones YLL034C nucleolus nucleus 

AN1367.1 WD40 repeat nucleolar protein Bop1, involved in 
ribosome biogenesis

J Translation, ribosomal structure, biogenesis YMR049C nucleolus nucleus 

AN1369.1 Uncharacterized conserved protein S
AN1370.1 Cell cycle-associated protein Mob1-1 D Cell cycle/division, chrom. partitioning
AN1371.1 predicted protein [Neurospora crassa]
AN1372.1 Integral membrane protease of the rhomboid family 

involved in different forms of regulated intramembrane 
proteolysis

T Signal transduction mechanisms

AN1374.1 Uncharacterized conserved protein S
AN1375.1 predicted protein [Neurospora crassa]
AN1376.1 Phospholipid methyltransferase I Lipid transport, metabolism YJR073C vacuole ER 
AN1378.1 predicted protein [Neurospora crassa]
AN1379.1 mRNA export protein (contains WD40 repeats) A RNA processing, modification YER107C nuclear periphery cytoplasm 
AN1380.1 Methionyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YGR264C cytoplasm 
AN1381.1 Uncharacterized conserved protein S
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AN1382.1 hypothetical protein [Neurospora crassa]
AN1383.1 Regulator of ATP-sensitive K+ channels Alpha-

endosulfine/ARPP-19 and related cAMP-regulated 
phosphoproteins

TU

AN1384.1 Serine carboxypeptidases (lysosomal cathepsin A) OE
AN1385.1 WD40 repeat protein R YDR267C cytoplasm 
AN1386.1 SOK1 kinase belonging to the STE20/SPS1/GC kinase 

family
T Signal transduction mechanisms

AN1387.1 FOG: WD40 repeat R YGL213C cytoplasm 
AN1390.1 Copper chaperone P Inorganic ion transport, metabolism YNL259C cytoplasm 
AN1391.1 predicted protein [Neurospora crassa]
AN1394.1 Septin CDC10 and related P-loop GTPases DTZ YCR002C cell periphery bud neck 
AN1396.1 Glycerol-3-phosphate dehydrogenase C Energy production, conversion YIL155C mitochondrion 
AN1397.1 Cytochrome P450 CYP2 subfamily Q
AN1402.1 Acetyltransferase (isoleucine patch superfamily) R
AN1403.1 Delta-aminolevulinic acid dehydratase H Coenzyme transport, metabolism YGL040C cytoplasm nucleus 
AN1405.1
AN1407.1 Uncharacterized conserved protein S YHR122W cytoplasm 
AN1408.1 U5 snRNP-specific protein J Translation, ribosomal structure, biogenesis
AN1409.1 Acetyl-CoA acetyltransferase I Lipid transport, metabolism YPL028W nucleus 
AN1413.1 mRNA cleavage and polyadenylation factor II complex, 

subunit CFT1 (CPSF subunit)
A RNA processing, modification YDR301W nucleus 

AN1416.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN1418.1 Glucosamine-6-phosphate isomerase G Carbohydrate transport, metabolism
AN1420.1 Putative Zn-finger protein R
AN1421.1 Transcription regulator XNP/ATRX, DEAD-box 

superfamily
K Transcription

AN1423.1 Permease of the major facilitator superfamily R
AN1424.1 Dystonin, GAS (Growth-arrest-specific protein), and 

related proteins
Z Cytoskeleton

AN1426.1 Serine carboxypeptidases (lysosomal cathepsin A) OE
AN1427.1 Uncharacterized conserved protein S
AN1428.1 N-acetyl-glucosamine-6-phosphate deacetylase G Carbohydrate transport, metabolism
AN1429.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN1430.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion
AN1432.1 Predicted RNA binding protein, contains G-patch and Zn-

finger domains
A RNA processing, modification

AN1433.1 Carboxylesterase and related proteins R
AN1434.1 Nucleolar protein involved in 40S ribosome biogenesis J Translation, ribosomal structure, biogenesis

AN1436.1 predicted protein [Neurospora crassa]
AN1437.1 hypothetical protein [Neurospora crassa]
AN1438.1 hypothetical protein [Neurospora crassa]
AN1440.1 AAA+-type ATPase containing the bromodomain O Posttranslational modification/turnover/chaperones

AN1442.1 Preprotein translocase subunit Sec66 U Intracellular trafficking/secretion/transport
AN1443.1 Predicted membrane protein, contains DoH and 

Cytochrome b-561/ferric reductase transmembrane 
domains

T Signal transduction mechanisms

AN1444.1 hypothetical protein [Neurospora crassa]
AN1445.1 Predicted methyltransferase R YIL110W cytoplasm nucleus 
AN1446.1 Cystathionine beta-lyases/cystathionine gamma-

synthases
E Amino acid transport, metabolism YAL012W cytoplasm 
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AN1448.1 Translation initiation factor 4F, ribosome/mRNA-bridging 
subunit (eIF-4G)

J Translation, ribosomal structure, biogenesis

AN1450.1 hypothetical protein [Dictyostelium discoideum]
AN1451.1
AN1452.1 FOG: RRM domain R YOL041C nucleolus 
AN1454.1 Cytoplasmic dynein intermediate chain Z Cytoskeleton
AN1455.1 Oligosaccharyltransferase, STT3 subunit O Posttranslational modification/turnover/chaperones YGL022W ER 

AN1457.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN1458.1 predicted protein [Neurospora crassa]
AN1459.1 Dolichyl-phosphate-mannose:protein O-mannosyl 

transferase
O Posttranslational modification/turnover/chaperones YJR143C ER 

AN1460.1 Pirin-related protein R
AN1461.1 Protein OS-9 R
AN1464.1 Uncharacterized conserved protein S
AN1467.1 Serine/threonine protein phosphatase T Signal transduction mechanisms
AN1468.1 U4/U6 small nuclear ribonucleoprotein Prp4 (contains 

WD40 repeats)
A RNA processing, modification YPR178W cytoplasm nucleus 

AN1469.1 Mitochondrial J-type chaperone O Posttranslational modification/turnover/chaperones YGL018C mitochondrion 

AN1472.1 Tellurite resistance protein and related permeases P Inorganic ion transport, metabolism
AN1474.1 RNA 3'-terminal phosphate cyclase A RNA processing, modification YOL010W nucleolus nucleus 
AN1475.1 Cytoskeleton-associated protein and related proteins ZR
AN1476.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN1477.1 xylosidase [Penicillium herquei]
AN1478.1 RNA helicase BRR2, DEAD-box superfamily A RNA processing, modification YER172C cytoplasm nucleus 
AN1480.1 hypothetical protein [Neurospora crassa] YIR032C
AN1481.1 Predicted transporter (major facilitator superfamily) R
AN1482.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN1483.1 hypothetical protein [Neurospora crassa]
AN1484.1 Valyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YGR094W cytoplasm 
AN1485.1 Casein kinase II, alpha subunit TDK YOR061W cytoplasm nucleus 
AN1486.1 Protein subunit of nuclear ribonuclease P (RNase P) J Translation, ribosomal structure, biogenesis
AN1487.1 predicted protein [Neurospora crassa]
AN1488.1 E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN1489.1 predicted protein [Neurospora crassa]
AN1491.1 COP9 signalosome, subunit CSN1 OT
AN1493.1 predicted protein [Neurospora crassa]
AN1494.1 TATA binding protein associated factor K Transcription
AN1498.1 ATP adenylyltransferase (5',5'''-P-1,P-4-tetraphosphate 

phosphorylase II)
F Nucleotide transport, metabolism YDR530C cytoplasm nucleus 

AN1500.1 FOG: Zn-finger R
AN1502.1 Beta-N-acetylhexosaminidase G Carbohydrate transport, metabolism
AN1503.1 Dihydrodipicolinate synthase/N-acetylneuraminate lyase EM

AN1504.1 WASP-interacting protein VRP1/WIP, contains WH2 
domain

Z Cytoskeleton

AN1506.1 Fucose permease G Carbohydrate transport, metabolism
AN1507.1 predicted protein [Neurospora crassa]
AN1509.1 predicted protein [Neurospora crassa]
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AN1510.1 Endoplasmic reticulum membrane-associated 
oxidoreductin involved in disulfide bond formation

OU YML130C

AN1511.1 Peroxisomal biogenesis protein peroxin U Intracellular trafficking/secretion/transport
AN1512.1 Amidases JIT
AN1513.1 Cysteine synthase E Amino acid transport, metabolism YGR012W mitochondrion 
AN1516.1 Thiamine pyrophosphate-requiring enzyme EH
AN1519.1 Translation initiation factor 2C (eIF-2C) and related 

proteins
J Translation, ribosomal structure, biogenesis

AN1520.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN1521.1 DNA-directed RNA polymerase subunit E' K Transcription YDR404C nucleus 
AN1522.1 Predicted membrane protein S YGL010W ER 
AN1523.1 F0F1-type ATP synthase, alpha subunit C Energy production, conversion YBL099W mitochondrion 
AN1524.1 Methylenetetrahydrofolate 

dehydrogenase/methylenetetrahydrofolate 
cyclohydrolase

H Coenzyme transport, metabolism YKR080W cytoplasm nucleus 

AN1525.1 predicted protein [Neurospora crassa] YML055W ER 
AN1526.1 Uncharacterized conserved protein S YKL207W
AN1527.1 predicted protein [Neurospora crassa]
AN1528.1 DNA repair/transcription protein Mms19 LK
AN1532.1
AN1533.1 Predicted nucleolar protein involved in ribosome 

biogenesis
J Translation, ribosomal structure, biogenesis YPR144C nucleus 

AN1534.1 Mitochondrial F1F0-ATP synthase, subunit b/ATP4 C Energy production, conversion YPL078C mitochondrion 
AN1535.1 FOG: TPR repeat, SEL1 subfamily R
AN1536.1 Chromosome segregation ATPases D Cell cycle/division, chrom. partitioning
AN1537.1 C3H1-type Zn-finger protein R
AN1538.1 Transcription initiation factor IIF, small subunit (RAP30) K Transcription YGR005C

AN1539.1 COP9 signalosome, subunit CSN4 OT
AN1540.1 predicted protein [Neurospora crassa]
AN1541.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion
AN1543.1 Fumarate reductase, flavoprotein subunit C Energy production, conversion YJR051W mitochondrion 
AN1544.1
AN1545.1 Serine/threonine protein phosphatase 2A, regulatory 

subunit
T Signal transduction mechanisms YGL190C cytoplasm 

AN1546.1 Histone deacetylase complex, SIN3 component B Chromatin structure, dynamics
AN1547.1 Acetyl-CoA hydrolase C Energy production, conversion YBL015W mitochondrion 
AN1548.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1549.1
AN1551.1 von Willebrand factor and related coagulation proteins WV

AN1554.1 Extracellular protein SEL-1 and related proteins MOT
AN1555.1 Chitin synthase/hyaluronan synthase 

(glycosyltransferases)
M YBR023C late Golgi 

AN1556.1 FOG: WD40 repeat R
AN1558.1 Myosin class I heavy chain Z Cytoskeleton YMR109W actin 
AN1559.1 Predicted coiled-coil protein R
AN1560.1 Polo-like serine/threonine protein kinase D Cell cycle/division, chrom. partitioning
AN1562.1 predicted protein [Neurospora crassa]
AN1563.1 Phosphoglycerate dehydrogenase and related 

dehydrogenases
HE
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AN1564.1 DNA mismatch repair protein - MLH2/PMS1/Pms2 family L Replication, recombination, repair

AN1565.1 DHHC-type Zn-finger protein R YOL003C
AN1570.1 Voltage-gated shaker-like K+ channel, subunit 

beta/KCNAB
C Energy production, conversion

AN1571.1 alpha-L-arabinofuranosidase [Emericella nidulans]
AN1572.1 Tri7 [Fusarium sporotrichioides]
AN1586.1 Copper amine oxidase Q
AN1602.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN1604.1 hypothetical protein ( related to mutanase (mutA) gene 
[imported] - Neurospora crassa )

AN1607.1 UDP-glucuronosyl and UDP-glucosyl transferase GC
AN1610.1
AN1613.1
AN1614.1 SAM-dependent methyltransferases IR
AN1624.1 Mitochondrial F1F0-ATP synthase, subunit 

c/ATP9/proteolipid
C Energy production, conversion

AN1628.1 Ca2+ transporting ATPase P Inorganic ion transport, metabolism
AN1629.1 GTPase-activating protein that regulates ARFs (ADP-

ribosylation factors), involved in ARF-mediated vesicular 
transport

U Intracellular trafficking/secretion/transport

AN1630.1 Catalase (peroxidase I) P Inorganic ion transport, metabolism
AN1631.1 Amino acid transporters E Amino acid transport, metabolism YGR055W vacuole 
AN1632.1 Serine/threonine-protein kinase involved in autophagy OUT
AN1633.1 predicted protein [Neurospora crassa]
AN1634.1 U5 snRNP-like RNA helicase subunit A RNA processing, modification YDR243C cytoplasm nucleus 
AN1635.1 mRNA processing protein A RNA processing, modification YML046W nucleus 
AN1636.1 hypothetical protein [Neurospora crassa]
AN1637.1 Molybdenum cofactor sulfurase H Coenzyme transport, metabolism
AN1638.1 Puromycin-sensitive aminopeptidase and related 

aminopeptidases
EO YKL157W mitochondrion cytoplasm 

AN1639.1 Thioredoxin-like protein O Posttranslational modification/turnover/chaperones

AN1652.1 FOG: Zn-finger R
AN1660.1 FOG: Immunoglobin and related proteins RP
AN1661.1 Signaling protein RIC-8/synembryn (regulates 

neurotransmitter secretion)
T Signal transduction mechanisms

AN1662.1 Uncharacterized conserved protein S YPL225W cytoplasm 
AN1665.1 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T Signal transduction mechanisms YJL057C

AN1666.1 Nucleolar GTPase R YNR053C nucleus 
AN1667.1 predicted protein [Neurospora crassa]
AN1668.1 Predicted E3 ubiquitin ligase containing RING finger, 

subunit of transcription/repair factor TFIIH and CDK-
activating kinase assembly factor

O Posttranslational modification/turnover/chaperones YDR460W nucleus 

AN1669.1 FOG: Immunoglobin and related proteins RP
AN1673.1 3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) 

synthase
E Amino acid transport, metabolism

AN1675.1 Lysophospholipase I Lipid transport, metabolism YMR008C
AN1677.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1681.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
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AN1683.1 Oligosaccharyltransferase, delta subunit (ribophorin II) O Posttranslational modification/turnover/chaperones YMR149W ER 

AN1684.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN1685.1 Multiple inositol polyphosphate phosphatase R
AN1686.1 RNA polymerase II, large subunit K Transcription
AN1688.1 Gluconolactonase G Carbohydrate transport, metabolism YBR053C
AN1689.1 Aldehyde dehydrogenase C Energy production, conversion
AN1690.1 Uncharacterized conserved protein S
AN1692.1 Alkyl hydroperoxide reductase, thiol specific antioxidant 

and related enzymes
O Posttranslational modification/turnover/chaperones

AN1693.1
AN1694.1 Predicted nucleotidyltransferase R
AN1695.1 Conserved WD40 repeat-containing protein AN11 S YPL247C cytoplasm nucleus 
AN1696.1 Predicted acyltransferases I Lipid transport, metabolism
AN1697.1 Splicing coactivator SRm160/300, subunit SRm160 

(contains PWI domain)
AR

AN1698.1 RNA polymerase II transcription elongation factor 
DSIF/SUPT5H/SPT5

K Transcription YML010W nucleus 

AN1699.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN1700.1 26S proteasome regulatory complex, subunit 

RPN2/PSMD1
O Posttranslational modification/turnover/chaperones YIL075C cytoplasm nucleus 

AN1701.1 Uncharacterized protein conserved in bacteria S
AN1704.1 Beta, beta-carotene 15,15'-dioxygenase and related 

enzymes
Q

AN1706.1 Glutaminyl cyclase O Posttranslational modification/turnover/chaperones YFR018C

AN1708.1 Mismatch repair ATPase MSH6 (MutS family) L Replication, recombination, repair YDR097C nucleus 
AN1709.1 Tyrosyl-tRNA synthetase J Translation, ribosomal structure, biogenesis
AN1710.1 Aspartyl-tRNA synthetase, mitochondrial J Translation, ribosomal structure, biogenesis YPL104W mitochondrion 
AN1711.1 NMD protein affecting ribosome stability and mRNA 

decay
J Translation, ribosomal structure, biogenesis YHR170W cytoplasm 

AN1712.1 predicted protein [Neurospora crassa]
AN1713.1 Predicted esterase of the alpha-beta hydrolase 

superfamily
R YOR081C lipid particle 

AN1715.1 Mannose-6-phosphate isomerase G Carbohydrate transport, metabolism
AN1719.1 predicted protein [Neurospora crassa]
AN1720.1 predicted protein [Neurospora crassa]
AN1721.1 Predicted endoplasmic reticulum membrane protein 

Lec35/MPDU1 involved in monosaccharide-P-dolichol 
utilization

R

AN1722.1 Heme A farnesyltransferase H Coenzyme transport, metabolism YPL172C mitochondrion 
AN1726.1 Branched chain alpha-keto acid dehydrogenase 

complex, alpha subunit
C Energy production, conversion

AN1728.1 NADH-ubiquinone oxidoreductase, NDUFS3/30 kDa 
subunit

C Energy production, conversion

AN1729.1 PrnA protein [Emericella nidulans]
AN1731.1 Proline oxidase E Amino acid transport, metabolism
AN1733.1 Delta-1-pyrroline-5-carboxylate dehydrogenase E Amino acid transport, metabolism YHR037W mitochondrion 
AN1734.1 Sugar phosphate isomerases/epimerases G Carbohydrate transport, metabolism
AN1735.1 Methylthioadenosine phosphorylase MTAP F Nucleotide transport, metabolism
AN1742.1 Predicted beta-mannosidase G Carbohydrate transport, metabolism
AN1743.1 Ubiquinone biosynthesis methyltransferase COQ5 H Coenzyme transport, metabolism YML110C mitochondrion 
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AN1744.1 Predicted sugar phosphate isomerase involved in 
capsule formation

M

AN1745.1 Nicotinic acid mononucleotide adenylyltransferase H Coenzyme transport, metabolism YGR010W cytoplasm nucleus 
AN1747.1 Uncharacterized conserved protein S
AN1748.1 Cytochrome P450 Q
AN1750.1 RNA helicase A RNA processing, modification YBR142W nucleolus nucleus 
AN1751.1 SAM-dependent methyltransferase/cell division protein 

FtsJ
DR YBR061C cytoplasm 

AN1752.1 NADP/FAD dependent oxidoreductase C Energy production, conversion YFR030W cytoplasm 
AN1753.1 Serine/threonine kinase TIP30/CC3 T Signal transduction mechanisms YER004W ER 
AN1757.1 20S proteasome, regulatory subunit alpha type 

PSMA4/PRE9
O Posttranslational modification/turnover/chaperones YGR135W cytoplasm nucleus 

AN1758.1 Transcription factor CA150 K Transcription
AN1761.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YEL012W cytoplasm nucleus 

AN1763.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN1766.1 Predicted transporter (major facilitator superfamily) R
AN1767.1 Halotolerance protein HAL3 (contains flavoprotein 

domain)
PD

AN1768.1 Cytosolic sorting protein GGA2/TOM1 U Intracellular trafficking/secretion/transport
AN1769.1 Salt-sensitive 3'-phosphoadenosine-5'-phosphatase 

HAL2/SAL1
FP YOL064C cytoplasm nucleus 

AN1770.1 Mitochondrial/chloroplast ribosomal protein L6 J Translation, ribosomal structure, biogenesis YHR147C cell periphery 
AN1772.1 Feruloyl esterase B precursor (Ferulic acid esterase B) 

(FAEB) (FAE-I) (Cinnamoyl esterase) (CinnAE)
AN1773.1 Predicted RNA-binding protein R
AN1775.1 GPI transamidase complex, GPI16/PIG-T component, 

involved in glycosylphosphatidylinositol anchor 
biosynthesis

MO YHR188C

AN1776.1 Spliceosome subunit A RNA processing, modification YDL087C nucleus 
AN1777.1 Predicted transcription factor DATF1, contains PHD and 

TFS2M domains
K Transcription

AN1778.1 Ketopantoate hydroxymethyltransferase H Coenzyme transport, metabolism YBR176W mitochondrion 
AN1779.1 Protein kinase essential for the initiation of DNA 

replication
LD

AN1780.1 Putative Xaa-Pro aminopeptidase E Amino acid transport, metabolism YER078C mitochondrion 
AN1781.1 Predicted flavin-nucleotide-binding protein R
AN1782.1 Sirtuin 5 and related class III sirtuins (SIR2 family) BK
AN1783.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1784.1 Polyketide synthase modules and related proteins Q
AN1795.1 Zn2+ transporter ZNT1 and related Cd2+/Zn2+ 

transporters (cation diffusion facilitator superfamily)
P Inorganic ion transport, metabolism

AN1796.1 Cell division control protein/predicted DNA repair 
exonuclease

L Replication, recombination, repair YDR182W

AN1797.1 Predicted transporter (major facilitator superfamily) R YDL138W
AN1798.1 Triglyceride lipase-cholesterol esterase I Lipid transport, metabolism YLR020C
AN1799.1 secretory lipase 5; Lip5; LIP [Candida albicans]
AN1800.1 Signal transduction histidine kinase T Signal transduction mechanisms YIL147C cell periphery 
AN1801.1 hypothetical serine-rich secreted protein 

[Schizosaccharomyces pombe]
AN1808.1 Monoamine oxidase E Amino acid transport, metabolism
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AN1810.1 Ornithine aminotransferase E Amino acid transport, metabolism YLR438W cytoplasm nucleus 
AN1811.1 GPI-alpha-mannosyltransferase III (GPI10/PIG-B) 

involved in glycosylphosphatidylinositol anchor 
biosynthesis

MO YGL142C

AN1812.1 JUN-like bZIP transcription factor [Emericella nidulans]

AN1817.1
AN1818.1 Beta-1,4-xylanase G Carbohydrate transport, metabolism
AN1820.1 hypothetical protein [Neurospora crassa]
AN1822.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1824.1 predicted protein [Neurospora crassa]
AN1826.1 Zn-dependent hydrolases, including glyoxylases R
AN1827.1 Chitinase G Carbohydrate transport, metabolism
AN1828.1 predicted protein [Neurospora crassa]
AN1830.1 Predicted transporter (major facilitator superfamily) R
AN1831.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1832.1 ANTIGEN 1 PRECURSOR (ASPND1) YOL154W vacuole 
AN1833.1 Fe2+/Zn2+ regulated transporter P Inorganic ion transport, metabolism
AN1835.1 hypothetical protein ( (AL451019) conserved 

hypothetical protein [Neurospora crassa] )
AN1836.1 predicted protein [Neurospora crassa]
AN1843.1 Protein involved in meiotic recombination/predicted 

coiled-coil protein
DR YGL183C

AN1844.1 palFp [Emericella nidulans] YGL045W
AN1845.1 hypothetical protein [Neurospora crassa]
AN1846.1
AN1847.1
AN1848.1 TRANSCRIPTIONAL REGULATORY PROTEIN PRO1 

[Neurospora crassa]
AN1850.1 Peptidase family M48 O Posttranslational modification/turnover/chaperones YKR087C mitochondrion 

AN1851.1 Chaperonin complex component, TCP-1 theta subunit 
(CCT8)

O Posttranslational modification/turnover/chaperones YJL008C

AN1854.1 hypothetical protein [Schizosaccharomyces pombe]
AN1855.1 hypothetical protein [Neurospora crassa]
AN1857.1 L-kynurenine hydrolase E Amino acid transport, metabolism YLR231C cytoplasm nucleus 
AN1858.1 hypothetical protein [Neurospora crassa]
AN1859.1 Transcription initiation factor IIF, auxiliary subunit K Transcription YNL107W cytoplasm nucleus 
AN1860.1 Predicted oxidoreductase R YLR290C mitochondrion 
AN1865.1 Predicted transporter (major facilitator superfamily) R
AN1868.1 Alcohol dehydrogenase, class IV C Energy production, conversion
AN1870.1 arabinan endo-1,5-alpha-L-arabinosidase A precursor 

[Bacteroides thetaiotaomicron VPI-5482]
AN1871.1 predicted protein [Neurospora crassa]
AN1873.1 Predicted phosphoglycerate mutase G Carbohydrate transport, metabolism
AN1874.1 E3 ubiquitin protein ligase O Posttranslational modification/turnover/chaperones

AN1875.1 C2H2-type Zn-finger protein R YBR267W cytoplasm 
AN1876.1 Predicted membrane protein, contains two CBS domains S YOL060C vacuolar membrane 

AN1878.1 Predicted membrane protein S
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AN1880.1 predicted protein [Neurospora crassa]
AN1881.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN1882.1 NADH:flavin oxidoreductase/12-oxophytodienoate 
reductase

CR

AN1883.1 Argininosuccinate synthase E Amino acid transport, metabolism YOL058W cytoplasm 
AN1884.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN1892.1 Mitochondrial import inner membrane translocase, 

subunit TIM17
U Intracellular trafficking/secretion/transport YJL143W cytoplasm nucleus 

AN1893.1 hypothetical protein [Neurospora crassa]
AN1895.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones

AN1896.1 Fumarylacetoacetase G Carbohydrate transport, metabolism
AN1897.1 Homogentisate 1,2-dioxygenase E Amino acid transport, metabolism
AN1900.1 Zn-finger protein R
AN1901.1 Cytochrome P450 Q YHR007C ER 
AN1902.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN1904.1 Chaperonin complex component, TCP-1 epsilon subunit 

(CCT5)
O Posttranslational modification/turnover/chaperones YJR064W

AN1905.1 Heterochromatin-associated protein HP1 and related 
CHROMO domain proteins

B Chromatin structure, dynamics

AN1907.1 DHHC-type Zn-finger proteins R
AN1908.1 Uncharacterized conserved protein S
AN1909.1 FOG: Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN1910.1
AN1911.1 GDP-mannose pyrophosphorylase GMO
AN1912.1 Vacuolar sorting protein VPS1, dynamin, and related 

proteins
UR

AN1913.1 Lysyl-tRNA synthetase (class II) J Translation, ribosomal structure, biogenesis YDR037W
AN1915.1 Cytochrome oxidase assembly factor COX15 O Posttranslational modification/turnover/chaperones YER141W mitochondrion 

AN1916.1 mRNA cap methyltransferase A RNA processing, modification
AN1917.1 Mitochondrial oxoglutarate/malate carrier proteins C Energy production, conversion
AN1918.1 Phosphoenolpyruvate carboxykinase (ATP) C Energy production, conversion YKR097W
AN1920.1 Na+/H+ antiporter P Inorganic ion transport, metabolism
AN1921.1 Peroxisomal biogenesis protein (peroxin) U Intracellular trafficking/secretion/transport YOL147C peroxisome 
AN1922.1 26S proteasome regulatory complex, subunit 

RPN7/PSMD6
O Posttranslational modification/turnover/chaperones YPR108W nucleus 

AN1923.1 Alanine aminotransferase E Amino acid transport, metabolism YLR089C
AN1924.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN1927.1 hypothetical protein [Neurospora crassa]
AN1929.1 hypothetical protein [Neurospora crassa]
AN1931.1 Predicted GTPase-activating protein T Signal transduction mechanisms
AN1933.1 Predicted membrane protein S YGR038W ER 
AN1934.1 predicted protein [Neurospora crassa]
AN1937.1 REGULATORY PROTEIN WETA
AN1938.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN1940.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN1945.1 Predicted phosphatases R YOR131C cytoplasm nucleus 
AN1947.1 hypothetical protein [Neurospora crassa]
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AN1948.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN1949.1 ATP-dependent RNA helicase pitchoune A RNA processing, modification YMR290C
AN1950.1 conserved hypothetical protein [Neurospora crassa] YAL053W cell periphery bud neck late Golgi bud 
AN1952.1 hypothetical protein ( (AL513411) putative protein 

[Neurospora crassa] )
AN1953.1 Actin and related proteins Z Cytoskeleton
AN1954.1 Mitochondrial ribosomal protein S28 J Translation, ribosomal structure, biogenesis
AN1955.1
AN1956.1 Predicted helicase R
AN1957.1 RNA Methylase, SpoU family A RNA processing, modification
AN1959.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN1961.1 Uncharacterized protein of the uridine kinase family F Nucleotide transport, metabolism
AN1962.1 HMG-box transcription factor K Transcription
AN1963.1
AN1964.1 40S ribosomal protein S6 J Translation, ribosomal structure, biogenesis YPL090C cytoplasm 
AN1965.1 Ribose-phosphate pyrophosphokinase FE YER099C cytoplasm 
AN1967.1 Peroxidase/oxygenase R
AN1968.1 Steroid reductase required for elongation of the very 

long chain fatty acids
I Lipid transport, metabolism YDL015C ER 

AN1969.1 Subunit of Golgi mannosyltransferase complex GM
AN1970.1 Mitochondrial/chloroplast ribosomal protein L28 J Translation, ribosomal structure, biogenesis
AN1971.1 DNA helicase, TBP-interacting protein L Replication, recombination, repair YDR190C nucleus 
AN1973.1 V-SNARE U Intracellular trafficking/secretion/transport YMR197C
AN1974.1 Fe-S cluster biosynthesis protein ISA1 (contains a HesB-

like domain)
P Inorganic ion transport, metabolism

AN1975.1 Uncharacterized conserved protein S
AN1976.1 Dosage compensation regulatory complex/histone 

acetyltransferase complex, subunit MSL-
3/MRG15/EAF3, and related CHROMO domain-
containing proteins

BK YPR023C nucleus 

AN1980.1 Rab6 GTPase activator GAPCenA and related TBC 
domain proteins

R

AN1981.1 Protein geranylgeranyltransferase type II, alpha subunit O Posttranslational modification/turnover/chaperones YJL031C

AN1982.1 Anaphase promoting complex, Cdc20, Cdh1, and Ama1 
subunits

DO

AN1983.1 WD40 repeat-containing protein R
AN1984.1 Transcription initiation factor TFIID, subunit BDF1 and 

related bromodomain proteins
K Transcription YLR399C nucleus 

AN1986.1 Mitochondrial matrix protein frataxin, involved in Fe/S 
protein biosynthesis

P Inorganic ion transport, metabolism

AN1987.1 hypothetical protein [Neurospora crassa]
AN1988.1 Exocyst complex subunit SEC6 U Intracellular trafficking/secretion/transport YIL068C cell periphery bud neck bud 
AN1989.1 Glutamate decarboxylase/sphingosine phosphate lyase E Amino acid transport, metabolism YDR294C ER 

AN1990.1 Alpha-isopropylmalate synthase/homocitrate synthase E Amino acid transport, metabolism YDL131W nucleus 

AN1991.1 Uncharacterized conserved protein S
AN1992.1 U4/U6.U5 snRNP associated protein A RNA processing, modification
AN1993.1 Aspartate aminotransferase/Glutamic oxaloacetic 

transaminase AAT1/GOT2
E Amino acid transport, metabolism

AN1995.1 Spindle pole body protein Z Cytoskeleton
AN1996.1 Uncharacterized conserved protein S YDL001W cytoplasm 
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AN1997.1 FOG: Zn-finger R
AN1999.1 Methyltransferases H Coenzyme transport, metabolism YOL096C mitochondrion 
AN2000.1 Ubiquitin and ubiquitin-like proteins OR YLL039C cytoplasm nucleus 
AN2001.1 predicted protein [Neurospora crassa]
AN2002.1 Beta subunit of farnesyltransferase O Posttranslational modification/turnover/chaperones YDL090C cytoplasm 

AN2003.1 Uncharacterized conserved protein R
AN2004.1
AN2005.1 Two-component phosphorelay intermediate involved in 

MAP kinase cascade regulation
T Signal transduction mechanisms

AN2006.1 predicted protein [Neurospora crassa]
AN2007.1 Small nuclear ribonucleoprotein Sm D3 A RNA processing, modification YLR147C
AN2008.1 Predicted hydrolase (HAD superfamily) R YHR100C
AN2009.1 Transcription factor PRD and related proteins, contain 

PAX and HOX domains
K Transcription

AN2011.1 P-type ATPase R YMR162C cytoplasm 
AN2013.1 Predicted dehydrogenases and related proteins R
AN2014.1 Signal recognition particle, subunit Srp72 U Intracellular trafficking/secretion/transport YPL210C ER 
AN2015.1 Galactosyltransferases G Carbohydrate transport, metabolism
AN2016.1 amyR [Emericella nidulans]
AN2017.1 Maltase glucoamylase and related hydrolases, glycosyl 

hydrolase family 31
G Carbohydrate transport, metabolism

AN2026.1 predicted protein [Neurospora crassa]
AN2037.1 CipA protein [Emericella nidulans]
AN2042.1 NADP/FAD dependent oxidoreductase C Energy production, conversion
AN2043.1 Amino acid transporters E Amino acid transport, metabolism
AN2044.1 hypothetical protein [Neurospora crassa]
AN2045.1 1, 2-alpha-mannosidase G Carbohydrate transport, metabolism
AN2046.1
AN2047.1 Calmodulin and related proteins (EF-Hand superfamily) T Signal transduction mechanisms YBR109C cell periphery bud neck bud 

AN2048.1 SNARE protein TLG2/Syntaxin 16 U Intracellular trafficking/secretion/transport YOL018C
AN2049.1 Regulator of nuclear mRNA A RNA processing, modification
AN2050.1 Vesicle coat protein clathrin, light chain U Intracellular trafficking/secretion/transport YGR167W late Golgi 
AN2051.1 Cell division cycle 37 protein, CDC37 D Cell cycle/division, chrom. partitioning YDR168W cytoplasm 
AN2053.1 Nucleoside transporter F Nucleotide transport, metabolism YAL022C
AN2054.1 Serine/threonine kinase (haspin family) D Cell cycle/division, chrom. partitioning
AN2055.1 hypothetical protein [Neurospora crassa]
AN2056.1 Uncharacterized conserved protein S YNR021W ER 
AN2057.1 Mitochondrial/chloroplast ribosomal protein L12 J Translation, ribosomal structure, biogenesis YGL068W mitochondrion 
AN2058.1
AN2059.1 hypothetical protein [Neurospora crassa]
AN2060.1 exo-arabinanase [Penicillium chrysogenum]
AN2061.1 Alcohol dehydrogenase, class V Q
AN2062.1 Molecular chaperones GRP78/BiP/KAR2, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones YJL034W

AN2064.1 Putative dehydrogenase domain of multifunctional non-
ribosomal peptide synthetases and related enzymes

Q

AN2065.1 PAB-dependent poly(A) ribonuclease, subunit PAN2 L Replication, recombination, repair YGL094C cytoplasm 
AN2068.1 Vigilin I Lipid transport, metabolism YJL080C ER 
AN2069.1 Cytochrome b5 C Energy production, conversion
AN2070.1 PHD finger protein AF10 R
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AN2072.1 Ubiquitin C-terminal hydrolase O Posttranslational modification/turnover/chaperones YER144C

AN2073.1 Uncharacterized conserved protein, contains ankyrin 
and BTB/POZ domains

S

AN2076.1 Phosphoprotein involved in cytoplasm to vacuole 
targeting and autophagy

U Intracellular trafficking/secretion/transport

AN2077.1 WD40 repeat protein R YGR145W
AN2078.1 Thyroid hormone receptor-associated protein complex, 

subunit TRAP240
K Transcription

AN2080.1 Polypeptide release factor 3 J Translation, ribosomal structure, biogenesis YDR172W cytoplasm 
AN2081.1 hypothetical protein B23I11.70 [imported] - Neurospora 

crassa
AN2082.1 Uncharacterized conserved protein, contains BSD 

domain
S

AN2083.1 FOG: Low-complexity S
AN2085.1 20S proteasome, regulatory subunit beta type 

PSMB7/PSMB10/PUP1
O Posttranslational modification/turnover/chaperones YOR157C cytoplasm nucleus 

AN2086.1 Nuclear pore complex, Nup214/CAN component YU
AN2087.1 ATP-dependent DNA helicase L Replication, recombination, repair
AN2088.1 Uncharacterized conserved protein S
AN2089.1 PolyC-binding proteins alphaCP-1 and related KH 

domain proteins
AR

AN2090.1 Protein containing repeated kelch motifs R YPL263C cytoplasm 
AN2092.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN2094.1 Dopey and related predicted leucine zipper transcription 
factors

K Transcription YDR141C early Golgi 

AN2096.1 Acyltransferase required for palmitoylation of Hedgehog 
(Hh) family of secreted signaling proteins

T Signal transduction mechanisms YGL084C ER 

AN2099.1 mitochondrial alternative oxidase [Emericella nidulans]

AN2101.1 RNA polymerase II, large subunit K Transcription
AN2103.1 Uncharacterized conserved protein S
AN2104.1 Predicted N6-DNA-methyltransferase J Translation, ribosomal structure, biogenesis YDR140W cytoplasm nucleus 
AN2105.1 Small nuclear ribonucleoprotein SMD1 and related 

snRNPs
A RNA processing, modification YGR074W nucleus 

AN2107.1 Predicted translation elongation factor J Translation, ribosomal structure, biogenesis
AN2109.1 Anaphase-promoting complex (APC), subunit 2 DO
AN2110.1 predicted protein [Neurospora crassa]
AN2111.1 Predicted glutamine synthetase F Nucleotide transport, metabolism
AN2112.1 3-carboxymuconate cyclase G Carbohydrate transport, metabolism
AN2114.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN2115.1
AN2119.1 Cholesterol transport protein (Niemann-Pick C disease 

protein)
I Lipid transport, metabolism YPL006W vacuolar membrane 

AN2120.1 Karyopherin (importin) beta 3 YU YER110C cytoplasm nucleus 
AN2122.1 predicted protein [Neurospora crassa]
AN2123.1 Transcriptional coactivator K Transcription YOL135C nucleus 
AN2124.1 Lipid phosphate phosphatase and related enzymes of 

the PAP2 family
I Lipid transport, metabolism YDR284C vacuolar membrane 

AN2126.1 F-actin capping protein, alpha subunit Z Cytoskeleton YKL007W actin 
AN2129.1 COP9 signalosome, subunit CSN5 OT
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AN2130.1 Ras1 guanine nucleotide exchange factor T Signal transduction mechanisms
AN2132.1 predicted protein [Neurospora crassa]
AN2133.1 Armadillo/beta-Catenin/plakoglobin TZ
AN2135.1 DNA-directed RNA polymerase III subunit K Transcription
AN2136.1 hypothetical protein [Neurospora crassa]
AN2137.1 Cyclin B and related kinase-activating proteins D Cell cycle/division, chrom. partitioning
AN2138.1 ATP-dependent RNA helicase A A RNA processing, modification YLR419W cytoplasm 
AN2139.1 Predicted hydrolase (HIT family) R YOR258W cytoplasm nucleus 
AN2140.1 Translocon-associated complex TRAP, alpha subunit U Intracellular trafficking/secretion/transport
AN2141.1 Predicted telomere binding protein R
AN2142.1 Karyopherin (importin) alpha U Intracellular trafficking/secretion/transport YNL189W nuclear periphery cytoplasm 
AN2143.1 Cohesin D Cell cycle/division, chrom. partitioning
AN2144.1 Urease accessory protein UreH O Posttranslational modification/turnover/chaperones

AN2145.1 Hypothetical ORF; Ydl237wp [Saccharomyces 
cerevisiae]

AN2146.1 Transcription regulator XNP/ATRX, DEAD-box 
superfamily

K Transcription

AN2147.1 rRNA processing protein Rrp5 A RNA processing, modification YMR229C nucleolus 
AN2148.1 WD40 repeat-containing protein L2DTL S
AN2149.1 Chaperonin complex component, TCP-1 alpha subunit 

(CCT1)
O Posttranslational modification/turnover/chaperones YDR212W

AN2150.1 Prolyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YHR020W
AN2151.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN2153.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp41 

and related exoribonucleases
J Translation, ribosomal structure, biogenesis

AN2154.1 hypothetical protein [Neurospora crassa] YGR157W ER 
AN2155.1 Predicted ATPase, nucleotide-binding D Cell cycle/division, chrom. partitioning YGL091C cytoplasm nucleus 
AN2157.1 Aspartyl protease O Posttranslational modification/turnover/chaperones

AN2158.1 Threonine dehydrogenase and related Zn-dependent 
dehydrogenases

ER

AN2161.1 predicted protein [Neurospora crassa] YGR111W cytoplasm nucleus 
AN2162.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN2163.1 Mitotic spindle checkpoint protein D Cell cycle/division, chrom. partitioning
AN2164.1 Predicted importin 9 UY
AN2165.1 Trans-aconitate methyltransferase R
AN2166.1 predicted protein [Neurospora crassa]
AN2167.1 Annexin U Intracellular trafficking/secretion/transport
AN2168.1 TNF receptor-associated factor T Signal transduction mechanisms
AN2169.1 SNARE protein TLG1/Syntaxin 6 U Intracellular trafficking/secretion/transport
AN2172.1 CDK8 kinase-activating protein cyclin C K Transcription YNL025C nucleus 
AN2173.1 Predicted mitochondrial carrier protein F Nucleotide transport, metabolism YNL083W mitochondrion 
AN2174.1 Ubiquitin activating enzyme UBA1 O Posttranslational modification/turnover/chaperones YKL210W cytoplasm nucleus 

AN2176.1 predicted protein [Neurospora crassa]
AN2177.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN2178.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN2179.1 FOG: Ankyrin repeat R
AN2180.1 Hexokinase G Carbohydrate transport, metabolism
AN2181.1 Transcription initiation factor IIA, gamma subunit K Transcription YKL058W nucleus 
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AN2182.1 predicted protein [Neurospora crassa]
AN2183.1
AN2184.1 Uncharacterized conserved protein S
AN2185.1 Mitochondrial endonuclease F Nucleotide transport, metabolism YJL208C mitochondrion 
AN2188.1
AN2190.1 Predicted methyltransferase R
AN2193.1
AN2201.1 Amino acid transporters E Amino acid transport, metabolism
AN2208.1 Predicted dehydrogenases and related proteins R
AN2210.1 Predicted transporter (ABC superfamily) R YER036C cytoplasm 
AN2211.1 Cdk activating kinase (CAK)/RNA polymerase II 

transcription initiation/nucleotide excision repair factor 
TFIIH/TFIIK, cyclin H subunit

DKL YPR025C nucleus 

AN2213.1 26S proteasome regulatory complex, ATPase RPT2 O Posttranslational modification/turnover/chaperones YDL007W

AN2214.1 Uncharacterized conserved protein, contains WD40 
repeat

S

AN2215.1 Uncharacterized conserved protein, contains GRAM 
domain

S

AN2216.1 Uncharacterized conserved protein S
AN2217.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN2218.1 Uncharacterized conserved protein S
AN2219.1 related to ahmp1 protein [MIPS] [Neurospora crassa]
AN2222.1 ADP-ribosylation factor GTPase activator TUZ YDL226C cytoplasm 
AN2223.1 Mitochondrial elongation factor J Translation, ribosomal structure, biogenesis YJL102W mitochondrion 
AN2224.1 Membrane coat complex Retromer, subunit 

VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport YOR132W endosome 

AN2226.1 KEKE-like motif-containing transcription regulator 
(Rlr1)/suppressor of sin4

K Transcription

AN2227.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN2228.1 ENSANGP00000004655 [Anopheles gambiae]
AN2229.1 Homoserine acetyltransferase E Amino acid transport, metabolism YNL277W cytoplasm nucleus 
AN2230.1 Glycine/D-amino acid oxidases (deaminating) E Amino acid transport, metabolism
AN2233.1 COP9 signalosome, subunit CSN6 OT
AN2234.1 predicted protein [Neurospora crassa]
AN2236.1 Uncharacterized conserved protein S
AN2237.1 Carboxypeptidase C (cathepsin A) E Amino acid transport, metabolism
AN2238.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN2239.1 NADP-dependent flavoprotein reductase C Energy production, conversion YPR048W
AN2240.1 hypothetical protein [Neurospora crassa]
AN2241.1 Repressor of drug resistance; Rdr1p [Saccharomyces 

cerevisiae]
AN2242.1
AN2243.1 Multifunctional pyrimidine synthesis protein CAD 

(includes carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

R YOR303W cytoplasm 

AN2244.1 GTP-binding protein DRG2 (ODN superfamily) T Signal transduction mechanisms YGR173W cytoplasm 
AN2245.1 FOG: RRM domain R
AN2246.1 eIF-2alpha kinase GCN2 J Translation, ribosomal structure, biogenesis YDR283C cytoplasm 
AN2247.1 Myosin class II heavy chain Z Cytoskeleton
AN2248.1 4-aminobutyrate aminotransferase E Amino acid transport, metabolism YGR019W cytoplasm 
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AN2251.1 Predicted membrane protein S
AN2255.1 Transcription regulator XNP/ATRX, DEAD-box 

superfamily
K Transcription

AN2256.1 Helicase-like transcription factor HLTF/DNA helicase 
RAD5, DEAD-box superfamily

KL YBR114W cytoplasm nucleus 

AN2258.1 hypothetical protein [Neurospora crassa]
AN2259.1 hypothetical protein [Neurospora crassa]
AN2261.1 Phosphatidylglycerolphosphate synthase I Lipid transport, metabolism YCL004W
AN2262.1 Uncharacterized conserved protein S YKL143W cytoplasm 
AN2263.1 Predicted GTP-binding protein MMR1 R YGL099W cytoplasm 
AN2265.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN2266.1 Vacuolar sorting protein PEP3/VPS18 U Intracellular trafficking/secretion/transport YLR148W endosome 
AN2267.1
AN2268.1 Mitochondrial/chloroplast ribosomal protein L5/L7 J Translation, ribosomal structure, biogenesis YDR237W
AN2269.1 MEKK and related serine/threonine protein kinases T Signal transduction mechanisms YLR362W cytoplasm 
AN2270.1 FOG: Zn-finger R
AN2271.1 Nonsense-mediated mRNA decay protein A RNA processing, modification
AN2272.1 Possible pfkB family carbohydrate kinase G Carbohydrate transport, metabolism YJR105W cytoplasm nucleus 
AN2273.1 predicted protein [Neurospora crassa]
AN2274.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN2276.1 Adenosine deaminase F Nucleotide transport, metabolism
AN2278.1 Chromatin remodeling complex SWI/SNF, component 

SWI2 and related ATPases (DNA/RNA helicase 
superfamily)

BK YIL126W nucleus 

AN2279.1 Protein involved in membrane traffic 
(YOP1/TB2/DP1/HVA22 family)

U Intracellular trafficking/secretion/transport YPR028W ER 

AN2280.1 Uncharacterized conserved protein S
AN2281.1 Peroxisomal assembly protein PEX3 MU YDR329C peroxisome 
AN2282.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN2283.1 RNA polymerase I 49 kDa subunit K Transcription
AN2284.1 5-aminolevulinate synthase H Coenzyme transport, metabolism YDR232W mitochondrion 
AN2285.1 SNF2 family DNA-dependent ATPase L Replication, recombination, repair
AN2287.1 Amino acid transporters E Amino acid transport, metabolism YDL210W
AN2288.1 Sodium/hydrogen exchanger protein P Inorganic ion transport, metabolism YDR456W endosome 
AN2289.1 Sucrose transporter and related proteins G Carbohydrate transport, metabolism
AN2290.1 FOG: Zn-finger R
AN2292.1 Protein required for cell viability; Yil019wp 

[Saccharomyces cerevisiae]
YIL019W cytoplasm nucleus 

AN2293.1 Phosphoribosylformimino-5-aminoimidazole 
carboxamide ribonucleotide (ProFAR) isomerase

E Amino acid transport, metabolism YIL020C cytoplasm nucleus 

AN2294.1 RNA polymerase II elongator complex, subunit 
ELP3/histone acetyltransferase

BK YPL086C cytoplasm 

AN2295.1 Succinyl-CoA synthetase, alpha subunit C Energy production, conversion YOR142W mitochondrion 
AN2296.1 RFX family transcription factor K Transcription
AN2297.1 hypothetical protein [Neurospora crassa]
AN2298.1 SMT3/SUMO-activating complex, AOS1/RAD31 

component
O Posttranslational modification/turnover/chaperones YPR180W nucleus 

AN2299.1 hypothetical protein [Neurospora crassa]
AN2300.1 Multidrug/pheromone exporter, ABC superfamily Q
AN2302.1 SCF ubiquitin ligase, Skp1 component O Posttranslational modification/turnover/chaperones YDR328C cytoplasm nucleus 

AN2304.1 Nucleotide excision repair factor NEF2, RAD23 
component

L Replication, recombination, repair
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AN2306.1 Ubiquinol cytochrome c reductase, subunit RIP1 C Energy production, conversion YEL024W mitochondrion 
AN2307.1 hypothetical protein [Neurospora crassa]
AN2308.1 Cl- channel CLC-3 and related proteins (CLC 

superfamily)
P Inorganic ion transport, metabolism YJR040W

AN2311.1 Phosphomevalonate kinase I Lipid transport, metabolism YMR220W cytoplasm nucleus 
AN2312.1 Stress responsive protein R
AN2313.1 hypothetical protein [Neurospora crassa]
AN2314.1 1,4-alpha-glucan branching enzyme/starch branching 

enzyme II
G Carbohydrate transport, metabolism YEL011W cytoplasm nucleus 

AN2315.1 F0F1-type ATP synthase, beta subunit C Energy production, conversion YJR121W mitochondrion 
AN2316.1 Cytochrome c oxidase, subunit IV/COX5b C Energy production, conversion YNL052W mitochondrion 
AN2317.1 Actin depolymerizing factor Z Cytoskeleton YLL050C
AN2318.1 predicted protein [Neurospora crassa]
AN2320.1 Coenzyme F420-dependent N5,N10-methylene 

tetrahydromethanopterin reductase and related flavin-
dependent oxidoreductases

C Energy production, conversion

AN2321.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism YAL067C
AN2325.1 Putative alpha-1,2-mannosidase G Carbohydrate transport, metabolism
AN2326.1 FOG: TPR repeat R
AN2327.1 Molybdopterin synthase sulfurylase H Coenzyme transport, metabolism YHR111W cytoplasm 
AN2329.1 Permeases of the major facilitator superfamily GEPR
AN2330.1 late sexual development protein [Aspergillus nidulans]

