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ABSTRACT 
 
 
 

SEQUENCING AND ANALYSIS OF GENES EXPRESSED IN THE CAMBIAL 

TISSUE OF QUERCUS RUBRA USING A NORMALIZED, LARGE-INSERT cDNA 

LIBRARY. 

Jesse Joseph Walsh, M.S. 

Western Carolina University (August 2008) 

Director: Dr. Wesley Bonds 

 

 The logistical issues associated with completely sequencing a very large genome 

greatly limit the number organisms that can have such a project devoted to them.  One of 

the methods developed to circumvent this impasse is the sequencing of expressed 

sequence tags (ESTs), that is, partial cDNAs.  The technique is often used as an 

introduction to completely unsequenced genomes as well as a more detailed analysis of 

previously characterized genomes.  In the case of poorly characterized genomes, EST 

sequencing provides a quick, efficient profile of the nucleotide sequences of messenger 

RNA.  Furthermore, many plant ESTs have been quickly annotated via regions of 

sequence similarity comparisons with genes of model organisms such as the mustard, 

Arabidopsis thaliana Heynh, and the hardwood, Populus trichocarpa Torr. & A.Gray. 

This project focused on rapidly dividing cambial tissue from a Quercus rubra L. 

individual with a partially characterized ancestry.  That individual was recovered from 

one of the few oak nurseries in the world, namely the Watauga Genetic Research Orchard 

near Elizabethton, TN. The cambial transcriptome provided 984 cDNA clones resulting 



vii 
 

 

in 870 unique sequences. After appropriate filtering the unique sequences were submitted 

for homology comparison against the gene databases of Arabidopsis, Populus, as well as 

the generalized UniProt database.  Putative function was assigned to more than 90% of 

the unique sequences; however forty sequences have no significant homology to any 

known protein. 

The nucleotide sequences produced in this study will be submitted to the 

GenBank database where they will become the foundation for a Q. rubra sequence 

resource.  Since the sequences were recovered from cambial tissue of spring wood, they 

will assist in better understanding wood formation within this species.  Such studies 

should lead to increases in both the quality and quantity of this valuable hardwood found 

in western North Carolina.
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INTRODUCTION 
 
 
 

Throughout history, trees have been an essential part of mankind’s existence.  

Since the dawn of civilization they have provided material for buildings, furnishings, 

paper production, and an energy source for heating and cooking.  On a global scale, trees 

are a valued economic commodity and a fundamental component of the biosphere.    

Presently plants are divided into two main taxa, the gymnosperms and the 

angiosperms.  These groups diverged during the Carboniferous period (300 Mya) and 

each has evolved into many different species (Bowe et al., 2000).  The gymnosperms 

form a monophyletic clade that is widespread across temperate ecosystems but includes 

only 700-1000 species, all of which are woody plants (Kirst et al., 2003).  The 

angiosperms are vastly dominant in numbers and diversity, comprising approximately 

250,000 species and including many woody plants as well as all of the staple food crops 

(Wikstrom et al., 2001).  The model organisms Arabidopsis thaliana Heynh (Brassicales 

order, Brassicaceae family) and Populus trichocarpa Torr. & A.Gray (Malpighiales 

order, Salicaceae family) are angiosperms which are related at the Rosids subclass level.   

The focus of this study, Quercus rubra L. (Fagales order, Fagaceae family), shares the 

Eurosid I group with Populus and is closely related to the common forest hardwoods 

beech and chestnut (Taxbrowser 2008).  As shall be discussed, it is this shared ancestry 

which forms the basis for genetic comparison between individual plant species. 
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Quercus rubra 

Of the myriad of different tree genera, the oaks (Quercus) are a noteworthy group 

within the angiosperms.  They are hardwoods indigenous to temperate regions of the 

northern hemisphere and are rarely found below the equator.  Quercus is a very diverse 

genus which is estimated to contain more than 500 species spread across the globe 

(Manos et al., 1999).   Oaks are acknowledged as having poor barriers to hybridization, 

even between species that are very different morphologically and physiologically, leading 

to large populations of infertile hybrids (Whittemore and Schaal, 1991).  Even within a 

species, individuals can display a wide variety of phenotypes, making identification by 

visual inspection very difficult at times (Aldrich et al., 2003b).   Quercus rubra (northern 

red oak, NRO)  is a significant species within the genus since it occurs as the dominant 

tree species in many forest communities and is one of the more valuable timber species 

(Tirmenstein 1991).  In North America, NRO is native to the northeast and midwest 

regions of the continent ranging from 32° to 47° N latitude and 60° to 96° W longitude 

(Burns and Honkala, 1990).  Samples for this study were gathered on the eastern 

Tennessee border, a location that is near the southern and western tip of the range. 

Wood from northern red oak is valued for being hard, heavy, strong, coarse-

grained, and moderately durable (Tirmenstein 1991).   Q. rubra trees are self-pruning 

which results in wood with fewer knots, a characteristic that is especially important to the 

timber industry.  Logging of NRO produces timber for many applications such as lumber, 

railroad ties, fence posts, veneer, pulpwood, and fuel wood.  The lumber of Q. rubra is 

further refined into many items including flooring, furniture, boxes, pallets, crates, 

caskets, and wooden ware (Miller 1999). 
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Quercus rubra is the tallest and fastest growing of the oak species, average adults 

rise to heights ranging from 19.8 to 29.9 meters with diameters of 0.6 to 0.9 meters.  

Superior individuals that receive optimal growing conditions may reach heights over 48.8 

meters and attain diameters up to 2.4 meters (Tirmenstein 1991).  Trees of this species 

have life spans which can exceed 200 years in the absence of disease and disturbances, 

but their growth rate slows considerably after the age of 100 (Hicks 1998).  Q. rubra trees 

mature sexually and begin to produce acorns at approximately 25 years of age, but will 

generally not produce large crop yields until around the age of 50 (Hicks 1998).   

NRO is a key habitat for an assortment of animals ranging from birds to small 

mammals (Tirmenstein 1991).  Many of these animals are acorn predators whose 

foraging habits also provide the primary mode of Q. rubra seed dispersal.  Q. rubra 

individuals usually spawn large acorn crops every 2-5 years, with exact numbers of acorn 

production being dependent upon the individual, as well as site and climactic factors 

(Sander 1990).  In forests where oak is the dominant species, bumper crops of acorns can 

reach production levels greater than 96,500 per square kilometer (Hicks 1998).  As much 

as 35% of these acorns may be eaten by insects (Beck 1977) and another 40% by deer 

and small rodents (Steiner 1995).  Due to heavy acorn predation, seedlings are not usually 

generated except in years of high yield where production exceeds consumption (Hicks 

1998).   

Northern red oaks are moderately vulnerable to insect and disease infestations and 

will usually survive an attack unless more than one pathogen is present.  For example, 

Liebhold et al. (2005) states that if an insect, such as the gypsy moth (Lymantria dispar 

L.), looper (Phigalia titea), or cankerworm (Alsophila pometaria) defoliates a tree, the 
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tree will be weakened. When this occurs in concurrence with a drought or an infestation 

by another organism such as the two-lined chestnut borer (Agrilus bilineatus) or the 

shoestring fungus (Armillaria mellea) there can be high mortality rates.  A recent 

development in forest pathology is sudden oak death syndrome, which has begun to 

affect forests in North America and Europe.  The disease is caused by the Oomycete 

Phytophthora ramorum and was first observed during the mid 1990s in California forests 

(Withgott 2004).  While more than forty genera or plants are known hosts to the 

pathogen, widespread mortality is usually limited to members of the Fagaceae family 

(Rizzo et al., 2005).  Other hosts tend to be only moderately affected by the disease and 

are thought to act as vectors by which the disease is spread (Rhododendron indicum (L.) 

Sweet, for example, which is widely disseminated as an ornamental plant).  Fears are 

escalating that the disease will come to the oak forests of Eastern North America, which 

would be a serious problem since red oaks are known to be susceptible to infestation 

(Withgott 2004).  Federal regulations are in place to curb the spread of the disease but 

there have already been lapses.  In 2005, nurseries in 23 states around the country 

received infected plants from California and distributed locally before realizing what was 

transpiring (Associated Press 2005).  The real threat that sudden oak death presents is an 

example of the need for active management of resources. 

While oak are presently one of the dominant species found in eastern United 

States landscapes, concern has been mounting for some time that oaks are not 

regenerating at an adequate rate to sustain the population and diversity of individuals that 

is currently observed (Clark 1992).  There is no single explanation as to why this is 

happening but it is believed that there are several factors, which together, are responsible 
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for declining oak regeneration.  These problems include introduction of new insect 

species, changes in animal communities due to decline of predators, reduction of forest 

fires, and changes in the demographics of forest communities (Lorimer 1992). 

The increasing demand for oak lumber in concurrence with the escalating 

problem of oak regeneration and infestation by parasites poses a serious problem to the 

present prevelance of oaks.  Significant decline of oaks in North American forests would 

be a disastrous event on par with the chestnut blight (Cryphonectria parasitica (Murrill) 

M.E. Barr) epidemic of the early twentieth century.  Loss of oaks from forests would 

allow for less desirable tree species to enter an area, causing severe stress to the presently 

observed community of plants and animals inhabiting the ecosystem. For example, 

research has correlated increased damage to livestock and crops caused by black bears to 

years of poor acorn production (Rogers 1976).  Decline of the oak population would also 

seriously affect the hardwood timber economy, of which oak is a staple product.  The 

encumbrance to developing management techniques has been exacerbated by the slow 

growth rate of trees and the fact that traits cannot properly be assessed until a tree reaches 

adulthood (Boerjan 2005). 

 

Xylogenesis 

The strong and rigid nature of hardwood trees is due the structural characteristics 

of the secondary xylem cell wall.  This integrity of the secondary cell wall is a result of a 

dense network of cellulose and lignin fibers.  Cellulose is a polymer composed of β-1, 4 

linked glucosyl residues, which assemble to form microfibrils measuring 2-10 nm in 

diameter and hundreds of nanometers in length (Brown 1996).  Cellulose microfibrils are 
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stabilized by hydrophobic and van der Waals interactions which make them insoluble in 

water, chemically resistant to degredation, and mechanically strong (Williamson and 

Hocart 2002).  Lignin is a highly heterogeneous class of phenolic polymers involved in 

mechanical support, water transportation and disease resistance (Lapierre et al., 1999). 

Lignin is vital to the mechanical properties of wood but is detrimental to the pulping 

process because toxic chemicals are required to separate lignin from cellulose (Lapierre 

et al., 1999).  Together, cellulose and lignin compose the majority of the dry weight of 

wood.   

Samuels et al. (2006) states that “xylogenesis can be defined as the series of 

common developmental steps found in differentiation of both primary xylem (produced 

via procambium by apical meristems) and secondary xylem (produced by the vascular 

cambium).”  In hardwoods, it is xylogenesis initiated in the vascular cambium cells of the 

lateral meristem which is of most importance economically in the timber industry since it 

results in the formation of the substance that is commonly referred to as “wood”.   In the 

lateral meristem, vascular cambium is located between the bark and the heartwood of the 

tree.  The process of xylogenesis directs these cells through division, expansion, 

secondary cell wall formation, lignification, and finally programmed cell death 

(Hertzberg et al. 2001).   The cells that will eventually become the dead secondary xylem 

begin as progeny of undifferentiated mother cells and are guided to their fate by a 

complex interaction of genetic regulation and environmental stimuli.   

Highly analogous genes coding for xylogenesis proteins have been found in very 

divergent plants.  It is has been proffered that “secondary growth is a measure of degree, 

rather than a trait that is present or absent or a trait that has arisen uniquely within a 



7 
 

 

single lineage” (Groover 2005).  While the underlying process is conserved it is believed 

that there are also genes which are rarely expressed or not present at all in herbaceous 

plants which account for the phenotypic difference between woody and herbaceous plants 

(Allona et al., 1998).    

 

Expressed Sequence Tags 

   It has been determined that Quercus rubra has a chromosome compliment of 2n 

= 24 plus a B chromosome of uncertain function (Ohri and Ahuja, 1990).  The size of the 

genome has been determined to be 761 Mbp / 1C (Carlson 2007).  Aside from this 

information, relatively little is known about the genome of northern red oak.  While large 

scale EST sequencing projects are currently underway (Fagaceae.org 2007) there are only 

9991 Quercus ESTs in GenBank and these are primarily from Quercus petraea 

(Mattuschka) Liebl (2300), Quercus mongolica subsp. crispula (3385) and Quercus 

robur (3499) (NCBI 2008).  There are presently 118 CoreNucleotide sequences and no 

EST sequences for Quercus rubra in GenBank (NCBI 2008).   

Sequencing the entire Quercus rubra genome would undeniably be the best 

method for comprehending the exact genetic compliment of the species, but that is a very 

costly and time intensive process.  A practical alternative is the analysis of expressed 

sequence tags (ESTs), which is a proven quick and inexpensive means to identify the 

nucleotide sequence of active genes in a given tissue (Sterky et al., 1998).  Information 

garnered from EST sequencing provides valuable insight in gene discovery as well as a 

first step in functional genomics studies. 
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The first step in creation of an EST library is the acquisition and purification of 

mRNA from a tissue.  Working with mRNA is a very delicate and exacting process.  

Thankfully, groundwork for the application of existing isolation techniques to processing 

NRO cambial tissue was laid by Mathews et al. (2003). The mRNAs were used as 

templates to generate complimentary DNA (cDNA) molecules which are inserted into 

plasmid vectors.  The vector is then introduced into a bacterial cell for purposes of 

replication and storage.   EST sequences are usually generated as part of large scale high 

throughput projects and are generally single read passes of the gene insert (Bouck and 

Vision, 2007).   

Once an EST has been sequenced there is a considerable amount of 

bioinformatics that must be done in order to elucidate useful information about the gene.  

With any sequencing run the quality of the electropherogram is poor at the beginning and 

the end of the read.  Usually there is a subset of EST sequences that either completely 

lack gene inserts or are contaminated with vector/primer sequence stretches to some 

degree.  With the aid of computer programs, these tracts of contamination and poor 

quality reads are located and excised.  There are also inevitably a number of duplicate 

copies of highly expressed genes which must be identified and assembled into consensus 

sequences.  Once a set of unique genes has been created, the task becomes identification 

of the peptide coding region and the function of the translated protein.  These tasks are 

also accomplished with the use of computer programs that search for sequence homology 

to proteins of known function.  

A major problem associated with EST sequencing arises from the large dynamic 

range of transcripts (1:10,000).  Consequently, there is a good chance that rare transcripts 
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will not be sequenced and abundant transcripts will be sequenced many times.  One way 

to circumvent this dilemma is normalization of the library, which consists of reducing the 

concentration of highly expressed transcripts (Soares et al., 1994).  ESTs also do not 

provide any information about intron sequences, gene order, gene placement or 

regulatory motifs (Bouck and Vision, 2007).  They do, however, provide sequence 

information from which primers could be developed for use in further projects that could 

address these issues.  ESTs can also be valuable to the development of genetic markers 

such as single nucleotide polymorphisms (SNPs), exon-primed intron-crossing markers 

(EPIC), and simple sequence repeats (SSRs).   

Plant genetics and the study of plant derived ESTs are intrinsically linked to the 

model organism Arabidopsis thaliana, which is one of the most characterized and 

comprehensively studied organisms on Earth.  In 2000, an international consortium 

known as the Arabidopsis Genome Initiative released an annotated genome sequence 

(115.4 Mb of estimated 125 Mb) that identified 25,498 genes on five haploid 

chromosomes.  In 2003 Zhu et al. released a study that mapped more than 96% of the 

available Arabidopsis ESTs (176,915 at the time) to a specific genomic locus.  Placement 

of the ESTs within the genome facilitated a better understanding of gene regulatory 

elements as well as providing splicing and intron information that ESTs lack.  

Consequent to the wealth of information available on Arabidopsis, it has become the 

basis for plant EST sequence comparison and in vivo studies of plant gene expression. 

In 2006, Tuskan et al. released the draft genomic sequence of Populus 

trichocarpa, making it the first hardwood organism to have a sequenced genome and 

solidifying its spot as the model organism for deciduous trees.  The study purports that 
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there are more than 45,000 putative protein-coding genes at work in Populus.  Aside from 

having more putative protein-coding genes than Arabidopsis, it was found that there are 

specifically more genes that function in lignocellulosic wall biosynthesis, meristem 

development, disease resistance and metabolite transport.  These genes represent the 

difference in lifestyle habit between the two organisms and are especially important to 

genetic research conducted on other forest hardwoods. 

Published oak genetic studies to date have primarily dealt with phylogeny studies 

(Aldrich et al., 2003a, Casasoli et al., 2006, Grivet et al., 2006, Muir and Schlotterer 

2006, Romero-Severson et al., 2003) using chloroplast DNA or genetic markers of some 

kind (SNP, SSR, RFLP).  There have also been several gene expression studies (Derory 

et al., 2006, Soler et al., 2007), but the issue of xylogenesis genetics in Quercus has not 

been addressed.  ESTs in GenBank from papers with published results include those 

submitted by Derory et al. (2006), who published a paper on the bud burst transcriptome 

in Quercus petraea.  This paper was supported by 801 ESTs (233 unique genes) which 

used suppression subtractive hybridization (SSH) to focus on the genetic control of bud 

formation.  Soler et al. (2007) reported 236 ESTs from a study that focused on 

elucidating the genetic component of suberin production in cork oak (Quercus suber L.).   

Several projects related to xylogenesis and cambial tissue ESTs of hardwood trees 

have been published and are an excellent guide to applying proven techniques to studying 

Quercus rubra.  Studies of ESTs from poplar (Sterky et al., 1998), pine (Pinus taeda L.) 

(Allona et al., 1998, Pavy et al., 2005), eucalyptus (Eucalyptus globules Labill) (Paux et 

al., 2004), and white spruce Picea glauca (Moench) Vossa (Pavy et al., 2005b) have 
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produced results on ESTs from cambial tissue and will serve as a basis for the work done 

in this project. 

The focus of this study is gene discovery in cambial cells from a NRO with 

partially defined phenotype.  This tissue was chosen because it is the site of xylogenesis 

and it is believed to provide the most useful information in identification of genes 

involved in production of xylem and phloem (Sterky et al., 1998).  This makes cambial 

tissue the best target for strategies to improve the quality and quantity of secondary wall 

production.  The genes identified in this study will hopefully give an introduction into the 

genetic machinery of NRO and establish a base for comparison to other plants.  This 

comparison should help establish how NRO is similar and how it is different, both in the 

sequence differences of conserved genes and the plausible identification of unknown 

genes specific to Quercus rubra.  ESTs from this project could also be used to produce 

various kinds of genetic markers (SSR, SNP, EPIC) (Bouck and Vision, 2007).   
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MATERIALS AND METHODS 
 
 
 
Sample Collection  

 Samples were collected from the Watauga Northern Red Oak Seed Orchard near 

Elizabethton, Tennessee on May 6, 2005.  The Watauga Orchard was planted in 1973 

with open pollinated progeny from mother trees found in the Tennessee River Valley that 

were deemed of generally good phenotype (Schlarbaum et al., 1994).  Cambial tissue 

samples for this study were collected exclusively from NRO Family 555, whose mother 

was located in Morgan County, TN.  The sample tree was sited at Latitude: 36° 08', 

Longitude: 84° 28' at an elevation of 609.6 meters.    

The tree was felled at a height of 0.3 meters by a technician employed at the 

Department of Forestry, University of Tennessee-Knoxville.  The following steps were 

performed with utmost haste to minimize mRNA degradation in the cambial layer. Limbs 

and canopy were quickly removed to minimize desiccation.  Next, 4.5 meters of trunk 

was cut into 1 meter long sections.   To facilitate rapid bark separation a chainsaw was 

used to cut 0.15 meter wide longitudinal strips into the upper heartwood layer.  A 

hammer and chisel was used to pry away strips of bark.  Then a razor was used to scrape 

the cambial tissue from the inner side of the bark and the surface of the sapwood.  The 

scraped cambial tissue was quickly deposited onto labeled sheets of aluminum foil which 

were folded tightly and flash-frozen in liquid nitrogen.  The time interval between cell 

disruption and freezing the scraped samples was 3-5 minutes.  The frozen sample packets 

were sandwiched between dry ice slabs in an ice chest for transportation to the lab.    

Samples were stored at -80ºC in a Revco low temperature freezer until processing.  The 
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chisels and paint scrapers were sterilized by autoclaving prior to collection and gloves 

were worn at all times while samples were handled.   

 

Total RNA isolation 

 Isolation of RNA from the cambial cells was based on a protocol first described 

by Chang et al. (1993) and is rooted on the properties of the cationic surfactant 

cetyltrimethylammonium bromide (CTAB).  The extraction buffer contained final 

concentrations of 2% (w/v) CTAB, 2% (w/v) polyvinylpyrrolidone (PVP), 100mM Tris-

Cl (pH 8), 2M NaCl, 0.5g/l spermidine, and 2% (v/v) β-mercaptoethanol (BME).  All 

ingredients except the BME were mixed and autoclaved; BME was added just before use.  

Aliquots of CTAB extraction buffer (20 ml) were dispensed into eight autoclaved 50 ml 

conical polycarbonate centrifuge (Oak Ridge) tubes and were equilibrated to 65ºC in a 

water bath.  Approximately 2 g of cambial tissue (16 g total) was added to each tube and 

shaken vigorously before ten minutes of incubation in a 65ºC water bath.  Chloroform (15 

ml) was added to the solution and mixed by shaking.  Centrifuge tubes were balanced 

using chloroform and then spun for 10 min at 10,000 RPM in Beckman JA-20 rotor using 

a Sorvall RC-5 centrifuge.  The aqueous (top) phase was removed and transferred to a 

fresh centrifuge tube being careful to avoid contamination from the interphase and the 

organic phase.  Chloroform (15 ml) was added to the supernatant and shaken vigorously 

before again being balanced with chloroform and centrifuged for 10 min at 10,000 RPM 

in a Beckman JA-20 rotor.  The supernatant was carefully removed and transferred to a 

third centrifuge tube to which an equal volume of 7.5 M LiCl2 / 50 mM EDTA 

(ethylenediaminetetraacetic acid) was added.  This solution was precipitated at -20ºC for 
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four hours, at which time a set of tubes were balanced with 7.5 M LiCl2 and centrifuged 

at 10,000 RPM in a Beckman JA-20 rotor for 20 min.  The supernatant was removed 

from the centrifuge tube leaving a pellet of total RNA.  RNA pellets were dissolved in 

SSTE solution (1000 µl) [1 M NaCl, 0.5% (w/v) SDS (sodium dodecyl sulfate), 10 mM 

Tris-Cl, and 1 mM EDTA] and incubated in a 65ºC water bath for 10 min.  The solutions 

were consolidated into two Oak Ridge tubes and extracted with chloroform (12ml), 

vortexed, and then centrifuged at 10,000 in a Beckman JA-20 rotor for 10 min.  The 

aqueous phase was transferred to a fresh tube where two volumes of 95% (v/v) ethanol 

were added to the sample and precipitated at -80ºC overnight.  The Oak Ridge tubes were 

spun at 10,000 RPM in a Beckman JA-20 rotor for 20 min, after which the supernatant 

was removed leaving a pellet of total RNA.  The pellets were washed with ice cold 70% 

(v/v) ethanol (1 ml) and centrifuged at 10,000 RPM for 5 min. and the supernatant 

discarded.  The pellet was air dried and dissolved in sterile deionized water (300 µl).  The 

contents of each Oak Ridge tube were aliquotted into three 1.5 ml tubes (100 µl each) and 

stored at -80ºC. 

The RNA extraction procedure was repeated twice more on crude samples and the 

product of each was consolidated. A total of 3 mg was collected for transport to Open 

Biosystems in Huntsville, AL for cDNA synthesis and normalization. 

 

Total RNA Quality Control 

 The purity of the total RNA was checked by formaldehyde/agarose gel 

electrophoresis using a protocol described by Sambrook and Russel (2001).  Gels were 

cast in a 16 cm electrophoresis box (Fisher Model FB-SB-710) using a 3 mm, 10 tooth 



15 
 

 

comb.  The gel consisted 5X MOPS buffer (20 ml) [0.1 M 3-(N-mopholino) 

propanesulfonic acid (pH 7), 40 mM sodium acetate, 5 mM EDTA (pH 8)], 37% 

formaldehyde (18 ml), DEPC (diethylpyrocarbonate) treated water (62 ml), 1µg/ml 

ethidium bromide (3 µl), and agarose (1 g).  To create the gel, the agarose was dissolved 

in nearly boiling water which was then cooled to 60ºC before addition of the 

formaldehyde, ethidium bromide, and MOPS.  The gel was allowed to solidify at room 

temperature in a hood for at least 30 min.  The electrophoresis box, gel tray and comb 

were all washed with nearly boiling water and approximately 5 ml of 20% (w/v) SDS and 

rinsed repeatedly with deionized water. 

 Total RNA samples were prepared by mixing 5X MOPS buffer (2.0 µl), 

formaldehyde (3.5 µl), formamide (10 µl), and total RNA (4.5 µl) in autoclaved 

microfuge tubes.  The tubes were incubated for 15 min at 65ºC and then chilled on ice.  

Samples were centrifuged to collect the solution on the bottom of the tube.  

Formaldehyde gel-loading buffer (2 µl) [50% (v/v) glycerol, 1 mM EDTA (pH 8), 0.25% 

(w/v) bromophenol blue, and 0.25% (w/v) xylene cyanol FF] was added to each sample 

and mixed by pipette.  The gel tray was placed in the electrophoresis box and a solution 

of 1X MOPS buffer (diluted with water) was used to fill the box to a level that was a few 

millimeters higher than the gel.  The gel was run for 5 min before addition of the 

samples.   Invitrogen 0.24-9.5 Kb RNA Standard (1 µl) was mixed with formaldehyde 

gel-loading buffer (2 µl) and loaded into to the outer lanes of the gel.  Then gel was run at 

4 V/cm until the dye had migrated to nearly the end of the gel (approximately 3 hours), 

the running buffer was recirculated every 45 min. 
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 Visualization of RNA gels was performed using an International Biotechnologies 

Inc. (IBI) UVT 400-M ultraviolet transilluminator.  Images of the gel were captured 

using a Kodak QuickShooter QSP Gel Electrophoresis Photosystem using an IBI QSP 

#14 hood.  Quantification of the total RNA samples was performed using a Nanodrop 

ND-1000 spectrophotometer.  The calibration of the ND-1000 was checked by running 

serial dilutions of Invitrogen 0.24-9.5 Kb RNA ladder as a standard and comparing them 

to the values given by the Nanodrop machine.  For sample measurements, aliquots (2 µl) 

of total RNA solution were used.   

 

mRNA Isolation and cDNA Synthesis 

 Our collaborative partner, Open Biosystems of Huntsville, Alabama, was 

responsible for mRNA isolation and cDNA synthesis from the total RNA samples.  The 

exact protocols that they used are proprietary, but an outline of the procedures was made 

available by Stephanie Sieja of Open Biosystems (Sieja 2006).   

The process summarized by Sieja (2006) began with isolation of poly(A) RNA.  

Total RNA (750 µg), was purified by two rounds of affinity chromatography using 

oligo(dT) coated magnetic particles from Seradyn, Inc. A quantity of 3.6 µg of poly(A) 

mRNA was recovered.  First strand cDNA synthesis was accomplished using an oligo 

(dT) primer that contained a Not I restriction site and Moloney Murine Leukemia Virus 

Reverse Transcriptase (M-MLV RT).  Open Biosystems would not release their methods 

for second strand synthesis.   

The ds-cDNA was digested with Not I and then size-fractionated to select for 

pieces larger than 1.4 kb.  The cDNA was directionally cloned in one bulk step using Not 
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I-Eco RV cut pExpress1 vector (300 ng), and Not I digested cDNA (120 ng) per 120 µl of 

ligation.  The entire sequence of pExpress1 is found in Appendix A and the multiple 

cloning site and restriction map is shown in Figure 1.  Plasmid vectors were inserted into 

DH10-B T1 phage resistant E. coli cells by electroporation.  Approximately 9 x 106 

primary clones (i.e., not unique clones) were produced from about 1 mg of total RNA 

starting material.  Next, 24 inserts were randomly selected and sized after digestion with 

Eco RV and Not I.  Electrophoresis revealed an average library insert length of 1.5 kb. 

The primary cDNA library was normalized based on the principles of re-

association kinetics (Soares et al., 1994).  This was done by producing biotinylated driver 

RNA from the T7 RNA polymerase promoter and single-stranded target DNA produced 

from the F1 Ori.  The RNA and the DNA were hybridized together at a low Cot 

(concentration of driver times the time of hybridization) value.  The RNA:DNA hybrids 

were removed using phenol extraction and the remaining ssDNA target was converted 

into dsDNA with a “repair oligo” and Taq DNA polymerase.  These plasmids were again 

electroporated into E. coli and sampled for sizing.  Electrophoresis of the normalized 

library revealed an average insert length of 1.4 kb, slightly less than the 1.5 kb average of 

the unnormalized library. 

 

Library Titer and Colony Picking 

 The library titer was determined as per directions from Wes Bonds (2005) which 

consisted of creating serial dilution with LB broth [20 g LB, 750 µg ampicillin, q.s. to 1 

liter with autoclaved water].  Colonies from these dilutions were grown on LB/AMP agar 

plates [20 g LB, 15 g Bacto-agar, and 750 µg of ampicillin, q.s. to 1 liter with autoclaved 
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water] overnight at 37°C.  The titer revealed that a 25,000X dilution was optimal for 

generating well spread colonies for picking.  The typical plate contained about 300 

separated colonies.   

 

Plasmid Isolation, Amplification and Storage 

 A team of nine undergraduate students assisted in the isolation, amplification and 

storage.  Cells from each colony were picked using a flame-sterilized inoculating loop or 

an autoclaved toothpick and used to inoculate liquid LB/AMP medium (5 ml) in a 50 ml 

Falcon tube.  Each sample was assigned a four digit (0001-1305) number at this point 

which it kept for the duration of the study.  The samples were incubated at 37ºC over 

night with constant agitation.  The following day, 400 µl of culture was transferred to an 

autoclaved 0.6 ml microfuge tube bearing the sample number, and mixed with autoclaved 

glycerol (100 µl).  This solution was stored at -80ºC as a backup.   

The remaining culture was processed by an alkaline lysis protocol taken from 

Sambrook and Russel (2001) which is described hereafter.  A 50 ml Falcon tube 

containing the remaining culture was spun in a Beckman JA-20 rotor using a Sorvall RC-

5 centrifuge for 10 min at 4°C and 1000 RPM to collect the cells.  The supernatant was 

removed and the cells were resuspended in STE buffer (1 ml) [10 mM Tris-Cl pH 8.0, 0.1 

M NaCl, 1 mM EDTA pH 8.0].  The cells were collected by spinning at 1000 rpm for 5 

min.  The supernatant was removed and the cells were mixed with ice cold alkaline lysis 

solution I (200 µl) [50 mM glucose, 25 mM Tris-Cl pH 8.0, 10 mM EDTA] and 

lysozyme buffer (40 µl) [10 mM Tris-Cl, 10 mg/ml lysozyme] and transferred to a 

correspondingly labeled 1.5 ml microfuge tube.  Alkaline lysis solution II (400 µl) [0.2 N 
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NaOH, 1% (w/v) SDS] was added to the tube and the contents was mixed manually by 

shaking.  Next, alkaline lysis solution III (300 µl) [5 M potassium acetate, 11.5 % (v/v) 

glacial acetic acid] was mixed into solution and the tubes were stored on ice for 5 min.  

The tubes were then spun at maximum speed in a microfuge for 5 min at 4ºC.  The 

supernatant (600 µl) was transferred to a fresh tube and 10 mg/ml RNase A solution (3 

µl) was added before a 15 min incubation in a 37ºC water bath.  Next, 20mg/ml 

proteinase K solution (3 µl) and 20% (w/v) SDS (1 µl) was added and the samples were 

incubated for 30 min at 50ºC in a water bath.  The samples were then extracted using an 

equal volume of phenol:chloroform [25 parts phenol, 24 parts chloroform, and 1 part 

isoamyl alcohol].  The phases were then separated by centrifugation for 2 min at 

maximum speed (18,000 g) at 4ºC in a microfuge.  The aqueous phase was removed to a 

fresh 1.5 ml microfuge tube and was extracted again in the same manner as above except 

that chloroform was used instead of phenol:chloroform to remove any remaining phenol, 

which is detrimental to following chemical reactions.  The aqueous layer was again 

removed and transferred to a fresh 1.5 ml tube; nucleic acids were precipitated by 

addition of two volumes of 2-propanol with a two minute of incubation at room 

temperature.  The nucleic acids were then collected by centrifugation at max speed in a 

microfuge for 10 min at 4ºC.  The supernatant was removed by pipette and the pellet was 

washed in 70% (v/v) ethanol (1 ml) and collected by spinning at maximum speed in a 

microfuge for 2 min at 4ºC.  The supernatant was again removed and the pellet was 

allowed to air dry.  Once dry, the pellet was dissolved in pH 8.0 TE (50 µl) [Tris-Cl, 

EDTA pH 8] and stored at -80 ºC.  After plasmid isolation all samples were quantified 

using the ND-1000 spectrophotometer. 
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Polymerase Chain Reaction 

 The polymerase chain reaction (PCR) was used to measure the size of the cDNA 

insert and as a way to screen for non-recombinants.  The PCR method used a 

combination hot start/touchdown technique and utilized a betaine-modified reaction 

mixture developed by Baskaran et al. (1996).  The primers used were #011893 [TAA 

TAC GAC TCA CTA TAG GGA CCA CTC CTC G] (primer 93) and #011894 [TAT 

TTA GGT GAC ACT ATA GAA CAA GTT TCG GTC CGG] (primer 94).   

PCR amplification was performed on an Applied Biosystems 2720 Thermal 

Cycler using autoclaved 0.2 ml PCR tubes.  The hot start conditions were 1 min of 

denaturation at 93ºC followed by a 7 min hold at 80°C at which time the 

deoxyribonucleotide triphosphates (dNTPs) were added.  The touchdown effect was 

achieved by lowering the annealing temperature by 2ºC on each of the first five cycles.  

The complete cycling parameters used are found in Table 1. 

 PCR was performed in reaction buffer that contained final concentrations of [20 

mM Tris-Cl pH 9.0, 5% (v/v) DMSO (dimethyl sulfoxide), 3 mM MgCl2, 16 mM 

(NH4)2SO4, 75 ug/ml bovine serum albumin (BSA), 1.3 M betaine, 0.046 Units Klentaq 

polymerase, 50 ng of each primer, and approximately 200 ng DNA template].  Reaction 

buffer (49 µl) was added to the tubes and hot started, then a dNTP solution mix (1 µl) 

[100 mM dATP, 100 mM dCTP, 100 mM dGTP, and 100 mM dTTP] was added.   

 All PCR products were examined by agarose gel electrophoresis to determine the 

presence of product, its purity and insert size.  Gels were visualized by ethidium 

bromide/UV fluorescence/Polaroid photography as with the RNA gels.  Insert length was 
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determined by creating a regression equation using the distances traveled by the 1 kb 

DNA ladder standard and interpolating their size from the distance migrated.   

 

Sequencing Reaction 

 Thermal cycling for the sequencing reaction was performed on an Applied 

Biosystems 2720 Thermal Cycler with a schedule of 1 min at 95ºC, and 25 cycles of 10 

sec at 95ºC, 10 sec at 53ºC, and 4 min at 60ºC.  Applied Biosystems BigDye v3.1 dye 

terminators were used at ¼X manufacturer’s suggested concentration [BigDye v3(2 µl).1, 

ABI 5X buffer (3µl), 5 ρM/µl  primer (1 µl), DI H2O (13 µl), and 2 ug/ul template (1 µl)].  

Clones 0001-0093 were sequenced in both directions, however, the balance of the clones 

were only sequenced from the 5’ end to avoid slippage over the 3’ polyA tail.  Reactions 

were performed in a 96 well plate and executed as per the directions from the BigDye 

v3.1 Applied Biosystems. 

Sequencing products were separated using an Applied Biosystems 3130xl Genetic 

Analyzer and analyzed with Applied Biosystems 3130xl Genetic Analyzer Data 

Collection Software v3.0.  A 16-capillary array (Applied Biosystems 3130xl and 3100 

50cm Capillary Array) and Pop-7 polymer was used as the separation medium. 

 

Bioinformatics 

Project data was generated from 184 sequencing runs each containing 16 

capillaries per cycle. Initially, runs were visually screened to remove poor quality data.  

Base calling of raw electropherograms was performed with the ContigExpress module of 

Vector NTI software (Invitrogen 2007).  This module also trimmed and assembled raw 
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sequences.  Terminal sequence regions were strictly trimmed in the following way.  Poor 

quality base calls were removed according to the criterion that a maximum of 1 base out 

of 25 on both the 5’ and 3’ ends had a Quality Value of less than 20.  Vector 

contamination was removed by screening the sequences against a database of vector 

sequences and the known primer sequences.  ContigExpress used the CAP3 sequence 

assembly program (Huang and Madan 1999) to create the unique consensus sequences.  

The Sequin program was used to label the sequences in correct GenBank format before 

submission to the NCBI EST database.   

 Vector NTI was used to generate a concatenated text file of the unique sequences 

in FASTA format.  This file was used as the query set for sequence annotation and 

comparison searching, which was performed using PERL modules on a Unix based XML 

web server located at the UNC Chapel Hill Bioinformatics Institute.  The Arabidopsis, 

Populus and UniProt protein databases were downloaded on Chapel Hill’s server and 

BlastX (Altschul et al., 1997) (word size=3, E value cutoff=5) was used to search for 

protein sequence comparison using the Blast prescript (Fargo 2007).  The TAIR7 

(Swarbreck et al., 2007) annotation of the Arabidopsis protein database was obtained 

from the Arabidopsis information resource (TAIR) website, www.arabidopsis.org.  The 

Populus protein database was downloaded from the Populus trichocarpa sequencing 

project website, www.jgi.doe.gov/poplar (Tuskan et al., 2006).  The UniRef protein 

database (UniProt Consortium 2006) was downloaded from the UniProt website 

(www.UniProt.org).  BLASTN (Altschul et al., 1997) of nucleotide sequences were 

performed against the NCBI non-redundant (NR) database using NCBI’s web based blast 

platform.  Results for all were parsed by the readblastdesc PERL module into a format 
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that reported the top hit, E value, ID, and description for the match to each query (Fargo 

2007).  The BLASTN search criteria were as follows: searched against Nucleotide 

Collection (NR) database, somewhat similar sequences (blastn), 10 results, expect 

threshold .1, word size 11, match/mismatch scores =2,-3, gap cost: existence=5, 

extension=2. 

Clones that produced a significant match to an Arabidopsis protein were assigned 

into Gene Ontology functional categories (Gene Ontology Consortium 2004) on the basis 

of that match by using the TAIR locus identifier.   This was accomplished by using Gene 

Ontology search function located on the TAIR webpage.  Functional categories were 

grouped into three main domains which include Biological Processes, Molecular 

Function, and Cellular Components.    

A reverse BLASTN search was done using cell wall biosynthesis proteins from 

Arabidopsis as a query against the NRO data as a way to ascertain the clones involved in 

lignocellulosic pathways.  The search was accomplished by creating a dataset of 

Arabidopsis genes garnered from the TAIR database that had keywords tags associated 

with cell wall biosynthesis (lignin, cellulose, cell wall).  This data set was then compared 

to the NRO unique sequence dataset as a way to identify possible xylogenesis genes by 

sequence homology. 

A centralized Excel spreadsheet was created that contained all results information. 

The spreadsheet includes information on trim lengths, clustering, top BLAST hits, Gene 

Ontology summary, putative xylogenesis genes, contig and singlet lengths and totals of 

each.  BLAST results included the E value, match description, and the identification tag 
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for the top hit against each database.  The Arabidopsis results also included locus id, 

chromosome number, chromosome position and strand origin.   
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Table 1. PCR cycling conditions for cDNA insert amplification (Bonds 2005) 

 

Cycle Number Denaturation Annealing Extension 

Hot Start 1 min at 93°C 7 min hold at 80°C for hot start 

1 45 sec at 93°C 4 min at 68°C as first in touchdown cycles 

2 45 sec at 93°C 45 sec at 66°C 4 min at 68°C 

3 45 sec at 93°C 45 sec at 64°C 4 min at 68°C 

4 45 sec at 93°C 45 sec at 62°C 4 min at 68°C 

5-27 45 sec at 93°C 45 sec at 60°C 4 min at 68°C 
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Figure 1. Multiple cloning site nucleotide sequence of Plasmid Express1 (Sieja 2005) 
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Figure 2. Restriction enzyme cleavage sites and gene/promoter map of plasmid Express1 
(Sieja 2005) 
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RESULTS 
 
 
 
 Total RNA isolation yielded a quantity of 3 mg.  Formaldehyde/agarose gel 

electrophoresis of the total RNA suggested the presence of substantial concentrations of 

long RNA fragments since distinct 18S and 28S ribosomal RNA bands were visible 

(Figure 3).  Analysis of the primary NRO cDNA library (unnormalized) as stated by 

Open Biosystems yielded an average insert length of 1.5kb, a titer of  9.0 x 105 CFU/ml, 

and a recombinant percentage of 98%.  The normalized library produced an average 

length of 1.4 kb, a titer of 7.4 x 106 CFU/ml, and a recombinant percentage of 87% in a 

total volume of 6.0 ml.  A replicate titer performed in lab on the normalized NRO cDNA 

library resulted in the observation of 4.8 x 106 CFU/ml.  

UV spectroscopy performed on each of 594 plasmid preparations resulted in an 

average plasmid DNA concentration of 1813 ng/µl and a very wide range of observed 

values (0-6286.8 ng/µl) and a large standard deviation (±1159.53 ng/µl).  Analysis of 

PCR amplification for 331 clones resulted in average insert size of 1356.2 bases and 

revealed 4 clones without an insert.  Images of electrophoresis separated PCR products 

can be viewed in Appendix B.  Appendix C contains information used to interpolate 

insert lengths including standard migration distances, insert migration distances, 

regression equations calculations and graphs.  PCR amplification gels generally displayed 

distinct insert bands and faint or nonexistent bands for extraneous reaction products.   