AN2332.1 Succinate dehydrogenase, Fe-S protein subunit C Energy production, conversion YLL041C mitochondrion 
AN2334.1 Fructose/tagatose bisphosphate aldolase G Carbohydrate transport, metabolism
AN2335.1 Predicted dehydrogenase R
AN2336.1 Phospholipase C M
AN2338.1 glycoprotein gp2 [Equine herpesvirus 4]
AN2340.1 Myosin-crossreactive antigen S
AN2341.1 Uncharacterized conserved protein S
AN2342.1 hypothetical protein [Neurospora crassa]
AN2343.1 Predicted oxidoreductase related to nitroreductase R YCL026C-B cytoplasm nucleus 
AN2344.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN2345.1 tryptophan dimethylallyltransferase (EC 2.5.1.34) - ergot 

fungus
AN2348.1 Ankyrin M
AN2351.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR

AN2357.1 Aromatic-L-amino-acid/L-histidine decarboxylase E Amino acid transport, metabolism
AN2359.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN2360.1 Purple acid phosphatase G Carbohydrate transport, metabolism
AN2369.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN2378.1 Predicted dehydrogenases and related proteins R
AN2393.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN2395.1 Beta-galactosidase/beta-glucuronidase G Carbohydrate transport, metabolism
AN2404.1 Predicted membrane protein S
AN2405.1 SAM-dependent methyltransferases QR
AN2406.1
AN2409.1 Phosphoserine aminotransferase HE
AN2410.1 Predicted translation initiation factor 2B subunit, eIF-2B 

alpha/beta/delta family
J Translation, ribosomal structure, biogenesis
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AN2412.1 Ca2+/calmodulin-dependent protein kinase, EF-Hand 
protein superfamily

T Signal transduction mechanisms YOL016C cytoplasm 

AN2413.1 Ubiquitin conjugating enzyme O Posttranslational modification/turnover/chaperones

AN2414.1 NADH:ubiquinone oxidoreductase, NDUFS2/49 kDa 
subunit

C Energy production, conversion

AN2415.1 RNA polymerase I and III, subunit RPA40/RPC40 K Transcription YPR110C nucleolus nucleus 
AN2416.1 NEDD8-activating complex, catalytic component UBA3 O Posttranslational modification/turnover/chaperones YPR066W cytoplasm 

AN2417.1 Uncharacterized conserved protein S
AN2418.1 Vacuolar sorting protein VPS33/slp1 (Sec1 family) U Intracellular trafficking/secretion/transport YLR396C vacuolar membrane 
AN2419.1 SNAP-25 (synaptosome-associated protein) component 

of SNARE complex
U Intracellular trafficking/secretion/transport

AN2420.1 Splicing factor 3b, subunit 1 A RNA processing, modification YMR288W cytoplasm nucleus 
AN2421.1 FOG: Zn-finger R
AN2424.1 N-acetyl-beta-hexosaminidase G Carbohydrate transport, metabolism
AN2425.1 Protein phosphatase, regulatory subunit PPP1R3C/D OT
AN2426.1 Histone H4 B Chromatin structure, dynamics YNL030W nucleus 
AN2427.1 Annexin U Intracellular trafficking/secretion/transport
AN2428.1 Predicted mitochondrial carrier protein C Energy production, conversion
AN2430.1 Guanine nucleotide-binding protein R
AN2431.1 Nuclear pore complex, Nup98 component (sc 

Nup145/Nup100/Nup116)
YU

AN2434.1 Uncharacterized conserved protein XAP-5 S
AN2435.1 ATP-citrate lyase C Energy production, conversion
AN2436.1 ATP-citrate lyase C Energy production, conversion
AN2438.1 Predicted GTPase R YOR262W cytoplasm 
AN2439.1 Mitotic spindle checkpoint protein BUB3, WD repeat 

superfamily
D Cell cycle/division, chrom. partitioning

AN2440.1 Ribose 5-phosphate isomerase G Carbohydrate transport, metabolism YOR095C cytoplasm nucleus 
AN2441.1 NEDD8-activating complex, APP-BP1/UBA5 component O Posttranslational modification/turnover/chaperones YPL003W

AN2442.1 hypothetical protein [Neurospora crassa]
AN2446.1 hypothetical protein [Neurospora crassa]
AN2447.1 hypothetical protein [Neurospora crassa]
AN2449.1 Predicted tRNA-splicing endonuclease subunit J Translation, ribosomal structure, biogenesis
AN2450.1 SMT3/SUMO-activating complex, catalytic component 

UBA2
O Posttranslational modification/turnover/chaperones YDR390C nucleus 

AN2453.1 Similar to cyclophilin-type peptidyl-prolyl cis-trans 
isomerase

O Posttranslational modification/turnover/chaperones

AN2455.1 C4-type Zn-finger protein R YGR211W cytoplasm nucleus 
AN2456.1 Uncharacterized conserved protein S
AN2458.1 TATA-binding protein-interacting protein R
AN2459.1 Protein phosphatase 1, regulatory subunit, and related 

proteins
T Signal transduction mechanisms

AN2460.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN2461.1 Vacuolar assembly/sorting protein PEP5/VPS11 U Intracellular trafficking/secretion/transport YMR231W endosome 
AN2462.1 Predicted xylanase/chitin deacetylase G Carbohydrate transport, metabolism
AN2464.1 Protein transporter of the TRAM (translocating chain-

associating membrane) superfamily
U Intracellular trafficking/secretion/transport YHL003C ER 

AN2467.1 Uncharacterized protein involved in cytokinesis, contains 
TGc (transglutaminase/protease-like) domain

D Cell cycle/division, chrom. partitioning
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AN2470.1 Threonine dehydrogenase and related Zn-dependent 
dehydrogenases

ER

AN2478.1 Sugar phosphate isomerases/epimerases G Carbohydrate transport, metabolism
AN2489.1 Cyclin C-dependent kinase CDK8 K Transcription YPL042C
AN2490.1 Uncharacterized conserved protein, contains N-recognin-

type Zn-finger
R

AN2491.1 DNA replication licensing factor, MCM2 component L Replication, recombination, repair YBL023C cytoplasm nucleus 
AN2492.1 Uncharacterized conserved protein S
AN2493.1 Alkaline phosphatase P Inorganic ion transport, metabolism
AN2496.1 Putative transmembrane protein cmp44E R
AN2497.1 Palmitoyl protein thioesterase IO
AN2498.1 predicted protein [Neurospora crassa]
AN2499.1 RNA polymerase II elongator associated protein R
AN2500.1 Predicted methyltransferase R YLR285W cytoplasm 
AN2502.1 similar to PH (pleckstrin homology) domain 

[Caenorhabditis elegans] [Dictyostelium discoideum]
AN2505.1 hypothetical protein [Neurospora crassa]
AN2506.1 Flavonol reductase/cinnamoyl-CoA reductase V Defense mechanisms
AN2508.1 Cysteine desulfurase NFS1 E Amino acid transport, metabolism YCL017C mitochondrion 
AN2509.1 hypothetical protein [Neurospora crassa] YJR078W
AN2510.1 Uncharacterized conserved protein S YOR238W cytoplasm 
AN2512.1 RNA polymerase III, large subunit K Transcription YOR116C nucleus 
AN2513.1 Serine/threonine protein kinase R YGR262C cytoplasm nucleus 
AN2514.1 Glutamate-cysteine ligase regulatory subunit E Amino acid transport, metabolism
AN2515.1 Aldo/keto reductase family proteins R YJR096W cytoplasm nucleus 
AN2516.1 Amphiphysin U Intracellular trafficking/secretion/transport
AN2518.1 Vesicle trafficking protein Sly1 (Sec1 family) U Intracellular trafficking/secretion/transport YDR189W Golgi early Golgi 
AN2520.1 alpha-factor pheromone receptor; seven-transmembrane 

domain protein; Ste2p [Saccharomyces cerevisiae]

AN2522.1 Serine/threonine protein kinase R
AN2523.1 Chitin synthase/hyaluronan synthase 

(glycosyltransferases)
M

AN2525.1 Serine racemase TE YKL218C
AN2526.1 Ketol-acid reductoisomerase EH YLR355C
AN2528.1 Lysophospholipase L1 and related esterases E Amino acid transport, metabolism
AN2529.1 Enoyl-CoA isomerase I Lipid transport, metabolism
AN2531.1 Predicted transporter (major facilitator superfamily) R
AN2532.1 Copper amine oxidase Q
AN2533.1 Predicted beta-xylosidase R
AN2534.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN2536.1 Isopenicillin N synthase and related dioxygenases R
AN2537.1 putative pectate lyase [Streptomyces avermitilis MA-

4680]
AN2555.1 Serine carboxypeptidases (lysosomal cathepsin A) OE YGL203C
AN2558.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN2559.1 Zinc-binding oxidoreductase CR
AN2560.1 Amino acid transporters E Amino acid transport, metabolism YHL036W vacuole 
AN2561.1 bll6449 [Bradyrhizobium japonicum]
AN2562.1 Uncharacterized conserved protein S
AN2569.1 Pectate lyase G Carbohydrate transport, metabolism
AN2572.1 Dipeptidyl aminopeptidase O Posttranslational modification/turnover/chaperones
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AN2577.1 Peroxisomal multifunctional beta-oxidation protein and 
related enzymes

I Lipid transport, metabolism

AN2583.1 Glyceraldehyde 3-phosphate dehydrogenase G Carbohydrate transport, metabolism
AN2584.1 Predicted transporter (major facilitator superfamily) R
AN2585.1 Predicted transporter (major facilitator superfamily) R
AN2591.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN2598.1 Urea transporter E Amino acid transport, metabolism
AN2601.1 Predicted transporter (major facilitator superfamily) R
AN2602.1 Esterase/lipase I Lipid transport, metabolism
AN2606.1 Pyoverdine/dityrosine biosynthesis protein Q
AN2607.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN2626.1 hypothetical protein [Neurospora crassa]
AN2648.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN2649.1 hypothetical protein [Neurospora crassa]
AN2664.1 hypothetical protein [Neurospora crassa]
AN2667.1 hypothetical protein [Neurospora crassa]
AN2674.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN2681.1 predicted protein [Neurospora crassa]
AN2682.1 NADH:flavin oxidoreductases, Old Yellow Enzyme family C Energy production, conversion

AN2684.1 Sterol reductase/lamin B receptor IT YGL012W ER 
AN2686.1 predicted protein [Neurospora crassa]
AN2687.1 Ras-related small GTPase, Rho type R
AN2688.1 Sphingoid base-phosphate phosphatase I Lipid transport, metabolism
AN2692.1
AN2693.1 Uncharacterized conserved protein R
AN2694.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN2701.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN2703.1
AN2721.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN2723.1 Histidinol dehydrogenase E Amino acid transport, metabolism
AN2728.1 Dihydrodipicolinate synthase/N-acetylneuraminate lyase EM

AN2729.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN2730.1 Sulfate/bicarbonate/oxalate exchanger SAT-1 and 

related transporters (SLC26 family)
P Inorganic ion transport, metabolism YBR294W

AN2731.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones YNL064C cytoplasm nucleus 

AN2733.1 Uroporphyrinogen decarboxylase H Coenzyme transport, metabolism YDR047W cytoplasm nucleus 
AN2734.1 60S acidic ribosomal protein P0 J Translation, ribosomal structure, biogenesis YLR340W
AN2735.1 WD repeat protein WDR4 S
AN2736.1 Late Golgi protein sorting complex, subunit Vps53 U Intracellular trafficking/secretion/transport YJL029C early Golgi 
AN2737.1 mRNA export factor TAP/MEX67 A RNA processing, modification YPL169C nuclear periphery 
AN2738.1 COPII vesicle protein U Intracellular trafficking/secretion/transport YAL042W
AN2739.1 DNA polymerase theta/eta, DEAD-box superfamily R
AN2740.1 Cyclic nucleotide phosphodiesterase T Signal transduction mechanisms
AN2741.1 Uncharacterized protein conserved in bacteria O Posttranslational modification/turnover/chaperones

AN2743.1 Translation initiation factor 3, subunit a (eIF-3a) J Translation, ribosomal structure, biogenesis
AN2744.1 predicted protein [Neurospora crassa]
AN2745.1 Acetyltransferase, (GNAT) family R YPR131C cytoplasm 
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AN2746.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN2747.1 RNA polymerase subunit K K Transcription YPR187W cytoplasm nucleus 
AN2748.1 FOG: Zn-finger R YPR186C cytoplasm nucleus 
AN2749.1 WASP-interacting protein VRP1/WIP, contains WH2 

domain
Z Cytoskeleton

AN2750.1
AN2751.1 Uncharacterized conserved protein S YCR077C cytoplasm 
AN2752.1 Glycolipid 2-alpha-mannosyltransferase (alpha-1,2-

mannosyltransferase)
G Carbohydrate transport, metabolism YOR099W vacuole 

AN2754.1 Amino acid transporter protein E Amino acid transport, metabolism
AN2756.1 Actin-binding protein SLA2/Huntingtin-interacting protein 

Hip1
Z Cytoskeleton

AN2757.1 Uncharacterized conserved protein TEX2, contains PH 
domain

R

AN2758.1 Protein involved in establishing cohesion between sister 
chromatids during DNA replication

L Replication, recombination, repair

AN2759.1 Protein required for 18S rRNA maturation and 40S 
ribosome biogenesis

J Translation, ribosomal structure, biogenesis YLR186W cytoplasm nucleus 

AN2760.1 Lactoylglutathione lyase and related lyases E Amino acid transport, metabolism
AN2761.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YBR082C cytoplasm nucleus 

AN2762.1 Glutaryl-CoA dehydrogenase E Amino acid transport, metabolism
AN2764.1 5'-3' exonuclease L Replication, recombination, repair YKL113C nucleus 
AN2766.1 Phosphatidylinositol-4-phosphate 5-kinase T Signal transduction mechanisms
AN2767.1 26S proteasome regulatory complex, subunit 

RPN3/PSMD3
O Posttranslational modification/turnover/chaperones

AN2771.1 Uncharacterized conserved protein S
AN2772.1 Anaphase-promoting complex (APC), subunit 1 (meiotic 

check point regulator/Tsg24)
DO

AN2773.1 predicted protein [Neurospora crassa]
AN2775.1 Predicted translation initiation factor related to eIF-3a J Translation, ribosomal structure, biogenesis
AN2776.1 predicted protein [Neurospora crassa]
AN2781.1 Amino acid transporters E Amino acid transport, metabolism
AN2782.1 hypothetical protein [Neurospora crassa]
AN2793.1 3-isopropylmalate dehydrogenase E Amino acid transport, metabolism
AN2794.1 Predicted transporter (major facilitator superfamily) R
AN2805.1
AN2812.1 Na+/Pi symporter P Inorganic ion transport, metabolism
AN2813.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
Q YOR246C lipid particle 

AN2815.1 Mannitol-1-phosphate/altronate dehydrogenases G Carbohydrate transport, metabolism YNR073C
AN2822.1 Aquaporin (major intrinsic protein family) G Carbohydrate transport, metabolism
AN2824.1 Metal-dependent 

amidase/aminoacylase/carboxypeptidase
R

AN2825.1 Alcohol dehydrogenase, class V Q
AN2829.1 Amidases JIT
AN2830.1 Sterol desaturase I Lipid transport, metabolism
AN2839.1 Acetylornithine deacetylase/Succinyl-diaminopimelate 

desuccinylase and related deacylases
E Amino acid transport, metabolism

AN2846.1 Glutathione peroxidase O Posttranslational modification/turnover/chaperones YBR244W cytoplasm nucleus 
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AN2848.1 Component of the U4/U6.U5 snRNP/mitosis protein 
DIM1

AD YPR082C

AN2851.1 Prolyl 4-hydroxylase alpha subunit E Amino acid transport, metabolism
AN2852.1 Hypothetical ORF; Yil130wp [Saccharomyces 

cerevisiae]
YIL130W nucleus 

AN2854.1 Transcription factor of the Forkhead/HNF3 family K Transcription
AN2855.1 FOG: Zn-finger R
AN2857.1 Heterochromatin-associated protein HP1 and related 

CHROMO domain proteins
B Chromatin structure, dynamics

AN2858.1 Predicted dehydrogenases and related proteins R
AN2859.1 Dihydrodipicolinate synthase/N-acetylneuraminate lyase EM

AN2860.1 Alcohol dehydrogenase, class V Q YMR318C cytoplasm nucleus 
AN2861.1 Beta-TrCP (transducin repeats containing)/Slimb 

proteins
S

AN2862.1 Microtubule-binding protein involved in cell cycle control DZ YER016W microtubule 

AN2866.1 Predicted dehydrogenases and related proteins R
AN2867.1 Phosphoglucomutase G Carbohydrate transport, metabolism YMR105C cytoplasm nucleus 
AN2868.1 Oligoribonuclease (3'->5' exoribonuclease) A RNA processing, modification
AN2869.1 Predicted transporter (major facilitator superfamily) R
AN2871.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN2872.1 predicted protein [Neurospora crassa]
AN2873.1 Lysine-ketoglutarate reductase/saccharopine 

dehydrogenase
E Amino acid transport, metabolism

AN2875.1 Fructose 1,6-bisphosphate aldolase G Carbohydrate transport, metabolism YKL060C cytoplasm 
AN2877.1 Oxysterol-binding protein T Signal transduction mechanisms YPL145C cytoplasm 
AN2879.1 Amidases JIT
AN2880.1 Uncharacterized conserved protein R
AN2881.1 hypothetical protein [Neurospora crassa]
AN2882.1 Homoserine dehydrogenase E Amino acid transport, metabolism YJR139C cytoplasm nucleus 
AN2883.1 Translation initiation factor 5B (eIF-5B) J Translation, ribosomal structure, biogenesis
AN2884.1
AN2886.1 predicted protein [Neurospora crassa]
AN2887.1 Myosin class II heavy chain Z Cytoskeleton
AN2888.1 predicted protein [Neurospora crassa]
AN2889.1 FOG: Immunoglobin and related proteins RP
AN2890.1 Esterase/lipase I Lipid transport, metabolism
AN2895.1 Uncharacterized conserved protein S
AN2896.1 Enoyl-CoA hydratase I Lipid transport, metabolism
AN2897.1 predicted protein [Neurospora crassa]
AN2898.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN2899.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN2900.1 Asp-tRNAAsn/Glu-tRNAGln amidotransferase B subunit 

(PET112 homolog)
J Translation, ribosomal structure, biogenesis YBL080C mitochondrion 

AN2901.1 Arginase E Amino acid transport, metabolism YPL111W cytoplasm nucleus 
AN2902.1 TFIIF-interacting CTD phosphatases, including NLI-

interacting factor
K Transcription YMR277W nucleus 

AN2903.1 Aspartyl protease O Posttranslational modification/turnover/chaperones YPL154C vacuole 

AN2904.1 26S proteasome regulatory complex, ATPase RPT3 O Posttranslational modification/turnover/chaperones YDR394W
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AN2905.1 DNA-binding proteins Bright/BRCAA1/RBP1 and related 
proteins containing BRIGHT domain

K Transcription

AN2906.1 Uncharacterized conserved protein NOF (Neighbor of 
FAU)

S

AN2907.1 Translation initiation factor 3, subunit e (eIF-3e) J Translation, ribosomal structure, biogenesis
AN2909.1 Putative arsenite-translocating ATPase P Inorganic ion transport, metabolism YDL100C ER 
AN2911.1 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K Transcription

AN2913.1 predicted protein [Neurospora crassa]
AN2914.1 Argininosuccinate lyase E Amino acid transport, metabolism YHR018C cytoplasm 
AN2916.1 Succinate dehydrogenase, flavoprotein subunit C Energy production, conversion YKL148C
AN2917.1 26S proteasome regulatory complex, ATPase RPT1 O Posttranslational modification/turnover/chaperones YKL145W nucleus 

AN2918.1 Chaperonin complex component, TCP-1 delta subunit 
(CCT4)

O Posttranslational modification/turnover/chaperones YDL143W

AN2919.1 FOG: Zn-finger R
AN2925.1 Peroxisome assembly factor 2 containing the AAA+-type 

ATPase domain
O Posttranslational modification/turnover/chaperones

AN2926.1 Uncharacterized conserved protein related to ribosomal 
protein S8E

R YER126C cytoplasm 

AN2927.1 Dual specificity; serine/threonine and tyrosine kinase D Cell cycle/division, chrom. partitioning
AN2928.1 von Willebrand factor and related coagulation proteins WV

AN2930.1 Predicted fumarylacetoacetate hydralase R YNL168C mitochondrion 
AN2932.1 Translation initiation factor 4F, helicase subunit (eIF-4A) 

and related helicases
J Translation, ribosomal structure, biogenesis YKR059W cytoplasm 

AN2933.1 Phosphatidylserine-specific receptor PtdSerR, contains 
JmjC domain

BT

AN2936.1 Alpha-mannosidase G Carbohydrate transport, metabolism YGL156W
AN2937.1
AN2938.1 Peroxisomal NUDIX hydrolase L Replication, recombination, repair YLR151C
AN2939.1 Ca2+-binding transmembrane protein LETM1/MRS7 S YPR125W mitochondrion 
AN2940.1 Uncharacterized conserved protein S
AN2941.1 predicted protein [Neurospora crassa]
AN2944.1 TamA [Aspergillus nidulans]
AN2945.1 Membrane coat complex Retromer, subunit 

VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport

AN2946.1 Dipeptidyl aminopeptidase O Posttranslational modification/turnover/chaperones YHR028C

AN2947.1 Phosphoinositide-specific phospholipase C T Signal transduction mechanisms
AN2948.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones

AN2951.1 UDP-glucose 4-epimerase M
AN2953.1 Uncharacterized conserved protein S
AN2954.1 von Willebrand factor and related coagulation proteins WV

AN2955.1 Glycosyltransferase M
AN2957.1 predicted protein [Neurospora crassa]
AN2958.1 Predicted transporter (major facilitator superfamily) R
AN2959.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN2960.1 Probable taurine catabolism dioxygenase Q
AN2961.1 Uncharacterized conserved protein S
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AN2963.1 Structural maintenance of chromosome protein 1 (sister 
chromatid cohesion complex Cohesin, subunit SMC1)

D Cell cycle/division, chrom. partitioning YFL008W cytoplasm nucleus 

AN2964.1 Dihydrolipoamide acetyltransferase C Energy production, conversion YGR193C mitochondrion 
AN2965.1 Anaphase promoting complex, Cdc20, Cdh1, and Ama1 

subunits
DO YGL003C

AN2966.1 Aminopeptidase I zinc metalloprotease (M18) E Amino acid transport, metabolism
AN2967.1 tRNA-dihydrouridine synthase J Translation, ribosomal structure, biogenesis YNR015W cytoplasm nucleus 
AN2968.1 Inorganic pyrophosphatase/Nucleosome remodeling 

factor, subunit NURF38
C Energy production, conversion YBR011C cytoplasm nucleus 

AN2969.1 Replication factor C, subunit RFC4 L Replication, recombination, repair
AN2970.1 p-Nitrophenyl phosphatase P Inorganic ion transport, metabolism YDL236W cytoplasm nucleus 
AN2971.1
AN2973.1 SNF2 family DNA-dependent ATPase B Chromatin structure, dynamics
AN2975.1 predicted protein [Neurospora crassa]
AN2976.1 predicted protein [Neurospora crassa]
AN2977.1 Mitochondrial phosphate carrier protein C Energy production, conversion YER053C mitochondrion 
AN2980.1 60S ribosomal protein L35A/L37 J Translation, ribosomal structure, biogenesis YOR234C cytoplasm 
AN2981.1 Glucose-6-phosphate 1-dehydrogenase G Carbohydrate transport, metabolism YNL241C cytoplasm 
AN2983.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN2985.1 Predicted transporter (major facilitator superfamily) R
AN2987.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
Q

AN2988.1 Predicted cation transporter P Inorganic ion transport, metabolism YER163C cytoplasm nucleus 
AN2989.1 FOG: RRM domain R
AN2992.1 Translation initiation factor 2, beta subunit (eIF-2beta) J Translation, ribosomal structure, biogenesis
AN2995.1 Adaptor protein GRB2, contains SH2 and SH3 domains T Signal transduction mechanisms

AN2996.1 Transcription factor MBF1 K Transcription
AN2997.1 Translation initiation factor 3, subunit i (eIF-3i)/TGF-beta 

receptor-interacting protein (TRIP-1)
JT YMR146C

AN2998.1 C1-tetrahydrofolate synthase H Coenzyme transport, metabolism YGR204W cytoplasm nucleus 
AN2999.1 NADP-dependent isocitrate dehydrogenase C Energy production, conversion YDL066W mitochondrion 
AN3000.1
AN3001.1 Mitogen-activated protein kinase kinase (MAP2K) T Signal transduction mechanisms
AN3002.1 hypothetical protein [Neurospora crassa]
AN3004.1 Oxidation resistance protein L Replication, recombination, repair
AN3005.1 Protein involved in vacuole import and degradation U Intracellular trafficking/secretion/transport YNL212W cytoplasm 
AN3009.1
AN3010.1 Uncharacterized conserved protein S YOL093W cytoplasm nucleus 
AN3013.1 hypothetical protein [Neurospora crassa] YIR007W cytoplasm 
AN3014.1 TPR repeat-containing protein A RNA processing, modification YPR189W cytoplasm 
AN3015.1 Uncharacterized conserved protein S
AN3016.1 unnamed protein product [Podospora anserina]
AN3017.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN3018.1 Uncharacterized conserved protein E Amino acid transport, metabolism
AN3019.1 26S proteasome regulatory complex, subunit 

RPN12/PSMD8
O Posttranslational modification/turnover/chaperones YFR052W nucleus 

AN3020.1 Predicted protease O Posttranslational modification/turnover/chaperones

AN3022.1 Beta-tubulin folding cofactor C O Posttranslational modification/turnover/chaperones
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AN3023.1 Uncharacterized protein conserved in bacteria S
AN3024.1 Nucleosome assembly protein NAP-1 BD
AN3026.1 Vesicle coat complex COPI, alpha subunit U Intracellular trafficking/secretion/transport YDL145C Golgi early Golgi 
AN3028.1 SNF2 family DNA-dependent ATPase L Replication, recombination, repair
AN3029.1 Vesicle coat complex AP-1/AP-2/AP-4, beta subunit U Intracellular trafficking/secretion/transport YKL135C late Golgi 
AN3031.1 Pyridoxalphosphate-dependent enzyme/predicted 

threonine synthase
E Amino acid transport, metabolism YCR053W cytoplasm nucleus 

AN3033.1 Eukaryotic-type DNA primase, catalytic (small) subunit L Replication, recombination, repair YIR008C

AN3034.1 MAM33, mitochondrial matrix glycoprotein C Energy production, conversion YIL070C mitochondrion 
AN3035.1 5'-3' exonuclease L Replication, recombination, repair
AN3036.1 predicted protein [Neurospora crassa]
AN3038.1 hypothetical protein [Neurospora crassa]
AN3040.1 Projectin/twitchin and related proteins Z Cytoskeleton
AN3044.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN3046.1 putative endoglucanase precursor [Cochliobolus 

heterostrophus]
AN3051.1 hypothetical protein [Neurospora crassa]
AN3053.1 Beta-glucanase/Beta-glucan synthetase G Carbohydrate transport, metabolism
AN3055.1 Uncharacterized conserved protein S
AN3056.1 Uncharacterized MYND Zn-finger protein R YOL022C cytoplasm 
AN3058.1 Glycine/serine hydroxymethyltransferase E Amino acid transport, metabolism YLR058C cytoplasm nucleus 
AN3059.1 Phosphoglycerate mutase G Carbohydrate transport, metabolism
AN3061.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones YPR173C endosome 

AN3062.1 Myosin class II heavy chain Z Cytoskeleton
AN3063.1 MADS box transcription factor K Transcription
AN3064.1 Uncharacterized conserved protein, AMMECR1 S
AN3065.1 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T Signal transduction mechanisms

AN3067.1 DNA polymerase epsilon, catalytic subunit A L Replication, recombination, repair YNL262W cytoplasm nucleus 
AN3069.1 Ribosome biogenesis protein - Nop56p/Sik1p AJ
AN3070.1 Chaperonin complex component, TCP-1 zeta subunit 

(CCT6)
O Posttranslational modification/turnover/chaperones YDR188W

AN3071.1 Histone acetyltransferase (MYST family) B Chromatin structure, dynamics YMR127C cytoplasm nucleus 
AN3073.1 Asparaginyl-tRNA synthetase (mitochondrial) J Translation, ribosomal structure, biogenesis YCR024C mitochondrion 
AN3075.1 hypothetical protein [Neurospora crassa]
AN3079.1
AN3080.1 Vesicle coat complex COPII, subunit SFB3 U Intracellular trafficking/secretion/transport YHR098C ER to Golgi 
AN3081.1 Amino acid transporters E Amino acid transport, metabolism
AN3082.1 mRNA cleavage and polyadenylation factor II complex, 

subunit CFT2 (CPSF subunit)
A RNA processing, modification

AN3083.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN3084.1 Predicted alpha/beta hydrolase R YOR059C
AN3085.1 Predicted phosphatase R YKR070W mitochondrion 
AN3088.1 Vacuolar H+-ATPase V0 sector, subunits c/c' C Energy production, conversion YEL027W ER 
AN3089.1 predicted protein [Neurospora crassa]
AN3090.1 G-protein alpha subunit (small G protein superfamily) DT
AN3091.1 M13 family peptidase E Amino acid transport, metabolism
AN3092.1 Ras1 guanine nucleotide exchange factor T Signal transduction mechanisms
AN3093.1 Myosin class V heavy chain Z Cytoskeleton
AN3094.1 Rab6 GTPase activator GAPCenA and related TBC 

domain proteins
R
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AN3095.1 Conserved protein Mo25 S YKL189W cytoplasm nucleus 
AN3096.1 Protein arginine N-methyltransferase PRMT1 and 

related enzymes
OKT YBR034C cytoplasm nucleus 

AN3098.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones YBR080C Golgi early Golgi 

AN3100.1 predicted protein [Neurospora crassa]
AN3101.1 Sensory transduction histidine kinase T Signal transduction mechanisms
AN3102.1 Sensory transduction histidine kinase T Signal transduction mechanisms
AN3103.1
AN3107.1 predicted protein [Neurospora crassa]
AN3108.1 ACRIFLAVINE SENSITIVITY CONTROL PROTEIN ACR-

2 [Neurospora crassa]
AN3110.1 3-phosphoinositide-dependent protein kinase (PDK1) T Signal transduction mechanisms
AN3112.1 Protoporphyrinogen oxidase H Coenzyme transport, metabolism
AN3113.1 Glucose-6-phosphate/phosphate and 

phosphoenolpyruvate/phosphate antiporter
GE

AN3114.1 predicted protein [Neurospora crassa]
AN3115.1 Predicted transporter (major facilitator superfamily) R
AN3116.1 Transcription initiation factor TFIIIB, Brf1 subunit K Transcription
AN3117.1 Cation transport ATPase P Inorganic ion transport, metabolism
AN3118.1 Endonuclease MUS81 L Replication, recombination, repair YDR386W
AN3119.1 Nucleoside-diphosphate-sugar epimerases MG
AN3120.1 hypothetical protein [Neurospora crassa]
AN3122.1 hypothetical protein [Neurospora crassa]
AN3123.1 K+-dependent Ca2+/Na+ exchanger NCKX1 and related 

proteins
PT

AN3124.1 Kinesin-like protein Z Cytoskeleton
AN3125.1 predicted protein [Neurospora crassa]
AN3126.1 Signal peptidase I U Intracellular trafficking/secretion/transport
AN3128.1 Choline transporter-like protein I Lipid transport, metabolism
AN3129.1 NAD+ ADP-ribosyltransferase Parp, required for poly-

ADP ribosylation of nuclear proteins
KLO

AN3130.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN3131.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones YDR375C mitochondrion 

AN3132.1 Predicted Zn-dependent hydrolase (beta-lactamase 
superfamily)

R

AN3134.1 Chaperonin complex component, TCP-1 gamma subunit 
(CCT3)

O Posttranslational modification/turnover/chaperones YJL014W

AN3135.1 Uncharacterized conserved protein S
AN3136.1 Ubiquitin-conjugating enzyme O Posttranslational modification/turnover/chaperones

AN3138.1 predicted protein [Neurospora crassa]
AN3140.1
AN3142.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN3143.1 Uncharacterized conserved protein S
AN3144.1 FYVE finger-containing protein R YDR323C endosome 
AN3145.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN3146.1 P-type ATPase P Inorganic ion transport, metabolism YEL031W ER 
AN3147.1 Glycolipid transfer protein G Carbohydrate transport, metabolism
AN3148.1 hypothetical protein. [Schizosaccharomyces pombe] YDR104C
AN3149.1 Mitochondrial inner membrane protease, subunit IMP2 OU
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AN3150.1 Gamma-glutamylcysteine synthetase H Coenzyme transport, metabolism YJL101C cytoplasm 
AN3151.1
AN3152.1 GATA-4/5/6 transcription factors K Transcription
AN3153.1 Hismacro and SEC14 domain-containing proteins BK
AN3154.1 hypothetical protein [Neurospora crassa] YDL056W nucleus 
AN3155.1 Receptor-activated Ca2+-permeable cation channels 

(STRPC family)
PT YOR087W ER cytoplasm 

AN3156.1 Translation initiation factor 2, alpha subunit (eIF-2alpha) J Translation, ribosomal structure, biogenesis YJR007W cytoplasm 

AN3157.1 Sulfate/bicarbonate/oxalate exchanger SAT-1 and 
related transporters (SLC26 family)

P Inorganic ion transport, metabolism YPR003C ER 

AN3163.1 Membrane protease subunits, stomatin/prohibitin 
homologs

O Posttranslational modification/turnover/chaperones

AN3164.1 predicted protein [Neurospora crassa]
AN3165.1
AN3167.1 Ribosome biogenesis protein - Nop58p/Nop5p AJ YOR310C nucleolus 
AN3168.1 Vacuolar H+-ATPase V0 sector, subunit d C Energy production, conversion YLR447C vacuolar membrane 
AN3169.1 Ribose-phosphate pyrophosphokinase FE YOL061W cytoplasm 
AN3171.1 Ras-related small GTPase, Rho type R
AN3172.1 40S ribosomal protein SA (P40)/Laminin receptor 1 J Translation, ribosomal structure, biogenesis YGR214W cytoplasm 
AN3173.1 Mitochondrial/choloroplast ribosomal protein S15 J Translation, ribosomal structure, biogenesis YDR337W mitochondrion 
AN3175.1 acyltransferase family [Arabidopsis thaliana]
AN3176.1 ATP-dependent RNA helicase A RNA processing, modification YFL002C nucleolus nucleus 
AN3177.1 Predicted ER membrane protein S YOR311C ER 
AN3178.1 Component of histone deacetylase complex (breast 

carcinoma metastasis suppressor 1 protein in human)
DK

AN3179.1 RNA polymerase II, large subunit K Transcription
AN3180.1 Putative translation initiation inhibitor, yjgF family J Translation, ribosomal structure, biogenesis
AN3181.1 Tyrosine kinase specific for activated (GTP-bound) 

p21cdc42Hs
T Signal transduction mechanisms

AN3183.1 Heterochromatin-associated protein HP1 and related 
CHROMO domain proteins

B Chromatin structure, dynamics

AN3184.1 Predicted mutarotase G Carbohydrate transport, metabolism
AN3185.1 Actin and related proteins Z Cytoskeleton
AN3186.1 5'-3' exonuclease L Replication, recombination, repair
AN3188.1 Phosphatidylserine decarboxylase I Lipid transport, metabolism
AN3191.1 Esterase/lipase I Lipid transport, metabolism
AN3205.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion
AN3208.1 Ferric reductase, NADH/NADPH oxidase and related 

proteins
PQ

AN3211.1 necrosis and ethylene inducing protein [Bacillus 
halodurans]

AN3217.1 putative transcriptional activator with fungal binuclear 
cluster domain [Schizosaccharomyces pombe]

AN3220.1 Permeases of the major facilitator superfamily GEPR
AN3221.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN3222.1 hypothetical protein [Neurospora crassa] YOR155C
AN3223.1 Pyrophosphate-dependent phosphofructo-1-kinase G Carbohydrate transport, metabolism YGR240C cytoplasm 
AN3224.1 predicted protein [Neurospora crassa]
AN3231.1 Mg2+ and Co2+ transporters P Inorganic ion transport, metabolism
AN3233.1 Predicted transporter (major facilitator superfamily) R
AN3239.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
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AN3258.1 predicted protein [Neurospora crassa]
AN3264.1 Predicted transporter (major facilitator superfamily) R
AN3268.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN3295.1 predicted protein [Neurospora crassa]
AN3299.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones

AN3300.1 ACRIFLAVINE SENSITIVITY CONTROL PROTEIN ACR-
2 [Neurospora crassa]

AN3301.1 Predicted transporter (major facilitator superfamily) R
AN3304.1 Amino acid transporters E Amino acid transport, metabolism
AN3305.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
Q

AN3307.1 Glycogen synthase G Carbohydrate transport, metabolism
AN3308.1 Alpha-amylase G Carbohydrate transport, metabolism
AN3312.1 Reductases with broad range of substrate specificities R

AN3313.1 Ribosomal RNA adenine dimethylase A RNA processing, modification YPL266W
AN3337.1 hypothetical protein [Neurospora crassa]
AN3341.1 Chromate transport protein ChrA P Inorganic ion transport, metabolism
AN3344.1
AN3347.1 Amino acid transporters E Amino acid transport, metabolism
AN3357.1 Predicted transporter (major facilitator superfamily) R
AN3358.1 Endo-beta-mannanase G Carbohydrate transport, metabolism
AN3359.1 Amino acid transporters E Amino acid transport, metabolism
AN3361.1 Bacteriorhodopsin R
AN3362.1 Isoleucyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YPL040C mitochondrion 
AN3363.1 Kinesin-like protein Z Cytoskeleton YBL063W microtubule 
AN3365.1 Mercaptopyruvate sulfurtransferase/thiosulfate 

sulfurtransferase
V Defense mechanisms

AN3366.1 unnamed protein product [Podospora anserina]
AN3367.1 Translin-associated protein X R
AN3368.1 Beta-galactosidase/beta-glucuronidase G Carbohydrate transport, metabolism
AN3370.1 Mannosyltransferase G Carbohydrate transport, metabolism YJR013W ER 
AN3371.1 predicted protein [Neurospora crassa]
AN3372.1 FOG: Low-complexity S
AN3373.1 Predicted DNA damage inducible protein L Replication, recombination, repair
AN3374.1 Chitinase M
AN3375.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones YIR004W ER 

AN3376.1 Squalene synthetase I Lipid transport, metabolism YHR190W ER 
AN3377.1 pepstatin-insensitive acid protease [Talaromyces 

emersonii]
AN3378.1 Homocysteine/selenocysteine methylase (S-

methylmethionine-dependent)
E Amino acid transport, metabolism YLL062C cytoplasm 

AN3379.1
AN3387.1
AN3389.1 Endopolygalacturonase M
AN3390.1 Pectin methylesterase G Carbohydrate transport, metabolism
AN3391.1 FOG: Zn-finger R
AN3392.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN3399.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
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AN3400.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN3405.1 Protein conjugation factor involved in autophagy O Posttranslational modification/turnover/chaperones

AN3408.1 H+/oligopeptide symporter E Amino acid transport, metabolism YKR093W vacuole cell periphery 
AN3410.1
AN3411.1 Translation initiation factor 4F, cap-binding subunit (eIF-

4E) and related cap-binding proteins
J Translation, ribosomal structure, biogenesis YOL139C cytoplasm 

AN3413.1 40S ribosomal protein S2/30S ribosomal protein S5 J Translation, ribosomal structure, biogenesis YGL123W
AN3415.1 ADP-ribosylglycohydrolase O Posttranslational modification/turnover/chaperones

AN3416.1 SNARE protein Syntaxin 1 and related proteins U Intracellular trafficking/secretion/transport YMR183C endosome 
AN3417.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN3418.1 endo-1,4-beta-glucanase [Aspergillus nidulans]
AN3419.1 Serine O-acetyltransferase E Amino acid transport, metabolism YJL218W
AN3421.1 predicted protein [Neurospora crassa]
AN3422.1 Mitogen-activated protein kinase kinase (MAP2K) T Signal transduction mechanisms
AN3423.1 Transcription elongation factor SPT6 A RNA processing, modification YGR116W nucleus 
AN3424.1 Oxysterol-binding protein I Lipid transport, metabolism
AN3425.1 Interferon-related protein PC4 like Z Cytoskeleton
AN3426.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp4 A RNA processing, modification

AN3427.1 Nuclear localization sequence binding protein K Transcription YNL175C nucleolus nucleus 
AN3428.1 Uncharacterized conserved protein, contains ZZ-type Zn-

finger
R

AN3429.1 Amidases related to nicotinamidase Q
AN3430.1 hypothetical protein [Neurospora crassa]
AN3431.1 Quinolinate phosphoribosyl transferase F Nucleotide transport, metabolism YFR047C cytoplasm nucleus 
AN3432.1 Galactose mutarotase and related enzymes G Carbohydrate transport, metabolism YNR071C
AN3433.1 zinc cluster transcription factor Fcr1p [Candida albicans]

AN3434.1 Ras-related GTPase R
AN3437.1 Myosin class II heavy chain Z Cytoskeleton
AN3438.1 Guanine nucleotide exchange factor U Intracellular trafficking/secretion/transport
AN3439.1 Uncharacterized conserved protein S YKR030W
AN3440.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN3443.1 Phospholipase D1 I Lipid transport, metabolism
AN3444.1 Helicase of the DEAD superfamily L Replication, recombination, repair YPL008W cytoplasm nucleus 
AN3445.1 Extracellular protein SEL-1 and related proteins MOT
AN3447.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN3449.1 OTU-like cysteine protease TO YFL044C cytoplasm nucleus 
AN3450.1 Serine/threonine protein kinase of the CDC7 subfamily 

involved in DNA synthesis, repair and recombination
L Replication, recombination, repair YDL017W cytoplasm nucleus 

AN3451.1 Chromosome condensation complex Condensin, subunit 
D2

BD YLR272C nucleolus cytoplasm nucleus 

AN3452.1 Oxysterol-binding protein T Signal transduction mechanisms
AN3453.1 Ubiquitin C-terminal hydrolase O Posttranslational modification/turnover/chaperones

AN3454.1 unnamed protein product [Podospora anserina] YMR129W nuclear periphery 
AN3455.1 Nucleolar RNA-associated protein (NRAP) S YGR090W nucleolus nucleus 
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AN3456.1 Cystathionine beta-lyases/cystathionine gamma-
synthases

E Amino acid transport, metabolism YJR130C cytoplasm nucleus 

AN3458.1 mitochondrial ribosomal protein YmL20 [Saccharomyces 
cerevisiae]

YKR085C mitochondrion 

AN3459.1 Metalloexopeptidases E Amino acid transport, metabolism YFR044C mitochondrion cytoplasm 
AN3460.1 ATP-dependent RNA helicase A RNA processing, modification YLR383W cytoplasm nucleus 
AN3461.1 Mitochondrial tricarboxylate/dicarboxylate carrier 

proteins
C Energy production, conversion YBR291C mitochondrion 

AN3462.1 Mitochondrial polypeptide chain release factor J Translation, ribosomal structure, biogenesis YGL143C mitochondrion 
AN3463.1 dsRNA-activated protein kinase inhibitor P58, contains 

TPR and DnaJ domains
V Defense mechanisms

AN3464.1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase O Posttranslational modification/turnover/chaperones

AN3466.1 Dihydrolipoamide succinyltransferase (2-oxoglutarate 
dehydrogenase, E2 subunit)

C Energy production, conversion YDR148C mitochondrion 

AN3469.1 Histone H2B B Chromatin structure, dynamics YDR224C nucleus 
AN3489.1 Predicted membrane protein R
AN3498.1 Predicted transporter (major facilitator superfamily) R
AN3499.1 Predicted molecular chaperone distantly related to 

HSP70-fold metalloproteases
O Posttranslational modification/turnover/chaperones

AN3502.1
AN3503.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism YLR004C
AN3504.1 Alpha-glucosidases, family 31 of glycosyl hydrolases G Carbohydrate transport, metabolism
AN3508.1 hypothetical protein [Neurospora crassa]
AN3511.1 Predicted Zn-dependent hydrolases of the beta-

lactamase fold
R

AN3515.1 Predicted transporter (major facilitator superfamily) R YBR298C
AN3516.1 Alpha-amylase G Carbohydrate transport, metabolism
AN3522.1 Globins and related hemoproteins C Energy production, conversion YGR234W cytoplasm 
AN3527.1
AN3533.1 predicted protein [Neurospora crassa]
AN3535.1 predicted protein [Neurospora crassa]
AN3536.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN3537.1 O-methyltransferase Q
AN3539.1
AN3546.1
AN3565.1 Zn-dependent hydrolases, including glyoxylases R
AN3569.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN3576.1 Uncharacterized membrane protein NPD008/CGI-148 R YDR084C late Golgi early Golgi 
AN3577.1 Citrate lyase beta subunit G Carbohydrate transport, metabolism
AN3578.1 Predicted MutS-related protein involved in mismatch 

repair
L Replication, recombination, repair

AN3579.1 Predicted membrane protein S
AN3580.1 Amine oxidase Q
AN3581.1 Thioredoxin reductase O Posttranslational modification/turnover/chaperones YHR106W mitochondrion 

AN3582.1 hypothetical protein [Neurospora crassa]
AN3583.1 Subtilisin-like proprotein convertase O Posttranslational modification/turnover/chaperones YNL238W early Golgi 
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AN3584.1 Membrane coat complex Retromer, subunit 
VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport YJL036W endosome 

AN3586.1 Monooxygenase involved in coenzyme Q (ubiquinone) 
biosynthesis

HC YGR255C mitochondrion 

AN3587.1 Ubiquitin-specific protease O Posttranslational modification/turnover/chaperones

AN3588.1 Protein involved in dolichol pathway for N-glycosylation 
(mannosyltransferase family)

MU YNR030W ER 

AN3589.1 Putative dynamitin Z Cytoskeleton
AN3590.1 predicted protein [Neurospora crassa]
AN3591.1 Methylmalonate semialdehyde dehydrogenase EG
AN3592.1 Calnexin O Posttranslational modification/turnover/chaperones YAL058W ER 

AN3593.1 Class II aldolase/adducin N-terminal domain protein G Carbohydrate transport, metabolism YJR024C cytoplasm 
AN3594.1 Membrane coat complex Retromer, subunit 

VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport

AN3595.1 hypothetical protein [Neurospora crassa]
AN3596.1 hypothetical protein ( (AL513463) conserved 

hypothetical protein [Neurospora crassa] )
AN3597.1 Myosin class II heavy chain Z Cytoskeleton
AN3600.1 hypothetical protein [Neurospora crassa]
AN3602.1 Glucose-repressible alcohol dehydrogenase 

transcriptional effector CCR4 and related proteins
K Transcription YAL021C cytoplasm 

AN3603.1
AN3604.1 Predicted DNA repair exonuclease SIA1 R
AN3605.1 NADH-cytochrome b-5 reductase HC
AN3606.1 predicted protein [Neurospora crassa]
AN3607.1 GATA-4/5/6 transcription factors K Transcription
AN3612.1 Polyketide synthase modules and related proteins Q
AN3613.1 Endo-1,4-beta-xylanase 1 precursor (Xylanase 1) (1,4-

beta-D-xylan xylanohydrolase 1)
AN3619.1 DNA repair protein RAD50, ABC-type ATPase/SMC 

superfamily
L Replication, recombination, repair YNL250W cytoplasm nucleus 

AN3620.1 Checkpoint 9-1-1 complex, RAD1 component DL
AN3621.1 Histone acetyltransferase SAGA/ADA, catalytic subunit 

PCAF/GCN5 and related proteins
BK YGR252W nucleus 

AN3622.1 hypothetical protein [Neurospora crassa] YOR301W
AN3623.1 COP9 signalosome, subunit CSN7 OT
AN3624.1 Cation transport ATPase P Inorganic ion transport, metabolism YDR270W
AN3625.1 predicted protein [Neurospora crassa]
AN3626.1 Phosphoribosylamidoimidazole-succinocarboxamide 

synthase
F Nucleotide transport, metabolism YOR128C cytoplasm 

AN3627.1 hypothetical protein [Neurospora crassa]
AN3628.1 N-terminal acetyltransferase B Chromatin structure, dynamics YDL040C cytoplasm 
AN3629.1 Formamidopyrimidine-DNA glycosylase L Replication, recombination, repair
AN3632.1 Nuclear architecture related protein Y Nuclear structure YNL240C
AN3634.1 Anthranilate phosphoribosyltransferase E Amino acid transport, metabolism YDR354W cytoplasm nucleus 
AN3635.1 predicted protein [Neurospora crassa]
AN3636.1 hypothetical protein [Neurospora crassa]
AN3642.1 Membrane coat complex Retromer, subunit VPS26 U Intracellular trafficking/secretion/transport YJL053W endosome 
AN3643.1 Uncharacterized conserved protein S YNL297C early Golgi 
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AN3644.1 Ubiquitin-conjugating enzyme E2 O Posttranslational modification/turnover/chaperones YGL087C cytoplasm nucleus 

AN3646.1 Uncharacterized conserved protein, contains RWD 
domain

S YDR152W cytoplasm 

AN3648.1 Cyclin B and related kinase-activating proteins D Cell cycle/division, chrom. partitioning YPR119W nucleus 
AN3649.1 Mitochondrial/chloroplast ribosomal protein L2 J Translation, ribosomal structure, biogenesis YEL050C cytoplasm nucleus 
AN3650.1 hypothetical protein [Neurospora crassa]
AN3651.1 WD40 repeat protein S
AN3653.1 DNA replication helicase L Replication, recombination, repair YHR164C nucleus 
AN3655.1 predicted protein [Neurospora crassa]
AN3656.1 Carbon-nitrogen hydrolase E Amino acid transport, metabolism YJL126W
AN3657.1 Exosomal 3'-5' exoribonuclease complex, subunit 

Rrp44/Dis3
J Translation, ribosomal structure, biogenesis YOL021C nucleolus cytoplasm nucleus 

AN3658.1 Monocarboxylate transporter G Carbohydrate transport, metabolism YKL221W
AN3659.1 Adaptor protein Enigma and related PDZ-LIM proteins TZ

AN3660.1 Methyltransferase-like protein R
AN3661.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN3662.1 Alkaline ceramidase I Lipid transport, metabolism
AN3663.1 Predicted mitochondrial carrier protein C Energy production, conversion YDL119C mitochondrion 
AN3664.1 C-type lectin TV
AN3665.1 Sulfate/bicarbonate/oxalate exchanger SAT-1 and 

related transporters (SLC26 family)
P Inorganic ion transport, metabolism YGR125W vacuole 

AN3666.1 Predicted alpha-helical protein, potentially involved in 
replication/repair

L Replication, recombination, repair YDR013W

AN3667.1 HMG-box transcription factor K Transcription
AN3668.1 Chromatin remodeling protein, contains PHD Zn-finger B Chromatin structure, dynamics

AN3669.1 Protein involved in cell differentiation/sexual 
development

R YNL288W cytoplasm 

AN3671.1 predicted protein [Neurospora crassa]
AN3673.1 Molecular chaperone Prefoldin, subunit 1 O Posttranslational modification/turnover/chaperones

AN3677.1 Asparagine synthase E Amino acid transport, metabolism YML096W cytoplasm 
AN3678.1 Vacuolar assembly/sorting protein VPS9 U Intracellular trafficking/secretion/transport
AN3679.1 Reductases with broad range of substrate specificities R

AN3681.1 Uncharacterized membrane protein S YLR220W vacuole 
AN3682.1 hypothetical protein [Neurospora crassa]
AN3683.1 hypothetical protein [Neurospora crassa]
AN3685.1 Ngg1-interacting factor 3 protein NIF3L1 R
AN3687.1 Alkyl hydroperoxide reductase/peroxiredoxin O Posttranslational modification/turnover/chaperones

AN3688.1 Heat shock transcription factor K Transcription
AN3689.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones YKR017C

AN3690.1 Mitochondrial carrier protein MRS3/4 C Energy production, conversion YJL133W mitochondrion 
AN3691.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones

AN3692.1 Predicted membrane protein S YOL107W Golgi early Golgi 
AN3693.1 Beta-transducin family (WD-40 repeat) protein B Chromatin structure, dynamics
AN3695.1 Isochorismate synthase E Amino acid transport, metabolism YER090W cytoplasm 
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AN3696.1 Equilibrative nucleoside transporter protein F Nucleotide transport, metabolism
AN3702.1 Leucyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YPL160W cytoplasm 
AN3705.1 Uncharacterized conserved protein S
AN3706.1 40s ribosomal protein s10 J Translation, ribosomal structure, biogenesis
AN3707.1 Acetylornithine deacetylase/Succinyl-diaminopimelate 

desuccinylase and related deacylases
E Amino acid transport, metabolism

AN3708.1 Zinc-binding protein of the histidine triad (HIT) family T Signal transduction mechanisms YDL125C cytoplasm nucleus 
AN3711.1 Ubiquitin-specific protease O Posttranslational modification/turnover/chaperones YMR223W nucleus 

AN3712.1 Predicted hydrolase related to dienelactone hydrolase R YAL049C cytoplasm 

AN3714.1 hypothetical protein [Neurospora crassa]
AN3715.1 Glycosylphosphatidylinositol anchor attachment protein 

GAA1
O Posttranslational modification/turnover/chaperones

AN3716.1 26S proteasome regulatory complex, subunit 
RPN9/PSMD13

O Posttranslational modification/turnover/chaperones YDR427W nucleus 

AN3717.1 Methyltransferases H Coenzyme transport, metabolism
AN3719.1 Mitogen-activated protein kinase T Signal transduction mechanisms YBL016W cytoplasm nucleus 
AN3720.1 Vesicle coat complex COPII, subunit SEC24/subunit 

SFB2
U Intracellular trafficking/secretion/transport YIL109C ER to Golgi 

AN3721.1 Kinesin-like protein Z Cytoskeleton
AN3723.1 Uncharacterized conserved protein S
AN3724.1 unnamed protein product [Podospora anserina]
AN3725.1 chaperone/heat shock protein [Emericella nidulans] YFL014W cytoplasm nucleus 
AN3726.1 RAN guanine nucleotide release factor T Signal transduction mechanisms
AN3727.1 Exo-beta-1,3-glucanase G Carbohydrate transport, metabolism YGR279C vacuole 
AN3729.1 1,3-beta-glucan synthase/callose synthase catalytic 

subunit
M YGR032W

AN3730.1 beta (1-3) glucanosyltransferase Gel3p [Aspergillus 
fumigatus]

YMR307W mitochondrion ER nuclear periphery 

AN3731.1 SPRT-like metalloprotease S
AN3732.1 Coeffector of mDia Rho GTPase, regulates actin 

polymerization and cell adhesion turnover
TZ

AN3733.1 Mannosyl-oligosaccharide alpha-1,2-mannosidase and 
related glycosyl hydrolases

G Carbohydrate transport, metabolism YLR057W

AN3734.1 Integral membrane protein R
AN3735.1 GTPase-activating protein R YKL092C cell periphery bud neck cytoplasm 
AN3736.1
AN3737.1 WD40 protein S YDL156W cytoplasm nucleus 
AN3738.1 Uncharacterized conserved protein S YLR201C mitochondrion 
AN3741.1 Alcohol dehydrogenase, class V Q
AN3742.1
AN3743.1 RNA polymerase II, large subunit K Transcription
AN3744.1 Mitochondrial ribosome small subunit component, 

mediator of apoptosis DAP3
J Translation, ribosomal structure, biogenesis YGL129C mitochondrion 

AN3745.1 Regulator of ribosome synthesis J Translation, ribosomal structure, biogenesis YOR294W
AN3746.1 Rac GTPase-activating protein BCR/ABR T Signal transduction mechanisms
AN3747.1 Protein geranylgeranyltransferase type II, beta subunit O Posttranslational modification/turnover/chaperones YPR176C

AN3748.1 ATP phosphoribosyltransferase E Amino acid transport, metabolism YER055C
AN3749.1 Mismatch repair MSH3 L Replication, recombination, repair YCR092C cytoplasm nucleus 
AN3750.1 predicted protein [Neurospora crassa]
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AN3751.1 hypothetical protein [Neurospora crassa]
AN3752.1 Uncharacterized conserved protein, contains TBC 

domain
TR

AN3753.1 Telomerase catalytic subunit/reverse transcriptase 
TERT

LB

AN3754.1 Invasion-inducing protein TIAM1/CDC24 and related 
RhoGEF GTPases

T Signal transduction mechanisms

AN3755.1 Cyclin R
AN3756.1 20S proteasome, regulatory subunit beta type 

PSMB6/PSMB9/PRE3
O Posttranslational modification/turnover/chaperones YJL001W nucleus 

AN3757.1 Predicted alpha/beta hydrolase BEM46 R YNL320W
AN3758.1 Mitochondrial F1-ATPase assembly protein O Posttranslational modification/turnover/chaperones YNL315C mitochondrion 

AN3759.1 Mitochondrial sulfhydryl oxidase involved in the 
biogenesis of cytosolic Fe/S proteins

O Posttranslational modification/turnover/chaperones

AN3760.1 Cell growth-regulating nucleolar protein D Cell cycle/division, chrom. partitioning
AN3763.1 Predicted transporter (major facilitator superfamily) R
AN3765.1
AN3766.1 Methyl-CpG binding transcription regulators KB
AN3767.1 Gamma-glutamyltransferase E Amino acid transport, metabolism
AN3769.1 predicted protein [Neurospora crassa]
AN3771.1 Predicted coiled-coil protein R
AN3772.1 Sideroflexin R
AN3776.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN3777.1 beta-1,6-glucanase [Verticillium fungicola]
AN3778.1 Molybdopterin biosynthesis protein H Coenzyme transport, metabolism
AN3779.1 Exopolyphosphatases and related proteins C Energy production, conversion YHR201C cytoplasm nucleus 
AN3781.1 Na+/Pi symporter P Inorganic ion transport, metabolism
AN3784.1 DNA excision repair protein XPA/XPAC/RAD14 L Replication, recombination, repair YMR201C cytoplasm nucleus 
AN3785.1 Chromatin assembly complex 1 subunit B/CAC2 

(contains WD40 repeats)
BL

AN3787.1 Peptide:N-glycanase O Posttranslational modification/turnover/chaperones YPL096W cytoplasm 

AN3789.1 Predicted dioxygenase R YJR008W cytoplasm nucleus 
AN3790.1 mutanase [Penicillium purpurogenum]
AN3791.1
AN3793.1 Serine/threonine specific protein phosphatase PP1, 

catalytic subunit
TR

AN3794.1 WD40 repeat protein R
AN3795.1 Cyclin B and related kinase-activating proteins D Cell cycle/division, chrom. partitioning
AN3797.1 3'-5' DNA helicase L Replication, recombination, repair YOL095C
AN3798.1 Flavohemoprotein b5+b5R C Energy production, conversion
AN3799.1 Fe2+/Zn2+ regulated transporter P Inorganic ion transport, metabolism
AN3802.1 predicted protein [Neurospora crassa]
AN3803.1 Translocase of outer mitochondrial membrane complex, 

subunit TOM37/Metaxin 1
U Intracellular trafficking/secretion/transport

AN3805.1 PEP phosphonomutase and related enzymes G Carbohydrate transport, metabolism
AN3809.1 Amidases related to nicotinamidase Q
AN3810.1 Protein involved in transcription start site selection K Transcription YNL222W
AN3811.1 Transcription-coupled repair protein CSB/RAD26 

(contains SNF2 family DNA-dependent ATPase domain)
KL
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AN3812.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp41 
and related exoribonucleases

J Translation, ribosomal structure, biogenesis YGR195W nucleolus nucleus 

AN3813.1 Copper transporter P Inorganic ion transport, metabolism
AN3814.1 Cyclophilin type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN3815.1 Dystonin, GAS (Growth-arrest-specific protein), and 
related proteins

Z Cytoskeleton

AN3817.1 3-hydroxy-3-methylglutaryl-CoA (HMG-CoA) reductase I Lipid transport, metabolism YML075C nuclear periphery 

AN3818.1 predicted protein [Neurospora crassa]
AN3819.1 hypothetical protein [Neurospora crassa]
AN3821.1 Equilibrative nucleoside transporter protein F Nucleotide transport, metabolism
AN3824.1 Phenylalanyl-tRNA synthetase, beta subunit J Translation, ribosomal structure, biogenesis YFL022C
AN3826.1 Major facilitator superfamily permease - Cdc91p R YLR459W
AN3827.1 Protein required for normal rRNA processing A RNA processing, modification YGR103W nucleolus nucleus 
AN3828.1
AN3829.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion YBR006W cytoplasm 
AN3830.1 Threonine/serine dehydratases E Amino acid transport, metabolism YER086W mitochondrion 
AN3831.1 Uncharacterized protein, induced by hypoxia R
AN3832.1 Mitochondrial elongation factor J Translation, ribosomal structure, biogenesis YLR069C mitochondrion 
AN3833.1 Predicted alpha/beta hydrolase R
AN3835.1 amyR [Emericella nidulans]
AN3837.1 Beta-fructofuranosidase (invertase) G Carbohydrate transport, metabolism
AN3838.1 unnamed protein product [Podospora anserina] YOR118W cytoplasm 
AN3839.1 N-myristoyl transferase I Lipid transport, metabolism YLR195C cytoplasm 
AN3840.1 Folylpolyglutamate synthase H Coenzyme transport, metabolism YOR241W cytoplasm 
AN3841.1 Putative phosphoinositide phosphatase I Lipid transport, metabolism YKL212W vacuole ER 
AN3842.1 GTPase Rab5/YPT51 and related small G protein 

superfamily GTPases
U Intracellular trafficking/secretion/transport

AN3843.1 Mitochondrial inner membrane protein (mitofilin) M YKR016W mitochondrion 
AN3844.1 predicted protein [Neurospora crassa]
AN3846.1 Ornithine decarboxylase E Amino acid transport, metabolism YKL184W cytoplasm 
AN3847.1 Cobalamin synthesis protein H Coenzyme transport, metabolism
AN3849.1 2-hydroxychromene-2-carboxylate isomerase Q
AN3851.1 Putative N2,N2-dimethylguanosine tRNA 

methyltransferase
A RNA processing, modification

AN3852.1 predicted protein [Neurospora crassa]
AN3853.1 Metalloendoprotease HMP1 (insulinase superfamily) RO YDR430C mitochondrion 
AN3855.1 Dioxygenases related to 2-nitropropane dioxygenase R
AN3861.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN3862.1 NADH-cytochrome b-5 reductase HC
AN3865.1 Methionyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YGR171C mitochondrion 
AN3866.1 Threonine/serine dehydratases E Amino acid transport, metabolism
AN3867.1 Protein farnesyltransferase, alpha subunit/protein 

geranylgeranyltransferase type I, alpha subunit
O Posttranslational modification/turnover/chaperones YKL019W vacuole 

AN3868.1 predicted protein [Neurospora crassa]
AN3869.1 Mevalonate kinase MVK/ERG12 I Lipid transport, metabolism
AN3873.1 Zinc-binding oxidoreductase CR
AN3874.1 hypothetical protein [Neurospora crassa]
AN3877.1 hypothetical protein F9K20.18 [imported] - Arabidopsis 

thaliana
AN3883.1 putative glucanase precursor [Schizosaccharomyces 

pombe]
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AN3888.1 Predicted transporter (major facilitator superfamily) R YBR293W
AN3889.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN3890.1 Nucleotide excision repair complex XPC-HR23B, subunit 
XPC/DPB11

L Replication, recombination, repair YER162C cytoplasm nucleus 

AN3894.1 Aconitase/homoaconitase (aconitase superfamily) CE YJL200C mitochondrion 
AN3895.1 Predicted acyl-CoA transferases/carnitine dehydratase C Energy production, conversion

AN3898.1 predicted protein [Neurospora crassa]
AN3900.1 predicted protein [Neurospora crassa]
AN3903.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN3904.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN3905.1 Phosphotyrosyl phosphatase activator DT YIL153W cytoplasm nucleus 
AN3907.1 Transcription initiation factor TFIID, subunit TAF1 K Transcription YGR274C nucleus 
AN3908.1 FKBP-type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN3909.1 Translesion DNA polymerase - REV1 deoxycytidyl 
transferase

L Replication, recombination, repair

AN3910.1 Origin recognition complex, subunit 1, and related 
proteins

L Replication, recombination, repair

AN3912.1 Non-ribosomal peptide synthetase/alpha-aminoadipate 
reductase and related enzymes

Q

AN3913.1 Serine/threonine phosphatase 2C containing leucine-rich 
repeats, similar to SCN circadian oscillatory protein 
(SCOP)

T Signal transduction mechanisms YJL005W

AN3914.1 Beta-glucanase/Beta-glucan synthetase G Carbohydrate transport, metabolism
AN3915.1 Aquaporin (major intrinsic protein family) G Carbohydrate transport, metabolism
AN3916.1 Ribulose kinase and related carbohydrate kinases G Carbohydrate transport, metabolism YHL032C mitochondrion 
AN3918.1 Transferrin receptor and related proteins containing the 

protease-associated (PA) domain
OPR YBR286W

AN3919.1 Nuclear polyadenylated RNA binding protein A RNA processing, modification
AN3920.1 Protoporphyrinogen oxidase H Coenzyme transport, metabolism YER014W mitochondrion 
AN3921.1 Uncharacterized conserved protein S
AN3923.1 N-end rule pathway, recognition component UBR1 O Posttranslational modification/turnover/chaperones

AN3924.1 Transcription regulator XNP/ATRX, DEAD-box 
superfamily

K Transcription

AN3925.1 hypothetical protein ( hypothetical protein B24P11.210 
[imported] - Neurospora crassa )

AN3926.1 WD40 repeat-containing protein R
AN3927.1 Sphingomyelinase family protein T Signal transduction mechanisms YER019W
AN3928.1 Protein involved in thiamine biosynthesis and DNA 

damage tolerance
R YGR144W

AN3929.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN3930.1 predicted protein [Neurospora crassa]
AN3932.1 20S proteasome, regulatory subunit beta type 

PSMB5/PSMB8/PRE2
O Posttranslational modification/turnover/chaperones YPR103W cytoplasm nucleus 

AN3933.1 RNA polymerase I, second largest subunit K Transcription YPR010C nucleolus 
AN3937.1 Uncharacterized conserved protein S YGR093W nucleus 
AN3938.1 DRIM (Down-regulated in metastasis)-like proteins V Defense mechanisms YBL004W nucleolus cytoplasm 
AN3939.1 Cullins D Cell cycle/division, chrom. partitioning YGR003W cytoplasm nucleus 
AN3940.1 Predicted alpha-helical protein, potentially involved in 

replication/repair
L Replication, recombination, repair YDR489W
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AN3941.1 M-phase inducer phosphatase D Cell cycle/division, chrom. partitioning
AN3944.1 Predicted regulator of rRNA gene transcription (MYB-

binding protein)
K Transcription YEL055C nucleolus nucleus 

AN3945.1 predicted protein [Neurospora crassa]
AN3946.1 Mitotic checkpoint serine/threonine protein kinase D Cell cycle/division, chrom. partitioning YGR188C spindle pole microtubule nucleus 
AN3948.1 Predicted integral membrane protein S YML038C early Golgi 
AN3951.1
AN3952.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q

AN3953.1 RNA-binding proteins R
AN3954.1 6-phosphogluconate dehydrogenase G Carbohydrate transport, metabolism YHR183W cytoplasm 
AN3955.1 Uncharacterized conserved protein S YHR121W cytoplasm nucleus 
AN3957.1 Amidases JIT
AN3958.1 DNA alkylation damage repair protein A RNA processing, modification
AN3963.1 Thioredoxin reductase O Posttranslational modification/turnover/chaperones

AN3970.1 Kinesin (KAR3 subfamily) Z Cytoskeleton
AN3971.1 Aldo/keto reductase family proteins R
AN3972.1 Oxoprolinase E Amino acid transport, metabolism YKL215C cytoplasm 
AN3973.1 Alkyl hydroperoxide reductase, thiol specific antioxidant 

and related enzymes
O Posttranslational modification/turnover/chaperones YBL064C mitochondrion 

AN3987.1 hypothetical protein [Streptomyces avermitilis MA-4680]

AN3991.1 unsaturated glucuronylhydrolase [Bacteroides 
thetaiotaomicron VPI-5482]

AN3999.1 E3 ubiquitin protein ligase O Posttranslational modification/turnover/chaperones

AN4002.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 
FAD-dependent oxidoreductases

HC

AN4003.1 Isocitrate/isopropylmalate dehydrogenase CE
AN4007.1 Succinyl-CoA:alpha-ketoacid-CoA transferase C Energy production, conversion
AN4014.1 Vacuolar sorting protein VPS52/suppressor of actin 

Sac2
UZ

AN4015.1 Translation initiation factor 5A (eIF-5A) J Translation, ribosomal structure, biogenesis YEL034W
AN4016.1 Ubiquitin/60s ribosomal protein L40 fusion J Translation, ribosomal structure, biogenesis YKR094C cytoplasm 
AN4017.1 Uncharacterized conserved protein S YGL161C cytoplasm 
AN4018.1 Transferrin receptor and related proteins containing the 

protease-associated (PA) domain
OPR YJR126C

AN4019.1 Permease of the major facilitator superfamily R
AN4021.1 Zn finger protein R
AN4022.1 SWI/SNF-related matrix-associated actin-dependent 

regulator of chromatin
B Chromatin structure, dynamics

AN4023.1 Uncharacterized conserved protein S
AN4024.1 hypothetical protein [Neurospora crassa]
AN4025.1 Predicted acid phosphatase R
AN4026.1
AN4028.1 Uncharacterized conserved protein S
AN4030.1 hypothetical protein [Neurospora crassa]
AN4032.1 mRNA splicing factor ATP-dependent RNA helicase A RNA processing, modification YKR086W cytoplasm nucleus 
AN4034.1 CCAAT-binding factor, subunit A (HAP3) K Transcription
AN4035.1 ACETAMIDASE REGULATORY PROTEIN
AN4036.1 Predicted GTPase activator protein T Signal transduction mechanisms
AN4038.1 Translation initiation factor 5B (eIF-5B) J Translation, ribosomal structure, biogenesis
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AN4040.1 Tannase precursor
AN4041.1
AN4042.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI YMR015C ER 
AN4043.1 Signal recognition particle, subunit Srp68 U Intracellular trafficking/secretion/transport YPL243W cytoplasm 
AN4044.1 DNA replication licensing factor, MCM3 component L Replication, recombination, repair
AN4046.1 Predicted hydrolase/acyltransferase (alpha/beta 

hydrolase superfamily)
R YGR110W

AN4048.1 TatD-related DNase L Replication, recombination, repair YMR262W
AN4050.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion
AN4051.1 predicted protein [Neurospora crassa]
AN4052.1 Endoglucanase G Carbohydrate transport, metabolism YLR300W vacuole 
AN4053.1 Nuclear transport receptor KAP120 (importin beta 

superfamily)
YU YPL125W cytoplasm nucleus 

AN4055.1 acid phosphatase PHOa [Aspergillus fumigatus]
AN4056.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN4057.1 mRNA capping enzyme, guanylyltransferase (alpha) 
subunit

A RNA processing, modification

AN4058.1 Dihydroxy-acid dehydratase E Amino acid transport, metabolism
AN4060.1 40S ribosomal protein S19 J Translation, ribosomal structure, biogenesis YNL302C cytoplasm 
AN4062.1 predicted protein [Neurospora crassa]
AN4064.1 Mitochondrial ADP/ATP carrier proteins C Energy production, conversion YBL030C
AN4065.1 KRR1-interacting protein involved in 40S ribosome 

biogenesis
J Translation, ribosomal structure, biogenesis

AN4066.1 Putative GTPase activating proteins (GAPs) T Signal transduction mechanisms
AN4068.1 UDP-galactose transporter related protein G Carbohydrate transport, metabolism YPL244C
AN4070.1 Uncharacterized conserved protein S
AN4071.1 Predicted steroid reductase I Lipid transport, metabolism
AN4072.1 FOG: Ankyrin repeat R
AN4073.1 40S ribosomal protein S12 J Translation, ribosomal structure, biogenesis YOR369C
AN4074.1 Vacuolar import and degradation protein U Intracellular trafficking/secretion/transport
AN4076.1 predicted protein [Neurospora crassa]
AN4077.1 predicted protein [Neurospora crassa]
AN4080.1 GTP-binding protein DRG1 (ODN superfamily) T Signal transduction mechanisms YAL036C cytoplasm 
AN4082.1 Glycosyl transferase, family 8 - glycogenin G Carbohydrate transport, metabolism
AN4085.1 Protein phosphatase 2A regulatory subunit A and related 

proteins
T Signal transduction mechanisms YAL016W cytoplasm nucleus 

AN4086.1 Phenylalanyl-tRNA synthetase beta subunit J Translation, ribosomal structure, biogenesis YLR060W cytoplasm 
AN4087.1 40S ribosomal protein S3 J Translation, ribosomal structure, biogenesis YNL178W
AN4088.1 predicted protein [Neurospora crassa]
AN4089.1 Translation initiation factor 5B (eIF-5B) J Translation, ribosomal structure, biogenesis
AN4090.1 Uncharacterized conserved protein S
AN4093.1 tRNA-specific adenosine deaminase 1 A RNA processing, modification
AN4094.1 Sterol reductase/lamin B receptor IT YNL280C ER 
AN4095.1 Cation-independent mannose-6-phosphate receptor CI-

MPR
TU

AN4096.1 hypothetical protein [Neurospora crassa]
AN4098.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN4099.1 predicted protein [Neurospora crassa]
AN4102.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN4104.1
AN4105.1 Erythromycin esterase homolog R
AN4109.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
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AN4111.1 Probable taurine catabolism dioxygenase Q
AN4112.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN4120.1 Dioxygenases related to 2-nitropropane dioxygenase R
AN4124.1 Amino acid transporters E Amino acid transport, metabolism
AN4148.1 Predicted transporter (major facilitator superfamily) R
AN4150.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN4159.1 Glutamine synthetase E Amino acid transport, metabolism YPR035W cytoplasm 
AN4160.1 predicted protein [Neurospora crassa]
AN4161.1 Uncharacterized conserved protein S YMR114C cytoplasm nucleus 
AN4162.1 predicted protein [Neurospora crassa]
AN4163.1 G protein beta subunit-like protein T Signal transduction mechanisms YMR116C
AN4166.1 WD40 protein DMR-N9 R
AN4167.1 Predicted Ras related/Rac-GTP binding protein V Defense mechanisms YAL048C
AN4168.1 Uncharacterized conserved protein S YHR016C
AN4169.1 hypothetical protein [Neurospora crassa]
AN4170.1 Thioredoxin binding protein TBP-2/VDUP1 R YFR022W
AN4171.1 hypothetical protein [Neurospora crassa] YNL047C
AN4172.1 gp7 [Roseophage SIO1]
AN4174.1 Glyoxalase G Carbohydrate transport, metabolism YML004C cytoplasm nucleus 
AN4175.1 NITROGEN ASSIMILATION TRANSCRIPTION 

FACTOR NIT-4 [Neurospora crassa]
AN4177.1 hypothetical protein [Neurospora crassa]
AN4178.1 Predicted metal-binding protein R YER156C cytoplasm nucleus 
AN4179.1 Acetyl-CoA acetyltransferase I Lipid transport, metabolism
AN4180.1 Predicted transporter (major facilitator superfamily) R
AN4182.1 Protein kinase PCTAIRE and related kinases R YBR160W cytoplasm nucleus 
AN4183.1 Cytosolic Ca2+-dependent cysteine protease (calpain), 

large subunit (EF-Hand protein superfamily)
OT

AN4184.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

Q

AN4186.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN4187.1 SNF2 family DNA-dependent ATPase domain-containing 
protein

K Transcription YPL082C nucleus 

AN4188.1 hypothetical protein ( hypothetical protein 15E6.130 
[imported] - Neurospora crassa emb|CAB88644.1| 
(AL353822) conserved hypothetical protein [Neurospora 
crassa]  )

AN4189.1 Mitogen-activated protein kinase kinase (MAP2K) T Signal transduction mechanisms YOR231W
AN4192.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN4194.1 ARK protein kinase family T Signal transduction mechanisms
AN4199.1
AN4200.1 Leucine rich repeat proteins, some proteins contain F-

box
R

AN4201.1 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases 
II

IQ

AN4202.1 60S ribosomal protein L13a J Translation, ribosomal structure, biogenesis YIL133C cytoplasm 
AN4204.1 Phosphoesterases R
AN4206.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN4207.1 Vesicle coat complex AP-1, gamma subunit U Intracellular trafficking/secretion/transport YPR029C
AN4208.1 Sterol O-acyltransferase/Diacylglycerol O-

acyltransferase
I Lipid transport, metabolism YNR019W ER 
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AN4209.1 Predicted integral membrane protein R
AN4210.1 Signaling protein SWIFT and related BRCT domain 

proteins
KTDL

AN4211.1 Integral membrane protein R
AN4214.1 Alternative splicing factor SRp55/B52/SRp75 (RRM 

superfamily)
A RNA processing, modification

AN4215.1 Glutaredoxin and related proteins O Posttranslational modification/turnover/chaperones YDR513W nucleus 

AN4216.1 conserved hypothetical protein [Neurospora crassa]
AN4217.1 Threonine/serine dehydratases E Amino acid transport, metabolism YCL064C mitochondrion 
AN4218.1 Translation elongation factor EF-1 alpha/Tu J Translation, ribosomal structure, biogenesis YPR080W cytoplasm 
AN4219.1 RNA polymerase III subunit C11 K Transcription YDR045C
AN4220.1 hypothetical protein [Neurospora crassa] YGL242C
AN4221.1 Uncharacterized conserved protein (tumor-rejection 

antigen MAGE in humans)
S

AN4222.1 60S ribosomal protein L27 J Translation, ribosomal structure, biogenesis YHR010W nucleolus cytoplasm 
AN4223.1 Cytoskeleton-associated protein and related proteins ZR
AN4224.1 Uncharacterized conserved protein, contains TBC 

domain
TR YJR116W

AN4225.1 26S proteasome regulatory complex, subunit 
RPN6/PSMD11

O Posttranslational modification/turnover/chaperones

AN4226.1 Sof1-like rRNA processing protein (contains WD40 
repeats)

A RNA processing, modification YLL011W nucleolus 

AN4227.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR YDL114W

AN4228.1 Cytosine deaminase and related metal-dependent 
hydrolases

FR

AN4230.1 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 
racemase

I Lipid transport, metabolism

AN4231.1 Riboflavin synthase alpha chain H Coenzyme transport, metabolism YBR256C
AN4232.1 RNA-binding protein required for 60S ribosomal subunit 

biogenesis
J Translation, ribosomal structure, biogenesis YHR066W nucleolus nucleus 

AN4233.1 ATP-dependent RNA helicase A RNA processing, modification YHR065C
AN4234.1 Phosphoglucomutase/phosphomannomutase G Carbohydrate transport, metabolism YEL058W cytoplasm nucleus 
AN4236.1 26S proteasome regulatory complex, ATPase RPT5 O Posttranslational modification/turnover/chaperones YOR117W nucleus 

AN4237.1 predicted protein [Neurospora crassa]
AN4238.1 Ribosomal protein S6 kinase and related proteins RT
AN4239.1 hypothetical protein [Neurospora crassa]
AN4240.1 Protein involved in glucose derepression and pre-

vacuolar endosome protein sorting
U Intracellular trafficking/secretion/transport YLR025W endosome 

AN4241.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN4244.1 Spliceosome-associated coiled-coil protein S
AN4245.1 Ceramidases T Signal transduction mechanisms
AN4247.1 predicted protein [Neurospora crassa]
AN4248.1 predicted protein [Neurospora crassa]
AN4250.1 Mitochondrial carnitine-acylcarnitine carrier protein C Energy production, conversion YPR058W
AN4251.1 Mitochondrial/chloroplast ribosomal protein S2 J Translation, ribosomal structure, biogenesis
AN4253.1 predicted protein [Neurospora crassa]
AN4255.1 Hexokinase G Carbohydrate transport, metabolism
AN4257.1 hypothetical protein [Streptomyces avermitilis MA-4680]
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AN4258.1 Uridylate kinase/adenylate kinase F Nucleotide transport, metabolism YKL024C cytoplasm nucleus 
AN4259.1 Uncharacterized conserved protein, contains PCI 

domain
R

AN4261.1
AN4262.1 Trehalose-6-phosphate synthase component TPS1 and 

related subunits
G Carbohydrate transport, metabolism

AN4263.1 FOG: Zn-finger R
AN4264.1 Cell division protein D Cell cycle/division, chrom. partitioning
AN4265.1 Chromosome condensation complex Condensin, subunit 

H
BD

AN4266.1 K+-dependent Na+:Ca2+ antiporter P Inorganic ion transport, metabolism
AN4267.1 predicted protein [Neurospora crassa]
AN4268.1 Dioxygenases related to 2-nitropropane dioxygenase R
AN4269.1 RNA polymerase, subunit L K Transcription YOL005C nucleus 
AN4270.1 Synaptic vesicle protein EHS-1 and related EH domain 

proteins
TU

AN4271.1 Leucine rich repeat proteins, some proteins contain F-
box

R YJR052W cytoplasm nucleus 

AN4273.1 predicted protein [Neurospora crassa]
AN4274.1 Putative GTPase activating proteins (GAPs) T Signal transduction mechanisms
AN4276.1 FOG: Transposon-encoded proteins with TYA, reverse 

transcriptase, integrase domains in various 
combinations

R

AN4278.1 Phosphatidylinositol 4-kinase T Signal transduction mechanisms YLR305C
AN4280.1 Predicted mitochondrial carrier protein C Energy production, conversion
AN4281.1 GTPase Rab1/YPT1, small G protein superfamily, and 

related GTP-binding proteins
TU YFL038C

AN4282.1 Puromycin-sensitive aminopeptidase and related 
aminopeptidases

EO

AN4287.1 Glucose-6-phosphate/phosphate and 
phosphoenolpyruvate/phosphate antiporter

GE YOR307C ER 

AN4290.1 Predicted translation initiation factor related to eIF-2B 
alpha/beta/delta subunits (CIG2/IDI2)

J Translation, ribosomal structure, biogenesis YPR118W cytoplasm nucleus 

AN4293.1 Nuclear pore complex, Nup133 component (sc Nup133) YU YKR082W nuclear periphery 

AN4294.1 (acyl-carrier-protein) S-malonyltransferase I Lipid transport, metabolism
AN4295.1 Predicted member of the intramitochondrial sorting 

protein family
U Intracellular trafficking/secretion/transport YLR168C mitochondrion 

AN4297.1 NADH-ubiquinone oxidoreductase, NUFS7/PSST/20 
kDa subunit

C Energy production, conversion

AN4298.1 U3 small nucleolar ribonucleoprotein (snoRNP) subunit - 
Mpp10p

A RNA processing, modification

AN4299.1 conserved hypothetical protein [Neurospora crassa]
AN4302.1 hypothetical protein [Neurospora crassa]
AN4303.1 Choline phosphate cytidylyltransferase/Predicted CDP-

ethanolamine synthase
I Lipid transport, metabolism YGR007W cytoplasm nucleus 

AN4304.1 Glutaredoxin-related protein O Posttranslational modification/turnover/chaperones YPL059W mitochondrion 

AN4305.1 Halotolerance protein HAL3 (contains flavoprotein 
domain)

PD

AN4306.1 hypothetical protein ( (AL451012) related to c-module-
binding factor [Neurospora crassa] )
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AN4307.1 Hypothetical ORF; Yil157cp [Saccharomyces cerevisiae] YIL157C mitochondrion 

AN4308.1 Mitochondrial/chloroplast ribosomal protein L3 J Translation, ribosomal structure, biogenesis YGR220C mitochondrion 
AN4310.1 FOG: Ankyrin repeat R YGR233C cytoplasm nucleus 
AN4312.1 predicted protein [Neurospora crassa]
AN4314.1 predicted protein [Neurospora crassa]
AN4315.1 ATPase component of ABC transporters with duplicated 

ATPase domains/Translation elongation factor EF-3b
EJ YFR009W cytoplasm 

AN4316.1 Predicted transporter (major facilitator superfamily) R
AN4317.1 Vesicle coat complex COPII, subunit SEC13 U Intracellular trafficking/secretion/transport YLR208W ER to Golgi 
AN4318.1 peroxin [Yarrowia lipolytica]
AN4321.1 Dipeptidyl peptidase III R YOL057W cytoplasm nucleus 
AN4322.1 Protein kinase T Signal transduction mechanisms YGL083W late Golgi 
AN4323.1 Branched chain aminotransferase BCAT1, pyridoxal 

phosphate enzymes type IV superfamily
E Amino acid transport, metabolism YHR208W

AN4324.1 predicted protein [Neurospora crassa]
AN4326.1 Casein kinase II, beta subunit TDK
AN4327.1 Uncharacterized conserved protein, contains JmjC 

domain
BT

AN4328.1 Amino acid transporters E Amino acid transport, metabolism YBR132C ER 
AN4329.1 Putative steroid membrane receptor Hpr6.6/25-Dx R
AN4331.1 Structure-specific endonuclease ERCC1-XPF, ERCC1 

component
L Replication, recombination, repair

AN4332.1 Protein transporter of the TRAM (translocating chain-
associating membrane) superfamily

U Intracellular trafficking/secretion/transport

AN4333.1 predicted protein [Neurospora crassa]
AN4334.1 hypothetical protein [Neurospora crassa]
AN4336.1 Sorbitol dehydrogenase Q
AN4341.1
AN4342.1 Tryptophan-rich basic nuclear protein R
AN4346.1 Nucleolar RNA-binding protein NIFK R
AN4349.1 Uncharacterized conserved protein, contains DENN and 

RUN domains
T Signal transduction mechanisms

AN4350.1 Pentafunctional AROM protein E Amino acid transport, metabolism
AN4351.1 Predicted signal transduction protein R YOR275C cytoplasm nucleus 
AN4353.1 Peroxisomal 3-ketoacyl-CoA-thiolase P-44/SCP2 I Lipid transport, metabolism
AN4355.1 Pyrroline-5-carboxylate reductase E Amino acid transport, metabolism
AN4358.1 Uncharacterized conserved protein S
AN4359.1 Znf1p [Gibberella moniliformis]
AN4360.1 related to trfA protein [imported] - Neurospora crassa YDR254W microtubule 
AN4361.1 Transcriptional activator FOSB/c-Fos and related bZIP 

transcription factors
K Transcription

AN4362.1
AN4364.1 Chitinase M
AN4365.1 DNA mismatch repair protein - MLH3 family L Replication, recombination, repair
AN4367.1 Chitin synthase/hyaluronan synthase 

(glycosyltransferases)
M

AN4369.1 Ras1 guanine nucleotide exchange factor T Signal transduction mechanisms
AN4371.1
AN4372.1 Endopolygalacturonase M YJR153W
AN4375.1 predicted protein [Neurospora crassa]
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AN4376.1 Glutamate/leucine/phenylalanine/valine dehydrogenases E Amino acid transport, metabolism YOR375C cytoplasm nucleus 

AN4377.1 predicted protein [Neurospora crassa]
AN4378.1 Fucose permease G Carbohydrate transport, metabolism
AN4380.1 Ribonucleotide reductase, alpha subunit F Nucleotide transport, metabolism YER070W
AN4382.1 Predicted panthothenate kinase/uridine kinase-related 

protein
FH YFR007W

AN4383.1 hypothetical protein [Neurospora crassa]
AN4384.1 Folylpolyglutamate synthase H Coenzyme transport, metabolism YMR113W cytoplasm 
AN4385.1 MEKK and related serine/threonine protein kinases T Signal transduction mechanisms
AN4386.1 Predicted unusual protein kinase R YLR253W mitochondrion 
AN4387.1 Mitochondrial FAD carrier protein C Energy production, conversion YIL006W
AN4389.1 3-methyladenine DNA glycosidase L Replication, recombination, repair YER142C cytoplasm nucleus 
AN4390.1 hypothetical protein [Neurospora crassa] YBR078W
AN4394.1
AN4395.1 hypothetical protein [Neurospora crassa] YEL036C Golgi 
AN4397.1 Acyl-CoA synthetase I Lipid transport, metabolism YBR222C cytoplasm 
AN4398.1 mRNA splicing factor A RNA processing, modification
AN4399.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YDL064W cytoplasm nucleus 

AN4401.1 Asparagine synthase (glutamine-hydrolyzing) E Amino acid transport, metabolism YGR124W cytoplasm 
AN4402.1 Porin/voltage-dependent anion-selective channel protein P Inorganic ion transport, metabolism YNL055C mitochondrion cytoplasm 

AN4405.1 Fatty acid desaturase I Lipid transport, metabolism
AN4406.1 VAMP-associated protein involved in inositol metabolism U Intracellular trafficking/secretion/transport YER120W ER 

AN4407.1 DNA repair and recombination protein RAD52/RAD22 L Replication, recombination, repair
AN4408.1 hypothetical protein [Magnaporthe grisea]
AN4409.1 Ornithine carbamoyltransferase OTC/ARG3 E Amino acid transport, metabolism YJL088W cytoplasm nucleus 
AN4410.1 Uncharacterized conserved protein, contains WD40 

repeat and BROMO domains
R

AN4411.1 hypothetical protein ( (AL513462) related to Sts1 protein 
[Neurospora crassa]  )

AN4412.1 Nuclear exosomal RNA helicase MTR4, DEAD-box 
superfamily

A RNA processing, modification YJL050W nucleolus nucleus 

AN4413.1 IkappaB kinase complex, IKAP component K Transcription
AN4414.1 Mevalonate pyrophosphate decarboxylase I Lipid transport, metabolism YNR043W cytoplasm 
AN4415.1 Holocytochrome c synthase/heme-lyase CO YKL087C
AN4416.1 SNARE protein PEP12/VAM3/Syntaxin 7/Syntaxin 17 U Intracellular trafficking/secretion/transport YOR036W

AN4417.1 Uncharacterized conserved protein S
AN4418.1 predicted protein [Neurospora crassa]
AN4419.1 Dual specificity phosphatase V Defense mechanisms YIR026C cytoplasm 
AN4420.1 Acyl-CoA thioesterase I Lipid transport, metabolism
AN4421.1 Glycolate oxidase C Energy production, conversion
AN4422.1 Aspartyl protease O Posttranslational modification/turnover/chaperones

AN4423.1
AN4424.1 Glycolate oxidase C Energy production, conversion
AN4425.1 TatD-related DNase L Replication, recombination, repair YBL055C cytoplasm 
AN4426.1 Predicted protein tyrosine phosphatase V Defense mechanisms YNL099C cytoplasm 
AN4428.1 Amino acid transporter protein E Amino acid transport, metabolism YEL064C
AN4430.1 Acetolactate synthase, small subunit E Amino acid transport, metabolism YCL009C mitochondrion 
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AN4431.1 Predicted RNA-binding protein, contains KH domains A RNA processing, modification
AN4433.1 FOG: PPR repeat R
AN4434.1 hypothetical protein B23I11.250 [imported] - Neurospora 

crassa
YIL093C mitochondrion 

AN4435.1 FOG: Leucine rich repeat R
AN4437.1 SOK1 kinase belonging to the STE20/SPS1/GC kinase 

family
T Signal transduction mechanisms

AN4439.1 predicted protein [Neurospora crassa] YCL047C
AN4440.1 predicted protein [Neurospora crassa]
AN4441.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN4442.1 Ubiquitin fusion degradation protein-2 O Posttranslational modification/turnover/chaperones YDL190C cytoplasm nucleus 

AN4443.1 Methionine synthase II (cobalamin-independent) E Amino acid transport, metabolism YER091C cytoplasm 
AN4445.1 DNA methyltransferase 1-associated protein-1 BK YGR002C nucleus 
AN4446.1 emp24/gp25L/p24 family of membrane trafficking 

proteins
U Intracellular trafficking/secretion/transport YAR002C-A vacuolar membrane 

AN4447.1 Signal transduction histidine kinase T Signal transduction mechanisms
AN4449.1 20S proteasome, regulatory subunit beta type 

PSMB3/PUP3
O Posttranslational modification/turnover/chaperones YER094C

AN4453.1 Mitochondrial inheritance and actin cytoskeleton 
organization protein

Z Cytoskeleton

AN4456.1 U3 snoRNP-associated protein (contains WD40 repeats) A RNA processing, modification YPR137W nucleolus 

AN4457.1 20S proteasome, regulatory subunit beta type 
PSMB2/PRE1

O Posttranslational modification/turnover/chaperones YER012W

AN4458.1 Spindle pole body protein - Sad1p Z Cytoskeleton YFR005C cytoplasm nucleus 
AN4459.1
AN4460.1 WD40-repeat-containing subunit of the 18S rRNA 

processing complex
A RNA processing, modification YLR222C nucleolus 

AN4461.1 Transcriptional coactivator CAPER (RRM superfamily) K Transcription

AN4462.1 Pyruvate carboxylase C Energy production, conversion YBR218C cytoplasm 
AN4463.1 Vesicle coat protein clathrin, heavy chain U Intracellular trafficking/secretion/transport YGL206C late Golgi 
AN4464.1 AICAR transformylase/IMP cyclohydrolase/methylglyoxal 

synthase
F Nucleotide transport, metabolism YMR120C cytoplasm 

AN4465.1 Putative growth response protein T Signal transduction mechanisms YHR133C nuclear periphery 
AN4467.1 Peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones YDR304C vacuole 

AN4469.1 Microtubule binding protein YTM1 (contains WD40 
repeats)

Z Cytoskeleton YOR272W nucleolus nucleus 

AN4470.1 Translation initiation factor 2, gamma subunit (eIF-
2gamma; GTPase)

J Translation, ribosomal structure, biogenesis YER025W cytoplasm 

AN4471.1 WD40 repeat-containing protein S YKL021C nucleolus nucleus 
AN4472.1 Putative transcription factor HALR/MLL3, involved in 

embryonic development
R

AN4473.1 Carboxylesterase and related proteins R
AN4475.1 60S ribosomal protein L11 J Translation, ribosomal structure, biogenesis YPR102C cytoplasm 
AN4477.1 Amino acid transporters E Amino acid transport, metabolism YKL146W ER 
AN4478.1 Amino acid transporters E Amino acid transport, metabolism YBR235W
AN4479.1 FOG: HAMP domain T Signal transduction mechanisms
AN4481.1 Monocarboxylate transporter G Carbohydrate transport, metabolism YOL119C
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AN4482.1 Synaptic vesicle transporter SV2 (major facilitator 
superfamily)

R

AN4483.1 Ca2+/calmodulin-dependent protein kinase, EF-Hand 
protein superfamily

T Signal transduction mechanisms YLR248W cytoplasm 

AN4484.1 PHD finger protein R
AN4486.1 hypothetical protein [Neurospora crassa] YLR451W nucleus 
AN4487.1 Serine carboxypeptidases O Posttranslational modification/turnover/chaperones

AN4488.1 predicted protein [Neurospora crassa]
AN4489.1 putative transcriptional activator protein 

[Schizosaccharomyces pombe]
AN4490.1 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K Transcription YPL063W mitochondrion 

AN4491.1 predicted protein [Neurospora crassa]
AN4492.1 26S proteasome regulatory complex, subunit RPN11 O Posttranslational modification/turnover/chaperones YFR004W cytoplasm nucleus 

AN4493.1 Histone deacetylase complex, catalytic component 
RPD3

B Chromatin structure, dynamics

AN4495.1 Cell division control protein/predicted DNA repair 
exonuclease

L Replication, recombination, repair YIL039W ER 

AN4496.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN4498.1 FOG: Low-complexity S
AN4501.1 Multifunctional chaperone (14-3-3 family) O Posttranslational modification/turnover/chaperones YDR099W cytoplasm nucleus 

AN4504.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN4505.1 RNA-binding protein RBM8/Tsunagi (RRM superfamily) R

AN4506.1
AN4508.1 Growth hormone-induced protein and related proteins T Signal transduction mechanisms
AN4509.1 FOG: Immunoglobin and related proteins RP
AN4510.1 Leucine rich repeat proteins, some proteins contain F-

box
R

AN4511.1 predicted protein [Neurospora crassa]
AN4513.1 Kinesin-like protein Z Cytoskeleton
AN4514.1 Peptide methionine sulfoxide reductase O Posttranslational modification/turnover/chaperones

AN4515.1 Beta-glucanase/Beta-glucan synthetase G Carbohydrate transport, metabolism YEL040W ER 
AN4516.1 Alkaline phosphatase P Inorganic ion transport, metabolism
AN4517.1 Heavy metal exporter HMT1, ABC superfamily P Inorganic ion transport, metabolism
AN4519.1 FOG: Immunoglobin and related proteins RP
AN4520.1 Cactin T Signal transduction mechanisms
AN4524.1 predicted protein [Neurospora crassa]
AN4526.1 Purine-cytosine permease and related proteins F Nucleotide transport, metabolism
AN4527.1 Transcription factor, Myb superfamily K Transcription
AN4528.1 ER lumen protein retaining receptor U Intracellular trafficking/secretion/transport YBL040C ER 
AN4529.1
AN4530.1 Meiotic cell division protein Pelota/DOM34 J Translation, ribosomal structure, biogenesis YNL001W cytoplasm 
AN4531.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN4532.1 Protocatechuate 3,4-dioxygenase beta subunit Q
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AN4533.1 Uncharacterized conserved protein, contains WD40 
repeats

S

AN4534.1 Uncharacterized conserved protein S
AN4535.1 F-box protein containing LRR R
AN4536.1 Serine/threonine protein kinase RTKL
AN4537.1 Ypt/Rab-specific GTPase-activating protein GYP6 U Intracellular trafficking/secretion/transport
AN4538.1 hypothetical protein [Neurospora crassa]
AN4539.1 Predicted Yippee-type zinc-binding protein R YBL049W
AN4540.1 Threonine dehydrogenase and related Zn-dependent 

dehydrogenases
ER

AN4541.1 Predicted methyltransferase R
AN4543.1 Methyltransferases R YIL064W cytoplasm 
AN4544.1 Dual specificity phosphatase V Defense mechanisms
AN4546.1 PolyC-binding proteins alphaCP-1 and related KH 

domain proteins
AR YBR233W cytoplasm 

AN4547.1 Vesicle coat complex COPI, gamma subunit U Intracellular trafficking/secretion/transport YNL287W Golgi early Golgi 
AN4548.1 Hypothetical ORF; Ydr306cp [Saccharomyces 

cerevisiae]
AN4549.1 Predicted phosphatase R
AN4550.1 Aspartyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YLL018C cytoplasm 
AN4551.1 SNARE protein TLG1/Syntaxin 6 U Intracellular trafficking/secretion/transport
AN4553.1 Uncharacterized conserved protein S
AN4556.1 Predicted steroid reductase R
AN4557.1 AAA+-type ATPase containing the peptidase M41 

domain
O Posttranslational modification/turnover/chaperones YMR089C mitochondrion 

AN4558.1 hypothetical protein [Neurospora crassa]
AN4559.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN4560.1 60s ribosomal protein L30 isolog J Translation, ribosomal structure, biogenesis
AN4561.1 Conserved phosducin-like protein T Signal transduction mechanisms YOR281C cytoplasm 
AN4562.1 hypothetical protein [Neurospora crassa]
AN4563.1 Casein kinase (serine/threonine/tyrosine protein kinase) T Signal transduction mechanisms YPL204W bud neck cytoplasm nucleus bud 

AN4564.1 Kelch repeat-containing proteins R
AN4565.1 Unnamed protein X
AN4566.1 Chitin synthase/hyaluronan synthase 

(glycosyltransferases)
M YNL192W

AN4569.1 DMQ mono-oxygenase/Ubiquinone biosynthesis protein 
COQ7/CLK-1/CAT5

R

AN4570.1 Paf1/RNA polymerase II complex, RTF1 component 
(involved in regulation of TATA box-binding protein)

K Transcription YGL244W nucleus 

AN4572.1 Predicted hydrolase (HAD superfamily) R YMR130W
AN4574.1 Hypothetical ORF; Ypl277cp [Saccharomyces 

cerevisiae]
AN4576.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN4577.1 Predicted acetamidase/formamidase C Energy production, conversion
AN4578.1 transmembrane protein UsgS [Emericella nidulans]
AN4579.1 predicted protein [Neurospora crassa]
AN4580.1 Signal recognition particle, subunit Srp14 U Intracellular trafficking/secretion/transport
AN4581.1 Protein involved in high osmolarity signaling pathway T Signal transduction mechanisms
AN4582.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
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AN4583.1 HSP90 co-chaperone CPR7/Cyclophilin O Posttranslational modification/turnover/chaperones YLR216C cytoplasm 