A total of 984 cDNA clones from the normalized NRO library were sequenced 

resulting in 1,190 reads of appropriate quality and sequence lengths greater than 50 bp.  

A typical electropherogram (Clone # 0943) can be found in Appendix D and a graphical 
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representation of quality trimming can be seen in Figure 4.  After quality trimming, only 

one clone did not produce a sequence that met the quality trimming cutoff criteria.  

Another 14 clones were eliminated due to lack of insert sequence resulting in 1,166 

sequences from 969 clones.  Assembly of redundant sequences resulted in 870 unique 

sequences including 668 singlet sequences and 202 contiged sequences.  A concatenated 

list of all unique NRO sequences in FASTA format can be seen in Appendix E.  A 

summary of fragment lengths and their assigned contigs is compiled in Appendix F while 

information on the unassembled sequences is listed in Appendix G.  Unique sequences 

identified during this study were submitted to the NCBI EST database. 

The length of singlet sequences averaged 668 nucleotides while the length of 

contig sequences averaged 941 nucleotides.  Contig sequences included clones which had 

been sequenced more than once as well as clones which had insert sequences that were 

redundant within the library.  The library contained a total of 193 clones whose sequence 

was redundant to another clone which is a rate of 19.9% redundancy.  A total of 69 gene 

inserts were found to be doubly redundant accounting for a total of 138 clones while 12 

were found to be triply redundant (36 clones).  Finally, two were quadruply redundant (8 

clones) and one each exhibited 5X and 6X redundancy.   

BLASTX of the NRO query set against the Arabidopsis protein database resulted 

in significant matches for 819 of 870 (94.1%) unique sequences.  Comparison to the 

Populus protein database generated the highest number of significant matches with a total 

of 824/870 (94.7%).  The UniProt database yielded the lowest number of significant hits 

with 608/870 (69.8%).  Appendices H, I and J contain the BLASTX results for 

Arabidopsis, Populus, and UniProt respectively and report the description of the top hit 
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and E value for each clone.  A total of 40 genes did not produce a significant hit in any of 

the analyses, a result which translates to a total of 830/870 (95.4%) sequences that could 

be identified by sequence similarity (Table 2).  Table 3 gives general information about 

the assembly and redundancy of the library 

In addition, 45 putative xylogenesis genes (Table 4) were identified from the 

reverse BLASTN computation, a result that translates to 5% of the unique sequences 

from this study.  To accomplish this test a database of Arabidopsis genes containing cell 

wall biosynthesis keywords was created using the TAIR gene database.  This reverse 

BLASTN search was performed using cell wall biosynthesis proteins from Arabidopsis 

as the query against the NRO data as a way to ascertain the clones involved in 

lignocellulosic pathways. In a separate BLASTN analysis employing the unique sequence 

dataset as the query and the GenBank NR database as the target, a total of six matches 

were found to have non-plant similarities while 38 were without a significant match to 

any known sequence (Appendix K).   

Arabidopsis BLASTX results were used to classify the genes into Gene Ontology 

categories based on their function and location in the cell.  There are three main Gene 

Ontology categories; cellular components, biological process and molecular function.  

Tables 5-7 list the results for each category.  There are more total hits across the three 

categories than number of unique sequences because many genes can be classified by 

more than one keyword and functional category.   
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Figure 3.  Denaturing gel electrophoresis of NRO total RNA.  Lane 1: 1 µl NRO prep 9-
7-05, lane 2: 2 µl of NRO prep 9-7-05, lane 3: 3 µl of NRO prep 9-7-05, lane 4: 3 µl of 
Invitrogen 0.24-9.5 kb RNA ladder, lane 5: 1 µl NRO prep 9-16-05, lane 6: 2 µl of NRO 
prep 9-16-05 and lane 7: 3 µl of NRO prep 9-16-05. 
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Figure 4. Quality trimming information for clone 0943 (arrows indicate base calls which 
were removed due to low quality scores). 
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Table 2. Sequences that lack a significant match within the Arabidopsis, Populus, or 
Uniprot databases. 

concensus no hit concensus no hit 
 0023-94_016(5-31-06)  0718-94-(6-7-06)_B03 
 0037-94-D02(4-28-06)  0730-94-(6-7-06)_F04 
 0047-94-F03(4-28-06)  0760-94-(6-7-06)_D08 
 0052-94-C04(4-28-06)  0776-94-(6-7-06)_A10 
 0136-94(5-31-06)_011  0791-94-(6-7-06)_G11 
 0161-94-A07(5-5-06)  0889-94-(6-5-06)_A12 
 0229-94-F10(5-10-06)  0894-94-(6-5-06)_F12 
 0241-94-B12(5-10-06)  0927-94-(6-15-06)_F01 
 0270-94(5-31-06)_002  0938-94-(6-15-06)_A03 
 0292-94(5-31-06)_014  1027-94-(6-2-06)_B04 
 0367-94-(6-12-06)_D08  1069-94-(6-2-06)_C09 
 0382-94-(6-12-06)_A10  Contig\107 
 0452-94-(6-16-06)_B04  Contig\11 
 0503-94-(6-8-06)_C01  Contig\110 
 0521-94-(6-8-06)_E03  Contig\134 
 0543-94-(6-8-06)_C06  Contig\175 
 0604-94-(6-6-06)_D01  Contig\178 
 0634-94-(6-6-06)_B05  Contig\45 
 0638-94-(6-6-06)_F05  Contig\47 
 0659-94-(6-6-06)_C08  Contig\87 
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Table 3. Bioinformatics results summary 
 
Total Clones 984 
Electropherograms 1190 
Vector Sequences 14 
Poor Quality 4 
Unique sequences 870 
Singlets 668 
Average Singlets Lengths 827 
Contigs 202 
Average Contig Lengths  941 
redundanct clones 193 
2 redundancies 69 
3 redundancies 12 
4 redundancies 2 
5 redundancies 1 
6 redundancies 1 
Significant Matches to Arabidopsis Protein DB 819 
No Significant Match to Arabidopsis Protein DB 51 
Significant Matches to Populus Protein DB 824 
No Significant Matches to Populus Protein DB 46 
Significant Matches to UniProt Protein DB 608 
No Significant Matches to UniProt Protein DB 262 
Putative Xylogenesis Proteins 45 
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Table 4.  Putative xylogenesis proteins based on Arabidopsis homology 

Unique Hit 
0030-94-E01(4-28-06) 1105-94-(6-9-06)_E07 
0097-94-H09(4-28-06) 1111-94-(6-9-06)_C08 
0143-94(5-31-06)_013 1116-94-(6-9-06)_H08 
0303-94(5-31-06)_002 1182-94-(6-15-06)_H06 
0400-94-(6-8-06)_H12 Contig\102 
0523-94-(6-8-06)_G03 Contig\115 
0545-94-(6-8-06)_E06 Contig\116 
0548-94-(6-8-06)_H06 Contig\12 
0576-94-(6-12-06)_E11 Contig\138 
0581-94-(6-8-06)_E09 Contig\140 
0665-94-(6-6-06)_A09 Contig\155 
0714-94-(6-7-06)_F02 Contig\159 
0766-94-(6-7-06)_A09 Contig\18 
0801-94-(6-5-06)_A01 Contig\196 
0808-94-(6-5-06)_H01 Contig\21 
0825-94-(6-5-06)_A04 Contig\35 
0839-94-(6-14-06)_C06 Contig\37 
0856-94-(6-5-06)_H07 Contig\41 
0860-94-(6-5-06)_D08 Contig\81 
0898-94-(6-14-06)_H07 Contig\83 
0904-94-(6-14-06)_G10 Contig\92 
0940-94-(6-15-06)_C03 Contig\96 
1004-94(6-2-06Truncated)_D01 
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Table 5. Distribution of Gene Ontology: Cellular Components 
 

Functional Category Annotation Count Gene Count 
 other membranes 204 190 
 other intracellular 
components 174 143 
 unknown cellular 
components 172 172 
 other cytoplasmic 
components 130 111 
 chloroplast 90 79 
 nucleus 90 84 
 mitochondria 48 42 
 plastid 39 31 
 Golgi apparatus 28 27 
 ER 27 27 
 plasma membrane 26 25 
 cytosol 21 19 
 cell wall 20 20 
 ribosome 16 10 
 extracellular 10 10 
 other cellular components 8 8 
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Table 6. Distribution of Gene Ontology: Molecular Function 
 

Functional Category Annotation Count Gene Count 
 unknown molecular 
functions 160 160 
 other enzyme activity 144 129 
 hydrolase activity 119 101 
 protein binding 99 86 
 other binding 93 85 
 transferase activity 90 68 
 DNA or RNA binding 60 54 
 transporter activity 57 44 
 transcription factor activity 54 54 
 nucleotide binding 48 46 
 kinase activity 47 35 
 nucleic acid binding 29 29 
 other molecular functions 23 22 
 structural molecule activity 13 13 
 receptor binding or activity 7 7 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



38 
 

 

Table 7. Distribution of Gene Ontology: Biological Process 
 

Functional Category Annotation Count Gene Count 
 other metabolic processes 443 338 
 other cellular processes 424 320 
 unknown biological processes 187 187 
 protein metabolism 132 121 
 cell organization and biogenesis 102 77 
 response to abiotic or biotic 
stimulus 96 63 
 transport 90 73 
 response to stress 82 52 
 developmental processes 70 50 
 other biological processes 62 42 
 transcription 55 52 
 signal transduction 26 23 
 electron transport or energy 
pathways 23 16 
 DNA or RNA metabolism 20 14 
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DISCUSSION 
 
 
 
Maximizing mRNA Quality 

 Full length cDNA libraries necessitate high quality, undegraded mRNA.  This 

project employed a number of strategies to accomplish that goal.  Among those strategies 

are: (1) minimizing contamination in field-collected material; (2) haste in recovery of raw 

cambial tissue; (3) RNase free handling conditions; and (4) use of the CTAB total RNA 

isolation procedure.   

The project required collection of total RNA under field conditions.  The Watauga 

oak orchard is located in a rural Tennessee mountain environment about 12 miles east of 

Elizabethton, TN at an altitude of 2,000 feet.  No laboratory space, electricity or other 

utilities were available at the collection site.  Previously, Mathews et al. (2003) employed 

the same CTAB based mRNA isolation protocol on cambial samples collected by peeling 

away 3 inch squares of NRO bark at Watauga.   However, their small sample sizes and 

lack of significant EST sequence data prevented validation of the approach as a 

legitimate means for obtaining EST sequence data from NRO trees. 

Sample handling was performed with extreme care to avoid RNase degradation 

and DNA contamination.  Reagents and buffers were treated with DEPC and autoclaved 

for at least 1 hour at 220°C.  Gel boxes, gel combs and labware were autoclaved or 

treated with boiling water/SDS then stored in covered plastic containers.  The intense 28S 

ribosomal band present on gels of total RNA samples attest to the high quality of this 

project’s total RNA.  Furthermore, average insert sizes in excess of 1 kb support these 

observations and validate both the lab and field protocols employed. 
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Samples were collected from a tree that was grown in a modestly controlled 

environment (i.e., a grassy field surrounded by other half-sib NRO family members).  

Because these are field samples, capture of other organisms in the cambial scrapings is 

possible.  Among those could be fungi, bacteria, algae and small insects.  Total RNA 

isolation techniques cannot separate messages from different organisms.  The obvious 

problem is the potential of carrying foreign messages further into the EST sequencing 

program. 

Several measures performed in the course of this study serve as steps to refute the 

possibility of genetic contamination.  PolyA affinity chromatography serves as the first 

filter by removing bacterial messages.  Since bacterial cells do not attach polyA tails to 

their transcripts, these mRNAs are rejected by the oligo(dT) column.  Unfortunately, 

fungae and insects messages remain as the most likely sources of contamination.  Short, 

genomic DNA fragments which persisted after the CTAB and DNase treatments 

represent another type of potential contamination.   Should any of these fragments 

contain sufficient polyA stretches they might be collected by the oligo(dT) column and 

cloned into the library. The bioinformatics analysis discussed below serve as means of 

eliminating these sequences due to their lack of an open reading frame or homology to a 

known plant gene. 

A second filter against EST contamination is the obvious bioinformatics test of 

sequence homology comparison with regard to message origin.  The two primary models 

used for sequence homology comparison were BLASTX against the Populus trichocarpa 

and Arabidopsis thalania gene databases.  Based on similar EST studies done on 

hardwoods (Sterky et al., 1998, Pavy et al., 2005b) it was assumed in this study that most 
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NRO ESTs would have a significant match to one of these or a related plant genome.  As 

another means of ensuring quality, all sequences were submitted to a BLASTN 

nucleotide search against the GenBank non-redundant (NR) nucleotide database at the 

National Center for Biotechnology Information of the NIH.  This strategy performs a 

similarity search against all ESTs against all sequences in the GenBank database, 

regardless of origin.  If a clone displayed significant similarity to a sequence of non-plant 

origin, then contamination would be suspected.  A more detailed presentation of this 

analysis will be presented in the following pages. 

 

Bioinformatics Analysis 

Similarity analysis yielded a small percentage of ESTs that did not produce a 

significant match to any nucleotide database.  Further study will be required to assign 

these sequences to the Quercus rubra gene set.  This result is commonplace in studies of 

this type (Sterky et al., 1998, Pavy et al., 2005b).  Trees are genetically complex 

organisms with genomes in excess of 3 Gb and complex biochemistries containing many 

unusual genes not found elsewhere.  Unfortunately, relatively few hardwood genomes 

have been thoroughly scrutinized.  Consequently, EST sequencing on a species such as 

NRO may reveal a number of novel transcripts.  These potential novel transcripts hold 

great promise in regard to elucidating the genetic structure and interactions responsible 

for physiological processes and structural components unique to NRO.  Due to the wealth 

of information about highly conserved genes that has been garnered from studying 

Arabidopsis especially, unknown transcripts from gene rich organisms such as hardwood 
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trees could be expected to have a larger chance of being involved in gene regulation and 

the synthesis of organic compounds (Sterky et al., 1998).   

Using the NRO EST dataset as a query, a BLASTX comparison (operating in all 

six reading frames) against the UniProt database revealed a large number of sequences 

whose best match were to non-plant organisms.  This is because UniProt is a condensed 

database which reduces groups of functionally similar proteins from different organisms 

into a single example to speed up the searching process.  Consequently genes that do not 

have a plant as the top match cannot be assumed to stem from contamination and are 

likely to be functionally conserved across many different organisms (Uniprot Consortium 

2006). 

 Electrophoresis performed on the PCR products of clones 0001-0300 and 0501-

0536 provided the added benefit of corroborating the results obtained by computer-based 

analysis techniques, specifically the presence or absence of a gene insert.  PCR failed to 

produce products for clones 0014, 0027, 0050, 0122 and 0241.  Of this set, bioinformatic 

analysis supported the argument that clones 0014, 0027 and 0122 did not have an insert.  

Clone 0050 did not produce a usable sequencing electropherogram in four sequencing 

reactions and, thereby, it cannot be determined if an insert is present.  Bioinformatic 

analysis performed on clone 0241 revealed no BLASTX matches for all three databases 

as well as a no significant match against the NCBI NR nucleotide database.  This 

information points to a flaw in the PCR reaction such as pipetting error since even if a 

vector sequence had made it past VectorNTI’s trimming function it would surely have 

been identified by a significant match to a vector sequence in the NR database by 

BLASTN searching.  Since electrophoresis of PCR products was only performed on a 
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subset of the total number of sequenced clones, only three of fourteen vector sequences 

identified by bioinformatics could be supported by this technique.   

 

Library Normalization 

 The normalization step was used to increase the percentage of unique clones in 

the dataset.  A total of 19.6 % of the clones sequenced in this study were found to be 

redundant in the library.  This low result contrasts with other EST experiments.  Pavy et 

al. (2005b) reported a 39% redundancy rate in a study of white spruce ESTs and Sterky et 

al. (1998) reported 53% redundancy in a poplar EST study.  By improving the quality of 

the input EST library through normalization, a genuine cost savings was realized by 

minimizing the number of sequencing reactions/runs that had to be performed.  Had this 

study operated with a 53% clone redundancy rate, almost 1,500 clones, not 984 clones 

would have been required to gather the same number of unique sequences.  

Consequently, this strategy permits programs with limited resources to make the most of 

their available assets. 

 Theoretically sequences that displayed high redundancy should come from genes 

with elevated expression profiles within the transcriptome.  The most highly redundant 

sequence within this library was that of Contig 157 and was found to be six-fold 

redundant.  The sequence had a highly significant match (2E-98) to the Arabidopsis 

xyloglucan endoglucotransferase.  This protein functions in xyloglucan biosynthesis, a 

molecular process expected to be highly active during spring wood formation.  The 

sequence with the next highest frequency was that of Contig 153 (five duplicates), which 

has a close match (5E-95) to an Arabidopsis protein of unknown function containing a 
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LIM-type zinc binding domain.  The sequence of Contig 78 was identified four times and 

has a highly significant match (E-107) to the Arabidopsis triosephosphate isomerase 

protein, an enzyme in the glycolytic pathway.  This pathway should be highly active in a 

growing tree.   Contig 7 is also a quadruple redundant sequence which is almost identical 

(E-101) to an EIF2 transcription initiation factor (TAIR 2008).   

BLASTN of the library against NCBI’s NR nucleotide database revealed eleven 

sequences which had top matches that were non-plant organisms.  Upon further 

inspection, 5 of these sequences were determined to be insert-less clones that were not 

properly removed by the Vector NTI screening algorithm, a common occurrence in 

complex libraries such as this (Fargo 2007).  Of the remaining six, two (0016-93-A12(4-

21-06)  and 1147-94-(6-9-06Truncated)_G12)  had significant BLASTX matches to the 

Arabidopsis and Populus databases and could be dismissed as potential contamination 

due to this homology.  Three of the remaining four; (0521-94-(6-8-06)_E03, 0927-94-(6-

15-06)_F01 and 0938-94-(6-15-06)_A03) yielded no significant hits to any gene in 

BLASTX comparisons done against the Arabidopsis, Populus, Uniprot and NCBI 

databases and remain ambiguous since their nucleotide similarity could not be 

corroborated by translational querying.  The matches to these clones all came from whole 

genome sequencing projects as uncharacterized hypothetical proteins.  The final clone; 

0806-94-(6-5-06)_F01 displayed a significant UNIPROT BLASTX match to human Ras 

related GTP binding protein (E = 8-33).  A manual BLASTX search using the NCBI 

website server (NCBI 2008) corroborated this match by returning an E-value of 1-31 in 

regard  to a chimpanzee RAS related GTP binding protein.  The BLASTN comparison 

also supported this result by revealing a hit to the same type of gene again in humans 
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with an E value equal to zero.  Upon visual inspection the high correlation between these 

two proteins is due to the Ras domain which they share.  While this result is very odd, it 

must be noted that the Ras protein superfamily are examples of small GTPases, which are 

a fundamental cell signaling process in that is found Eukaryotes (Vernoud et al., 2003). 

Nucleotide similarity comparison is a much less rigorous test of genetic 

correlation than peptide sequence evaluation (Bonds 2005).  Since an mRNA can be read 

in six possible orientations, chances of false similarity are greatly increased by not 

limiting the query to a single translated sequence.  There is also the issue of codon bias 

between organisms and frame shift mutations which result in large disparities in 

translation products between two highly similar sequences.  In an ideal situation, a 

polypeptide would be sequenced and used as the basis for genetic comparison and 

correlated to mRNA and genomic DNA sequences.  A much more practical employment 

of resources was undertaken in this study where mRNA transcripts served as the basis for 

computer aided translation and searching.   

 

Annotation 

There are three principle Gene Ontology (GO) classifications into which 

sequences were binned: cellular components, biological processes and molecular 

functions (Gene Ontology 2004).  Cellular components are defined as subunits of 

anatomical structures (e.g., rough endoplasmic reticulum or nucleus) or gene product 

groups (e.g., ribosome, proteasome, or a protein dimer).  Molecular function describes 

activities such as catalysis or binding that occurs at the molecular level.  Functions are 

usually performed by single gene products but can be performed by complexes of gene 



 

 

products.  Biological processes are categorized as assemblies of molecular functions and 

as a rule require more than one step, a broad example being signal transduction pathways. 

 Since GO Biological Processes are by definition groups of 

functions that have a concerted goal, they cannot be assigned a single gene as an 

example.  Molecular functions however, can be specific to a gene.  Contig_25 has a 

match of E-value=0 to the 

ATP binding protein (a molecular function).  This gene functions in several 

processes including defense response

stabilization, leaf development

Clone 1308-94-(6-16-

Gene Ontology diction and likely encodes for actin, a 

The Arabidopsis locus associated with this clone is AT5G6180 and is described as 

encoding a protein whose sequence is similar to actin

organism and as being a member of the nuclear ARP family of genes

website 2008). 

Clone 0097-94-H09(4

physical process of cell wall production.  Similarity

putative cinnamyl-alcohol dehydrogenase, which catalyzes the reaction of cinnamyl 

alcohol to cinnamaldehyde (cinnamyl alcohol + NADP

+ H+) as a step in the lignin biosynthesis pathway

0576-94-(6-12-06)_E11 and 0714

in gene regulation.  They are two of the four 

dataset and their matches are to poorly understood genes i

products.  Biological processes are categorized as assemblies of molecular functions and 

as a rule require more than one step, a broad example being signal transduction pathways. 

Since GO Biological Processes are by definition groups of individual 

unctions that have a concerted goal, they cannot be assigned a single gene as an 

example.  Molecular functions however, can be specific to a gene.  Contig_25 has a 

alue=0 to the Arabidopsis gene locus AT5G56030.1, which codes for an 

ATP binding protein (a molecular function).  This gene functions in several 

defense response, protein folding, flower development

leaf development and heat acclimation (Gene Ontology website 2008)

-06)_B07  is an example of nuclear cellular component in the 

Gene Ontology diction and likely encodes for actin, a cytoskeleton structural protein

locus associated with this clone is AT5G6180 and is described as 

encoding a protein whose sequence is similar to actin-related proteins (ARPs) in other 

organism and as being a member of the nuclear ARP family of genes (Gene Ontology 

H09(4-28-06) is an example of a gene that has a primary role in the 

physical process of cell wall production.  Similarity comparison identifies the gene as a 

alcohol dehydrogenase, which catalyzes the reaction of cinnamyl 

alcohol to cinnamaldehyde (cinnamyl alcohol + NADP+ cinnamaldehyde + NADPH 

as a step in the lignin biosynthesis pathway (Gene Ontology website 2008)

06)_E11 and 0714-94-(6-7-06)_F02 are two genes that putatively function 

in gene regulation.  They are two of the four poorest matches among the xylogenesis 

dataset and their matches are to poorly understood genes in Arabidopsis. 
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products.  Biological processes are categorized as assemblies of molecular functions and 

as a rule require more than one step, a broad example being signal transduction pathways.  

individual molecular 

unctions that have a concerted goal, they cannot be assigned a single gene as an 

example.  Molecular functions however, can be specific to a gene.  Contig_25 has a 

, which codes for an 

ATP binding protein (a molecular function).  This gene functions in several biological 

flower development, protein 

(Gene Ontology website 2008).  

ellular component in the 

cytoskeleton structural protein.  

locus associated with this clone is AT5G6180 and is described as 

proteins (ARPs) in other 

(Gene Ontology 

06) is an example of a gene that has a primary role in the 

comparison identifies the gene as a 

alcohol dehydrogenase, which catalyzes the reaction of cinnamyl 

cinnamaldehyde + NADPH 

logy website 2008).  Clones 

06)_F02 are two genes that putatively function 

matches among the xylogenesis 

Arabidopsis.  Inspection of 
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the putative xylogenesis genes reveals that the majority of the descriptions are for genes 

that are structural in nature, as opposed to regulatory elements.  A result could be 

expected since one of the proposed differences in xylogenesis between woody and 

herbaceous plants is not the machinery for this process but its regulation (Groover 2005). 

 Due to the nature of how the Arabidopsis xylogenesis reference dataset was 

populated, the NRO sequences identified do not exclusively encode proteins that are 

obvious members of the xylogenesis schema.  Genes that function in the concerted 

process that is required for the end goal of cell wall synthesis were also identified as 

xylogenesis genes due to their ancillary support of that process.  The NRO clone that had 

the highest degree of similarity to an Arabidopsis xylogenesis protein was Contig_81, 

which had an E-value match of 1E-166 to the protein calnexin.  Calnexin is a chaperone 

protein that functions in the endoplasmic reticulum and is responsible for directing the 

folding of glycoproteins (Gene Ontology website 2008).   

Data generated in this study lays the groundwork for further projects involved 

with NRO genetics. The in-depth annotation of these sequences is a large undertaking in 

itself; each clone could have an entire research project devoted to it.  In regard to the 

sequences that displayed significant similarity, much exploration could be done as to 

exactly how they are different from the homologous sequences in other organisms.  More 

interesting might be the characterization of sequences that did not display a match to any 

known sequence.  Plausible targets of research for these novel clones would be to 

determine their presence or absence in related hardwoods.  This objective could be 

accomplished by generating primers from the novel clones and performing PCR on 

genomic samples from related species to identify species that produce products.  Their 
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bioinformatic analysis could also be taken to new levels of scrutiny by implementing 

more complex protein motif searching to elucidate if there are any characterized domains 

coded by their sequence. 

The most practical evolution of this research would be the development of genetic 

markers from the data set.  This process would necessitate the collection of DNA from 

other NRO individuals in order to compare any sequence variation that might be present.  

There are several kinds of markers that could be employed in such a study but the most 

widely employed is SNP detection.  Identification of such sequence variation could aid in 

the development of marker assisted breeding techniques and possibly increase NRO 

production.   

The experimental method employed in this project has proven to be very 

successful as a means of developing EST sequence information from NRO trees.  

Throughout the entire process results confirm the validity of the approach.  The CTAB 

method of RNA isolation produced more than enough quality total RNA to produce a 

quantity of mRNA that was needed to develop a large and complex library such as this 

one.  Long sequencing reads also validate the process by testifying to the quality of the 

cDNA clones and the sequencing protocol.  While the sequencing method employed in 

this study was certainly effective and reliable, future studies could make use of next 

generation sequencing platforms such a 454 and Illumina to more efficiently handle that 

aspect of the project since they are quickly becoming the standard for DNA sequencing 

applications.   The bioinformatic analysis performed on the data set was standard to these 

sorts of studies (Fargo 2007) and while it is currently cutting edge technology, any future 
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studies of this kind or if this study was to be repeated, would surely make use of new 

technologies which are being developed at a very quick rate.  

Data presented here will be of great value especially to ongoing NRO sequencing 

projects by expanding the basis for comparison of new sequences.  Of special interest 

among the sequences disseminated with this thesis are the unknown genes.  While it is 

possible that they are contamination or code for genes that are of no use to humans, it is 

also possible that they hold the keys to understanding what makes a northern red oak tree 

different from all the other organisms in the world or encode a protein that is great value 

to mankind. 
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APPENDIX A: pExpress1 in FASTA Format 
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>pExpress1 o4117 bp 
CCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGGGCGATCGGTGCGGGCCTCTTCGCT 
ATTACGCCAGCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAG 
GATCGATCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCA 
GTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTAT 
AAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGG 
GGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGCTGATTA 
TGATCATGAACAGACTGTGAGGACTGAGGGGCCTGAAATGAGCCTTGGGACTGTGAATCT 
AAAATACACAAACAATTAGAATCACTAGCTCCTGTGTATAATATTTTCATAAATCATACT 
CAGTAAGCAAAACTCTCAAGCAGCAAGCATATGCAGCTAGTTTAACACATTATACACTTA 
AAAATTTTATATTTACCTTAGAGCTTTAAATCTCTGTAGGTAGTTTGTCCAATTATGTCA 
CACCACAGAAGTAAGGTTCCTTCACAAAGATCCCAAGCTAGCAGTTTTCCCAGTCACGAC 
GTTGTAAAACGACGGCCAGTGCCTAGCTTATAATACGACTCACTATAGGGACCACTCCTC 
GAGGTTAATTAAGCGGCCGCGATATCCCGGGAATTCCGGACCGAAACTTGTTCTATAGTG 
TCACCTAAATAGGCCTAATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCCGC 
GGCCTAGGCTAGAGTCCGGAGGCTGGATCGGTCCCGGTGTCTTCTATGGAGGTCAAAACA 
GCGTGGATGGCGTCTCCAGGCGATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGAC 
CTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTT 
TGGAAAGTCCCGTTGATTTTGGTGCCAAAACAAACTCCCATTGACGTCAATGGGGTGGAG 
ACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCG 
CATCACCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA 
TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGG 
GGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATA 
CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCAT 
TATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAG 
TTATGTAACGACATGCATCTAATGAGTGAAAGGGCCTCGTACTACGCCTATTTTTATAGG 
TTAATGTCATGATAATAATGGTTTCTTAGACGTCAGGTGGCACTTTTCGGGGAAATGTGC 
GCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGAC 
AATAACCCTGATAAATGCTTCAATAATATTGAAAAACGCGCGAATTGCAAGCTCTGCATT 
AATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCT 
CGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAA 
AGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAA 
AAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGC 
TCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGA 
CAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTC 
CGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTT 
CTCAATGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCT 
GTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTG 
AGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTA 
GCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCT 
ACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAA 
GAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTT 
GCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTA 
CGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTAT 
CAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAA 
GTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCT 
CAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTA 
CGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCT 
CACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTG 
GTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAA 
GTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGT 
CACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTA 
CATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCA 
GAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTA 
CTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCT 
GAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCG 
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CGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAAC 
TCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACT 
GATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAA 
ATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTT 
TTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAAT 
GTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTG 
AAATTGTAAACGTTAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCAT 
TTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATAGACCGAGA 
TAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCA 
ACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCT 
AATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCC 
CCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAG 
CGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCA 
CACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTC 
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Appendix B: PCR Product Electrophoresis Images 
 
 
 
 
 

 
Gel Electrophoresis of PCR Products for Clones 0001-0016 (left to right), DNA standard 
is Invitrogen 1 Kb ladder 

 
 
 
 
 
 

1018 bp 

1636 bp 

2036 bp 

3054 bp 

4072 bp 



59 
 

 

 

 

 

 

 

 

 

Gel Electrophoresis of PCR Products for Clones 0017-0032 
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Gel Electrophoresis of PCR Products for Clones 0033-0048 
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Gel Electrophoresis of PCR Products for Clones 0049-50, 55-68 
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Gel Electrophoresis of PCR Products for Clones 0069-0084 
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Gel Electrophoresis of PCR Products for Clones 0085-0100 
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Gel Electrophoresis of PCR Products for Clones 0051-0054, 0101-0114 
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Gel Electrophoresis of PCR Products for Clones 0115-0132 

 
 
 
 
 
 
 



66 
 

 

 
 
 
 
 
 

 
Gel Electrophoresis of PCR Products for Clones 0133-0150 
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Gel Electrophoresis of PCR Products for Clones 0151-0168 

 
 
 
 
 
 
 



68 
 

 

 
 
 
 
 
 

 
Gel Electrophoresis of PCR Products for Clones 0169-0186 
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Gel Electrophoresis of PCR Products for Clones 0187-0204 
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Gel Electrophoresis of PCR Products for Clones 0205-0222 
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Gel Electrophoresis of PCR Products for Clones 0223-0240 
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Gel Electrophoresis of PCR Products for Clones 0241-0258 
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Gel Electrophoresis of PCR Products for Clones 0259-0276 
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Gel Electrophoresis of PCR Products for Clones 02777-0294 
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Gel Electrophoresis of PCR Products for Clones 0295-0300 

 
 
 
 
 
 
 



 

 

 
 
 
 
 
 

Gel Electrophoresis of PCR Products of Clones 0501

 
 
 
 
 
 
 
 
 
 
 
 
 

Gel Electrophoresis of PCR Products of Clones 0501-0518 
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Gel Electrohporesis of PCR Products for Clones 0519

 

 

 

 

 

 

 

 

 

 

 

 

Gel Electrohporesis of PCR Products for Clones 0519-0536 
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Appendix C: cDNA Size Calculations

 

 

 

 

Standards: 
distance 
mm size Log(bp) 

12 3.6098078 
17 3.484869 

25.5 3.3087778 
31 3.2137833 

41.5 3.0077478 

cDNA Size Calculations 

Log adjustment 

size bp 
sample 
# 

distance 
mm 

"=-
0.0201*(x)+3.8366

4072 1 36 3.113
3054 2 38 3.0728
2036 3 35.5 3.12305
1636 4 39 3.0527
1018 5 37 3.0929

6 30.7 3.21953
7 25 3.3341
8 29 3.2537
9 38 3.0728

10 26 3.314
11 39.5 3.04265
12 33.3 3.16727
13 27 3.2939
14 no product 
15 36 3.113
16 29.5 3.24365
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Sample 
size bp 

0.0201*(x)+3.8366 "=10eX 
3.113 1297.18 

3.0728 1182.50 
3.12305 1327.55 
3.0527 1129.02 
3.0929 1238.51 

3.21953 1657.79 
3.3341 2158.24 
3.2537 1793.49 
3.0728 1182.50 
3.314 2060.63 

3.04265 1103.19 
3.16727 1469.84 
3.2939 1967.43 

3.113 1297.18 
3.24365 1752.47 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

14.5 3.6098078 
20.5 3.484869 

30 3.3087778 
36 3.2137833 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0184x + 3.8699 

4072 17 55 2.8579
3054 18 41 3.1155
2036 19 28.5 3.3455
1636 20 43.5 3.0695

21 45.5 3.0327
22 46 3.0235
23 27.8 3.35838
24 39 3.1523
25 45 3.0419
26 40 3.1339
27 no data 
28 43.7 3.06582
29 48 2.9867
30 42 3.0971
31 47.5 2.9959
32 38.2 3.16702

79 

Sample size 
bp 

 "=10eX 
2.8579 720.94 
3.1155 1304.67 
3.3455 2215.64 
3.0695 1173.55 
3.0327 1078.20 
3.0235 1055.60 

3.35838 2282.34 
3.1523 1420.04 
3.0419 1101.29 
3.1339 1361.13 

3.06582 1163.64 
2.9867 969.84 
3.0971 1250.55 
2.9959 990.60 

3.16702 1468.99 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11.3 3.6098078 
16.2 3.484869 

25 3.3087778 
30 3.2137833 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.021x + 3.8367 

4072 33 39.5 3.0072
3054 34 32 3.1647
2036 35 37 3.0597
1636 36 38 3.0387

37 38.5 3.0282
38 40.7 2.982
39 39 3.0177
40 40 2.9967
41 20.4 3.4083
42 42.5 2.9442
43 40.7 2.982
44 33.8 3.1269
45 40.3 2.9904
46 41 2.9757
47 24.2 3.3285
48 34 3.1227

80 

Sample size 
bp 

 "=10eX 
3.0072 1016.72 
3.1647 1461.17 
3.0597 1147.36 
3.0387 1093.20 
3.0282 1067.09 
2.982 959.40 

3.0177 1041.60 
2.9967 992.43 
3.4083 2560.35 
2.9442 879.43 
2.982 959.40 

3.1269 1339.37 
2.9904 978.14 
2.9757 945.58 
3.3285 2130.59 
3.1227 1326.48 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

10.8 3.6098078 
15.8 3.484869 
23.8 3.3087778 
28.7 3.2137833 

 

 

 

 

 

 

Log adjustment 

size bp sample # 
distance 
mm y = -0.0221x + 3.8415

4072 49 30 
3054 50 
2036 55 32 
1636 56 31 

57 31 
58 36 
59 41.8 2.91772
60 36.9 3.02601
61 40.5 2.94645
62 38.8 2.98402
63 33.3 3.10557
64 30 
65 39 
66 39.7 2.96413
67 32 
68 33.2 3.10778

81 

Sample 
size bp 

0.0221x + 3.8415 "=10eX 
3.1785 1508.34 

3.1343 1362.39 
3.1564 1433.51 
3.1564 1433.51 
3.0459 1111.48 

2.91772 827.41 
3.02601 1061.72 
2.94645 884.00 
2.98402 963.87 
3.10557 1275.18 
3.1785 1508.34 
2.9796 954.11 

2.96413 920.73 
3.1343 1362.39 

3.10778 1281.68 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11 3.6098078 
15.1 3.484869 

23 3.3087778 
28 3.2137833 

38.2 3.0077478 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0218x + 3.8266

4072 69 33.3 3.10066
3054 70 36 3.0418
2036 71 19 3.4124
1636 72 37.7 3.00474
1018 73 38 2.9982

74 28.5 3.2053
75 32 
76 35.5 3.0527
77 31 3.1508
78 19.8 3.39496
79 24.1 3.30122
80 32 
81 29 3.1944
82 27.2 3.23364
83 35 3.0636
84 33.2 3.10284

82 

Sample 
size bp 

0.0218x + 3.8266 "=10eX 
3.10066 1260.84 
3.0418 
3.4124 2584.64 

3.00474 1010.97 
2.9982 995.86 
3.2053 1604.35 
3.129 1345.86 

3.0527 1129.02 
3.1508 1415.14 

3.39496 2482.90 
3.30122 2000.88 

3.129 1345.86 
3.1944 1564.59 

3.23364 1712.54 
3.0636 1157.71 

3.10284 1267.18 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11 3.6098078 
15.5 3.484869 

23 3.3087778 
28 3.2137833 

37.8 3.0077478 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0222x + 3.8372

4072 85 23.5 3.3155
3054 86 36 3.038
2036 87 29.8 3.17564
1636 88 33.2 3.10016
1018 89 36.3 3.03134

90 34 3.0824
91 50.4 2.71832
92 30 3.1712
93 37.8 2.99804
94 38 2.9936
95 35.2 3.05576
96 20 3.3932
97 28.5 3.2045
98 37 3.0158
99 24 3.3044

100 30.5 3.1601

83 

Sample 
size bp 

0.0222x + 3.8372 "=10eX 
3.3155 2067.76 
3.038 1091.44 

3.17564 1498.44 
3.10016 1259.39 
3.03134 1074.83 
3.0824 1208.93 

2.71832 522.78 
3.1712 1483.20 

2.99804 995.50 
2.9936 985.37 

3.05576 1137.00 
3.3932 2472.86 
3.2045 1601.40 
3.0158 1037.05 
3.3044 2015.58 
3.1601 1445.77 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11 3.6098078 

15.7 3.484869 

23 3.3087778 

28 3.2137833 

38 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0221x + 3.8373

4072 51 31 3.1522

3054 52 37 3.0196

2036 53 34.2 3.08148

1636 54 32.4 3.12126

1018 101 33 3.108

102 35.2 3.05938

103 32.3 3.12347

104 33.1 3.10579

105 34 3.0859

106 38 2.9975

107 36.5 3.03065

108 34.2 3.08148

109 26 3.2627

110 37 3.0196

111 27.4 3.23176

112 37 3.0196

113 36.8 3.02402

114 35 3.0638

84 

Sample size 
bp 

0.0221x + 3.8373 "=10eX 

3.1522 1419.71 

3.0196 1046.16 

3.08148 1206.37 

3.12126 1322.09 

3.108 1282.33 

3.05938 1146.52 

3.12347 1328.83 

3.10579 1275.82 

3.0859 1218.71 

2.9975 994.26 

3.03065 1073.12 

3.08148 1206.37 

3.2627 1831.05 

3.0196 1046.16 

3.23176 1705.14 

3.0196 1046.16 

3.02402 1056.87 

3.0638 1158.24 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

10.7 3.6098078 

14.7 3.484869 

21.2 3.3087778 

25.5 3.2137833 

3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0268x + 3.8872

4072 115 32 3.0296

3054 116 25.3 3.20916

2036 117 35 2.9492

1636 118 34.4 2.96528

1018 119 26.2 3.18504

120 22 3.2976

121 37.8 2.87416

122 no product 

123 31.3 3.04836

124 36.1 2.91972

125 30 3.0832

126 34.5 2.9626

127 35.2 2.94384

128 35 2.9492

129 35.8 2.92776

130 26.2 3.18504

131 33.5 2.9894

132 34.8 2.95456

85 

Sample 
size bp 

0.0268x + 3.8872 "=10eX 

3.0296 1070.53 

3.20916 1618.68 

2.9492 889.61 

2.96528 923.17 

3.18504 1531.23 

3.2976 1984.27 

2.87416 748.45 

3.04836 1117.79 

2.91972 831.23 

3.0832 1211.16 

2.9626 917.49 

2.94384 878.70 

2.9492 889.61 

2.92776 846.76 

3.18504 1531.23 

2.9894 975.89 

2.95456 900.66 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

10 3.6098078 

14 3.484869 

20.8 3.3087778 

24 3.2137833 

33 3.0077478 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0261x + 3.8571

4072 133 26 3.1785

3054 134 25.4 3.19416

2036 135 32 3.0219

1636 136 31.3 3.04017

1018 137 26.4 3.16806

138 42 2.7609

139 28 3.1263

140 34 2.9697

141 33.2 2.99058

142 31.6 3.03234

143 30.8 3.05322

144 34.1 2.96709

145 36 2.9175

146 32.5 3.00885

147 31.1 3.04539

148 29 3.1002

149 34 2.9697

150 27.8 3.13152

86 

Sample size 
bp 

0.0261x + 3.8571 "=10eX 

3.1785 1508.34 

3.19416 1563.72 

3.0219 1051.72 

3.04017 1096.91 

3.16806 1472.52 

2.7609 576.63 

3.1263 1337.52 

2.9697 932.61 

2.99058 978.54 

3.03234 1077.31 

3.05322 1130.37 

2.96709 927.02 

2.9175 826.99 

3.00885 1020.59 

3.04539 1110.17 

3.1002 1259.51 

2.9697 932.61 

3.13152 1353.69 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

9 3.6098078 

12.8 3.484869 

19.5 3.3087778 

24 3.2137833 

34 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0238x + 3.7976

4072 151 31 3.0598

3054 152 31.1 3.05742

2036 153 25 3.2026

1636 154 27.2 3.15024

1018 155 29.2 3.10264

156 33 3.0122

157 22.3 3.26686

158 26.8 3.15976

159 32 3.036

160 23.2 3.24544

161 27 3.155

162 34.7 2.97174

163 31 3.0598

164 35 2.9646

165 34 2.9884

166 27.2 3.15024

167 29.3 3.10026

168 32 3.036

87 

Sample size 
bp 

0.0238x + 3.7976 "=10eX 

3.0598 1147.62 

3.05742 1141.35 

3.2026 1594.41 

3.15024 1413.32 

3.10264 1266.60 

3.0122 1028.49 

3.26686 1848.67 

3.15976 1444.64 

3.036 1086.43 

3.24544 1759.71 

3.155 1428.89 

2.97174 937.00 

3.0598 1147.62 

2.9646 921.72 

2.9884 973.64 

3.15024 1413.32 

3.10026 1259.68 

3.036 1086.43 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

13 3.6098078 

18 3.484869 

25.8 3.3087778 

30.5 3.2137833 

40.5 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0218x + 3.8819

4072 169 36.8 3.07966

3054 170 30 3.2279

2036 171 37.6 3.06222

1636 172 29 3.2497

1018 173 38.3 3.04696

174 32.2 3.17994

175 22.8 3.38486

176 37 3.0753

177 34 3.1407

178 36.3 3.09056

179 32.2 3.17994

180 36.4 3.08838

181 37 3.0753

182 33.1 3.16032

183 29 3.2497

184 42.8 2.94886

185 30 3.2279

186 37 3.0753

88 

Sample size 
bp 

0.0218x + 3.8819 "=10eX 

3.07966 1201.32 

3.2279 1690.05 

3.06222 1154.04 

3.2497 1777.05 

3.04696 1114.19 

3.17994 1513.35 

3.38486 2425.83 

3.0753 1189.32 

3.1407 1382.61 

3.09056 1231.86 

3.17994 1513.35 

3.08838 1225.69 

3.0753 1189.32 

3.16032 1446.51 

3.2497 1777.05 

2.94886 888.91 

3.2279 1690.05 

3.0753 1189.32 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

8 3.6098078 

11 3.484869 

17.3 3.3087778 

21.5 3.2137833 

30.3 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0264x + 3.7903

4072 187 29.5 3.0115

3054 188 26.8 3.08278

2036 189 24.1 3.15406

1636 190 22.2 3.20422

1018 191 20 3.2623

192 25.2 3.12502

193 25.8 3.10918

194 20.7 3.24382

195 27.9 3.05374

196 30 2.9983

197 24 3.1567

198 30.2 2.99302

199 27.3 3.06958

200 28 3.0511

201 33 2.9191

202 10 3.5263

203 13.7 3.42862

204 25 3.1303

89 

Sample size 
bp 

0.0264x + 3.7903 "=10eX 

3.0115 1026.83 

3.08278 1209.99 

3.15406 1425.80 

3.20422 1600.37 

3.2623 1829.36 

3.12502 1333.58 

3.10918 1285.82 

3.24382 1753.15 

3.05374 1131.72 

2.9983 996.09 

3.1567 1434.50 

2.99302 984.06 

3.06958 1173.76 

3.0511 1124.86 

2.9191 830.04 

3.5263 3359.70 

3.42862 2683.00 

3.1303 1349.90 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11 3.6098078 

16.9 3.484869 

24.9 3.3087778 

29.6 3.2137833 

39.5 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0212x + 3.8409

4072 205 34.8 3.10314

3054 206 36 3.0777

2036 207 34.5 3.1095

1636 208 38 3.0353

1018 209 19.8 3.42114

210 37 3.0565

211 27.8 3.25154

212 35.1 3.09678

213 37.1 3.05438

214 43.3 2.92294

215 32 3.1625

216 29.3 3.21974

217 29.8 3.20914

218 39 3.0141

219 37.8 3.03954

220 36.5 3.0671

221 37 3.0565

222 39 3.0141

90 

Sample size 
bp 

0.0212x + 3.8409 "=10eX 

3.10314 1268.06 

3.0777 1195.91 

3.1095 1286.77 

3.0353 1084.68 

3.42114 2637.18 

3.0565 1138.94 

3.25154 1784.60 

3.09678 1249.63 

3.05438 1133.39 

2.92294 837.41 

3.1625 1453.78 

3.21974 1658.59 

3.20914 1618.60 

3.0141 1033.00 

3.03954 1095.32 

3.0671 1167.08 

3.0565 1138.94 

3.0141 1033.00 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

12.7 3.6098078 

17.2 3.484869 

25.1 3.3087778 

30 3.2137833 

40 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0218x + 3.8696

4072 223 31.5 3.1829

3054 224 38 3.0412

2036 225 36.4 3.07608

1636 226 28.5 3.2483

1018 227 28.8 3.24176

228 29.1 3.23522

229 25.5 3.3137

230 36.6 3.07172

231 39 3.0194

232 35.2 3.10224

233 32.5 3.1611

234 37.5 3.0521

235 24 3.3464

236 41.2 2.97144

237 43 2.9322

238 39 3.0194

239 34.4 3.11968

240 40.5 2.9867

91 

Sample size 
bp 

0.0218x + 3.8696 "=10eX 

3.1829 1523.70 

3.0412 1099.51 

3.07608 1191.46 

3.2483 1771.33 

3.24176 1744.86 

3.23522 1718.78 

3.3137 2059.21 

3.07172 1179.56 

3.0194 1045.68 

3.10224 1265.44 

3.1611 1449.11 

3.0521 1127.46 

3.3464 2220.24 

2.97144 936.35 

2.9322 855.46 

3.0194 1045.68 

3.11968 1317.29 

2.9867 969.84 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

11.2 3.6098078 

16 3.484869 

23.8 3.3087778 

28.5 3.2137833 

38.3 3.0077478 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.022x + 3.8445 

4072 241 no product 

3054 242 21.9 3.3627

2036 243 32 3.1405

1636 244 34.2 3.0921

1018 245 37 3.0305

246 33.5 3.1075

247 34 3.0965

248 36 3.0525

249 28.3 3.2219

250 28.3 3.2219

251 36 3.0525

252 40 2.9645

253 39 2.9865

254 39.5 2.9755

255 31.8 3.1449

256 42 2.9205

257 36.9 3.0327

258 40.2 2.9601

92 

Sample size 
bp 

 "=10eX 

3.3627 2305.15 

3.1405 1381.97 

3.0921 1236.23 

3.0305 1072.75 

3.1075 1280.86 

3.0965 1248.82 

3.0525 1128.50 

3.2219 1666.86 

3.2219 1666.86 

3.0525 1128.50 

2.9645 921.51 

2.9865 969.39 

2.9755 945.15 

3.1449 1396.05 

2.9205 832.72 

3.0327 1078.20 

2.9601 912.22 
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Standards: Log adjustment 
Sample size 
bp 

distance 
mm 

size 
Log(bp) size bp 

sample 
# 

distance 
mm y = -0.0222x + 3.8548 "=10eX 

12 3.6098078 4072 259 34 3.1 1258.93 

16.3 3.484869 3054 260 36.8 3.03784 1091.04 

24.2 3.3087778 2036 261 0 3.8548 7158.14 

29.1 3.2137833 1636 262 36 3.0556 1136.58 

39 3.0077478 1018 263 30 3.1888 1544.54 

264 37.8 3.01564 1036.67 

265 40.5 2.9557 903.03 

266 32.8 3.12664 1338.57 

267 36.8 3.03784 1091.04 

268 34 3.1 1258.93 

269 24 3.322 2098.94 

270 38.5 3.0001 1000.23 

271 36.2 3.05116 1125.02 

272 29.3 3.20434 1600.81 

273 32.2 3.13996 1380.26 

274 30.4 3.17992 1513.28 

275 39 2.989 974.99 

276 35 3.0778 1196.19 
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Standards: 
distance 
mm 

size 
Log(bp) 

11.1 3.6098078 

15.4 3.484869 

22.8 3.3087778 

27.3 3.2137833 

37 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.023x + 3.8481 

4072 277 27 3.2271

3054 278 35 3.0431

2036 279 26 3.2501

1636 280 30 3.1581

1018 281 34 3.0661

282 26 3.2501

283 32 3.1121

284 20.3 3.3812

285 26 3.2501

286 31 3.1351

287 33 3.0891

288 0 3.8481

289 27.5 3.2156

290 26 3.2501

291 33.5 3.0776

292 35 3.0431

293 37 2.9971

294 33.3 3.0822

94 

Sample 
size bp 

 "=10eX 

3.2271 1686.94 

3.0431 1104.33 

3.2501 1778.69 

3.1581 1439.13 

3.0661 1164.39 

3.2501 1778.69 

3.1121 1294.49 

3.3812 2405.47 

3.2501 1778.69 

3.1351 1364.90 

3.0891 1227.72 

3.8481 7048.55 

3.2156 1642.86 

3.2501 1778.69 

3.0776 1195.64 

3.0431 1104.33 

2.9971 993.34 

3.0822 1208.37 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

10 3.6098078 

13 3.484869 

18.8 3.3087778 

22.3 3.2137833 

29.7 3.0077478 

 

 

 

 

 

 

 

 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm y = -0.0301x + 3.8891

4072 295 23.5 3.18175

3054 296 24 3.1667

2036 297 30 2.9861

1636 298 23.5 3.18175

1018 299 25.2 3.13058

300 30.2 2.98008

95 

Sample size 
bp 

0.0301x + 3.8891 "=10eX 

3.18175 1519.67 

3.1667 1467.91 

2.9861 968.50 

3.18175 1519.67 

3.13058 1350.77 

2.98008 955.17 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

25 3.6098078 

35 3.484869 

49 3.3087778 

57 3.2137833 

0 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm "=-0.0124*(x)+3.9194

4072 501 56.5 3.2188

3054 502 72 3.0266

2036 503 45 3.3614

1636 504 53.5 3.256

1018 505 67.5 3.0824

506 49 3.3118

507 58 3.2002

508 60.5 3.1692

509 48 3.3242

510 64.5 3.1196

511 58.5 3.194

512 66 3.101

513 56 3.225

514 65 3.1134

515 63 3.1382

516 56.5 3.2188

517 65 3.1134

518 71.5 3.0328

96 

Sample size 
bp 

0.0124*(x)+3.9194 "=10eX 

3.2188 1655.01 

3.0266 1063.16 

3.3614 2298.26 

3.256 1803.02 

3.0824 1208.93 

3.3118 2050.22 

3.2002 1585.62 

3.1692 1476.39 

3.3242 2109.60 

3.1196 1317.04 

3.194 1563.15 

3.101 1261.83 

3.225 1678.80 

3.1134 1298.37 

3.1382 1374.67 

3.2188 1655.01 

3.1134 1298.37 

3.0328 1078.45 

 



 

 

Standards: 
distance 
mm 

size 
Log(bp) 

15 3.6098078 

20 3.484869 

28 3.3087778 

33.7 3.2137833 

45 3.0077478 

 

 

 

 

Log adjustment 

size bp 
sample 
# 

distance 
mm "=-0.0199*(x)+3.8882

4072 519 35 3.1917

3054 520 45 2.9927

2036 521 48 2.933

1636 522 47.5 2.94295

1018 523 44 3.0126

524 39 3.1121

525 46 2.9728

526 49 2.9131

527 34.5 3.20165

528 41 3.0723

529 42 3.0524

530 44.5 3.00265

531 46 2.9728

532 36 3.1718

533 32 3.2514

534 43 3.0325

535 44.5 3.00265

536 43.2 3.02852

97 

Sample size 
bp 

0.0199*(x)+3.8882 "=10eX 

3.1917 1554.89 

2.9927 983.33 

2.933 857.04 

2.94295 876.90 

3.0126 1029.44 

3.1121 1294.49 

2.9728 939.29 

2.9131 818.65 

3.20165 1590.93 

3.0723 1181.14 

3.0524 1128.24 

3.00265 1006.12 

2.9728 939.29 

3.1718 1485.25 

3.2514 1784.02 

3.0325 1077.71 

3.00265 1006.12 

3.02852 1067.87 
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APPENDIX D: Chromatogram of Clone 0943 
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Appendix E: Unique NRO cDNA Sequences in FASTA Format 
 
 
>CONTIG\1 
TCTCTCTATCTCCCTTAGTTTCTTTGAACACTCCAAAACCTTGAACTTTAGCAATTTCCGATTCAAAAAT 
GTATGGACAGAGCTCTACAGAGTCCGATTTTGCTCTTCTTGAGTCGATTCGCCGGCATCTACTAGGCGAG 
ACTGAAGTGGGTTCTTCGGGAAACGGTCCGATTTTCGGTCGGAGCTCCAGTTTCGGTAGCTTGTATCCTT 
GTCTCACCGAAAACTGGGGCGAGTTGCCACTCAAAGAAGACGATTCGGAGGACATGGTGCTCTACGGTGT 
TCTCCGTGACGCCGTCAATGTTGGCTGGGTTCCATTCCCTGCTCTCGCTCCGGTACCCACTGAGTCTTTC 
AATTTCGGATCCCAAGTAATAAAATCCGAACCCGATGTGTTCGTTTCGGTGAAATCCGAGCCCGAAATCT 
TGCCGGAAACTAAGGCGGTTCAGGCGGTGGCGCCGCCGCATAAGGCGGAGCCTGCGGTGGTTCCGTCGAA 
GGGGAAGCATTATAGGGGTGTGAGGCAAAGACCTTGGGGGAAGTTCGCGGCTGAGATTCGTGACCCGGCT 
AAGAACGGCGCCCGGGTTTGGCTCGGAACTTTCGAAACAGCTGAAGACGCCGCCCTGGCTTACGACCGCG 
CCCGCTTACAGGATGCGCGGCTCACGCGCCTTGCTCAATTTCCCACTCCGGGTCAACTCGGGCGAGCCTG 
ACCCGGTGAGGGTGACATCAAAGCGGGCATCGCCCGAACCCACTTCCTCGATTTCATCGGTTGATAGCGT 
GTCGCCGAAGCGGCGGAGGAAGGCTGATTTCATGGTGGCTCAGAAGGTGAATCAGGCTCAGGCTCA 
 
>CONTIG\2 
GATCGAAGTCAAGATCGAAGACAAAGACGAACTCGAACAAGCCCGCAAACACGCCACCGCCACCAACACC 
ACTTCCGCCAGCGCCACTACCACCACCGCTCTCCTCCACCACCTCGATCGCCACAACAACAAAGACCCCT 
CTTCCGTCCAAAACCGCATCGGCCTCTCCTCCCAATAAAAATGGAAGTCGAGGTCAAGCTGCGGCTTCCT 
GACGCCGTGGCCCTCCGCCACGTCACCACACTCCTCTCCCCATTCCACGTCGCCACCCACCGCCAAGAGA 
ACCACTTCTTCGACGGCTCTTCCGGCGAGCTCTCATCCCGCCGAGCCACCCTCCGTCTCCGATTCTCCGA 
CACCGACCCTCTCTGCGTCGTCACTCTCAAGGCCAAAGCCGTCATCGTCGACGGCGTCAGCCGCGTCGAG 
GAGGACGAGGAACCGTTGGACCCGTCGATCGGAAAAGACTGCGTGGCGGAGCCGGAGAAGATTCTTTCGA 
GCGCGGCGGAGTCTAGGGTTTTGAGGAGGGCGAAGGAGGAGTTCGGGGCGCTAGGGTTTGTGGGGTTAGG 
AGGGTTTGGGAATGTGAGGGAAGTGTATGAGTGGAAAGGTTTGAAATTGGAGGTTGATGAGACTGATTTC 
GGGTTTGGGACTCTGTATGAGATTGAATGCGAAAGTAGTGATCCTGAGGAGGCCAAGAAATTGATCGAAG 
AGTTTCTCAAAGACAATGGGATCGATTATTCTTACTCTGTCACCTCCAAGTTCGCGATTTTTTCGCTCCG 
GGAACCTGCCAGGCTATCCCAGACAATGATTATCGGTGGATAGCGACTAGTGAGGTGAAAGATGTCCGGG 
TGATGAAGCAAGGTTTAAAATTAGACTCATAAAGAGAACGATTTTCTTTCCCCTCAACCTCAAGCATCTT 
A 
 
>CONTIG\3 
CCCAATTTTAACCAAAATACCCAATATATCTCATTCTTAAAATATATTTCTCTCTCTGCAAAAACAAGAA 
AAAGAAATCATGGGTTTCAAATCCCTTTTCCACCGTAAAAAGAAAACCGATTCCCCCAACAATCTTTCTG 
TCAATTCATCGACGACAACAACCACAGCTACAAATTCAAACACGAACTCAGGGTCGCTAGAGACACCAAC 
CCAGATGGCGGAACTCGAACAAGTGTTCAAGAAATTCGATGTCAATGGAGACGGCAAGATCTCGGCCTCT 
GAATTGGGATCCATCATGGGAAGCTTAGGCCACCCAGCCACAGAGGAAGAGCTCGAAAAGATGATTGTCG 
AGGTGGACGCTGACGGTGATGGGTTTATCGACCTGAACGAGTTCGTGGAACTGAACACAAAGGGCGTGGA 
TTCCAACGAGGCCATGGAGAATCTGAAAGAGGCGTTTTCGGTTTACGACATGGATGGAAATGGAGTCATA 
TCGGCGGACGAATTGCAGAAAGTGATGAGGAGTTTGGGGGATGACTGCTCCCTGGCCGAGTGCAAGAAGA 
TGATCAGCGGTGTCGATAGAAACGGAGATGGGTTTATCAGTTTCGATGAGTTTAAGGTCATGATGATGAT 
GGGTTCTCGCCAAGACTTGATGGAACCTCCACCTCCCAGAGAAGTTACTGTTTAATATTTCTGATTTTAT 
TTTGGGTTTGTTTTTCCTCTTCTTGATCCACTAATCTAAATCTAATCTGGGTTTTTCTGAAAAGAAAAAA 
GGAAAAACCTACTCTGGGTTGTTTTTCTTTTACGTTTGGCTGTTTGGAGATTTATGTTTGGTAGGTGGTT 
GTTGGTGAAGATTTGTGAATATTTTGAGATCCACGACC 
 
>CONTIG\4 
GTTGCTTATAAAGGATTGCTAAACCCTAGTTCTACTTGGTTAGAAAACTCTAATTGCCTTATTACAAAAA 
TAACCTTGCTTCCAAATTAAAATACTATTAGCCTAATAAACTACTAGAATCTAAAACATAAAAATACAAT 
TGACTTGCAAATATAAATAATACTAAATAATAATCTTCTTGCATCTTTTGCATCACTACTCCATCTGAAA 
TTGTGTCCCCCAAAAAACCATCTCAGAAGATCAAGTTCCTCTTCTTGCTTGACCCACCAGGCACTTTCAC 
TACAATCTCATAGGGCCATAGAACCAAGAAAATAATCTTCACTTTACAAGCGCGGTTCTTCGAATTCATT 
TTGCACCCGTTGCAGTCCCCAAATTAGCCTCCCAACGTTGTTGATGCAACCCAAGCAGGAGGAGGCCAAA 
ACAGCTTCAAATATTCTGGATAATCCCCCAAAGGTCTAATACTTCCATTATCTAAATCAGATACACCTAT 
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TTTCCTATTCCTGAAAACCCCATCACTGCTACCACCTTCTTCGCAGTTCCCATTGAAGTTACCCGTGAAA 
AATATGCAATTCCCTTTACCATTTCACAACCCGACAACACTGAAGCCGGGGCGGAAAATGTGCAATTGTC 
TCCCAAAAACAACACCCGATCCCCCAAACTCTTCACCTCCACCCACTTCTTCCCCTCCCAATCCAACCCG 
AAAACCTTAAACCGCACCATCCTCCCCCCACTAATCCTATCTGAAAAAGCCTCATCAACATCCTTAGCAC 
CACCATCCACGTCGTCAGACACCGCACTCAAACACACATTAACCAACAACAATTGACCA 
 
>CONTIG\5 
CTTCCTATGCAGGAAATGGTGGAGTGGGAGAACAAGAGTAGAATTCCTGGGAAAATGCACGCTTGTGGAC 
ATGATGCTCATGTTGCAATGCTTCTTGGAGCTGCAAAGATACTTCAAGAGCACCGTGAAGAGATAAAGGG 
AACAGTTGTACTTGTTTTCCAACCAGCTGAGGAAGGTGGTGGAGGGGCTTTGAAGTTGATAGATGAGGGG 
GTGTTAGAGAACGTAAATGCTATCTTTGGTTTGCACGTTTCATCTAACTTAGCAGTGGGTGAAGTGCACT 
CCAAAGCTGGTCCCATAGGGGCTGGGAACGGTTTCTTTGAAGCTGTCATAAGTGGTAAAGGAGGTCATGC 
GGCCATTCCTCAGCACTCTGTAGACCCAATATTGGCAGCCTCTAATGTGATTGTTAGCTTACAACATCTT 
GTTTCACGTGAAGCTGATCCTCTGGACCCACAGGTAGTTACAGTTGCGAAATTCCAAGGAGGTGGTGCAT 
TCAATGTTATTCCAGATTCTGTAACAATTGGTGGCACTTTTCGTGCATTTTCTAAGGAAAGTTTTATGCA 
ACTCCGATATCGCATTGAGGAGGTTATCAGAGGGCAGGCCGCTGTGCAGAGGTGCAATGCAACAGTGGAT 
TTTTTCACAGAAGCGAAACTATTCTACCCTCCAAACCATAAACCACAAAGGCTTGCATGAGCACTTCCTA 
AATGTTGCTGGGGATATGATTGGCATTCATAAAGTGAAGGATGTTAAACCGTTGATGGGATCTGAAGATT 
TTGCATTTTACCAGGAGGTCATACCTGGATACTTCTTCTTACTTGGAATGCAGAATGTGACACGTGGACG 
GCTAGAATCAGAGCATTCACCATACTACCAAGTCAACGAAGATGCATTTCC 
 
>CONTIG\6 
CCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGAGTATTCTATAGTGTCACCTAAATAGCTTGGCGTAAT 
CATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAG 
CATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCC 
GCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTT 
TGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGC 
GGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATG 
TGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCC 
GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAG 
ATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC 
CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGG 
TGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATC 
CGGTAACTATCGTCTTGAGTCCAACCC 
 
>CONTIG\7 
AGTCAGAATATTGGCATGAACCTTTATCATTTGAAAGGAACAATATTCCTTTCAATGCCTTAAATGGACA 
TTCTATCCTCGAATTCAAGCAAACAATTGATAGGATATGATCACGTAGTAAAAGAACTCATCTCCTCATC 
CAAATTCCCATACAAAAAGATATAGGTATTGACTTCTACACAAAATAAAGGGTTGAATAGTAAACAGAAA 
CAAAAACACTCAAGCTTCGCAGACCAATCAACCATGAGTCTTGAACTTGAAAAAGGACAAGGGCAGATCA 
TGTCCCTGCGTTCCTACGGCCAACACGAGCAACAAAACCAGCTTTAATTGGAGCAACTGATCGTCCAGAA 
CCGCACTTCTCGCATCGGAGAAAGAAGAGACGGTTCTCCTTTGAAAGTATAGTGTCTGGACTTTTGCACC 
CAATGCAAATAACATACTCATTGACGTATCGGCGCAGGATTCCTTCAAAATTCTTAGGTGCAAATCTTCC 
CTTCACAACTAATCTTTGCTGCCCATCAAGTGAACCACTTGTCCCCAGTTCAGCAAGCAAGAAAGCCATG 
ACATGGTCTGGCTGCCGATGCATTGTCTTGCAAAGGTCCATGAAATTCACAAAGACAGTTTTCTTTGTGC 
CCTCCCGAAGAACTTGCGGAGGCCTCATAACAGTCCTACGCCTATCTCCTGCCAGCTCTGGATTATTCTC 
CCGAAGAATGTTAAACACCCTGCCAAGAAGCTCCTCGTATTCATAATCACGGTCACTTTCTTCCCAAGGA 
TAACGTGGTTGTAGTGATATTCCTTGTCCTTCTTCATCCTCACCAATGTGATCGTCCAAATCTTCCCCAG 
CATCCCCACTCTCATCATTTAAGGAACTGACTTCAACTGGCTTCTTCTTCTTCTTTTTCAAACCAGAGAA 
CGTACTTTCCAGCCCATCAGAAACTGACAAGTTTTCAGTCTTCTCAGCTAAACTGTCCACAGA 
 
>CONTIG\8 
AGCCACATAGAATTCTTTATTATTTTACAAAATGTTGTTTATAACATAGTATACAACATGCACTGTAGGA 
AAAAAAAAAAAAAACTTTGAGATATGAGCTAGTTAGGCTTCATGACAATTGACGGTACCAAATGCTCATA 
CAGATATAGAGGGTGAAATTTTGAAGTCCAGATCCCAAAAATCAAAGGTTCCCTTAACAAAATCATAGTG 
GGCACCCTTCAAAGCTAGTGTTTTCTTCACCAAACCATCTCTCACAAATGGATATGTCAATAGGTTTCCC 
AGTGATACATTCACAGCCTCCTTCTCGCAGTTGGTGCACTGCTCCGAGAAACTTAACCCACTGTATTCTG 
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CCTTAACCTTGGCCTTTGCAGGTGAGCAGATTTGGACCCAATGCTCTATGAAATCACTTTGGGTGGTCCC 
ATCATCAGCGATGGACATGAGCCCCTTTATACCACCACAACAGCTGTGTCCAATGACAACAATATGTTCC 
ACCTTCAGATGCAGTACTGCATATTCGATGGCCGCCCCCACTCCTGAATACTTTGTCTTGTCAAATGGTG 
GGACCATGTTGGCGATATTTCGTATCATAAAGGCCTCCCCAGGTTGGAAATTCAGGATATGTGAGGGGCA 
AACCCGAGAGTCTGAGCATGCAAATACCATAAACTTGGGCTTTTGGCCTTTGGCAAGTTCATCGTACAAC 
TCAGGATTCTTCTCAAATTTCTCTTTCTTGAAGTGGATGAACCCGGTTTTGATCCTATCAACCGGGTCAA 
ACTGGTTCGAACCGGCCTTCTCCAACTCCGCCGTTATCTGCTTGATCTTGGCGGCGGCGACATCCCCGAG 
ATCAGCTTTGTCACTGAGAAGCTTCGTGAGTCCTGCTATGGCCTCCTCGTATGACTCAGTAGTTGCCATG 
TCTTCTTGTTTCTTTATC 
 
>CONTIG\9 
TTTCTGTTCGAACCCATTCAAGGAGAGGCTGGGGTTGTAATTCCTCCAGATGGTTATTTAAAATCTGTCA 
GAGATCTGTGCTCAAAATATAATGTTTTAATGATTGCTGATGAGGTGCAATCTGGCTTAGCACGAACAGG 
AAAAATGCTGGCTTGTGATTGGGAAGAAGTGCGCCCAGATGTAGTGATACTTGGAAAAGCTTTGGGTGGT 
GGAGTGATACCTGTAAGTGCAGTGCTTGCAGACAAAGATATAATGCTTTGTATCCAACCTGGAGAGCATG 
GAAGTACCTTTGGGGGAAATCCATTGGCCAGTGCAGTTGCCATCGCCTCACTAGATGTCATCAAAGATGA 
GAAACTTGTTGAGAGGATAGGTTTGAGACAGGTATCTCCTTCTTGTGACCCACCCAGCAATAGGGAATAA 
TCATCCCAATCCAACTTATAGCCCAAGGCAAAGGTGGGTGGGACAGATCTGCCCAACTGGGACAGGAGTT 
AAGGCACCATCTACTTAAGATTCAGCAGCAATACCCAAACTACATACGGGAAGTTCGAGGTAGAGGTTTG 
TTCAATGCTGTGGAGCTCAACAGCAAAAATCTACGCCCTATTTCTGCATATGATATCTGCCTACAGTTAA 
AGGAGAGAGGAGTTCTTGCCAAGCCCACCCATGATACTATCATCCGATTAACTCCCCCACTCTCAATAAG 
TTCGGATGAGCTCCAAGAAGCCTCAAAGGCACTGAGTGATGTTCTTGAGCATGATCTACCAAAGATGCAG 
AAAGCAAAGCCAGAGCATGTCTCCCCAACTAGTTTTAACATATGTGACCGTTGTGGGCGAAACTTATATG 
CTTCTCCAGATGAAGATAATTGAATAACATGTACATTACTTCTTAAGGCAATCAGTTGCCGAAATTGATA 
TATTATATATTTACCATGGATTTTCAGAAATGCTTTCTCCTCTAATTGTTGCTTTTTTCTTTTTCATCTT 
CTTTTTAATAAAATTAAGATACTTATCTCAAAAAAAAAAAAAAAAAAAAAAAAAAG 
 
>CONTIG\10 
CCTTTTTTTTTTTTTTTTTTTTTTTTTGAAGAAAAAGAGTACAATACATTATAATGAGGACGAAACTAAT 
CGAATATAAAGTAAAATCATTACAAAGATTACTTCATTGACTAACTTTCAGTCAAAACTTGCAAAGCTTT 
ACTCTAGGGAGTGTCCATTCAGGCTTTGTGGGAAAATTCCAAACATGCAAATCCGAATGCTGGATGGTGG 
ACACTACTCGCTAGAGCATTACAGGTACAATTGAAAAAAGAAAAAAAAAACTACTTAAGTTCCCCCATAC 
TCATGCAGGAAAATTGAAACATTGCAGAAAAACAACAATTGAAGCTCCCTTAGATGTCGACATTTACAGT 
GGAATGGTTCTTTCAATTTGAAAATTTAATACCCTTTTGAACGGCAGCCAGATGATAAAAATATACAAAA 
CATGCGCGGACCACGGCCCTGGCCCCTTGCACTCTGGGATTAAAAAACTATGGGAAGTCAGATCACAGAT 
GAAGCCTGAATGGCACCATTCCTGCTTAGCCGCCTTTCCATATGCATGCTGTCCATAATAACTTAAGGGC 
CATCTTCTTGAGTGCTCAAAATAAATCCCTGAAGCAAACTCTGGGCTCTCTCGGTCTGGTCTGGAGTACC 
TGATATTTGAATGGTCTTTTGTGTCATATCTGGTCTATCTTCTACCAGGGTTACATTGGCTCCTGAAAGC 
TCACTAATCTGACTAAGCATGTTCTTTGATTTCATGATGAGTTTGGGAATCGCGTGCTCTGGTATGGCAA 
CTTCAAGTGTACTCCTAGTTACAAGTGTTACAGGGATTCTATTCAACCCACTTGGCACATCTTCACGGCG 
GTCACTATCATTTTGCTTTGGTATTTCGCTGCCAGACTCCTTTGATGGCTGAGCTGCTGCCACAGTTTGA 
ACATTATGATATGTTGCAGTAGGAGGATCACCTCCAGTATGACCTTCACGACCTGGAGCTACGTTATTGG 
GAGAAGATGCCTCCAGTCCTAGACCGCTGCCCACAGGGCCTGATGCAGAGACAGAAGGTGGTGTCATATC 
CTTTAGAAAGAACTCCCTATATATGTGACTCCTTAGTCTTGA 
 
>CONTIG\11 
GTAGTTTGCAGTATCTAGTATCTATTTTGCTAGTCTATAATAAGTAGTAATTTTGAGGCGTACTAGATGC 
TCCTCATATTTAATATTTGCTTCTGAGTGTAGTCTTAAATTTGGCGTGCTTATAATTCTCTTCTAGCTTA 
TCTGGAATTTCTACTACTTTGTCGTAGTGTTTAAGCTATGGTAGCTTCTATAACCTTATTCATGTTGGTT 
TGATTACATTTGGTTATTTTGTTGTTGGCATTTTATTAGTGTTCTAGTTTTGTTTTTATATATAGTTTTA 
CCAAGAAGAGATGCTGTAGGAAATATAGTCAGTATTTATGCCTGATTTAATGTGACCAAGTAGGAATACA 
GAGATGTAGTGAAGTTTATTTACTAATAGCAGTGGAGCTATGGCCACTTGGGTTGATCACTTCGTAATGG 
GTAGCGATAATCGTAGTGGTAGTTGACACTTTGACGATGGCATAATCATTTTCCTCCTGTATTTGCCCTT 
GTGTTGTACAGGAGTGATGCGCAAGGTCTAAAGTGGAGTGAAGTGTCCACTCATGGCTGAACACGAGCTT 
CATTGTGGGGGCAGGGGGGAGTGTTTAGCGTGGAATGGGATTTGAGGACATTGTTCAGTTGAAATTTCAG 
ATTTACCTGGGACAGGTCATTCTCCAGCCTGGCCATGCCAACACTCAAATTTTGCAGATTCCAGGCATTT 
TCAAGTCATAGATTTCCTAATCTTCACTCGGTTGTGGTGGACTGTTGAAATTTGTGAGGTGAGCTACTTA 
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CAGTATGTTGACTTCAGGGGTTAGTTGTCTCACTTATAAATTCATTGTGATTTAATTGATTAGGCTGCCT 
TCTGATGATGTTTAGAGTATCGGAGAACTTGTCCTTGTTAAAAACAATTGCCGTAAGGTTGCAGAATGAA 
TTGAAGGACTTCCAATAAATTCTGTGGGTAGTTGTTCTAATAATATAGGCTAAATCACTGCAAATATTCT 
TGTCAAATTTTTTATGCCGTATTCCAATAACAGTAGAAAGGTGCCTGCTTTGTCC 
 
>CONTIG\12 
ACAACCCAAAACAAAAATCAAAGAAGTAAGAAAAATCATTTACATCAATGGCAACCAACGCAGAAGGAAC 
ACAAAACGAAGCTGGGAGGCACCAGGAGGTTGGCCACAAGAGCCTTTTGCAGAGTGATGCTCTTTACCAG 
TATATTTTGGAGACCAGTGTTTACCCAAGAGAGCCTGAGCCCATGAAGGAGCTGAGAGAGATTACAGCCA 
AGCATCCATGGAACATCATGACCACCTCAGCTGATGAAGGTCAATTCTTGAACATGCTTCTCAAGCTCAT 
CAATGCCAAGAACACCATGGAGATTGGTGTCTACACTGGCTACTCCCTCCTAGCCACAGCTCTTGCTCTT 
CCCGAAGATGGAAAGATCTTGGCCATGGACATAAACAGAGAAAACTACGAGCTTGGCCTGCCTGTCATCG 
AAAAGGCTGGTGTTGCTCACAAGATCGACTTCAGAGAAGGCCCTGCTCTCCCAGTTCTTGACCTTATGGT 
CGAAGATGAAAAGAATCATGGGGCATATGATTTCATATTTGTGGACGCTGATAAGGACAACTACATCAAC 
TACCACAAGAGGCTGATTGAGCTTGTGAAGGTAGGAGGAGTGATCGGGTACGACAACACCCTATGGAATG 
GCTCTGTGGTGGCCCCACCTGATGCACCATTGCGTAAGTACGTGAGGTACTACAGAGACTTTGTGTTGGA 
GCTCAACAAGGCTCTTGCTGCTGACCCTAGGATTGAGATTTGCATGCTTCCTGTTGGTGATGGCATCACT 
ATCTGCCGTAGGATCAAATGAGGGGGTCCACACCAAAATTAAAAACACTCTTTTTATTTTTCTAATTTTC 
CACCCCCCCTTTTTTTTTTTTGTATTTTACCATTTGTACTTGCAATCTGAAAGGACCCTGTACGATTGAA 
GACTAGCTTCCATATTATCAATGGTGCTGA 
 
>CONTIG\13 
TCCCGGGAATTCCGGACCGAAACTTGTTCTATAGTGTCACCTAAATAGGCCTAATGGTCATAGCTGTTTC 
CTGTGTGAAATTGTTATCCGTCCCGCGGCCTAGGCTAGAGTCCGGAGGCTGGATCGGTCCCGGTGTCTTC 
TATGGAGGTCAAAACAGCGTGGATGGCGTCTCCAGGCGATCTGACGGTTCACTAAACGAGCTCTGCTTAT 
ATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGA 
AAGTCCCGTTGATTTTGGTGCCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCC 
GTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCACCATGGTAATAGCGATGAC 
TAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGC 
CATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG 
CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATA 
CGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTAT 
GTAACGACATGCATCTAATGCGTGAAAGGGCCTCGTAATACGCCTATTTTTATAGGTTAATG 
 
>CONTIG\14 
CTGAACTGTGAAGGCTTCAGTGTTTGCATGTCAGTTTCTTGGTTGAAGAAAGGAGCATGGATTCTATGAT 
TGTTGGGTCCTTCCCCAGACCATCTTCACTTATTACCAGTGGTGGGAATGACTGGAAGAGTGACAGAGTC 
AAGAAGGTTTGCTTTCCAATCAAACTTTCAAGATTTGGAGCATGGAACAGCCTGGATAGATGCTTACTGG 
TCAGGTCTCAGCATCATCTTTTGAAGCCTCCTATCAAAGGCTTTGAGGAAAGAACTACCTTCAACAAGAG 
ACATAATAGAAAGTTCCTAGTGAATGCAGCCTCTGGACAGTCTCTTGAATCTGAGCCTGGAGCCTATAAA 
CCAAAAAGTGTCTGGGACTCTTTCAAAAATGCCTCAGATGCTTTCTACAGATTTTCACGGCCACATACAG 
TTATAGGCACAGTATTAAGCATAGTCTCAGTGTCTCTCCTTGCAGTTGAGAAGCTGTCAGATATATCTCC 
ATTGTTTTTCACTGGGGTGTTGGAGGCTGTGGTTGCTGCACTCTTTATGAATATTTACATTGTTGGTCTG 
AATCAGTTGTCTGACATTGATATAGACAAGGTTAACAAACCATATCTTCCATTAGCATCAGGAGAATATT 
CAGTTGGAACTGGTGTCATGATTGTGACGTCTTTCTCCATTCTGAGTTTTTGGCTTGGATGGATTGTTGG 
TTCATGGCCATTGTTTTGGGCTCTTTTCATCAGTTTTTTACTTGGAACTGCCTATTCAATCAATTTGCCA 
CTATTGAGATGGAAGAGATTTGCAGTGGTTGCTGCAATGTGCATCCTAGCTGTGCGGGCGGTGATTGTTC 
AACTTGCATTCTTTCTGCACATTCAGACCCATGTGTACAAAAGACCTGTTGTCTTTTCAAGGCCGCTGAT 
TTTTGCAACCGCATTCATGAGCTTTTTTTCAGTTGTGATCGCATTATTTAAGGACATACCTGATATTGAT 
GGAGATAAGATATATGGCATCCGCTCCTTTTCAGTACGTTTGGGTCAACAGCGGG 
 
>CONTIG\15 
GGCACAAATCCGAAGACATCGCTGAGAAGATATTGTATTCCATCGAGTGCGAGATGAGGAGGTGTCCGTA 
CACTCTAGGCTTGGGAGAGCCGAACCTAGATGGAAAGCCGAACCTAGAATACGACGCCGTTTGCAAGCCC 
AGCGAGCTTCACTGCTTGAAAAGGAGTCCGTACGATCAGATCCAGAACTACGAGAATCAGACGGTGTACA 
CCACGCTTCAAATCCTCGAGTCGTGGATCTACGTGACTCAACAGATGTTGAAGCGAGTCACTGAGCGAGT 
CGAAGCTCATAAATTCGAAAAAGCTGCGAGCGATTGTTACTTGATCGAGCGGATCTGGAAGCTTCTCTCC 
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GAGATCGAAGATCTTCACGTGTTAATGGACCCGGACGATTTTCTCCAACTCAAGAACCAACTCAGCGTTA 
ACTCGATCAACGAAACGCAACCGTTTTGTTTCAGGTCGAAAGCGTTGGTGGAGATCACTAAGCAATGCAA 
GGATCTGAAGCACAAAGTGCCGTCCATTCTAGGCGTTGAAGTGGACCCCAAAGGTGGACCTAGGGTTCAA 
GAATCGGCTATGAAGCTTTACAGTGAGAAGAGAGAGTTCGAGAAGGTTTATCTTCTTCAAGCTTTGCAAT 
CGATCGAGTCAGCAATGAAAAGGTTCTACTTCGCTTACAAGCAATTGCTTGTGGTTGTGATGGGGAGCTT 
GGAGGCTAACGCGAACCGAGTTGTGGTCAGCTCCGACTCGTGTGACTCGCTGAGTCGGATCTTCCTCGAG 
CCTACTTACTTTCCGAGTTTGGATGCGGCGAAGACCTTTTTGGGGGATTTTTGGAACCATGAATACGGTG 
CGTCTGGCTTGGAAAGATCAACTCGGAGGACTCGGTGAAATCGTACTGGGTTTGACGTGGGAGTCAACGA 
CTCGTTTGACTCGTATGTTACTCTTATAGGGAAACCTAATTAGTTTTAGGTTTTACACACATGGAAATTG 
AAAATTTAATTATTCTTTGTATTATTATACATTCTGAATTTCTATTATTGTACCATTAGCTTTTTTGGCC 
AGTAATTGTACCACTAGTTTTTCCTT 
 
>CONTIG\16 
TTTCTATCTCTCTATCTAAGCGTTTTCTCTCACTAGATCCCTCTGCGAAGCTCTCTCTCTCTCTTTACGA 
AGGGATCCATAGCCAGGACCAGAAATGGGGCTGACATTCACGAAACTGTTCAGCCGGCTTTTTGCCAAGA 
AAGAAATGCGAATTCTGATGGTCGGTCTCGATGCTGCTGGTAAGACCACCATTCTCTACAAGCTCAAGCT 
TGGCGAGATCGTCACAACCATTCCCACCATTGGTTTCAATGTGGAGACTGTGGAATACAAGAACATCAGC 
TTTACTGTCTGGGATGTCGGGGGTCAGGACAAGATCCGTCCCTTGTGGAGGCACTACTTTCAGAACACAC 
AGGGTCTTATATTTGTGGTGGACAGCAATGACAGAGACCGAGTTGTTGAGGCGAGGGATGAATTGCATAG 
GATGTTGAATGAGGACGAACTGCGAGATGCAGTGTTGCTTGTATTTGCTAACAAACAAGATCTTCCCAAC 
GCAATGAATGCTGCGGAGATTACTGATAAGCTTGGCCTCCACTCTCTCCGGCAACGTCACTGGTACATCC 
AGAGCACCTGTGCAACATCAGGAGAGGGGCTTTATGAGGGTTTGGATTGGCTCTCTAGCAACATTGCAAA 
CAAGGCATAAAGCTCCTGGGGAGTTGTTTTGTGCACTGGCAATTCTGGATGCAGGGGTGAATATTATCTA 
GTTCTTTTTAAAGACAGTTGGATTGTGGTTATGCCTTTTTAAATTGCGGGAATTTCTCTTTTTATTAGGA 
ACTTTGTGGCTATATTGTAATAGAAAAATGTCGTGGGATATATATACTTGAGCTTTTGGTCTT 
 