AN4584.1 D-Tyr-tRNA (Tyr) deacylase J Translation, ribosomal structure, biogenesis YDL219W cytoplasm 
AN4585.1 CCR4-NOT transcriptional regulation complex, NOT5 

subunit
K Transcription

AN4590.1 Predicted transporter (major facilitator superfamily) R
AN4591.1 Phosphoglucomutase/phosphomannomutase G Carbohydrate transport, metabolism YMR278W cytoplasm nucleus 
AN4592.1 Delta 6-fatty acid desaturase/delta-8 sphingolipid 

desaturase
I Lipid transport, metabolism

AN4593.1 Transcription coactivator complex, P100 component K Transcription
AN4594.1 40S ribosomal protein S20 J Translation, ribosomal structure, biogenesis YHL015W
AN4597.1 Structural maintenance of chromosome protein 4 

(chromosome condensation complex Condensin, 
subunit C)

BD YLR086W nucleus 

AN4598.1 LST7 amino acid permease Golgi transport protein UE
AN4601.1 UDP-glucuronosyl and UDP-glucosyl transferase GC
AN4602.1 Molecular chaperone Prefoldin, subunit 3 O Posttranslational modification/turnover/chaperones YGR078C cytoplasm 

AN4603.1 Dihydroorotase and related enzymes F Nucleotide transport, metabolism YIR027C
AN4608.1 Predicted nucleoside-diphosphate-sugar epimerases MG
AN4611.1 Mitochondrial/chloroplast ribosomal protein S14/S29 J Translation, ribosomal structure, biogenesis YPR166C
AN4612.1
AN4613.1 Mitochondrial/chloroplast ribosome small subunit 

component
J Translation, ribosomal structure, biogenesis

AN4615.1 Cell cortex protein; Ydl222cp [Saccharomyces 
cerevisiae]

YML052W

AN4616.1 Molecular chaperones HSP70/HSC70, HSP70 
superfamily

O Posttranslational modification/turnover/chaperones YHR064C cytoplasm 

AN4617.1 Exosomal 3'-5' exoribonuclease complex subunit Rrp40 J Translation, ribosomal structure, biogenesis YOL142W nucleolus nucleus 

AN4622.1
AN4623.1 UDP-glucose:glycoprotein glucosyltransferase G Carbohydrate transport, metabolism
AN4624.1 Predicted flavoprotein R
AN4631.1
AN4632.1 FOG: FHA domain T Signal transduction mechanisms
AN4633.1 Uncharacterized conserved protein S YPL098C
AN4635.1 FOG: Leucine rich repeat R
AN4636.1 predicted protein [Neurospora crassa]
AN4637.1 FOG: Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN4639.1 Guanine nucleotide binding protein MIP1 D Cell cycle/division, chrom. partitioning
AN4645.1 Sulfate permease and related transporters (MFS 

superfamily)
P Inorganic ion transport, metabolism

AN4647.1 Peroxisomal phytanoyl-CoA hydroxylase I Lipid transport, metabolism
AN4648.1 Conserved WD40 repeat-containing protein S YMR093W nucleolus nucleus 
AN4650.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN4651.1 RNA-binding protein SART3 (RRM superfamily) A RNA processing, modification
AN4652.1 Mitochondrial/chloroplast ribosomal protein L22 J Translation, ribosomal structure, biogenesis
AN4653.1 Predicted phosphoglycerate mutase G Carbohydrate transport, metabolism YKL128C cytoplasm nucleus 
AN4654.1
AN4659.1 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases 

II
IQ

AN4663.1 Predicted spermine/spermidine synthase E Amino acid transport, metabolism
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AN4667.1 Septin family protein (P-loop GTPase) DZU YJR076C cell periphery bud neck 
AN4670.1 FOG: WD40 repeat R
AN4672.1 Predicted PRP38-like splicing factor S
AN4673.1 predicted protein [Neurospora crassa]
AN4674.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN4678.1 DNA polymerase iota/DNA damage inducible protein L Replication, recombination, repair YDR419W cytoplasm nucleus 
AN4680.1 RNA polymerase II, large subunit K Transcription
AN4683.1 Oligosaccharyltransferase, beta subunit O Posttranslational modification/turnover/chaperones YEL002C ER 

AN4684.1 Triglyceride lipase-cholesterol esterase I Lipid transport, metabolism YKL140W
AN4687.1 3-Methylcrotonyl-CoA carboxylase, non-biotin containing 

subunit/Acetyl-CoA carboxylase carboxyl transferase, 
subunit beta

EI

AN4688.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN4689.1
AN4690.1 Acetyl/propionyl-CoA carboxylase, alpha subunit I Lipid transport, metabolism
AN4691.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN4693.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN4694.1 PHD Zn-finger proteins R YPL181W nucleus 
AN4696.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN4699.1 predicted protein [Neurospora crassa]
AN4700.1 Exo-beta-1,3-glucanase G Carbohydrate transport, metabolism
AN4701.1
AN4702.1 predicted protein [Neurospora crassa]
AN4705.1 Uncharacterized conserved protein S
AN4706.1 Myosin class II heavy chain Z Cytoskeleton YHR023W bud neck 
AN4707.1 mRNA splicing factor A RNA processing, modification
AN4708.1 Conserved ATP/GTP binding protein R YMR097C mitochondrion 
AN4709.1 Phosphatidylinositol 3-kinase VPS34, involved in signal 

transduction
TU YLR240W endosome 

AN4710.1 Uncharacterized conserved protein S
AN4711.1 predicted protein [Neurospora crassa]
AN4712.1 hypothetical protein [Neurospora crassa] YIL067C vacuole 
AN4714.1 Predicted dinucleotide-utilizing enzyme involved in 

molybdopterin and thiamine biosynthesis
O Posttranslational modification/turnover/chaperones YKL027W mitochondrion 

AN4716.1 hypothetical protein [Neurospora crassa] YJR075W Golgi 
AN4717.1 cAMP-dependent protein kinase catalytic subunit (PKA) T Signal transduction mechanisms

AN4719.1 RhoGEF GTPase T Signal transduction mechanisms YGR070W
AN4721.1 DEAH-box RNA helicase A RNA processing, modification YER013W cytoplasm nucleus 
AN4723.1 Mitochondrial RNA helicase SUV3, DEAD-box 

superfamily
A RNA processing, modification YPL029W mitochondrion 

AN4724.1 Vesicle trafficking protein Sec1 U Intracellular trafficking/secretion/transport YDR164C bud neck cytoplasm bud 
AN4725.1 Major histocompatibility complex protein BAT4, contains 

G-patch and ankyrin domains
R

AN4726.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

Q YNL181W ER 

AN4727.1 UDP-glucose 4-epimerase/UDP-sulfoquinovose 
synthase

M

AN4728.1 Uncharacterized conserved protein S
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AN4729.1 hypothetical protein [Neurospora crassa]
AN4731.1 Proteasome maturation factor O Posttranslational modification/turnover/chaperones YBR173C cytoplasm nucleus 

AN4732.1 predicted protein [Neurospora crassa]
AN4733.1 Predicted small molecule transporter U Intracellular trafficking/secretion/transport
AN4735.1 Anaphase-promoting complex (APC), subunit 5 DO
AN4736.1 Apurinic/apyrimidinic endonuclease and related 

enzymes
L Replication, recombination, repair

AN4737.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 
FAD-dependent oxidoreductases

HC

AN4740.1 complex I intermediate associated protein CIA30 
homolog [Emericella nidulans]

AN4742.1 Translation initiation factor 1 (eIF-1/SUI1) J Translation, ribosomal structure, biogenesis
AN4743.1 Ras-related small GTPase, Rho type R
AN4751.1 Predicted DEAD-box-containing helicase R
AN4752.1 hypothetical protein [Neurospora crassa]
AN4753.1 Mitochondrial protein Surfeit 1/SURF1/SHY1, required 

for expression of cytochrome oxidase
C Energy production, conversion YGR112W mitochondrion 

AN4754.1 Ubiquitin regulatory protein UBXD2, contains UAS and 
UBX domains

R

AN4756.1 DNA-binding protein C1D involved in regulation of 
double-strand break repair

L Replication, recombination, repair

AN4757.1 Protein involved in ubiquinone biosynthesis H Coenzyme transport, metabolism YDR204W mitochondrion 
AN4759.1 Guanine nucleotide exchange factor U Intracellular trafficking/secretion/transport
AN4761.1 Dolichyl-phosphate-mannose:protein O-mannosyl 

transferase
O Posttranslational modification/turnover/chaperones YDL095W ER 

AN4762.1 predicted protein [Neurospora crassa]
AN4763.1 DHHC-type Zn-finger proteins R
AN4764.1 Putative transcription factor ASH1/LIN-59 K Transcription
AN4765.1 FOG: Immunoglobin and related proteins RP
AN4767.1 Scaffold/matrix specific factor hnRNP-U/SAF-A, contains 

SPRY domain
A RNA processing, modification

AN4768.1 predicted protein [Neurospora crassa]
AN4769.1 ATP sulfurylase (sulfate adenylyltransferase) P Inorganic ion transport, metabolism YJR010W cytoplasm 
AN4770.1 Phosphoadenosine phosphosulfate reductase E Amino acid transport, metabolism YPR167C
AN4771.1 WD40 repeat protein R
AN4774.1 Uroporphyrin III methyltransferase H Coenzyme transport, metabolism YKR069W
AN4775.1 26S proteasome regulatory complex, subunit 

RPN5/PSMD12
O Posttranslational modification/turnover/chaperones YDL147W nucleus 

AN4776.1 Phospholipase/carboxyhydrolase E Amino acid transport, metabolism
AN4777.1 40s ribosomal protein S27 J Translation, ribosomal structure, biogenesis YHR021C cytoplasm 
AN4778.1 sn-1,2-diacylglycerol ethanolamine- and 

cholinephosphotranferases
I Lipid transport, metabolism YHR123W Golgi 

AN4779.1 NIPSNAP1 protein S
AN4781.1 Lipoyltransferase CH
AN4782.1 Ras-related small GTPase, Rho type R YIL118W
AN4783.1 COP9 signalosome, subunit CSN2 OT
AN4784.1 Uncharacterized conserved protein S
AN4785.1 Unknown protein [Arabidopsis thaliana] YPL248C
AN4787.1 60S ribosomal protein L37 J Translation, ribosomal structure, biogenesis YLR185W cytoplasm 
AN4788.1 RNA splicing factor - Slu7p A RNA processing, modification
AN4789.1 DNA polymerase zeta, catalytic subunit L Replication, recombination, repair YPL167C
AN4792.1 Proteins containing the FAD binding domain C Energy production, conversion
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AN4793.1 Aspartate-semialdehyde dehydrogenase E Amino acid transport, metabolism YDR158W cytoplasm nucleus 
AN4794.1 40S ribosomal protein S4 J Translation, ribosomal structure, biogenesis YJR145C cytoplasm 
AN4797.1 hypothetical Myb-like DNA-binding protein 

[Schizosaccharomyces pombe]
AN4798.1 Sorting nexin SNX11 U Intracellular trafficking/secretion/transport
AN4800.1 WD40 repeat-containing protein R
AN4802.1 60S ribosomal protein L21 J Translation, ribosomal structure, biogenesis YBR191W cytoplasm 
AN4803.1 Ribosomal protein S4 J Translation, ribosomal structure, biogenesis YBR189W cytoplasm 
AN4804.1 predicted protein [Neurospora crassa]
AN4809.1 glutaminase A [Emericella nidulans]
AN4810.1 Aminoacylase ACY1 and related metalloexopeptidases E Amino acid transport, metabolism

AN4814.1 Predicted membrane protein S
AN4817.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R YBR043C cell periphery 

AN4818.1 Signal transduction histidine kinase T Signal transduction mechanisms
AN4819.1 Glutamine synthetase E Amino acid transport, metabolism
AN4820.1 Aldehyde dehydrogenase C Energy production, conversion
AN4821.1 TRANSCRIPTIONAL ACTIVATOR PROTEIN ACU-15
AN4822.1 Isocitrate/isopropylmalate dehydrogenase CE
AN4824.1 Galactosyltransferases G Carbohydrate transport, metabolism
AN4826.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN4829.1 Aldo/keto reductase family proteins R
AN4830.1 Uncharacterized conserved protein with similarity to 

phosphopantothenoylcysteine synthetase/decarboxylase
R YIL083C cytoplasm nucleus 

AN4833.1 Esterase/lipase I Lipid transport, metabolism
AN4834.1 hypothetical protein [Neurospora crassa]
AN4836.1 Acetyl-CoA transporter P Inorganic ion transport, metabolism YBR220C
AN4839.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN4840.1 Thyroid hormone receptor-associated protein complex, 

subunit TRAP230
K Transcription

AN4841.1 Molybdopterin converting factor, large subunit H Coenzyme transport, metabolism
AN4842.1 Putative cytochrome C oxidase assembly protein C Energy production, conversion YBR037C mitochondrion 
AN4843.1 Alpha-amylase G Carbohydrate transport, metabolism YJL221C
AN4844.1 Glucose-6-phosphate/phosphate and 

phosphoenolpyruvate/phosphate antiporter
GE

AN4847.1 NAD-dependent aldehyde dehydrogenases C Energy production, conversion
AN4850.1 RNA-binding protein RBM5 and related proteins, contain 

G-patch and RRM domains
R

AN4851.1 predicted protein [Neurospora crassa]
AN4852.1 glucan 1,3-beta-glucosidase GLUC78 precursor 

[Trichoderma atroviride]
AN4854.1 hypothetical protein ( (AL451015) conserved 

hypothetical protein [Neurospora crassa] )
AN4856.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN4857.1 Predicted unusual protein kinase R
AN4859.1 Plasma membrane H+-transporting ATPase P Inorganic ion transport, metabolism
AN4860.1 Pectin methylesterase G Carbohydrate transport, metabolism
AN4861.1 Transcription elongation factor TFIIS/Cofactor of 

enhancer-binding protein Sp1
K Transcription YGL043W nucleus 

AN4862.1 Ran GTPase-activating protein AYT YMR235C cytoplasm 
AN4864.1 Glucosyltransferase - Alg6p GE YOR002W ER 
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AN4866.1 Defense-related protein containing SCP domain S
AN4867.1 Gamma-tubulin complex, DGRIP91/SPC98 component Z Cytoskeleton

AN4869.1 20S proteasome, regulatory subunit alpha type 
PSMA6/SCL1

O Posttranslational modification/turnover/chaperones YGL011C cytoplasm nucleus 

AN4870.1 predicted protein [Neurospora crassa]
AN4871.1 Chitinase G Carbohydrate transport, metabolism YDR371W cytoplasm 
AN4872.1 Ubiquitin/40S ribosomal protein S27a fusion J Translation, ribosomal structure, biogenesis YLR167W
AN4873.1 FOG: Zn-finger R
AN4874.1 Ribonuclease, T2 family A RNA processing, modification YPL123C
AN4875.1 Uncharacterized conserved protein S YDR282C
AN4876.1 Vacuolar assembly/sorting protein VPS41 U Intracellular trafficking/secretion/transport
AN4878.1 Transcription factor K Transcription
AN4880.1 Jacalin-like lectin domain-containing protein R YIL108W cytoplasm 
AN4881.1 predicted protein [Neurospora crassa]
AN4883.1 ATP-dependent DNA ligase I L Replication, recombination, repair
AN4884.1 ER to golgi transport protein/RAD50-interacting protein 1 UD

AN4886.1 Subunit of cis-Golgi transport vesicle tethering complex - 
Sec34p

U Intracellular trafficking/secretion/transport YER157W Golgi early Golgi 

AN4887.1 MEKK and related serine/threonine protein kinases T Signal transduction mechanisms
AN4888.1 Thiamine pyrophosphate-requiring enzyme EH YGR087C cytoplasm 
AN4890.1 Tomosyn and related SNARE-interacting proteins U Intracellular trafficking/secretion/transport YBL106C
AN4892.1 mRNA cleavage and polyadenylation factor I complex, 

subunit RNA14
A RNA processing, modification

AN4894.1 Histone acetyltransferase SAGA/ADA, catalytic subunit 
PCAF/GCN5 and related proteins

BK

AN4895.1 hypothetical protein [Neurospora crassa]
AN4896.1 Protein tyrosine phosphatase T Signal transduction mechanisms
AN4898.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN4899.1 40 kDa farnesylated protein associated with 

peroxisomes
U Intracellular trafficking/secretion/transport

AN4900.1 RNA polymerase II, large subunit K Transcription
AN4901.1 related to glutaminase A [MIPS] [Neurospora crassa]
AN4902.1
AN4903.1 ATP-dependent RNA helicase A RNA processing, modification YHR169W nucleolus nucleus 
AN4904.1 Na+-independent Cl/HCO3 exchanger AE1 and related 

transporters (SLC4 family)
P Inorganic ion transport, metabolism YNL275W

AN4905.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones

AN4906.1 Ferric reductase, NADH/NADPH oxidase and related 
proteins

PQ YOR381W

AN4908.1 Uncharacterized protein CLU1/cluA/TIF31 involved in 
mitochondrial morphology/distribution, also found 
associated with eIF-3

R

AN4912.1 hypothetical protein [Neurospora crassa] YOR049C
AN4913.1 Phosphoketolase G Carbohydrate transport, metabolism
AN4914.1 Acetate kinase C Energy production, conversion
AN4915.1 GTPase Rab5/YPT51 and related small G protein 

superfamily GTPases
U Intracellular trafficking/secretion/transport YOR089C cytoplasm nucleus 

AN4916.1 40S ribosomal protein S7 J Translation, ribosomal structure, biogenesis YOR096W
AN4917.1 Dynactin, subunit p62 N
AN4918.1 Predicted methyltransferase R
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AN4919.1 Actin-related protein Arp2/3 complex, subunit ARPC5 Z Cytoskeleton YIL062C actin 

AN4920.1 Calcium transporting ATPase P Inorganic ion transport, metabolism
AN4921.1 hypothetical protein [Trichodesmium erythraeum 

IMS101]
AN4922.1 predicted protein [Neurospora crassa]
AN4923.1 Hydroxymethylglutaryl-CoA synthase I Lipid transport, metabolism YML126C nucleus 
AN4925.1 Transferrin receptor and related proteins containing the 

protease-associated (PA) domain
OPR

AN4926.1 hypothetical protein [Neurospora crassa]
AN4928.1 Transcription initiation factor TFIIB K Transcription YPR086W nucleus 
AN4929.1 Drebrins and related actin binding proteins Z Cytoskeleton
AN4931.1 predicted protein [Neurospora crassa]
AN4932.1 Predicted membrane proteins, contain hemolysin III 

domain
RT YOL002C

AN4935.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN4936.1 U4/U6-associated splicing factor PRP4 A RNA processing, modification
AN4938.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN4939.1 Putative steroid membrane receptor Hpr6.6/25-Dx R YPL170W ER cytoplasm 
AN4940.1 hypothetical protein [Schizosaccharomyces pombe] YML128C ER 
AN4941.1 hypothetical protein [Neurospora crassa]
AN4943.1 Predicted splicing regulator, contains RRM, SWAP and 

RPR domains
R

AN4945.1 hypothetical protein [Neurospora crassa]
AN4946.1
AN4947.1 Dolichol-phosphate mannosyltransferase R YPR183W ER 
AN4949.1 RNA polymerase III transcription factor (TF)III subunit; 

WD repeat protein [Schizosaccharomyces pombe]

AN4951.1 Membrane coat complex Retromer, subunit VPS35 U Intracellular trafficking/secretion/transport YJL154C vacuolar membrane endosome 
AN4953.1 Ras-related small GTPase, Rho type R YNL090W cytoplasm nucleus 
AN4954.1 predicted protein [Neurospora crassa]
AN4956.1 Thiamine pyrophosphate-requiring enzyme EH YMR108W mitochondrion 
AN4957.1 Galactokinase G Carbohydrate transport, metabolism YBR020W
AN4958.1 Uncharacterized conserved protein S
AN4959.1 Protein required for S-phase initiation or completion D Cell cycle/division, chrom. partitioning YIL150C cytoplasm nucleus 
AN4960.1 predicted protein [Neurospora crassa]
AN4965.1 Negative regulator of transcription K Transcription YCR093W cytoplasm 
AN4966.1 Uncharacterized conserved protein S
AN4967.1 Predicted tubulin-tyrosine ligase O Posttranslational modification/turnover/chaperones YBR094W cytoplasm 

AN4968.1 Peroxisomal membrane anchor protein (peroxin) MOU
AN4969.1 Centromere-associated protein HEC1 D Cell cycle/division, chrom. partitioning YIL144W spindle pole 
AN4971.1 C-type lectin TV
AN4972.1 Positive regulator of GAL genes; Gal4p [Saccharomyces 

cerevisiae]
AN4973.1 predicted protein [Neurospora crassa]
AN4974.1 Predicted methyltransferase R
AN4975.1 FAD-dependent oxidoreductase R
AN4976.1 TATA-box binding protein (TBP), component of TFIID 

and TFIIIB
K Transcription YER148W nucleus 

AN4977.1 Electron transfer flavoprotein ubiquinone oxidoreductase C Energy production, conversion YOR356W mitochondrion 
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AN4978.1 Alternative splicing factor SRp55/B52/SRp75 (RRM 
superfamily)

A RNA processing, modification

AN4979.1 Dihydroneopterin aldolase H Coenzyme transport, metabolism
AN4980.1 Ribosomal protein S6 kinase and related proteins RT YBR028C cytoplasm 
AN4983.1 hypothetical protein [Neurospora crassa]
AN4984.1 Cyclin R
AN4985.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN4986.1 hypothetical protein [Neurospora crassa]
AN4987.1 cAMP-dependent protein kinase types I and II, 

regulatory subunit
T Signal transduction mechanisms YIL033C cytoplasm nucleus 

AN4988.1 Protein involved in Snf1 protein kinase complex 
assembly

G Carbohydrate transport, metabolism

AN4990.1 Uncharacterized membrane protein S
AN4991.1 aureobasidin-resistance protein; AurA [Aspergillus 

nidulans]
YKL004W early Golgi 

AN4992.1 Lecithin:cholesterol acyltransferase (LCAT)/Acyl-
ceramide synthase

I Lipid transport, metabolism YNR008W

AN4993.1 N-acetyltransferase R YPR051W cytoplasm nucleus 
AN4996.1 predicted protein [Neurospora crassa]
AN4997.1 Phosphatidylinositol transfer protein SEC14 and related 

proteins
I Lipid transport, metabolism YMR079W cytoplasm nucleus 

AN4998.1 Ras GTPase-activating protein family - IQGAP T Signal transduction mechanisms
AN5001.1 Exosome 3'-5' exoribonuclease complex, subunit 

PM/SCL-100 (Rrp6)
J Translation, ribosomal structure, biogenesis

AN5003.1 FOG: Zn-finger R
AN5005.1 predicted protein [Neurospora crassa]
AN5006.1 Mismatch repair ATPase MSH2 (MutS family) L Replication, recombination, repair
AN5008.1 Cytochrome c oxidase, subunit VIb/COX12 C Energy production, conversion YMR244C-A cytoplasm nucleus 
AN5009.1 FOG: RRM domain R
AN5010.1 HAT (Half-A-TPR) repeat-containing protein R YDR449C nucleolus 
AN5011.1 FGF receptor activating protein 1 T Signal transduction mechanisms YCR017C ER 
AN5013.1 3'-5' exonuclease L Replication, recombination, repair
AN5014.1 60S ribosomal protein L22 J Translation, ribosomal structure, biogenesis YLR061W cytoplasm 
AN5015.1 General stress protein R
AN5019.1 Methionine synthase II (cobalamin-independent) E Amino acid transport, metabolism
AN5020.1 GTP-binding ADP-ribosylation factor Arf6 (dArf3) U Intracellular trafficking/secretion/transport
AN5021.1 Glycosyltransferase M
AN5022.1 Dynactin, subunit p25 Z Cytoskeleton
AN5025.1 Amine oxidase Q YMR020W
AN5026.1 PHD finger protein AF10 R
AN5027.1 Uncharacterized conserved protein S YEL023C
AN5028.1 Peroxidase/oxygenase R
AN5048.1 Transcription factor, contains HOX domain R
AN5049.1 Mitochondrial Fe2+ transporter MMT1 and related 

transporters (cation diffusion facilitator superfamily)
P Inorganic ion transport, metabolism

AN5050.1 Predicted transporter (major facilitator superfamily) R
AN5052.1
AN5057.1 Protein tyrosine phosphatase CDC14 V Defense mechanisms YFR028C nucleolus 
AN5067.1 Predicted transporter (major facilitator superfamily) R
AN5068.1 hypothetical protein [Aspergillus fumigatus]
AN5069.1 hypothetical protein [Neurospora crassa]
AN5085.1 SpoC1-C1C protein - Emericella nidulans
AN5098.1 Splicing factor 3b, subunit 2 A RNA processing, modification
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AN5099.1 hypothetical protein [Neurospora crassa]
AN5100.1 Cell cycle control protein DKT YCR094W late Golgi 
AN5101.1 hypothetical protein [Neurospora crassa]
AN5102.1 Global transcriptional regulator, cell division control 

protein
E Amino acid transport, metabolism YGL207W nucleus 

AN5103.1 Mitochondrial carrier protein C Energy production, conversion
AN5105.1 Dolichyl-phosphate-mannose:protein O-mannosyl 

transferase
O Posttranslational modification/turnover/chaperones YAL023C ER 

AN5106.1 GTPase Rab2, small G protein superfamily U Intracellular trafficking/secretion/transport
AN5107.1 Choline transporter-like protein I Lipid transport, metabolism
AN5108.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN5109.1 Aldo/keto reductase family proteins R YDL124W cytoplasm nucleus 
AN5110.1 Uncharacterized conserved protein (YdiU family) S YPL222W mitochondrion 
AN5111.1 E3 ubiquitin ligase interacting with arginine 

methyltransferase
O Posttranslational modification/turnover/chaperones

AN5113.1 Peroxisomal biogenesis protein (peroxin 16) U Intracellular trafficking/secretion/transport
AN5114.1 Ribonuclease HI L Replication, recombination, repair YNL072W cytoplasm nucleus 
AN5115.1 Heterochromatin-associated protein HP1 and related 

CHROMO domain proteins
B Chromatin structure, dynamics

AN5116.1 Alpha-tubulin folding cofactor B O Posttranslational modification/turnover/chaperones YNL148C

AN5118.1 related to DRPLA protein [imported] - Neurospora 
crassa

AN5119.1 Predicted methyltransferase R YML014W cytoplasm 
AN5121.1 26S proteasome regulatory complex, subunit 

RPN8/PSMD7
O Posttranslational modification/turnover/chaperones YOR261C cytoplasm nucleus 

AN5122.1 Adenylate kinase F Nucleotide transport, metabolism YDR226W cytoplasm nucleus 
AN5123.1 Dimeric dihydrodiol dehydrogenase GQ
AN5124.1 mRNA cleavage and polyadenylation factor I/II complex, 

subunit Pcf11
A RNA processing, modification

AN5126.1 ATPase involved in DNA repair L Replication, recombination, repair
AN5127.1 V-SNARE U Intracellular trafficking/secretion/transport
AN5129.1 Molecular chaperones HSP70/HSC70, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones YLL024C cytoplasm nucleus 

AN5130.1 Coproporphyrinogen III oxidase CPO/HEM13 H Coenzyme transport, metabolism YDR044W cytoplasm nucleus 
AN5131.1 Microtubule-associated anchor protein involved in 

autophagy and membrane trafficking
Z Cytoskeleton YBL078C

AN5134.1 Glutamate synthase E Amino acid transport, metabolism YDL171C
AN5137.1 Cytochrome P450 Q YMR302C mitochondrion 
AN5138.1 Dihydroxyacid dehydratase/phosphogluconate 

dehydratase
EG

AN5139.1 WD40 repeat protein R YPR135W nucleus 
AN5140.1 Permease of the major facilitator superfamily R
AN5141.1 Superfamily II DNA and RNA helicases LKJ
AN5143.1 Protein involved in vacuolar polyphosphate 

accumulation, contains SPX domain
P Inorganic ion transport, metabolism YFL004W ER 

AN5144.1 Fructose-6-phosphate 2-kinase/fructose-2,6-
biphosphatase

G Carbohydrate transport, metabolism

AN5145.1 hypothetical protein [Neurospora crassa]
AN5146.1 Glycolate oxidase C Energy production, conversion
AN5148.1 Manganese superoxide dismutase P Inorganic ion transport, metabolism YJR101W mitochondrion 
AN5149.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO
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AN5150.1 GPI transamidase complex, GPI17/PIG-S component, 
involved in glycosylphosphatidylinositol anchor 
biosynthesis

MO YDR434W ER 

AN5151.1 Predicted membrane proteins, contain hemolysin III 
domain

RT

AN5152.1 predicted protein [Neurospora crassa]
AN5154.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN5155.1 Subunit of tRNA-specific adenosine-34 deaminase A RNA processing, modification
AN5156.1 Cyclin R
AN5157.1 Proteins containing armadillo/beta-catenin-like repeat R
AN5158.1 Predicted kinase R
AN5162.1 Pyruvate dehydrogenase E1, alpha subunit C Energy production, conversion YER178W mitochondrion 
AN5163.1 von Willebrand factor and related coagulation proteins WV

AN5164.1 Ribosomal protein S4 and related proteins J Translation, ribosomal structure, biogenesis
AN5165.1 hypothetical protein [Neurospora crassa]
AN5166.1 CDP-diacylglycerol synthase I Lipid transport, metabolism YBR029C
AN5167.1 hypothetical protein [Neurospora crassa]
AN5169.1 hypothetical protein [Neurospora crassa]
AN5175.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN5176.1 1,4-beta-D-glucan-cellobiohydrolyase [Aspergillus 
nidulans]

AN5177.1 WD40 repeat protein R YPR169W nucleolus nucleus 
AN5178.1 Alcohol dehydrogenase, class IV C Energy production, conversion YGL256W mitochondrion 
AN5179.1 Diphthamide biosynthesis protein J Translation, ribosomal structure, biogenesis YKL191W cytoplasm 
AN5181.1 Nuclear distribution protein NUDC T Signal transduction mechanisms
AN5182.1 predicted protein [Neurospora crassa]
AN5184.1 Sterol reductase/lamin B receptor IT
AN5185.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN5186.1 Ubiquitin-specific protease O Posttranslational modification/turnover/chaperones

AN5188.1 Ribonuclease H L Replication, recombination, repair YMR234W cytoplasm nucleus 
AN5191.1 Uncharacterized conserved protein S
AN5192.1 Very long-chain acyl-CoA synthetase/fatty acid 

transporter
I Lipid transport, metabolism YBR041W lipid particle 

AN5194.1 Transporter, ABC superfamily (Breast cancer resistance 
protein)

Q YCR011C ER 

AN5195.1 ER vesicle integral membrane protein involved in 
establishing cell polarity, signaling and protein 
degradation

OUT YGL054C vacuole ER 

AN5196.1 mRNA splicing factor S YDR364C cytoplasm nucleus 
AN5197.1 FOG: RCC1 domain S
AN5198.1 Predicted transporter (major facilitator superfamily) R
AN5199.1 Putative methionine aminopeptidase O Posttranslational modification/turnover/chaperones YLR244C cytoplasm nucleus 

AN5200.1 Kynurenine 3-monooxygenase and related flavoprotein 
monooxygenases

CR YBL098W mitochondrion 

AN5203.1 Ribosomal protein S8 J Translation, ribosomal structure, biogenesis YMR158W
AN5205.1 FOG: Immunoglobin and related proteins RP
AN5206.1 Isocitrate dehydrogenase, alpha subunit E Amino acid transport, metabolism YIL094C mitochondrion 
AN5207.1 predicted protein [Neurospora crassa]
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AN5208.1 Myosin class II heavy chain Z Cytoskeleton
AN5209.1 predicted protein [Neurospora crassa]
AN5210.1 Pyruvate kinase G Carbohydrate transport, metabolism YAL038W cytoplasm 
AN5213.1 conserved hypothetical protein [Neurospora crassa]
AN5215.1 WD-repeat protein WDR6, WD repeat superfamily R YPL183C cytoplasm 
AN5216.1 5'-3' exonuclease L Replication, recombination, repair YGR258C cytoplasm nucleus 
AN5217.1 hypothetical protein [Neurospora crassa] YGR086C
AN5218.1 Activating transcription factor 4 K Transcription
AN5220.1 von Willebrand factor and related coagulation proteins WV

AN5221.1 FOG: Immunoglobin and related proteins RP
AN5222.1 40S ribosomal protein S11 J Translation, ribosomal structure, biogenesis YDR025W cytoplasm 
AN5224.1 Clathrin assembly protein AP180 and related proteins, 

contain ENTH domain
TU

AN5225.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN5226.1 Predicted membrane protein S
AN5228.1 NADH:flavin oxidoreductase/12-oxophytodienoate 

reductase
CR YHR179W cytoplasm nucleus 

AN5230.1 predicted protein [Neurospora crassa]
AN5231.1 hypothetical protein [Neurospora crassa]
AN5232.1 predicted protein [Neurospora crassa]
AN5234.1 Alcohol dehydrogenase, class IV C Energy production, conversion
AN5235.1 Transcription-coupled repair protein CSA, contains 

WD40 domain
KL

AN5236.1 Predicted membrane protein S
AN5267.1 Poly(3-hydroxybutyrate) depolymerase Q
AN5273.1 Isopropylmalate/homocitrate/citramalate synthases E Amino acid transport, metabolism
AN5284.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN5285.1 hypothetical protein [Neurospora crassa]
AN5296.1 Sensory transduction histidine kinase T Signal transduction mechanisms
AN5307.1 NADH-dehydrogenase (ubiquinone) C Energy production, conversion
AN5311.1 hypothetical protein [Neurospora crassa]
AN5317.1 hypothetical protein [Burkholderia fungorum]
AN5318.1 Non-ribosomal peptide synthetase/alpha-aminoadipate 

reductase and related enzymes
Q

AN5321.1 Acetylcholinesterase/Butyrylcholinesterase T Signal transduction mechanisms
AN5323.1 Predicted transporter (major facilitator superfamily) R
AN5324.1 Chitinase G Carbohydrate transport, metabolism
AN5328.1 Protocatechuate 3,4-dioxygenase beta subunit Q
AN5330.1 Histone acetyltransferase HPA2 and related 

acetyltransferases
KR

AN5333.1 hypothetical protein [Microbulbifer degradans 2-40]
AN5335.1 Cytochrome P450 CYP2 subfamily Q
AN5336.1 5' nucleotidase F Nucleotide transport, metabolism
AN5337.1 Transcription-associated recombination protein - Thp1p D Cell cycle/division, chrom. partitioning

AN5338.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN5339.1 predicted protein [Neurospora crassa]
AN5340.1 Protein involved in rRNA processing A RNA processing, modification YER127W
AN5343.1 Kinesin (SMY1 subfamily) Z Cytoskeleton
AN5344.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YGL058W cytoplasm nucleus 
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AN5346.1 Beta-1,4-mannosyltransferase O Posttranslational modification/turnover/chaperones YBR110W ER 

AN5351.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones

AN5353.1 Uncharacterized conserved protein S
AN5356.1 Mitochondrial carnitine-acylcarnitine carrier protein C Energy production, conversion YOR100C
AN5367.1 hypothetical protein [Neurospora crassa]
AN5370.1 Permeases of the major facilitator superfamily GEPR
AN5375.1 predicted protein [Neurospora crassa]
AN5376.1 Dienelactone hydrolase and related enzymes Q
AN5378.1 Predicted transporter (major facilitator superfamily) R YEL065W vacuole 
AN5387.1 Uncharacterized protein conserved in bacteria S
AN5390.1
AN5399.1 predicted protein [Neurospora crassa]
AN5400.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN5401.1 probable DNA-binding protein [Pirellula sp.]
AN5402.1 Intracellular membrane-bound Ca2+-independent 

phospholipase A2
I Lipid transport, metabolism

AN5403.1 Uncharacterized conserved protein S
AN5404.1 Reticulon U Intracellular trafficking/secretion/transport YDR233C cell periphery ER 
AN5405.1 predicted protein [Neurospora crassa]
AN5406.1 DNA topoisomerase type II B Chromatin structure, dynamics YNL088W nucleus 
AN5407.1 Predicted GTPase activator NB4S/EVI5 (contains TBC 

domain)/Calmodulin-binding protein Pollux (contains 
PTB and TBC domains)

R

AN5410.1
AN5422.1 Beta-lactamase class C and other penicillin binding 

proteins
V Defense mechanisms

AN5436.1 Predicted signaling-associated protein (contains a PDZ 
domain)

R YNL123W nucleus 

AN5438.1 Hsp90 co-chaperone CNS1 (contains TPR repeats) O Posttranslational modification/turnover/chaperones YBR155W cytoplasm 

AN5440.1 Catalase (peroxidase I) P Inorganic ion transport, metabolism YKR066C mitochondrion 
AN5441.1 Ribosomal protein S18 J Translation, ribosomal structure, biogenesis YML026C cytoplasm 
AN5442.1 Serine carboxypeptidases (lysosomal cathepsin A) OE YMR297W vacuole 
AN5443.1 Predicted exosome subunit J Translation, ribosomal structure, biogenesis YLR022C cytoplasm nucleus 
AN5445.1
AN5447.1 Glutamate decarboxylase/sphingosine phosphate lyase E Amino acid transport, metabolism YMR250W cytoplasm 

AN5448.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN5449.1 Arylsulfatase A and related enzymes P Inorganic ion transport, metabolism
AN5450.1 Endosomal membrane proteins, EMP70 U Intracellular trafficking/secretion/transport YLR083C vacuole 
AN5452.1 Splicing factor 3b, subunit 3 A RNA processing, modification
AN5453.1 predicted protein [Neurospora crassa]
AN5455.1 Uncharacterized conserved protein S YJL109C nucleolus 
AN5456.1 Uncharacterized conserved protein S
AN5457.1 Ferric reductase, NADH/NADPH oxidase and related 

proteins
PQ

AN5480.1 predicted protein [Neurospora crassa] YHR087W cytoplasm nucleus 
AN5481.1 predicted protein [Neurospora crassa]
AN5482.1 GTPase Ran/TC4/GSP1 (nuclear protein transport 

pathway), small G protein superfamily
U Intracellular trafficking/secretion/transport YLR293C
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AN5483.1 Helicase-like transcription factor HLTF/DNA helicase 
RAD5, DEAD-box superfamily

KL

AN5484.1 2-enoyl-CoA hydratase/3-hydroxyacyl-CoA 
dehydrogenase/Peroxisomal 3-ketoacyl-CoA-thiolase, 
sterol-binding domain and related enzymes

I Lipid transport, metabolism

AN5485.1 Nuclear pore complex, Nup98 component (sc 
Nup145/Nup100/Nup116)

YU

AN5486.1 Carbon-nitrogen hydrolase E Amino acid transport, metabolism YLR351C mitochondrion cytoplasm 
AN5489.1 Pinin (desmosome-associated protein) Z Cytoskeleton
AN5491.1 Cytoplasm to vacuole targeting protein U Intracellular trafficking/secretion/transport
AN5492.1 Adenine deaminase/adenosine deaminase F Nucleotide transport, metabolism
AN5493.1 Concentrative Na+-nucleoside cotransporter 

CNT1/CNT2
FP

AN5494.1 Checkpoint kinase and related serine/threonine protein 
kinases

D Cell cycle/division, chrom. partitioning YBR274W cytoplasm 

AN5495.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YOR339C

AN5496.1 predicted protein [Neurospora crassa]
AN5497.1 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-

2butanone-4-phosphate synthase
H Coenzyme transport, metabolism YDR487C cytoplasm nucleus 

AN5498.1 Transcription initiation factor IIE, beta subunit K Transcription YKR062W nucleus 
AN5499.1 Uncharacterized conserved coiled-coil protein S YKR095W nuclear periphery 
AN5501.1 Esterase/lipase I Lipid transport, metabolism
AN5512.1 Magnesium-dependent phosphatase R YER134C cytoplasm nucleus 
AN5513.1 predicted protein [Neurospora crassa]
AN5514.1 DNA/RNA helicase MER3/SLH1, DEAD-box superfamily A RNA processing, modification YGL251C

AN5515.1 Predicted UDP-galactose transporter G Carbohydrate transport, metabolism
AN5516.1 HORMA domain B Chromatin structure, dynamics
AN5517.1 Cdc4 and related F-box and WD-40 proteins R
AN5518.1 Predicted GTPase R
AN5519.1 Clathrin adaptor complex, small subunit U Intracellular trafficking/secretion/transport YJL024C early Golgi 
AN5520.1 60S ribosomal protein L7A J Translation, ribosomal structure, biogenesis YLL045C cytoplasm 
AN5522.1 predicted protein [Neurospora crassa]
AN5523.1 Trehalose-6-phosphate synthase component TPS1 and 

related subunits
G Carbohydrate transport, metabolism YBR126C cytoplasm 

AN5524.1 Glyoxylase R
AN5525.1 Aconitase/homoaconitase (aconitase superfamily) CE YLR304C
AN5527.1 DNA repair protein, SNF2 family L Replication, recombination, repair
AN5528.1 Mitochondrial Fe/S cluster exporter, ABC superfamily U Intracellular trafficking/secretion/transport YMR301C mitochondrion 

AN5529.1 NDR and related serine/threonine kinases R YNL161W bud neck cytoplasm 
AN5530.1 Splicing factor 3a, subunit 2 A RNA processing, modification YDL043C nucleus 
AN5531.1 Beta-tubulin folding cofactor E O Posttranslational modification/turnover/chaperones YER007W

AN5532.1 Spliceosomal protein FBP21 A RNA processing, modification
AN5533.1 Cell division protein D Cell cycle/division, chrom. partitioning
AN5534.1 Glyoxylate/hydroxypyruvate reductase (D-isomer-

specific 2-hydroxy acid dehydrogenase superfamily)
C Energy production, conversion YNL274C cytoplasm nucleus 

AN5535.1 Uncharacterized conserved protein S
AN5536.1 GTPase XAB1, interacts with DNA repair protein XPA L Replication, recombination, repair YJR072C cytoplasm 
AN5537.1 Purine nucleoside permease F Nucleotide transport, metabolism
AN5549.1 Inorganic phosphate transporter P Inorganic ion transport, metabolism
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AN5552.1 Vacuolar sorting protein VPS1, dynamin, and related 
proteins

UR

AN5557.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN5558.1 Subtilisin-related protease/Vacuolar protease B O Posttranslational modification/turnover/chaperones YEL060C cytoplasm 

AN5559.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN5563.1 Aldo/keto reductase family proteins R YBR149W cytoplasm nucleus 
AN5564.1 Predicted phosphatase R
AN5566.1 GMP synthase F Nucleotide transport, metabolism YMR217W
AN5567.1 Uncharacterized conserved protein S
AN5568.1 conserved hypothetical protein [Neurospora crassa]
AN5569.1 RNA polymerase II transcription initiation/nucleotide 

excision repair factor TFIIH, subunit TFB1
KL YDR311W nucleus 

AN5570.1 Chromatin remodeling protein, contains PHD Zn-finger B Chromatin structure, dynamics

AN5571.1 2-oxoglutarate dehydrogenase, E1 subunit G Carbohydrate transport, metabolism YIL125W mitochondrion 
AN5573.1 predicted protein [Neurospora crassa]
AN5574.1 Uncharacterized conserved protein S
AN5575.1 hypothetical protein ( hypothetical protein B24M22.240 

[imported] - Neurospora crassa )
AN5576.1
AN5577.1 Manganese superoxide dismutase P Inorganic ion transport, metabolism YHR008C mitochondrion 
AN5578.1 Tuftelin-interacting protein TIP39, contains G-patch 

domain
A RNA processing, modification

AN5579.1 Vacuolar protein sorting-associated protein U Intracellular trafficking/secretion/transport YLL040C endosome cytoplasm 
AN5580.1 predicted protein [Neurospora crassa]
AN5585.1 3-keto sterol reductase I Lipid transport, metabolism YLR100W lipid particle 
AN5586.1 GDP-mannose pyrophosphorylase/mannose-1-

phosphate guanylyltransferase
M YDL055C cytoplasm 

AN5588.1 AAA+-type ATPase containing the peptidase M41 
domain

O Posttranslational modification/turnover/chaperones YPR024W mitochondrion 

AN5589.1 Ribulose kinase and related carbohydrate kinases G Carbohydrate transport, metabolism
AN5591.1 Aspartate/tyrosine/aromatic aminotransferase E Amino acid transport, metabolism
AN5592.1 Invasion-inducing protein TIAM1/CDC24 and related 

RhoGEF GTPases
T Signal transduction mechanisms

AN5593.1 Beta-TrCP (transducin repeats containing)/Slimb 
proteins

S

AN5595.1 Myosin class II heavy chain Z Cytoskeleton
AN5596.1 Permease of the major facilitator superfamily R
AN5599.1 hypothetical protein [Neurospora crassa] YBL011W ER 
AN5600.1 Cis-prenyltransferase I Lipid transport, metabolism
AN5601.1 Lysine-ketoglutarate reductase/saccharopine 

dehydrogenase
E Amino acid transport, metabolism YNR050C cytoplasm 

AN5602.1 Uncharacterized conserved protein S YDR214W cytoplasm 
AN5603.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN5604.1 Fructose-1,6-bisphosphatase G Carbohydrate transport, metabolism YLR377C
AN5606.1 Vacuolar H+-ATPase V0 sector, subunit a C Energy production, conversion YOR270C vacuolar membrane 
AN5607.1 Uncharacterized conserved protein S YFL007W cytoplasm nucleus 
AN5610.1 Non-ribosomal peptide synthetase/alpha-aminoadipate 

reductase and related enzymes
Q YBR115C cytoplasm 
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AN5611.1 Predicted carbonic anhydrase involved in protection 
against oxidative damage

P Inorganic ion transport, metabolism YNL036W cytoplasm nucleus 

AN5612.1 predicted protein [Neurospora crassa]
AN5613.1 Xanthine dehydrogenase F Nucleotide transport, metabolism
AN5614.1 hypothetical protein [Neurospora crassa] YNL279W vacuole 
AN5616.1 Kynurenine aminotransferase, glutamine transaminase 

K
E Amino acid transport, metabolism YJL060W mitochondrion cytoplasm 

AN5617.1 ATPase related to the helicase subunit of the Holliday 
junction resolvase

L Replication, recombination, repair YNL218W cytoplasm nucleus 

AN5618.1 Ca2+-binding protein (centrin/caltractin), EF-Hand 
superfamily protein

ZD YOR257W

AN5619.1 Meltrins, fertilins and related Zn-dependent 
metalloproteinases of the ADAMs family

O Posttranslational modification/turnover/chaperones

AN5624.1 Ca2+-dependent lipid-binding protein CLB1/vesicle 
protein vp115/Granuphilin A, contains C2 domain

R

AN5625.1 Histone acetyltransferase (MYST family) B Chromatin structure, dynamics
AN5626.1 Acyl-CoA synthetase I Lipid transport, metabolism YLR153C nucleus 
AN5627.1 Nuclear pore complex, Nup98 component (sc 

Nup145/Nup100/Nup116)
YU

AN5629.1 NADH:ubiquinone oxidoreductase, NDUFV1/51kDa 
subunit

C Energy production, conversion

AN5630.1 N-methyltransferase R
AN5631.1 SAP family cell cycle dependent phosphatase-

associated protein
D Cell cycle/division, chrom. partitioning

AN5632.1 Protein involved in vacuolar protein sorting U Intracellular trafficking/secretion/transport YDR486C vacuolar membrane 
AN5633.1 Mn2+ and Fe2+ transporters of the NRAMP family P Inorganic ion transport, metabolism YHR050W
AN5634.1 Isocitrate lyase C Energy production, conversion YER065C
AN5635.1 Neutral trehalase G Carbohydrate transport, metabolism YDR001C cytoplasm 
AN5637.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN5638.1 OTU (ovarian tumor)-like cysteine protease TO YHL013C cytoplasm 
AN5640.1 Histone acetyltransferase (MYST family) B Chromatin structure, dynamics
AN5641.1 Clathrin-associated protein medium chain U Intracellular trafficking/secretion/transport
AN5642.1 predicted protein [Neurospora crassa]
AN5643.1 Chromatin remodeling complex WSTF-ISWI, small 

subunit
K Transcription YOR304W nucleus 

AN5644.1 Aldehyde dehydrogenase C Energy production, conversion YMR110C endosome lipid particle 
AN5646.1 3-oxoacyl CoA thiolase I Lipid transport, metabolism YIL160C
AN5648.1 Uncharacterized conserved protein S
AN5653.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
Q

AN5656.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN5657.1 predicted protein [Neurospora crassa]
AN5658.1 Gamma-glutamyltransferase E Amino acid transport, metabolism YLR299W
AN5659.1 FOG: Zn-finger R
AN5660.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN5661.1 H/ACA small nucleolar RNP component GAR1 J Translation, ribosomal structure, biogenesis
AN5662.1 Threonyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YIL078W cytoplasm 
AN5663.1 Galactosyltransferases G Carbohydrate transport, metabolism
AN5667.1 Uncharacterized conserved protein S
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AN5668.1 Golgi-associated protein/Nedd4 WW domain-binding 
protein

R

AN5669.1 Succinyl-CoA:alpha-ketoacid-CoA transferase C Energy production, conversion
AN5671.1 unnamed protein product [Podospora anserina]
AN5672.1 L-alanine-DL-glutamate epimerase and related enzymes 

of enolase superfamily
MR

AN5673.1 hypothetical protein [Neurospora crassa]
AN5674.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN5675.1 Predicted ubiquitin regulatory protein, contains UAS and 

UBX domains
O Posttranslational modification/turnover/chaperones YDR330W cytoplasm nucleus 

AN5676.1 Pre-initiation complex, subunit CDC6, AAA+ superfamily 
ATPase

LD YJL194W cytoplasm nucleus 

AN5678.1 Amino acid transporters E Amino acid transport, metabolism YKR039W vacuole 
AN5679.1 U6 snRNA-associated Sm-like protein A RNA processing, modification
AN5681.1 Predicted E3 ubiquitin ligase, integral peroxisomal 

membrane protein
O Posttranslational modification/turnover/chaperones YDR265W peroxisome 