>CONTIG\17 
GAATGGGCATGGAGATGGTAATGGTAATGGAAATGGAAATGGAGGGTTTAGCGGAGTGGAGTGGGATTAC 
ATTCGGAGACACCATCGCCATGAACCAGCTGATAATCAGTGTAGCTCAGCTCTTGTCAAGCACATCAAAG 
CACCTGTTCATCTCGTCTGGTCCTTAGTGAGGAGATTCGACCAACCGCAGAAATACAAGCCGTTTGTTAG 
CAGGTGTGTTGCGCAGGGGAACCTTGAGATTGGTAGTCTCAGAGAAGTAGATGTTAAGTCTGGACTTCCT 
GCAACTACAAGCACGGAAAGATTGGAACTTCTTGATGATGAAGAGCATATACTCAGCATCAGGATAGTTG 
GGGGAGATCATAGGCTTAGGAACTATTCTTCCATTATTTCCCTCCATCCAGAGATCATTGATGGAAGACC 
AGGGACTCTCGTAATTGAGTCGTTTGTGGTGGATGTGCCTGAAGGGAACACAAAGGATGAGACTTGCTAC 
TTTGTTGAGGCCTTGATCAAGTGCAATCTCAAATCACTTGCTGATGTCTCGGAGCGGCTTGCAGTGCAGG 
ACCGAACTGAACCCATTGATCGGCGCTGAAAATTGGGGCTAGGGATATAGTGGAGGCTAGGGCAGCCAAG 
GATGAAGCTTCCGAGGCTTTCGAAACTCGGAGGCTTTGGAGACAGACTGGCAATTATACTACTTCCTTCT 
TCATACATACTTGCACACTCTTGTCTGCTATGTTATTTGCCTTCCTTTTAAAAATTGTAGTCTGGTTTTC 
CTGTCTTTAGCAGATCAAGAACCACAGCTTTTATAAGAGTTTCTGAAACTTTTCATTAATTTTAAAAAAA 
 
>CONTIG\18 
CTTCCTTCTCCTCCTCACTACAAGTTATGCTCTTCATCTTAACTACTACCGAAACTCATGCCCCAATGTT 
GAGGCAATAGTCCGCTCTGCAGTCCAACAAAAATACCACAACACATTTGTAACAGCTCCAGCCACACTTA 
GGCTCTTCTTCCATGACTGTTTTGTCCAGGGCTGTGATGCTTCGGTTTTGCTAGCTTCTAGGAATCGTAA 
ATCAGAGAAGGATGGTCCAGATAATATTTCACTAGCCGGGGATGGTTTTGACACAGTGATTAAAGCCAAA 
GCCGCGGTTGATAGTGTGCCCAGGTGTAAGAATAAGGTTTCTTGTGCTGATATTTTGGCCATTGCCACTA 
GGGATGTCGTTCATTTGGCAGGGGGACCATACTATGCTGTAGAATTGGGAAGACTTGATGGGAGAAGCTC 
AACCATGGCTAGTGTCCAACACCACCTCCCTAGTCCTGATTTTAATTTGGACGAGCTCCATTCCTTGTTT 
GCTAAACATGGTCTGACCCTAGTAGATCTAATCGCACTATCAGGGGCACATTCTATCGGATTCTCACACT 
GCAGTCGATTCTCCAATCGGATTTACAACTACAAAAGTAAGAACAAAATTGACCCAACACTCAATCCGTC 
ATATGCAAAGCAGCTCCAACAAATGTGCCCCAAACATGTAGACCCCAGAATTGCCATTGACATGGACCCT 
TACACACCCCGGAAACTTGATAACATGTACTACAAGAACCTCCAGCAAGGAAAGGGACTTTTCACCTCTG 
ATCAAATTTTGTTTACTGATAAGAGATCAAGAGCAATTGTGAACCTATTTGCTACCAAAAACAAAGCCTT 
TGAAAAGGCTTTTGTTACTGCCATGATTAAGCTTGGGAGGGTGGGTGTTAAGACTGGAAACCAAGGGGAA 
ATTAGGCACGATTGCAGTATGGTTAACTAGATGATATTCATTTTCTTTGTAAAATTTACATTGCAATAAA 
TATTTTGCACTACCT 
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>CONTIG\19 
AAAACAAACCCACATTACTCACACTTACTCCTACACCATGCCCAACAGTTGTTTGAGTTTGGGGACAAGT 
ATAGAGGAAAGTATGATGGTAGTGTGGGAGTGGTGAAGAGCTACTATGCGCTGAGAGATCCCCTCATAAT 
TTCCCCAAAGCGTAACCATGTGTGAATAAATTTTGAGCTAGTAGGGTTGCAGCCACGAGTAAGTCTTCCC 
TTGTTATTGTGTAGCCAGAATGCCGCAAAACTTCCATGCCTAAGCGAACTGTTGAGAGTACGTTTCGATT 
TCTGACTGTGTTAGCCTGGAAGTGCTTGTCCCAACCTTGTTTCTGAGCATGAACGCCCGCAAGCCAACAT 
GTTAGTTGAAGCATCAGGGCGATTAGCAGCATGATATCAAAACGCTCTGAGCTGCTCGTTCGGCTATGGC 
GTAGGCCTAGTCCGTAGGCAGGACTTTTCAAGTCTCGGAAGGTTTCTTCAATCTGCATTCGCTTCGAATA 
GATATTAACAAGTTGTTTGGGTGTTCGAATTTCAACAGGTAAGTTAGTTGCTAGAACCCATGGCTCCTTT 
GCCGACGCTGAGTAGATTTTAGGTGACGGGTGGTGACAATGAGTCCGTGTCGAGCGCTGATTTTTTCGGC 
CTTTAGAGCGAGATTTATACAATAGAATTTGGCATGAGATTGGATTGCTTTTAGTCAGCCTCTTATAGCC 
TAAAGTCTTTGAGTGACTAGATGACATATCATGTAAGTTGCTGATAGGTTTCCAGTTTTCCGCTCCTAGG 
TCTGCATATTGTACTTTTCCTCTTACTCGACTTAACCAGTACCAACCCAGCTTCTCAACGGATTTATACC 
ATGGCACTTTAAAGCCAGCATCACTGACAATGAGCGGTGTGGTGTTACTCGGTAGAATGCTCGCAAGGTC 
GGCTAGAAATTGGTCATGAGCTTTCTTTGAACATTGCTCTGAAAGCGGGAACGCTTTCTCATAAAGAGTA 
ACAGAACGACCGTGTAGTGCGA 
 
>CONTIG\20 
ATTTACAGTTATACCATTCGGGTTATGTTAGCTTCTGGTGACTGGGAACCTGAGAGCAGAAGCTCTTCTC 
CAGCTCTCGGCTTCCCTCGCCTGAGATTCTTCCGGTACCGGCGCTTGAGGTAACCGGTGTTAGACCAAAA 
TAAGAAGAAGAAGAAGAAATTCAAATTTTATAGTTGTATATATATTATTTTGCTTGATATGCCGAATTCG 
AAGAGTCACCATAGAGTACCGGAGGAGAAGAACCGGAGGGGAAAACTAGCGCATAGAGCGTCGTCGTTTC 
ACGGACAAAGTCCGCTTACTATGGCGGCGGAGCTTCGCCGGCCGAATACGACGCCGGAACTGCTATCGTA 
CAAGAACGTAGTTGGAACGACGCCGATGGAAGGACGGCCACCGGCGGCGAGGCTGACGAAGTTGTTGTTG 
AACGTGACGATCCAGGGGAGTCTCGGCCCCGTACAAGTGGTCACGTCGCCGGAATCGACGGTCGGCGATC 
TCGTCGCCACCGCAGTGAAGATTTACGCGAAGGAGTGTCGTCGGCCAATCTTGCCGACCACCGATCCGGC 
CATGTTCGACCTCCACTACTCGCAGTTCAGCTTAGAAAGTTTGGACAGAGAGGAGAAGCTGATGGTATTG 
GGATCGAGGAACTTTTTTCTGTGTAACAAAAGGACTGCGTTGGACGGTGACGTAACGACGTCGTGTTCCA 
AGCAAGCTGAGAAAGATTCAAAGACTGGCTTTGCTTGGCTCAAGTTCATGGATTTCTTGCTGTGATTGAT 
TGTCTTTTTAGTGGATTATAAGCCTTGTAGTATTTGTTTGTTCAAATTATTGGTGTGAAAATACCATAGG 
TCAGAAATAGTTGTCATGTGTGTTAGATTTTGGGGGGAT 
 
>CONTIG\21 
GTTTGCTCTAGAACGTGGTGTGCCTGCCATGGTAGCTACATTTGCTACGCATCGTCTGTTGTATCCTAGC 
CAGGCTTTTGACTTCATCCATTGTTCAGAATGTGGAGTTAATTGGGCCCAAAATGATGGAATTATGCTTC 
TTGAAGCCAACAGGATGCTAAGGGCAGGAGGATATTTTATTTGGGCAGCAGAGGCTGTTTATAAACGTGA 
AAAAAACCTACGAGAACAATGGAGAGGAATGGAGAACTTGGCTACTCGCATTTGTTGGGAACTAGTAAAG 
AAGAAGGGATATCTTGCTGTATGGCGAAAACCTTTGAATAACAGCTGCTATCTTAATCGAGCTGGTGAAG 
TGCAACCTCCACTTTGTGATTCTGATGATGATCCAGACAAAGTTTGGTATGTTAATTTGAGAACATGCAT 
CACTCGATTACCAGAGAATGGATATGGAGCTAATGTTACTACATGGCCTTCACGCCTTCATCATCCACCA 
GACAGGCTCCAGAGCATAGAGATGGATGCCTACATATCCAGAAAGGAAATCTTCAAGGCGGAGTCAAAGT 
ATTGGAATGAGATAATCACTGGTTATGTTGGTGCTTTTCACTGGAGAGAATTCAAATTAAGAAATGTGTT 
AGACATGAGAGCTGGATATGGAGGGTTTGCAGCTGCACTTCATGACCTTGAGATTAATTGCTGGGTTATG 
AACGTTGTTCCAGTTAGTGGCCCCAATACCTTGCCTGTCATATATGACCGTGGACTTATTGGAGTTAGGC 
ATGATTGGTGCGAACCATTTGACACTTATCCTAGAACATATGACCTGTTGCATGCAAATGGTCTCTTCTC 
TGTTGAAAAAAAGAGGCAAAGATGTGATTTCTCAACCATCATGCTTGAGATGGATCGGATGCTAAGACCA 
GATGGGCGTGTCTATATACGTGACACAATATCTGTTATTGGTGAAGTAAATGAAATTGCATCTGCCCTGG 
GATGGGTGCCTTCACTACGCGAAACTGGCGAGGGACCCCATTCAAGCTGG 
 
>CONTIG\22 
AAACTCCTCAACACTAATCTTCCTAGCCTCTCTCTATAAACTTCTAATCAAATCCACATCCAATAATCTC 
ATAATCTCAACAAAGCACACATAATGGCCCCTGAAGTGCCTGTAGATGTGTTCAAAGGCACAAACAAGGT 
CTCTACTGCTCTTAACAACGGCTACTCTAAGGGGGCTTTCGTAACATTTTTGGCTGGTAATGGTGACTAT 
GTCAAGGGGGTTGTTGGTTTGGCTAAGGGTTTGCGCAAAGTCAAAAGTGCATACCCTTTGGTTGTTGCAA 
TGTTACCTGACGTGCCTGAGGAGCATCGTGAGATCTTGAGGTCTCAAGGTTGCATCCTCCGCGAGATCGA 
GCCTATTTACCCCCCTGAGAATGAAGTTCAATTTGCTATGGCTCACTATGTCATCAACTACTCCAAACTT 
CGTATTTGGAATTTTGAGGAGTACAAGAAGATGATATATATGGATGCTGATATTCAAGTGTTTGAAAACA 
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TAGACCATCTGTTTGACACACCAGACGGCTACTTCTATGCCACCATGGACTGTTTTTGCGAGAAGACATG 
GAGCCATTCACTGCAATTCAAAGTTGGGTACTGCCAACAGTGCCCTGATAGGATGCCATGGCCTGTTGAC 
ATGGGTTCTCCACCTCCCTTGTACTTTAATGCTGGCATGTTCGTTTTTAACCCTGGCCGTTCGACTTTTG 
ACAAGCTTCTTGAGGTCCTCTATGCCACTTCGGTTACACCCTTCGCAGAGCAAGATTTCCTGAATATGTT 
CTTCGAAAAAGTGTACAAGCCCCTCCCTCTGGTATTCAACCTTGTTCTTGCTATGTTATGGCGCCATCCT 
GAAAATATAGACGTCGAGAAAGTCAAGGTGGCTCACTATTGTGCTGCTGGATCAAAACCATGGAGGTACA 
CTGGCAAGGAAGTTAACATGGACAGGGAGGACATCAAGATGTTGGTGAAAAAATGGTGGGATATTTATAA 
CGATGAATCCCTTGATTTTAAGGGTGAAAACCCAGTTTCGGAGGAAGAGACATTTTCAAAGTCTTCCATT 
ATGGCTTCCATGCCTGAGCCCACCATTTCCTATATTCCTGCTCCCACTGCTGCTTGAGTGTTAACTAATA 
AGAAGAAAGAACTGCTGGAAGTTAGTGTAATCCCATCTTTTCTTTCAGTTTTCTTTTACTTTTTTTTTTT 
TTTTGTCTTCCCTATTTTATACTTTTTCGAGGCTACTTGGCCTTTCTTTGTTGTGAGAGTTCACAGAAAA 
TACATATATGAAGCTGCTTAATATATGTGACCTTATTAATATCGTAAGAAGTATCTCTACTTCTAGTTGA 
AACTTGAAAGAATGTATAACTTTTGTCTTGATTGTATATCAAGAACTTTTATTAAGAGACTTACATGTAT 
TACATGT 
 
>CONTIG\23 
ACTTGATTGCAGCTCACTTCTCACCTACTGATGATATCTCTGTCACCAATGTCCTCCCAATGAACTGCAG 
TAGCAGTTTAAACTCTGTGCTCCGGAGGTGTGATAACAGGATGTTTTTTGCAAGGCAAGGATCTGTTTCT 
CAAGCTAATTTCATGAGGCAGGCTACCATTGAAGAGAACGGCAGTAGTGAGCAGGCTACCATTGAAGAGA 
ACTGCAATAGCAGTTTAAACTCTGTGATCCAAAGGTGTGATAATAGGATGTTTTTTGCAAGGCAAGGATC 
TGTTTCTCAAGCTAATTTTATGAGACAGGCTACTACTGAAGAGATCAATCCAGCTGAGACTGATTTGCCT 
CTCAAACCCTCTGGTTATAAGGGATCTTATAATGATTCTGAAGCACCATTATTCTCTAGACCTGTGAAGA 
AAGAACCAGACTTTGCAAATGTTGCCCAACCTGTGGTGCAAGGTTGCATGTTAACCGTGCCTGAGCCTCC 
TAAGTTTGCTGGACCAGGCAGAAGAACCAGTGGAAGAATTGAGTGGTCTCCCAGGATGGATGTTGCAGAA 
TCAGGATGCAATTATGTTGTGACAGTGGAAATTCCAGGCGTCAATCGCCATGACATTAGAGTGGAGATTG 
ATGACCAGAAATTAACTGTACAGGGTAGACGCTCAACCCAGTACTGGAAAGTATCAGGTTTTTCAAATGA 
TTCAATCTCTGCATATCACAAACAAGAGATTTTACAAGGACCATACCAGGTAGTATGGCCACTTCCTGCA 
AATGTAAACAAGGACAGTGTCTCGGCTGAATTTTTGGATGGATTTCTACAAATTATTATTCCTAAAATAT 
AAGATCATTGTTGAGCTGAGCTGCAGAGGCATGAATATGTTTGTGTGAATGTATGTGTGGCACTTGAAAA 
AACAAATCTTCACTGTTGTAAGCAGTGTTCATCATCTTGAACTATGTTGTATGTGTGTACCACTTCAACT 
CTTTGCATAGTATATTTTATAAACAGGAGGACGAAAATGAAGCTCTGAATAAAGATTTTA 
 
>CONTIG\24 
TCAAGGAGAATAAGAAGTCCGGTACATCGCGGAATGACCAAAACATGGGGATAGTTGATTACTCTAATCC 
ATTAAATCATCAACTGCCACTACCACGCTTGCCAGTTCCTCTGGAGCAACCTCCACTGGATTCCGGCTTA 
CCTGTTGGAGGGTATAATGATAACCTGGCAACAAGGTATTCAACACAGCCGCAGATTGTAAATTCAAATT 
CTCGTAGCCAATTTGATAGCACTTCTTTTGTACCACATGACCATATGATCACCAATTCTCACCAGCCCCA 
AAGCACAAGAAATAATAACAGTGCTGTTGGGCTGGCCCTTGGTCCCCCACAACCATCTACATCAGGATTT 
CAGAATATCAACTCTACACTTACACCAGCTACTCTTAATCCTTTTGATGACTGGTCTCAAAACCGGGACA 
AGGGAGTTGAAGACTTCTTTTCTGAGGAAGAGATTCGCATCAGAAGTCATGAGATGCTTGAGAATGAGGA 
TATGCAGCACTTGCTCCGACTCTTCAGTATGGGAGGTCATGCCTCCATTAATGTGCCGGAGGATGCGTAT 
CAGTTCACACCATACGTGCAATCACCAATGCCAAACTTTGACGAGGATCGTGGCCGATCTGGAAAAGCTG 
TTGTGGGTTGGCTGAAGATAAAGGCGGCTATGAGGTGGGGCTTCTTTATTAGGAAGAAAGCAGCTGAGAA 
GCGGGCTCAGCTTGTTGAGATAGATGATGAATAGACGTTGCCCAGAGATTGCACTTAGGTTTTTTCCTTT 
AACCTTTGCACTAGTTTACTATGAAAATCATGCAAACTCTTCATGGTTGGTAGCAACTCCTTGAGGTTCG 
CTTCTGGGACTGCTTGAAATCATTGGTTTCGGAAGTGTTGAGGATCACTGATGTTGTTTGAGTATTTAGA 
CAGCAGGGGTTTCTCCTCTTGTACAGTTTGCCTGTACAGTTGTTTCTGTTGATTACCCATCTTTCTATTA 
AGATGCTTCTCTTATCACCACTGTTGGTTTTTTTGAATGATATATATATGCGTTTTGGGGTTCTAAGGGG 
GTAAATGTGCTTTTCAATTGATGGCCCCTTTGATGTTGTTGACTGATTGGGGGAACATTTTTAATATTTA 
TGACTTTAATTTCTTGTTTCAATCATCTTGTGTACAAGGATGATGTCTTC 
 
>CONTIG\25 
AGAGGGCACCTTTTGATCTTTTTGACACAAGGAAGAAGCCAAACAATATTAAGCTCTATGTTCGTCGTGT 
ATTTATCATGGACAACTGTGAGGAGCTGATCCCTGAATACCTTGGATTTGTTAAGGGTATTGTTGATTCT 
GAGGACCTTCCTCTCAACATTTCAAGGGAGACCCTTCAGCAGAACAAGATCCTTAAGGTCATTCGCAAGA 
ATTTGGTTAAGAAGTGCATTGAGCTCTTCTTTGAGATTGCTGAGAACAAGGAAGACTATGCTAAGTTCTA 
TGAGGCTTTCTCTAAGAACCTCAAGCTTGGTATCCACGAGGATTCCACAAACAAAACAAAGCTTGCTGAG 
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TTGCTCCGCTACCACTCCACCAAGAGCGGTGATGAGATGACCAGCTTGAAGGACTATGTGACCAGGATGA 
AGGAGGGCCAGAGTGACATCTATTACATCACTGGTGAGAGCAAGAAGGCTGTTGAGAACTCTCCATTCCT 
TGAGAAGCTGAAGAAGAAGGGGTATGAGGTTCTGTACATGGTTGATGCTATTGATGAATATGCTGTTGGT 
CAGCTTAAGGAATTCGAGGGCAAGAAGCTTGTTTCTGCTACCAAGGAAGGTTTGAAACTTGATGAGAGTG 
AAGATGAGAAGAAGCGACAGGAAGAGTTGAAGGAGAAGTTTGAGGGTCTCTGCAAGGTGATCAAGGATGT 
TTTGGGTGACAAGGTTGAGAAAGTTGTCGTTTCTGACCGTGTTGTCGATTCTCCCTGCTGTTTAGTGACT 
GGTGAGTATGGATGGACTGCCAACATGGAAAGAATCATGAAGGCACAGGCTTTGAGGGACAGCAGCATGG 
CTGGCTACATGTCAAGCAAGAAGACCATGGAGATCAACCCTGAGAACTCTATCATGGAGGAGCTCAGGAA 
GAGGGCTGATGCTGACAAGAATGACAAATCAGTGAAGGACCTTGTTTTCCTGCTTTTCGAGACTGCCCTC 
CTCACCTCAGGCTTCAGCCTTGACGAACCCAACACCTTTGGCAACAGGATCCCCAGGATGCTGAAACTCG 
GTTTGAGCATTGATGAGGAAGCAGGTGATGGTGATGCTGAGATGCCTGCGTTGGAGGAAGCTGATGCTGA 
TGCTGAGGGCAGCAAGATGGAGGAAGTTGATTAAATTTAACAATTTAACATATTAGTTTCGGTGGTTATG 
ATTTATTTTAGTTATATATTCTCTTTAGTCCCCTCTTAGGGGGGGATTTGAACAATTTTTTGCTATTGCT 
TTGATGCGTCATCTTTTGGATATAGCTCTTTTGATCGTGTCAGGTATTTAAGATTGGTGGGGTTTTTTTT 
GTCTAGTTGAGTTTAAACTTTAATCCAGTTTGCTGTTTCAGAATT 
 
>CONTIG\26 
TCCACCTTGCCACCACCTCTAGTCAAATTTTCTAAAATTTAGTACACAAAGCTTTCACTTTTGTAAGGAT 
CGATCTTCTTTCAAAGGTTAATTCGTGACAAAGTTCTTGGCGGAAGACACTAGTTATCCAACCTTCAATC 
TTAAATATCCACTTTATAATTCAGTCTTGTCCATCTTTTCCAAAACCCAAGAAATGTCTAATCTTAGGCC 
AAGAACCACACCCACCACCAAGCCACCATCCACACCCAAAACCCCCAACACCACCACCGATACAGACCCT 
GATGACACCCCAAAGCCCCAACTCCAACGCCAACAATCTCTCTCACAAAGAGCAATCTCCCAAACCTTAA 
CAACCACAGCCACCTTAGCCAACCTTTTACCCACAGGAACCCTCATGGCTTTCCAACTCCTCATACCAGT 
GTTCACACAAAACGGCACATGTGACTCAGCCACACGCCCCATGACACTCGTCCTCTTAGTCGTCCTAGCT 
CTCTCTTGCTTCCTTGCTTGTTTCACAGACACAATCAAGGCCTCAGATGGACAAGTCTACCATGGCCTTG 
CCACTTTCAAAGGGCTTTGGCTGTTTGACTATCCAGGCACTGAAACTCAAGGCTTGCCTGATCTGAGTAA 
GTACAGTATAAAGTTCATTGATGTGGCTCATGCTGTGTTAACTGTGCTTGTGTTTGGTGCTGTGGCTTTT 
GAGAGATAAGAATGTTGCGAGGTGCTTTTATCCAACGCCAGGACATGAGACTCAGGAGGTTTTGGACATT 
GTGCCTGTTGGTGTTGGCCTAATTTGCAGTTTGTTGTTTGTGGTTTTCCCAACTAGAAGGCATGGCATTG 
GGTACCCCGTCACCCCAGGCAAATAAATTGATCATTTGTTGCTTGCTTTTTTTGTTTGATGGGTCATGGG 
TGTCATTATATTTCATGATCTCCCTTCCCTTTGTTATTTTGCTTTAACTTTTTTTCTTTCTTTTTTTTCT 
TTTTTGGATTGAAAGATTGTAAGTTTGAATTGGGAGCATAATAAATTAGAAGAAATT 
 
>CONTIG\27 
CGCCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGCCATAAAAAACAGTTCTAACCAGTGCATTCA 
TTAAAAAAAAAGTTCCCACAAATAAAATGTCTAGCTAATAAAATTGGTAGTCAAACACTAATTCAAAAAA 
AGATGCCCATTGTTACAAAGCGAAGAAATCTTATGCACAAAACCAACACACCAATTCCAATCTCAACACT 
AAGACATAGAAAAGAAGAATCCAACACTGGTATTAACAAGACACAAGATTAACGATGAAATTGCAAGAGG 
AATAATTTCTCAGGCTCTGGACTTGAATGGGATGGCTCTGATGACTATTTGGTGGTAAAGGGCAGCCAGT 
GCAGCTCCGATGAATGGTCCCACCCAGAAGATCCAATGGTCATCCCATGCGTGGTCTTTGTTGTAGATGA 
TGGCGGCCCCAAGGCTCCTGGCAGGGTTGATGCCGGTTCCAGTAATGGGAATGGTTGCCAAGTGCACCAA 
AAACACTGCAAATCCAATTGGGAGTGGAGCCAAGATAGGGACATGGGAGTCTCTAGCATTTCTCTTAGCA 
TCAGTTGCTGAGAAAACGGTGTAGACAAGAACAAAAGTTCCAATGATCTCAGCACCAAGGCCATCCCCCT 
TGGTGTAGCCATGGTTCACTGCATTGGCTCCACCACCAGAACTTTCAAACAGTCCCTTTTCAAAGCCTTT 
CACCACGCCTGCGCCGCAAATGGCACCAAGGCATTGCATCACTATGTAGAATACTGCTCTTGTCAAGGAA 
AGTTTCCTTGCAAGGAAGAGACCAAATGTCACTGCTGGGTTTATGTGCCCACCTGAGATACCGGCAGTGC 
AGTAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTA 
 
>CONTIG\28 
GTACTTGAGCTTAAAGAACGACTTGCTGCCTATAACCTTGACTCATCTCCTGATCAATCAGTTGCCATGG 
AGACTGAAGTGCCCAAAGTACCAGCCAAGAAGAGAGAACCTAGCAAAAGGGCTGCTGCTGCACAGAAGAA 
GAAGCCCTTGGCAACTGTTTCAGAGACATCTGATGGTGATGATGATGATATTAATGAAATTGATGATGAT 
GATGAAGATAGTGAGATAAAAGTTGTAGCTGCTCCAGAAGCCGGGAAAAAGGGCGGGAGAAAACCGGCTG 
CAAATGCTAAGGCAGGTAAGGCCCCTGCATCGGCAAAGAAGAGAGGTGCAGCCAATAAGCAGCAGCCTCA 
GACATTGGGCCAGAAGCTTTTAACTGACATTTTAAAGCCTGCTAAAAATTCTGGGATTTCACCAGAGAAG 
AAAGTGAGAAAAATGAGGGCATCTCCATTCAACAAGAAAAGGGGTTCTGTATTGGGAAGGGTTGGTAAGG 
TAAATGAAGTGACTGAAAATGAAGAAAATTCAGGTTCTGCTTCTACTTCTGCCAGTACTGAAGAAACTAT 
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TGAAGTTGCACCAGCAAGAGCAGGACCTCAAAGGGTGAACCGTGTGCAGACAAGGTATGTGTTGAGTGAC 
TCTGAAAGTGAACATGCCACTGAGGATTTTGAATTTGATGAAGTGACTGATGAAAGTGAAGATGAATAGA 
GTAGTATTTCTGTTGAGAAAGTGATTGATGGAATTCTTGAAATGGGAACTTAATTTCATTCCCCTTGTAA 
TGTACTCCATTACTATTAGTTGTGACTTTGATAGTTTGCTTAACTGCATTCCCTGGAAATGATCTTTGTT 
TATTGTGATTTGTTATGGTCAAGGATTTTCTTTTT 
 
>CONTIG\29 
TTGGAAAATGGTAAGCAAAGCAATGGAATTGGCTGTCACAAACCCACTCGCCTGCTTTACTTCATCAAAG 
CCTCTTTCCAATCCTTCTTCCACTCTTAGGGCTTTCACCGTTAGATGCTCTGTCTCTCTCTCCTCCGACC 
GTGCCCCCACAGGTGTGGCAGAAAGGCCTTGGAAAACTTCGGATGCTAGACTTGTGCTTGAAGATGGTTC 
AATCTGGAGGGCTAAGTCATTTGGTGCTTCGGGAACACAAGTTGGTGAAGTGGTATTCAATACGTCTTTG 
ACAGGGTATCAAGAGATACTTACAGACCCTAGTTATGCTGGACAGTTTGTCCTGATGACAAACCCGCATA 
TCGGCAACACTGGTGTAAATTTTGATGATGAAGAATCAATGCAATGCTTCCTTGGTGGTCTAGTCATTAG 
AAGCTTAAGTATCAGTACTTCAAATTGGAGATGTGCAGAAACACTTGGTGATTATTTAGCAGAAAGGAAC 
ATCATGGGGATTTATGATGTTGACACACGTGCTATTACCCGTAGATTAAGGCAAGATGGAAGCCTTATCG 
GTGTTTTGAGCACAGAAGAATCTAAAACAGATGAGGAACTATTGGAATTGTCCCGTACATGGGACATTGT 
TGGTGTTGATTTGATAAGTGGTGTTTCATGCAAGACCCCTTATGAATGGACTGACAACACAAAGTCACAG 
TGGGATTTTAACGCCAATGGGAGAGATGGAAACACTTTTCATGTTGTTGCATATGATTTTGGGATCAAAC 
ATAACATACTTAGACGCTTGGCATCCTATGGCTGTAAGATTACAGTCGTCCCTTC 
 
>CONTIG\30 
TACGAAAAACCCCAGAGCAGCAATTGATACTCAGTCACAGACACAGTTGTAATACAAATACAATGGCCAT 
CACCATCAGATTGAAACACTGGCAAACTGCCCTTACTCACCATGGCGCGTCCCTACTGTCCTGCATTCAA 
ACCCAAACCCAAACTCCCTCTCGCTCCCTATGCTCTCTTCTTTCACCCACCAATTCTGAGGAGGGTCAGA 
AACGGAGACAGAATGAGGAGCAAAAGGAAATGTTTCGCATGAATTACAAAGTAGATGCCATTACTCGTGA 
CACCCGTCAGCCTTTCAAGCCTTCTGTTTTTTTCTATATTGGGAATCAGGGTCATGAAGCTAGCGTAGGG 
GATTTGATATACACGGAAAGACTTAAATATGTTGATGTCAAAGACAAGGTGGAATTCACCAAGGTTGGCT 
TAGTTTCACTAAAAAGGAAGCTTTTCTTGCGTCACCCACTCAAACGCTTGCTGCAGAACGCATATGTTAA 
GGCAGTAGTTGAGGCTCATGTTCAAGAGTTCGGAAAGGTGATTACATTAATTATAGAAAGCGGAATGATG 
TATTTTATGCCCAAACCAGCAATCAAAACCAGGCTAAGCTGCCTCAACCCTTCGTTAGAATTTCAAAATA 
TATCTATTTTAGTTCAAACACATTGATAGCATGTGGACAAATGTTTGTCACATTGACGCAGGACACGGAT 
TATTAACATAGATGAATTAATTCCGGTATGGAGATCCAATTACATTAAAACTTCAGAAATATAGAAAATA 
AAGATTAGTGAAGTTTGGTTGAGTTGGAAGAATATAAAGAGGAAGAGTGGTATAGTTTTAGACACATAAT 
TGTTAAATCTAAGAATCATTTCTGGCCACCGCAATTTTGTACAAGTTTCTATTTGTACATTTAAGTGGAG 
CTCACATCTTTAATTCACATGTATCGACTCATATGTTTTGAGTTTATGGTGGAGTCAAATTAGTTTAATG 
TTTTCCACGCTGATTTACTTTCAGGATCTCACCAAGTTGAGAGTTGTTGATTTTGGCTTTTTAGATGACG 
AAGGTAGAAAAAAAAACCTCAAGTTTTGAGGGAACTTTTAAACAATTCATGGTGGAAGTTAGGGCATGTG 
TTGGGGCAGAAACTCAGAAGACAAAGACAAATGCTTTTAATCTTGAATATAGCAGCCTTGCTTACACCTC 
TGGTTATCCTAATGTATTCCAGATTTATATTTCATGTAAATTATGTCTCATTCCCCGCCTACTAGTTAGA 
GAATAGAAACAACTTTGTGTTTGGTTTCCTCCTATTTATGGCTTTAAGTGATAATTAAGAAATTACTATA 
TCACATAACTTCACATGTTACTAGAGTT 
 
>CONTIG\31 
TCTCTCTTTTTCTCTCTCTAAAAAAATGGCTTGTTGTGGCGACAAAGACGAAATCCTCACCGCAACAACC 
ACCGCGGAATCCGCAACGGCAATAATAACTACCTCTTCCAACCTCTCTTCGGTCCTTGCGTACCGCGATA 
CTCTCCGCCTGATCCTCGAGAGGCTCAGCGGCGGCGGCGATGTCGGCGTCTCGGAGCTCGCTCGAGCGAG 
TTGCGTGTGCCGAGTCTGGAACTCGGTTGCCTACGAGCTCCTTGTCGAGGCCTTCAAGGCGAAGTGGAAA 
CTCGGAGACGTGATCGGGAAGCCTGTCTCTGGAAGCTTCTGGAGAGACAGTGGGATTTGGAAGTTCGCGA 
TTTCGCATCGGATTGTTAGAGGAGATAGTGTCGCTAGTCTCGCTGTCAAGTATTCTGTTCAGGTTATGGA 
CATAAAACGTTTAAACAACATGATGAGCGACCATGGCATATACTCAAGGGAGAGGTTGTTAATCCCTATA 
AGCAATCCTGACATTCTTGTAAATGGTGCATGCTACATCGAGCTAGATACCTATGCAAAAAGGGAAGTGG 
CAGTGTTGTATCTTGAAGGTGGTCCGAGTGGAAACTCTAGCCGTATGTTGACTAAGATGACAACTGAAGA 
AGGCAAGAGAAAGGTTCTTGACTCATTGAAGAGAAGCATGCAAGTCGATGATGGGACTGCTCAATATTAC 
TTATCTATATCAAATGGTAATCCTCGAGCTGCACTTTCTGAATTCTCTGAGGACCTTAAGTGGGAGAGAC 
AAATGAGCTTGGCCTAGTTTCTGAAATAAAATGTTGATCGCAGCTGCTCATAAGTTGGAACCTTGAGGTA 
TGTATAATAAATAGTGAAGAAAGGCCAAGAATGGTAATTGCTGATCACTCTGGGATTATGTTCCATATAG 
GGCTATGTATGATTTATTTGGTTTTTCTAAACGCATAACTACTTAGGATTTCTTTTACTTTATATGAGAA 
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AGTAAGAAGGAAGGGAGGTTGGGTGGTCGGATGAGCAGTAAAAAGTGCTCCAATCCAGCGAATGTTGGCT 
TAGAAGGGGAGGAAAATTACCAAAGTAATCTTTGTTGCTTGCTTCTTAGAAAGCAAATACACGCAAATTA 
AAGCTGGAGGTTAAAAGCAAAAATGGGAAGAGAAAAGCAAAAGAGGGTTGTGATGTTTGCTTAATCGGTT 
GTTCTCAAAGAATAATGGAAAGGAAATTTAAATTGTATTTATTAAGAAAAAATATATATATTTAGTGTGT 
GTTTGGGATTAAAAAAAAAAAAAAAAAAAAAAAAAG 
 
>CONTIG\32 
AATTCAAAATCCCCCACAAAAATCAACCAAATCAAAAACCAACCCAACAATGGTGTGCATACGCAAAGCC 
ACAATCGACGATCTCTTAGCCATGCAGACCTGCAATCTCTTCTGCCTCCCGGAGAATTACCAGATGAAGT 
ACTATCTCTACCACATCCTCTCATGGCCGCAGCTTCTCTACGTGGCCGAAGACTACAACGGCAAGATCGT 
GGGCTACGTGCTAGCCAAAATGGAAGAGGAAAGCACCGAGTGCCACGGCCACATCACGTCGCTCGCTGTG 
TTGCGGACTCACCGCAAGCTCGGGCTGGCGACCAAGCTCATGAGCGCAGCTCAGAACGCCATGGAGCAAG 
TGTTTGGAGCTGAGTATGTGTCGCTTCACGTGAGGAAGAGTAATAGAGCTGCGTTTAATTTGTACACGGA 
GACTTTGGGGTATAAGATTCATGATGTGGAGGCTAAGTACTATGCGGATGGTGAGGATGCTTATGATATG 
AGGAAGCAATTGAAGGGGAAGCAGTATCATGGACATGGACATGGGCATGGGGGACATGGGCATCATCATC 
ACCATCATCATGAGCATGGAGGTGGGTGTTGTTCAGGGGAGAGGGTGGAACCAAAAGGGACTGGGAAGAA 
GGAGGCCAGGGTGAACTGAGGTGAAGTGGTACTGCTATTGGGTTATTTTTGTTGTATTTTGTTGGATTCC 
ATTATGTGAGGAATAATGGTTAATGGGTATTTGTTTAATTATACATTGAACTTAATTTACAATGATGGGC 
ATGGATATCTAATGTTATATGCACTTTTTTGTGTCAATTGTATTAGATTTAGTTGCCAAGGTTAAAAAAA 
AAAAAAAAAAAAAAAAAAAAGG 
 
>CONTIG\33 
ATTCACAGGCAATCCAACAATGGCGTCTATGCTGTCTCTGAAACTGGTTCTGATCTCTACCGGTGTGTTA 
ACCATGGCCATGGCGCTGAAGGTCTCGTTCCCTGTGGTATCGGATTTCGTGGTCTCGGAAGTCCCTTCCA 
TTTGGAGCATCGTGCTGACGTGGCTGAGGCCTCCTTACCTCTACATCGTCATCAACTGCATCATCATCAG 
CATCGTCGCTTCCTCCAAGCTCCACACGAGGACCGAAGAAGATCCGGCGCCGGAGATGGTTCCGCTGACT 
CCTGTGCCAGTTGTGAAGGTCTCCGATGAAGAACGGATCGGCGATTACAGTGATGTGTACGAAAGCGGCG 
TCGGTTTGAGTGGCGGAGGACTGGGATACAGTGTTGGTTACGATGCGGCGGAGAAGAAAGTGATGGACGG 
CGTTGATGATGAGGCTGCGGTGGCGGCGTCGAGGCCGGTAGAGAGGAGAGATTCAATGGAGCTTTCGTTT 
TTGAATAATGAGAATGAGAAACCGCCGGTTTCTGCGAGATTCGCTCACCGAAAAGCTGTGAAAGCTAGTC 
CTGAAGGGGTGAGATCATTGGGAGTGTCGAAGCCGAAGCGGCAGGAGACGTTGGAGAACACGTGGAAGAC 
AATAACGGAGGGGCGTTCGATGCCGTTGACGAGGCACTTGAAGAAATCCGACACGTGGGACTCGCACGTG 
CGACGCAACCCGACGCTAAATGACGAGAACGACAGCACTACCACTCCTCCGACTCAGAAAATGAAGAAGT 
CCGAGACGTTCAGTGACAACTCGTCGCTGAGTCCCTCGCCCGGATCGGGCCGACTCAGGAGGGAACCGTC 
ACTGAGTCAGGACGAGCTGAACCGGCGAGTGGAGGCCTTCATCAATAAGTTTAACGAGGAAATGAGGTTG 
CAGAGACAGGAGTCTTTGAATCAGTACCAGGAGA 
 
>CONTIG\34 
ATTTATTTTTACTGGAAGTCCACAACTCCAGTCCTGGGTGATGTTAAAACTAAAAATATTAAACACTCAG 
CTTAATACATAGGTGTAAATCTCTTTACTCTTTTTTCAATCCTACTCTCCTGGATGAAAAAATATCATCT 
GTAACATATAATTCACCTCCTAAAAGTCATACACTTCCAGTACACAGCTTATAATGTTGGTAATCTGTAA 
CTACTCTTTTAATATTGTTGGGATTCTCTTCGCTCAATTTCCATTATTATTGCCCCCGCTTTTAATCTCT 
CTTGCTCTCTTCCACTTCTCAATGTTTCTCAGCCTAGCATACATCTTTCTAATCCTACCAAGCTTTTGAG 
ACTCCTGAGCAATCACACTAGCTATTGAGGGGTTCTCACTGAGGATTATTTCATACCCATCTCGGAAAGA 
GTCCAGTCCTGCAGCAAGAAGTTGCCAGAACAAGCCGCCAACGGCTGCACCTCCACCACTTGCAGATGAA 
TAGATTGCTGAGTAAACTGTGTTGAAAAGCTCTTCCCTTTGTGTATTACCAGATGACTTCAAAGACTTTC 
CAAACTCTCCAATTAGAACTGGTTTCTGAAGGATTTTCTGTGCATCTTGTATATGATCATTAAGCCAACT 
TTTCAAAAATGAGAGTTGGGTTTCATCACTAGAGCCAGGCAACCATTGATCAGGGTATGCGTGAACTGTG 
GCAAAGTCGATGCCAGGGATTTGATTATTTGTGATGAAATCTGTTCCTACTTGAAAATTAGGATTTGATT 
GCTGCTTTGATGCTCCATAAAACCCTTCCAAACCAACTTCTAGTAAGTGATTTCCATCTATGGATTTCAG 
GTAGGATGCCATCTCTGTAATCCAGTCCTGTCAGAGAAACTCATCATAGTAAAACCACATATATACCTTT 
TTATTTTTTTATTTTAACTAACTTGCAATTTGAGTATATTTTTCTTGTTCAGTGTGTGACTGGTATTATA 
TGCATGATATAATAATAGCCATGTTTCACATTTTCTTATGCTTAAGGCATTAGTGAAGAGGTTAGCTCAT 
CAGGCCTTTGTGCAGTTACCAATGCCTTCTATCCAAATTCAAATCCAAGAATTGTCTCTCCAAGAAAAAA 
TAAGAATAAGGTTATTTAATAATCACTTGTCTCATGAGTCTCTCAACCCCGCAAAAGTCGAAGTTATATA 
TGCTGAGTATGACCTTTTTTTTTTCCAAGGCAATGGTGAAATCGGTGAAACTAACTGTTTCTTAACTGAT 
ATTAATGCTAGAACAAAGTCATGGACAATTTTTTTCTTT 
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>CONTIG\35 
AAAAAGAAAAAAAATACTGTTTCTTTTTTCTTGGGTCTGAACAAGATTTTTGGTGAATGTGATTCAGAAA 
AGCAGAAGTGCGTTGTGATCTGGATATTACCTTAAACAAAAGAAACCAACTTGAGGGCTAGTTTCTATCC 
AGTAACTCCATCAGCCACCATAAGCAGGCTTATCTATCTGTGAGCACCTGGTTGTAGTAAATTTTCAATT 
CAATGGCAATGATAAGAAGAGAAGTTTGTCTATGTTTTGTGGCTTTTCTATGTTTGTGGTCTTCTGCAAA 
TGGATTACTTTCTTCCAAAGGTGTAAACTTCGAAGTGCAAGCTTTAATGGGAATAAAAGAGCTTTTAAAG 
GATCCCCATGGTGTCCTTGAGAATTGGGATGCTGATTCTGTTGATCCATGTAGCTGGACTATGGTCACCT 
GTTCTCCAGAGTTCTTTGTCACTGCCCTAGGTACTCCTAGTCAGAATTTATCTGGTACTCTATCTCCAAG 
CATAGGCAACTTAACAAATCTTGAGATTTTGCTCTTACAGAACAACAACATTACAGGACCAATACCAGCA 
GAGCTAGGGAAGCTCTCAAAGCTTCAAACGCTTGATCTTTCTAATAACTTCTTCAATGAGGAAATTCCTC 
CCTCTCTTGGTCATCTGGGAGACCTCCAATACATGCGACTTAACAATAACAGTCTCACTGGAGCATTTCC 
GTTGTCATTGGCTAGCATGACCAAACTTGCCTTTCTTGACTTGTCCTACAACAATTTTAGTGGACCGGTA 
CCCAGATTTGCTGCTAAAACTTTCAACATTGTTGGAAACCCTCTGATCTGTCCTACAGGTTCTGAACCAG 
ACTGCAATGGGACAACACTTATGCCAATG 
 
>CONTIG\36 
TACTTCGAAAATAGACTGAAATATCTTGCAGCTCTGAGGGCAGCTGGTGAAGAGCCATATCCTCACAAAT 
TCCCTGTTACAAAGTCTATCCCTGAATATGTAGAGCAGTATAAAAACTTAGGCAATGGGGAGCATCTTGA 
GGATGTTACTGTAAATTTGGCTGGGCGTATCATGAGCAAACGTTCATCTTCTTCAAAGCTATTCTTTTAT 
GATTTACATGGTGGTGCTGCTAAAGTCCAAGTTATGGCTGATGCTAGCAAGTCAGATTTGAATGAGGAAG 
AATTTTCTAGGTTCCATTCGACTGTGAAGCGTGGTGATATTGTCGGTGTCAAGGGGTTTCCAGGGAAAAC 
TAAAAGGGGGGAGCTAAGTATTTTTCCAAAGTCGTTTATAGTCTTATCCCATTGTCTCCATATGATGCCA 
AGGCAAAAGCCTAAGGCTGGTTCTGCGTCTGACAATGCCAATTTGAAGAAAGAGGAGGCTTGGGTCCCAG 
GATGTACCAGGAATCCTGAAACATATGTTTTGAAAGACCAGGAAACTCGTTATCGACAACGCTATTTAGA 
TTTGATGTTGAATATGGAGGTTCGACAAATTTTTAAGACAAGATCTCAGATCATTTCATATATTCGGCGC 
TTTCTTGACAATCTTGATTTCTTGGAGGTTGAAACACCAATGATGAATATGATTGCTGGTGGAGCAGCTG 
CCCGTCCGTTTGTGACCCATCACAATGACCTGAACATGAAGCTATTCATGCGCATTGCGCCTGAGCTCTA 
TCTTAAGGAGCTTGTTGTTGGTGGACTTGACCGTGTTTATGAGATTGGAAAGCAGTTCAGAAATGAGGGC 
ATCGATTTGACACATAATCCTGA 
 
>CONTIG\37 
ATGAGTCACGAACCCAGCCACCGAGTCGTGATTCAAGACGGCCACCTGAGGTGCCCATTGCTTCACCACT 
AGTCCCCTCTCTTTGGTCCGATCCAAGAACCCGTCTGGGAGTAACGAATCCAAATCTGGTTCAGGTGGTG 
GCGAGAAGTCTTTGCTTTCTTCCTTTGTAGGTGGACTCCGAACTACCCACAAGAACCTTTGCTCACTTCT 
CTCTAACCCTACAGCTGTTTCCTTCAATTGCTCCTTTGAGAACAAGCCCATGCTTCCAAAGCACAAAAAC 
ACAACGCTTCCGCTAGATTGCTTGTCCAGCCATTTCAAACACTGCTCAGCTTCATCACCACGACGTTCAT 
TTGTAGCAATCAATGGTCCAATGCAAAAGATAGGTGGGGTGGGACCGTCTGGGACACAAAGTCCACTTGA 
TATAGTTTCCAAGGCTCTTGGTTCGAGTGAGTTAAACGAGTTGACAATGATTCCAGAGGATTTTGGCAAA 
TGGGTTGCGAAGTTTACGATCCACGAATAGGTTTCTTTGGTTCTATCAAGCGTTGGCTCAGGCATATGGG 
ATGCAGGGAAGGGTGGTAAGCCTGGGACGTGAAGAAATGTGTGGTTTAAATCTTTGAAACTTTTGGTGGT 
GTTTTTGTGAAGGCTTGGTAAGTAAATCATCATGGAGAGGCAGATGATGCCAGATGTGAAGAAAAAGTAG 
GTTGGGATGTGGAGTGAAGTGGCGATTTTGAGGGCGGCGCTGCAGAAAAGGTCAATAATGAAAGCTTGTA 
TAGGGGAAGATTGAGAGATTGATAAGAGGGCGTTGTGG 
 
>CONTIG\38 
CAAGGGTGTGCATATAAGCTCACATTTGCTTGTAACTCTTCGATTTCATGGCCGGCGATGTCGGGGGCAT 
TGGATAATGTGTCCATTTGCTGCAAGAAGATACAGATCTTTGAAAAGAAGGGGTTTACTCTTGGGGTTGT 
TATTCTTCTGGTTCAAGCTGGGCAAGAGAAATCCTTCAAGACCCGGGTCGAAAATGCTCTTAAATATGCT 
ATTAAGAAGCCGAAAACTAGTACAGTGAAGCTCCCATTTGGGCTTTGTGGGTGTCAGGAAGAGAGCACCA 
GAGGGAGAGACTTTGGGGAGATTGAAGAAGAACCTGGTGACCAGAATTTTAGAAATGGGATTGAAAATTT 
GAACACTAAGATTCAACTTCAGATGCCATTACCAACTTCGTCTTTCGTTGTTTCGGTCGATGAATGGCAA 
ACGATTCAGTCAGGAGGGGATGAGATTGGGAAATGGCTGTTGAGCTCGGATAGTCTTGAGTTTATTGATC 
AGATTGGACCCAATTCGTTTAAGGGAGTTTACAAGGGCAAAAGGGTTGGAATTGAGAAGCTTAAGGGGTG 
TGACAAGGGGAATTCTTATGAATTTGAGCTCCGAAAGGATCTGTTGGAGCTGATGACTTGTGGACATAGA 
AACATTCTGCAATTCTATGGTGTATGTGTCGATGAAAATCATGGGTTCTGTCTTGGTGACAAAGTTGATG 
GAAGGTGGATCAGTTCATGACTTATTGCTAAAGAGCAAGAAGCTTCAGAGTAAGGAAAATTATCAGAATT 
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TGCGGTTGATGTAGCCGAGGGTATTAAGTTCATGAATGATCATGGTGTTGCATATAGAGACCTAAATACG 
CAAAGGATTTTGTTGGACAGGCATGGAAATGCTTGCTTGGGGGATACAGGTATTGTTGCTGCCTGCAAGA 
GTGTTGGTGAGGCCATGGAGTATGAAACTGATGGTTATCGGTGGCTAGCTCCAGAGATAATTGCAGGCGA 
CCCGGAGAGTGTTTTTGAGACATGGATGAGTAATGCATATAGTTTTGGGATGGTAATATGGGAGATGGTG 
ACTGGTGAGGCTGCCTATTCTGCATATTCACCCGTGCAAGCAGCGGTTGGGATTGCTGCTTGTGGCCTTA 
GGCCAGAGATCCCCAAGGACTGCCCACAAATTCTAAAATCTTTGATGACAAAGTGCTGGAACAATATTCC 
TGCAAAGCGCCCTCAATTTTTTGATATTTTATCGATATTGCTGCGGCCAAACAACAACAGCAACAACAAT 
AACAGGTAAACATATATTTAATTTTTGTGGCACCTCATCTGTTGATACTAGTTAATGCAAAACAGCCCCT 
GGTTTAGGAGTTGCTAAGTGCAAGTGTAGATCCAAGAAGCTTATATAGCAGAAA 
 
>CONTIG\39 
GTCAGAGCTAGAGAATCTTTTCTCAGCAGCAGTTCCAACTTCAGATCATGGCAGGAAGTCTAAGAGTGGC 
TCAGCAGGGCCAAAATCAGATAAAGTGCAACTGATTGACCACAGGCGGGCATATAACTGTGAAATCATGC 
TTTCAAAGGTGAAAGTGCCATTGCCTGACTTAATGAGTTCAGTGCTTGCCCTGGAAGATTCAGCTTTAGA 
TGTGGATCAGGTCGAGAATCTCATAAAGTTCTGTCCAACAAAAGAGGAGATGGAACTACTTAAGGGCTAC 
ACGGGAGAAAAGGAAAAGTTAGGGAAATGTGAACAGTTCTTCTTAGAGTTAATGCAAGTACCACGTGTAG 
AAAGTAAGCTCAGAGTTTTTTCATTCAAGATACAGTTCCATTCCCAGGTTTCTGACCTCAGAAGCAGCCT 
CAGTGCTGTCTACTCTGCTGCAGAAGAGATCAAGGGTTCTGTCAAACTGAAGAGAATTATGCAGACAGTT 
CTTTCATTAGGAAATGCTTTGAACCAGGGAACTGCTAGGGGATCTGCCATTGGGTTTAGGTTGGATAGCC 
TTCTTAAACTTACAGATACACGTGCACAGAACAAGAAGACTACTCTCATGCATTATCTTTGTAAGGTGCT 
TGCTGATAAATTGCCTGAAGTTCTAGATTTTTCCAAGGACCTTGCTAGCTTAGAGGCTGCATCAAAGATG 
CAAATGAGATTTTTGGCAGAGGAAATGCAAGCTATAAGCAAAGGATTGGAGAAAGTTGTACAGGAACTGT 
CCACCTCTGAAATTGATGGTCCTGTATCCGAAAATTTCCGTAAGATTTTAAAACAGTTCC 
 
>CONTIG\40 
AGGCAATGGAACTTGTACCAAAGGAGGAATTAGAAGCATCTACGCAAGGAGTTCCAAATTCACTTGCTGA 
TCAGAGGGCTCGCAAGATTGCTCGGTTCAAACGCCAAAAAGCTGCAGAAGCAAAGTTGCTGGAAATAAAG 
GAGCGGAAGGAGCGGCGTGGGCGTTCTACCAAAGCAGCTGCCTTATCCACTCCTGTTGAGGCAGGAGAGG 
AAGATGAGCTGGATGATGATGGAGAAGAAGAAAGAGAGGCCTGGCTTACCACCATCTCTTTGGCAATCTG 
TAAGACCTTTGATCTTCTGAAACTGCTGAAGGACGAGGAAGAAATTCTCTGTGCTGTAAAGGAAAAGAAA 
TCAAAGGAAGGGGACAAGGAGTTCTCTCGAGATGTTCTTGATAATCGCACACAGACAGTAGAAGCTTGGC 
ATCGTGATGCTGCAGTCCGAGCTCGGTATACTAAACCAGCACAACCTATCACATGCGCTGCATTTGCTCA 
AGATGTTCTAGAAGGTAGAGCAAAGGTCTCTGAAGTACATGACCACAAACACCAGCCAATGATATTTGGT 
CCAGCGAGTGTTGTGGGTGGAGGCTTTACAAGTGAAAGGGAAAGGATGGCAGCTCAGGTTTTTCAACCTA 
CTCACAGGTTGCCAACCATGAGCATAGAGGAAGCTGGTCTAAAAGAGATGGAGATCATGAACAAATGGCA 
AGAGCGGAATGTAAAATTGATGGAGGAAGCCAATCACTCATGGTACAAGGACAATCGAATGCCGAGGCCA 
GGTGAAGAGGACGATGAAGATGATGATGCTGTCGTAGAGAAGGCAAGAAGATGGGATGACTGGAAAGATG 
AGAATCCTCGGGGTGCTGGTAATAAGAAGCTAACCCCTTGTGGATAAATGTGGCACAGACCGATTATGTA 
TTCTCATCACAGCT 
 
>CONTIG\41 
GGTCCTGTTTAAGTCCCTTTCCTACTAATCATCAACCTCTCCAATCTGCAGCCATGGAGGCAATGCTGAG 
ATCTTTCATAGCTCTTATGCTCTCCACCCTCATGCTTTCCCACATTCCGGCTGAGGTCTCGGCCACGACC 
ATAACCCTTTACAACAAGTGCACACATCCAGTTTGGCCAGGCATCCAACCAGGCGCAGGCAAGCCCATCT 
TAGCCCGTGGTGGCTTCAAGCTCCAACCAAACAAGGCCTACTCTCTCCACGTCCCTGCTCTCTGGTCCGG 
CCGCTTATGGGGCCGCCACGGCTGCACCTTCGACGCATCCGGCCGCGGCCTCTGCGCCACTGGTGATTGT 
GGTGGTTCACTCTTCTGCAACGGTCTAGGTGGAACCCCACCAGCCACACTAGCAGAAATAACTCTTGGAA 
ACGAGAAAGACTTCTATGATGTAAGCCTTGTTGATGGTTACAACTTGGCCATTTCTATCACACCCATCAA 
AGGTTCAGGCAAATGCAGCTACGCTGGGTGTGTTAGCGACCTCAACATGATGTGCCCAGTTGGGCTTCAA 
GTTCGGTCCCATGATAATAGAAGAGTTGTGGCTTGTAAAAGTGCTTGCTTTGCGTTTAACTCTCCGAGGT 
ATTGTTGTACTGGGAGCTTTGGAAGTCCTCAGGCTTGTAAACCCACAGCATACTCTAGGATTTTCAAGGC 
GGCTTGTCCTAAGGCTTACTCTTATGCTTATGATGATCCTACTAGCATTTCTACTTGCACTGGTGGCA 
 
>CONTIG\42 
ACCAACAGAGATCGGTAGCTCAAAGATGTTTGGAGGGTACAATAAGAGGTACAAGCATTTCAGCCCCACT 
CTGGGCTGCTCCATGACCTTCTACATCTACTTCCCTCCTTCTCCTTCCTCTTCTTCCAAATTCCCTGTAC 
TTTACTGGCTCTCTGGCCTTACGTGCACAGATGAGAACTTTATAGTCAAGTCAGGAGCTCAACGTGCTGC 
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TTCAAGTGAGGGTGTTGCTTTGATTGCCCCTGATACATCCCCAAGAGGCCTGAATGTAGAAGGAGAGGCA 
GACAGCTGGGATTTTGGTGTAGGTGCTGGATTTTATCTGAATGCTACACAAGAGAAGTGGAAGAACTGGC 
GTATGTATGACTATGTTGTCAAAGAATTGCCCAAACTTTTAAGTGAAAATTTCCCACAGCTTGATACTTC 
ACGGGCATCTATATTTGGTCATTCTATGGGTGGGCATGGTGCTTTAACAATCTACCTTAAAAACCTGGAC 
AAGTATAAGTCGGTATCTGCTTATTCTCCGATTGTGAATCCTATAAACTGTCCCTGGGGCCAGAAGGCTT 
TCACAAATTATCTAGGCAGCAACAAAGCTGATTGGGAGGAATATGATGCCACTTTCCTGATATCGAAGTT 
CCATGATGTATCTGCTACCATTCTGATCGATCAGGGGGTTGATGACAAATTCTTGCATGATCAACTCCTG 
CCCCACAAGTTTGAAGAGGCATGCAAGAATGCAAATGTTCCACTCCTTCTGAGATTGCAACCTGGTTATG 
ATCACTCTTACTATTTTATTGCCACCTTCATTGATGATCACATCCGCCACCATGCTCAAGCTCTGTCCCA 
AGCTGTGTCCCCTAAATGAAGTTTACCGTTTTCAAGAATCTAGAACCATAAAAACTGTTGTCCTGGACTA 
TGGGCACAGGATTTTCATAAAAACTGTTGGCCTTGACGATTGTCGCACTTCTGCTTTTCTTTATGTGGTT 
TTGATTTTCCCATGGAAATATTTAGTGTACATGCACTGGTAAACATGCTGGTACTT 
 
>CONTIG\43 
ACAGATAAAGACAAATTAGCGTCCCTGGTCATGGAGAAGACACTTAACTATATTGAGAATTGTGATCTTC 
CCCCACCTCAGAAAAAGTCTTTCAGGAGACACCCATATGCTCATATTGGGTGCTCTGACCATGATGAATC 
ATTGGCATCATCTTTTGATTGGAAGGCCCAAACTGGTCATGTACAGGGCTGTCCCAACTTTGGGAAAACA 
TATGGACATCGAGGGGTTTCATCTGAACAAGGGTATTCAGATATTGGTTCTGGCAAGTCATTCAGTTCAT 
GTACAAATCACAAGGATATCACAGAGATTCTGCAACAATCTGAATCTGACCCTGGCAAAGCTCAGTTGAT 
GGAAGCACTCAACCATTCTCAAACACGGGCAAGGGAAGCTGAGAAGGCAGCAAAGCAAGCTTTTACTGAG 
AAGGAGCACATTCTAAACCTCTTCTTCAGACAAGCCTCTCAACTTTTTGCCTATAAACAGTGGTTCCAAT 
TGCTGCAGTTAGAAACCCTTTATAACCAGATTAAGAATAATGAAAAGTCAATTTCCTCTCTCCTCCCTGA 
GGTCTTTCCACGAATTAATTACAAACATCGAAACCACTGGCAGAGCTCGCAGAAGGCCACCAAGAGGAAA 
AGAGTCAAGCGAGGGCAACCAAGATATGAAATAACAAGGTATGCTGTTGCTTTTGCATTGGGGTTGAGTC 
TTGTTGGTGCTGGGTTGCTGCTGGGATGGACTGTAGGGTGGATGTTCCCTCTTTTTTAGAGCACATAGTT 
TTTGACCAAAACCCTGTTTCTTGTGAAGATTGATTTAAAGGGATGTGTTTGCTTCAAATTAATTTTTTAT 
GCATGTAGTTTTTTAGATTTTTAGTTGTTTAATGTAAATTTTTTGCTTTACCATTTGTACAAATGTGTGA 
TGAGATACATGTATATATTGGAGGAGTGTTTTGAACG 
 
>CONTIG\44 
TCCGAGAGAGAGAGAGAGAGAGAGAGCGAGAGAGAGCAGCCATGGTTCACGTTGTTTTCTATCGCAACTA 
TGGGAAGACCTTTAAGAAGCCTCGCCGCCCATATGAGAAGGAGCGGTTGGATGCTGAGTTGAGGCTTGTG 
GGAGAGTATGGGCTGCGATGCAAGAGAGAGTTGTGGAGGGTTCAGTATGCTCTTAGCCGTATTCGTAACA 
ATGCAAGGATGCTTCTGACCCTTGATGAGAAGAACTCTCGTCGAATCTTTGAGGGTGAGGCTCTTCTCCG 
AAGGATGAATCGGTATGGGCTTTTGGATGAGAGTCAGAACAAGCTTGATTATGTCTTGGCCCTGACTGTG 
GAGAACTTCCTTGAGCGTCGTCTTCAGACACTTGTCTTCAAGTCGGGAATGGCCAAATCCATCCACCATG 
CTCGAGTGCTCATTAGGCAGAAGCATATCAGGGTTGGGAGGCAGGTTGTGAATATTCCATCTTTCATGGT 
GAGGGTTGATTCACAGAAGCACATTGATTTCTCACTTACCAGTCCATTTGGTGGTGGACGACCTGGAAGA 
GTGAAGAGAAGGAATCAGAAGGCAGCTGCTAAGAAGGCTGCTGGTGGAGATGCAGATGAAGAGGATGAAG 
AATGAGTGATGGGTTAGGACCTTTACTAGTAATACTACCAGTAGGACTGAGGTCTCAACTTTGTTGAACT 
TTCAATGTTTTGCGTGCGACGTTTAGTATCACTTTAAGTGAGGAATAGAAATAGCTTGTTGTTATTTATA 
TGTACAATGTGTGTTTTCTTGGCTTAAAAATGTGTGTTGAACCCAATGGCAGAGGAAATTCATTATGGGG 
GGATTGCTCGCTAGAGTTTCAGCTGTCATTTATGAGCCTTCTAGGCCTGTTAAATTATACATGGGATGTG 
CTTACTGAATATGTTAGTGTGTGATAAATCAGTTGCCAGTGTTCACAGCCTTTTGGGTCAAGGGTAAAAC 
TTAGGTGCATTTCCTTTCGCGTAGTACATGAAGTTCCTTAATTAAATTCAAATGCAAAATTGTATTAAAT 
TTAATTGTCTCTGGGAAAGATAAAATTGTTTGTGTTTCATT 
 
>CONTIG\45 
TGGTTTAGTAATTGCAATGGCTAATTATACTGGTTCTCACCACCGGGTTCTATTATGAAGCTCAGTGAAC 
ACGTTGCCCACTTACCAGAGAGAGTAGCATATTCCTTCAATCTCATTTTATGACTTAATATTAATAGGGC 
AGCAATTCTGGCAGTTGGGGCAAGACACTGTAATTTATTGTGACAAGATACTCCTAATATATTTTATTTC 
TTTTAATAAGTGCTGAATTCTAAGCTATGCATTCATCAAATGTGCAACAATATCCATTATGGGAATTTAA 
AATATTCACAAATTATTGGTGAATATCTCTTGTTCCACCAATGTCTTTGAAGTGGTTGGACTTATTTTAA 
TGGATGGCTTCTTCAATCATTGTGTTTCTCATTCAATTTTGATTTTTGTCAAATTTTTCTTGGGCTTCCG 
TTATCTTTATGATTTTTTCAGTATCTTGAACCTTAAGTATTTTCATATCATAATTTGTCATTTGCTGTGA 
ATTTCTGCTGCTGATACTACTGACATCATCGTCACTGCTGCTGCTTGTGCTACTATAGATATCATTTGTT 
GCAACCTGCACATGGTATTATGGTCTAGACTAGTTGTCAAAATATTCTGAATGTGAAGATCTTTCTTCCC 
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TTGTCCTTGAATCAAAATAATAGTTTCCTGTTTGGTTTTGCTTTCTAATTTAGGGGAAGTGGGAGACCTT 
TGTCAGACCGCCCTGAATTAACGCTTGTTGATGATCGAGACTTGGGTACTCAAGCATCAGCAGGTCAGTC 
AGCTGGAGGCTCAAGCATTACTAGCCTGACCTCTCGAATCAAGAGGCTACA 
 
>CONTIG\46 
AAAAGGGAAAACAATCAATCAATCATGAGCCGCAATCGCAAGCGAGACAAACCCTACTTCTCCCGCCAGG 
TCCCGGTCTCTCTGTCGAAACGCCGCCGTCCTCATCCGCCGCGTCACGATGGCGGCGACGATGACGGTGG 
CGACGTAATCGAAGACAAGCCGATCCAGAAGCCGGCTCCGCCTCCGGCTCTGGTGGTCACGGGTCTGCCC 
ACGGAGTGTTCGGTTTTGGACTTGAAGTCTCGGTTCGAGATCTACGGCTCGATCTCTCGCATTCGCATCG 
TGGATCGCGATGGACTCGCGTATGTAATGTACCGAGCTAAGGACTCCGCCGAGGCCGCTATTGCTGCCTC 
TCTTGACCCGTCGTTTGGGATAACTATTGATTCCAAAAAGTTACAGGTTGTGTGGGCAACTGATCCTCTT 
GTCCAATGGAGAGAAGGAGTTGGGGTTGGTGCAAACAAGGACAACACATCATCATCTTCATCTAAGCTTT 
TGCGGGCAGAGGTACCTCTGAGTAGACATGGAAGAGGTAATAAACTTGCTTCGGCTATAGTGAACCCTAG 
AAATAATAATAATGAAGGGTCTTCGAGTGTTTTAGATGTGCCGTTTAGGGGCAGAGAAATTGTTGCTTAT 
GATGATATCCTGTAATTGTAGAACTAGTACTTGGGTTATTCTATTTAGTAAGAAATTGAATTTGTGTTAG 
GTTTATTTATTATAGATAGGATTTTAAGTTTATGTAGGACTGAAGTTGCTTGAAGGAAAGGTTGGTTAAA 
AGAATGAGTAAAAGCTGTTAGATGGCATGTAGCTTGTGGTTTTAAGATGAGTTGGTGTTGCCAAGATTTG 
GCCTTCTTCTTCTTCTTCTTTTTTTAATTAATTGGTTATGT 
 
>CONTIG\47 
TACTCAATATTAATTGGAATACAAGTACAAAGAGCACCCTGATTATAATCAAATCCAAGTCAAGGAAGTC 
AATACCGTACCGTACCGGCCGGTATGGCTGATATATACCGTACTGGCCTGTGCACCGGTACAGGTACACC 
CCCTATTTTGTAGGGGAAAAAATACCGGCCGTACCGAACACGTACCGGCCATACCGGCAAAATCCGGCTG 
TTTCGGCTGGTAAATGGATATCGGCCAGAACAAAAAGCTGTTGATCTTAACGCCCACAATGACCAAAAAA 
CGCTGTCGATCAACGTTCTCGTGTGTGAGACTAGAGAGAGAGGTCTAGAAGCTGGCTAGCAGTGACAACG 
TTCACTTCATCTTGGCCTCACAGCGGTGACAACGAAGCTGGCTAGCGGTGAACGGCACCACTACCATTCA 
TTGAGGTTGCGAAACATAGCTGAATGCTTAATCTGCGAGAGAGGGAGAGAGAGAGATCAAATCTGAAAAT 
GTGTGTTGATTGATGGGAAGAGATACATGTAGTGGAGTAAAAAGTGAAAAACTGTGAGAGACTAGAGAGA 
GGCCTAGAGGTTTAGACCATGTGAAATGAAATGAGAAGTTGAAGTGAAGTGATCAGAAGTTAACGTGTGT 
GGTGGAGTAAAAAACTAACAAAAGATACTTGCAAAATGTGAAAACTAAAAAGTATAAAATTTCACGTTGG 
GTTTATCACCAACAAATTTGGCTTTGTCTTTATCACTTAGTTCTTTGGCTTTATCACCAACAAATTTTTC 
TAATTATTTTATTCGATTCTCTCCCACTTTTTATCTATTTATCTCATCCAAACCTTTTTGTTGATTTTCT 
ATTTTTTTAGTCTTATTTTTTTTTAATAAACTTATAAGCTTAAA 
 
>CONTIG\48 
ATTTTTGGGAACCAATATATAGAGCTATCCAAAAGAAACAGCTTCACTTCTCTCCCTGATTCCTCATTCC 
GACACCGATCGAAAAGGGTGGGGTTGAGGAATCCACTAATCTTACCGCTTTTCTTGTGGATCGCCATTTC 
CCACCTCGCAGGTCTTTGGTCTGGTAAATATATCTTCAAGCGATTTACCTGGTGAACCATCATGGCGTCG 
AAGCGTATCTCGAAGGAGCTTAAGGATTTGCAGAAGGATCCTCCAACTTCTTGCAGCGCAGGTCCTGTAG 
CTGAAGACATGTTCCATTGGCAAGCAACCATTATGGGACCCACTGATAGCCCATATGCGGGAGGTGTTTT 
TCTAGTCACTATTCATTTCCCCCCTGATTATCCTTTCAAGCCCCCTAAGGTTGCATTTAGGACCAAGGTC 
TTCCACCCAAACATCAATAGCAATGGAAGCATTTGTCTTGATATCCTTAAAGAACAGTGGAGCCCAGCTC 
TTACAATTTCTAAGGTATTGCTCTCTATCTGCTCATTGCTGACTGACCCAAATCCTGATGATCCTCTTGT 
ACCGGAGATTGCCCACATGTATAAGACTGACCGGGCCAAGTATGAAGCCACTGCACGCAGCTGGACACAG 
AAGTATGCAATGGGATGATGGTTATTAAGACAACAAATTTGGAATTTGGTTTGAAGAACGTGTTTAGTCA 
TATTTTGTTGTCTCACCTTGTTGTTTGTTATGTATCTTGGGGATGTTGGGAAGCTAGAAAGAGGGTGGAA 
TTTAAGCATGTTGGTCAGAACAATGTTGTGAAATTGTATAACCAAAAGTGCAAACAGGTTATGCACTCTT 
TGTCTGGAGCTGTTTGTTCTGGCAATGTAGAATAGTCAGTATTGCAAACTGTTTTGAAGTTTCAAGTTTC 
AAGAAAATGAAGGAAATCAGTGTTGTTTTCAGACTC 
 
>CONTIG\49 
ACTTTACAGTGTGCAGGTAATAGAAGGACTGCTATGAGCAAAACCAGAAAGGTGAAGGGAGTGGGCTGGG 
ATGTTTCTGCTTTAGGAAATGCTGTCTGGGGTGGAGCCAAGTTGGCTGACGTTCTTGAACTCGTCGGAAT 
ACCTAATTTGACAAGTACCACTCAATCAGGTGGAAAACATGTTGAATTTGTAAGCATTGATAAATGTAAG 
GAAGAGAATGGTGGCCCCTACAAGGCATCTATTCCACTTAGTCAGGCCACAAATCCTGATGCAGATGTTT 
TACTTGCTTATGAGATGAATGGAGAGACTCTTAACAGGGATCATGGGTATCCATTGCGTGTGGTTGTCCC 
TGGTATTATTGGTGCCCGTTCTGTTAAGTGGATTGATTCTATTAATATAATTGCAGAAGAATGCCAGGGT 
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TTCTTTATGCAAAAAGACTATAAAATGTTTCCCCCTTCAGTGGATTGGGATAACATTAATTGGGCAAGCA 
GGAGACCACAAATGGATTTCCCTGTTCAGAGTGTAATATGCTCTTTAGAAGATGTGAATGCAATTAAACC 
TGGAAAGGTAAAAATTAGTGGATATGCAGTATCAGGAGGTGGCCGTGGCATTGAGAGAGTAGATGTGTTT 
ATTGATGGTGGCAAGACCTGGATGGAAGCCTCCAGATACCAGAAAACTGGCATCCCATACGTCGCGGATG 
GTATAAACAGTGACAAGTGGGCATGGGTGCTTTTTGAGGTCACCGTTGATGTCATGCAAAGCACTGAGAT 
TGTTGCAAAAGCAGTGGATATAGCATCAAATGTCCAGCCTGAAAAGGTTGAAGACATTTGGAACTTGAGA 
GGGATACTGAACACCTCATGGCATCGAGTTCAAGTTCGAGTTGGTCACTCAAATATGTAGACCTATGTCG 
AAACAGTATCAAATAAGTAATTGAATGGCTCAACACCCTTTTCCTTATTTAACTCCTGGTTAAATTGACC 
ACCTTTGTTTTCCTTAATTTCATTTACAAAAACAATAATTTCAGCATGTTGGATACCATTTAATGGGATT 
TTTTTTTTAAT 
 
>CONTIG\50 
CATCACTTGAAGAATCTGTATTGCATGAGCTTGAACTGGTGATGGAACAGTTGCCAGAGAAGACCCGGAT 
TTGCTTTCGGGATGCCTTGTACCGCCTTGCAAAGAACTCAAAACAGCACATGGAAACACCTAGTGACGAT 
GGATACCTTGTGATGGAAAAGTCCCCTCCATTGACAACTCAAGACGTAACAATGAGGTCTGAAAGTAAGA 
AAGCAGTGGAGTTAGAGACCAATACCATTGATCGAGCCATTGCAAATCTCATGTTCAATAAATCAGACAC 
TAGTGTAGGAGAAGTAAGAGAATTTTCCAGCGCAGCATCAGTTAGCTCGAACGAAGGAGTATCTGGAGAC 
ACCCAACCACCAGTAAACTCCAAGCAAGAAGTCATGAGAGCAACTGGGCCCCAAAACTACAGCTCGAATC 
AACCCAAAATCCATCTTTTTCCAGACCAACAAATTTTAGCAGGTGATGCAGAAGTCCCGACCCTTTTTCA 
AATAGATCCACGGGAAACAAATCATAAAAAGAATGCGGAAAAAGTAAATGAGAACTACAGAAATCCTGCT 
GAGAAGAGGAAGTCTTTTGTACTGGACTTTGGTTCTGTTATATGATGGATGAAAGGCCATCTGAAGATTG 
TCATGAAGGGAGGATCCATGAAAGCTTTATCTTCCAAGAGACCATGAAACAATCGGCTGAGTTGAGCATT 
ACTATATGCATGTATATATACCCCGTTTAGTTATCATATATGCTGGTAGTTAGCATGCAAGATAGCCCTC 
TTCTGACCTTTTCCAATTTACTTATAAAATAGAAAAGTAGTAGTCAATCAGTTCAGTTTTGATCAGAGTT 
CAAATGAATAGCAATTTGAATAACTCGGACAAACGATTATTTGCTTCTGCTTTCTTTTTTTTCTTTTTTG 
GATTGAGATTAAGCAATAGTAAGTATGGTATGTGTATGATAAGTTGATAAT 
 
>CONTIG\51 
AACGCCTGCTAATCAAGGAATTTTTCACATTCAGTGTGAAGTTGGGAATGTGTTTAGACAATTCTTGTTA 
TCAAAGGGTTTTGTTGAAATCCACACGCCAAAACTAATAGCTGGCTCAAGTGAAGGTGGTGCTTCTGTCT 
TTAAACTGGACTACAAGGGGAAACCTGCATGCCTAGCTCAATCACCTCAGCTTCACAAGCAAATGGCAAT 
TTGTGGTGATTTTGGACGTGTGTTTGAGGTTGGCCCTGTTTTCAGAGCAGAGGACTCCTTCACTCATCGA 
CATTTGTGTGAGTTTACAGGTCTTGATGTTGAGATGGAAATCAAGGAGCATTATTTTGAGGTTATGGATG 
TTGTGGACCACTTATTTGTTGCAATGTTTGATTCCCTGAACAATAATTTTGCGAAGGAGCTAGAAGCAGT 
GAGGAGGCAATATCCATTTGAGCCTCTGAAGTACCTGCGACAGACCCTAAGGCTTACATTTGAGGAGGGT 
ATCCAAATGCTCAAGGATGCTGGTGTAGAAGTTGACCCTCTTGGGGACCTAAATACTGAGGCAGAAAGAA 
AGCTGGGACAACTTGTTCTAGAGAAGTATGACACTGAGTTCTACATCCTCCACCGTTATCCTTTGGCAGT 
GAGACCATTTTATACAATGCCTTGCTATGATAATCCAACTTACAGCAACTCATTTGATGTCTTCATTCGA 
GGTGAGGAGATAATTTCAGGAGCTCAGCGTGTACATGTAGCAGATCTCTTGGCTGAGCGTGCACAGGCAT 
TAGGAATTGATGTCCAGTCAATATCAACATATGTCGATGCTTTCCGATATGGTGCACCTCCACATGGTGG 
GTTTGGTGTAGGATTGGAGCGTGTGGTGATGCTTTTCTGTGGTTTGAATAACATTCGGAAAACATCCCTT 
TTCCCTCGTGACCCACTTAGGATCGCTCCATGATGGAATATTTCAGCAGTCATTGACACTCTGATTCTCT 
TTTTTATTCCCCAAAATTACGTGCTTTAGAACTGTTGAGAAATGTATACGAGTTCCTTATCAAGGGGGAA 
TATTTCTTTTTGGCTCTTTCAAAGCATGTGAAGCAATGACAAATTCCTATAAATTGTTAATACTTTTTAT 
TGCCTTTATTTGCTGCT 
 
>CONTIG\52 
CAACCTTACTGCAGAAGAGGCTGAGGAACTTAGGATTATGAGGTACAATGTAAAGCATTGGAAGGAGAAA 
GAGATAGATAGTAAGGAGAAGCGTCTCCAAGGGGGATGCCCAATGTCCCCCAGAGAAGCAGCCCTTTTCC 
TTAAGGCCATGGGTTACCCTTCCACTACAACTATTTACATAGTTGCAGGAGAGATATATGGCAGCAATAG 
CATGGCCGCCTTTCGCTCTGAGTACCCTAACGTCTTCTCTCATTCCACTCTTGCAACAGAAGAAGAGTTA 
CAGCCCTTTAGACCATATCAGAATCAGATGGCTGCCTTGGATTATATTGTGGCACTTGAAAGCGATGTCT 
TTGTTTACACGTATGATGGAAATATGGCCAAGGCAGTGCAGGGACATAGGAGGTTTGAAGGATTTCGAAA 
GACGATCAACCCTGAAAGGTTGGATTTTGTTAGACTGATTGATCAGCTGGATGAGGGAGTAATATCGTCA 
GAAAAATTTTCTTTAGAGGTTAAGAGTTTGCATTCCGACAGGCTTGGAGCACCATATCGTAGACAGGCAG 
GAGAGTCACCAAGGCTGGAGGAGAATTTTTATGCAAATCCTTTTCCTGGTTGTGTCTGTGACAAGTCTCA 
GGAGCACCTCAATAACCTGAAATTTCTTGATCAGAAACATTTGAGGGCGGCAGCACAAAGATAGCATTTC 
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CGTTTGTTGAGATTATTTGAATTGGAGTATAAAGATTACAATTGCTTAATAGGCTGCTTATAAGGGTTTC 
TGAAATGAACTGCATCTTTGCCCAGTCTGGAAGCAATAGCTGCCAAGAGGGTCTACAAGTTTTGAGTTTC 
TCCTAGGATTTTTTTTTCTTAAAAAA 
 
>CONTIG\53 
TGAAAACCAAATTGTTGGTAAAGCTGTTTCTCGACTCACAATCGATTCTCCCTGTCCAGTCCACGTCTTA 
TACATCTTCATTTGCGGATTCTTCAGGCCCCTTGCTAACACCTCCTCCATCATTGTTAACTCCAGATCAG 
TTAGCACAGTCTAGACCACATGCGCTTTCTTCCAGGCAGAAACTCTACCCTGTTCAGACTGATATGAGTG 
CTCCAATTCCGACATCATCTTATTCTTCATCATCATTTTCTATTCCAGTATCTCAAGCACCTCTTTTGCC 
ATTGCCAACTTCTGCAAGACAGCCTCAGTATTCGGCTACACAATTCACAGAAGAGTTTGATTTTACAGCC 
ATGAATGAAAAGTTTAAAAAAGATGAAGTATGGGGTTATCTTGGAAAGGGCAAGGATAAAACAGGGGGAG 
TTCAGGGCTTTACAACTGGTCAAAGCTTGGGGGACAGAGAAGGTCATGGCTTAATACCTAATCCTAAGCC 
TGCATATGATAAGGATGAGTTCTTTGACACAATTTCTTGTAATTCGCTTGCCCGTGGTGCAAGGAACGGA 
CAGAACAGGTTCTCTGAGCGAATCAAGCAGGATACTGAGACATTTGGCAATATCCAACAGAGACCTAATC 
TAGGTTATGGTGGTTATGCTGCTGGACATGGTGACAATTACCGGAGCTCATATAACTGGGGAAGGGGACA 
TGGTTATGGTGGAAGGAGGCACGGTGACAACATGCCTTTCTAATGGTATCTGGACCTCAATTTTATCCAA 
AGGTCCATGGTTGCTTCTATCCAACATGGTTCTGTCTGTCAATCAGTCCCTTTTTCTTTTATAAACCTCA 
TTGCTGTCCATTGGCTTTATAAGCAATGAATCTCAAGGTAAATGATGTGAGCACCTTATATTGGGGTTTT 
CATTTTGAGAGACT 
 