AN5682.1 Predicted small molecule transporter U Intracellular trafficking/secretion/transport
AN5685.1 Uncharacterized conserved protein S
AN5686.1 Actin filament-coating protein tropomyosin Z Cytoskeleton YNL079C
AN5687.1 predicted protein [Neurospora crassa]
AN5688.1 Cyclopropane fatty acid synthase and related 

methyltransferases
M

AN5690.1 Copper amine oxidase Q
AN5692.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO YLR324W peroxisome 

AN5693.1 Uncharacterized conserved protein S YJL104W mitochondrion 
AN5694.1 DNA polymerase sigma L Replication, recombination, repair
AN5697.1 Protein kinase C substrate, 80 KD protein, heavy chain T Signal transduction mechanisms

AN5698.1 3-oxoacyl CoA thiolase I Lipid transport, metabolism
AN5701.1 3-deoxy-D-arabino-heptulosonate 7-phosphate (DAHP) 

synthase
E Amino acid transport, metabolism YBR249C cytoplasm nucleus 

AN5702.1 Uncharacterized conserved protein S
AN5705.1 Golgi protein U Intracellular trafficking/secretion/transport YDR372C cytoplasm nucleus 
AN5706.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR

AN5710.1 Cytosolic sorting protein GGA2/TOM1 U Intracellular trafficking/secretion/transport YHR108W late Golgi 
AN5711.1 Uncharacterized conserved protein S
AN5713.1 Chaperonin complex component, TCP-1 eta subunit 

(CCT7)
O Posttranslational modification/turnover/chaperones YJL111W

AN5714.1
AN5715.1 40s ribosomal protein S26 J Translation, ribosomal structure, biogenesis YER131W cytoplasm 
AN5716.1 FOG: CBS domain R
AN5717.1 Karyopherin (importin) beta 3 YU YMR308C cytoplasm nucleus 
AN5719.1 60s acidic ribosomal protein P1 J Translation, ribosomal structure, biogenesis YDL130W cytoplasm 
AN5720.1 Predicted membrane protein S YOL092W vacuolar membrane 
AN5721.1 Uncharacterized conserved protein S
AN5722.1 Protein phosphatase 2C/pyruvate dehydrogenase 

(lipoamide) phosphatase
T Signal transduction mechanisms YOR090C

AN5724.1 Inner membrane protein translocase involved in 
respiratory chain assembly

OU

AN5725.1 Glycosyltransferase M YNL048W ER 
AN5726.1 FOG: Zn-finger R
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AN5727.1 Arabinogalactan endo-1,4-beta-galactosidase G Carbohydrate transport, metabolism
AN5728.1 Ca2+/calmodulin-dependent protein kinase kinase beta 

and related serine/threonine protein kinases
T Signal transduction mechanisms

AN5730.1 predicted protein [Neurospora crassa]
AN5731.1 Chorismate synthase E Amino acid transport, metabolism YGL148W cytoplasm 
AN5732.1 Lipoate-protein ligase A H Coenzyme transport, metabolism YJL046W
AN5733.1 Uncharacterized protein conserved in bacteria S
AN5734.1 Predicted transporter (major facilitator superfamily) R
AN5737.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN5740.1 Ras-related small GTPase, Rho type R YPR165W
AN5741.1 predicted protein [Neurospora crassa]
AN5742.1 Fucose permease G Carbohydrate transport, metabolism
AN5743.1 Ca2+ transporting ATPase P Inorganic ion transport, metabolism
AN5744.1 Multifunctional chaperone (14-3-3 family) O Posttranslational modification/turnover/chaperones

AN5745.1 Translation initiation factor eIF3, p35 subunit J Translation, ribosomal structure, biogenesis
AN5746.1 Enolase G Carbohydrate transport, metabolism YGR254W cytoplasm 
AN5747.1 26S proteasome regulatory complex, ATPase RPT4 O Posttranslational modification/turnover/chaperones YOR259C nucleus 

AN5748.1 1, 2-alpha-mannosidase G Carbohydrate transport, metabolism YJR131W ER 
AN5749.1 Aminoacylase ACY1 and related metalloexopeptidases E Amino acid transport, metabolism

AN5750.1 predicted protein [Neurospora crassa]
AN5751.1 Polynucleotide kinase 3' phosphatase L Replication, recombination, repair
AN5752.1 subunit of RNA polymerase II holoenzyme/mediator 

complex; Srb5p [Saccharomyces cerevisiae]
AN5753.1
AN5755.1 hypothetical protein ( related to a-agglutinin core protein 

AGA1 [imported] - Neurospora crassa )
AN5757.1 Casein kinase (serine/threonine/tyrosine protein kinase) T Signal transduction mechanisms YER123W vacuole 

AN5758.1 Guanine nucleotide exchange factor U Intracellular trafficking/secretion/transport YNL206C nucleus 
AN5759.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN5760.1 Protein geranylgeranyltransferase Type I, beta subunit O Posttranslational modification/turnover/chaperones YGL155W cytoplasm nucleus 

AN5761.1
AN5763.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN5767.1 predicted protein [Neurospora crassa]
AN5768.1 hypothetical protein ( (AL451013) conserved 

hypothetical protein [Neurospora crassa] )
YKL051W cell periphery 

AN5769.1 Prenylated rab acceptor 1 U Intracellular trafficking/secretion/transport
AN5770.1 Zuotin and related molecular chaperones (DnaJ 

superfamily), contains DNA-binding domains
O Posttranslational modification/turnover/chaperones

AN5771.1 predicted protein [Neurospora crassa]
AN5772.1 Phosphomannomutase I Lipid transport, metabolism
AN5773.1 DEAD box-containing helicase-like transcription 

factor/DNA repair protein
L Replication, recombination, repair

AN5774.1 Uncharacterized conserved protein S
AN5776.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN5777.1 Predicted lipase I Lipid transport, metabolism
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AN5778.1 Actin-related protein Arp2/3 complex, subunit 
ARPC1/p41-ARC

Z Cytoskeleton YBR234C actin 

AN5781.1 Molecular chaperone (small heat-shock protein 
Hsp26/Hsp42)

O Posttranslational modification/turnover/chaperones

AN5782.1 Predicted fumarylacetoacetate hydralase R
AN5783.1 20S proteasome, regulatory subunit beta type 

PSMB4/PRE4
O Posttranslational modification/turnover/chaperones

AN5784.1 20S proteasome, regulatory subunit beta type 
PSMB1/PRE7

O Posttranslational modification/turnover/chaperones YBL041W

AN5785.1 Predicted RNA-binding protein Pno1p interacting with 
Nob1p and involved in 26S proteasome assembly

O Posttranslational modification/turnover/chaperones YOR145C

AN5786.1 hypothetical protein [Neurospora crassa] YHR194W nucleus 
AN5787.1 Rac GTPase-activating protein BCR/ABR T Signal transduction mechanisms
AN5789.1 Predicted protein carboxyl methylase R YCR047C cytoplasm nucleus 
AN5790.1 Isocitrate dehydrogenase, gamma subunit E Amino acid transport, metabolism YNL037C mitochondrion 
AN5799.1 Gamma-glutamyl phosphate reductase E Amino acid transport, metabolism YOR323C cytoplasm nucleus 
AN5800.1 60s ribosomal protein L18 J Translation, ribosomal structure, biogenesis YOL120C
AN5801.1 Mitochondrial solute carrier protein C Energy production, conversion YPR011C mitochondrion 
AN5803.1 Ca2+-binding actin-bundling protein (fimbrin/plastin), EF-

Hand protein superfamily
Z Cytoskeleton YDR129C actin 

AN5804.1 Phosphatidic acid-preferring phospholipase A1, contains 
DDHD domain

IU YOR022C mitochondrion 

AN5805.1 HGG motif-containing thioesterase R
AN5806.1 Transcriptional coactivator K Transcription
AN5807.1 predicted protein [Neurospora crassa]
AN5808.1 predicted protein [Neurospora crassa]
AN5810.1 Putative metallopeptidase R YFR006W cytoplasm 
AN5811.1 predicted protein [Neurospora crassa]
AN5812.1 Bifunctional leukotriene A4 hydrolase/aminopeptidase 

LTA4H
IOVE YNL045W cytoplasm nucleus 

AN5814.1 Uncharacterized conserved protein S YPR040W cytoplasm nucleus 
AN5815.1 Serine/threonine protein kinase D Cell cycle/division, chrom. partitioning YPL209C microtubule 
AN5817.1 Gamma-glutamyl kinase E Amino acid transport, metabolism YDR300C cytoplasm 
AN5819.1 Signal recognition particle receptor, beta subunit (small 

G protein superfamily)
U Intracellular trafficking/secretion/transport YKL154W ER 

AN5820.1 Cystathionine beta-synthase and related enzymes E Amino acid transport, metabolism YGR155W cytoplasm 
AN5821.1 Ca2+/H+ antiporter VCX1 and related proteins P Inorganic ion transport, metabolism
AN5822.1 Cyclin-dependent kinase WEE1 D Cell cycle/division, chrom. partitioning
AN5823.1 Lysine/ornithine N-monooxygenase Q
AN5824.1 Ankyrin repeat and DHHC-type Zn-finger domain 

containing proteins
R

AN5825.1 Cyclin R
AN5827.1 mRNA splicing factor ATP-dependent RNA helicase A RNA processing, modification
AN5828.1 Cytochrome b5 C Energy production, conversion
AN5829.1 Microtubule-associated proteins Z Cytoskeleton
AN5830.1 Predicted hydrolase (HAD superfamily) R
AN5832.1 Ras-related GTPase R
AN5833.1 Acyl-coenzyme A synthetases/AMP-(fatty) acid ligases I Lipid transport, metabolism

AN5835.1 Glycine/serine hydroxymethyltransferase E Amino acid transport, metabolism
AN5836.1 RNA polymerase II, large subunit K Transcription
AN5837.1 Cytochrome P450 Q
AN5838.1 NADP/FAD dependent oxidoreductase C Energy production, conversion
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AN5839.1 ATP-dependent RNA helicase A A RNA processing, modification
AN5840.1 Protein containing adaptin N-terminal region J Translation, ribosomal structure, biogenesis YGL195W cytoplasm 
AN5846.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN5848.1 unnamed protein product [Podospora anserina]
AN5849.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN5850.1 Hydroxysteroid 17-beta dehydrogenase 11 Q
AN5856.1 Mg2+ and Co2+ transporters P Inorganic ion transport, metabolism
AN5857.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN5860.1 Predicted transporter (major facilitator superfamily) R
AN5861.1 17 beta-hydroxysteroid dehydrogenase type 3, 

HSD17B3
I Lipid transport, metabolism YBR159W ER 

AN5862.1 Predicted membrane protein S YER044C ER 
AN5864.1 Predicted transporter (major facilitator superfamily) R
AN5865.1 GTP-binding protein CRFG/NOG1 (ODN superfamily) R YPL093W nucleus 
AN5866.1 Arylalkylamine N-acetyltransferase R YDR071C cytoplasm 
AN5867.1 Acetylglutamate kinase/acetylglutamate synthase E Amino acid transport, metabolism
AN5868.1 Predicted membrane protein S
AN5869.1 Lysophosphatidic acid acyltransferase 

endophilin/SH3GL, involved in synaptic vesicle formation
IT

AN5870.1 hypothetical protein [Neurospora crassa]
AN5871.1 Predicted RNA methylase involved in rRNA processing A RNA processing, modification

AN5872.1 20S proteasome, regulatory subunit alpha type 
PSMA5/PUP2

O Posttranslational modification/turnover/chaperones YGR253C cytoplasm nucleus 

AN5873.1 Gamma-tubulin complex, DGRIP84/SPC97 component Z Cytoskeleton YHR172W spindle pole 

AN5875.1 rRNA processing protein JD YCL059C nucleolus cytoplasm 
AN5876.1 Permeases of the major facilitator superfamily R
AN5877.1 Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases 

II
IQ

AN5878.1 3-oxoacyl CoA thiolase I Lipid transport, metabolism
AN5879.1 Uncharacterized conserved protein, contains ML domain R YDL046W vacuole 

AN5880.1 Vacuolar H+-ATPase V1 sector, subunit F C Energy production, conversion YGR020C vacuolar membrane 
AN5881.1 predicted protein [Neurospora crassa]
AN5882.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN5883.1 5,10-methylenetetrahydrofolate reductase E Amino acid transport, metabolism YGL125W cytoplasm nucleus 
AN5884.1 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F Nucleotide transport, metabolism YML106W cytoplasm nucleus 

AN5885.1 Glycogen synthase G Carbohydrate transport, metabolism
AN5886.1 3-isopropylmalate dehydratase (aconitase superfamily) E Amino acid transport, metabolism YGL009C cytoplasm nucleus 

AN5887.1 Voltage-gated shaker-like K+ channel, subunit 
beta/KCNAB

C Energy production, conversion YNL331C

AN5888.1 Glycosyltransferase G Carbohydrate transport, metabolism YBR243C
AN5890.1 Amino acid transporters E Amino acid transport, metabolism
AN5891.1 PHD Zn-finger proteins R
AN5892.1 Origin recognition complex, subunit 4 L Replication, recombination, repair
AN5893.1 G protein signaling regulators T Signal transduction mechanisms
AN5894.1 RNA polymerase II assessory factor Cdc73p K Transcription YLR418C nucleus 
AN5895.1 RAB proteins geranylgeranyltransferase component A 

(RAB escort protein)
O Posttranslational modification/turnover/chaperones YER136W cytoplasm 
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AN5899.1 Structural maintenance of chromosome protein 2 
(chromosome condensation complex Condensin, 
subunit E)

BD YFR031C cytoplasm nucleus 

AN5900.1 E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN5901.1 Uncharacterized conserved protein S
AN5902.1 Alpha-1,2 glucosyltransferase/transcriptional activator OKIT YGR227W

AN5903.1 Tyrosyl-DNA phosphodiesterase L Replication, recombination, repair YBR223C cytoplasm nucleus 
AN5906.1 Chaperone-dependent E3 ubiquitin protein ligase 

(contains TPR repeats)
O Posttranslational modification/turnover/chaperones

AN5908.1 Triosephosphate isomerase G Carbohydrate transport, metabolism
AN5909.1 Dihydroorotate dehydrogenase F Nucleotide transport, metabolism
AN5910.1 Putative RNA polymerase II regulator K Transcription
AN5911.1 Actin-related protein Z Cytoskeleton
AN5912.1 GTP-binding ADP-ribosylation factor-like protein ARL1 U Intracellular trafficking/secretion/transport YBR164C early Golgi 

AN5913.1 Alcohol dehydrogenase, class V Q
AN5914.1 S-adenosylmethionine:diacylglycerol 3-amino-3-

carboxypropyl transferase
I Lipid transport, metabolism

AN5915.1 Golgi proteins involved in ER retention (RER) U Intracellular trafficking/secretion/transport YCL001W
AN5916.1 Enoyl-CoA hydratase/carnithine racemase I Lipid transport, metabolism
AN5917.1 Predicted transporter (major facilitator superfamily) R YGR289C
AN5918.1 Catalase P Inorganic ion transport, metabolism YDR256C
AN5920.1 Vacuolar assembly/sorting protein VPS9 U Intracellular trafficking/secretion/transport
AN5922.1 5'-phosphoribosylglycinamide formyltransferase G Carbohydrate transport, metabolism
AN5924.1 predicted protein [Neurospora crassa]
AN5925.1 Predicted ATP-dependent RNA helicase A RNA processing, modification YDR291W nucleus 
AN5929.1 Calcium-responsive transcription coactivator K Transcription
AN5930.1 predicted protein [Neurospora crassa]
AN5931.1 ATP-dependent RNA helicase A RNA processing, modification YNL112W cytoplasm nucleus 
AN5932.1 DNA polymerase alpha, catalytic subunit L Replication, recombination, repair YNL102W nucleus 
AN5934.1 FOG: RCC1 domain S
AN5935.1 Permeases of the major facilitator superfamily GEPR
AN5938.1 Predicted dehydrogenase G Carbohydrate transport, metabolism
AN5940.1 Uncharacterized conserved protein S
AN5950.1 Vesicle coat complex AP-1/AP-2/AP-4, beta subunit U Intracellular trafficking/secretion/transport YJR005W cell periphery bud neck 
AN5951.1 Predicted membrane protein S
AN5952.1 L-kynurenine hydrolase E Amino acid transport, metabolism
AN5954.1 RNA polymerase I-associated factor - PAF67 JK
AN5955.1 NITROGEN ASSIMILATION TRANSCRIPTION 

FACTOR NIRA
AN5957.1 Branched chain aminotransferase BCAT1, pyridoxal 

phosphate enzymes type IV superfamily
E Amino acid transport, metabolism

AN5958.1 Protein required for meiosis D Cell cycle/division, chrom. partitioning
AN5959.1 Prephenate dehydrogenase (NADP+) E Amino acid transport, metabolism YBR166C cytoplasm 
AN5960.1 40S ribosomal protein S14 J Translation, ribosomal structure, biogenesis YJL191W nucleolus cytoplasm nucleus 
AN5966.1 FOG: Zn-finger R
AN5968.1 Amino acid transporters E Amino acid transport, metabolism
AN5970.1 Thioredoxin/protein disulfide isomerase O Posttranslational modification/turnover/chaperones

AN5971.1 NADH:ubiquinone oxidoreductase, NDUFA5/B13 subunit C Energy production, conversion
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AN5972.1 Vesicle coat complex COPI, beta' subunit U Intracellular trafficking/secretion/transport YGL137W Golgi early Golgi 
AN5973.1 Ribosomal protein S6 kinase and related proteins RT YKL126W cytoplasm 
AN5975.1 Mannitol-1-phosphate/altronate dehydrogenases G Carbohydrate transport, metabolism
AN5977.1 Flavonol reductase/cinnamoyl-CoA reductase V Defense mechanisms YGL157W cytoplasm nucleus 
AN5979.1 40S ribosomal protein S17 J Translation, ribosomal structure, biogenesis YML024W cytoplasm 
AN5980.1 predicted protein [Neurospora crassa]
AN5982.1 DNA-dependent protein kinase L Replication, recombination, repair YKL203C
AN5983.1 Uncharacterized conserved protein S
AN5985.1 Aldehyde reductase R
AN5986.1 Aldo/keto reductase family proteins R YOR120W cytoplasm nucleus 
AN5988.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN5989.1 Predicted dehydrogenase G Carbohydrate transport, metabolism
AN5990.1 Acyl-CoA synthetase I Lipid transport, metabolism
AN5991.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones

AN5992.1 DNA replication licensing factor, MCM7 component L Replication, recombination, repair YBR202W cytoplasm nucleus 
AN5994.1 Predicted sugar kinase G Carbohydrate transport, metabolism YKL151C cytoplasm 
AN5995.1 Carbonic anhydrase R
AN5996.1 60S acidic ribosomal protein P2 J Translation, ribosomal structure, biogenesis YDR382W cytoplasm 
AN5997.1 40S ribosomal protein S15 J Translation, ribosomal structure, biogenesis YOL040C
AN5998.1 Predicted histone tail methylase containing SET domain B Chromatin structure, dynamics

AN5999.1 Multifunctional pyrimidine synthesis protein CAD 
(includes carbamoyl-phophate synthetase, aspartate 
transcarbamylase, and glutamine amidotransferase)

R YJR109C cytoplasm 

AN6003.1 Myosin class II heavy chain Z Cytoskeleton
AN6004.1 hypothetical protein [Neurospora crassa]
AN6006.1 Nuclear transport receptor RANBP7/RANBP8 (importin 

beta superfamily)
YU YJR132W cytoplasm nucleus 

AN6009.1 WD40-like repeat containing protein R
AN6010.1 Molecular chaperones mortalin/PBP74/GRP75, HSP70 

superfamily
O Posttranslational modification/turnover/chaperones YJR045C

AN6012.1 Transcription initiation factor TFIID, subunit BDF1 and 
related bromodomain proteins

K Transcription

AN6014.1 Acyl-CoA synthetase I Lipid transport, metabolism YOR317W ER 
AN6015.1 related to meiosis-specific protein NDT80 [MIPS] 

[Neurospora crassa]
AN6017.1 Translation initiation factor 3, subunit g (eIF-3g) J Translation, ribosomal structure, biogenesis YER056C vacuole 
AN6031.1 Dioxygenases related to 2-nitropropane dioxygenase R
AN6032.1 Dihydropteroate synthase/7, 8-dihydro-6-

hydroxymethylpterin- 
pyrophosphokinase/Dihydroneopterin aldolase

H Coenzyme transport, metabolism

AN6033.1 Predicted GTPase-activating protein T Signal transduction mechanisms YER122C Golgi early Golgi 
AN6034.1
AN6035.1 L-alanine-DL-glutamate epimerase and related enzymes 

of enolase superfamily
MR

AN6036.1 U1 snRNP complex, subunit SNU71 and related PWI-
motif proteins

A RNA processing, modification

AN6037.1 Glucose-6-phosphate isomerase G Carbohydrate transport, metabolism YBR196C cytoplasm 
AN6038.1 predicted protein [Neurospora crassa]
AN6039.1 predicted protein [Neurospora crassa]
AN6041.1 Uncharacterized conserved protein S
AN6045.1 Copper chaperone for superoxide dismutase P Inorganic ion transport, metabolism YMR038C cytoplasm nucleus 
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AN6046.1 Sorbin and SH3 domain-containing protein T Signal transduction mechanisms
AN6047.1 predicted protein [Neurospora crassa]
AN6048.1 Aspartate aminotransferase/Glutamic oxaloacetic 

transaminase AAT2/GOT1
E Amino acid transport, metabolism YLR027C

AN6049.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN6050.1
AN6051.1 Protein involved in biosynthesis of mitomycin 

antibiotics/polyketide fumonisin
Q

AN6053.1 Predicted mechanosensitive ion channel M
AN6054.1 Mitochondrial genome maintenance protein MGM101, 

mitochondrial precursor
YJR144W

AN6055.1 Biotin holocarboxylase synthetase/biotin-protein ligase H Coenzyme transport, metabolism YDL141W cytoplasm nucleus 

AN6057.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN6058.1 Uncharacterized conserved protein S
AN6059.1 HVA22/DP1 gene product-related proteins V Defense mechanisms
AN6061.1 hypothetical protein [Schizosaccharomyces pombe]
AN6064.1 Isoamyl acetate-hydrolyzing esterase I Lipid transport, metabolism YOR126C
AN6067.1 Translation initiation factor 5 (eIF-5) J Translation, ribosomal structure, biogenesis YPR041W cytoplasm 
AN6068.1 Uncharacterized conserved protein S YKL033W cytoplasm 
AN6069.1 ATP-dependent DNA ligase I L Replication, recombination, repair YDL164C mitochondrion nucleus 
AN6070.1 DNA replication licensing factor, MCM4 component L Replication, recombination, repair YPR019W cytoplasm nucleus 
AN6071.1 Uncharacterized conserved protein R
AN6072.1 Guanidinoacetate methyltransferase and related 

proteins
E Amino acid transport, metabolism YDR465C cytoplasm nucleus 

AN6073.1 Prohibitin-like protein O Posttranslational modification/turnover/chaperones YGR231C mitochondrion 

AN6074.1 mRNA cleavage and polyadenylation factor I complex, 
subunit RNA15

A RNA processing, modification YGL044C

AN6075.1 Phenylalanine and histidine ammonia-lyase Q
AN6076.1 DEAD box-containing helicase-like transcription 

factor/DNA repair protein
L Replication, recombination, repair

AN6078.1 Adenine deaminase/adenosine deaminase F Nucleotide transport, metabolism YNL141W cytoplasm nucleus 
AN6079.1 Predicted RNA-binding protein R
AN6080.1 Vesicle coat complex COPI, zeta subunit U Intracellular trafficking/secretion/transport YPL010W
AN6081.1 Cytoskeleton-associated protein and related proteins ZR
AN6082.1 60S ribosomal protein L30 J Translation, ribosomal structure, biogenesis YGL030W
AN6083.1 60s ribosomal protein L10 J Translation, ribosomal structure, biogenesis YLR075W cytoplasm 
AN6084.1 predicted protein [Neurospora crassa]
AN6085.1 DEAH-box RNA helicase A RNA processing, modification YKL078W nucleolus 
AN6086.1 F-box protein FBX9 R
AN6087.1 Mitochondrial carrier protein CGI-69 C Energy production, conversion YGR257C mitochondrion 
AN6089.1 Mitochondrial chaperonin, Cpn60/Hsp60p O Posttranslational modification/turnover/chaperones YLR259C mitochondrion 

AN6090.1 Glucose-repressible protein and related proteins R
AN6091.1 predicted protein [Neurospora crassa]
AN6093.1 Poly(3-hydroxybutyrate) depolymerase Q
AN6095.1 Permeases of the major facilitator superfamily GEPR
AN6102.1 hypothetical protein [Neurospora crassa]
AN6104.1 Polyadenylate-binding protein (RRM superfamily) AJ
AN6107.1 Cl- channel CLC-3 and related proteins (CLC 

superfamily)
P Inorganic ion transport, metabolism
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AN6108.1 dihydrofolate reductase [Coprinopsis cinerea]
AN6110.1 Uncharacterized conserved protein S
AN6111.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp45 J Translation, ribosomal structure, biogenesis YDR280W nucleolus nucleus 

AN6112.1 P-type ATPase R YAL026C late Golgi early Golgi 
AN6114.1 DNA polymerase IV (family X) L Replication, recombination, repair
AN6115.1 High-affinity nickel permease P Inorganic ion transport, metabolism
AN6116.1
AN6118.1 Amino acid transporters E Amino acid transport, metabolism YPL265W vacuole cell periphery 
AN6119.1 Zinc carboxypeptidase S YHR132C vacuole 
AN6120.1 Guanine nucleotide exchange factor U Intracellular trafficking/secretion/transport
AN6122.1 Zinc transporter and related ZIP domain-containing 

proteins
P Inorganic ion transport, metabolism

AN6123.1 Uncharacterized conserved protein S
AN6124.1 Amidases related to nicotinamidase Q
AN6126.1 Acetyl-CoA carboxylase I Lipid transport, metabolism YNR016C cytoplasm 
AN6132.1 predicted protein [Neurospora crassa]
AN6136.1 Protein involved in mRNA turnover and stability A RNA processing, modification
AN6138.1 DNA-binding cell division cycle control protein D Cell cycle/division, chrom. partitioning
AN6139.1 1-acyl-sn-glycerol-3-phosphate acyltransferase I Lipid transport, metabolism YDL052C ER 
AN6140.1 NpgA protein [Emericella nidulans]
AN6141.1 Imidazoleglycerol-phosphate synthase subunit H-like H Coenzyme transport, metabolism YMR095C cytoplasm 
AN6143.1 hypothetical protein [Neurospora crassa]
AN6147.1 Histone tail methylase B Chromatin structure, dynamics
AN6148.1 Acetylcholinesterase/Butyrylcholinesterase T Signal transduction mechanisms
AN6149.1 ATP-dependent RNA helicase A RNA processing, modification YGL064C mitochondrion 
AN6150.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN6151.1 PEP phosphonomutase and related enzymes G Carbohydrate transport, metabolism
AN6157.1 Uridine 5'- monophosphate synthase/orotate 

phosphoribosyltransferase
F Nucleotide transport, metabolism YEL021W

AN6159.1 Sterol O-acyltransferase/Diacylglycerol O-
acyltransferase

I Lipid transport, metabolism

AN6160.1 Polyadenylation factor I complex, subunit PFS2 A RNA processing, modification YNL317W nucleus 
AN6162.1 Farnesyl cysteine-carboxyl methyltransferase O Posttranslational modification/turnover/chaperones

AN6165.1 Pseudouridylate synthase J Translation, ribosomal structure, biogenesis YPL212C nucleus 
AN6166.1 Transcription initiation factor IIE, alpha subunit K Transcription YKL028W nucleus 
AN6167.1 NADH:flavin oxidoreductases, Old Yellow Enzyme family C Energy production, conversion

AN6168.1 NADP+-dependent malic enzyme C Energy production, conversion
AN6169.1 hypothetical protein [Neurospora crassa]
AN6170.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones YMR214W

AN6171.1 U3 small nucleolar ribonucleoprotein (snoRNP) 
component

A RNA processing, modification YHR148W

AN6172.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN6173.1 Hypothetical ORF; Ylr278cp [Saccharomyces cerevisiae]

AN6176.1 predicted protein [Neurospora crassa]
AN6177.1 Flotillins UZ
AN6180.1 predicted protein [Neurospora crassa]
AN6182.1 Galactose-1-phosphate uridylyltransferase C Energy production, conversion YBR018C
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AN6186.1 Nucleotide excision repair complex XPC-HR23B, subunit 
XPC/DPB11

L Replication, recombination, repair

AN6188.1 Predicted hydrolases of HD superfamily R YGL101W cytoplasm nucleus 
AN6190.1 Cell cycle-associated protein D Cell cycle/division, chrom. partitioning
AN6191.1 Cobalamin synthesis protein H Coenzyme transport, metabolism YNR029C cytoplasm 
AN6192.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN6193.1 Mitochondrial ATP-dependent protease PIM1/LON O Posttranslational modification/turnover/chaperones YBL022C mitochondrion 

AN6194.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN6195.1 FOG: Zn-finger R
AN6196.1
AN6197.1 WD40 repeat-containing protein S YOR269W cytoplasm nucleus 
AN6198.1 unknown [Aspergillus oryzae]
AN6200.1 Uncharacterized conserved protein S YPL012W cytoplasm nucleus 
AN6202.1 60S ribosomal protein L3 and related proteins J Translation, ribosomal structure, biogenesis YOR063W cytoplasm 
AN6203.1 putative protein [Neurospora crassa]
AN6204.1 cell wall beta-glucan assembly; Kre6p [Saccharomyces 

cerevisiae]
AN6206.1
AN6207.1 Dehydrogenase kinase T Signal transduction mechanisms
AN6208.1
AN6211.1 Lysophospholipase I Lipid transport, metabolism
AN6213.1 Small nuclear ribonucleoprotein (snRNP) A RNA processing, modification
AN6214.1 Histone acetyltransferase type b catalytic subunit B Chromatin structure, dynamics YPL001W
AN6216.1 ZIP-like zinc transporter proteins U Intracellular trafficking/secretion/transport
AN6217.1 Cdc4 and related F-box and WD-40 proteins R YFL009W
AN6218.1 unnamed protein product [Podospora anserina]
AN6219.1 Mitochondrial phosphate carrier protein C Energy production, conversion
AN6221.1 GATA-4/5/6 transcription factors K Transcription YKR034W
AN6222.1 Helicase-like transcription factor HLTF/DNA helicase 

RAD5, DEAD-box superfamily
KL

AN6223.1 RNA polymerase II holoenzyme and mediator 
subcomplex, subunit SURB7/SRB7

K Transcription

AN6224.1 predicted protein [Neurospora crassa]
AN6226.1 Predicted metal-dependent hydrolase with the TIM-

barrel fold
R

AN6228.1 GYF domain containing proteins R
AN6229.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR

AN6230.1 Medusa [Emericella nidulans]
AN6231.1 Tryptophan synthase beta chain E Amino acid transport, metabolism YGL026C cytoplasm nucleus 
AN6232.1 Vacuolar H+-ATPase V1 sector, subunit B C Energy production, conversion YBR127C vacuolar membrane 
AN6233.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN6234.1 Acetyltransferases, including N-acetylases of ribosomal 
proteins

J Translation, ribosomal structure, biogenesis

AN6235.1 Enoyl-CoA hydratase/carnithine racemase I Lipid transport, metabolism
AN6236.1 Non-ribosomal peptide synthetase modules and related 

proteins
Q

AN6237.1 Multidrug/pheromone exporter, ABC superfamily Q
AN6238.1 Predicted transporter (major facilitator superfamily) R

207



§S4 Conserved Non-Coding conpats Tab 5 - AN cats

A. nidulans locus A. nidulans locus description COG category COG description S. cerevisiae BBH GO cellular location for yeast gene

AN6239.1 Predicted hydrolases or acyltransferases (alpha/beta 
hydrolase superfamily)

R

AN6240.1 predicted protein [Neurospora crassa]
AN6241.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN6243.1 MAPK related serine/threonine protein kinase T Signal transduction mechanisms
AN6244.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp42 J Translation, ribosomal structure, biogenesis YDL111C nucleolus cytoplasm nucleus 

AN6245.1 predicted protein [Neurospora crassa]
AN6247.1 predicted protein [Neurospora crassa]
AN6248.1 Molecular chaperone of the GrpE family O Posttranslational modification/turnover/chaperones YOR232W cytoplasm 

AN6249.1 Calcineurin-mediated signaling pathway inhibitor DSCR1 TR

AN6250.1 Arginyl-tRNA-protein transferase O Posttranslational modification/turnover/chaperones

AN6251.1 Diadenosine and diphosphoinositol polyphosphate 
phosphohydrolase

T Signal transduction mechanisms YOR163W cytoplasm nucleus 

AN6252.1 RNA polymerase II, subunit POLR2C/RPB3 K Transcription YIL021W nucleus 
AN6253.1 Phenylalanyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YPR047W mitochondrion 
AN6254.1 Mitochondrial oxoglutarate/malate carrier proteins C Energy production, conversion YLR348C mitochondrion 
AN6256.1 Cyclophilin-type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN6257.1 Vesicle coat complex COPII, subunit SEC31 U Intracellular trafficking/secretion/transport YDL195W ER to Golgi 
AN6258.1 Peroxisomal membrane anchor protein (peroxin) MOU
AN6261.1 hypothetical protein ( (AL355933) conserved 

hypothetical protein [Neurospora crassa] )
AN6262.1 predicted protein [Neurospora crassa]
AN6263.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones

AN6265.1 WD40-repeat-containing subunit of the 18S rRNA 
processing complex

A RNA processing, modification YER082C

AN6266.1 Uncharacterized conserved protein S YDL060W cytoplasm nucleus 
AN6267.1 Protein required for fusion of vesicles in vesicular 

transport, alpha-SNAP
U Intracellular trafficking/secretion/transport YBL050W

AN6268.1 Uncharacterized conserved protein S
AN6269.1 Membrane component of ER protein translocation 

complex
U Intracellular trafficking/secretion/transport

AN6271.1 predicted protein [Neurospora crassa]
AN6272.1 Ferredoxin/adrenodoxin reductase F Nucleotide transport, metabolism YDR376W mitochondrion 
AN6273.1 Allergen Asp f 15 precursor (Asp f 13)
AN6274.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN6275.1 predicted protein [Neurospora crassa]
AN6277.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN6279.1 Carnitine O-acyltransferase CRAT I Lipid transport, metabolism YML042W
AN6280.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN6282.1 Isopropylmalate/homocitrate/citramalate synthases E Amino acid transport, metabolism
AN6286.1 Glucosidase I G Carbohydrate transport, metabolism YMR196W cytoplasm 
AN6287.1 Mitochondrial F1F0-ATP synthase, subunit OSCP/ATP5 C Energy production, conversion YDR298C mitochondrion 

AN6288.1 Cell cycle-associated protein Mob1-1 D Cell cycle/division, chrom. partitioning YIL106W spindle pole cytoplasm 
AN6289.1 Uncharacterized conserved protein S YDR137W early Golgi 
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AN6290.1 hypothetical protein ( hypothetical protein B5O22.190 
[imported] - Neurospora crassa )

AN6291.1 WD40 repeat protein S
AN6293.1 hypothetical protein B23I11.340 [imported] - Neurospora 

crassa
YPL133C cytoplasm nucleus 

AN6295.1 predicted protein [Neurospora crassa]
AN6298.1 hypothetical protein [Neurospora crassa]
AN6299.1 Uncharacterized conserved protein S
AN6300.1 Replication factor C, subunit RFC3 DL YBR087W nucleus 
AN6302.1 Mitochondrial ribosomal protein L16 J Translation, ribosomal structure, biogenesis YBL038W mitochondrion 
AN6303.1 Replication factor C, subunit RFC1 (large subunit) L Replication, recombination, repair YOR217W nucleus 
AN6304.1 Stress-activated MAP kinase-interacting protein, Sin1p T Signal transduction mechanisms

AN6305.1 cAMP-dependent protein kinase catalytic subunit (PKA) T Signal transduction mechanisms YPL203W nucleus 

AN6307.1 Lectin VIP36, involved in the transport of glycoproteins 
carrying high mannose-type glycans

U Intracellular trafficking/secretion/transport YKR044W cytoplasm 

AN6308.1 predicted protein [Neurospora crassa]
AN6309.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN6310.1 AAA ATPase containing von Willebrand factor type A 

(vWA) domain
R

AN6311.1 Cl- channel CLC-3 and related proteins (CLC 
superfamily)

P Inorganic ion transport, metabolism

AN6312.1 predicted protein [Neurospora crassa]
AN6313.1 Uncharacterized conserved protein S
AN6318.1 Chitin synthase/hyaluronan synthase 

(glycosyltransferases)
M

AN6323.1 Microtubule-associated protein dynactin DCTN1/Glued DZ

AN6325.1 Haloacid dehalogenase-like hydrolase R YGL224C
AN6326.1 Vigilin I Lipid transport, metabolism
AN6327.1 von Willebrand factor and related coagulation proteins WV

AN6328.1 Predicted seven transmembrane receptor - rhodopsin 
family

T Signal transduction mechanisms

AN6329.1 Uncharacterized conserved protein S
AN6330.1 Elongation factor 2 J Translation, ribosomal structure, biogenesis YOR133W cytoplasm 
AN6331.1 Proteins containing the RNA recognition motif R
AN6334.1 GTP-binding protein AARP2 involved in 40S ribosome 

biogenesis
J Translation, ribosomal structure, biogenesis

AN6336.1 Dehydrogenase kinase T Signal transduction mechanisms
AN6338.1 Aromatic amino acid aminotransferase and related 

proteins
E Amino acid transport, metabolism YGL202W cytoplasm 

AN6339.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN6340.1 Kinesin (KAR3 subfamily) Z Cytoskeleton YPR141C spindle pole microtubule nucleus 
AN6341.1 Actin-binding protein Coronin, contains WD40 repeats Z Cytoskeleton

AN6343.1 Class 2 transcription repressor NC2, alpha subunit 
(DRAP1)

K Transcription

AN6345.1 Predicted phosphate acyltransferase, contains PlsC 
domain

I Lipid transport, metabolism YPR139C

AN6346.1 Dihydroxy-acid dehydratase E Amino acid transport, metabolism YJR016C mitochondrion 
AN6347.1 Serine/threonine protein kinase R
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AN6348.1 Mitochondrial import inner membrane translocase, 
subunit TIM23

U Intracellular trafficking/secretion/transport YNR017W mitochondrion 

AN6349.1 Cell cycle-associated protein D Cell cycle/division, chrom. partitioning
AN6351.1 Membrane coat complex Retromer, subunit 

VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport YDL113C endosome 

AN6352.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN6354.1 Ubiquitin C-terminal hydrolase O Posttranslational modification/turnover/chaperones

AN6359.1 Cdc4 and related F-box and WD-40 proteins R YIL046W cytoplasm nucleus 
AN6360.1 hypothetical protein [Neurospora crassa]
AN6361.1 Predicted phosphatase homologous to the C-terminal 

domain of histone macroH2A1
R

AN6362.1 predicted protein [Neurospora crassa]
AN6363.1 Serine/threonine protein kinase involved in cell cycle 

control
TD YOR119C

AN6364.1 Structural maintenance of chromosome protein 3 (sister 
chromatid cohesion complex Cohesin, subunit SMC3)

D Cell cycle/division, chrom. partitioning YJL074C nucleus 

AN6365.1 Hypothetical ORF; Ypl067cp [Saccharomyces 
cerevisiae]

AN6366.1 NADH-cytochrome b-5 reductase HC YIL043C ER 
AN6367.1 Phosphatidylinositol-4-phosphate 5-kinase and related 

FYVE finger-containing proteins
T Signal transduction mechanisms

AN6368.1 Arginyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YDR341C
AN6369.1 Transporter, ABC superfamily (Breast cancer resistance 

protein)
Q

AN6371.1 hypothetical protein [Neurospora crassa]
AN6372.1
AN6374.1 RNA helicase A RNA processing, modification YLR276C
AN6375.1 Phosphate acyltransferase I Lipid transport, metabolism
AN6383.1 Carboxylesterase type B I Lipid transport, metabolism
AN6387.1 Vesicular amine transporter U Intracellular trafficking/secretion/transport
AN6389.1 Carboxylesterase and related proteins R
AN6390.1 Homogentisate 1,2-dioxygenase E Amino acid transport, metabolism
AN6391.1 Serine/threonine protein phosphatase 2A, catalytic 

subunit
T Signal transduction mechanisms YDL134C cytoplasm nucleus 

AN6394.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN6396.1 putative regulatory protein; zinc finger 

[Schizosaccharomyces pombe]
AN6398.1 Nucleoside-diphosphate-sugar epimerases MG
AN6409.1 hypothetical protein [Neurospora crassa]
AN6410.1 Endoglucanase G Carbohydrate transport, metabolism
AN6412.1 Vesicular amine transporter U Intracellular trafficking/secretion/transport
AN6420.1 Pirin-related protein R
AN6421.1 Hypothetical 25.2 kDa protein in SNZ3-COS4 intergenic 

region and in SNZ2-COS1 intergenic region

AN6422.1 predicted protein [Neurospora crassa]
AN6423.1 Uncharacterized protein conserved in bacteria S
AN6433.1 Acyl-CoA:diacylglycerol acyltransferase (DGAT) I Lipid transport, metabolism
AN6438.1 Dipeptidyl aminopeptidase O Posttranslational modification/turnover/chaperones
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AN6442.1 Amino acid transporters E Amino acid transport, metabolism
AN6443.1 Multidrug resistance-associated protein/mitoxantrone 

resistance protein, ABC superfamily
Q YGR281W cell periphery 

AN6445.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN6452.1 Sexual differentiation process protein ISP4 T Signal transduction mechanisms
AN6462.1 Metal-dependent 

amidase/aminoacylase/carboxypeptidase
R

AN6466.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

Q

AN6472.1 Predicted glycosyl hydrolase G Carbohydrate transport, metabolism
AN6477.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN6487.1 Aspartyl protease O Posttranslational modification/turnover/chaperones YLR121C mitochondrion 

AN6492.1 CCAAT-binding factor, subunit C (HAP5) K Transcription
AN6493.1 Exocyst complex, subunit SEC15 U Intracellular trafficking/secretion/transport YGL233W cell periphery bud neck cytoplasm 
AN6494.1 Protein Mei2, essential for commitment to meiosis, and 

related proteins
D Cell cycle/division, chrom. partitioning

AN6499.1 NAD-dependent malate dehydrogenase C Energy production, conversion
AN6500.1 60S ribosomal protein L28 J Translation, ribosomal structure, biogenesis
AN6501.1 Splicing factor 3b, subunit 4 A RNA processing, modification YOR319W nucleus 
AN6502.1 Mitochondrial FAD carrier protein C Energy production, conversion YIL134W
AN6503.1 FOG: Zn-finger R
AN6505.1 WD40 repeat-containing protein R
AN6506.1 Sterol C5 desaturase I Lipid transport, metabolism YLR056W ER 
AN6507.1 Nuclear cap-binding complex, subunit NCBP1/CBP80 A RNA processing, modification YMR125W nucleus 

AN6508.1 Glycogen synthase kinase-3 G Carbohydrate transport, metabolism YMR139W cytoplasm 
AN6510.1 Translocase of outer mitochondrial membrane complex, 

subunit TOM40
U Intracellular trafficking/secretion/transport YMR203W

AN6511.1 RNA polymerase II elongator complex, subunit ELP2, 
WD repeat superfamily

BK

AN6512.1 Predicted ABC-type transport, ATPase 
component/CCR4 associated factor

RK YFL028C cytoplasm nucleus 

AN6513.1 tRNA delta(2)-isopentenylpyrophosphate transferase J Translation, ribosomal structure, biogenesis YOR274W cytoplasm nucleus 
AN6514.1 Nuclear 5'-3' exoribonuclease-interacting protein, Rai1p L Replication, recombination, repair YGL246C nucleus 

AN6515.1 Uncharacterized conserved protein S YOR164C cytoplasm 
AN6517.1 Replication factor C, subunit RFC2 L Replication, recombination, repair YOL094C nucleus 
AN6520.1 NADH-cytochrome b-5 reductase HC
AN6521.1 Aconitase/homoaconitase (aconitase superfamily) CE YDR234W mitochondrion 
AN6522.1 Mitochondrial GTPase J Translation, ribosomal structure, biogenesis YMR023C mitochondrion cytoplasm 
AN6524.1 predicted protein [Neurospora crassa]
AN6525.1 Glyoxylate/hydroxypyruvate reductase (D-isomer-

specific 2-hydroxy acid dehydrogenase superfamily)
C Energy production, conversion YOR388C

AN6526.1 Leucyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YLR382C mitochondrion 
AN6527.1 hypothetical protein ( (AL451018) related to sucrose 

cleavage protein [Neurospora crassa] )
AN6528.1 Prenyl protein protease O Posttranslational modification/turnover/chaperones YMR274C

AN6529.1 Chitinase M
AN6530.1 Predicted membrane protein S YOR175C ER 
AN6531.1 Vacuolar sorting protein VPS45/Stt10 (Sec1 family) U Intracellular trafficking/secretion/transport YGL095C late Golgi early Golgi 
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AN6532.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN6533.1 Targeting complex (TRAPP) subunit U Intracellular trafficking/secretion/transport
AN6534.1 Mannosyltransferase OCH1 and related enzymes M YBR161W vacuole 
AN6536.1 Imidazoleglycerol-phosphate dehydratase E Amino acid transport, metabolism YOR202W
AN6538.1 LRR-containing protein S
AN6540.1 related to PET127 [Neurospora crassa]
AN6541.1 Glycinamide ribonucleotide synthetase 

(GARS)/Aminoimidazole ribonucleotide synthetase 
(AIRS)

F Nucleotide transport, metabolism YGL234W cytoplasm 

AN6542.1 Actin and related proteins Z Cytoskeleton YFL039C
AN6543.1 Armadillo/beta-catenin-like repeat-containing protein O Posttranslational modification/turnover/chaperones YBR101C cytoplasm 

AN6544.1 Predicted membrane protein S YOL129W vacuolar membrane 
AN6546.1 Leptin receptor gene-related protein T Signal transduction mechanisms YJR044C endosome 
AN6547.1 20S proteasome, regulatory subunit alpha type 

PSMA1/PRE5
O Posttranslational modification/turnover/chaperones YMR314W cytoplasm nucleus 

AN6548.1 Predicted Rossmann fold nucleotide-binding protein R YJL055W cytoplasm nucleus 
AN6549.1 RNA polymerase II transcriptional regulation mediator K Transcription
AN6550.1 Para-aminobenzoate (PABA) synthase ABZ1 J Translation, ribosomal structure, biogenesis YNR033W cytoplasm 
AN6551.1 hypothetical protein ( (AL451018) putative protein 

[Neurospora crassa] )
AN6553.1 Serine/threonine protein kinase T Signal transduction mechanisms
AN6555.1 Alpha/beta hydrolase R YMR210W
AN6558.1 DNA-directed RNA polymerase, subunit L K Transcription YNL113W nucleolus 
AN6560.1 Microtubule-associated protein TAU Z Cytoskeleton
AN6561.1 Uncharacterized conserved protein S YOR287C
AN6562.1 TFIIF-interacting CTD phosphatase, including NLI-

interacting factor (involved in RNA polymerase II 
regulation)

K Transcription

AN6563.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones YPL048W cytoplasm 

AN6564.1 Mitochondrial/chloroplast ribosomal protein S9 J Translation, ribosomal structure, biogenesis YBR146W
AN6566.1 Ca2+/calmodulin-dependent protein phosphatase 

(calcineurin subunit B), EF-Hand superfamily protein
T Signal transduction mechanisms YKL190W cytoplasm 

AN6567.1 Polycomb enhancer protein, EPC K Transcription
AN6568.1 Uncharacterized conserved protein S YDR257C nucleus 
AN6569.1 Predicted metalloprotease with chaperone activity 

(RNAse H/HSP70 fold)
O Posttranslational modification/turnover/chaperones YKR038C cytoplasm nucleus 

AN6570.1 Protein involved in Snf1 protein kinase complex 
assembly

G Carbohydrate transport, metabolism

AN6571.1 Ttp1p YBR015C Golgi 
AN6572.1 ABC (ATP binding cassette) 1 protein R
AN6574.1 E3 ubiquitin ligase involved in syntaxin degradation O Posttranslational modification/turnover/chaperones

AN6577.1 NAD/FAD-utilizing protein possibly involved in translation J Translation, ribosomal structure, biogenesis YGL236C

AN6578.1 Gluconate transport-inducing protein TG
AN6579.1 TonB protein [Pantoea agglomerans]
AN6581.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q

AN6587.1 Translational repressor Pumilio/PUF3 and related RNA-
binding proteins (Puf superfamily)

J Translation, ribosomal structure, biogenesis

212



§S4 Conserved Non-Coding conpats Tab 5 - AN cats

A. nidulans locus A. nidulans locus description COG category COG description S. cerevisiae BBH GO cellular location for yeast gene

AN6588.1
AN6589.1 Glycosylphosphatidylinositol anchor synthesis protein T Signal transduction mechanisms YLL031C ER 

AN6591.1 Nuclear export receptor CSE1/CAS (importin beta 
superfamily)

YU YGL238W cytoplasm nucleus 

AN6594.1 Uncharacterized conserved protein S YLR215C cytoplasm 
AN6596.1 predicted protein [Neurospora crassa]
AN6597.1 Protein kinase PITSLRE and related kinases R
AN6598.1 Uncharacterized conserved protein S
AN6599.1 Uncharacterized conserved protein S YGR021W mitochondrion 
AN6600.1 hypothetical protein ( (AL513463) conserved 

hypothetical protein [Neurospora crassa] )
AN6601.1 Transmembrane protein R
AN6604.1 hypothetical protein [Neurospora crassa]
AN6608.1 hypothetical protein [Neurospora crassa]
AN6609.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN6611.1 Uncharacterized conserved protein S YNL127W
AN6612.1 RNA-binding nuclear protein (MAK16) containing a 

distinct C4 Zn-finger
A RNA processing, modification

AN6614.1 P-type ATPase P Inorganic ion transport, metabolism YIL048W early Golgi 
AN6615.1 Regucalcin gene promoter region-related protein 

(RGPR)
K Transcription

AN6618.1 Ypt/Rab-specific GTPase-activating protein GYP7 and 
related proteins

T Signal transduction mechanisms YDL234C cytoplasm 

AN6623.1 Permease of the major facilitator superfamily R
AN6624.1 FOG: TPR repeat R
AN6625.1
AN6626.1 Peroxisomal membrane protein MPV17 and related 

proteins
R

AN6627.1 Signal recognition particle receptor, alpha subunit U Intracellular trafficking/secretion/transport YDR292C
AN6628.1 Predicted membrane protein S YNL263C
AN6629.1 60S ribosomal protein L14 J Translation, ribosomal structure, biogenesis YKL006W cytoplasm 
AN6630.1 Transcription factor containing NAC and TS-N domains K Transcription YHR193C cytoplasm 

AN6631.1 Mitochondrial F1F0-ATP synthase, subunit d/ATP7 C Energy production, conversion YKL016C mitochondrion 
AN6634.1
AN6636.1 Betaine aldehyde dehydrogenase C Energy production, conversion YHR039C ER 
AN6637.1 Glutamine phosphoribosylpyrophosphate 

amidotransferase
F Nucleotide transport, metabolism

AN6638.1 Site-specific DNA methylase L Replication, recombination, repair
AN6639.1 Uncharacterized protein involved in propionate 

catabolism
R YPR002W mitochondrion cytoplasm 

AN6640.1 Metal-dependent 
amidase/aminoacylase/carboxypeptidase

R

AN6642.1 Ca2+ transporting ATPase P Inorganic ion transport, metabolism YDR039C cell periphery 
AN6644.1 Acetylornithine aminotransferase E Amino acid transport, metabolism
AN6645.1 7-keto-8-aminopelargonate synthetase and related 

enzymes
H Coenzyme transport, metabolism

AN6649.1 Very long-chain acyl-CoA synthetase/fatty acid 
transporter

I Lipid transport, metabolism

AN6650.1 Citrate synthase C Energy production, conversion
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AN6651.1 ATPase component of ABC transporters with duplicated 
ATPase domains/Translation elongation factor EF-3b

EJ YPL226W cytoplasm 

AN6652.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN6653.1 Malate synthase C Energy production, conversion YIR031C
AN6654.1 Glutamine synthetase E Amino acid transport, metabolism
AN6655.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN6658.1 Amine oxidase Q
AN6669.1 Predicted transporter (major facilitator superfamily) R
AN6672.1
AN6673.1 putative large secreted protein [Streptomyces coelicolor 

A3(2)]
AN6675.1 PHD finger protein BR140/LIN-49 R
AN6678.1 Uncharacterized conserved protein S
AN6679.1 40S ribosomal protein S13 J Translation, ribosomal structure, biogenesis YDR064W
AN6680.1 predicted protein [Neurospora crassa]
AN6681.1 Splicing factor U2AF, large subunit (RRM superfamily) A RNA processing, modification

AN6682.1 8-oxoguanine DNA glycosylase L Replication, recombination, repair YML060W nucleus 
AN6684.1 hypothetical protein [Neurospora crassa]
AN6685.1 Large exoproteins involved in heme utilization or 

adhesion
U Intracellular trafficking/secretion/transport YLR084C cell periphery bud neck 

AN6687.1 Nucleosome-binding factor SPN, POB3 subunit KLB YML069W nucleus 
AN6688.1 Septin family protein (P-loop GTPase) DZU YLR314C
AN6690.1 Predicted mitochondrial carrier protein C Energy production, conversion YMR166C mitochondrion 
AN6694.1 DNA replication checkpoint protein CHL12/CTF18 DL
AN6695.1 Nonsense-mediated mRNA decay 2 protein A RNA processing, modification YHR077C cytoplasm 
AN6696.1 hypothetical protein [Neurospora crassa]
AN6697.1 hypothetical protein [Neurospora crassa] YJL116C
AN6698.1 Uncharacterized conserved protein S
AN6700.1 ATPase component of ABC transporters with duplicated 

ATPase domains/Translation elongation factor EF-3b
EJ YNL014W

AN6702.1 Negative regulator of COPII vesicle formation U Intracellular trafficking/secretion/transport YFL025C ER 
AN6703.1 Permeases of the major facilitator superfamily GEPR YKL217W
AN6705.1 Chromatin remodeling factor subunit and related 

transcription factors
B Chromatin structure, dynamics

AN6707.1 DNA or RNA helicases of superfamily II KL
AN6708.1 Dihydrolipoamide acetyltransferase C Energy production, conversion YNL071W mitochondrion 
AN6709.1 Guanine nucleotide exchange factor U Intracellular trafficking/secretion/transport YDR170C late Golgi 
AN6711.1 Ribose-phosphate pyrophosphokinase FE
AN6712.1 Phospholipase D1 I Lipid transport, metabolism
AN6714.1 Uncharacterized conserved protein, contains TPR 

repeats
R YNL313C cytoplasm nucleus 

AN6715.1 hypothetical protein [Neurospora crassa]
AN6716.1 predicted protein [Neurospora crassa]
AN6717.1 NAD-dependent malate dehydrogenase C Energy production, conversion YKL085W mitochondrion 
AN6718.1 ATPases of the AAA+ class O Posttranslational modification/turnover/chaperones

AN6720.1 Fructose-6-phosphate 2-kinase/fructose-2,6-
biphosphatase

G Carbohydrate transport, metabolism
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AN6721.1 Predicted metal-dependent hydrolase with the TIM-
barrel fold

R

AN6722.1 Predicted transporter (major facilitator superfamily) R
AN6723.1 Predicted metal-dependent hydrolase of the TIM-barrel 

fold
R

AN6725.1 Protein involved in mRNA turnover and stability A RNA processing, modification
AN6726.1 20S proteasome, regulatory subunit alpha type 

PSMA2/PRE8
O Posttranslational modification/turnover/chaperones YML092C nucleus 

AN6728.1 DNA repair protein RAD51/RHP55 L Replication, recombination, repair
AN6729.1 Uncharacterized Fe-S protein R
AN6730.1 Xanthine/uracil permeases F Nucleotide transport, metabolism
AN6731.1 Fatty acid desaturase I Lipid transport, metabolism YGL055W ER 
AN6732.1 Calmodulin and related proteins (EF-Hand superfamily) T Signal transduction mechanisms

AN6733.1 FOG: Zn-finger R
AN6735.1 Small nuclear ribonucleoprotein E A RNA processing, modification YOR159C
AN6738.1 Nuclear pore complex, Nup155 component (D Nup154, 

sc Nup157/Nup170)
YU YBL079W nuclear periphery 

AN6740.1
AN6741.1 DNA damage inducible protein L Replication, recombination, repair YER143W cytoplasm 
AN6743.1 Predicted acyl esterases R
AN6746.1 Uncharacterized conserved protein S
AN6752.1 Acyl-CoA oxidase I Lipid transport, metabolism YGL205W
AN6753.1 NADH:flavin oxidoreductase/12-oxophytodienoate 

reductase
CR

AN6755.1 Very-long-chain acyl-CoA dehydrogenase I Lipid transport, metabolism
AN6761.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN6774.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN6776.1 Predicted hydrolase related to dienelactone hydrolase R

AN6779.1 Multidrug resistance-associated protein/mitoxantrone 
resistance protein, ABC superfamily

Q

AN6780.1
AN6792.1 Glycerol-3-phosphate dehydrogenase/dihydroxyacetone 

3-phosphate reductase
C Energy production, conversion

AN6793.1 Predicted hydrolases or acyltransferases (alpha/beta 
hydrolase superfamily)

R

AN6795.1 antigenic cell wall protein MP1 [Aspergillus flavus]
AN6809.1 Phosphatidylinositol transfer protein SEC14 and related 

proteins
I Lipid transport, metabolism

AN6815.1 Atrazine chlorohydrolase/guanine deaminase FQ YDL238C cytoplasm 
AN6817.1 Putative NADP-dependent oxidoreductases R
AN6818.1 Protein involved in biosynthesis of mitomycin 

antibiotics/polyketide fumonisin
Q

AN6820.1 Signal transduction histidine kinase T Signal transduction mechanisms
AN6823.1 hypothetical protein ( (AL513443) hypothetical protein 

[Neurospora crassa]  )
AN6824.1 Predicted sugar kinase G Carbohydrate transport, metabolism YJR049C cytoplasm nucleus 
AN6825.1 Transport protein particle (TRAPP) complex subunit U Intracellular trafficking/secretion/transport
AN6826.1 Microfibrillar-associated protein MFAP1 Z Cytoskeleton
AN6828.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
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AN6836.1 Acetyltransferase (isoleucine patch superfamily) R
AN6840.1 Glyoxylase R
AN6841.1 Mitochondrial inner membrane protease, subunit IMP1 O Posttranslational modification/turnover/chaperones YMR150C

AN6842.1 Phosphatidylethanolamine binding protein R YDR322W mitochondrion 
AN6843.1 Mitochondrial/chloroplast ribosomal protein L4 J Translation, ribosomal structure, biogenesis YML025C mitochondrion 
AN6844.1 Enoyl-CoA hydratase I Lipid transport, metabolism YDR036C mitochondrion 
AN6845.1 Iron transporter P Inorganic ion transport, metabolism
AN6846.1 predicted protein [Neurospora crassa]
AN6847.1 Arylsulfatase A and related enzymes P Inorganic ion transport, metabolism
AN6848.1 Permeases of the major facilitator superfamily GEPR
AN6851.1 5'-AMP-activated protein kinase, gamma subunit C Energy production, conversion
AN6853.1 Phosphatidylinositol transfer protein PDR16 and related 

proteins
I Lipid transport, metabolism YNL231C lipid particle 

AN6854.1 predicted protein [Neurospora crassa]
AN6855.1 DNA polymerase alpha-primase complex, polymerase-

associated subunit B
L Replication, recombination, repair YBL035C nucleus 

AN6856.1 predicted protein [Neurospora crassa]
AN6857.1 hypothetical protein [Neurospora crassa] YJL186W
AN6858.1 predicted protein [Neurospora crassa]
AN6859.1 RNA polymerase II C-terminal domain-binding protein 

RA4, contains RPR and RRM domains
AK

AN6861.1 predicted protein [Neurospora crassa]
AN6863.1 Kinesin-like protein Z Cytoskeleton YKL079W cytoplasm bud 
AN6864.1 Translation initiation factor 2B, delta subunit (eIF-

2Bdelta/GCD2)
J Translation, ribosomal structure, biogenesis

AN6865.1 Isoamyl acetate-hydrolyzing esterase and related 
enzymes

R YDR361C cytoplasm nucleus 

AN6866.1 Chorismate mutase E Amino acid transport, metabolism YPR060C cytoplasm nucleus 
AN6869.1 Arginase family protein E Amino acid transport, metabolism
AN6870.1 Uncharacterized membrane protein, predicted efflux 

pump
R

AN6874.1 Glycosyltransferase M YGL065C ER 
AN6875.1 Kinesin-like protein Z Cytoskeleton
AN6878.1 conserved hypothetical protein [Neurospora crassa]
AN6879.1 Permeases of the major facilitator superfamily GEPR
AN6880.1 Inositol polyphosphate multikinase, component of the 

ARGR transcription regulatory complex
KIT

AN6881.1 predicted protein [Neurospora crassa]
AN6883.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN6884.1 hypothetical protein [Neurospora crassa]
AN6886.1 PalH [Emericella nidulans]
AN6887.1
AN6888.1 Aspartyl protease O Posttranslational modification/turnover/chaperones

AN6889.1 hypothetical protein [Neurospora crassa]
AN6890.1 UV radiation resistance associated protein R
AN6891.1 predicted protein [Neurospora crassa]
AN6892.1 Serine/threonine protein phosphatase T Signal transduction mechanisms
AN6893.1 Uncharacterized conserved protein S YEL015W
AN6894.1 Cyclophilin type, U box-containing peptidyl-prolyl cis-

trans isomerase
O Posttranslational modification/turnover/chaperones

AN6895.1 DNA helicase PIF1/RRM3 D Cell cycle/division, chrom. partitioning
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AN6896.1 Nucleotide excision repair factor NEF2, RAD4/CUT5 
component

L Replication, recombination, repair

AN6898.1 Vacuolar assembly/sorting protein DID4 U Intracellular trafficking/secretion/transport YKL002W endosome 
AN6899.1 repetitive proline rich protein [Oryza sativa]
AN6900.1 Triosephosphate isomerase G Carbohydrate transport, metabolism YDR050C cytoplasm nucleus 
AN6901.1 mitochondrial protein [Emericella nidulans] YAL010C mitochondrion 
AN6902.1 Protein involved in mRNA turnover A RNA processing, modification YKL009W nucleolus nucleus 
AN6904.1 Mitochondrial/chloroplast ribosomal protein 36a J Translation, ribosomal structure, biogenesis YPR100W mitochondrion 
AN6906.1 mRNA splicing factor R YLL036C nucleus 
AN6907.1 Translation elongation factor 2/ribosome biogenesis 

protein RIA1 and related proteins
J Translation, ribosomal structure, biogenesis

AN6908.1 FOG: FHA domain T Signal transduction mechanisms
AN6909.1 Predicted membrane protein S
AN6911.1 Vacuolar assembly/sorting protein VPS16 U Intracellular trafficking/secretion/transport YPL045W vacuolar membrane 
AN6912.1 predicted protein [Neurospora crassa]
AN6913.1 Ubiquitin-specific protease O Posttranslational modification/turnover/chaperones

AN6914.1 Ca2+-binding protein (centrin/caltractin), EF-Hand 
superfamily protein

ZD

AN6915.1 Uncharacterized conserved protein S
AN6920.1 Vacuolar sorting protein VPS24 U Intracellular trafficking/secretion/transport YKL041W endosome 
AN6921.1 HSP90 co-chaperone p23 O Posttranslational modification/turnover/chaperones

AN6922.1 Uncharacterized conserved protein, contains CCCH-type 
Zn-finger

R YOR091W cytoplasm 

AN6923.1 Predicted transporter (major facilitator superfamily) R
AN6925.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN6933.1 NADP+-dependent malic enzyme C Energy production, conversion YKL029C mitochondrion 
AN6934.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN6939.1 Predicted nucleic-acid-binding protein, contains PIN 

domain
R

AN6941.1
AN6959.1 Cdk activating kinase (CAK)/RNA polymerase II 

transcription initiation/nucleotide excision repair factor 
TFIIH/TFIIK, kinase subunit CDK7

DKL

AN7060.1 Tyrosinase (Monophenol monooxygenase)
AN7068.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN7084.1 Polyketide synthase modules and related proteins Q
AN7087.1 hypothetical protein [Nostoc punctiforme]
AN7114.1 Ferric reductase, NADH/NADPH oxidase and related 

proteins
PQ

AN7115.1 Uncharacterized protein conserved in bacteria S
AN7140.1 Predicted amino acid aldolase or racemase E Amino acid transport, metabolism
AN7156.1 Predicted dehydrogenases and related proteins R
AN7175.1 SAM-dependent methyltransferases QR
AN7187.1 D-aspartate oxidase E Amino acid transport, metabolism
AN7188.1 Sexual differentiation process protein ISP4 T Signal transduction mechanisms
AN7189.1 hypothetical protein [Neurospora crassa]
AN7192.1 predicted protein [Neurospora crassa]
AN7193.1 Aldo/keto reductase family proteins R
AN7194.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR
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AN7201.1 Predicted protease O Posttranslational modification/turnover/chaperones

AN7202.1 Amidases related to nicotinamidase Q
AN7204.1 Fatty acid desaturase I Lipid transport, metabolism
AN7208.1 hypothetical protein [Neurospora crassa]
AN7211.1 C-8,7 sterol isomerase I Lipid transport, metabolism
AN7220.1
AN7222.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN7228.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN7229.1 Arylsulfatase A and related enzymes P Inorganic ion transport, metabolism
AN7230.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN7231.1 Hydrolytic enzymes of the alpha/beta hydrolase fold OR
AN7232.1 hypothetical protein [Neurospora crassa]
AN7233.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN7240.1 Fucose permease G Carbohydrate transport, metabolism
AN7248.1 predicted protein [Neurospora crassa]
AN7249.1 Membrane coat complex Retromer, subunit 

VPS5/SNX1, Sorting nexins, and related PX domain-
containing proteins

U Intracellular trafficking/secretion/transport

AN7250.1 Na+/H+ antiporter P Inorganic ion transport, metabolism
AN7252.1 Adenylate cyclase, family 3 (some proteins contain 

HAMP domain)
T Signal transduction mechanisms

AN7254.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones YDL126C cytoplasm nucleus 

AN7256.1 25D9-5p [Aspergillus fumigatus]
AN7258.1 Peroxisomal membrane protein MPV17 and related 

proteins
R

AN7259.1 Uncharacterized conserved protein S YLR128W
AN7260.1 Protein involved in the nuclear export of pre-ribosomes JU YLR002C nucleolus nucleus 

AN7261.1 Uncharacterized conserved protein S
AN7273.1 predicted protein [Neurospora crassa]
AN7275.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN7279.1 hypothetical protein [Streptomyces avermitilis MA-4680]

AN7284.1 Mitochondrial ribosomal protein L17 J Translation, ribosomal structure, biogenesis
AN7285.1 predicted protein [Neurospora crassa]
AN7287.1 Mitochondrial tricarboxylate/dicarboxylate carrier 

proteins
C Energy production, conversion YJR095W

AN7289.1 Protein tyrosine kinase 9/actin monomer-binding protein W YGR080W actin 

AN7291.1 Translation initiation factor 5B (eIF-5B) J Translation, ribosomal structure, biogenesis
AN7292.1 Soluble epoxide hydrolase I Lipid transport, metabolism
AN7293.1 Uncharacterized conserved protein S
AN7294.1 PHD Zn-finger protein R
AN7295.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN7296.1 Sister chromatid cohesion complex Cohesin, subunit 
PDS5

D Cell cycle/division, chrom. partitioning YMR076C nucleus 

AN7298.1 Metal-dependent hydrolase R
AN7299.1 Metallopeptidase R
AN7300.1 PHD Zn-finger protein R
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AN7301.1 Glucosyltransferase - Alg8p K Transcription YOR067C
AN7302.1 Mannose lectin ERGIC-53, involved in glycoprotein 

traffic
U Intracellular trafficking/secretion/transport YLR080W vacuole 

AN7303.1 Chromatin remodeling complex WSTF-ISWI, large 
subunit (contains heterochromatin localization, PHD and 
BROMO domains)

B Chromatin structure, dynamics

AN7304.1 Mitochondrial solute carrier protein C Energy production, conversion YHR002W
AN7305.1 TBP-binding protein, activator of basal transcription 

(contains rrm motif)
K Transcription YNR054C nucleolus cytoplasm 

AN7306.1 Predicted E3 ubiquitin ligase involved in peroxisome 
organization

O Posttranslational modification/turnover/chaperones

AN7307.1 Uncharacterized conserved protein S
AN7309.1 Postreplication repair protein RAD18 L Replication, recombination, repair YCR066W
AN7310.1 Uncharacterized conserved protein S YJL049W
AN7311.1 Protein with predicted involvement in meiosis (GSG1) D Cell cycle/division, chrom. partitioning YDR108W cytoplasm 
AN7312.1 tRNA nucleotidyltransferase/poly(A) polymerase J Translation, ribosomal structure, biogenesis
AN7313.1 hypothetical protein [Neurospora crassa]
AN7314.1 Putative phosphoinositide phosphatase I Lipid transport, metabolism YNL325C
AN7320.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN7324.1 Glycine/D-amino acid oxidases (deaminating) E Amino acid transport, metabolism
AN7325.1 DNA polymerase delta, catalytic subunit L Replication, recombination, repair YDL102W nucleus 
AN7328.1 hypothetical protein [Neurospora crassa]
AN7331.1 Cyanate lyase P Inorganic ion transport, metabolism
AN7332.1 hypothetical protein [Neurospora crassa]
AN7335.1 35% identity with Ybp1p, which is required for the 

oxidative stress response to peroxides via the the Yap1p 
transcription factor; Ybp2p [Saccharomyces cerevisiae]

AN7337.1 Predicted DHHC-type Zn-finger protein R
AN7341.1 predicted protein [Neurospora crassa]
AN7348.1 Uncharacterized conserved protein S
AN7350.1 FOG: RRM domain R
AN7352.1 E3 ubiquitin ligase involved in syntaxin degradation O Posttranslational modification/turnover/chaperones

AN7353.1 Predicted dehydrogenases and related proteins R YMR315W cytoplasm nucleus 
AN7354.1 60S ribosomal protein L32 J Translation, ribosomal structure, biogenesis YBL092W
AN7355.1 RNA pseudouridylate synthases A RNA processing, modification
AN7356.1 Predicted thioesterase R
AN7358.1 Dihydroxyacid dehydratase/phosphogluconate 

dehydratase
EG

AN7359.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN7360.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN7361.1 Glutamyl-tRNA synthetase (mitochondrial) J Translation, ribosomal structure, biogenesis YOL033W mitochondrion 
AN7363.1 Nucleoside phosphorylase F Nucleotide transport, metabolism
AN7366.1 hypothetical protein PCZA361.15 - Amycolatopsis 

orientalis
AN7367.1 Carbon-nitrogen hydrolase E Amino acid transport, metabolism
AN7377.1 predicted protein [Neurospora crassa]
AN7382.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN7387.1 Pyrroline-5-carboxylate reductase E Amino acid transport, metabolism
AN7388.1 Catalase (peroxidase I) P Inorganic ion transport, metabolism
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AN7392.1 Amino acid transporters E Amino acid transport, metabolism YGL077C cell periphery bud 
AN7395.1 hypothetical protein [Neurospora crassa]
AN7396.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN7401.1 Beta-1,4-xylanase G Carbohydrate transport, metabolism
AN7402.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO YIL099W

AN7403.1 hypothetical protein [Neurospora crassa]
AN7404.1
AN7407.1 Carboxylesterase type B I Lipid transport, metabolism
AN7418.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN7422.1 Ubiquitin-specific protease UBP14 O Posttranslational modification/turnover/chaperones YBR058C cytoplasm nucleus 

AN7423.1 Single-stranded DNA-binding replication protein A 
(RPA), large (70 kD) subunit and related ssDNA-binding 
proteins

L Replication, recombination, repair YAR007C nucleus 

AN7424.1 ATP-dependent RNA helicase A RNA processing, modification YGL078C nucleolus nucleus 
AN7428.1 Ubiquitin activating E1 enzyme-like protein H Coenzyme transport, metabolism YHR171W
AN7430.1 Glutamine amidotransferase/cyclase E Amino acid transport, metabolism YBR248C cytoplasm nucleus 
AN7431.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones YKL059C nucleus 

AN7433.1 hypothetical protein [Neurospora crassa]
AN7435.1 Uracil DNA glycosylase L Replication, recombination, repair YML021C cytoplasm nucleus 
AN7436.1 Protein disulfide isomerase (prolyl 4-hydroxylase beta 

subunit)
O Posttranslational modification/turnover/chaperones YCL043C vacuole 

AN7437.1 Permeases of the major facilitator superfamily R YCL038C
AN7438.1 Thyroid hormone receptor-associated coactivator 

complex component (TRAP170)
K Transcription

AN7439.1 DNA polymerase epsilon, subunit B L Replication, recombination, repair YPR175W cytoplasm nucleus 
AN7440.1 Cell cycle-regulated histone H1-binding protein BD
AN7441.1 Actin-related protein - Arp4p/Act3p Z Cytoskeleton
AN7443.1 hypothetical protein [Neurospora crassa]
AN7447.1 HAT repeat protein A RNA processing, modification YBR055C cytoplasm nucleus 
AN7448.1 WD40 repeat stress protein/actin interacting protein Z Cytoskeleton
AN7450.1 complex I intermediate-associated protein CIA84 

precursor [Neurospora crassa]
AN7451.1 Glutamate/leucine/phenylalanine/valine dehydrogenases E Amino acid transport, metabolism YDL215C cytoplasm 

AN7454.1 hypothetical protein [Neurospora crassa]
AN7455.1 F-box protein JEMMA and related proteins with JmjC, 

PHD, F-box and LRR domains
B Chromatin structure, dynamics

AN7458.1 WD40 repeat protein R YJL069C nucleolus 
AN7459.1 Hexokinase G Carbohydrate transport, metabolism YGL253W cytoplasm 
AN7461.1 NAD-dependent histone deacetylases and class I 

sirtuins (SIR2 family)
BK YPL015C cytoplasm 

AN7462.1 Golgi transport complex COD1 protein U Intracellular trafficking/secretion/transport YPR105C early Golgi 
AN7463.1 Ammonia permease P Inorganic ion transport, metabolism YPR138C cell periphery 
AN7464.1 Ca2+ transporting ATPase P Inorganic ion transport, metabolism YGL167C ER 
AN7465.1 Sister chromatid cohesion complex Cohesin, subunit 

RAD21/SCC1
D Cell cycle/division, chrom. partitioning YDL003W cytoplasm nucleus 

AN7466.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN7468.1 Gluconate transport-inducing protein TG
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AN7469.1 Riboflavin kinase H Coenzyme transport, metabolism YDR236C cytoplasm 
AN7470.1
AN7471.1 Predicted carbohydrate kinase, contains PfkB domain R

AN7472.1 Oligosaccharyltransferase, alpha subunit (ribophorin I) O Posttranslational modification/turnover/chaperones YJL002C ER 

AN7473.1 mRNA capping enzyme, guanylyltransferase (alpha) 
subunit

A RNA processing, modification

AN7474.1 RNA-binding protein (contains RRM and Pumilio-like 
repeats)

R

AN7475.1 DNA-binding protein YL1 and related proteins R
AN7476.1
AN7479.1 Asparaginyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YHR019C
AN7480.1 FOG: RRM domain R
AN7481.1 Sister chromatid cohesion complex Cohesin, subunit 

PDS5
D Cell cycle/division, chrom. partitioning

AN7483.1 hypothetical protein [Neurospora crassa]
AN7484.1 Uncharacterized conserved protein S
AN7485.1 Predicted transporter (major facilitator superfamily) R
AN7487.1 Ras-related small GTPase, Rho type R YLR229C
AN7488.1 Arginase family protein E Amino acid transport, metabolism
AN7489.1 3-oxoacyl-(acyl-carrier-protein) synthase (I and II) IQ YER061C mitochondrion 
AN7490.1 Transcriptional activator, adenine-specific DNA 

methyltransferase
KT

AN7491.1 Ubiquitin C-terminal hydrolase UCHL1 O Posttranslational modification/turnover/chaperones YJR099W

AN7492.1 Uncharacterized conserved protein S YLR270W cytoplasm nucleus 
AN7493.1 predicted protein [Neurospora crassa]
AN7494.1 Cellular protein (glioma tumor suppressor candidate 

region gene 2)
R

AN7495.1 mRNA splicing protein CDC5 (Myb superfamily) AD
AN7496.1 FOG: Immunoglobin and related proteins RP
AN7497.1 NADH:ubiquinone oxidoreductase, NDUFS4/18 kDa 

subunit
C Energy production, conversion

AN7498.1 HEAT repeat-containing protein R YJR070C cytoplasm nucleus 
AN7500.1 NADH-dehydrogenase (ubiquinone) C Energy production, conversion
AN7501.1 LisH motif-containing protein Z Cytoskeleton
AN7502.1 Armadillo/beta-Catenin/plakoglobin TZ YNR012W cytoplasm nucleus 
AN7503.1 Uncharacterized conserved protein S YDR365C nucleolus nucleus 
AN7504.1 predicted protein [Neurospora crassa]
AN7505.1 Alpha-glucosidases, family 31 of glycosyl hydrolases G Carbohydrate transport, metabolism
AN7508.1 hypothetical protein [Neurospora crassa]
AN7511.1 beta (1-3) glucanosyltransferase Gel3p [Aspergillus 

fumigatus]
AN7512.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN7513.1 Transcriptional activator FOSB/c-Fos and related bZIP 
transcription factors

K Transcription

AN7514.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN7517.1 hypothetical protein ( (AL513466) hypothetical protein 

[Neurospora crassa] )
AN7521.1 Carboxylesterase type B I Lipid transport, metabolism
AN7524.1 Arylacetamide deacetylase V Defense mechanisms
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AN7525.1 ATPases involved in chromosome partitioning D Cell cycle/division, chrom. partitioning
AN7526.1 Apoptosis antagonizing transcription factor/protein 

transport protein
KU YDR299W nucleolus 

AN7527.1 Zinc-binding oxidoreductase CR
AN7529.1 Metal-dependent 

amidase/aminoacylase/carboxypeptidase
R

AN7533.1 KEKE-like motif-containing transcription regulator 
(Rlr1)/suppressor of sin4

K Transcription

AN7534.1 putative mannosyltransferase [Paracoccidioides 
brasiliensis]

AN7535.1 hypothetical protein [Neurospora crassa]
AN7537.1 Ribosomal protein S6 kinase and related proteins RT
AN7538.1 Helicase-like transcription factor HLTF/DNA helicase 

RAD5, DEAD-box superfamily
KL

AN7540.1 Translation initiation factor 3, subunit d (eIF-3d) J Translation, ribosomal structure, biogenesis
AN7541.1 Cutinase precursor (Cutin hydrolase) (L1)
AN7542.1 predicted protein [Neurospora crassa]
AN7543.1 hypothetical protein [Podospora anserina]
AN7544.1 C2H2 Zn-finger protein R
AN7545.1 CCAAT-binding factor, subunit B (HAP2) K Transcription
AN7548.1 Endoplasmic reticulum protein EP58, contains filamin 

rod domain and KDEL motif
R

AN7549.1 AAA+-type ATPase O Posttranslational modification/turnover/chaperones

AN7550.1 Type I phosphodiesterase/nucleotide pyrophosphatase R YCR026C

AN7553.1 Upstream transcription factor 2/L-myc-2 protein K Transcription
AN7554.1 Predicted component of NuA3 histone acetyltransferase 

complex
B Chromatin structure, dynamics YER049W nucleus 

AN7558.1
AN7559.1 Transcription initiation factor TFIID, subunit TAF7 K Transcription
AN7560.1 PalC [Emericella nidulans]
AN7562.1 Subunit of Golgi mannosyltransferase complex GM YDR245W Golgi 
AN7563.1 Serine/threonine protein kinase Chk2 and related 

proteins
D Cell cycle/division, chrom. partitioning

AN7564.1 Threonine aldolase E Amino acid transport, metabolism YEL046C cytoplasm nucleus 
AN7565.1
AN7566.1 3'-5' exonuclease L Replication, recombination, repair YGR276C
AN7567.1 Glutaredoxin-related protein O Posttranslational modification/turnover/chaperones YDR098C cytoplasm nucleus 

AN7568.1 Gamma-butyrobetaine,2-oxoglutarate dioxygenase I Lipid transport, metabolism
AN7569.1 Mitochondrial solute carrier protein C Energy production, conversion YGR096W mitochondrion 
AN7570.1 Alpha tubulin Z Cytoskeleton
AN7571.1 Predicted mechanosensitive ion channel M
AN7572.1 NDR and related serine/threonine kinases R
AN7576.1 Adaptor protein Enigma and related PDZ-LIM proteins TZ YDL240W cell periphery bud neck cytoplasm 

AN7577.1 Ubiquitin-conjugating enzyme O Posttranslational modification/turnover/chaperones

AN7578.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN7579.1 26S proteasome regulatory complex, subunit 

RPN10/PSMD4
O Posttranslational modification/turnover/chaperones YHR200W cytoplasm nucleus 

AN7580.1 predicted protein [Neurospora crassa]
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AN7581.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 
superfamily

Q

AN7583.1 Transcriptional regulator K Transcription
AN7587.1 FOG: Low-complexity S
AN7588.1 D-ribulose-5-phosphate 3-epimerase G Carbohydrate transport, metabolism YJL121C cytoplasm nucleus 
AN7589.1 Predicted hydrolase involved in interstrand cross-link 

repair
L Replication, recombination, repair

AN7590.1 Reductases with broad range of substrate specificities R

AN7591.1 Permeases of the major facilitator superfamily R
AN7594.1 Uncharacterized conserved protein S
AN7597.1 Sexual differentiation process protein ISP4 T Signal transduction mechanisms YJL212C ER 
AN7600.1 Sulfite reductase (ferredoxin) P Inorganic ion transport, metabolism YJR137C cytoplasm 
AN7601.1 hypothetical protein [Neurospora crassa]
AN7603.1 Vacuolar H+-ATPase V0 sector, subunit c'' C Energy production, conversion YHR026W vacuole ER 
AN7604.1 Phosphatidic acid-preferring phospholipase A1, contains 

DDHD domain
IU

AN7605.1 predicted protein [Neurospora crassa]
AN7606.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN7607.1
AN7608.1 RNA Polymerase C (III) 37 kDa subunit K Transcription
AN7609.1 Mitochondrial/chloroplast DNA-directed RNA polymerase 

RPO41, provides primers for DNA replication-initiation
KL YFL036W

AN7610.1 putative transcription factor [Emericella nidulans]
AN7620.1 Uncharacterized conserved protein S
AN7621.1 Predicted oxidoreductase C Energy production, conversion
AN7622.1 hypothetical protein [Nostoc punctiforme]
AN7623.1 hypothetical protein [Neurospora crassa]
AN7624.1 Alpha-D-galactosidase (melibiase) G Carbohydrate transport, metabolism
AN7625.1 Myo-inositol-1-phosphate synthase I Lipid transport, metabolism YJL153C cytoplasm 
AN7626.1 Adaptor protein Enigma and related PDZ-LIM proteins TZ

AN7628.1 mRNA deadenylase subunit A RNA processing, modification
AN7629.1 predicted protein [Neurospora crassa]
AN7630.1 Angio-associated migratory cell protein (contains WD40 

repeats)
S

AN7632.1 Alcohol dehydrogenase, class III Q YDL168W cytoplasm 
AN7633.1 Malate/L-lactate dehydrogenases C Energy production, conversion
AN7636.1 Zinc-binding oxidoreductase CR
AN7639.1 Endo-beta-mannanase G Carbohydrate transport, metabolism
AN7641.1 Copper amine oxidase Q
AN7646.1 Pectate lyase G Carbohydrate transport, metabolism
AN7648.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN7649.1 Mitochondrial import inner membrane translocase, 

subunit TIM9
U Intracellular trafficking/secretion/transport YEL020W-A

AN7650.1 Rho GTPase-activating protein TZ
AN7651.1 hypothetical protein FLJ35107 [Homo sapiens]
AN7652.1 DNA helicase L Replication, recombination, repair YKL017C cytoplasm 
AN7657.1 GEL1 protein [Aspergillus fumigatus] YOL030W ER nucleus 
AN7658.1 Cdc42-interacting protein CIP4 Z Cytoskeleton
AN7659.1 ATP-dependent RNA helicase A RNA processing, modification YOR046C nuclear periphery 
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AN7660.1 Bifunctional GTP cyclohydrolase II/3,4-dihydroxy-
2butanone-4-phosphate synthase

H Coenzyme transport, metabolism

AN7661.1 Predicted DNA-binding protein K Transcription
AN7663.1 Glyoxylate/hydroxypyruvate reductase (D-isomer-

specific 2-hydroxy acid dehydrogenase superfamily)
C Energy production, conversion

AN7664.1 Ca2+ transporting ATPase P Inorganic ion transport, metabolism
AN7666.1 Predicted sugar kinase G Carbohydrate transport, metabolism
AN7671.1 Mitochondrial carrier protein C Energy production, conversion
AN7672.1 hypothetical protein [Neurospora crassa] YPL050C Golgi 
AN7673.1 Putative zinc transporter P Inorganic ion transport, metabolism YIL023C
AN7676.1 Multidrug resistance-associated protein/mitoxantrone 

resistance protein, ABC superfamily
Q

AN7677.1 hypothetical protein [Neurospora crassa] YDR479C cytoplasm 
AN7678.1 Dual-specificity tyrosine-phosphorylation regulated 

kinase
R

AN7679.1 COPII vesicle protein U Intracellular trafficking/secretion/transport YML067C ER 
AN7680.1 Myosin class II heavy chain Z Cytoskeleton
AN7681.1 Mod5 protein sorting/negative effector of RNA Pol III 

synthesis
K Transcription

AN7683.1 involved in secretion of proteins that lack classical 
secretory signal sequences; Nce102p [Saccharomyces 
cerevisiae]

YPR149W

AN7684.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 
FAD-dependent oxidoreductases

HC

AN7687.1 Translocase of outer mitochondrial membrane complex, 
subunit TOM70/TOM72

U Intracellular trafficking/secretion/transport YNL121C mitochondrion 

AN7688.1 Protein similar to predicted member of the 
intramitochondrial sorting protein family

U Intracellular trafficking/secretion/transport

AN7690.1
AN7696.1 predicted protein [Neurospora crassa]
AN7697.1 Sensory transduction histidine kinase T Signal transduction mechanisms
AN7698.1 Myosin class I heavy chain Z Cytoskeleton YER118C cell periphery bud neck cytoplasm 
AN7699.1 predicted protein [Neurospora crassa]
AN7700.1 FOG: RRM domain R
AN7701.1 Mitochondrial/chloroplast ribosomal protein S16 J Translation, ribosomal structure, biogenesis YPL013C mitochondrion 
AN7704.1 Phospholipase A2-activating protein (contains WD40 

repeats)
I Lipid transport, metabolism YKL213C cytoplasm nucleus 

AN7705.1 Serine/threonine kinase receptor-associated protein I Lipid transport, metabolism
AN7706.1 RRM motif-containing protein A RNA processing, modification
AN7707.1 Ca2+-binding actin-bundling protein (actinin), alpha 

chain (EF-Hand protein superfamily)
Z Cytoskeleton

AN7708.1 Aldo/keto reductases, related to diketogulonate 
reductase

R

AN7709.1 Initiator tRNA phosphoribosyl-transferase A RNA processing, modification YMR283C cytoplasm 
AN7710.1 Predicted phosphatase/phosphohexomutase R
AN7711.1 Nucleoside diphosphate-sugar hydrolase of the MutT 

(NUDIX) family
L Replication, recombination, repair YBR111C cytoplasm nucleus 

AN7714.1 predicted protein [Neurospora crassa]
AN7715.1 Glycosyltransferase R YPL227C ER 
AN7717.1 predicted protein [Neurospora crassa]
AN7718.1 Protein involved in autophagocytosis during starvation R
AN7719.1 Cyclin L R
AN7720.1 predicted protein [Neurospora crassa]
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AN7721.1 Transport protein Sec61, alpha subunit UO YLR378C ER 
AN7722.1 Putative glutamate/ornithine acetyltransferase E Amino acid transport, metabolism YMR062C mitochondrion 
AN7723.1 Origin recognition complex, subunit 2 L Replication, recombination, repair YBR060C cytoplasm nucleus 
AN7724.1 predicted protein [Neurospora crassa]
AN7725.1 Stationary phase-induced protein, SOR/SNZ family H Coenzyme transport, metabolism YFL059W
AN7726.1 Nuclear protein export factor UD
AN7727.1 predicted protein [Neurospora crassa]
AN7729.1 Multidrug resistance-associated protein/mitoxantrone 

resistance protein, ABC superfamily
Q YDR135C vacuolar membrane 

AN7730.1 Xaa-Pro aminopeptidase E Amino acid transport, metabolism
AN7731.1 Nuclear transport receptor LGL2 (importin beta 

superfamily)
YU

AN7732.1 predicted protein [Neurospora crassa]
AN7733.1 Carbon-nitrogen hydrolase E Amino acid transport, metabolism YJR062C mitochondrion 
AN7736.1 Ankyrin repeat protein R YDR049W cytoplasm 
AN7737.1 Ca2+/calmodulin-dependent protein kinase, EF-Hand 

protein superfamily
T Signal transduction mechanisms

AN7739.1 predicted protein [Neurospora crassa]
AN7741.1 Adaptor complexes medium subunit family U Intracellular trafficking/secretion/transport YOL062C cell periphery bud neck 
AN7742.1 Single-stranded DNA-binding protein L Replication, recombination, repair YCR028C-A mitochondrion 
AN7745.1 Inositol polyphosphate 5-phosphatase and related 

proteins
U Intracellular trafficking/secretion/transport

AN7746.1 Decapping enzyme complex component DCP1 KA
AN7747.1 Uncharacterized conserved protein S
AN7748.1 S-M checkpoint control protein CID1 and related 

nucleotidyltransferases
D Cell cycle/division, chrom. partitioning

AN7749.1 Nuclear pore complex, Nup214/CAN component YU
AN7750.1 Protein predicted to be involved in carbohydrate 

metabolism
G Carbohydrate transport, metabolism

AN7751.1 Squalene monooxygenase I Lipid transport, metabolism
AN7752.1 Protoheme ferro-lyase (ferrochelatase) H Coenzyme transport, metabolism YOR176W mitochondrion 
AN7754.1 predicted protein [Neurospora crassa]
AN7755.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN7757.1 FOG: Low-complexity S
AN7758.1 SAM-dependent methyltransferases QR
AN7759.1 von Willebrand factor and related coagulation proteins WV

AN7760.1 Amphiphysin U Intracellular trafficking/secretion/transport
AN7762.1 RNA 3'-terminal phosphate cyclase A RNA processing, modification
AN7763.1 Pyruvate carboxylase C Energy production, conversion
AN7770.1 Reductases with broad range of substrate specificities R YNL202W

AN7771.1 predicted protein [Neurospora crassa]
AN7772.1 Cytochrome P450 CYP3/CYP5/CYP6/CYP9 subfamilies Q

AN7773.1 Cytochrome P450 CYP3/CYP5/CYP6/CYP9 subfamilies Q

AN7774.1 hypothetical protein [Neurospora crassa]
AN7777.1 Amino acid transporters E Amino acid transport, metabolism
AN7781.1 hypothetical protein [Neurospora crassa]
AN7782.1 Alkylated DNA repair protein L Replication, recombination, repair
AN7783.1 RhoGEF GTPase T Signal transduction mechanisms
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AN7784.1 GTPase-activating protein VRP R YGR100W cytoplasm 
AN7785.1
AN7786.1 predicted protein [Neurospora crassa]
AN7797.1 Tellurite resistance protein and related permeases P Inorganic ion transport, metabolism
AN7801.1 Predicted hydrolase of the alpha/beta superfamily R
AN7836.1 cystein rich protein [Metarhizium anisopliae]
AN7844.1 Acyl-CoA thioesterase I Lipid transport, metabolism
AN7888.1 hypothetical protein [Neurospora crassa]
AN7895.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR

AN7905.1 3-hydroxyisobutyrate dehydrogenase and related beta-
hydroxyacid dehydrogenases

I Lipid transport, metabolism

AN7918.1 haloacid dehalogenase, type II [Brucella suis 1330]
AN7939.1 Uncharacterized conserved protein S
AN7943.1 Arylacetamide deacetylase V Defense mechanisms
AN7950.1 Cellobiohydrolase A (1,4-beta-cellobiosidase A) G Carbohydrate transport, metabolism
AN7959.1 hypothetical protein [Neurospora crassa]
AN7962.1 beta-1,6-N-acetylglucosaminyltransferase, contains 

WSC domain
GO

AN7967.1 Purine-cytosine permease and related proteins F Nucleotide transport, metabolism
AN7993.1 Vacuolar sorting protein VPS45 U Intracellular trafficking/secretion/transport YDR027C early Golgi 
AN7994.1 DNA replication licensing factor, MCM5 component L Replication, recombination, repair YLR274W
AN7995.1 Ribokinase G Carbohydrate transport, metabolism YCR036W cytoplasm nucleus 
AN7996.1 hypothetical protein ( (AL513410) hypothetical protein 

[Neurospora crassa] )
AN7997.1 RNA polymerase III transcription factor (TF)IIIC subunit K Transcription

AN8000.1 Histone acetyltransferase SAGA, TRRAP/TRA1 
component, PI-3 kinase superfamily

TBLD YHR099W

AN8001.1 Uncharacterized conserved protein S YKL095W nucleus 
AN8002.1 Anaphase-promoting complex (APC), Cdc16 subunit DO YKL022C nucleus 
AN8003.1 Endoplasmic reticulum protein EP58, contains filamin 

rod domain and KDEL motif
R

AN8004.1 Cytochrome P450 Q
AN8007.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN8009.1 ABC-type nitrate/sulfonate/bicarbonate transport 

systems, periplasmic components
P Inorganic ion transport, metabolism YDL244W

AN8010.1 Glycogen synthase G Carbohydrate transport, metabolism YFR015C cytoplasm 
AN8012.1 Polyprenyl synthetase H Coenzyme transport, metabolism YJL167W
AN8013.1 Anaphase-promoting complex (APC), Cdc23 subunit DO YHR166C nucleus 
AN8015.1 Splicing factor 3a, subunit 3 A RNA processing, modification YDL030W nucleus 
AN8016.1 Predicted ATP-dependent RNA helicase FAL1, involved 

in rRNA maturation, DEAD-box superfamily
J Translation, ribosomal structure, biogenesis YDR021W nucleolus nucleus 

AN8018.1 Predicted membrane protein S
AN8019.1 FOG: Ankyrin repeat R
AN8020.1 conserved hypothetical protein [Neurospora crassa]
AN8023.1 Vacuolar sorting protein VPS1, dynamin, and related 

proteins
UR YKR001C endosome cytoplasm 

AN8024.1 Carbon-nitrogen hydrolase E Amino acid transport, metabolism
AN8026.1 Amino acid transporters E Amino acid transport, metabolism
AN8028.1 Soluble epoxide hydrolase I Lipid transport, metabolism
AN8029.1 Na+/K+ transporter P Inorganic ion transport, metabolism YKR050W
AN8031.1 predicted protein [Neurospora crassa]
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AN8032.1 C-3 sterol dehydrogenase/3-beta-hydroxysteroid 
dehydrogenase and related dehydrogenases

IE

AN8033.1 Proteins containing the FAD binding domain C Energy production, conversion
AN8034.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN8035.1 Heat shock transcription factor K Transcription
AN8036.1 Aldo/keto reductase family proteins R
AN8038.1 mRNA cleavage and polyadenylation factor I complex, 

subunit RNA15
A RNA processing, modification

AN8039.1 Histone 2A B Chromatin structure, dynamics YOL012C nucleus 
AN8040.1 Protein involved in inorganic phosphate transport P Inorganic ion transport, metabolism YBR106W ER 
AN8041.1 Glyceraldehyde 3-phosphate dehydrogenase G Carbohydrate transport, metabolism YGR192C cytoplasm nucleus 
AN8042.1 Histone deacetylase complex, catalytic component 

HDA1
B Chromatin structure, dynamics YNL021W nucleus 

AN8043.1 hypothetical protein [Neurospora crassa]
AN8044.1 N-arginine dibasic convertase NRD1 and related Zn2+-

dependent endopeptidases, insulinase superfamily
O Posttranslational modification/turnover/chaperones YLR389C

AN8045.1 mRNA cleavage factor I subunit A RNA processing, modification
AN8046.1 Predicted lipase I Lipid transport, metabolism YJR107W
AN8047.1 Similar to bacterial dephospho-CoA kinase H Coenzyme transport, metabolism
AN8048.1 predicted protein [Neurospora crassa]
AN8049.1 NADH:ubiquinone oxidoreductase, NDUFS6/13 kDa 

subunit
C Energy production, conversion

AN8050.1 Uncharacterized conserved protein S
AN8051.1 predicted protein [Neurospora crassa]
AN8053.1 Inositol polyphosphate 5-phosphatase and related 

proteins
U Intracellular trafficking/secretion/transport

AN8054.1 20S proteasome, regulatory subunit alpha type 
PSMA7/PRE6

O Posttranslational modification/turnover/chaperones YOL038W cytoplasm nucleus 

AN8055.1 RNA-binding Ran Zn-finger protein and related proteins R

AN8056.1 Chromosome condensation complex Condensin, subunit 
G

BD YDR325W nucleolus nucleus 

AN8057.1 Cysteine synthase E Amino acid transport, metabolism
AN8058.1 Sulfite oxidase, molybdopterin-binding component C Energy production, conversion
AN8059.1 Mitochondrial import inner membrane translocase, 

subunit TIM22
U Intracellular trafficking/secretion/transport YDL217C

AN8060.1 Putative NADH-flavin reductase R
AN8061.1 Peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN8063.1 hypothetical protein [Neurospora crassa]
AN8064.1 Replication factor C, subunit RFC5 L Replication, recombination, repair YNL290W nucleus 
AN8065.1 Actin-related protein Arp2/3 complex, subunit ARPC3 Z Cytoskeleton YLR370C actin 

AN8066.1 tRNA(1-methyladenosine) methyltransferase, subunit 
GCD10

J Translation, ribosomal structure, biogenesis YNL062C nucleus 

AN8067.1 Uncharacterized conserved protein S
AN8068.1 Endoglucanase G Carbohydrate transport, metabolism
AN8069.1 Uncharacterized conserved protein R
AN8070.1 N-acetylglucosaminyltransferase complex, subunit PIG-

P, required for phosphatidylinositol biosynthesis
S

AN8071.1 Cell-cycle nuclear protein, contains WD-40 repeats D Cell cycle/division, chrom. partitioning
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AN8072.1 hypothetical protein B13N20.140 [imported] - 
Neurospora crassa

AN8073.1 tRNA and rRNA cytosine-C5-methylase (nucleolar 
protein NOL1/NOP2)

A RNA processing, modification

AN8074.1 Ubiquitin carboxyl-terminal hydrolase O Posttranslational modification/turnover/chaperones

AN8075.1 Deoxyhypusine synthase O Posttranslational modification/turnover/chaperones YHR068W cytoplasm 

AN8076.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN8077.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN8078.1 Cytochrome P450 CYP2 subfamily Q
AN8079.1 predicted protein [Neurospora crassa]
AN8083.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R YLL028W cell periphery ER bud 

AN8089.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R

AN8095.1 Permeases of the major facilitator superfamily GEPR
AN8099.1 Thermophilic glucose-6-phosphate isomerase and 

related metalloenzymes
GR

AN8100.1 Kef-type K+ transport systems, membrane components P Inorganic ion transport, metabolism