>CONTIG\54 
TCTAGAGCAACAGATTTGAGAGTAGAAATACAGAAACAAATTGAGGAAAGAAATAGGCTTGAATCGAAGC 
TGGAAGAGGCATCAAGAGAACCAGGAAGAAAAGAAATCATTGCTGAATTTAGAACCTTGGTTTCTTCATT 
TCCTGAAGAAATGAGCACTATGCAAAGAGAATTAAGTAAATACAAAGAGGCTGCCTCTGATGTTCATTCT 
CTTCGGGCTGACGTGCAGTCTCTTTCTGGAATTCTGGAGAGGAAGGTGAAAGAGTTTGAAACTTTATCGG 
CCAGATCTGCTGACCAAGTTGCTGAGATGAAGAAGTTGCAAGCTGTGGTCCAAGATTTGAAGGAAAGTGA 
TTTGGAGTTAAAGTTGATTTTAGAAATGTATAGACGTGAATCCACTGATTCAAGGGACGTCATCGGAGCC 
AAGGACTTGGAATACAAGGCATGGGCTCATGTTCAAACTTTGAAATCCTCTCTTGATGAGCACAACTTGG 
AATTACGAGTGAAGACAGCAAATGAAGCTGAGGCCATATCCCAACAAAGGCTGGCTGCAGCAGAAGCTGA 
TATTGCTGAGCTGAGGCAGAAGTTGGAAGCTTCTAAAAGGGATATTTCTAGGCTTACTGATGTGCTAAAA 
TCAAAAAATGAAGAAAATGAGGCCTACTTATCTGAAATTGAGTCAATTGGACAGGGCATATGATGATATG 
CAGAATCAAAATCAACATCTGTTGGCAGCAAATTACTGAGAGAGACGACTATAATATTAAAGCTTGTCTT 
AGAGGGCATCAGGGCAAGACAGCTGCAGGATACTCTACTTATGAACAAACGAACCATGGAGAGGGAGCTT 
CAGCAAGCAAGTACTTCTCT 
 
>CONTIG\55 
TCGAAACCCGCACAAGCCAAACCAGAGCCGAGCTCTTCCCCTCACCATGGCGGCGGCTACGGCGGCTCTA 
GCTCGCTTCTCCAAAAAATCCCTAACTTCCACCAACTACCTCAACCTCCTGCAACGCACACTCGCCACGT 
CAGCATCACCCTCGCCATCACCCTCACCCTCACCATCGCCGAAGAGCGTGATCACACCTTCGCCAGATCG 
CGTGAGTTGGGACTACAGAGGCCAGAGGAGGATCATTCCGCTAGGTCAATGGCTTCCGAAGATCGCAGTG 
GATGCTTACGTGGCGCCCAACGTGGTCCTCGCCGGCCAAGTCACCGTCTGCGACGGAGCCTCCGTTTGGG 
CCGGGTCGGTTCTTCGGGGCGATCTCAACAAAATCACAGTCGGATTCTGCTCCAATGTTCAAGAACGCTC 
CGTTATCCACGCCGCTTGGTCCTCTCCCACTGGACTGCCAGCAGAGACAATCATTGAGAGATTTGTGACG 
ATTGGTGCATACAGTCTCCTGCGATCCTGCACGATTGAGCCGGAGTGCATTATTGGGCAGCACTCCATTC 
TTATGGAAGGTTCCTTGGTGGAAACCCACTCTATCCTTGAGGCTGGGTCTGTGGTTCCCCCCGGGAGAAG 
AATTCCAACTGGTGAACTTTGGGCAGGAAATCCAGCCAGGTTTGTCAGGACTCTCACTCATGAAGAGACC 
TTAGAAATCCCTAAACTTGCTGTTGCAATCAACGATCTGAGCAAAGAACACTTCTCAGAGTTCCTTCCCT 
ACTCTACCGTGTATTTGGAGCTCGAGAAGTTCAAGAAGTCCCTGGGGATATCTATTTGATCATCTTTATT 
GCCATTTTTTCCATGTATTGCATA 
 
>CONTIG\56 
AAACCAACCCACCCCAGCTCGTCCATGGTTCCGTTTAGCTTCCATTGCCCGCCCTGCGGCCCCAACCCCG 
ACCCCAGCCCCAGCTCCTGCCCCAGCCCCAGCCCCTGCCCCTGCTCCGGAGCCACGTCCACCTCTAGTAA 
TTCGGCCTACATTTAGGCCATTAGCCCCCTCTCAGCCAACTCAACCTCAAGAACCCACTCCACCACCACC 
CGCCGCTGCTCCTCCTGCATCCGCTGTTGCTCCACCCCCAGCCGCTGCTGTTACACGACCCTTTGCTACT 
CCAGCCCCAGCACCAGCACCAGCACCAGTAATATCAGCACGTCCTATTTTCTCTACTAGCTCAGTTCCAT 
CGTCTCCAGTTCAGAGAGTCTCTGCTCCTGCAGCCCCTTCTTCTACTGTGAGTCAGGTATCACAACCTCA 
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GACCAGAGTTTCAGCTCCTTCCTCTCCAGTCACTAAAGCAGTGCCATCCTCCTCTTCGGTTCGTACTTCT 
CCAATTGCTAAAGAAGCACCAACACAGAGTTTTCCCAATGTCAAAGCAGCCACCACTAGCTATGATACCA 
CCGCCCCATCTCTAAAAACCATTAAGCCTGCTGCTCAAACCCCACCTCAGTCACCAAAACCCAAGCCTAC 
TGCTCCACCACCTTCTCCTCTAAACCTACCACCTACACGATTGAAGGCCGAAACTGAGACAGAGCAGAAG 
ATCCCACTGGAGGCAGAGCAGAAAACTGTGCTGGTCCAAAAGA 
 
>CONTIG\57 
GAGTTAAGAATTTTGTTTTGTATGATTTCCAAGAGTATCCTAAGATTCTATGAATAATATATTTTTGTAT 
TTTCTTATAGCTCAGCTAAAAATTGAAAATTAAGATATAGGTATCTCTATTTCGACATATGAACCAGCAC 
TGTTCAAGTTTTCCTGAGAATCAGCTCAAAATAGAAAGTTCAAATTGTTGCTTCTCATTCAAATTGATAA 
TTAACCATTCAGTCCAAGTTGCCCTCAATAAATTGGATAGTGCTTTTCATCTTTACAAACAACATGGACT 
TTTCTTAGGTGTTGAATTGCCCTAAACTGAAAGCCCCACTTGCAATGAGTGAACATCAACTATATTGCAT 
CCCAAGGTCACATATATCTGATTTCCACATAGCAGTGTTTGTTCATTTTGTTCAATTATGTTTTTCAGGG 
AGCTACCATTGTGGATCAATGTATATGCATACAACACTGGGGGACATATGAATCTGATCCTTGGAACAAT 
CAATCTTGGAAGCCAGAAGATAATACAAGCTCAATTCAGGTTATTCACACGGGACAATGTGTCTCCACCT 
CCGGAGATGCTGTAACAGTAGCTCAGGAAGTTGTCAAAACAATGCTAGCCAAGGGATATGTTCTGGGCAA 
AGACGCATTAATCAAGGCCAAAGCTTTTGATGAGTACCATGGAGTCTCAGCTACTGCTGCAGCCAAGATT 
GCTGAGCTTAGCGATAGAATTGGACTCACTGATAAAATTCATGTTGGCATGGAAACTGTTAAGACTGTGG 
ACGAAAAATTCCATGTTTCAGAAATCACCAAGTCAGCTGCAACAGTCACTGGGACAGCAGCTGTAGTTGC 
GGCAATGGTTACAGGAAAAGCAGCTGTTGCAGCTGG 
 
>CONTIG\58 
GATATGCAGCTCAAGCTTGTCCCTGGAAACTCTGCTGGCACTGTCACTGCCTATTATGTAAGCTTTTCTG 
ACACTAGTGCTTCATTCTATTTTAGACAGGACTACATGTTCAATAGCTAATGCATATGTCTGTGTCTGCA 
GTTGTCCTCGAAAGGATCAACATGGGATGAGATAGACTTTGAATTCTTGGGGAATCTGAGTGGTGATCCC 
TATATACTTCACACCAATGTGTTCAGCCAAGGCAAGGGCAACAGAGAGCAGCAATTCTATCTATGGTTTG 
ACCCAACTGCAGATTTTCACACCTATTCCATACTTTGGAATCCCCAGCGCATTATGTAAGTATTGCACCA 
ATTTCTTACTAGTTAAAATTTATGTAGCTGTTCCAGTTTTTTCCTATAGAGTGTATTGACTTTTTCTTTT 
TTCATCTCAGTTTCTCTGTGGATGGCACTCCCATTAGAGAGTTCAAGAACTTGGAGTCAAATGGTGTTCC 
ATTCCCAAAGAATCAACCGATGAGGATATACTCTAGCCTCTGGAATGCTGATGATTGGGCCACAAGGGGT 
GGACTCGTCAAGACAGATTGGACACAAGCTCCTTTCACTGCTTCCTATAGAAACTTCAACGCAAATGCTT 
GTGTTTGGACCTCTGGGGCATCCTCCTGCGGTTCAAACTCTCCCTCTTCTACTTCTAGCAATAATG 
 
>CONTIG\59 
CTTTGTCTTCCTGTTTCTCTGCCACTTTTTAAGTGGCGGTCCATTTTCGGACAAGCACCCAATATTGACT 
TCAACTTTCAAGAAAGACATACATATATTCATCATACACACACATACATATTCGTATACAGAAACAGGAA 
GAGAAAGAGAGAGAGAGAGAGATGGCGCAGGTTGATCGGAGAATTGGGGTGGCCGTGGACTTCTCGGCAT 
GTAGCCTGAAGGCGCTGAAATGGGCTGTGGACAACGTTGTCCGTGATGGGGATAGCCTAATCCTCGTTGC 
CGTACGCCCCGAAGGGAATTACGAGGAGGGCGAGATGCAACTCTGGAAAACGACTGGTTCTCCTTTGATC 
CCTGTGAGCGAGTTCTCTGATCCTATCATTATGAAAAAGTATGGAGTGAAGCCTGACCCCGAGACCCTGG 
ACATTGTCAACACTGCTGCGAAGCAAAAACAGATTGTGGCAGTCATGAAGATCCTCTGGGGAGATCCTCG 
CGAGAAAATATGCGAAGCAATTGATAACATTCCTCTGAGCTGCCTTGTTATAGGAAACAGAGGGCTTGGC 
AAGCTTAAGAGGGCTATATTAGGCAGTGTCAGCAACTATGTGGTGAACAATGGTGCCTGTCCCGTAACTG 
TGGTGAAGAATGTGGATAATGAACATCATTAGTTCCATTACCTGTATGGCTGTATGTGCTCAAGAAACAA 
GTGCAATGCTGACTGTGCTTGAACTGATTTTCTTTTGCCAGCCTGACTCCTAGTCCATTTGGTATCTA 
 
>CONTIG\60 
ACATCGAATCCATTGCCAACGATTCTCTCCAATCCTTGGAAGGGCGGTTGGTGAACACCTACCAGGAAAT 
GAAGACATACACATTCAACATTGCACTGCTTTCCATATTTGGAGAGGATGGAGTTTTGTATCGAGAGGAT 
CTGAAGCGGTGCTACTACATTCTTGAGAAGGGTTACAATTCAATGCCCATTAACCTTCCTGGAACACTCT 
TCAACAAATCCATGAAAGCAAGAAAGGAGCTAGCTGAGATCGTAGCCAAAATTCTCTCAACCAGGAGGCA 
AATGAAGAAGGACCACAACGACTTGCTGGGATCTTTCATGGGTGACAAAGAAGGCCTCACTGACCAACAG 
ATTGCCGATAACATCATAGGTGTTATTTTCGCCGCTCGTGACACCACTGCCAGTGTCCTCACCTGGATCT 
TCAAGTACCTCAGCGAGAACCCCAGTGTTCTTCAGGCAGTCACTGAAGAGCAAGAGGCCATTGTGAGGAG 
TAAAGAGGAATGTGGTGAGGAGAAAGTTCTGACTTGGGCAGACACCAAGAAGATGCCAATAACTTCAAAG 
GTGATTCAGGAGACACTTAGAGTTGCCAGTATTTTATCTTTTACTTTCAGAGAAGCTGTGGAAGACGTTG 
AATATGAAGGGTATCTTATACCAAAGGGGTGGAAAGTTTTGCCACTTTTCA 
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>CONTIG\61 
ACTACTACTACTAGTATTTGCTTACCACCCACTACAAATCCTCTTCATGGCTTCTTCTTCCACTTCTTCA 
AGTGTTAAATTGATGCTTCTTATGCCTGTTCTTGTTAGTTCTTTGATAGTTGCTACTGTTGGCAACTTGA 
ACAAAGACTTTGACATCACATGGGGAGATGGACGGGCTAACATACTCAACAATGGTGAGCTTCTTACTCT 
CAAACTTGACAAAGCCTCTGGCTCAGGATTCCAATCCAAAAATGAGTACCTCTTTGGAAAGATAGATATG 
CAGCTCAAGTTAGTTCCTGGAAACTCTGCTGGCACTGTCACCGCCTACTATTTATCTTCTAAAGGATCAA 
CATGGGATGAGATAGACTTTGAGTTCTTGGGAAATCTTAGCGGTGATCCTTACATCCTTCACACTAATGT 
CTTCAGCCAAGGCAAAGGCAACAGAGAGCAACAGTTCTATCTCTGGTTTGACCCAACTGCAGATTTTCAT 
ACCTATTCCATCCTTTGGAATCCTCAGCGCATCATATACTCTGTGGATGGCACTCCCATTAGAGAGTTCA 
AGAACTCAGAGTCAATTGGGGTTCCATTTCCAAAGAACCGGCCAATGAGGATATACTCTAGCCTCTGGAA 
TGCTGATGATTGGGCAACAAGAGGTGGACTTGTCAAGACAGACTGGAGCCAAGCACCCTTTACTGCTTCA 
TACAGAAACTTCAAAGCTGATGCTTGCACATGGTCTTCTGGAGCATCTTCTTGTAGTTCAACTACTCCTT 
CACCTTCCTCCAAAA 
 
>CONTIG\62 
ATCCCCTCCGCACGTGTCAACCATTCACCATCCCGATATTTTCTCCACCCCACTCCTCCTTAAAAACCCT 
CTTCACTTCCACGGTATCCTCACAATCTCAGACACACACTCTCTCACACACACAAACAGATCCTAAAACG 
CTCTGTCGTTTGTTAATCTCATTGAAAATGGCAACCATGGCTTCCACTCTCACCTCCAAGCCTCAAACCC 
TCGCTTTCTTCGACTCCTCTTCCTTCCACGGCACCCCTTTGGCCCCACCTTCTTCTCTACGTGTCCATCA 
ACCCGCCAAATCTTCCGTGGCCCCACATGCAATCTCCATGTCCGCCTCTCCTCCGCCGTACGATCTTAAA 
GGGTTCGCCTTCGAGCCCATCAAGGAGTCCATCGTCTCACGCGAGATGACACGTAGGTACATGACTGACA 
TGATCACCTACGCCGATACCGATGTGGTCGTGGTCGGTGCTGGCTCAGCTGGTCTCTCATGCGCTTATGA 
ACTGAGCAAGAACCCATCCGTACAAGTGGCTATAATCGAGCAATCTGTGAGCCCTGGTGGCGGTGCATGG 
CTCGGTGGTCAGCTCTTCTCTGCTATGGTTGTACGCAAACCAGCTCATCTCTTCCTTGACGAGCTTGAAA 
TTGAGTACGATGAGCAAGACAACTATGTTGTGATCAAACACGCTGCTCTCTTCACCTCAACCATCATGAG 
CAAGCTCTTGGCTCGCCCCAATGTCAAGCTCTTCAATGCGGTGGCAGCC 
 
>CONTIG\63 
AGCAATGGCGATATCCTAATGCTAGAAGCTCCTCCTCCGACCGGTCCCACGTGGCCCGGACTATCCAGCG 
CCGAAGTCATCGACGCCTTGCCGTACATCGACGATGACTACGCCGACGCCAGAGTGAAGCAGGAGGTAGA 
CCGTTTGGTCGAGGATGAGATGCGTCGTAGCTCGAAGAAACCCGCCGACTTTCTCAACGACCTTCCTCCT 
CTTCCCAATGTCAATTTCAAGAATCACCCGATGATTGCAAGAGAGTATGAGCGTGTGAGAGCCGGGAAGC 
CTCCGGTGGCTCTCGATAGGTCACGGTACAATTTGGAACCGCCGCCGTCGAATAAATGGAATGATGAATC 
TGCTTGGAATCATACACTTCACAGAGCTCAATGCTTGCTTCAGTATCAAATGATCAGTCTTGAGAATTTG 
GAACTGATGGTGAAATATGGTCCTGATGTCTGGAAGCAGTTCATCCAACGATTGGAGGCATACCTATCAA 
GAATGCAAAAATTAGTTCAGGAACAGAATGAAAAGAGTGAAACAGTGAACCGTGAAAGGAAATATCATCA 
GCACAATACTGCATATGAGCTTACTGCATTGTCCACACAATGGAAGGAGCTCTGTCATAAGAATATAGAA 
ATTCAAGCTGCATGTACTGAAATTGAAAATCATTTAGAAGAACTGAGGAAAGAAGCATCAGAGAGAGGCT 
GGAACTTA 
 
>CONTIG\64 
CCATAAGGGTGCTGCAATTTTTTAGTATGAATGGAAACCTTTGGTAGGCCTAAGTTTGCTGTAGTTGGTA 
GCACTGTGAAAAAGAAGAGGAGTAGTGTATCTCGCAGACCTCACCCTGACTCACAGGCATTTCAACAGAA 
ATTTTATCTTTTACCTTCATTTGCACAACCATCTAGCAGTGGAAGACACAATGAATATAAGAATTTTGGA 
GATAGAATAATTGCTTCTGATAAATTAGGAACTGAAAACAAGCTGAAGAGACTAAAGCTCAAAGTTGGTG 
GTGTTACTCGTACAATTCACAGCAAGTCTAGCAACGACTTTATTGGTGATTCTTCCATCACAAAAATTTC 
TCATAGTTCTGATGGCCATAAGCCCCTCCAGAAGTTTCTTCCACAGGATGATTTAGATGGTAATCGTGTC 
TATCCTTCGGACAAGGGGAATAACCTTAAAGTCAAGTGGAAGGACTTTTCCAATACTGGTTCTAGTTTTG 
GAGAGGAATATAATTCAAGGGGCAGGACATCTGAGGGAAGTCTTTCTGTGATTTATGAGCCTGTTCGTAA 
GAGTAAGCGGGTTCCTAAAAGACGTGTCTTGGATTTAGGAGTTGATGATAATGACGATGATGAGGAAATC 
CAATATCTTGGGCGACTGAGTGCTTCAAGAATTTCTGAAGATTATGAAGATGAGGAGAGTAGTCAATTGG 
CTGATGGCATGTATGGTGATGATGTGGAATATTATGGATCACCAAGATCAGTAAAAGATGG 
 
>CONTIG\65 
TTCTGTTGAAGGAGCTTCTATACTGACCGCTGGTCTTCCACAGTATGGACAACTTGGGCATGGAACGGAC 
AATGAGTACAACACTAAAGACAGCTCAGTGAGGCTTGCTTATGAAGCCCAACCACGCCCTAAAGCAATAG 
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CTTCCCTTGCTGGGGAAACAATCGTCAAAGTTGCATGTGGAGCGAACCATACAGTGGCGGTTGATTCAAA 
TGGCTTTGTTTACACGTGGGGCTTTGGTGGTTATGGAAGGCTCGGACATAGGGAGCAGAAGGATGAGTGG 
TCCCCTCGTCGTGTTGATGTTTTTCAGAGGCACAATGTTCTACCTCCTGATGCAGTGGTATCAGCTGGTT 
CTGTTAACTCTGCTTGCACTGCAGCTGGAGGGCAGCTGTATATGTGGGGCAAAATAAAGACCACTGGTGA 
TGACTGGATGTATCCTAAACCTCTCATGGATTTAAGTGGTTGGAACATACGTTGCATGGATTCAGGTAGT 
ATGCACCATTTTGTTGGTGCCGATTCCTCCTGCATAAGTTGGGGCCATGCACAATATGGAGAGCTGGGAT 
TTGGCCCTACTGGGCAGAAATCGTCTGCAACACCAAAAAAGGTAGATATTCTTGAGGGCATGCATGTCAT 
CAGTGTTGCATGTGGTTCTGGCCTTTCCATGGTGATTGTTGATAGAACAAATGCTGCTGATCGACTTGAT 
CAACTTGATGTATATGATGGCAAAGGTTCTGGTGAAGGGAGTGAGGAGCCTGAGAGCAAACCTGTTGCCA 
AGCAAACTACTAAAAAGGGTGCTGCTAAAGCTTCTAATAACTCCAAGAAGAGGAAGAAGTCTAAAGATTC 
ATCTGACTCTGAAGATGAGGAGAGCGATGATGATGACAGTGAAAATGGTGAAGAACAGCCCAATGGGCAG 
GCGGAAAAGAAAAGTCAAGGTGGGAAGGGTTCTAATAGAGGTCAAGGTAAGGGTGCCGCTAAACCAGTGC 
GTGGACGGGGGCGCCCTCCTTCGGCAAACAAAAGCTCACAGCCGCCACCTCAAGCGAAAACCGGTAAAAG 
AGGAAGGCCTCGTAAGTCATAAGTTGCATATTCTCTTCAAGTGGAAATTTTGTCTCTCTTTGTGGAGAGG 
TGTACTTTATAATCCATTGGCTACTGTATTTGCAGTTCTTTTAATTGTTTTAAATTCTTCTTTTTATTTT 
TTAACTCATCATCTCACTAAAATGCGCTTGCGTAATTGATGAAAACAATTCTTCTGTACTAACATCTTAT 
TTTGAGGTCCTGGCAAATTTAGAGAATGTTAGTGGTAG 
 
>CONTIG\66 
TTGGTGAATATGCGGAAAGAATTGATAATGCTGATGAGCTCCTTGAAAGTTTCTTGGAGAGTTTCCCCGA 
AGAGCCTGCACAAGTCCAATTGCAATTGCTGACTGCAACTGTCAAACTTTTTCTCAAGAAGCCAACTGAA 
GGCCCACAGCAGATGATTCAGGTTGTCTTGAATAATGCCACTGTGGAGACAGACAATCCTGATCTGCGGG 
ATCGTGCGTACATATATTGGCGTCTCTTATCAACCGATCCTGAGGCAGCTAAGGATGTTGTGTTAGCCGA 
GAAGCCTGTGATAACTGATGATTCAAACCAACTTGATCCATCTCTTCTGGATGAGCTTCTTGCTAACATT 
GCTACACTGTCTTCTGTGTATCACAAACCCCCAGAAGCATTTGTAACCCGTGTGAAGACAACAGCCCAGA 
AAACCGAAGATGATGACTATCCTGAGGGTGGGAGTGAAACAGGATATTCTGAATCATCTGCTCACGCAGC 
TGATGGTGGTGTATCTCCAACTAGTTCAAGTAATGTTCCATATTCTGCTGCAAGGCAACCAGCCCCTGCA 
CCACCTTCACCTGCTGCTCCAGTGCCAGATTTGCTTGGTGATCTGATAGGCCTTGACAATAATGCTATTG 
TTCCTGTTGATCAGCCTGCTACTCCTAGTGGCCCTCCATTGCCTGTTGTACTACCAGCATCAACTGGCCA 
AGGTTTACAAATCAGTGCACAGCTGACACAACAGGATGGTCAAATATATTACAGTTTATCGTTTGAAAAC 
AACTCCCAAGTTCCACTCGATGGGTTCATGATTCAGTTCAACAAGAATACATTTGGTCTTGCAGCCGCTG 
GACCCTTGCAGGTTCCACAAGTGCAACCTG 
 
>CONTIG\67 
AAAATAAGTAAAAGCACATTTGGGTCTTTACGGAGACTCCGGAGTTCTTCCAAACTCGATCTCTCATGAA 
TACCAATTCTTCTCTGATTCAACTTCGCGGCTTTTAAAAGTTTGAAGTTTTTCTTGAGGTTTCAAGATGA 
CAAGTGGATTTGGGGAATCAACTAGTGTGCCACCCCAAAGCCCGTCTTGCTCAGGCAATAACGCCAATGA 
TGCGGGGGATTTTGAATGCAATATCTGCTTTGAGTTAGCTCAGGACCCAATTGTGACACTTTGCGGTCAC 
CTCTTCTGTTGGCCATGTCTGTACAGATGGCTCCATCATCACTCTCATTCCCAGGAATGTCCGGTTTGCA 
AGGCAATCGTAGAAGAGGAAAAATTGGTTCCTCTATATGGACGGGGCAAAACACAGACTGACCCACGATC 
AAAGTCGTATCCGGGTATTGACATTCCTAACCGCCCGGCTGGTCAAAGGCCTGCAACTGCTCCTCCCCCG 
GAACCAAATCAGTTTAACTTCAGCAATTATGGGTTTGGATTGGTAGGGGGTTTTATGCCAATGGCATCTG 
CAAGGATTGGTAACTTCACACTGGCTACTGCTTTTGGTGGTCTGATTCCGTCCTTATTCAATATTCAGTT 
TCAGGGCTTCCCGGATGCTACTGTGTATGGGCAGACTTCTGGTTATCCCTATGGGTTTAATACGTTTCAG 
GGGGGCCATACCCACAGGTTCCCACAGCCAATCCATCGAGGACAGCATGCTGATAATGTTTTGAAGAATC 
TTCTTTTGATGATTGGTGTTTTTGTGATCATCGCTCTCCTTTGTTGGTAATTTGTTTTGCCTTTTAAACT 
TAAGTTATGAAGGTTTATTACAATTTACATGATATGTATGTATATACATTAGCTGCTTGGTGAGTTCATT 
TTGTGGTCGTCGGTTTGGTGTTATTGAAATCTGAAAAATGACTTG 
 
>CONTIG\68 
GACCCAAAGATAACTGCTTTGATGCAACAAGCGGAATTGCTCAGCTCACTTGCACTTAAAGTTAATACAG 
AGAACACAGACCAAAGTCTTGAAAATGCTTGGAAGGCCCTGCAAGATTTCCTGAACCGAAGCAAGGAATG 
TGATATTCTAAATTATAGATTCCCTGATATTGATCTTCAACTTGAAGATTTCAAAGATTTGGTAGATGAC 
TTAAGAAGTTGTAATGAGGGAAGTCAACAATCCTGGAGGCAACCTGATCTGTACGATGAGTCTCCTGGTA 
GCTCTGACTACAGTACAGGATCGACTCTCCTGTTGCATTCAGCTGGTAACAAACTGGAACAAGGACACAC 
TGAGATATGTTCACTGCATCAGGATATTGGAACTGGGTCAGAATCAATTCATATTGAAGAGCAAAAGGAT 
GTTGGCGAATGTGAGAATGGGGTTATTTCTGGTGCAACCCCAAAGCAAGGGATTTTCATGTGTTGTGATG 
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AACAACCAAACAATGGAGTTGTTTGTGTCTCATCAAGTACAGACTTTGGTTCCCCTCTTCAAGTAACCCC 
ACTGTTCAGATCATTAGCAGCAGGAATTCCTAGCCCCAAATTTTCAGAAAGTGAAAGGAGCTTCCTACTA 
AAAACGCTTGGAATGGAGTCCCCTTGCCCCAACCCAAGTGCTAATCTTTCACAACCACCAACCTGCAAAA 
GAGCCCTCCTCCAGAGTCTATAACCAACCTTTCTGATTTACCTCACAATAGATATTCTATGTGGTCCACA 
TCCATTATTGAGTTCTTGTCTTCTCCTTTGAATTCAGTTTCTTCGGATTGCAGCAATTCCGGCCTGAAAT 
TTTACATA 
 
>CONTIG\69 
CTGAAGCTGCAGCTTATATCAGAAAAAATGTTATCAGACTCCTTTTTGAAGATGTCAACTTCCCCCAAGC 
ATCCGAAGTTAATGATGTTTTCTTAGAAGAGGTTGAGAACTCAGTCCGGAAAGCATTTCATCGGGCTGAT 
CAAGCCTTAGCAGAGGACCACAGTGTGAGCAGTTCTTCAGGGACGACGGCTCTCACTGCTATGATATTTG 
GAAGGCTTCTCATGGTTGCCAATATTGGTGACTGCAGAGCAGTTCTCTGCCGGAAAGGAGAGGCAATTGA 
TATGTCTCAAGACCACAGACCTATTTATCCATCAGAAAAGAGGCGTGTTGAAGAATTAGGTGGATACATT 
AACGACGATGGGTATCTAAATGGTGTTTTATCGGTTAGTCGAGCCTTGGGGGACTGGGATATGAAGTTCC 
CTCGTGGTTCTCCTTCGCCTCTCATTGCAGAGCCAGAGTTCCGGCAGGTGGTTCTATCTGAGGATGATGA 
GTTCCTCATCATAGGGTGTGATGGAATTTGGGATAAGATGTCAAGTCAGGAAAGCAGTTTAGTCTTGTTC 
GTCGTGGGCTGCGGCGGCATGATGACCCAGAGCAGTGTGCAAGGGACCTTGTCATGGAAGCCTTGCGTCT 
CAAGACCTTTGACAACTTTACTGTGATTATTGTATGCTTATCTTCTCTAGATCCACCCCGGCAACGAAAG 
ATGAGGTGTTGTAGCCTCTCTGCAGAGGCCCTTTGTAGCTTGAGGAGCTTGCTGGATGGCAGTGCAAACA 
GTTGAACATACATACATTGATTCTGCCAGCGGTTGAATGTATATACATTTATTCTGCCGGCACTTGAATG 
TATATACATTTTTGAAATAAAATCTCTCTCCCTTGCTTCTGGTACGTTGAATCAAATCTCGTCAGCCAAG 
AA 
 
>CONTIG\70 
CCTTTTTACATCAGTCCTACCTAAGAGTAGACTCCGCCACAATAACACTATATAGCCAACCAAACCAGCC 
AACTATACCAACCACTTGGTACTGTGGACACAGAGACACAGAGAGAGAGAGAGAGAGAGAGAGTGAATGG 
CGAGCTCTGGAGCAACATTGGAGGACATACCTTCGGTTGACATCATGACTGAACTCCTCCGTCGCTTCAA 
GTGCGACTCCAAGCCTGACAAGCGCCTCATTCTTGTTGGTCCACCTGGATCTGGAAAGGGTACACAGTCA 
CCAATAATTAAGGATGATTATTGCTTGTGCCATTTGGCTACTGGTGATATGCTAAGGGCTGCAGTTGCTG 
CAGAGACTCCTCTTGGAATTAAGGCTAAAGAAGCAATGGTGAAGGGAGAACTTGTATCTGATGATTTGGT 
TGTTGGGATTATTGATGAAGCTATGAAGAAGCCATCATGCAAGAAGGGTTTCATTTTGGATGGTTTCCCA 
AGGACCTTGGTTCAAGCACAAAAGCTTGATGAGATGCTTGAGAAGCAGGGGGTTAAAATTGATAAGGTGC 
TCAACTTTGCAATTGATGATTCCATATTGGAGGAGAGGGTCACTGGTCGATGGATACACCCTTCTAGTGG 
TAGATCTTACCATACAAAATTTGCACCTCCCAAGGTTCCTGGTGTTGATGATGTCTCAGAGAACCTTTGA 
TTCAACGAAAAGATGATACTGCAGAAGTTCTCAAGTCAAGGCTGGCGTCCTTTCATAAACAAACTGAA 
 
>CONTIG\71 
AAAAAGAAACCCTTCTTTCTTTTCAGTTTTCAGAGATTCAGAAAATAATTGGTGGTTTCCAAATACCGGT 
AAGTTGAATTTGAGAGATGGGAATGGGAAGGGGTGATTTGTCAGGCGGAGAGAGCATGAGCACGAGCACG 
AGTAGTAGCGAGGCTTCCTTACCACGAAGATTCCCACTGGCAGCACAGCCTGAGATAATGAGAGCTGCCG 
AGAAGGACGAACAGTATGCCTCCTTCGTCTATGATGCCTGTCGCGATGCTTTCCGCCACCTCTTTGGTAC 
AAGGGTTGCTGTAGCTTATCAGAGGGAGACAAAACTTATGGGGCAGATGCTTTATTATGTGTTAACCACT 
GGTTCAGGGCAACAAACATTGGGAGAGGAATACTGTGACATCACTCAGGTTGCAGGACCTTATGGAATTC 
CTCCAAACCCAGCAAGACGTGCTCTTTTTATTGTCTACCAGACAGCGGTTCCTTATATTGCAGAACGGAT 
TAGTTCTAGAGTAGTTTCCCGTGGCATTGTCCTGGCTGATTCACAGTCTGATGAGCCCTACAACAACGAT 
GCTCCAGGAAGCAATCATGTTCAATCTTCCACTGTGACTAATCTTCCACCCTCCTCCACATCAGGGGTGT 
CTGTTTCTCTGATAAGGTTGAAAGAGAAATTCAATGGATTATGGTTGTCAGCAGTTCAGAGATGGCCTAC 
GGTGCTCCCTATAGCTCGAGAATTTTTGCAA 
 
>CONTIG\72 
CTCCTACTATCTATCATGGGTAATGACGTGGTCATGGTGGATGAAATCCCATTTCCTCAGCAGATCACCA 
CCGCAAAGCCCTTATCTCTGCTGGGTTACGGAATTACGGACATTGAGATACACTTTCTCCAAATTAAGTT 
CACAGCAATTGGAGTTTACTTGGAACCTGAAATTGTGGGGCATCTGCAGCAGTGGAAGGGCAAACCTGGC 
AATGTCGTAGCTGAAGATGATGACTTCTTTGAGGCCCTTATTTCAGCTCCAGTGGAGAAATTTCTGAGAA 
TTGTGGTGATTAAGGAGATCAAGGGTTCCCAATACGGAGTGCAGCTAGAGAGTTCAGTGAGGGATCGATT 
GGCTGCTGATGACAAGTATGAAGATGAGGAGGAGGCAGCATTGGAGAAAGTTGTTGAATTCTTCCAGTCT 
AAATATTTAAAGAAAGATTCTGTCATCACATTTCATTTTCCAGCAACTTCTGGTACCGCTGAGATTGCTT 
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TTTCGACTGAAGGGAAGGAGGACTCAAAAATCAAAGTGGAGAATGCAAATGTGGTTGAGACAATCAAGAA 
ATGGTACTTGGGAGGGACTAGGGGGGTGTCTCCTTCAACTATAACCTCATTGGCTAACACCCTTTCAGCC 
GAGTTATCTAAATGAACATCTGTTGTCTTAATATGAACTTTGTGGTGCTTGTTTGCTAGTCTAATTTGAG 
CTTTGTCAATGGAAAAATCATGCTTGCTATGTTTCTCTACC 
 
>CONTIG\73 
GTTTTCCTTTTGGTCGGTACCCAGCCAAGGGTTGAAGCTGCAATGGTAAATGCGAGGATCAGAAAGACAG 
TTCGTGCAAACCAAGCTAAGGTTGGTTACATTGGCCCTGCAACTGATTTGAATTATGATCACCAGCATCT 
TGGTACAGGCCCTAAAACACTAATTGAACTTGCTGAGGGTCGCCATCCCTTTTGCTCAGCCCTAGCGAAT 
GCCAAGAACCCAGCAATAATTGTTGGTGCAGGGCTTTTTGAGAGGGAGGACAAGGATGCAATTTTCTCTG 
TTGTTGAAACAATTGCAAAGAATGCGAAAGTTGTCAGACCTGATTGGAATGGTTTCAATGTATTGCTTCT 
TAAGGCTGCCCAAGCTGCAGCACTTGACCTTGGACTTGTGCCCGAATCTGCAAATAGCATTGAATCTGCC 
AAGTTCGTGTATCTGATGGGTGCAGATGATGTGAACATGGAAAAAGTTCCATCCGATGCCTTTGTGGTTT 
ATCAAGGGCACCATGGGGACCAGAGTGTGTATCGGGCCAATATCATTCTTCCGGCGGCAGCATTCAGTGA 
GAAGGAAGGGATCTATGAAAAATACAGAAGGGTGCTCACAACAAACATTGCCTGCAGTTCCAACAGTTGG 
TGATGCCAGGGACGACTGGAAGATTATTCGAGCACTGTCTGAGGTGGCAGGAGTAAGCTTGCCCTATGAT 
TCACTTGGTGCTATTCGAGCCCGGATCAGGACTGTGGCACCAAACCTCTTAAACATGGATGAGAGAGAGC 
TGGCAACCTTTTCAGCTTCATTGAAGCCTGACTGCAGTCATAAGATGAGTTTGACTGATTTCCGGCCTGC 
CATTGATAATTTTTATATGACTGATTCCATTACAAGGGCATCAAAGATTATGGCTC 
 
>CONTIG\74 
AAAGACCACCTCGGTCTTCTCTCTTACTAGCAAAATTTTCAGCTTAGAATTTTCCAAGACTGTGACTTTA 
GAGTGATCAAGAAGACTGAGAACGATGATTTCAGAGAAGCAGAAACCGATTACGATCCGGGAAGTGTGGG 
CTGGTAATTTGGAATCCGAGTTCGAACTCATTCGTGACGTGATCGATCGGTACCCTTATATTTCTATGGA 
CACTGAGTTTCCTGGCCTTGTTTTTCGACCATCTGTGGACCCATCAAAGCCTTATTATTACCGTCCTCTC 
CAGCCCTCCGATCACTACCGCGTTCTGAAGTCGAACGTCGACGTTTTGAACCTCATCCAGGTCGGTCTTA 
CTCTCTCCGACGCCGCCGGTAACCTTCCCGACCTCGGATCCGGCAACCGGTTCATCTGGGAGTTCAACTT 
CAAGGACTTCGACGTGGCGCGTGACCCTCACGCTCCTGACTCGATCGCGTTGCTGATGCGACAGGGGATC 
GACTTCGAGAGGAACAGGGAAGAAGGGGTTGACTCGTCCCGGTTCGCCGAGTTGATGATGTCGTCCGGAC 
TCGTCTGCAACGAGTCGGTGAGCTGGGTCACGTTTCACAGCGCGTACGACTTCGGGTACCTAGTGAAGAT 
CCTCACGCGCCGGAGCCTGCCGAGTGAGCTGGACGAGTTTTTGAAGATTTTGAGGGTGTTTTTCGGGAAC 
AGGGTTTACGATGTGAAGCACATGATGAGGTTTTGTAACAGCTTGTATGGCGGTCTGGACCGGGTGGCGA 
GGACCCTTGAGGTGGACCGGGCCGTCGGGAAGTGCCACCAGGCCGGCTCCGATAGCCTGCTTACGTGGCA 
CGCGTTTCAGAA 
 
>CONTIG\75 
TTATTTATTTTTCCATTTCAGGTGCTAGATATTTTGGAACTGTATAGACGCATATATGAAGAGTACTTGG 
CTATTCCTGTCGTAAAGGGAAAGAAGAGTGAGATGGAGAAGTTTGCTGGTGGACTTTACACAACTAGTGT 
TGAGGCATTTGTTCCAAATACTGGTCGTGGCATACAAGGTGCAACTTCGCATTGTCTGGGTCAAAATTTT 
GCTAAAATGTTTGAGATAAACTTTGAAAATGAGAAGGGAGAGAAGGGTATGGTCTGGCAGAACTCATGGG 
CCTATAGCACTCGGACGATTGGTGTTATGGTGATGGTTCATGGGGATGACAGAGGCTTAGTGCTGCCACC 
AAAAGTAGCATCTGTCCAGGTTATTGTAATTCCTGTGCCTTATAAAGATGCCGATACTCGGGCAATCTTT 
GATGCCTGTTCTGCCACTGTGGCCTCCTTGTCTGAGGCAGGTATTCGTGCTAAGGCAGACTCTAGAGATA 
ATTACTCTCCTGGTTGGAAGTACTCACATTGGGAAATGAAAGGTGTTCCTCTAAGAATTGAAATTGGTCC 
AAAAGACTTGGCAAATAGTCAGGTACGTGCTGTTCGCCGTGATAATTCAGCAAAAACAGACATCCCTAGG 
GACAAGCTGGTTGAGCAAGTAAAAGAAATGCTGGACAATATCCAACAAAGCCTGTTTGATGCTGCCAAAC 
AAAAACGA 
 
>CONTIG\76 
TTACTGTTGCAGAGAGCTTCAACAATGACGACTGTGGTCCCCACCTCCGAAGAAGATCCCGCCCTCGCCG 
TCGTCCGATTCACTTCCGAGCTCGCCTGGGCCGACGCCGGCCCTGAGGTTGCCGAGCGGCAAGTTTCTAC 
GCTGTGTATGGAAGCTCAAGAATGCATCGTAATGAACAAGTGGCTTGAGTTGGCGTCACTTATGCTCACG 
TCTGCTGACTTGATATTCTCAAAGGTTTCCGACAAAGATCTTGAGTGCATTTTTACTGTTATCTGCAATC 
TTGTTACGAAGTCTGAAAGTCCAGATGAAGAGCTTGAGATGGCAAAGCTTATATCAGCAAAAATTACTCA 
TCAACCAAATGATAAACCTGCATTGCGCTTAAAGATTGTGTTCAACCTGTATAATCTACTGGGGAATCCA 
TACAGCCGGTTCCATGTTTACATGAATGCCCTAAATTTGGCACTCAATGGGAAAGCCACTGAACATATTG 
TACCTTCATTCAGAAAGATTGATAGCTTCCTCAAAGAGTGGGGTATTGGGATCTCGGATCAGCGGGACCT 
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TTTTCTGACCATATCTAATGTTTTGAAAGAAAATAAAAGCTCTGGAAAGGAGTCCTTCAAATTCCTGACC 
AAATACTTAGCAACTTTTTCTGGTGAAGATGCACATACAATGAGTGAAGCCAAGGAGGAAGCTGTGCGCA 
CAATTGTGGAATTTGTGAAGGCACCTGACATGTTTCAGTGTGATTTGCTAGATATGCCTGCTGTGGGGCA 
GTTGGAGAAGGATGCTAAATATGCATCGGTGTATCAGCTTCTGAAGATCTTTCTGACCCAGAGACTTGAT 
GCCTATTTGGAGTTTCAGA 
 