AN8102.1 Aspartyl protease O Posttranslational modification/turnover/chaperones

AN8103.1 predicted protein [Neurospora crassa]
AN8104.1 hypothetical protein [Neurospora crassa]
AN8105.1 Non-ribosomal peptide synthetase modules and related 

proteins
Q

AN8116.1 FOG: Zn-finger R
AN8117.1 Fatty acyl-CoA elongase/Polyunsaturated fatty acid 

specific elongation enzyme
I Lipid transport, metabolism YLR372W ER 

AN8119.1 Glycolipid 2-alpha-mannosyltransferase (alpha-1,2-
mannosyltransferase)

G Carbohydrate transport, metabolism

AN8120.1 Uncharacterized conserved protein S
AN8121.1 Phosphoribosylformylglycinamidine synthase F Nucleotide transport, metabolism YGR061C cytoplasm 
AN8122.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R YPR156C cell periphery 

AN8126.1 Predicted sugar phosphate isomerase R
AN8127.1 Uncharacterized conserved protein S
AN8129.1
AN8144.1 predicted protein [Neurospora crassa]
AN8145.1 Uncharacterized conserved protein S YML079W cytoplasm nucleus 
AN8152.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN8162.1 Predicted NAD/FAD-binding protein R
AN8163.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN8164.1 predicted protein [Neurospora crassa]
AN8165.1 rRNA adenine N-6-methyltransferase A RNA processing, modification
AN8167.1 hypothetical protein [Neurospora crassa]
AN8168.1 Predicted nucleoside-diphosphate-sugar epimerases MG
AN8169.1 Asparaginase E Amino acid transport, metabolism
AN8170.1 DNA replication factor/protein phosphatase inhibitor 

SET/SPR-2
L Replication, recombination, repair
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AN8171.1 SNARE protein TLG1/Syntaxin 6 U Intracellular trafficking/secretion/transport
AN8172.1 Aromatic amino acid aminotransferase and related 

proteins
E Amino acid transport, metabolism

AN8173.1 Uncharacterized conserved protein S YCR059C cytoplasm nucleus 
AN8176.1 Ribosomal protein RPL1/RPL2/RL4L4 A RNA processing, modification YDR012W cytoplasm 
AN8179.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones

AN8180.1 mRNA splicing factor/probable chromatin binding snw 
family nuclear protein

AB

AN8181.1 predicted protein [Neurospora crassa]
AN8182.1 Septin family protein (P-loop GTPase) DZU YHR107C cell periphery bud neck 
AN8183.1 WD40-repeat-containing subunit of the 18S rRNA 

processing complex
A RNA processing, modification YCR057C nucleolus 

AN8184.1 Cytochrome P450 CYP11/CYP12/CYP24/CYP27 
subfamilies

Q

AN8185.1 5'-3' exonuclease XRN1/KEM1/SEP1 involved in DNA 
strand exchange and mRNA turnover

LD YGL173C cytoplasm 

AN8187.1 Nucleosome remodeling factor, subunit 
CAF1/NURF55/MSI1

B Chromatin structure, dynamics YEL056W

AN8189.1 predicted protein [Neurospora crassa]
AN8191.1 Predicted mRNA cap-binding protein related to eIF-4E J Translation, ribosomal structure, biogenesis

AN8194.1 emp24/gp25L/p24 family of membrane trafficking 
proteins

U Intracellular trafficking/secretion/transport YDL018C ER 

AN8197.1 FOG: Ankyrin repeat R
AN8200.1 hypothetical protein ( (AL513466) putative protein 

[Neurospora crassa] )
AN8201.1 RNA polymerase II transcription initiation/nucleotide 

excision repair factor TFIIH, 3'-5' helicase subunit SSL2
KL YIL143C nucleus 

AN8202.1
AN8203.1 Predicted NAD synthase, contains CN hydrolase domain HR YHR074W cytoplasm nucleus 

AN8204.1 NADH pyrophosphatase I of the Nudix family of 
hydrolases

L Replication, recombination, repair YGL067W cytoplasm nucleus 

AN8206.1 Flavin-containing monooxygenase Q YHR176W
AN8208.1 ER-Golgi vesicle-tethering protein p115 U Intracellular trafficking/secretion/transport
AN8210.1 TGc (transglutaminase/protease-like) domain-containing 

protein involved in cytokinesis
D Cell cycle/division, chrom. partitioning

AN8211.1 DNA-binding protein jumonji/RBP2/SMCY, contains 
JmjC domain

R

AN8212.1 GIY-YIG type nuclease R
AN8213.1 Thymidylate kinase/adenylate kinase F Nucleotide transport, metabolism YJR057W cytoplasm 
AN8214.1 Queuine-tRNA ribosyltransferase A RNA processing, modification
AN8215.1 5,10-methylenetetrahydrofolate reductase E Amino acid transport, metabolism YPL023C
AN8216.1 Nucleoside diphosphate kinase F Nucleotide transport, metabolism YKL067W cytoplasm nucleus 
AN8217.1 Glucosidase II catalytic (alpha) subunit and related 

enzymes, glycosyl hydrolase family 31
GMO

AN8218.1 Thioredoxin reductase O Posttranslational modification/turnover/chaperones

AN8224.1 Glutamyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YGL245W cytoplasm 
AN8225.1 Ribosomal protein L1 J Translation, ribosomal structure, biogenesis YDR116C mitochondrion 
AN8226.1 Low density lipoprotein receptor U Intracellular trafficking/secretion/transport
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AN8227.1
AN8228.1 Predicted ATPase, nucleotide-binding D Cell cycle/division, chrom. partitioning
AN8229.1 Inner membrane protein translocase involved in 

respiratory chain assembly
OU YER154W mitochondrion 

AN8231.1 S-adenosylmethionine decarboxylase T Signal transduction mechanisms YOL052C cytoplasm nucleus 
AN8232.1 Transcription initiation factor TFIID, subunit TAF6 (also 

component of histone acetyltransferase SAGA)
K Transcription YGL112C nucleus 

AN8233.1 Phosphatidylinositol transfer protein SEC14 and related 
proteins

I Lipid transport, metabolism YJL145W cytoplasm 

AN8234.1 predicted protein [Neurospora crassa]
AN8235.1 predicted protein [Neurospora crassa]
AN8236.1 Putative growth response protein T Signal transduction mechanisms
AN8237.1 predicted protein [Neurospora crassa]
AN8242.1 Arylacetamide deacetylase V Defense mechanisms
AN8244.1 Uncharacterized conserved coiled-coil protein S
AN8246.1 Signal recognition particle, subunit Srp54 U Intracellular trafficking/secretion/transport YPR088C
AN8247.1 Uncharacterized conserved protein S
AN8248.1 hypothetical protein ( (AL513410) conserved 

hypothetical protein [Neurospora crassa] )
YDR470C

AN8251.1 putative transcriptional activator [Aspergillus nidulans]

AN8252.1 Aminopeptidase I zinc metalloprotease (M18) E Amino acid transport, metabolism
AN8253.1 Predicted RNA-binding protein Nob1p involved in 26S 

proteasome assembly
O Posttranslational modification/turnover/chaperones YOR056C cytoplasm 

AN8255.1 tRNA splicing endonuclease SEN2 J Translation, ribosomal structure, biogenesis
AN8256.1 Mitochondrial ribosomal protein MRP7 (L2) J Translation, ribosomal structure, biogenesis
AN8257.1 Phospholipid scramblase M
AN8258.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YMR022W ER 

AN8260.1 Oxidosqualene-lanosterol cyclase and related proteins I Lipid transport, metabolism YHR072W lipid particle 

AN8261.1 Protein kinase PCTAIRE and related kinases R
AN8262.1 related to G protein coupled receptor like protein 

[Neurospora crassa]
AN8264.1 hypothetical protein [Schizosaccharomyces pombe]
AN8268.1 RasGAP SH3 binding protein rasputin, contains NTF2 

and RRM domains
T Signal transduction mechanisms

AN8269.1 Molecular chaperone (HSP90 family) O Posttranslational modification/turnover/chaperones

AN8271.1 SWI-SNF chromatin-remodeling complex protein B Chromatin structure, dynamics
AN8272.1 RNA polymerase III (C) subunit K Transcription
AN8273.1 Ubiquinol cytochrome c reductase, subunit QCR2 C Energy production, conversion YPR191W mitochondrion 
AN8274.1 Mitochondrial tricarboxylate/dicarboxylate carrier 

proteins
C Energy production, conversion YMR241W mitochondrion 

AN8275.1 Citrate synthase C Energy production, conversion YNR001C mitochondrion 
AN8276.1 RNA polymerase II C-terminal domain-binding protein 

RA4, contains RPR and RRM domains
AK

AN8277.1 Cystathionine beta-lyases/cystathionine gamma-
synthases

E Amino acid transport, metabolism YLR303W

AN8280.1 Long-chain acyl-CoA synthetases (AMP-forming) I Lipid transport, metabolism YER015W
AN8282.1 hypothetical protein ( (AL390189) conserved 

hypothetical protein [Neurospora crassa] )
AN8283.1 Cytochrome P450 Q
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AN8284.1 hypothetical protein [Neurospora crassa]
AN8285.1 Cdk activating kinase (CAK)/RNA polymerase II 

transcription initiation/nucleotide excision repair factor 
TFIIH/TFIIK, kinase subunit CDK7

DKL YDL108W nucleus 

AN8286.1 Kinesin-like protein Z Cytoskeleton
AN8287.1 Acyl-CoA:diacylglycerol acyltransferase (DGAT) I Lipid transport, metabolism
AN8288.1 Inositol-1,4,5-triphosphate 5-phosphatase 

(synaptojanin), INP51/INP52/INP53 family
U Intracellular trafficking/secretion/transport YOR109W

AN8291.1 Vesicle coat complex AP-3, delta subunit U Intracellular trafficking/secretion/transport YPL195W early Golgi 
AN8293.1 WD repeat protein R YLR409C nucleus 
AN8312.1 Neutral protease II precursor (Deuterolysin) (NPII)
AN8317.1 Proteins containing the FAD binding domain C Energy production, conversion YDL174C mitochondrion 
AN8329.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN8333.1 PhiA protein [Emericella nidulans]
AN8339.1 Uncharacterized conserved protein S
AN8343.1 FKBP-type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones YDR519W ER 

AN8344.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 
superfamily

Q

AN8346.1 Sulfide:quinone oxidoreductase/flavo-binding protein C Energy production, conversion
AN8354.1 hypothetical protein [Neurospora crassa]
AN8355.1 hypothetical protein [Neurospora crassa]
AN8359.1 Monoamine oxidase E Amino acid transport, metabolism
AN8361.1 hypothetical protein ( hypothetical protein 1A9.40 

[imported] - Neurospora crassa  )
AN8363.1 Multiple inositol polyphosphate phosphatase R
AN8369.1 Glycosyltransferase M
AN8389.1 GLP_587_13681_12494 [Giardia lamblia ATCC 50803]

AN8392.1 Alpha-galactosidase G Carbohydrate transport, metabolism
AN8396.1 Thiamine pyrophosphate-requiring enzyme EH
AN8400.1 Permeases of the major facilitator superfamily GEPR
AN8401.1 Beta-glucosidase-related glycosidases G Carbohydrate transport, metabolism
AN8402.1
AN8404.1 Phosphatidylethanolamine binding protein R YLR178C cytoplasm nucleus 
AN8405.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN8406.1 Threonine dehydrogenase and related Zn-dependent 

dehydrogenases
ER

AN8412.1 Polyketide synthase modules and related proteins Q
AN8415.1 Acyl-CoA dehydrogenases I Lipid transport, metabolism
AN8417.1 Hydantoin racemase E Amino acid transport, metabolism
AN8421.1 hypothetical protein ( (AL442164) conserved 

hypothetical protein [Neurospora crassa] )
YKL046C ER bud 

AN8430.1 Kelch repeat-containing proteins R
AN8443.1 predicted protein [Neurospora crassa]
AN8444.1 Glycosyltransferases, probably involved in cell wall 

biogenesis
M

AN8445.1 Predicted aminopeptidases R
AN8449.1 Sulfite oxidase, molybdopterin-binding component C Energy production, conversion
AN8450.1 NAD-dependent histone deacetylases and class I 

sirtuins (SIR2 family)
BK

AN8454.1 Copper amine oxidase Q
AN8467.1 Predicted transporter (major facilitator superfamily) R
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AN8477.1 Beta-xylosidase G Carbohydrate transport, metabolism
AN8478.1 bll1370 [Bradyrhizobium japonicum]
AN8482.1 putative dimethyl-allyl-tryptophan-synthase [Claviceps 

purpurea]
AN8488.1 SNARE protein YKT6, synaptobrevin/VAMP syperfamily U Intracellular trafficking/secretion/transport YKL196C

AN8489.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 
superfamily

Q

AN8491.1 Ribosome biogenesis protein NIP7 J Translation, ribosomal structure, biogenesis YPL211W nucleolus nucleus 
AN8495.1 Uncharacterized conserved protein S
AN8496.1 Ribulose-5-phosphate 4-epimerase and related 

epimerases and aldolases
G Carbohydrate transport, metabolism

AN8499.1 Predicted transporter (major facilitator superfamily) R
AN8502.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN8512.1 predicted protein [Neurospora crassa]
AN8521.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN8523.1 predicted protein [Neurospora crassa]
AN8528.1 Beta-lactamase class C and other penicillin binding 

proteins
V Defense mechanisms

AN8534.1 Permeases R
AN8539.1 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J Translation, ribosomal structure, biogenesis

AN8540.1 Predicted transporter (major facilitator superfamily) R
AN8546.1 Phospholipase C M
AN8547.1 Choline dehydrogenase and related flavoproteins E Amino acid transport, metabolism
AN8552.1 Sorbitol dehydrogenase Q
AN8553.1 Catalase P Inorganic ion transport, metabolism
AN8558.1 hypothetical protein [Streptomyces avermitilis MA-4680]

AN8559.1 Branched chain alpha-keto acid dehydrogenase E1, 
beta subunit

C Energy production, conversion

AN8562.1 FOG: Ankyrin repeat R
AN8565.1 Homoserine acetyltransferase E Amino acid transport, metabolism
AN8566.1 Protocatechuate 3,4-dioxygenase beta subunit Q
AN8583.1 Flavonol reductase/cinnamoyl-CoA reductase V Defense mechanisms
AN8587.1 Glycolate oxidase C Energy production, conversion
AN8591.1 hypothetical protein [Neurospora crassa]
AN8594.1 Probable taurine catabolism dioxygenase Q
AN8596.1 amyR [Emericella nidulans]
AN8597.1 Voltage-gated shaker-like K+ channel, subunit 

beta/KCNAB
C Energy production, conversion

AN8600.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN8601.1 predicted protein [Neurospora crassa]
AN8604.1 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J Translation, ribosomal structure, biogenesis YIR042C

AN8605.1 Cyclophilin type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones YDR155C cytoplasm nucleus 

AN8613.1 predicted protein [Neurospora crassa]
AN8614.1 Uncharacterized conserved protein, contains double-

stranded beta-helix domain
S

AN8621.1 Synaptic vesicle transporter SVOP and related 
transporters (major facilitator superfamily)

R
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AN8622.1 Phosphodiesterase/alkaline phosphatase D P Inorganic ion transport, metabolism
AN8628.1 Zn-dependent alcohol dehydrogenases R
AN8629.1 Uncharacterized conserved protein S
AN8637.1 Catalase P Inorganic ion transport, metabolism
AN8639.1 Trehalose-6-phosphate synthase component TPS1 and 

related subunits
G Carbohydrate transport, metabolism

AN8651.1 Zinc-binding oxidoreductase CR YNL134C cytoplasm nucleus 
AN8652.1
AN8653.1 Asp-tRNAAsn/Glu-tRNAGln amidotransferase A subunit 

and related amidases
J Translation, ribosomal structure, biogenesis

AN8654.1 Dimethylglycine dehydrogenase precursor E Amino acid transport, metabolism
AN8655.1 hypothetical protein [Neurospora crassa]
AN8656.1 Phenylpropionate dioxygenase and related ring-

hydroxylating dioxygenases, large terminal subunit
PR

AN8657.1 FAD-dependent oxidoreductase R
AN8660.1 Flavin-containing monooxygenase Q
AN8663.1 FOG: Zn-finger R
AN8664.1 Predicted hydrolase related to dienelactone hydrolase R

AN8666.1 von Willebrand factor and related coagulation proteins WV

AN8667.1 GATA-4/5/6 transcription factors K Transcription
AN8668.1 Uncharacterized conserved protein S
AN8669.1 predicted protein [Neurospora crassa]
AN8670.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN8671.1 tRNA-splicing endonuclease positive effector (SEN1) A RNA processing, modification
AN8672.1 P-type ATPase R YER166W late Golgi 
AN8674.1 Vacuolar H+-ATPase V1 sector, subunit E C Energy production, conversion YOR332W vacuolar membrane 
AN8675.1 Uncharacterized conserved protein S
AN8676.1 Regulator of arginine metabolism and related MADS box-

containing transcription factors
K Transcription

AN8677.1 Galactosyltransferases G Carbohydrate transport, metabolism
AN8679.1 RAB proteins geranylgeranyltransferase component A 

(RAB escort protein)
O Posttranslational modification/turnover/chaperones

AN8680.1 Cyclophilin type peptidyl-prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN8682.1 Exosomal 3'-5' exoribonuclease complex, subunit Rrp43 J Translation, ribosomal structure, biogenesis

AN8683.1 Ferric reductase, NADH/NADPH oxidase and related 
proteins

PQ

AN8684.1 Predicted N-acetyltransferase R
AN8686.1 PTAC beta [Aspergillus nidulans]
AN8687.1 Activating signal cointegrator 1 K Transcription
AN8689.1 Hexokinase G Carbohydrate transport, metabolism YCL040W cytoplasm 
AN8690.1 predicted protein [Neurospora crassa]
AN8691.1 Ribonucleases P/MRP protein subunit A RNA processing, modification YNL221C cytoplasm nucleus 
AN8692.1 Peroxiredoxin O Posttranslational modification/turnover/chaperones YLR109W cytoplasm nucleus 

AN8693.1 Serine/threonine protein kinase D Cell cycle/division, chrom. partitioning
AN8695.1 Uncharacterized conserved protein S
AN8696.1 Uncharacterized conserved protein S YGL050W
AN8697.1 predicted protein [Neurospora crassa]
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AN8698.1 Actin-related protein Arp2/3 complex, subunit ARPC4 Z Cytoskeleton YKL013C actin 

AN8699.1 Ubiquitin-specific protease O Posttranslational modification/turnover/chaperones YFR010W cytoplasm nucleus 

AN8700.1 Permeases of the major facilitator superfamily GEPR
AN8701.1 Conserved WD40 repeat-containing protein S YDR128W vacuolar membrane 
AN8702.1 Ubiquitin-protein ligase O Posttranslational modification/turnover/chaperones YDR092W cytoplasm 

AN8704.1 60s ribosomal protein L24 J Translation, ribosomal structure, biogenesis
AN8706.1 Glucosamine-phosphate N-acetyltransferase M
AN8707.1 Fumarase C Energy production, conversion YPL262W mitochondrion cytoplasm 
AN8709.1 Aspartate aminotransferase/Glutamic oxaloacetic 

transaminase AAT2/GOT1
E Amino acid transport, metabolism

AN8710.1 FOG: Low-complexity S
AN8712.1 Translation initiation factor 1A (eIF-1A) J Translation, ribosomal structure, biogenesis YMR260C cytoplasm 
AN8713.1 Structure-specific endonuclease ERCC1-XPF, catalytic 

component XPF/ERCC4
L Replication, recombination, repair YPL022W nucleus 

AN8715.1 Actin regulatory protein (Wiskott-Aldrich syndrome 
protein)

TZ

AN8716.1 Kynurenine 3-monooxygenase and related flavoprotein 
monooxygenases

CR

AN8717.1 DNA-binding centromere protein B (CENP-B) BD
AN8720.1 Phosphoglycerate mutase G Carbohydrate transport, metabolism YKR043C cytoplasm nucleus 
AN8721.1 Uncharacterized conserved protein S YPL030W cytoplasm 
AN8722.1 ATP-dependent RNA helicase A RNA processing, modification YDL084W nucleus 
AN8723.1 predicted protein [Neurospora crassa]
AN8724.1 C-type lectin TV
AN8726.1 Amino acid transporters E Amino acid transport, metabolism
AN8727.1 integral membrane protein [Magnaporthe grisea]
AN8731.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
Q

AN8735.1 Amidases related to nicotinamidase Q
AN8741.1 FOG: Zn-finger R
AN8742.1 Structural maintenance of chromosome protein 

SMC5/Spr18, SMC superfamily
BDL YOL034W cytoplasm nucleus 

AN8743.1 Predicted lipase/calmodulin-binding heat-shock protein IOT

AN8744.1 Glycolate oxidase C Energy production, conversion
AN8745.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN8746.1 RNA polymerase II general transcription factor BTF3 

and related proteins
K Transcription YPL037C cytoplasm 

AN8748.1 Lysophospholipase I Lipid transport, metabolism YLR118C cytoplasm nucleus 
AN8750.1 predicted protein [Neurospora crassa]
AN8751.1 NDR and related serine/threonine kinases R YGR092W bud neck cytoplasm 
AN8753.1 hypothetical protein ( (AL389901) hypothetical protein 

[Neurospora crassa] )
AN8755.1 Isocitrate lyase C Energy production, conversion YPR006C mitochondrion 
AN8756.1 2-polyprenyl-6-methoxyphenol hydroxylase and related 

FAD-dependent oxidoreductases
HC

AN8757.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN8758.1 hypothetical protein [Neurospora crassa]
AN8759.1 15-hydroxyprostaglandin dehydrogenase and related 

dehydrogenases
IR
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AN8761.1 Endopolygalacturonase M
AN8763.1 NADH:ubiquinone oxidoreductase NDUFA2/B8 subunit C Energy production, conversion

AN8764.1 Uncharacterized conserved protein S
AN8765.1 Extracellular protein SEL-1 and related proteins MOT
AN8766.1 predicted protein [Neurospora crassa] YGR174C mitochondrion 
AN8767.1 Ankyrin M
AN8769.1 Synaptobrevin/VAMP-like protein U Intracellular trafficking/secretion/transport YOR327C vacuole 
AN8771.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN8780.1 Predicted metalloprotease with chaperone activity 
(RNAse H/HSP70 fold)

O Posttranslational modification/turnover/chaperones YDL104C mitochondrion 

AN8782.1 Esterase D R YJL068C cytoplasm 
AN8783.1 Regulator of spindle pole body duplication D Cell cycle/division, chrom. partitioning
AN8784.1 predicted protein [Neurospora crassa]
AN8785.1 Mitochondrial aspartate/glutamate carrier protein 

Aralar/Citrin (contains EF-hand Ca2+-binding domains)
C Energy production, conversion

AN8787.1 Nuclear mRNA export factor receptor LOS1/Exportin-t 
(importin beta superfamily)

YUJ YKL205W nuclear periphery 

AN8790.1 Sugar (pentulose and hexulose) kinases G Carbohydrate transport, metabolism YGR194C cytoplasm 
AN8791.1 Mitochondrial Fe2+ transporter MMT1 and related 

transporters (cation diffusion facilitator superfamily)
P Inorganic ion transport, metabolism YPL224C

AN8793.1 Succinate dehydrogenase, cytochrome b subunit G Carbohydrate transport, metabolism YMR118C
AN8794.1 predicted protein [Neurospora crassa]
AN8795.1 Adaptor complexes medium subunit family U Intracellular trafficking/secretion/transport
AN8796.1 GTP-binding protein T Signal transduction mechanisms YML121W vacuolar membrane 
AN8797.1 hypothetical protein ( (AL513442) conserved 

hypothetical protein [Neurospora crassa] )
AN8798.1 Auxilin-like protein and related proteins containing DnaJ 

domain
R

AN8799.1 tRNA(1-methyladenosine) methyltransferase, subunit 
GCD14

J Translation, ribosomal structure, biogenesis YJL125C nucleus 

AN8801.1 Dioxygenases related to 2-nitropropane dioxygenase R
AN8804.1 hypothetical proline-rich protein; possible coiled-coil 

region [Schizosaccharomyces pombe]
AN8805.1 FOG: Ankyrin repeat R YPL239W cytoplasm 
AN8806.1 Ceramide glucosyltransferase IM
AN8807.1 Uncharacterized conserved protein S YLL002W nucleus 
AN8808.1 Hypothetical ORF; Ydl237wp [Saccharomyces 

cerevisiae]
YDL237W

AN8809.1 Proteins containing regions of low-complexity R
AN8810.1 predicted protein [Neurospora crassa] YHR045W ER 
AN8811.1
AN8812.1 Lipid exporter ABCA1 and related proteins, ABC 

superfamily
IR

AN8814.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN8815.1 Predicted nucleoside-diphosphate-sugar epimerases MG
AN8817.1 CLOCK-CONTROLLED PROTEIN 8 (ccg-8) 

[Neurospora crassa]
AN8819.1 Reductases with broad range of substrate specificities R

AN8820.1 Serine-threonine phosphatase 2B, catalytic subunit R YML057W cytoplasm 
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AN8821.1 hypothetical protein ( (AL513444) hypothetical protein 
[Neurospora crassa]  )

AN8822.1 Lysophospholipase I Lipid transport, metabolism
AN8823.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN8824.1 Translation initiation factor 6 (eIF-6) J Translation, ribosomal structure, biogenesis YPR016C nucleolus nucleus 
AN8825.1 Clathrin coat binding protein/Huntingtin interacting 

protein HIP1, involved in regulation of endocytosis
U Intracellular trafficking/secretion/transport

AN8827.1 Ca2+/calmodulin-dependent protein kinase kinase beta 
and related serine/threonine protein kinases

T Signal transduction mechanisms YGL179C

AN8828.1 Transport protein particle (TRAPP) complex subunit U Intracellular trafficking/secretion/transport YML077W
AN8829.1 predicted protein [Neurospora crassa]
AN8830.1 Checkpoint kinase and related serine/threonine protein 

kinases
D Cell cycle/division, chrom. partitioning YCR008W

AN8831.1 Amphiphysin U Intracellular trafficking/secretion/transport YCR009C actin cytoplasm 
AN8832.1 Peptidyl-tRNA hydrolase J Translation, ribosomal structure, biogenesis
AN8834.1 Ribosome biogenesis protein RPF1, contains IMP4 

domain
A RNA processing, modification

AN8835.1 Glycyl-tRNA synthetase and related class II tRNA 
synthetase

J Translation, ribosomal structure, biogenesis

AN8836.1 p21-activated serine/threonine protein kinase T Signal transduction mechanisms
AN8837.1 Predicted sugar kinase G Carbohydrate transport, metabolism YPL188W mitochondrion 
AN8838.1 TPR-containing nuclear phosphoprotein that regulates 

K(+) uptake
P Inorganic ion transport, metabolism YOL145C nucleus 

AN8839.1 predicted protein [Neurospora crassa]
AN8841.1 Nuclear protein ES2 R
AN8843.1 Homoserine kinase E Amino acid transport, metabolism YHR025W
AN8844.1 SCF ubiquitin ligase, Rbx1 component O Posttranslational modification/turnover/chaperones YOL133W

AN8845.1 predicted protein [Neurospora crassa]
AN8846.1 Protein involved in beta-1,3-glucan synthesis G Carbohydrate transport, metabolism YGR229C late Golgi 
AN8847.1 ATP binding protein OC
AN8848.1 Nucleotide-sugar transporter VRG4/SQV-7 GOU YGL225W Golgi early Golgi 
AN8849.1 Uncharacterized conserved protein S YIL096C nucleolus nucleus 
AN8850.1 Uncharacterized conserved protein S
AN8851.1 Pseudouridine synthase J Translation, ribosomal structure, biogenesis YLR175W nucleolus 
AN8853.1 Peptide chain release factor 1 (eRF1) J Translation, ribosomal structure, biogenesis YBR143C cytoplasm 
AN8855.1 hypothetical protein [Neurospora crassa] YBR141C nucleolus 
AN8857.1 G10 protein/predicted nuclear transcription regulator K Transcription YCR063W nucleus 
AN8858.1 Transcription factor of the Forkhead/HNF3 family K Transcription
AN8859.1 Aspartate kinase E Amino acid transport, metabolism YER052C cytoplasm 
AN8860.1 Predicted nucleotide kinase/nuclear protein involved 

oxidative stress response
F Nucleotide transport, metabolism YDL166C cytoplasm nucleus 

AN8862.1 Myosin class V heavy chain Z Cytoskeleton YOR326W cell periphery bud neck cytoplasm bud 
AN8863.1 Nucleosome assembly protein NAP-1 BD YKR048C cytoplasm 
AN8866.1 D-3-phosphoglycerate dehydrogenase, D-isomer-

specific 2-hydroxy acid dehydrogenase superfamily
E Amino acid transport, metabolism YIL074C cytoplasm 

AN8867.1 Seryl-tRNA synthetase J Translation, ribosomal structure, biogenesis YDR023W cytoplasm 
AN8868.1 Ras-related GTPase R YCR027C cytoplasm 
AN8869.1 Armadillo/beta-Catenin/plakoglobin TZ YHR128W
AN8870.1 40S ribosomal protein S3A J Translation, ribosomal structure, biogenesis YML063W cytoplasm 
AN8872.1 Adenosine monophosphate deaminase F Nucleotide transport, metabolism YML035C cytoplasm 
AN8873.1 Drebrins and related actin binding proteins Z Cytoskeleton
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AN8874.1 Vacuolar sorting protein VPS1, dynamin, and related 
proteins

UR YLL001W mitochondrion 

AN8875.1 UDP-N-acetylglucosamine transporter G Carbohydrate transport, metabolism
AN8877.1 Regulator of Rac1, required for phagocytosis and cell 

migration
T Signal transduction mechanisms

AN8878.1 Predicted undecaprenyl diphosphate synthase I Lipid transport, metabolism YDL193W ER 
AN8879.1 Exocyst subunit - Sec10p U Intracellular trafficking/secretion/transport
AN8880.1 Sortilin and related receptors R YBL017C endosome 
AN8881.1 Mitochondrial carnitine-acylcarnitine carrier protein C Energy production, conversion YOR130C mitochondrion 
AN8884.1 hypothetical protein [Neurospora crassa]
AN8885.1 QUINIC ACID UTILIZATION ACTIVATOR
AN8886.1 Pentafunctional AROM protein E Amino acid transport, metabolism
AN8887.1 Glycosyl transferase, family 8 - glycogenin G Carbohydrate transport, metabolism
AN8891.1 Endopolygalacturonase M
AN8892.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q

AN8894.1 hypothetical protein [Neurospora crassa]
AN8895.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN8896.1 Hydroxysteroid 17-beta dehydrogenase 11 Q
AN8897.1 Esterase/lipase I Lipid transport, metabolism
AN8898.1 Predicted flavoprotein involved in K+ transport P Inorganic ion transport, metabolism
AN8899.1 1-aminocyclopropane-1-carboxylate deaminase E Amino acid transport, metabolism
AN8900.1 Acetylcholinesterase/Butyrylcholinesterase T Signal transduction mechanisms
AN8903.1 H+/oligopeptide symporter E Amino acid transport, metabolism
AN8906.1
AN8907.1 C-4 sterol methyl oxidase I Lipid transport, metabolism
AN8908.1 putative lipoprotein [Streptomyces coelicolor A3(2)]
AN8927.1 unknown [Fusarium sporotrichioides]
AN8928.1 Pleiotropic drug resistance proteins (PDR1-15), ABC 

superfamily
Q

AN8931.1 Uncharacterized conserved protein S
AN8932.1 Predicted TIM-barrel enzyme, possibly a dioxygenase R

AN8941.1 Na+/K+ ATPase, alpha subunit P Inorganic ion transport, metabolism
AN8943.1 hypothetical protein [Neurospora crassa]
AN8945.1 methyltransferase [Gibberella zeae]
AN8946.1 GAS-1 homologue [Candida glabrata]
AN8956.1 Na+/Pi symporter P Inorganic ion transport, metabolism YBR296C ER 
AN8957.1 Multidrug resistance-associated protein/mitoxantrone 

resistance protein, ABC superfamily
Q

AN8959.1 Peripheral-type benzodiazepine receptor and related 
proteins

T Signal transduction mechanisms

AN8968.1 hypothetical protein [Neurospora crassa]
AN8973.1 hypothetical protein [Neurospora crassa]
AN8978.1 regulatory protein alcR - Emericella nidulans
AN8979.1 Alcohol dehydrogenase, class V Q YMR083W mitochondrion 
AN8982.1 FAD-dependent oxidoreductase R
AN8983.1 Synaptic vesicle transporter SVOP and related 

transporters (major facilitator superfamily)
R

AN8989.1 Lactoylglutathione lyase and related lyases E Amino acid transport, metabolism
AN8990.1 Amino acid transporters E Amino acid transport, metabolism
AN8992.1
AN9000.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
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AN9002.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN9004.1 Coenzyme F420-dependent N5,N10-methylene 
tetrahydromethanopterin reductase and related flavin-
dependent oxidoreductases

C Energy production, conversion

AN9007.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN9008.1 Bacteriophytochrome (light-regulated signal transduction 

histidine kinase)
T Signal transduction mechanisms

AN9010.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism YGR260W ER 
AN9012.1 Dihydrodipicolinate synthase/N-acetylneuraminate lyase EM

AN9013.1 unnamed protein product [Saccharomyces cerevisiae]

AN9014.1 Glycolate oxidase C Energy production, conversion
AN9021.1
AN9031.1 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-

dioic acid hydratase (catechol pathway)
Q

AN9032.1 hypothetical protein [Neurospora crassa]
AN9034.1 Aldehyde dehydrogenase C Energy production, conversion
AN9037.1 Anaerobic dehydrogenases, typically selenocysteine-

containing
C Energy production, conversion

AN9038.1 Molybdopterin biosynthesis enzyme H Coenzyme transport, metabolism
AN9039.1 Phosphatidylserine decarboxylase I Lipid transport, metabolism
AN9054.1
AN9057.1 predicted protein [Neurospora crassa]
AN9060.1 Molecular chaperone (DnaJ superfamily) O Posttranslational modification/turnover/chaperones YNL227C cytoplasm 

AN9062.1 F1-ATP synthase assembly protein C Energy production, conversion YJL180C cytoplasm 
AN9063.1 Oxysterol-binding protein I Lipid transport, metabolism YDL019C
AN9064.1 Sorbitol dehydrogenase Q YJR159W
AN9065.1 hypothetical protein [Neurospora crassa] YLR203C mitochondrion 
AN9066.1 Proteins containing the FAD binding domain C Energy production, conversion
AN9067.1 FOG: RRM domain R
AN9070.1 SPRY domain-containing proteins R
AN9072.1 GTPase Rab4, small G protein superfamily U Intracellular trafficking/secretion/transport
AN9075.1 NADPH:quinone reductase and related Zn-dependent 

oxidoreductases
CR

AN9076.1
AN9078.1 predicted protein [Neurospora crassa]
AN9079.1 Ca2+-dependent lipid-binding protein CLB1/vesicle 

protein vp115/Granuphilin A, contains C2 domain
R YOR296W cytoplasm 

AN9083.1 Adenine phosphoribosyl transferases F Nucleotide transport, metabolism YML022W cytoplasm nucleus 
AN9085.1 U5 snRNP-specific protein-like factor and related 

proteins
A RNA processing, modification

AN9086.1 Transport protein particle (TRAPP) complex subunit U Intracellular trafficking/secretion/transport YKR068C late Golgi 
AN9087.1 Calcium-responsive transcription coactivator K Transcription
AN9089.1 predicted protein [Neurospora crassa]
AN9090.1 FOG: RRM domain R YHR086W cytoplasm nucleus 
AN9092.1 Meiotic recombination protein Dmc1 DL
AN9094.1 UDP-N-acetylglucosamine pyrophosphorylase M YDL103C cytoplasm nucleus 
AN9095.1 Predicted peptidyl prolyl cis-trans isomerase O Posttranslational modification/turnover/chaperones

AN9096.1
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AN9099.1 SPRY domain-containing proteins R
AN9101.1 DnaJ-class molecular chaperone O Posttranslational modification/turnover/chaperones

AN9102.1 DNA-dependent RNA polymerase I K Transcription
AN9103.1 Monodehydroascorbate/ferredoxin reductase R
AN9104.1 Nucleolar GTPase/ATPase p130 Y Nuclear structure
AN9108.1 predicted protein [Neurospora crassa]
AN9109.1 hypothetical protein [Neurospora crassa]
AN9110.1 involved in sterol uptake; Upc2p [Saccharomyces 

cerevisiae]
AN9112.1 Alcohol dehydrogenase, class V Q
AN9113.1 TPR repeat-containing protein R
AN9116.1 Nicotinic acid phosphoribosyltransferase H Coenzyme transport, metabolism YOR209C cytoplasm nucleus 
AN9117.1 CUTINASE TRANSCRIPTION FACTOR 1 BETA
AN9119.1 Uncharacterized conserved protein S
AN9120.1 RNA polymerase II, second largest subunit K Transcription YOR151C cytoplasm nucleus 
AN9121.1 ESDC [Aspergillus nidulans]
AN9122.1 probable lipase/esterase [Pirellula sp.]
AN9124.1 Molecular co-chaperone STI1 O Posttranslational modification/turnover/chaperones YOR027W cytoplasm 

AN9125.1 RNA polymerase III, subunit C34 K Transcription YNR003C
AN9126.1 Chromatin remodeling protein, contains PHD Zn-finger B Chromatin structure, dynamics

AN9127.1 Dehydrogenases with different specificities (related to 
short-chain alcohol dehydrogenases)

IQR

AN9130.1 Carboxylesterase type B I Lipid transport, metabolism
AN9133.1 Tellurite resistance protein and related permeases P Inorganic ion transport, metabolism YPL092W
AN9135.1 Synaptic vesicle transporter SV2 (major facilitator 

superfamily)
R

AN9138.1 Amidases JIT
AN9140.1 Hypothetical ORF; Ymr221cp [Saccharomyces 

cerevisiae]
YMR221C vacuole 

AN9142.1 predicted protein [Neurospora crassa]
AN9143.1 hypothetical protein [Neurospora crassa]
AN9144.1 Cystathionine beta-lyases/cystathionine gamma-

synthases
E Amino acid transport, metabolism

AN9146.1 hypothetical protein [Neurospora crassa]
AN9147.1 von Willebrand factor and related coagulation proteins WV

AN9148.1 UDP-glucose pyrophosphorylase G Carbohydrate transport, metabolism YKL035W cytoplasm 
AN9149.1 Ca2+-dependent lipid-binding protein CLB1/vesicle 

protein vp115/Granuphilin A, contains C2 domain
R YOR086C cell periphery 

AN9151.1 Exoribonuclease R K Transcription
AN9157.1 Glutaminyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YOR168W cytoplasm 
AN9158.1 Dehydrogenases with different specificities (related to 

short-chain alcohol dehydrogenases)
IQR

AN9159.1 oxidoreductase [Penicillium citrinum]
AN9163.1 predicted protein [Neurospora crassa]
AN9166.1 hypothetical protein [Neurospora crassa]
AN9168.1 Predicted transporter (major facilitator superfamily) R YDR536W
AN9171.1 Predicted hydrolases or acyltransferases (alpha/beta 

hydrolase superfamily)
R

AN9172.1 UDP-glucose/GDP-mannose dehydrogenase GT
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AN9173.1 Permeases of the major facilitator superfamily GEPR
AN9174.1 Amino acid transporters E Amino acid transport, metabolism
AN9181.1 hypothetical protein [Neurospora crassa]
AN9183.1 Beta-glucosidase, lactase phlorizinhydrolase, and 

related proteins
G Carbohydrate transport, metabolism

AN9186.1 Purple acid phosphatase G Carbohydrate transport, metabolism
AN9192.1 hypothetical protein [Oryza sativa (japonica cultivar-

group)]
AN9194.1 Predicted nucleoside-diphosphate-sugar epimerases MG
AN9195.1 L-asparaginase II E Amino acid transport, metabolism
AN9200.1 hypothetical protein [Neurospora crassa]
AN9204.1 Acetyltransferases, including N-acetylases of ribosomal 

proteins
J Translation, ribosomal structure, biogenesis

AN9274.1 PEP2 [Nectria haematococca]
AN9286.1 Alpha-glucuronidase G Carbohydrate transport, metabolism
AN9287.1 Lysophospholipase L1 and related esterases E Amino acid transport, metabolism
AN9291.1 Permeases of the major facilitator superfamily GEPR
AN9297.1 Myosin-crossreactive antigen S
AN9303.1 related to 7alpha-cephem-methoxylase P8 chain 

[Neurospora crassa]
AN9304.1 Glutathione S-transferase O Posttranslational modification/turnover/chaperones

AN9305.1
AN9307.1 Uncharacterized protein conserved in bacteria S
AN9308.1 FAD/FMN-containing dehydrogenases C Energy production, conversion
AN9311.1 conserved hypothetical protein [Xanthomonas 

axonopodis pv. citri str. 306]
AN9314.1 ent-kaurene synthase - fungus (Gibberella fujikuroi)
AN9315.1 Monodehydroascorbate/ferredoxin reductase R
AN9317.1 Asparagine synthase (glutamine-hydrolyzing) E Amino acid transport, metabolism
AN9333.1 Monocarboxylate transporter G Carbohydrate transport, metabolism
AN9339.1 Catalase P Inorganic ion transport, metabolism
AN9340.1 Acid trehalase G Carbohydrate transport, metabolism YPR026W
AN9342.1 Multidrug/pheromone exporter, ABC superfamily Q
AN9356.1 Possible oxidoreductase R
AN9357.1 Predicted dehydrogenase Q YIR035C cytoplasm 
AN9358.1 Class 2 transcription repressor NC2, beta subunit (Dr1) K Transcription YDR397C nucleus 

AN9359.1 Actin and related proteins Z Cytoskeleton YMR033W
AN9360.1 Protein containing a U1-type Zn-finger and implicated in 

RNA splicing or processing
A RNA processing, modification

AN9361.1 Chitinase M
AN9362.1 U2 snRNP splicing factor, small subunit, and related 

proteins
A RNA processing, modification

AN9370.1 Predicted transporter (major facilitator superfamily) R YOR378W
AN9374.1 hypothetical protein [Neurospora crassa]
AN9377.1 Allergen Asp f 4
AN9383.1 Predicted unsaturated glucuronyl hydrolase involved in 

regulation of bacterial surface properties, and related 
proteins

R

AN9384.1 Cytochrome P450 CYP4/CYP19/CYP26 subfamilies QI
AN9392.1 Permease of the major facilitator superfamily G Carbohydrate transport, metabolism
AN9393.1 Permeases of the major facilitator superfamily GEPR YJR124C
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AN9394.1 Succinyl-CoA:alpha-ketoacid-CoA transferase C Energy production, conversion
AN9398.1 Cell adhesion complex protein bystin W YBR247C nucleolus cytoplasm nucleus 
AN9399.1 Histone H3 (Lys4) methyltransferase complex, subunit 

CPS60/ASH2/BRE2
BK YLR015W nucleus 

AN9401.1 Zn2+-binding dehydrogenase (nuclear receptor binding 
factor-1)

KC YBR026C mitochondrion 

AN9402.1 5' nucleotidase F Nucleotide transport, metabolism YHR202W vacuole 
AN9403.1 Pyruvate dehydrogenase E1, beta subunit C Energy production, conversion YBR221C mitochondrion 
AN9404.1 hypothetical protein [Neurospora crassa]
AN9405.1 predicted protein [Neurospora crassa] YOR228C mitochondrion 
AN9406.1 tRNA methyltransferase J Translation, ribosomal structure, biogenesis YDR120C nuclear periphery nucleus 
AN9407.1 3-oxoacyl-[acyl-carrier protein] reductase I Lipid transport, metabolism YPL231W cytoplasm 
AN9408.1 Enoyl reductase domain of yeast-type FAS1 I Lipid transport, metabolism YKL182W cytoplasm 
AN9409.1 Uncharacterized conserved protein S YGR187C cytoplasm 
AN9410.1 Predicted alpha/beta hydrolase R YDR444W cytoplasm 
AN9411.1 NADH-ubiquinone oxidoreductase, NDUFS1/75 kDa 

subunit
C Energy production, conversion

AN9412.1 hypothetical protein [Neurospora crassa]
AN9413.1 cytokinesis inhibitor byr4 related protein [imported] - 

Neurospora crassa
AN9419.1 Alanyl-tRNA synthetase J Translation, ribosomal structure, biogenesis YOR335C cytoplasm 
AN9421.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN9434.1 Predicted Zn2+-dependent endopeptidase, insulinase 
superfamily

O Posttranslational modification/turnover/chaperones YOL098C cytoplasm 

AN9436.1 RNA polymerase II transcription initiation/nucleotide 
excision repair factor TFIIH, 5'-3' helicase subunit RAD3

KL YER171W cytoplasm nucleus 

AN9437.1 Predicted E3 ubiquitin ligase O Posttranslational modification/turnover/chaperones

AN9446.1 Pantothenate kinase PanK and related proteins H Coenzyme transport, metabolism YDR531W cytoplasm nucleus 
AN9448.1 predicted protein [Neurospora crassa]
AN9451.1 predicted protein [Neurospora crassa]
AN9460.1 Signal peptidase complex subunit U Intracellular trafficking/secretion/transport YLR066W ER 
AN9461.1 Dehydrogenase kinase T Signal transduction mechanisms YGL059W mitochondrion 
AN9463.1 Ras GTPase-activating protein family - IQGAP T Signal transduction mechanisms YPL242C bud neck 
AN9464.1 Glutaredoxin and related proteins O Posttranslational modification/turnover/chaperones

AN9465.1 60S ribosomal protein L9 J Translation, ribosomal structure, biogenesis YNL067W cytoplasm 
AN9466.1 hypothetical protein [Neurospora crassa] YGR266W ER 
AN9467.1 Serine/threonine protein phosphatase 2A, regulatory 

subunit
T Signal transduction mechanisms YOR014W cytoplasm nucleus 

AN9468.1 40S ribosomal protein S16 J Translation, ribosomal structure, biogenesis YMR143W cytoplasm 
AN9469.1 Mitochondrial/chloroplast ribosomal protein L13 J Translation, ribosomal structure, biogenesis YOR150W mitochondrion 
AN9470.1 Uricase (urate oxidase) Q
AN9471.1 Cytosine deaminase FCY1 and related enzymes F Nucleotide transport, metabolism
AN9472.1 Vesicular amine transporter U Intracellular trafficking/secretion/transport
AN9473.1 predicted protein [Neurospora crassa]
AN9474.1 Voltage-gated shaker-like K+ channel, subunit 

beta/KCNAB
C Energy production, conversion YPL088W

AN9480.1 Splicing coactivator SRm160/300, subunit SRm300 A RNA processing, modification
AN9481.1 Chloride ion current inducer protein P Inorganic ion transport, metabolism
AN9482.1 predicted protein [Neurospora crassa]
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AN9483.1 predicted protein [Neurospora crassa]
AN9485.1 hypothetical serine-rich secreted protein 

[Schizosaccharomyces pombe]
AN9486.1 Lipoate synthase H Coenzyme transport, metabolism YOR196C mitochondrion 
AN9489.1
AN9490.1 Amino acid transporters E Amino acid transport, metabolism
AN9491.1 Tumor differentially expressed (TDE) protein S
AN9492.1 FOG: Zn-finger R
AN9496.1 C-8,7 sterol isomerase I Lipid transport, metabolism
AN9497.1 Predicted haloacid-halidohydrolase and related 

hydrolases
R

AN9498.1 TPR repeat-containing protein R
AN9500.1 Cyclin R
AN9503.1
AN9504.1 Ras GTPase activating protein RasGAP/neurofibromin V Defense mechanisms

AN9506.1 Amino acid transporters E Amino acid transport, metabolism
AN9509.1 Putative nucleic acid-binding protein Hcc-1/proliferation 

associated cytokine-inducible protein, contains SAP 
domain

D Cell cycle/division, chrom. partitioning

AN9511.1 Methylase R
AN9512.1 hypothetical protein [Neurospora crassa]
AN9514.1 Phosphoglycerate dehydrogenase and related 

dehydrogenases
HE

AN9515.1 predicted protein [Neurospora crassa]
AN9518.1 Predicted hydrolase (HAD superfamily) R
AN9521.1 Ca2+-binding protein, EF-Hand protein superfamily T Signal transduction mechanisms
AN9522.1 Predicted L-carnitine dehydratase/alpha-methylacyl-CoA 

racemase
I Lipid transport, metabolism

AN9523.1 predicted protein [Neurospora crassa]
AN9526.1 SNARE protein SED5/Syntaxin 5 U Intracellular trafficking/secretion/transport YLR026C
AN9527.1 Uncharacterized conserved protein, contains double-

stranded beta-helix domain
S YMR009W cytoplasm nucleus 

AN9528.1 hypothetical protein ( (AF238480) maintaining 
mitochondrial morphology protein MMM1 [Neurospora 
crassa] )

YLL006W mitochondrion 

AN9533.1
AN9538.1 FOG: Zn-finger R
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§S4 Conserved Non-Coding conpats Tab 6 - Top 35

ID Conpat Consensus Similar 
sequence

# 5' 
Sites

# 3' 
Sites

5' /3' 
Bias?

% 
Aligned

Strand 
Bias?