>CONTIG\77 
CCTGCAGCAAGCTTTTAACCCAAGGATGCCCCAGTCTGTGGGTCAATCTTCAAGCCCTATTCCACCATCT 
TCGCACCCCTCGCGGACCCAAGTTCAGCAAGGTGGTGGACAAATTGGAATCAATCACAGAGCAGGAACTA 
CTGGTAGCCAACCAGCTAGATATTTGGTTAATCAGAACCGATATCATCCCCAGAACAGTAGACAGGCACC 
ATCTGTTCCACTTCTAAATCAAACATCCAGAACAGGGCAGTCCCTTCCAGTGAGTGCTGATGGCTTAAGG 
GCATCCACAGGGGAGCAAAGAGGGAACATGGGAGGGATGTCACAAGCAGTTCCAAGGGCTGATGGTTTGC 
TGGACTCAACATCAGAGCAGAATTGGCGGCCCTCTGGTCGAATGCGTGGAAGCTTGTCAGGTCGGGCTTA 
TTCTGAAGCTCTTAGTCAATTCATGATTCAGCCAACCCAGACAGCTCAAACTGCAAGACCACCGCCAAAT 
TCTACTCCTCCAGCATCTAATGTTTTACCACAACTGCAGGCATTGATTGCAAATAACAGAAACGCCCGCA 
GTCCTCAAACGTCTAATATCCAATGACACAGCCCAAGTATTCGGCCTGAGCATTTTATAGAGATGCATTT 
ATGTTAGCTTAATGGGAGCTGTACATAATATTTTATGCCATGACCAATTTTGTATTCCATGGTTACCTTG 
TAAAGTTAATTGGTGAGTCGAATGCTGGTTATGGTCGGTCTGTATAGAG 
 
>CONTIG\78 
GATCAACACAAACAAACAAAAAAAATGACCAGGAAGTTCTTCGTCGGTGGAAACTGGAAATGCAATGGAA 
CCACTGAGGAGGTGAAGAAGATAGTGTCTACACTTAATGAAGGCCAAGTGCCTCCTCCAGATGTTGTGGA 
GGTTGTGGTAAGCCCTCCATTTGTGTTTCTTCCATTGGTAAAAAATTTGTTGAGGCCTGATTTCCATGTT 
GCGGCACAAAATTGTTGGGTCAAAAAAGGAGGTGCTTTTACAGGGGAGGTTAGTGCAGAGATGCTCGTCA 
ATTTGGGCATTCCTTGGGTTATTCTTGGTCATTCTGAGAGAAGACTAATCTTAAATGAGACTAATGAGTT 
TGTTGGAGAGAAGGTTGCATATGCTCTTTCAAAAGGTTTGAAGGTGATTGCTTGTGTTGGAGAGACTCTT 
GAGCAGCGAGAATCTGGAACTACTGTGGAAGTTGTTGCTGCACAAACCAAAGCAATTGCAGAACGAGTTT 
CAAATTGGGCTGATGTTGTTCTGGCCTATGAGCCTGTGTGGGCTATTGGTACTGGAAAGGTTGCAACTCC 
AGCCCAGGCTCAGGAAGTACATTTTGAATTAAGGAAATGGTTTCATGCGAACGTCAGTCCTGAAGTTGCT 
GCTACAATCCGAATTATTTATGGAGGTTCTGTGAATGGTGCAAACTCCAAGGAATTGGCAGCTCAGCCTG 
ATCTTGATGGCTTTTTGGTCGGGGGAGCTTCTTTAAAGCCGGAGTTCATTGACATTATCAAGTCTGCTGA 
GGTTAAGAAAAGTGCCTAAGCTATTTACCGGGTGTGAGTAGGTGTGAACTTCGAGCTTTCATATGGGGGA 
TCTATAGAATCCATGGGAGACAATTTTACTTCTTGAGATAATAAGTTTGGTTTTTCATTCAGATCAGCAT 
CCCTGACTGGAACTGGATTTTATGTATTAATAAGTACTACTGAGTATTACTTTTTTTTGCTTTTCAAATC 
CTGTTTATTATATCCAGTA 
 
>CONTIG\79 
GGCTGCTTCTAAGCCATCTGCAGGAAAGAAAAAAGAAGACAAGGAAAAGCCTAAAGAAGAAACATCTCTT 
CCTAAGCCTAAAGCCGAGACTTCTCCTCCTAAGCGTAAAGCTCCTTCTCCACCACCCCCTAAGGCCTCAG 
CAACAGAACCTCAGCTTCCTCCAAAGGAAAGGGAAAGAAGAGTTCCAATGACAAGACTGAGGAAACGTGT 
TGCAACACGTTTGAAAGACTCTCAGAACACATTTGCCATGCTGACTACATTCAATGAAGTTGATATGACT 
AATCTGATGAAGCTCCGTTCCGAATATAAAGATGCTTTTGTTGAGAAGCACGGGGTGAAGTTAGGTCTTA 
TGTCAGGATTTATTAAAGGTGCAGTAAGTGGGCTTCAGAATCAGCCAATTGTCAATGCTGTCATTGACGG 
GGATGACATCATCTATAGAGATTATATTGACATCAGTATTGCTGTTGGTACTCCAAAGGGCCTTGTTGTT 
CCGGTTCTCCGCAATGCCGACAAAATGAACTTTGCTGAGATTGAGAAGGCAATCAACACCCTTGCAAAGA 
AGGCAAATGATGGCTCTATATCAATTGATGAGATGGCTGGAGGCTCATTCACGATATCTAATGGTGGTGT 
CTATGGAAGCCTTTTAAGTACCCCAATCATCAATCCCCCTCAGTCGGCCATCCTGGGCATGCACTC 
 
>CONTIG\80 
ATCAGAGGCCGGCATCTGCCAGCACTGCTCTTGCTTCAAATGGAATAAGGTCTCGTGATTGCAATGGCAG 
TGAGACATTTAAAAGCCCAAAGGCTGCTCTCCCAACGAAATCAGTGCATCCAAAAGCATCTTTCGATCAA 
TCTTTTCAGAAGGAGGTCTCAACCATACCTAAAGGTGTTAAAGTACCTTCTAGCCCACGGATGAGATTTA 
ACCTATCAAACTCTAATTCCAAAAGACCTCTTGCAAATGGTAATGGAAAACTTGATGCTCATAAGATTCT 
ATCAATGGAAGCAAATGGGGATGTGAAAGCTTCAAATTCTACAGAGAAAAGTGAAAAAAATGTGGCAAAT 
ATGAACGGTTTTAACAAAACCAAAAATGTTGATGTTGCTGACAGTAAGAACAGCAAAGCATTCACTTTAA 
CTGTTGAAAATGGAATTAGTCAGAGGGGAGATATTAATTTAGTGAAACCAGATGGTGGTGAAGTTAATGG 
CACAATGAGCAGGGTGACAGTGGGAGGACCTGACCACCATGAAATTGGGAACTTGTGCTGTCAATGGGCA 
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TGCTGAGATCTCAGGGTCTCAAAGAAAGTCAAAGGACGAGGGCTCTTGCATTTTGTTAGCACAGGATTCT 
CAATTCCAGGAAAAATTTGAAGAACTGAAAGAAGTTCTCAAGAAAGAAGCTTTTAGTCTCGAGAAAGAA 
 
>CONTIG\81 
CTGTTGTCCTTCAATTTGAGACTCGCCTCCAGAATGGGCTCGAATGTGGTGGTGCCTATCTCAAATATCT 
TCGACCACAGGAGGCTGGATGGAAGGCTAAGGAATTTGACAATGGGTCTCCTTATACTATCATGTTTGGA 
CCTGACAAATGTGGGGCCACAAATAAGGTTCACTTCATTTTAAAGCATAAGAATCCCAAGAATGGGGAAT 
ACGTTGAACATCACCTCAAGTTCCCGCCCTCTGTCCCATCAGACAAGCTATCTCATGTGTATATTGCCAT 
TTTGAAACCGAACAATGACGTGCGAATTCTCATCGATGGGGAGGAGAAGAAGAAGGCTAATTTCCTCTCT 
GCTGAAGATTTCGAGCCTCCACTCATTCCTGCCAAGACAATTCCTGATCCAGATGATAAGAAGCCTGAAG 
ACTGGGATGAGAGAGCGCAAATTCCTGACCCCAATGCAGTAAAGCCAGACGATTGGGATGAGGATGCACC 
CATGGAAATTGAAGATGAGGAAGCTGTGAAACCTGAAGGATGGCTAGATGATGAGCCTGAGGAGATAGAC 
GATCCTGATGCAGCAAAACCAGAAGACTGGGATGATGAAGAGGATGGTGAATTTGAGGCTCCCAAGATTG 
ATAACCCTAAGTGTGAGTCAGCCCCTGGTTGTGGTGAATGGAAGAAGCCCATGAAGAGTAATCCAGCTTA 
CAAGGGAAAATGGTCTGCCCCATTTATTGACAACCCCAACTATAAGGGCATTTGGAAGCCTCAGGAAATT 
CCAAACCCTAACTACTTTGAACTTGAAAGACCTGACTTTGAGCCTGTTGCTGCTATTGGAATTGAGATTT 
GGACAATGCAAGACGGTATTTTGTTTGACAATGTTTTGATTGCGAAAGATGAGAAGACTGCTGAGTCATA 
CCGGGAGACCACTTGGAAGCCAAAATTTGAGGTTGAGAAAGAAAAACAGAAGGCTGAAGATTTAGCTGCT 
GATTCAGATAGTAGTCTTACAAGCCTCCAGAAGAAAGTATTTGACATCCTATACAAGATTGCAGATCTTC 
CGATTTTAAGTACATACAAGCCTAAGATATATGATCTCATTGAGAAGGGAGAGAAACAGCCAAATCTCTC 
AATTGGCATCCTTGTCTCGATTGTTGTGATTGTCTTCACAGTAATCTTGAAGCTTATTTTTGGTGGGAAG 
AAGCCGGCAAGAGTGGAAACGGAGAAAACAGAAGTTGCTGACACTTCTAAGAAAACAGAAGTTGCTGACA 
CTTCTAATAATCATGG 
 
>CONTIG\82 
TGCCTTATCTGTCGGCAGGTGATGACTTTCCCAATAACAACACCTTGTGCTCATAATTTTTGCAAGTCGT 
GTTTAGAAGGTGCATTTGCTGGCAAAACTTTTGTGAGGGAGAGAAGTAGAAATGGACGATCGCTCCGGTC 
CCAAAAAAATGTCATGTGCTGTCCATCTTGCCCAACAGACATCTCTGATTTTCTTGAAAACCCTCAGGTA 
AATAGAGAGTTAATGGATGTGATAGAATCTCTGAAATCCAAGACTGAAGAGGAGAATGGGAACAATATTG 
AGGAGTCTATTAAAGAAACAGACGGCTCTGAGGAAAGTGCTGATCATTCATCTACAAGCAGTGACACTAA 
CACAGAAATTCCAGACAATACAGGCATGGATGATAGCGTGCAGAGTCATCCAGAGAAAAGCAAACCCAAT 
AGAAGCCGAAAGCAAGAGAATGTTGTTGATGGGGAATGCTCAATAGAGAACAAGGACGGGTTGGAAAACG 
AACTCTCTTCGGAGAAAGCCGATGCTAAGAGTTGCTCACCGAAACATCATGTTGATGGGGAATGCTCAAT 
AGAGAACAAGGACGGGTTGGAAAACGAACTCTCTTCAGAGAAAGCTGATGCTAAGAGTTGCTCACCAAAA 
CAGGGTGTTGGTGCAAAGACCAGGAGCAGGAAAGCTGAGAATGCTTTGGATGAAAATAATGGCGTTGGTG 
TAAAGACTA 
 
>CONTIG\83 
GAGTCCAACAAGAAGGAAGTGTCTCGCAGTGACTTCCCTCCGAACTTCTTCTTTGGCGTGGCCACTTCTG 
CCTATCAGGTGGAAGGAGCCTACAAGGAGGGTGGTAGGGGTCCAAGTATTTGGGATGCTTTTTCACACAC 
TGAGGGAAAGATCATTGACAAAAGCAATGGCGATGTGGCAGTGGATCAATATCATAGATACAAGATGGTT 
TAGGAACCAAAATCAATGATGAAGGGATTAATTACTACAACAATCTTATTAATGCTCTTCTTGAAAAAGG 
TATCCAGCCTTGCATAACTTTGTACCATTGGGATCTTCCTTTGCATCTTCACGAGACAATGGGAGGGTGG 
TTGAATAAGCAAATTGTAAAATATTTTGCAATCTATGCAGACACTTGCTTTGCAAGTTTTGGTGATAGAG 
TAAAAATCTGGATTACAATTAATGAGCCCCTTCAAACTGCTGTGAATGGATATGATGTGGGGGAATATGC 
TCCTGGAAGATGTCAAGGTTCTTCAATAGAACCATATTTGGCTGCGCACCACCAGATCTTGGCCCATGCA 
GCAGCTGTTTCAATATACAGAAGCAAGTATAAGGACAAGCAAGGGGGACAAGTAGGCTTGGTGGTAGACT 
GTGAGTGGGCAGAGGCTAATTCAGAAAAAAATGAAGATAAAACTGCTGCAGCAAGACGTCTTGATTTTCA 
GCTTGGATGGTATCTGCATCCAATATACTTTGGATACTATCCTGAAGTTATGCAAGAAAGGCTTGGAGAT 
CGGCTTCCCAAATTTTCAGAGGAAGAAAAGGATTTGCTTAGGAACTCAATCGACTTTGTTGGTCTGAATC 
ACTATACATCAAGGTTTATTGCTCATGTACCA 
 
>CONTIG\84 
CTGTTTGTTTAGAAGGGTTGGAAAACATTCTGAGGGTTGGGGAAGCAGAGAAGAGTTTGGGTAACTCTGG 
AGAGGTTAACTTATATGCCCAGATGATAGATGATGCTGAGGGATTGGAGAAGATTGAAAATCTACAGAGT 
CATGACAACAATGAGATCTATGAAAAGGCAGTCAAGATTCTGGAAACATATTGGATGGAGGAGGATGACT 
CATTACCTCCAGCTGATGGTTCCCAGCCTGGCTTCGGCTTTGGGGGGAATGAGGTTCAAGTTCCATCAGG 
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TGGATTCAACTTTAGCTGAAGGTAGTATAATCATTCAACTCTGTCTATGAATATCTACTATCTAGGATAG 
CCTAGATAGGAAGTCATGATGTGTACCTTGTGTTTACTTACCTCATTTTCTTTGCCCCCAAAAAAAAAAG 
AGAAAATTGCAGGGACTAAATTCCTGCTGGGGAAGGCAAAGTATATGTTGGGTCAGGTCAGGTCAGGGCA 
CTTCGTGGTGTCTCATTTCAGTCCGGTCCTGTGTCCGTTGTGGTCTTCAAAGAGGTGCTAAGGTGGGTCA 
GTTTAATACTACCGTGTCCAAATAAGGAGGGGGTAGGTGGGTTTCATTGTGGCATGATGGCCTAGTCAGC 
AGTTTTTGGTGTTTTCACCTGGTACCATGATGCTGTGGAAGGTGTCCCTAAGTTCATTATTGCATACGCA 
GGG 
 
>CONTIG\85 
TCTGAAGGTGCCTTTTATAACCCATTATGAGCCTGTTCAAGTAACCCTTCAGACAGATCAGGTGAGGGAT 
ATTCCTTGTGGTACCAAAGGAGGTGTAATGATTAACTTTGAGAAGATAGAGGTTGTTAACCGGCTTCACA 
AGGACTATGTGCATGACACTCTGCTGAACTATGGGGTGCAGTATGACAATACATGGATATATAACAAAAT 
TCATCATGAGATCAATCAGTTTTGCAGCTCTCACTCTCTTCAGCAAGTCTACATTGATGTTTTTGATCAA 
ATTGATGAAAAGATGAAAGATGCTCTCCAGGGTGACTGCACACGTTATGCTCCAGGTATTGAAATCATTA 
GTGTTCGTGTTACGAAGCCAAAAATCCCGGAAAGCATAAGACGCAATTTTGAACAGATGGAAGAGGAACG 
CACTAAGAGAGTGGTTGAGAAAGAGGCAGAGACAAATAAGAAAATGGCTATCAGTGAAGCTGAGAAGGTT 
GCAAATGTGAGCAAGATCCTTATGGAACAGAAGTTGATGGAAAAGGATAGTGTCAGGAAGCAGCAAGAAA 
TTGAGAACCAGATATACATGGCTCGGGAAAAGAGTTTTGCCGATGCAGACTTCTACCGTTTACTGAAGGA 
AGCTGAAGCAAACAAGTTGAAGCTGACACCGCAATTTCTTGAGCTTAAATTCATTGAGGCCATAGCTGAT 
AATACAAAATTTTTTTTTGGGGAAAAGA 
 
>CONTIG\86 
AAGAAAAACTAATATAGCATGTCTAGTCAGAGTACATGATGAATCCCTCAAATATGACAATGCCATACAT 
AGATTCAATTCATGGCACAACTAATTCAACATAAGAGAAACACAGCAAAAAAGGCATATTCTCAGCTAAA 
ACTACATAAGAAAGAGAAACTCTACAATGCGCATTTCTACAAGGAAAATGTCCCTCTGCAACTTTCCCTA 
AACTTCACAGCTACAAAAGTTATCGGATTCTTTATACACATGAACTAGATAACACATTGCTTTCATCTCT 
TTGAAAAGACCACCAAGATCACCATTGACATGGAAACAACGATCTTGAAGCCAGAAGATTCCCAGAAATT 
TTGTTTTTCAGCACCCATAGCTGCACTTTGTTGTTTTGCTGCCAACTGATCTCGGAGTTCTTTTAGGGCT 
TTGTCCCTTCGCTCTCCCATCCTTTGGAGCTTTCGGGTCTGGGTACGAGATTCCTGGAGGCAGAATTCTA 
ATTTCAACACCCTCTTTTTCAGTTCCTGGTCAGCTCGACGTTGCTTCTCTAACTGTGACTCCAATTCCTT 
GGTCTTGTGTTTCCAGTGAGCAGACATTATCTTGATTTCATCCTTCAGTTTTGCTATTTCTTCATCCTTA 
ACAACCAAAAGCTTATTAATTTTATCAAAATTCTTGGGAGATACTTCATCTAATAATTTCCTCAGTTCAC 
AATCCTTGCTTGCTCCAGCTTTCGAAATAGCTTGCATAATATCATGTTCAACTCTCAAAACATCATCTTT 
AAGT 
 
>CONTIG\87 
TCTTCTTCTTTGCGTTTGGGAACTACTTTGTGTTGTTGTCTTGCTCTCTCTGTAAGGCGTATCAGGAGCC 
AAGCTGCTTGTTGTTGTGTCTCTGCACCTCGGTCTTACTCCTGTACAATTCAATTAAGAACAGCCATCAG 
AGTAGACAGCGATAAGGAAATCAGAAATGTGTTGTTTCATAGTATACTATCAATTATGGCGATGACTCCG 
CCTCCACCCAGGGTGCCTCAGCAGTAAGGGAGAGTGCCTAGACTAACTATAAACCCAGAAATCTCTGGTT 
TGACTCCTAGCTGAGACATTTTGCGATTTACCCAATGCCTACTCAGTGGGGGGTGTGTAGGCATCCAGCC 
TGACTATTAAACAGAACGGATGAATTCGATCTCTCTAGGGTCCAGATAAGTATTTTGAGGTGTTTACATT 
TAGTATTTTTTAGTGAAGTCAAAATCACATTAATATATGAGTGAATTTGATATATATATATATATATAAA 
ATGAGCACTATGAAGTTGAATTATCAACAGGGATTAATGACAGAAACATGTTGATGTGGCAGCCATAAAC 
AAATTACAAGCCCTTGTTTTGTGCTGGGGTATTAGGTTGCAACTTGCAAGGGCTAATGGGTTTGATGAAC 
CATCTTTGTTATGCATGAATGCTTATATCTCACGAAATATGTTGCACTGATTTTTCTTCCATTCTACAGC 
ATCACTTTCTGGGACATTTATGGAGGTGGTCAAAGCAGTTGGTCGGC 
 
>CONTIG\88 
AAGCTACAAAAACAAACAAATACAGAAAGAGAGTGTTGAAGAAGCTTGAATTGCCGAAGAAGATACAAAG 
ATGTTGTGGGTAGACAAGTACAGACCCAAAACCCTAGACAACATCACCGCCCATCAGCACATAGCCCAAA 
ACCTCAAGAAACTCGTGACGGAGCAGGATTGCCCACATTTGCTCTTCTATGGCCCACCGGGTTCCGGCAA 
GAAAACCCTAATCATGGCCCTTCTTCGACAGATGTTTGGCCCCACTGCTGAAAAGGTGAAAGTCGAAAAT 
AAGACATGGAAAGTCGATGCTGGTAGTCGAACTCTTGATATAGAGCTTACCACATTGTCAAGCACCAACC 
ATGTGGAATTGAATCCCAGTGATGCAGGGTTTCAGGACAGATATATTGTTCAAGAAATAATTAAAGAAAT 
GGCTAAAAATAGACCCATTGACACCAAAGGAAAAAAAAGGATTTAAAGTATTAGTGCTCAATGAGGTGGA 
CAAACTTTCAAGAGAAGCCCAGCATTCTCTCCGAAGAACTATGGAGAAATATAGTGCTTATTGCCGTCTA 
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ATACTGTGCTGCAACAGTTCTTCAAAGGTTACTGAAGCAATCCGGTCTCGCTGCTTGAATGTGCGAATAA 
ATGCACCAACGGAAGAAGAGATTGTTAAGGTATTGGAACTCATTGGGAAGAAAGAAGGACTACAACTTCC 
ATCTGGATTTGCTGCTCTTATAGCA 
 
>CONTIG\89 
TGAAGGAACTAACAAAAGCAATGTGCTGGGAAACAGTTTCGATTAGCAAGGATACAGTAAATAAAGTAGG 
TGCAGCTATATATAAGAAGCCTACTTCTAATGAGTGCTATGAGAAAAGATCACTAAGTGAGCCTCCTATT 
TGCCCAGAGTCTGATGATCCCAATGCAGCCTGGAACGTGCCATTGCAAGCATGCATGCACATAGTGCCTG 
TAGATGCATCAGAACGTGGATCTCAATGGCCAGAACAATGGCCAGCTAGGTTGGAAAAACCACCTTACTG 
GTTGTTGAGTTCCCAGGTTGGAGTTTATGGAAAAGCTGCTCCTGAAGATTTCACTGCAGACCATGAGCAC 
TGGAAACGTGTGGTGACAAAGTCATATCTTAGTGGGATGGGGATAGACTGGTCACATGTGAGGAATGTCA 
TGGACATGAGAGCGGTCTATGGAGGATTTGCTGCAGCTCTGAAAGATTTGAGCATTTGGGTCATGAATGT 
GGTCACCATAGACTCCCCAGATACGCTACCCATTATTTATGAACGAGGTCTATTTGGCATGTATCATGAT 
TGGTGTGAATCATTTAGCACGTATCCTAGGTCCTATGATCTTCTCCATGCAGACCATCTGTTCTCCAAGG 
TTAAAAAGAGGTGCAATTTAGTTGGAGTAGTTGTCGAGGTTGATCGGATCCTCAGGCCAGAAGGAAAACT 
CATTGTTCGCGACGATGTTGAGACCATTAACGAGCTGGAGAAAATGCTGAAGTCTATGCATTGGGAGGTC 
CGCTTGACCTACTCTAAGGACAGTGAGGGATTGCTGTGTGTTCAGAAGTCCCAGTGGCGACCTCAAGAAT 
CTGAGACAATCACGTATGCAATTGCTTAACGATGATCTCCAGTCACTGTCCTTCAATTCTTGAGGTGGTG 
AGATTAGATATTCTTTTTATTTTGATTGCTAATTGCAATTCATTGTAACTTCGCTTCTACCTTAGTCCAT 
GTATCTTGTTAGTTAGGCGGCCTTTCAGTATCTGTTATTTTTCATCACTTATTTCTTTGTTTTGATTTCT 
ATATTAAGA 
 
>CONTIG\90 
TAGTCAAATACTCCAATATTCATATCACCCATTAACATAGAATTCATGGCTTCTATGACTTCTTCAAGTG 
TTCCTTTAATTCTTCTTGTGCTCCTTGTTCTTGGGTCAATGATGGTTGCCTCTGCTGGTAACTTGAACCA 
AGATTTTGACATTACATGGGGAGATGGCCGTGCTAATATAATCAACAATGGTGAGCTTCTTACTCTCTCA 
CTTGACAAAACTTCTGGCTCAGGATTCCAGTCCAAGAATGAATATCTATTTGGAAAGATTGATATGCAGC 
TCAAGCTTGTCCCTGGAAACTCTGCTGGCACTGTCACTGCCTATTATTTGTCCTCAAAAGGATCAACATG 
GGATGAGATAGACTTTGAATTCTTGGGCAATCTGAGTGGTGATCCCTACATAATTCACACCAATGTGTTC 
AGCCAAGGCAAGGGCAACAAAGAGCAGCAATTCTATCTCTGGTTTGACCCAACTGCAGATTTCCACACCT 
ATTCTATCCTTTGGAACCCCCAGCGCATCATTTTCTCTGTGGATGGCACTCCCATAAGAGAGTTCAAGAA 
CCTTGAGTCAATTGGTGTACCATTCCCAAAGAACCAGGCAATGAGGATCTACTCTAGCCTGTGGAATGCT 
GATGACTGGGCCACAAGGGGTGGGCTAGTCAAGACAGACTGGACACAAGCTCCTTTCACTGCCTCCTATA 
GGAACTTCAATGCCAATGCATGTGTTTGGTCCTCTGGAGTATCATCTTGCAGCTCAAGCTCCCCCTCTTC 
TGCATCCACTAGCAATGCGTGGCTCTCACAAGAGTTGGACTCAACTAGTCAAGACAGGCTGAAATGGGTT 
CAGAAGAACTACATGATATACAATTACTGCACAGATACAAAGAGATTCCCCCAAGGCCTCCCTCTAGAAT 
GCACCAAGTCATAGGGAAAAGAAAATGTGTAGCTTGTACATCAATTCTTTTATCTTTTGACATTCCCATT 
TGATTAATTAATTTGTATGCG 
 
>CONTIG\91 
AGTGGGAGTTCCTCTGTTGAATGGGTGGAAGGATCATTATTGGCTACAAAACAACCCTTGACATGGTACA 
AGAGTACTTTTAGTGCACCAGGAGGCAATGACCCATTGGCTTTGGATATGAATACCATGGGAAAAGGTCA 
AATATGGATAAATGGTCAGAGCATCGGACGCCACTGGCCTGCATATATTGCACATGGTAATTGTGGCAGT 
TGTAATTATGCTGGAACTTATGATGATAAGAAATGCAGAGCTAATTGTGGAGAGCCCTCCCAAAGATGGT 
ACCATGTTCCACGCTCATGGCTGAATCCAAGCGGGAATCTATTGGTTGTGTTTGAAGAATTTGGTGGTGA 
CCCAACTGGGATTTCATTGGTAAAAAGAACGACAGGAAGTGTCTGTGCTGATATCTATGAAGGGCAGCCA 
ACACTGAAGAACTGGGGCATGCTAACCTCTGGCCAAATCAATAGACCAAAAGCCCATCTATGGTGCCCAC 
CTGGGCAGAAAATCTCTCAAATAAAGTTTGCTAGTTATGGCCTGCCTCAGGGAACATGTGGAAGCTTTAA 
AGAAGGAAGCTGTCATGCGCACAAGTCCTATAATGCTCCACAAAGGAATTGTATTGGAAAGGAATCTTGT 
TTAGTAACTGTAGCTCCCGAAGTCTTTGGGGGGGATCCATGTCCAGGAAACACGAAGAAGTTTTCACTTG 
AGGCCGTCTGCAGCTAAACATAGTAGCTTCTATTCCATTAAGTACAGAATAAATGATGAGCTAGTTGTTC 
ATCTTCAGTACATAGACATCTATACAAACCAGATTGTCAAAGCAACTGGTTTTACTTTGCGCGAGGACAT 
ATGCATGGAGCCACGCCACATGCCACCTGGCCAAACCAAATGTAGATAGAGAAGATGATTCTAAGCATAC 
ATCAAAGATGCTTTAGCCCTTATGTGCATAGGCAAGCTGTCATTTGTCAAGTATAGGTTCATACGCTATA 
CATAGGGTTTATTACAACACAAGAATCTCTAC 
 
>CONTIG\92 
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TGCAGACTCTCTAAACCCTAACCCTAACCCTAATTTCCAACCTTCTCACACAGCCTCTCAGAATATGGGA 
GAGACCAGGGAGAACGATGGTTACGAAGAAGAGCTTGTTGATTACGATGATGAAGAAGCCAATGCCCCGG 
CCTCCGTCGCAGCCAAAGTCAACGGCGAAACAGTCAAGAAGGGCTATGTTGGAATTCACAGTTCAGGATT 
CAGAGACTTTCTTTTGAAGCCAGAGCTTCTTCGAGCTATTGTGGACTCGGGATTTGAGCATCCTTCTGAA 
GTGCAACATGAATGTATACCTCAAGCTATTCTGGGTATGGATGTCATTTGTCAAGCTAAGTCTGGAATGG 
GAAAAACTGCTGTTTTTGTTCTTTCAACATTGCAGCAGATTGAACCTGTTGCCGGCCAAGTTTCTGCAAT 
TGTTCTGTGTCATACAAGGGAGTTAGCATACCAGATTTGTCATGAGTTTGAGAGATTCAGCACATACTTG 
CCTGATCTAAAGGTTGCTGTCTTCTACGGTGGTGTCAACATCAAAGTTCACAAGGATTTGCTGAAAAATG 
AATGCCCTCATATTGTTGTTGGAACGCCTGGAAGAATATTGGCACTGGCAAGAGAGAAGGACCTTTCTTT 
GAAGAATGTGAGGCATTTTATTCTGGATGAATGTGACAAGATGCTTGAATCACTTGACATGAGGAGAGAT 
GTGCAGGAGATCTTCAAGATGACTCCTCATGATAAACAAGTAATGATGTTTTCTGCAACACTCAGCAAAG 
AAATCCGCCCAGTTTGCAAGAGATTTATGCAAGAACCAATGGAAATTTATGTTGACGACGAGGCCAAGTT 
GACCCTGCATGGTCTTGTTCAGCACTACATCAAATTGA 
 
>CONTIG\93 
ATCTATTGGTTCAGTTGGTAGCAGTCAAGATAGTAGCAACCTCTTTGTGCCGGGCCTCTGGATTAGTGGG 
AGGCTACTATGCGCCATCCCTCTTTATTGGTGCTGCAACGGGAATGGCATATGGGAAATTCATCAGTTTG 
GCAGTTTCTCAGTCCAATTCTATGATTCCTCCCTCCATCTTGGAAGTGGCATCACCACAAGCATATGGAC 
TGGTTGGAATGGCTGCTACTCTTGCAGGGGTGTGTCAGGTACCTCTCACTGCAGTTCTATTGCTTTTTGA 
ATTGACACAGGACTATCGGATAGTTCTACCTCTACTTGGAGCTGTAGGATTATCTTCATGGGTTACTTCT 
GGACAGACAAGGAGAAGAGATGTCAAGGAGATTAAAAAATTCAAGCAAGATAGCTCTAATACAAAACAAC 
TCACTACAAAAGCATCTTATATTAGTGATCTTTGTGAAATTGAAAGTTCGCTTTGTGTGAATGGTTCTGA 
TATTGAAGCTACGGAGTTAGAAATGGGAATTTCCGTTTCAGAAGCCATGAGAACAAGATATGTCACTGTC 
TTTATGAGCACTTCACTTAAAGATACAGTGACTCTCATGCTTGCAGAGAAGCAGTCCTGTGCAATGATTG 
TTGACGAAAGTAATATTTTGATTGGTTTACTGACACTTGGAGAAATTGAAGTGTTCAGCAAAATTTTTAA 
AGAAAGAAGTGAAAGACCAAAGGTGCTTTCAGTATCTGAAATGTGTTCTTTGGATGGGGAAATATGTCGA 
GTCCCATGGACTGCTACACCCAACATGGATCTTCTTTCTGCTCAAATTTCTATGAACAAGTATGGAATGA 
GTCAAGTTCCAGTTGTTAAAGAGCATGTTGAAGACTGCAGAGGGCACCCA 
 
>CONTIG\94 
GGGCAACAAGTGACCAGAAGGGTTCAACATGTGGATGATAAGGTCAAAGATTTGCTTCTAAAGATAAAAG 
AAGGACAGGTTGTTGACCAAGATAATATCAAGGCTCTCAAAGCAAGAAAGCTTATTGTTCCACAGACATG 
GAATGGCTACTCGTTGAAAAAGGGTCCTGACTATGCTCCACAAAGAAAGAAATTTGTTGCTGATTTAACT 
CGTGAGATGCTACAGAGCGGCGATTGGAAGAATGTAGAGTTCAAAGAATATAACTTCAATGCAAAAGGTC 
AGACTATTGAAGCTGGTCATCTTCATCCACTGAACAAGGTTCGGCATCAATTGAGGATGATTTTTCTTCA 
GATGGGGTTTGAGGAGATGCCTACGGACAGATATGTTGAGAGCAGCTTCTGGAACTTTGATGCCCTGTTC 
CAGCCGCAACAACATCCTGCCCGTGATTCACACGATACATTCTACCTGAAAGTTCCTTCCACCACAAAGG 
AGCTTCCAGAAGATTATGTTGAGCGGGTGAAGCGTGTACACGAATCTGGTGGTTATGGTTCCAGGGGCTA 
TGAATATGATTGGAGCAGAGAGGAAGCAAACAAAAACCTTCTGCGTACACACACAACAGCTGTGTCAGCC 
AGGATGCTTTACAATCTAGCCCAGGATACTTTAAAAAAACAGAAACCATTTACTCCCAAAAGATACTTCT 
CTATAGATCGTGTTTTCAGAAATGAAGCAGTAGATCGAACTCATCTTGCAGAGTTCCACCAGATAGAAGG 
CTTGATATGTGATAGAGGACTTACTCTTGGTGACTTGATTGGAGTCCTGCATGATTTCTTCTCCCGGCTG 
GGCGTGTCCAAGCTGCGTTTTAAGCCGGGCTTATAACCCATATACGGGAACCTAGCATGGAGATTTTTCA 
GTTACCATGAAAGGCTTTGGGGAAATGGGGTAGAGGTTGGAAATTCTGGCATGTTTAGACCTGAAATGTT 
GATTCCTATGGGATTACCAGAAGATGTTCGTGTTATTGCATGGGGCCTTTCCCTTGAGAGACCAACTATG 
ATCTTGTATGGCTATAATAACATCCGGGATCTGTTTGGGCACAAGGTGGATCTTGGTCTCATCAAGACAA 
ACCCTATATGTCGTTTA 
 
>CONTIG\95 
GGTTCTTGGATGCTCTACCCTCTGCTGATTGTGCTAAAGGTGGCCATGGGGCTTACACTACTAGCGTGGA 
ACTAGAAGGATATGACAATGGTATTATTCAAGCATCATCATTCCGTACGTATCATACCCCCCTAAACAAG 
CAGGTTGACTATGTTAATTCAATGAGGGCTGCTCGAGAGTTCAGTTCAAAGGTTTCTGATTCTTTGAAGA 
TTGAGATTTTCCCATATTCAGTGTTTTATATGTTTTTTGAGCAATACCTTGATATATGGAGGACAGCACT 
GATCAACCTTGCCATAGCAATTGGTGCAGTGTTTATTGTTTGTTTAATTATCACGAGCAGTCTTTGGAGT 
TCAGCAATTATTTTACTGGTGTTAGCAATGATTGTTGTGGATCTCATGGGTGTGATGGCAATTCTGGAGA 
TCCAATTGAATGCAGTCTCTGTTGTTAACCTTGTTATGTCAGTGGGCATTGCTGTTGAATTTTGTGTGCA 
TATGACACATGCTTTCTCGGTAAGCAGTGGAGATAAAGACCAACGCACAAGGGAGGCTCTGGGTACAATG 
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GGGGCATCTGTCTTCAGTGGAATCACATTGACAAAGTTAGTTGGAGTGATTGTTCTTTGTTTTCTCAAGG 
ACAGAAGTTTTTGTGGTTTATTACTTTAAAATGTACCTGGCACTGGTGCTTCTTGGTTTCTTGCATGGAC 
TTGTATTCTTACCAGTATTTTTGAGCATGTTTGGTCCTCCTTCTAGATGCGTGCTTGTTGAGCAGGGTGA 
AGATCATCCATCTGCTTCATAACAGCTGTAGGAAACCATTTTTTGTTAATGTCCTTTTTTTATACTGAGA 
TTGCATGTATCATCAGTGCTAGAAGATATTTGAATAGCTTCCAAAATGTA 
 
>CONTIG\96 
ATTTGCAGCTGCCCTTGGTTCTGGTTCCCAATTATTTACCCTTACGGTATTCATTTTTGTACTAGCACTT 
GTTGGTGTATTTTATCCATACAACCGAGGGGCTCTATTTACTGCACTGGTTGTCATATATGCTCTCACAT 
CAGGAATTGCGGGCTATATTGCAACCTCCTTTTACTGTCAGCTAGAGGGAACAAGCTGGGTTAGGAATCT 
ACTGTTGACGGGATGCCTCTTTTGCGGGCCTCTGTTTCTTATGTTCTGCTTCCTGAATACTGTAGCGATT 
GCTTATAATGCCACTGCTGCTCTCCCATTTGGCACAATTGTGGTGATAGTTCTTATATGGACACTTGTAA 
CATCGCCTTTGCTGGTGTTGGGTGGGATTGCTGGGAAGAATAGCAAGGCTGAATTCCAAGCTCCTGTCCG 
CACCACCAAGTATCCCAGAGAGATTCCAGCTTTGCCATGGTACCGGGGAACAATTCCGCAAATGGCAATG 
GCAGGCTTTCTGCCTTTCAGTGCTATCTACATTGAACTTTACTACACATTTGCCAGTGTATGGGGTCACA 
GGATTTATACCATATACAGCATCTTGTTTATTGTCTTCATCATTCTCCTGATAGTTACTGCTTTCATTAC 
TGTGGCACTGACGTACTTCCAACTTGCTGCTGAGGACCATGAATGGTGGTGGAGATCTTTTCTATGTGGT 
GGATCAACTGGCATCTTTATCTATGCCTATTGCCTGTACTACTACTATGCACGCTCAGATATGTCTGGGT 
TTATGCAAAACCTCATTTTTTCTTTGGTTACATGGCTTGCATCTGCTATGGTTTCTTCCTCATGCTTGGA 
ACTGTAGGTTTCCGTGCAGCTTTACTATTTGTGCGTCACATTTATCGATCCATCAAGTG 
 
>CONTIG\97 
CCGTCGGTAAGAACAAGAGGATTTCCAAGGGAAAGAAGGGAGGCAAGAAGAAAGCAGCTGATCCTTTTGC 
AAAGAAGGACTGGTATGACATCAAGGCCCCATCAGTGTTCACTGTCAAAAACGTTGGCAAAACCCTCGTC 
ACTCGTACTCAGGGAACTAAGATTGCTTCAGAAGGACTCAAACACAGAGTCTTTGAGATATCATTGGCTG 
ACCTTCAGGATGATGAGGAGCATGCTTACAGGAAGATCAGATTGAGAGCTGAAGATGTTCAAGGGAGGAA 
TGTTCTGACAAATTTCTGGGGAATGGATTTTACAACAGACAAGTTGAGGTCTTTGGTGAGGAAATGGCAG 
ACATTGATTGAAGCTCATGTGGATGTGAAGACTACAGATAATTACACCTTGAGGATGTTCTGCATTGGAT 
TCACCAAGAGGCGCCAAAACCAAGTCAAGAGGACCTGTTATGCCCAGTCTAGCCAAATTAGACAGATCCG 
CCGCAAGATGAGGGAGATCATGATCAACTCGGCATCATCTTGTGATCTGAAGGAATTGGTGAGGAAGTTC 
ATTCCTGAGTCAATTGGCAAGGATATTGAAAAGGCAACCTCAAGCATCTACCCTCTACAAAATGTATTTA 
TCCGGAAAGTTAAAATCTTGAAAGCTCCAAAATTTGACCTTGGAAAGTTGATGGAGGTTCATGGTGACTA 
TTCAGAGGATGTTGGTGCCAAGGTGGATAGGCCTGCTGACGACACAATGGCTGAAGCCCCTGCTGAACTA 
GTTGGAGCCTGAATGAAGGATTCTGAAAATTGCACTTTAGCTTTTACTTTCTTGTTTTTTTTTTGGTGGC 
TCTGAGATTTTGTTGCTCGCTGTTTATGGAGAAACTTGTTTATTTAAACATTCCTCCTATTTTGTTCCTA 
CCTGTCAGAATTAGAGTGATTTTGTCATTAAGAGACATTTTTGTCCGTTTAATTTAGTTGACTTTTTGTT 
ATCTTTACCAACCAAATCCGTATGTAATGAGCATGAAACAC 
 
>CONTIG\98 
GTTCTTCTGCGGAATTGTATCGGTTATTCGAAGATGAATCACTGTAACCTTAAGCAGAACGCCTTTTCGG 
TTGTCGGCAGTGAAGAGATGAGAGGCCCTGTCTCGATCTCCGATCTGAAGGGCCCTGTGGTTTGCCCCAA 
GCCTCGCCGAGTCGGGGTTTTGGCTAACAATTCTTTGAGGCCCTTGAGATGGCACATGAGTCATCCACCC 
GAGGTCTGTGATTCCAAGGCTGGGGCAGAGCTTCTTGATATCATTCTTATGAAGGAGGGTTATGGGATGG 
AACAATCTGCAACACAGTTTGCTTCATCACCACCATATTTTTGCGGGTCTCCTCCGAGCAGGTCTGCCAA 
CCCGTTAATCCAAGATGCTCGATTTGGAGATGAGAAGGATGCTCCTAGTGTTATTCCATCTCCTTCGGGT 
GTTTCATCTCCATCATCATCTTCACGCAAAGGAGGGTGTGTTAGAATGAAGTTTGGCCTTAAACCGGCCG 
CAGTTAGAGTAGAAGGTTTTGATTGCCTCAACAGGGATCGCCAAAATTCAAGCATCCCTGCTTTCGCTTA 
GATCCATCAACGGGAAGTGTACATATAAGGAAGCTAAACGCAACCAGAATTCATAAACACAGCAGTCTTA 
ACAAGAGGAGGGAATTTTGCATATTTTTGGAGAGGATTGAGATCTTCTGTTTGTAGTGTATATATCATAT 
CTTTTGTTGGTGATCATCTCATTGCTAATTATCTCTGTAAAGTAGTTTGGTTGAAATCAAAAGAGACATC 
AGACATTATGTCGTTTAGAAAGGTTGTGATTATTGGAGAGCACGGCTGTATTGTAATATAAGTTGGGCTA 
GTGTTGGGAATGTTCTGATTTTTTAGGTGATCACCATGAAAATTTTCTGTATAGGGCGGATGG 
 