Enriched in COG categories
(# genes in category)

Enriched in cell location
(# genes in category)

1821 bHLH 115 8 up³ 35% yes³ J:Translation, ribosomal structure, biogenesis (16)¹ nucleus (22)
1622 areA/gln3 25 3 up¹ 60% nucleus (8)
234 46 11 up² 35% A:RNA processing, modification (8)
1934 bHLH 36 3 up³ 47% yes¹ I:Lipid transport, metabolism (10)²
1710 puf 5 20 down¹ 30% yes³
896 14 2 up 43% yes
1602 34 0 up³ 50% nucleolus (4)
1879 24 1 up² 63% yes
1132 14 2 up 36% yes³
2683 27 1 up³ 48% yes¹
2223 5 16 down 63% yes³
1291 yAP1 21 1 up² 62% yes
992 1 21 down³ 86% yes³
2611 0 17 down³ 59%
1739 9 0 up 44% yes¹ J:Translation, ribosomal structure, biogenesis (4)
418 33 1 up³ 45%
2077 puf 1 9 down 56% yes mitochondrion (4)¹
973 74 6 up³ 36% yes¹ A:RNA processing modification (12)¹ nucleolus (8)²

243 243

973 74 6 up³ 36% yes¹ A:RNA processing, modification (12)¹ nucleolus (8)²
2488 37 4 up³ 38% yes² T:Signal transduction mechanisms (11)² cytoplasm (13)¹
1144 puf 2 11 down 36% yes³ mitochondrion (6)³
1635 13 1 up 69% yes³ J:Translation, ribosomal structure, biogenesis (8)³ cytoplasm (8)²
1940 2 19 down² 47% yes³ D:Cell cycle/division, chrom. partitioning (5)¹
2199 bHLH 40 3 up³ 30%
1426 14 1 up 50% C:Energy production, conversion (5)¹
2525 stuA/mbp1 18 1 up¹ 39% yes Replication, recombination, repair (10)³ nucleus (8)¹
813 yATF-B 11 1 up 45%
1650 11 0 up 73% J:Translation, ribosomal structure, biogenesis (4) nucleolus (4)²
2093 44 5 up³ 30% yes³ I:Lipid transport, metabolism (8)
1998 25 1 up³ 40% yes I:Lipid transport, metabolism (7)¹ peroxisome (2)¹
2497 0 8 down 100% yes²
751 25 2 up² 40%
2483 cpcA/gcn4 19 4 up 26% E:Amino acid transport, metabolism (7)¹

J:Translation, ribosomal structure, biogenesis (7)² cytoplasm (12)³
2249 36 0 up³ 25% A:RNA processing, modification (7)

J:Translation, ribosomal structure, biogenesis (13)³ nucleolus (8)³, nucleus (12)¹
1059 12 1 up 92%
2451 0 10 down¹ 80% cell periphery (2)

Similar sequence determined comparing pattern with known factors in yeast and Aspergillus via CompareACE (score cutoff 0.85)
Pvalues indicated by superscript: ¹pvalue < 1e-3, ²pvalue < 1e-4, ³pvalue < 1e-5
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§S5. Transposable Elements 
 
 
A number of unusual features were also observed in Aspergillus TEs. First, in A. fumigatus, one 

subfamily of I-1_AF non-LTR retrotransposons has a unique target-site, and was found in long 

terminal repeats of the Afut2 Gypsy-like LTR retrotransposon.  Second, the Aspergillus Helitrons 

have 5’-TT and CTTG-3’ termini, which differ from the canonical 5’-TC and CTRR-3’ termini70. 

Moreover, Aspergillus Helitrons do not contain 3’ palindromic structures, which are present in 

other eukaryotes70,71, indicating that 3’ palindromes are not essential for rolling-circle 

transpositions. Third, all three genomes possess unusual Mariners, 7-9 kb in length, that encode a 

conserved protein of unknown function in addition to a transposase. Finally, we identified 

families of SINE elements derived from the 5’-half of 5S rRNA containing an internal pol III 

promoter. They are the first examples of SINE elements present in fungi. Moreover, such 5s RNA 

derived SINE elements have been found previously in the zebrafish genome only. 

 
 
 
 
Table §S5.1:   Major superfamilies of transposable elements identified in the aspergillus genomes 

Species 

Percentage of all 
TEs and repetitive 

elements in the 
assembly 

Percentage of different classes among all transposable and repetitive elements  
Non-LTR 

retrotransposons LTR retrotransposons DNA transposons 

I Gypsy Copia 
Mariner 

MuDR hAT Helitron 

A. nidulans 3.0 19 22 14 20 12† 5† 2 

A. fumigatus 2.9 15 55 4 25 - - - 

A. oryzae 1.4 20 31 - 49 <<1 - - 

†Putative classification based on hallmarks of nonautonomous elements DNA9-1_AN, DNA9-2_AN, DNA9-3_AN, 
and DNA9-4_AN (MuDR superfamily) and hAT-N1_AN, and hAT-N2_AN (hAT superfamily). There are no MuDR 
and hAT transposases detectable in the aspergillus genomes.  
 
          
 
 



§S6. Assembly and Genetic Map Integration 

§S6.1. Chromosome Size Estimates and Comparison to Assembly 
 
Chromosome Estimated Size† Assembly Size Estimated Coverage
I 3.8 3.67 96.6%
II 4.2 3.94 93.8%
III 3.5 3.39 96.9%
IV 2.9 2.81 96.9%
V 3.8 2.22 58.4%
VI 3.5 3.34 95.4%
VII 4.5 4.41 98.0%
VIII 5 4.85 97.0%
Unlinked 1.43
Total 31.2 30.06 96.3%

†Chromosome estimated sizes taken from Brody, H., J. Griffith, et al. (1991). "Chromosome-
specific recombinant DNA libraries from the fungus Aspergillus nidulans." Nucleic Acids Res 
19(11): 3105-9. 

§S6.2. Genetic Map Description and Integration 

Around 260 known genetic markers, which have associated sequences, exist for Aspergillus 
nidulans4,5. These 260 genetic markers were filtered to a set of 196 unambiguous sequences with 
accessions in GenBank. Of these 196 markers, 103 are ordered on the linkage group map whereas 
the remaining 93 are unordered. The file of genetic markers is available for download at 
http://www.broad.mit.edu/cgi-bin/annotation/aspergillus/download_license.cgi . 

These markers were compared to the current assembly using BLASTN. Where these matches 
were unique, were of high quality, and contained most or all the gene, we assigned a marker 
position in one of our contigs. A total of 187 markers were placed uniquely within the assembly 
and only 14 of the markers showed discrepancies (see below). We used the 187 unique marker 
alignments to correlate contigs with linkage groups, creating the correlated genetic maps 
displayed here.  

• 28.5 Mb (18 supercontigs) of the 30 Mb assembly or 95% of the assembly, are anchored 
to the genetic map.  

• 26.8 Mb (12 supercontigs ) or 89% of the assembly are ordered and oriented.  
• 1.7 Mb can only be placed on a linkage group without specifying order or orientation  

More detail is available at http://www.broad.mit.edu/annotation/fungi/aspergillus/markers.html.  

§S6.3. Discrepancies between Assembly and Genetic Map 

There are a few cases where marker order on the linkage group map conflicts with the locations 
of markers in supercontigs.  The discrepancies may be due to: 

1. Errors in assembly of sequence into contigs or supercontigs  
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2. Errors in order of markers on the linkage group map  
3. Correct but incomplete assembly data: for example, one supercontig may lie within a gap 

between contigs in another supercontig  

The following discrepancies were noted and corrected when related to an error in assembly (see 
also (http://www.gla.ac.uk/Acad/IBLS/molgen/aspergillus/ ).  All discrepancies that could be 
associated with errors in the assembly were corrected prior to analysis.  The order and 
orientation of contigs within supercontigs in this corrected assembly used for analysis is provided 
below.   

1. Re-orient Supercontig 9, on LG IV: uvsH and bimD map distally while uvsB is 
centromere-proximal  

2. Supercontig 15 should be on LG VI not LG IV: Supercontig 15 is shown as relating to 
linkage group IV on the basis of the pacA marker. However the clone labelled "pacA" 
has been found to encode a suppressor of pacA, and has been renamed "suApacA". 
SuApacA maps on VI, as does cnxG, located in contig 169. Telomeric repeats located at 
the end of contig 170 determine that supercontig 15 is the short left arm of linkage group 
VI, with contig 170 distal to contig 169.  

3. Supercontig 14 should be on LG VII: The alcA gene is genetically mapped to the short 
left arm of linkage group VII, and therefore locating supercontig 14 to that position 
(orientation unknown).  

4. Supercontig 16 should be on LG VIII: supercontig 16 probably relates to the right arm 
of linkage group VIII, on the basis of a tentative identification of AN9403.1 as "pdhA" 
(encoding a pyruvate dehydrogenase subunit).  

5. Telomeric simple repeats are found at:  
o the start of contig 1.134: LG II left end.  
o as stated in item 2, 1.170 (supercontig 15) is clearly the LEFT arm of VI because 

cnxG (meiotically at the left end of VI) locates to 1.169.  
o the start of contig 1.1: right end of LG VIII.  
o on unattached contigs 1.200 and 1.216  

 

§S6.4. A. nidulans Assembly Contig Order and Orientation 
 
The following provides the order and orientation of contigs within supercontigs in the corrected 
A. nidulans assembly used for analysis.  Supercontigs are ordered from the end of one arm of 
each chromosome to the end of the other arm although the selection of which arm to start from 
was arbitrary for each chromosome. 
 

Supercontig Contig Contig Length Contig Orientation Linkage Group
7 108 352786 -1 1 
7 107 444822 -1 1 
7 106 67855 -1 1 
7 105 277183 -1 1 
7 104 297769 -1 1 
7 103 69272 -1 1 
7 102 132643 -1 1 
7 101 209568 -1 1 
7 100 337251 -1 1 
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Supercontig Contig Contig Length Contig Orientation Linkage Group
7 99 2005 -1 1 
8 109 233950 1 1 
8 110 298245 1 1 
8 111 62418 1 1 
8 112 353724 1 1 
8 113 316066 1 1 
8 114 25936 1 1 
8 115 127320 1 1 
8 116 56802 1 1 
36 194 8226 1 1 
11 134 78670 1 2 
11 135 301041 1 2 
11 136 31127 1 2 
11 137 32282 1 2 
11 138 39791 1 2 
11 139 347029 1 2 
11 140 26834 1 2 
11 141 203328 1 2 
11 142 43730 1 2 
11 143 30509 1 2 
11 144 72448 1 2 
11 145 176570 1 2 
4 71 8494 -1 2 
4 70 41226 -1 2 
4 69 80995 -1 2 
4 68 250663 -1 2 
4 67 254221 -1 2 
4 66 88283 -1 2 
4 65 278071 -1 2 
4 64 203363 -1 2 
4 63 41959 -1 2 
4 62 201480 -1 2 
4 61 865047 -1 2 
4 60 68571 -1 2 
4 59 177453 -1 2 
5 86 112247 -1 3 
5 85 34531 -1 3 
5 84 621812 -1 3 
5 83 55015 -1 3 
5 82 44985 -1 3 
5 81 156263 -1 3 
5 80 335440 -1 3 
5 79 209053 -1 3 
5 78 353456 -1 3 
5 77 132523 -1 3 
5 76 153210 -1 3 
5 75 213493 -1 3 
5 74 12387 -1 3 
5 73 3923 -1 3 
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Supercontig Contig Contig Length Contig Orientation Linkage Group
5 72 17816 -1 3 
13 163 91924 -1 3 
13 162 65002 -1 3 
13 161 266267 -1 3 
13 160 146980 -1 3 
13 159 58286 -1 3 
13 158 283337 -1 3 
26 183 10603 1 3 
56 214 6579 1 3 
9 128 280307 -1 4 
9 127 138927 -1 4 
9 126 40772 -1 4 
9 125 32723 -1 4 
9 124 55685 -1 4 
9 123 128436 -1 4 
9 122 214949 -1 4 
9 121 13722 -1 4 
9 120 3924 -1 4 
9 119 137987 -1 4 
9 118 105880 -1 4 
9 117 274575 -1 4 
10 129 627835 1 4 
10 130 308583 1 4 
10 131 116788 1 4 
10 132 254738 1 4 
10 133 81213 1 4 
58 216 6436 1 5 
6 87 12990 1 5 
6 88 183820 1 5 
6 89 282268 1 5 
6 90 3363 1 5 
6 91 6778 1 5 
6 92 62660 1 5 
6 93 340023 1 5 
6 94 523724 1 5 
6 95 103820 1 5 
6 96 98894 1 5 
6 97 24746 1 5 
6 98 565485 1 5 
15 170 216503 -1 6 
15 169 351151 -1 6 
3 58 83422 -1 6 
3 57 28094 -1 6 
3 56 45063 -1 6 
3 55 492661 -1 6 
3 54 183474 -1 6 
3 53 51172 -1 6 
3 52 82934 -1 6 
3 51 1114266 -1 6 
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Supercontig Contig Contig Length Contig Orientation Linkage Group
3 50 47652 -1 6 
3 49 206454 -1 6 
3 48 95913 -1 6 
3 47 137873 -1 6 
3 46 103482 -1 6 
3 45 83158 -1 6 
3 44 17771 -1 6 
14 168 229305 -1 7 
14 167 41972 -1 7 
14 166 41526 -1 7 
14 165 114598 -1 7 
14 164 150254 -1 7 
2 22 276296 1 7 
2 23 67024 1 7 
2 24 43525 1 7 
2 25 229102 1 7 
2 26 389371 1 7 
2 27 113764 1 7 
2 28 98898 1 7 
2 29 525887 1 7 
2 30 89802 1 7 
2 31 2490 1 7 
2 32 435990 1 7 
2 33 2149 1 7 
2 34 177275 1 7 
2 35 84073 1 7 
2 36 96901 1 7 
2 37 75346 1 7 
2 38 233386 1 7 
2 39 240080 1 7 
2 40 150763 1 7 
2 41 64302 1 7 
2 42 99573 1 7 
2 43 338545 1 7 
16 171 24092 1 8 
16 172 523550 1 8 
16 173 11633 1 8 
1 21 2196 -1 8 
1 20 21570 -1 8 
1 19 71437 -1 8 
1 18 175793 -1 8 
1 17 347844 -1 8 
1 16 451587 -1 8 
1 15 178329 -1 8 
1 14 364334 -1 8 
1 13 249512 -1 8 
1 12 174100 -1 8 
1 11 61200 -1 8 
1 10 175166 -1 8 
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Supercontig Contig Contig Length Contig Orientation Linkage Group
1 9 14258 -1 8 
1 8 49390 -1 8 
1 7 773302 -1 8 
1 6 266891 -1 8 
1 5 450355 -1 8 
1 4 155056 -1 8 
1 3 127977 -1 8 
1 2 168814 -1 8 
1 1 10851 -1 8 
12 146 11447 1 0 
12 147 5126 1 0 
12 148 4102 1 0 
12 149 38673 1 0 
12 150 109819 1 0 
12 151 72894 1 0 
12 152 53749 1 0 
12 153 403022 1 0 
12 154 34335 1 0 
12 155 40523 1 0 
12 156 11675 1 0 
12 157 136262 1 0 
17 174 26679 1 0 
18 175 19880 1 0 
19 176 15731 1 0 
20 177 14522 1 0 
21 178 12319 1 0 
22 179 11756 1 0 
23 180 11235 1 0 
24 181 10660 1 0 
25 182 10620 1 0 
27 184 2754 1 0 
27 185 7835 1 0 
28 186 10198 1 0 
29 187 10087 1 0 
30 188 10072 1 0 
31 189 10019 1 0 
32 190 9210 1 0 
33 191 9200 1 0 
34 192 9030 1 0 
35 193 8744 1 0 
37 195 8077 1 0 
38 196 8076 1 0 
39 197 7797 1 0 
40 198 7688 1 0 
41 199 7686 1 0 
42 200 7501 1 0 
43 201 7389 1 0 
44 202 7303 1 0 
45 203 7055 1 0 
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Supercontig Contig Contig Length Contig Orientation Linkage Group
46 204 6994 1 0 
47 205 6930 1 0 
48 206 6924 1 0 
49 207 6880 1 0 
50 208 6838 1 0 
51 209 6773 1 0 
52 210 6735 1 0 
53 211 6721 1 0 
54 212 6710 1 0 
55 213 6639 1 0 
57 215 6468 1 0 
59 217 2295 1 0 
59 218 4089 1 0 
60 219 6367 1 0 
61 220 6090 1 0 
62 221 5785 1 0 
63 222 5781 1 0 
64 223 5626 1 0 
65 224 5623 1 0 
66 225 5462 1 0 
67 226 5454 1 0 
68 227 5437 1 0 
69 228 5427 1 0 
70 229 5381 1 0 
71 230 5336 1 0 
72 231 5185 1 0 
73 232 5001 1 0 
74 233 4981 1 0 
75 234 4876 1 0 
76 235 4760 1 0 
77 236 4673 1 0 
78 237 4650 1 0 
79 238 4644 1 0 
80 239 4316 1 0 
81 240 3963 1 0 
82 241 3865 1 0 
83 242 3786 1 0 
84 243 3623 1 0 
85 244 3100 1 0 
86 245 3093 1 0 
87 246 3023 1 0 
88 247 2515 1 0 
89 248 2259 1 0 
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Table §S8.1 Enzymes involved in fatty acid beta-oxidation in 
Aspergillus  speciesa  
 
PUTATIVE 
FUNCTION 

A. nidulans A. fumigatus A. oryzae 

Mitochondrialb

acyl-CoA dehydrogenase AN0824.2 70.m15426 20092.m00067 

enoyl-CoA hydratase AN5916.2d 72.m19960 20177.m00746 

hydroxyacyl-CoA 
dehydrogenase 

AN7008.2 89.m02079 20119.m00087 

ketoacyl-CoA thiolase AN4179.2d 69.m15561 20170.m00460 

Lon proteasee AN6193.2 72.m19291 20145.m00253 

Peroxisomalc

acyl-CoA oxidase 
 

AN6765.2 
AN6752.2 

65.m07221 
65.m07222 

20158.m00219 
20176.m00510 
20081.m00050 

acyl-CoA dehydrogenase AN2264.2 
AN6595.2 

71.m15905 20132.m00109 

multifunctional enzyme AN7111.2d 89.m02027 20153.m00196 

ketoacyl-CoA thiolase AN5646.2 
AN1050.2 
AN5878.2 

58.m07559 
70.m15207 
72.m19253 

20138.m00141 
20149.m00282 
20082.m00061 

Lon proteasee AN0122.2 71.m15403 20148.m00233 

 
 Notes 
a The genes shown represent a minimal set. There are additional probable 

orthologs for most classes of enzyme. Of particular interest is the finding of 

a large number of enoyl-CoA hydratases (PFAM00378-15 in A.oryzae, 10 in 

A.fumigatus and 12 in A.nidulans with either mitochondrial or peroxisomal 

locations predicted) and hydroxyacyl-CoA dehydrogenases (PFAM02737 
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and 00725 – 5 in A.oryzae,3 in A,fumigatus and 4 in A.nidulans none of 

which have predicted peroxisomal targetting. 

 bAssignment of proteins to mitochondria was based on TargetP 

(http://www.cbs.dtu.dk/services/TargetP/  Olof Emanuelsson, Henrik 

Nielsen, Søren Brunak, and Gunnar von Heijne: "Predicting subcellular 

localization of proteins based on their N-terminal amino acid sequence", J. 

Mol. Biol. 300, 1005-1016 (2000)  and PSORT II  (http://psort.nibb.ac.jp/). 
c Peroxisomal location was based on the presence of a C-terminal PTS-1 

consensus of the form( S/A R/K L/M) or a PTS-2 consensensus ( R/K L/V/I 

X5 H/Q L/A/F/I). The PTS-2 consensus was only found in the ketoacyl-CoA 

thiolases. 
d Inactivation of AN5916.2 and AN7111.2 has been shown to affect fatty 

acid utilisation ( Maggio- Hall and Keller ( ref 77 in previous version) and a 

mutation in AN4179.2 results in loss of growth on short chain fatty acids 

( M.J.Hynes, unpublished). 
eSaccharomyces cerevisiae contains a mitochondrial Lon protease 

(Pim1/Lon1) but lacks a peroxisomal enzyme. 
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§S9. Hyphal Growth 
 
 
Table §S9.1. Rho GTPases in Aspergillus fumigatus, Aspergillus nidulans and Aspergillus 
oryzae  
 Comments A. fumigatus A. nidulans A. oryzae 
Cdc42 designated  modA in 

A. nidulans,Genbank 
57.m05868 10129.m00259 20124.m00121 

BSpCdc42a  2.4e-87 5.5e-88    1.3e-86    
BAnCdc42  5.3e-99 1.9e-103 1.2e-99 
Rac No Rac in Sc or Sp 59.m09236 10080.m00194 20164.m00289 
BPmCflB  2.5e-99    1.2e-87    1.2e-87 
BAnRac  1.1e-100 2.0e-106   5.4e-90 
Rho1/5 designated RhoA in 

A. nidulans,Genbank  
69.m14857 10098.m00327 20178.m00433 

BSpRho1  1.8e-82 5.1e-85    3.3e-83 
BSpRho5  5.5e-81 3.3e-83 1.6e-81 
BSpRho3  6.3e-48 4.3e-49 4.9e-48 
BAnRho1/5  5.3e-99 2.4e-103 3.3e-97 
Rho2  59.m08858 10084.m00301 20125.m00098 
BSpRho2  2.5e-60       1.2e-71 1.8e-73 
BAnRho2  1.1e-77 3.0e-103 8.0e-96 
Rho3  59.m09201 10081.m00065 20166.m00259 
BSpRho3  5.7e-47    7.4e-61      2.1e-47 
BAnRho3  1.6e-67 5.1e-101 1.4e-68 
Rho4  71.m15175 10047.m00059 20150.m00290 
BSpRho4  1.4e-66      2.9e-66 7.8e-66 
BAnRho4  6.8e-122 2.2e-139 1.5e-101 
Rho6    20154.m00241 
BSpRho1    1.5e-37 
BScRho1    4.6e-38 
BAoRho6  Rho1/5: 5.3e-

41 
Rac: 3.1e-33 5.6e-111 

aB denotes BLASTP query sequence, hits with lowest e values shown 
Sc, S. cerevisiae; Sp, S. pombe; Pm, P. marneffei; An, A. nidulans 
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Table §S9.2 Rho GEFs in Aspergillus fumigatus, Aspergillus nidulans and Aspergillus oryzae  
 A. fumigatus A. nidulans A. oryzae 
Scd1 (Cdc24) 58.m07516 10096.m00053 20165.m00196 
BSpScd1 4.6e-55 8.4e-63 1.9e-71 
BScCdc24 3.9e-46 8.1e-47 5.5e-46 
BAnScd1 0 0 0 
Rgf1/2 (Rom1/2) 71.m15707 10080.m00170 20148.m00145 
BSpRgf1 1.6e-245 1.1e-237 7.7e-233 
BSpRgf2 4.4e-206 3.6e-201 6.5e-202 
BScRom1 3.6e-126 3.8e-118 1.8e-124 
BScRom2 1.3e-169 1.3e-165 8.3e-168 
BAnRgf1/2 0 0 0 
Rgf3 71.m15816 10132.m00137 20123.m00134 
BSpRgf3 5.7e-108 2.9e-109 5.7e-66 
AnBRgf3 0 0 0 
Gef1/3 65.m07373 10061.m00505 20146.m00208 
BSpGef1 1.9e-18 3.2e-12 2.1e-11 
BSpGef3 1.1e-14 9.0e-19 1.3e-13 
BAnGef1/3 0 0 0 
Gef2 71.m15388 10004.m00063 20148.m00240 
BSpGef2 0.00050 3.1e-08 5.0e-09 
BAnGef2 4.2e-285   0 0 
aB denotes BLASTP query sequence, hits with lowest e values shown 
Sc, S. cerevisiae; Sp, S. pombe; An, A. nidulans. 
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§S10.1. Gene Prediction Protocol 
Gene structures were predicted using a combination of FGENESH, FGENESH+, and 
GENEWISE.  Both FGENESH and FGENESH+ are gene prediction programs acquired from 
Softberry.com and GENEWISE is part of the WISE2 package developed by Ewan Birney and is 
available from the Sanger Center.  

Both FGENESH and FGENESH+ utilize a statistical model of gene structure that require 
training on each organism for accurate prediction.  FGENESH+ additionally combines a protein 
sequence with the statistical model to improve accuracy.  We acquired these programs already 
trained by Softberry on Aspergillus nidulans sequences.   

GENEWISE (as we ran it), splices and aligns a protein sequence with genomic sequence to 
predict a gene structure.  Although GENEWISE does utilize some species-specific parameters, 
most notably for intron nucleotide statistics and splice site consensus sequences, these can be set 
to non-species specific defaults.  In this case, GENEWISE essentially produces the best local 
alignment of a protein assuming that introns start at GT and end at AG most of the time and in 
some cases this results a full alignment of the protein to the genome. Since we are interested in 
predicting complete gene structures, we post-processed GENEWISE incomplete protein 
alignments by moving the first and last exon upstream or downstream to the nearest start and 
stop codons respectively. If a stop codon was encountered upstream of a gene before a start 
could be found, the gene call was not used.  

Briefly, these three gene callers were combined in the following manner: 

1. FGENESH was run on the entire genomic sequence to provide an initial set of predicted 
genes. Each FGENESH predicted was put into a set of EVIDENCE_GENES. 

2. The genome was also searched against the non-redundant protein database using 
BLASTX 

3. Regions of the genome with blastx homology spanning over 80% of a protein (when sub-
alignments are stitched together in a consistent fashion) were considered "Homologous 
Gene Regions" (HGRs). 

4. HGRs were clustered into groups of HGRs that all implicated the same gene structure 
(most often representing groups of essentially orthologous proteins). 

5. For each cluster of HGRs, the protein showing the most sequence similarity to the 
genome was passed to both FGENESH and GENEWISE to produce 2 gene predictions, if 
the protein had >80% amino acid identity to the translated genome (cumulative across 
sub-alignments). 

6. If the protein used in the previous had >90% amino acid identity to the translated genome 
(cumulative across sub-alignments), then the GENEWISE call, if valid, was favored over 
the FGENESH+ call, and was used as the EVIDENCE_GENE for the HGR (see below 
for the reason why) and added to the set of EVIDENCE_GENES. If this protein had 
>80% but less than 90% amino acid identity to the translated genome (cumulative across 
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sub-alignments), then the FGENESH+ call, if valid, was favored over the GENEWISE 
call, and was used as the EVIDENCE_GENE for the HGR and added to the set of 
EVIDENCE_GENES. 

7. When EVIDENCE_GENES overlapped in their exons, the EVIDENCE_GENE with the 
least amount of homology support (as measured by the sequence similarity of the protein 
used to make the call or zero for FGENESH calls) was removed from the set of 
EVIDENCE_GENES. 

8. All remaining EVIDENCE_GENES were then called as our official 
ANNOTATED_GENES and passed to the next step of gene calling for Gene Naming. 

Additional information is available 
http://www.broad.mit.edu/annotation/fungi/aspergillus/gene_finding.html 
  

§S10.2. Accuracy Estimation 
 
The accuracy of our gene prediction protocol was assessed by comparing predicted to 
overlapping EST alignments (aligned using est2genome).  Alignments of individual ESTs were 
grouped into EST clusters corresponding to sets of ESTs predicting the identical gene structure at 
a particular locus. 
 
Table §S10.1 – Estimated Gene Prediction Accuracy 
Category Number Percentage 

Genes 9541  
EST Clusters   
EST Clusters Not Overlapping Genes 946 20% 

  
Genes Overlapping EST Clusters 3143 33% 
Genes w/No Discrepancies Relative to EST Alignments 2183 69% 
Genes hitting multiple EST clusters 563  
   
Genes w/Discrepancies   
 Genes w/Missing Exons 119 4% 
 Genes w/Wrong Exons 35 1% 
 Genes w/Splice Junction Difference 907 29% 
   
Nucleotide level statistics relative to EST alignments (Burset and Guigo 1996) 

AC (Approximate Correlation) 0.76  
ACP (Average Conditional Probability) 0.88  
CC (Correlation Coefficient) 0.76  
Sensitivity 0.94  
Specificity 0.98  
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Gene Function A.nidulans A.fumigatus A.oryzae
Mating Process
MAT1 (matB)  Mating-type (alpha-box domain transcriptional activator) AN2755.2 - 20164.m00251*
MAT2 (matA)  Mating-type (HMG-box transcriptional activator) AN4734.2 59.m09249 -
ppgA (MFa1, MFa2)  Pheromone precursor (alpha-factor like) AN5791.2 69.m14805 20086.m00080*
ppgB (MFa1, MFa2)  Pheromone precursor (for a-factor like) Ambiguous Ambiguous Ambiguous
(KEX1)  Carboxypeptidase alpha-factor processing AN1384.2 70.m14837 20080.m00038*
KexB (KEX2)  Endoprotease for alpha-factor processing AN3583.2 58.m07381 20179.m00626
(STE13)  Dipeptidyl aminopeptidase alpha-factor processing AN2946.2 59.m09093 20174.m00466*
(STE23)  Dipeptidyl aminopeptidase for a-factor processing AN8044.2* 53.m03900* 20129.m0021*
(RCE1)  CAAX prenyl protease a-factor C-terminal processing AN6528.2 62.m03116 20107.m00091*
(STE24)  CAAX prenyl protease  Yes** 58.m07859 20142.m00264*
(RAM1/STE16)  CAAX-farnesyltransferase beta subunit; a-factor modification AN2002.2 58.m07610 20138.m00208*
(RAM2)  CAAX-farnesyltransferase alpha subunit AN3867.2 58.m07839 20142.m00239*
(STE14)  CAAX-prenyl cysteine carboxymethyltransferase AN6162.2 72.m19009 20177.m00422*
atrD (STE6)  ATP-dependent efflux pump for a-factor like pheromone AN2300.2 58.m08958 20136.m00137*

Mating Signalling
preB (STE 2) Pheromone Receptor  (for alpha-factor like pheromone) AN2520.2 59.m08468 20123.m00180*
preA (STE 3) Pheromone Receptor  (for a-factor like pheromone) AN7743.2 71.m15771 20162.m00356*
fadA (GPA1) Alpha-subunit G protein AN0651.2 70.m15256 20180.m01174
sfaD (STE 4) Beta-subunit G protein AN0081.2 71.m15359 20148.m002796*
(STE5) Scaffold protein - - -
(STE18) Gamma-subunit G protein AN2742.2 * 54.m06689 20175.m00541*
(STE20) Serine/threonine protein kinase MKKKK AN2067.2* 57.m05766 20178.m00629*
steC (STE11) Serine/threonine protein kinase MKKK AN2269.2 71.m15914 20132.m00123*
(STE7) Serine/threonine protein kinase MKK AN3422.2* 59.m09275 20164.m00222*
mpkB (FUS3) Mitogen-activated protein kinase AN3719.2 69.m15727 20178.m00764*
steA (Ste12) Transcriptional Activator. Homeodomain DNA binding AN2290.2 71.m15938* 20132.m00151*
(FAR1) Cell cycle arrest in G1/various other roles - - -
(STE50) Pheromone adaptation feedback response AN7252.2 * 72.m19797 20134.m00115*
(DIG1/RST1) Transcription factor, interacts ste12 pheromone response - - -
(DIG2/RST2) Transcription factor, interacts ste12 pheromone response - - -

Table §S11.1 provides a list of 215 genes that are implicated in sexual reproduction in fungi.  In all cases, if a gene is present in A. nidulans, it is present in all 
three fungi.
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Gene Function A.nidulans A.fumigatus A.oryzae

Table §S11.1 provides a list of 215 genes that are implicated in sexual reproduction in fungi.  In all cases, if a gene is present in A. nidulans, it is present in all 
three fungi.

Fruiting Body Development
veA  Velvet activator induces sexual reproduction A.nidulans AN1052.2 70.m15191* 20173.m00346*
NsdD  GATA-transcription factor  AN3152.2 59.m08512* 20010.m00003*
CsnD Signalosome subunit 4, regulation of sexual development AN1539.2 55.m03058* 20171.m00527*
CsnE Signalosome subunit 5, regulation of sexual development AN2129.2 72.m19712* 20115.m00100*
rosA Binuclear zinc transcription factor AN5170.2 69.m14866 20084.m00028
mutA Mutanase, cell wall turnover during sexual development AN7349.2 57.m05694* 20150.m00367*
stuA APSES-transcription factor AN5836.2 72.m19916* 20177.m00377*
medA Transcription factor AN6230.2 72.m19977* 20141.m00193*
prot1††  Cys6-Zn2 transcriptional activator  AN1848.2* 58.m07662* 20129.m00151*
Nc mat A-2 mating type  TF; conserved amphipathic helix No No No
Nc mat A-3 mating type HMG box TF No No No
Nc asd-1 ascus development; rhamnogalacuronase B AN7135.2 89.m02015 20153.m00219
Nc asd-4 ascus development; GATA-Zn finger transcription factor areB 72.m19434 20141.m00163
Nc mei-3 (Sc RAD52) meiosis defective; uvsC uvsC uvsC
Um rum1 repressor of b mating type regulated genes AN8211.2 53.m03763 20147.m00252
Um umc1 MADS-box TF, modulator of pheromone-inducible gene expression AN8676.2 62.m03394 20152.m00250
Pa cro1 (Sc SHE4) regulator of myosin function;required for syncytial to cellular transition AN0135.2 71.m15419 20158.m00313

Budding and Fisson Yeast Genes involved in Mating, Karyogamy and Meiosis
Sc BIM1 microtubule-binding protein AN2862.2 59.m08708 20175.m00472
Sc BNI1 formin AN6523.2 62.m03112 20107.m00085
Sc CDC31 spindle pole body component AN5618.2* 58.m07543* 20138.m00126*
Sc CSM1 mediates accurate chromosome segregation during Meiosis I No No No
Sc CSM3 mediates accurate chromosome segregation during meiosis No No No
Sc DIT1 sporulation-specific enzyme required for spore wall maturation AN2705.2 67.m02885 20137.m00125
Sc HO endonuclease, mating type switching No No No
Sc IDS2 modulator of Ime2 activity No No No
Sc IME1 master transcriptional regulator of meiosis No No No
Sc IME2 inducer of meiosis, S/T kinase AN6243.2 72.m19414 20141.m00207
Sc IME4 mRNA N6-adenosine methyltransferase, IME1 regulation No No No
Sc KAR1 required for karyogamy No No No
Sc KAR3 kinesin-like motor required for karyogamy AN6340.2 72.m19518 20135.m00123
Sc KAR4 TF required for mating and meiosis No No No
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Gene Function A.nidulans A.fumigatus A.oryzae

Table §S11.1 provides a list of 215 genes that are implicated in sexual reproduction in fungi.  In all cases, if a gene is present in A. nidulans, it is present in all 
three fungi.

Sc KAR5 nuclear membrane fusion during karyogamy ambiguous ambiguous No
Sc KAR9 cytoplasmic microtubule orientation during karyogamy No No No
Sc MUM2 essential for meiotic DNA replication No No No
Sc MUS81 Holliday junction resolvase AN3118.2 59.m08619 20140.m00135
Sc NAM8/MRE2 RNA binding protein required for meiotic recombination AN9090.2 66.m04770 20169.m00407
Sc NDT80 meiosis-specific transcriptional activator AN6015.2* 72.m19128* 20177.m00637*
Sc REC102 chromosome synapsis during meiotic recombination No No No
Sc RIM4 RNA-binding protein, early and middle sporulation gene expression No No No
Sc RME1 Zn finger transcriptonal repressor of IME1 No No No
Sc STE6 ABC transporter required fo a-factor transport AN2300.2 58.m08958 20136.m00137
Sc SPO1 meiosis-specific phospholipase B No No No
Sc SPO11 required for synaptonemal complex formation AN8259.2 53.m03702 20147.m00194
Sc SPO13 meiosis specific protein required for Meiosis I and II No No No
Sc SST2 RGS protein, regulates desensitization to alpha-factor flbA 72.m19237 20082.m00044
Sc SPO22 meiosis-specific phospholipase A2 No No No
Sc SUM1 transcriptional repressor of middle sporulation-specific genes No No No
Sc UME3/SSN8 C-type cyclin AN2172.2 72.m19668 20180.m00841
Sc UME6 C6 Zn finger regulator of early meiotic genes No No No

Sp atf21 bZip TF, involved in regulation of meiosis AN6849.2* 59.m09396* 20175.m00406*
Sp bgs1 1,3-beta-glucan synthase subunit, Sp Mei4 target gene AN3729.2 69.m15386 20179.m00743
Sp byr1 homologue of Sc STE7
Sp byr2 homolouge of Sc STE11
Sp dhc1 dynein heavy chain, homologue of Sc DYN1 nudA 71.m15397 10004.m0006
Sp fus1 homologue of Sc BNI1
Sp gpa1 GTP binding (alpha-1 subunit) involved in conjugation AN3090.2 59.m08656 20171.m00394
Sp hsk1 homologue of Sc CDC7, Dbf4-dependent kinase AN3450.2 59.m09313 20102.m00075
Sp isp5 amino acid permease involved in sexual differentiation AN5678.2 65.m07404 20146.m00246
Sp isp6 serine protease involved in sexual differentiation AN0238.2 71.m15644 20121.m00147
Sp lid2 homologue of Um rum1, Sc ECM5
Sp ume3 homologue of Sc UME3
Sp mam1 abc transporter for m-factor pheromone, homologue of Sc STE6
Sp mam2 pheromone p-factor receptor,  homologue of Sc STE2
Sp mam4 M-factor farnesyl cysteine carboxyl methyltransferase AN6162.2 72.m19009 20177.m00422
Sp map1 MADS-box domain TF, pheromone receptor activator AN8676.2* 62.m03394* 20152.m00250*
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Table §S11.1 provides a list of 215 genes that are implicated in sexual reproduction in fungi.  In all cases, if a gene is present in A. nidulans, it is present in all 
three fungi.

Sp map2 P-factor pheromone No No No
Sp map3 pheromone M-factor receptor, homologue of Sc STE3
Sp mat1-Mc mating-type M-specific polypeptide Mc, HMG-box TF AN1962.2* 58.m09001* 20138.m00150*
Sp mat1-Mi mating-type M-specific polypeptide Mi No No No
Sp mat1-Pc mating-type P-specific polypeptide Pc, HMG-box TF No No No
Sp mat1-Pi mating-type P-specific polypeptide Pi, homeodomain TF No No No
Sp mde3 homologue of Sc IME2, Sp Mei4 target gene AN6243.2 72.m19414 20141.m00207
Sp mde5 kelch repeat protein, Sp Mei4 target gene No No No
Sp mde6 ketch repeat protein, Sp Mei4 target gene No No No
Sp mde7 RNA-binding protein involved in meiosis, Sp Mei4 target AN7700.2 71.m15729 20162.m00295
Sp mfm1,mfm2,mfm3 M-factor pheromone precursor No No No
Sp mei2 RNA-binding protein involved in meiosis AN6494.2* 62.m03081* 20059.m00031*
Sp mei3 meiosis inducing protein, inactivates Sp Ran1 No No No
Sp mei4 fork head domain TF, meiotic regulator AN8858.2* 71.m15996* 20108.m00079*
Sp mes1 meiosis II protein, Sp Mei4 target gene No No No
Sp meu1 Sp Mei4 target gene apsB 62.m03168 20174.m00436
Sp meu14 involved in Meiosis II nuclear division, Sp Mei4 target gene AN3931.2 69.m14916 20174.m00532
Sp mus81 homologue of Sc MUS81
Sp pkl1 homologue of Sc KAR3
Sp rad22 DNA repair protein radC 58.m08972 20110.m00135
Sp ran1/pat1 serine/threonine protein kinase, negative regulator of meiosis AN4935.2 59.m08839 20175.m00321
Sp rec6 meiotic recombination protein No No No
Sp rec8 cohesin complex (meiotic), homologue of Sc REC8 No No No
Sp rec10 sister chromatid cohesion No No No
Sp rec11 sister chromatid cohesion No No No
Sp rec12 homologue of Sc SPO11
Sp rec15 meiotic recombination protein No No No
Sp rem1 meiotic B-type cyclin AN2137.2 72.m19703 20180.m00780
Sp rep1 regulator of pre-meiotic DNA replication No No No
Sp rgs1 homologue of Sc SST2
Sp rhp51 homologue of Sc RAD51//52, Nc mei-3 uvsC uvsC uvsC
Sp spk1 homologue of Sc FUS3 mpkB 69.m15727 20178.m00764
Sp spo6 homologue of Sc DBF4, required for orign of replication firing nimO 69.m15647 20161.m00192
Sp ssm4 dynactin complex, homologue of Sc NIP100 AN6323.2 72.m19441 20141.m00154
Sp ste4 SAM domain, similar to Sc STE50 AN7252.2 72.m19797 20134.m00115
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Sp ste6 GEF involved in conjugation; related to Sc CDC25 AN2130.2 72.m19711 20115.m00099
Sp ste7 meiotic suppressor protein No No No
Sp ste11 HMG-box TF, target of pheromone signaling AN3667.2* 58.m07428* 20179.m00464*
Sp spn5 septin, Sp Mei4 target gene sepB 65.m07502 20176.m00407
Sp spn7 septin, Sp Mei4 target gene AN4667.2 71.m15708 20176.m00407
Sp sxa2 serine carboxypeptidase, degrades extracellular P-factor  AN2555.2 57.m05650 20156.m00343
Sp tht1 homologue of Sc KAR5

Core Meiotic Transcriptome Conserved in S. cerevisiae  and S. pombe
Anaphase-promoting complex
Sc CDC27/ Sp nuc2 APC component bimA 72.m19026 20177.m00440
Sc APC4/ Sp cut20 APC component AN0905.2 70.m15514 ambiguous
Sc CDC16/ Sp cut9 APC component AN8002.2 53.m03844 20159.m00191
Sc APC1/ Sp cut4 APC component AN2772.2 59.m09271 20164.m00226
Sc APC5/ Sp apc5 APC component AN4735.2 59.m09246 20164.m00254
Sc CDC23/ Sp cut23 APC component AN8013.2 53.m03861 20159.m00208
Sc CDC26/ Sp hcn1 APC component No No No
Sc HCT1/ Sp ste9 APC regulator AN2965.2 59.m09050 20174.m00432
Sc CDC20/ Sp mfr1 APC regulator AN2965.2 59.m09050 20174.m00432
Sc AMA1/ Sp slp1 APC regulator AN0814.2 70.m15414 20125.m00181
Septins
Sc CDC10/ Sp spn2 septin AN1394.2 70.m14828 20070.m00026
Sc CDC3/ Sp spn5 septin sepB 65.m07502 20176.m00407
Sc SPR3/ Sp spn6 sporulation regulated septin AN8182.2 53.m03797 20147.m00293
Sc SPR28/ Sp spn7 sporulation regulated septin AN4667.2 71.m15708 20148.m00144
Cell cycle regulators
Sc CDC14/ Sp clp1 protein phosphatase AN5057.2 59.m08669 20175.m00513
Sc CDC5/ Sp plo1 polo kinase AN1560.2 55.m03076 20176.m00605
Sc CLB1/ Sp cig2 B-type cyclin nimE 58.m07451 20165.m00281
Sc CLB3/ Sp cdc13 B-type cyclin AN2137.2 72.m19703 20180.m00780
Sc CLB4/ Sp cig1 B-type cyclin
Sc CLB5 B-type cyclin
Sc CLB6 B-type cyclin
Recombination/chromosome cohesion
Sc REC114/ Sp rec7 meiotic recombination protein No No No
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Sc DMC1/ Sp dmc1 DNA-binding helix-hairpin-helix protein, DNA strand exchange AN9092.2 66.m04768 20169.m00401
Sc MND1/ Sp mcp7 recombinatino and meioic nuclear division, interacts with Hop2 AN1843.2 58.m07668 20129.m00169
Sc HOP2/ Sp meu13 prevents synapsis between nonhomologous chromosomes No No No
Sc SMC3/ Sp smc3 cohesin AN6364.2 72.m19496 20116.m00127
Sc REC8/ Sp rec8 cohesin complex (meiotic) No No No
Chromosome segregation
Sc STU1/ Sp dis1 spindle pole body component AN5521.2 69.m15719 20178.m00784
Sc TID3/ Sp ncd10 chromosome segregation, kinetochore-associated Ndc80 complex AN4969.2 59.m08873 20125.m00127
Sc UBC11/ Sp ubc11 ubiquitin-conjugating enzyme, chromosome segregation in Sp AN5495.2 69.m15458 20178.m00805
DNA repair
Sc RAD23/ Sp rhp23 DNA excision-repair, NEF2 subunit AN2304.2 71.m15953 20108.m00125
Sc EXO1/ Sp exo1 DNA repair, recombination AN3035.2 59.m08982 20174.m00347
Sc HRR25/ Sp hhp1 casein kinase involved in DNA repair and chromsome segregation AN4563.2 57.m05554 20158.m00387
Other genes in the conserved meiotic core program
Sc HUL4/ SPBP87.27 hect domain E3 ubiquitin-protein ligase AN0444.2 54.m06635 20175.m00618
Sc LEE1/ Sp scp3 Zn finger transcription factor, unknown function AN3447.2 59.m09478 20102.m00073
Sc ENA2/ Sp cta3 P-type ATPase sodium pump AN6642.2, 62.m03239, 20132.m00104,

AN1628.2 58.m07687 20136.m00211
Sc PMC1/ SPBC839.06 vacuolar ATPase Ca2+  pump AN1189.2 70.m15033 20168.m00440
Sc CMK2/ Sp cmk1 calmodulin-dependent protein kinase AN3065.2, 59.m08933, 20174.m00277,

AN2412.2 72.m19463 20073.m00030
Sc CHS1/ Sp chs1 chitin synthase,  pheromone inducible AN4566.2 57.m05488 20153.m00320
Sc ISA1/ SPCC645.03C mitochondrial matrix protein, iron metabolism AN1974.2 58.m07579 20138.m00166
Sc HTZ1/ Sp pht1 histone H2AZ varient AN8039.2 53.m03907 20167.m00250
Sc AUT7/ SPBP8B7.24C required for autophagic vesicle delivery to vacuole in Sc AN5131.2 54.m06897 20128.m00130
Sc BAG7/ SPBC557.01 Rho-GAP AN7650.2 57.m05408 20105.m00070
Sc ROM2/ SPAC1006.06 Rho-GEF AN4719.2 71.m15707 10080.m00170
Sc RAS2/ Sp ras1 Ras AN0182.2 71.m16065 20158.m00254
Sc GNA1/ Sp gna1 glucosamine acetyl transferase involved in cell cycle progression AN8706.2 62.m03363 20152.m00287
Sc SGA1/ Sp meu17 sporulation-specific glucosamylase, Sp Mei4 target gene AN8904.2 57.m05372 20130.m00115,

20178.m00683
Sc CLG1/ SPBC1D7.03 cyclin-like protein interacts with Sc Pho85 AN4984.2 59.m08886 20125.m00144
Sc CYB2/ SPAB1A11.03 cytochrome-c oxidoreductase AN3901.2 89.m01949| 20115.m00086
Sc ECM4/ SPCC1281.07C glutathione-S-transferase domain, unknown function AN5831.2 72.m19666 20097.m00066
Sc TOS7/ SPCC1739.10 unknown function in yeasts, putative membrane component of palI 59.m09122 20164.m00305
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signal transduction pathways for pH regulation in A. nidulans
Sc ARN2/ SPCC61.01C ARN family of transporters for siderophore-iron chelates AN5378.2 65.m07225 20176.m00502
Sc GTT1/ SPAC688.04C ER associated glutathione S-transferase AN0629.2 70.m15652 20155.m00295
Sc RIB5/ SPCC1450.13C riboflavin synthase, alpha subunit AN4231.2 54.m06785 20071.m00045
Sc CHO1/ SPCC1442.12 phosphatidylserine synthase AN5661.2 58.m08891 20179.m00714
Sc XKS1/ SPCPJ732.02C xyulose kinase AN8790.2 71.m15584 20113.m00155
Sc PCT1/ SPCC1827.02C CTP:phosphocholine cytidylyltransferase AN1357.2 70.m14873 20074.m00033
Sc ELC1/ SPBC1861.07 transcription elongation factor No 69.m15210 20101.m00073
Sc SYF2/ SPBC3E7.13C splicesome component AN1861.2 58.m07654 20129.m00143
Sc PGM2/ SPBC32F12.10 phosphoglucomutase AN2867.2 59.m08711 20175.m00469
Sc RKI1/ Sp ppi ribose-5-phosphate isomerase AN2440.2 69.m15218 20101.m00084
Sc SUR4/ SPAC1B2.03C long chain fatty acid elongation enzyme AN8117.2 53.m03827 20159.m00172
Sc PIB1/ SPBC36B7.05C RING-type ubiquitin ligase, FYVE finger domain AN0627.2* 70.m15658* 20174.m00539*,

20093.m00096*
Sc PIN3/ Sp csh3 SH3-domain protein AN2995.2 59.m09437 20174.m00392
Sc SSO2/ Sp sso1 syntaxin AN3416.2 66.m04618 20041.m00017
Sc FBP1/ Sp fbp1 fructose-1,6-biphosphatase AN5604.2 58.m07528 20138.m00109
Sc GLG1/ SPBC4C3.08 self-glucosylating initiator of glycogen synthesis AN4082.2 54.m06723 No
Sc ARE2/ SPAC13G7.05 acyl-CoA:sterol acyltransferase AN4208.2 54.m06767 20068.m00041
Sc GDI1/ Sp gdi1 secretory pathway regulator AN5895.2 72.m19235 20082.m00039
Sc PDC1/ SPAC3H8.01 pyruvate decarboxylase AN4888.2 59.m08784 20175.m00382
Sc OXR1/ SPAC8C9.16C unknown function AN3004.2 59.m09010 20174.m00378
Sc KGD1// SPBC3H7.03C mitochondrial alpha-ketoglutarate dehydrogenase complex AN5571.2 58.m07497 20165.m00219
Sc DAP1/ SPAC26H5.15 Sc damage response, related to mammalian membrane progesterone AN4939.2 59.m08843 20175.m00316

* homology limited to functional domain
**present but missing in official annotation
Sc=Saccharomycese cerevisiae; Sp=Schizosaccharomyces pombe; Nc=Neurospora crassa; Um=Ustilago maydis; Pa=Podospora anserina
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§S12. Two Predicted TPP Riboswitches 
 

Based on conservation, we identified three TPP binding riboswitches1, one of which has not been 

described in Aspergillus.  Riboswitches are regulatory elements found in untranslated regions of 

mRNA which fold to bind target metabolites leading to altered gene expression1-3.  A TPP 

riboswitch, which binds thiamin pyrophosphate and regulates genes involved in thiamine 

biosynthesis, was previously identified in the 5’ UTR of the A. oryzae thi41.  We find this 

element conserved upstream of thi4 in A. fumigatus and A. nidulans.  We also find an element 

recently shown to be present upstream of orthologous NMT1 thiamine biosynthesis genes 

(AN8009, 53.m03858, AO70322000058)4, corresponding to the known N. crassa NMT1 

riboswitch1.  A third element was found conserved upstream of orthologous purine-cytosine 

permease genes (AN4526, 53.m05980, AO70321000134).  This element has not been previously 

characterized in any organism, although evidence linking purine influx to thiamine biosynthesis 

has been reported5,6. 
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