>CONTIG\99 
TTTCTAAAAAGGAACAGAGGAAAAAGAAATTGGGGCTGGACAAAACAATGACTTGACGTTTTCCAATCTT 
CCATCGGAGAAAAGCTCAAGGTCAACAGCTACAAGATTCCTATTCGGGTTGTTGAGGACAGCGAACACAC 
TCAACGCTTCCGAAGCTTGCAGAGCTGCGTTGGAGAAGAAGATTGGATTGCAACTCGAGCAAGCCACACT 
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AGACGACCTTTTGATAGAATTTGTCTGATTTGAGATTCGCGTCGGAGGCAATCTCCGAAAATAACCGTCA 
ATCAATTTTCCGAGTAGCATTAACGCCGGCGATCTTATACTGTCATTGAACTCTTTAGCCATCCTCAAAT 
AGCTACTGCCCAGTTGGGGTTTAATCCATTAACCATAAGCGTGGTCTGATCTGAGAGAGCTGGTTTCTTT 
TTTTATTTTATTGGATTTGATATTAAGGGGATTCCGTGAGACTTCCTGTCAGGTACTAAACAGTCATCTT 
TCTTGTAACACCTCTGAAGAACTAGAATCGTTGGGAATGGATTCTGAGACAGTAGTACATAGTGGTGGGT 
GCCACTGCAGGAAAGTCAGGTGGCGTGTACAAGCTCCCACTAGCATTGTAGCTTGGGATTGCAACTGTTC 
TGACTGCTTCATGAGGGCTAACACCCACTTCATTGTCCCTGCTGAAAGGTTTGAGCTTCTGGGAGATTCC 
GAACAGTTCCTTACGACCTACACCTTTGGCACTCATACAGCAAAACATACATTTTGTAAAGTTTGTGGCA 
TAACTTCATTTTATTTTCCACGTTCAAACCCAGATGGAGTTGGAATTACATTCAGGTGTGTTGATCCTGG 
AACACTAACACATGTTGAGATTAAGAATTTTGATGGGAGAAATTGGGAAAGCTCACATGCTAAGAC 
 
>CONTIG\100 
TTACTTCATGCAAGGTTATGCGAGACCCTAATGGAATAAGTAGAGGATCTGGGTTTGTTGCATTCTCTAC 
TCCTGAAGAGGCATCTAGAGCTCTATCGGAGATGAATGGCAAAATGGTTGTGAGCAAACCTTTGTATGTT 
GCACTTGCACAACGGAAAGAGGATAGAAGAGCTAGGTTGCAGGCTCAATTTTCTCAAATGCGGCCAATGG 
CAATGGCACCTTCAGTTGCTCCTCGTATGCAAATGTACCCCCCTGGTGGTCCAGGCCTTGGACAACAAAT 
ATTCTATGGCCAGGCCCCTCCTGCTATCATTCCTTCCCAGCCTGGATTTGGGTATCAGCAGCAACTTGTT 
CCTGGTATGAGACCGGGTGGGGCTCCAATGCCAAATTTCTTTGTGTCAATGCTTCCACAGGGACAGCAAG 
CGCAGCGCCCTGGTGGCAGGCGTGCTGGGGGTGTGCAGCAAACCCAGCAGCCAGTTCCACTAATGCAGCA 
GCAGATGCTTCCAAGGGGGCGAGTCTACCGTTATCCTCCTGGGCGTGGCCTGCCTGATGTTCCCATGCCT 
GCCGTTGGTAGCGGCATGTTTTCTGTTCCATATGATATGGGTGTTGGGCCGATGCGTGATGCATCACCAT 
TGTCTCAGCCAATCCCTATAGGGGCTTTGGCTACTGCCCTTGCAAATGCTACTCCAGAGCAGCAGAGAAC 
GATGCTGGGTGAGAATCTTTATCCACTTGTGGAACAGCTGGAGCCTGACAATGCAGCTAAGGTAACTGGT 
ATGCTTCTGGAGATGGATCAGACTGAGGTGTTGCATTTGCTTGAGTCACCAGAAGCTCTGAAAGCG 
 
>CONTIG\101 
GTCTTCGGCTTTCAGCTAGAGAACAGTGAAGAGATAGCAGCATAAGCATTTGTACTCAGCTCTCAGATCT 
TGACTCTTTGCTCCCTCCGATTCCAAAACGCAATGGACGCTCTGAGAAAACAAGCCAGTAAGCTCAGAGA 
ACAAGTCGCCAAACAACAACAGGCTGTGATAAAGCAGTTTGGTGGAACTGGGTATGAGAGCTCTGATGTA 
ATGGTCATCGATGAGGTCGAGTTGCAGAGACATCAACAACTAGAGAAACTCTACAGGTCCACTCGCAATG 
GAAGGGATTTTCAAAAAGAAATTGTTAAAGCAGCAGAAACGTTTACTGCCATAGGCTATAAGCATATTGA 
AGCAGGAACCAAGTTGTCTGAGGATTGCTGCAAATATGGAGCTGAAAACATAAATGATAACATTTTGGCT 
AAGGCTGCATCTATATATGGAGATGCTCGTAAACATGTGGAAAAGGAGCAAGAGGACTTTAATAAGCTGT 
TATCATCACAGGTTTTAGATCCCTTGAGAGCAATGATCGCTGGTGCTCCTTTGGAAGATGCTCGTCATCT 
TGCTCAACGTTATAGTCGTATGAGACAGGAAGCGGAGACTCAGGCACTAGAAGTTTCCAGAAGACAAGCA 
CGGGTAAGGGAATCTCCAATGCCCGAAAATGTTGCAAAGCTGCATGCAGCAGAAGCAAAAAAGCAGGAAC 
TAAAAGCAAACATGGCTGTTCTGGGTAAAGAAGCTTCAGCTGCATTAGCTGCTGTTGATGCACAGCAGCA 
AAGGCTGACCTTCCAGAGGCTTGTTTCAATGGTTGAAGGAGAAAAGACTTATCATCTAAGAATAGCTGCC 
ATTCTTGGGGAGGTTGAAGCTGAGATGGTCTCAGAGAAACAGCGGAAAGAATCTGCTCCCCCTGTTATTT 
CGTCAGACAA 
 
>CONTIG\102 
AAATTGGAAAGTTTAAATGAGGAACACATTATAGGTTTGGGGGGCTTTGGAACAGTGTACAAGCTTGCAA 
TGGATGATGGCAATATATTTGCGTTGAAGAGAATTGTAAAGATGAATGAGGGCTTTGATCGTTTTTTTGA 
GAGAGAGCTAGAAATTCTTGGAAGCATAAAACACCGGTACCTAGTGAATTTGCGAGGTTATTGCAACTCT 
CCTACATCAAAATTGTTAATTTATGATTTCCTTCCTGGTGGTAGCCTTGACGAAGCTCTTCACGATAGAT 
CTGATCTGCTAGACTGGGATGCACGCTTGAATATCATAATGGGAGCTGCAAAAGGACTGGCCTACTTGCA 
CCATGATTGTTCACCCAGGATCATACATAGAGATATAAAGTCAAGTAATATTTTGCTTGATGGTAATCTT 
GAAGCTCGAGTCTCGGACTTTGGACTTGCCAAACTATTGGAGGATGAAGAAACCCATATAACGACCATTG 
TTGCTGGAACTTTTGGTTATCTGGCTCCAGAGTATATGCAAAGCGGGAGAGCAACTGAGAAGACTGATGT 
ATATAGTTTTGGGGTCCTGGTGCTGGAAGTGTTGTGTGGAAAGCGACCAACAGATGCATCATTTATTGAG 
AAGGGCCTCAATGTTGTAGGTTGGTTAAATTTTTTGGTCACAGAGAATAGGCGACGAGAGATTGTTGACC 
CACAGTGTGAGGGGGTGCAGGCAGAAAGTCTTGATGCACTGCTCTCAGTTGCCATTCAGTGTGTTTCTTC 
TAATCCAGAGGATCGCCCCACAATGCATAGGGTGGTCCAGTTGCTTGAATCAGAGGTCATGACCCCATGC 
CCAAGCGACTTCTATGATTCCAATTTCTGATTGAAAGTCTTGTGCATAGATGGAGGTG 
 
>CONTIG\103 
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TTGCTTTGTGCTTGTGCTAAAGCAATAGAAGAGAATGATAGGTTCACAACTGAATGGTTGATGCCACACT 
TACAACAGATGGTGTCAGTTAATGGTGAGCCAATCCAACGTTTAGGAGCTTATATGTTAGAAGGACTTGT 
TGCAAGGTTGGCCTCTTCAGGAAGTTCTATATATAAAGCCCTTAGATGCAAAGAGCCTGCCAGTGCCGAA 
CTTCTCTCATACATGCACATACTCTATGAAGTATGCCCATACTTCAAGTTTGGGTATATGTCTGCAAATG 
GGGCTATTGCTGAAGCAATGAAGGATGAAAATGAAGTCCATATAATTGATTTTATGATTGCACAAGGCAG 
TCAGTGGATCACCTTAATCCAGGGTCTTGCTGCAAGGCCTGGAGGGCCTCCAAAGATTCGTATCACAGGC 
ATTGATGATTCTACATCAGCTTATGCCAGAGGAGGGGGGCTTGATATTGTGGGGAACAGGTTATCAAAGC 
TTGCTGAGTCATGTAAGGTACCTTTTGAGTTCAATGCTGCTAGAATTCCTGCCGCTGAGGTTCAACTTGA 
AGACCTAGGAGTTCGTCCTGGTGAAGCTATTGCAGTGAATTTTGCCTTAATGTTGCACCACATGCCAGAT 
GAAAGTGTGGGAGGTCAGAATCATCGTGACAGGCTGTTGAGGTTGGTTAAGAGCTTGTCTCCCAAGCTGG 
TCACTCTTGTTGAGCAAGAATCCAACACCAACACTGCCCCATTCTTTCATCGTTTCCTTGAGACATTGAA 
ATACTATACGGCGATTTTTGAGTCTATTGATGTGACTCTTCCGAGGGATCACAAGGAGCGGATCAATGTT 
GAGCAGTTCTGTCTGGCTCGAGATATTGTTAACATAATAGCT 
 
>CONTIG\104 
CTGCCGTTAAAGCTAAAGCTAAAGCCACGCTACTGTCACCCATGGCTTCCGACGACAACGACGAAGACGA 
CGACGACGACAGTCTTCCCCTCCCGCCACGTGGCGCCCATCAGAGCCTTCCAGCGCAGCGACATCGACGG 
CTTCGCGAAGCGCATGGTCTCCGGCGAGGCTTTGAAGGACGCGTGGCGCAGCGCCAACGACGGCTTCGAG 
CAGTTTCTGTATGAAGCCAAGAAGGCCGCCGAGCAACTCGACCGCCGCTACTCCGTCTCTCGCCGCGTCA 
GCTCCGTCGCTCGCTCCGCCGCCGACCGCGCCCGCGAAATCGATAGGGAGTTCGAGATCGGAATGCGCTG 
GCGCACTTTCTCACTCGACTTCACCAGAAACTTGCCGAGGTACAGGAAACAGCTCAATGATTTTTTGGAC 
ACTCCATTAGGAAGAAGTTTTGCGACAATTTTCTTCCTCTGGTTTGCGTTGTCTGGATGGCTTTTTCGGG 
TCTTGATATTTGCAACATGGATACTGCCATTTGCCGGTCCACTTCTTATTGGGACTATTGCCAATAACCT 
TGTTATAAAGGGTGCTTGTCCCGCTTGTAAGAGGCAGTTTGTTGGTTACAAGAACCAAATAATTCGTTGT 
ACAAGCTGTGGAAACATCGTGTGGCAGCCGAAAGGGGACTTCTTTTCAAGAGATGGTAAAGGCACCTCTT 
CTTCAAAATCAAAGTCAGACCCTGATATTATTGATGTTGAGTTTGAGGAGAAATGAAGGGATGCCCAAGT 
GATGGTGCCATGGTGATTTCACCCAATATGGGCATTTAATACAGAGAGCAAAGAGAACATTCCTACTGTT 
CATTAGTTCTGATGTTTTGTCTCATTATTATTATTATTATTATATTTTTTTCTTTTTTTTTCATGTTTGT 
GTTAATTCTGTGTCCTGTAATTTTGAAGTGCTTATAATTTCAGTTTGTATACCCTTTTTTTTACAAGGAA 
TACCACAACCTCTTGTCCTGAC 
 
>CONTIG\105 
TATTAAGGAATACATGAAGCTGACATACCAACCTGTTGTGGGTAATCTAAAGGAAGTTGCACAGGCATAT 
ATTGATTCTTTTGCTCCTAGAGATGGAGACCAGGATAATCCTGAGAAGGTTCCAGATTTTGTTGAAACCA 
TGCTTTACAATCCAACTGAAGCTGTATGCATGACAGGTAAGTATGCCTCAAAAGAAGAGGCCAAGAAGAA 
GGGAAATGTAATCAACAATATTGGGTGGTGGTTCAAACCGTGGTTCTACCAGTATGCACAGACAGCACTG 
AAGAGAGGGAAGTTCGTTGAGTATATACCAACCAGGGAGTATTATCATAGACACACTAGGTGTCTGTACT 
GGGAGGGAAAGCTTATCCTTCCATTTGGAGATCAATTTTGGTTTAGGTTTCTCTTTGGCTGGTTGATGCC 
ACCCAAAGTTTCTCTACTCAAAGCTACCCAAGGTGAAGCTATCAGGAACTACTATCATGAGAATCATGTA 
ATTCAGGACATGCTTGTTCCACTTTACAAGGTTGGGGATGCTTTAGAATGGCTCCACCGAGAGATGGAGG 
TATACCCCATTTGGATGTGCCCCCACAGAATATACAAGCTACCTGTCAAACCTCAGATTTATCCTGAACC 
TGGGTTTGAGCTACAACGCAGGCAGGGAGATACACAATATGCTCAGATGTACACTGATATTGGGATCTAC 
TATGCACCTGGCCCTATCTTGAGGGGTGAGGCTTTTGATGGCGCTGAGGCAGTCCGTAAAATGGAGAACT 
GGTTGATTGAAAATAATGGATTCCAGCCACAGTATGCAGTATCTGAACTGAGCGAGAAAAACTTCTGGAG 
GATGTTTGATGCTGAGCTCTATGAGCAAGCCCAGAAAGAAGTATGGGAGCTGGTGGGAACCTTCATGAGT 
GTGTACTACAAGTGCAAAAAGGGGAGGAAGACTGAGAAGGAGGTGCAGGAAGCAGAGCAAGCCCACCTTG 
AAACTGCTTATGCTGAGGTTGATCAGCCAA 
 
>CONTIG\106 
CTCTCCACCATGACAGTTTTCTCTTCCACAAAGCAAGATGATCGTGACCAACATCCAAGGACCTCTTATT 
TTAATTCACCACCGTTGGATATCTCTGTTGCGTTCCCACAAGCAACTCCAGCTTCCATTTTCCCTCCTTG 
TACGTCAGACTATTATCAACTTGATGATCTACTGAGTCCTGAGGAGCAGACTCTGAGGAAGAATGTAAGA 
GAGTGTATGGAAAAAGAAATAGCCCCAATAATGACAGAGTATTGGGAGAAGGCGAAGTTTCCCTTTCATG 
TTATTCCAAAACTTGGTGCCTTGCGTATTACTGGCGGCACAATCAAGGGTTATGGGTGTCCTGGTCACTC 
CATTACTGGAAGCGCTGTTGCTACAGCAGAAGTTGCTAGAGTTGATGCAAGCTGCTCTACTTTCATACTG 
GTGCATTCATCTCTGGCAATGCTCACTATCGCATTGTGTGGATCGGAGGCACAGAAGCAAAAATATCTAC 
CTTCTTTGGCAGAGTTAAAAACTGTAGCGTGTTGGGCTTTGACCGAGCCTGAATATGGAAGTGATGCTAG 
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TGCATTGAAAACGATAGCAACAAAGGTGGAAGGAGGTTGGATACTTGAGGGCCAAAAGCGCTGGATTGGA 
AACAGTACCTTTGCAGATTTGTTGGTTATTTTTGCGAGGAACACCACAACAAATCAGATAAATGGATTTA 
TAGTAAAGAAGGATGCGCCTGGATTAACAGTAAAAAAAAATAGAAAATAAAATTGGCCTACGGATTGTTC 
AAAATGGAGATATTCTCTTGAAGAAAGTTTTTATTCCTGATGAGGACAGGATACCTGGTGTCGATTCTTT 
TCAGGATACAAACAAGATTCTTGCAGTTTCACGTGTTATGGTTGCCTGGCAACCAATTGGCATATCAATG 
GGCATCTATGATATGTGTCACAGATATCTGAAGGAGAGGAAACAGTTTGGAGCACCACTAGCAGCTTTCC 
AAATCAATCAACTGAAACTTG 
 
>CONTIG\107 
GGAGTAGAACCCAGGCCATCCTCTCATCCAAGCAAAACTCTAGCCTTGGGTTAGGGTTTCTTCAATCCCA 
AACCCCTCTCAAATTTTCAATTCTCAAATCCTCCCCATCCTCACCGTCCGATCGATCCAATTTTCGCAAA 
ATATGGTGATGATCTCCTTCAGAAACTTCGATTCCATATCAAACTCCATCCCGATCCTCCGCTCTTCGAT 
TCCTTGTAGAAATTCCAGTTCCCGTCTACTACTTCAGTAAATTCTTCCACAAATTTAGAGAAAAAAAGAA 
GAAGAAAATTTTAGGGTTTTTTTTTGTTTTTGTTTTTTTAGGTTTATGGTGTGAAAAATTAAGGTGATGT 
GAATTGTAATTATGTTGTGAGGTAATTAGGTTTATTTCGTGTCAGAATTCGGTGTTTCAGTGATTGATTA 
GTGTGTATCTTTTTGTGGATATTATTATGTATATTGAGGAATTGAAGGGGGGAGGGGAGGTGGGAAGTGG 
TGAA 
 
>CONTIG\108 
AATTAAGGCAAAAACGTAACAATGCCAACTTCCCAATTTCTCTTACCTCTTCTCCTCTATCTAATGGCAA 
CTCTCTCCTCCACATATGGGGCACAACTCATTCTAGTCAACAATTGCAATGAGAGTGTATGGCCAGCTAT 
ACTTGGTGGTGCAGGGCAGCCCACACCTAAAGACGGAGGTTTCCATCTGGGCAGTGGCGAGGAAGTTGTC 
ATGGATGTGAATGAGAAGTGGTCAGGAAGGATTTGGGGCAGGCAAGGTTGTTCCTTTGATGATAATGGAA 
AAGGCTCATGTGACACTGGGGATTGTTTTGGCCAATTACAATGCAAGGGAAAAGGTGGTATTCCACCAGC 
AACGGTGGTCGAGATGACACTCGGGTCCTCTAATTCGCCTTTACATTACTATGATGTGAGTTTGGTTGAT 
GGCTTCAATTTGCCTGTATCAATGAAACCTGTTGGTGGTGGTGTCGGGTGTGGTGTTGCGTCGTGTGAGA 
TTGATTTGAACATTTGCTGCCCTTCATCATTGGAAGTGAAGATAGGAGGCAAGGTGGTGGGATGTAAGAG 
TGCCTGCTTGGCCATGCAATCGGCTAAGTATTGCTGCACAGGGGACTATTCTAACCCAAAGACTTGCAAG 
CCTACTCTATTTGCACATCTCTTCAAGGCTATTTGCCCCAAGGCTTATAGTTATGCTTTTGATGACTCTA 
CCAGCCTCAACAAATGCAGGGCTTCACGGTATGTTATCACTTTCTGCCCTCCCTCTTAAGGAATGAAGAA 
GGAAACTAAGGGTGCTATCACACTCTACAAGGAAGTTAATGGCATCAGGAAAGAATTAATGTCCTTGTGA 
TTTTTACTATAGTTTTTATTTGAATTATCGTTGGATATATGTCTTTAATTATATGTTTA 
 
>CONTIG\109 
GCATAGCTTGGAGACCATAACCTTGCTGCTTGCTCTTAAGATTGAGTATCCTGAGAACGTTCACTTAATA 
CGTGGAAACCATGAGGCTGCTGACATAAATGCTCTCTTTGGTTTTCGCCTTGAATGCATTGAAAGAATGG 
GAGAGAATGATGGAATATGGGCATGGACACGATTTAATCAACTATTCAACTATCTTCCACTTGCTGCACT 
TATTGAGAAGAAAATCATCTGTATGCATGGTGGCATAGGGAGGTCTATAAATTCAGTAGAACAGATAGAG 
AAGCTCGAAAGGCCTATAACAATGGATGCTGGATCTATAATTTTGATGGATCTTCTATGGTCTGATCCTA 
CAGAGAATGATAGCGTGGAGGGTTTGAGACCGAATGCTAGAGGGCCTGGTCTTGTCACTTTTGGGCCTGA 
TCGTGTCACAGATTTCTGTAAGAGAAACAAATTACAGCTAATTATAAGGGCCCACGAATGTGTCATGGAT 
GGGTTTGAACGGTTTGCTCAGGGACAGTTGATAACCCTTTTTTCTGCAACTAACTATTGTGGGACGGCAA 
ACAATGCTGGAGCTATACTGGTAGTTGGCAGGGGGTTGGTTGTGGTTCCAAAATTAATTCATCCGTTGCC 
ACCTCCCCTTCAGTCACCAGAGACATCTCCTGAACGTGTACAAGAGGACACATGGATGCAGGAACTTAAC 
ATTCAAAGACCACCAACTCCTACTCGTGGTCGACCACAGCCTGACCTTGACCGGAGCTCACTTGCATACA 
TATAATGTTACCTGACAAATTTGTGAACTTTACAACTTGTCAAAGTAAAAATCTGCATTTCTCTGACAGG 
CTTGACCTTGACCTGTCCTGGGTCGGGATAAGTTTTCCACCTGTGA 
 
>CONTIG\110 
ACTTTGTTTTTCCTCTTCCGCAGTCTCTTTCCCTTCATCTTCACGCCTTATCATCAGTTCGTAAACAAAC 
ATCACACTCTCTTACGGATTTCGTTTTCTTTCTTAACTCCATTTTCTCTCATTTTAAACCCCGAATTCCC 
TTCATTTCCAAGAATCCATTTTACCTCGAAATTCTAAACACTTCCGATCTTCCCTTCTCGTCTAAGCTGC 
CTACGTGGCTAGATCCATTTCCGTTCCCGTCAATCTAGGCCCCCTCCGCTTTTCTCTCCACCCGAGAAGT 
TTAGATCTACGTTTACTACTCAGTACTACATTTTGCTTCAAAGTTTGAAACCGTTTTGTTTATATTTTGC 
TGAACCACACTGTTATACTTCAATACAACTTTCTCAGATCCACGAAGTTATCAGTTCGACAGTTCTTATA 
TATCTCGCTAATGGCGAAACTCGCACAATTCTACGTCGTTTTACTCTTGGAGGTTTCCTTGGTTGGATTC 
TCCGTTTCTCAATCTTCGCCGCCGGCGACATCTCCATCTCCGGTTCCTGAACCCGGATCCGACTCGCCGT 
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CGTCTCCGCCGGCTCCTGTTCCGGCTTCGGGTCCTGCACCGGCGCATTCTCCGACGAATCAGTCTCCGAG 
TCCGTCTCCTCCGTCGCCTCCTCAGGCACCAGGATCGTCTCCGACTCCGACTCCGACTCCGACACCGGAA 
CCGGCACCGTCTGCCGATGATACAGTGGCGAGCGACGTCAACAGCAAGGCGAGTTCCGATTCGAACCACT 
CGTCCGGCGGCGGAATGAGCGGAGGGAAGAAGGTCGGGATCGCGATCGGAGTGCTATTCGCGTTCGTTTT 
GGTGGTGGCGGGAGGCCCTGGTGTACAAGAAGCGCAAGGACAACATTCAGCGAGCTCAGTACGGATACGG 
AGCCAGGAGAGAGATTCTCTGAAACTCTTAACTCTTCATTCTCTCAACAATGGAATTCAACTTCATACAC 
TACAAATTATTACTGCTATAAATTTCTTTTATAGTAATT 
 
>CONTIG\111 
CAAACGAAGGTGGCCGTGACGTGAGTTTCTTTCGGTTCAGAGAGAGAGAGAGAGAGAGTTTTGGAAATTT 
AGAGAGACATGGTTGGACCAACTAGGCCTCAATTCGTTCTCTTTGGATCCTCCATTGTCCAACTTAGCTT 
CAGCCATGGCGGTTGGGGTGCTATTCTTTCTGACATTTATGCTCGCAAGGCAGACATATTGTTGCGAGGC 
TACTTTGGGTGGAACTCACGACGTGCTCTCCAGGTCCTCGATCAAGTTTTTCCAAAGGATGCTGCCATAC 
AACCCTCTTTGGTGATAGCTTATTTTGGTGGTAATGATTCAATGGGGCCTCACCCCTCTGGCCTAGGCCC 
TCATGTACCACTTCCTGAATATATTGAGAGCATGAGAAAGATTGTGATTCATCTCCAGAGCCTTTCAGAG 
GAAACTCGCATCATTTTATTAAGTTGTCCTCCAGTCAACGAGGAAAAGATTCGTGGAAACATAAGTCAAT 
TTTTGAGCGAGCTGGTTAGAACAAATGAGTTATGCCAAGGATACTCAGATGCCTGTGTAAAGCTTGGCCA 
AGAAATGGGTGTGAAGGTTGTTGATCTTTTTACTGCACTTCAGAAAAGAGATGATTGGATGGATGCTTGC 
TTCACAGATGGGATTCATTTATCAGCTGAAGGGAGCAAGATAGTTGTTGAAGAGATACTAAAGGTGATCA 
AGGAAGCTGACTGGGAGCCATGTCTACACTGGAAAGTCCATGCCAACTGAATTTGCAGAGGATTCACCAT 
TTGATCTTGTTGCCGCTGATGGAAAGACAACATTAAATCCCTCAGAATGGACTTTCTACAGGGAGCATCA 
CTGGGACTAAGATATGTCATTTGCCTTCATCCCCATGAAGAAGCTGCGTACTTGAATTTGAGGAATGAAG 
ATCTTGAATAAGATACTTAGAAAAACAAGTAGCAAGAGAGAGAGAAGGGGGAGGGGCAATCACTGTTGCA 
ATTATTTCTTGTAAAGCACACTTTAAACTGGATTATTTCATGTTCAATTTAATTTTTTAAAGTTCACATT 
TTTAAATTAGCCCAT 
 
>CONTIG\112 
GAAAGAAGAAGAAGAAGAGAGAAAAAAAAGTTCAACAGAAATGCCAATTACTAGAATTGCAATTGGTTCA 
CCGGGAGAGGCCAGCCATCCCGATGCCATTAAAGCTGCATTCGCGGAGTTTTTCTCAATGGTCATTTTTG 
TTTTTGCTGGAGAAGGCTCTGGCATGGCTTTCAACAAGCTTACAGGTGATGGACCAACCACACCATCTGG 
CCTTGTAGCTGCTGCATTGGCTCATGCATTCGCACTTTTTGTAGCGGTTTCGGTTGGTGCAAACATTTCT 
GGAGGGCACGTAAATCCGGCTGTGACATTTGGTGCTTTTATTGGAGGCAACATTTCTTTGTTGAGGAGCA 
TTTTGTATTGGATTGCACAGTTGCTCGGATCAGTTGTGGCTTGCTTGCTTCTCAAGTTTGCCACTGGTGG 
ACTGGAAACATCAGCATTCTCCCTATCATCTGGAGTGTCTGTATGGAATGCTGTAGTTTTTGAGATTGTG 
ATGACCTTTGGCCTTGTCTACACAGTCTATGCCACAGCAGTGGATCCAAAGAAGGGGAACATAGGCATAG 
TTGCACCACTTGCAATTGGTCTCATTGTGGGGGCTAATATATTAGTTGGTGGTGCCTTTGATGGTGCATC 
CATGAACCCAGCAGTCTCCTTTGGTCCTGCTGTGGTTAGCTGGTCATGGACTAACCACTGGGTCTACTGG 
CTTGGCCCAATGGTTGGTGCTGCCATTGCAGCCATTGTCTATGACACCATCTTTATTGGGCAGAGTACAC 
ATGAGCCACTTCCCACCAATGATTTTTAGGGATGTTGTATCTTCTTAAGATTTAAACCTCTCCTTCCATG 
TTATGGAGAGAAGAATAATGGGAAAAAAAAAAGTGATTATTCT 
 
>CONTIG\113 
ATAAAAAAGAGTGAGAAAACAAAAGGGAAAAAGAAAGAAACCGAGGTAAAAACTCTTTATCAAAAACCCA 
CCTCTCCTCATAGAGCAGAAATGAAGAGCCGCCTTTGATTAACATTAACATATCTTCTTCTATCCTCGTT 
CGTAGTGGTGTTTTAATTTGGTGGTATTCTTTGCCATCATTTCATTTCTACCACTCCACACCAACCCCTT 
TTTTTTTATATTATCTTTTTCTCCATGCGGCGAAGAGCACCAACCACCGCAGATCCAACCAAAACAACAA 
CATTCAACCAATTCATTAGAACATCGACCGATAACAACAACAACGTTAAATACAGAGGCGTAAGGAAACG 
ACCGTGGGGTCGTTTCGCGGCGGAGATCCGAGATCCATGGAAGAAGACACGTGTGTGGCTCGGCACCTTC 
GATTCCGCGGAGGATGCTGCTCGTGCCTACGACACTGCAGCGTTGACGTTGCGTGGTCCAAAAGCGAAGA 
TTAATTTCCCTCTCACCGCTCCTCAGCTAGCAACTCTTCCAGCAATCAGAGACGAACAACCCAGATTTTC 
CTCCTCTGCCAGTACTAAGTTCAATCAGATTCAACCCAACAGGCCAACGACAAGTAGTATGAGCAGTACG 
GTCGAGTCGTTTAGTGGCCCCAGGGTCGTTTCAAATCCGGTCTCAAGGGTCAAGATCGTGAACCCTGTTG 
CGCCCGATGATTGCCGTAGCGACTGTGACTCGTCGTCTTCGGTGGTTGATGATGACAACGACGACTACTG 
TGTTCTCACCTCCTCGTTTCGTAAGATCCAGCCGTTCGATCTGAATCTACCTCCTCCGATGGATGAAGAT 
TTCGGCATCGCTGATGATCTTCAAGCCACCGCTTTGTGTCTCTGATTGTGGATCTAATGGTCAACTTTTT 
TTTTTTTTTTTTTTACTTTCTGTTTTTTCTATCTTATTTTCTCGGGAAAATGA 
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>CONTIG\114 
TACCTCTCAAACTTATTTCACTCCCTCTTCTTCTTTTCCCATAACATATACACTACTATATTCCTCTCTC 
TCTCTCACAGATTTACTCTATGCTTATAAAATTCATTAATGCAATGGCTATTGAGTGCATCACAAACATA 
CCTTCCATGCCTCACCCACCAAAAGAAGAACACAATGAGCAGCAAAAGCAACTAGTTTTTGATGCCTCAG 
TGCTCAAACACCAACAACACATACCAGAGCAGTTCATATGGCCAGACGAGGAAAAGCCTCGTGCTAATGC 
ACCAGAGCTTGAAGTTCCCCTTATTGACTTAAAAGGGTTCCTCTCTGGTGACCCAACTGCTGCAATGGAA 
GCCTCCAGACTTGTTGGCAAGGCTTGCGTAAAGCATGGATTTTTTCTTGTTGTCAATCATGGTGTTGATA 
ATAAGCTAATTGCTGATGCTCACCAATACATAGACCACTTCTTTGAGTTGCCCATGTTAGCAAAGCAGAG 
AGCACAGAGGAAAGTTGGTGAGCACTGTGGTTATGCTAGTAGTTTCACTGGCAGGTTTTCCAACAAGCTA 
CCTTGGAAAGAAACACTTTCTTTTCGCTATTCAGCTCAACCTAACTTACCCGATATTGTCCAAGACTATT 
TGTCCAACACAATGGGTGAAGATTTCAAGCCATTTGGGAGGGTTTACCAGGACTATTGCGAGGCCATGAG 
CACTCTTTCTCTAGGGATCATGGAACTCCTAGGAATGAGCCTAGGCGTAAGCCGAGCTCATTATAGGGAA 
TATTTTGAAGAGAACGATTCGATAATGAGGCTCAACTACTATCCTCCATGTCAAAAACCTGACCTTACTT 
TAGGTACAGGGCCTCATTGTGATCCAACTTCTTTAACCATCCTTTACCAAGACC 
 
>CONTIG\115 
AGAAGGCGCTCGAGCACAAGAAGGAGATCTCTAGACGCTTGGGTCGGCCTCTCATCCAGACCAACCCTTA 
CGAGGATGTCATAGCATGTGATGTTATAAATCCTGACCACATTGATGTTGAATTTGACTCTATTGGGGGA 
CTTGAGGCCATCAAGGAAGCATTATATGAACTGGTGATACTTCCCCTAAGGAGACCTGAACTTTTTTCCT 
ATGGGAAGCTTCTGGGTCCCCAGAAAGGGGTCTTGTTGTTCGGACCTCCAGGTACTGGAAAGACCATGCT 
TGCCAAAGCTATTGCAAAAGAATCTGGAGCTGTTTTCATCAACGTCAGGATATCAAATCTGATGAGCAAA 
TGGTTTGGTGATGCACAAAAGCTTGTGGCCGCTGTATTCAGCTTGGCTTATAAACTCCAGCCAGCTATCA 
TATTTATTGATGAGGTAGATAGTTTCTTGGGTCAGCGCCGTAATACAGATCATGAAGCATTAACAAATAT 
GAAGACTGAGTTCATGGCTTTATGGGATGGATTCACCACTGATCAGAATGCACGAGTGATGGTTCTTGCT 
GCTACTAATCGCCCATCAGAACTTGATGAAGCAATACTCCGGCGTCTTCCTCAAGCATTTGAGATTGGGA 
TACCAGACTGCAGGGAGAGAGCTGCGATACTGAAGGTGATTCTGAGGGGCGAGAGAGTTGAAGACGACAT 
TGACTATGTCCACATAGCTAGCTTGTGTGAAGGTTACACAGGTTCAGATCTTCTCGAACTATGCAAGAAA 
GCAGCCTATTTCCCTATTAGGGACCTACTAGATCAAGAGAAGAGTGGGAGAAAATCTTCTCCACCGAGGC 
CATTGTCAGAATCA 
 
>CONTIG\116 
CGTTTATTTTTCTCGCTCTTAAACCCTAAACCCTCCTGTACTCATCTAGCGGTGAAGACTAGAAGGAACA 
TGAATTTCAACAACGTTAAAGTTCCCAAGGTTCCAGGTGGTGGCGCAGCTTCTACTTTGCTTAAGTTGGG 
ACTTCTTGGTGGGGTTGGCGTGTACGCAGCTGCCAACAGTCTCTATAATGTTGAGGGAGGGCATCGAGCA 
ATTGTATTCAACCGTATAGGTGGTGTCAAAGATCAGGTTTATGTTGAAGGGACACACATTATCATTCCAT 
GGTTTGAGAGGCCAATCATCTATGATGTCCGTGCACGACCCCATCTAGTGGAGAGTACTTCAGGAAGCCG 
TGACCTTCAGATGGTGAAAATCGGTCTTCGAGTTCTTACCCGTCCTGTGCCAAATCAGTTACCTACAATT 
TATCGAACCCTTGGTGAGAATTTTAACGAAAGGGTCCTGCCTTCAATTATTCATGAAACTCTGAAAGCTG 
TGGTTGCAAGGTATAATGCCAGCCAGCTCATTACTCAGAGAGAGGCTGTTAGTAGGGAAATACGGGAAGT 
TTTAGTAGCTCGAGCAGCCAAATTCAATATTGCACTGGATGATGTGTCAATTACAAGTTTAACTTTCGGG 
AAGGAATTTACAGCTGCTATTGAAGCCAAACAGGTAGCTGCACAAGAAGCGGAGAGGGCTAAATTTATTG 
TGGAGAAGGCTGAACAAGACAAGAGAAGTGCTATTATTAGAGCTCAGGTAGCGTAGAACAAATGCTTAAT 
CCTCAAATTTAGATTCTGATATTAAATTGGATTTATGTTACTGCATACCTGTGTTTGCTCCTAACTGTTT 
ATGAACCTTTTATAGAAAGAACTTGGTGTTTTCCCTGCTCAACATTTTTGCCCATGATATCATTGCTAGT 
AGAACTAATTTGGAAATATGGCAGTGGGAAATAGTGTGGGAAAAAC 
 
>CONTIG\117 
AACGCTGCGTTTGGGGCTAGGATTTTTTACTTCCTTCGTTTTCCTCCTCTCTTGCCGTGTCCCAGGCGTA 
CGACAGGCAAAAATTGCCGTGTCCGTGCACTTGATGTGGGACTCTAACACACACACAAGATCATTTTTTA 
ATGGCAGCATCATGACCTTCCTTTCTCAAAATTAAATTAAGCTTCGTTTGATTTTTGAAATTGGATTTGT 
TTATTCAATGCTGCTGTCTAGGATATTGTGATGGGAATTAGTAAAACGGAAGTGAACTTAAAGAGGTTGC 
TTGCAGCTGCACCTCAACAAAAAAACCAGGCAAAACTTGTACATTATGTTGCTACATTACGAGAACAGTT 
AGAACAGCTGGCTGAAGAGAGAACTTCCGAAGGCTTACCAAGGGTTTCAAAGGCAGTGGTCAATGATTTT 
TCAGAGAAGATTGAAGCGATTGCTTCCAAATTAGCTGCCCCATTGGTGCGTGTACATTATAAGCAGGATT 
ATATGTTGGTTTACATAGACTATACCTGATACCCAAGTATCCCAGGAGCCCTTGGAAGAGATTGCCGTAA 
ATGAAAGCCCTTCTAAAACAGGAGAAAATCACATTCTTCCTACTCCTAGACTAAGAAGAAGATTTGTGTA 
TTTGAATTGGAACTATCATGATTTGGTTAGCTTGTTGACTCTTTTCTATGTCGTGGTTTGTCAACTCTAA 
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CCAGTTTGGTTTATTAACCCAGGGCCCTGCATCAAATAGTGAAGATAGAATTCATGACACTACTGGAGGC 
TGATTCGTCCGCACCTGTCAAACTGGATGCTGCAGCACTAGCACACATTGAAAAGCACAGAAAGCTTCAA 
GAGGACTTGACTGATGAAATGGTTGGGTTGGCACGGCAACTTAAGGAGAGCAGTTTGATGATGAGCAATT 
CCTTGCAAAAAACTGAAAAAATACTTGATTCTACTGAGCAAGCTGTTGAGCATAGCTT 
 
>CONTIG\118 
GGCTGATGCCATTTCGGCTGTTATTGATCGCCGTGATGTTCCAGGTCGTGAGACTCCTTTGCACCTTGCG 
GTGCGCCTCCGGGACCCTGTATCAGCAGAGATTTTGATGGCAGCTGGTGCGGATTGGAGTCTCCAAAATG 
AGAATGGTTGGAGTGCTCTTCAAGAGGCAGTGTGCAGTAGAGAGGAGTCAATTGCGATGATTATAGCAAG 
GCATTACCAGCCTCTTGCTTGGGCAAAATGGTGTCGGAGATTGCCACGTATTGTTGCCTCAGCAACTCGT 
ATTCGTGATTTTTATATGGAGATAACTTTCCATTTTGAGAGCACGGTCATTCCATTTATTGGCCGTATTG 
CCCCTTCGGATACTTACCGCATTTGGAAGCGTGGTTCCAATCTCCGTGCTGATATGACTCTTGCTGGTTT 
TGATGGGTTTCGGATTCAAAGATCTGATCAAACATTTTTGTTTCTTGGAGAAGGTTACTCTTCAGACGAT 
GGTAATATAAATTTGCAACCAGGTTCTTTGATTGTTCTTGCCCATAAGGAGAAGGAAATCACAAATGCTT 
TGGAAGGAGCTGGTGCTCAGCCAACAGAAGCTGAAGTTGCCCATGAAGTGGCATTGATGTCTCAGACAAA 
TATGTATAGGCCAGGCATTGATGTTACTCAAGCTGAGCTTGTTTCCCATTTGAATTGGAGGCGACAGGAA 
AGAACTGAGATGGTTGGGAATTGGAAGGCCAAAGTTTATGATATGCTTCATGTTATGGTGAGTGTTAAGT 
CAAGGCGGGTTCCGGGTGCCATGACTGATGAGGAACTTTTCTCTGTGGATGATGAAGAAAGGACAGCAAA 
TGGTGAAAACAATGATGAGTATGATGATGTATTGACAGCT 
 
>CONTIG\119 
AATCTATGTCAAGCTCTATGGAGTTTGTGGGGACAGCCAATAATGGCGTCCACATTGATGGTGGAGACAA 
AAGTGCAGACACCAGAAATGGTGTGGAACCTTCTCTGTCTGGTCCTTTCCTTGATCTTCCCAATTTTGAT 
ACTGTGAATCCTGTTCTTCTGCAAAAAACAAATGACGATCCTAATCTCCTCAAGTTGGAATGTCCTGGAC 
AGCCTACCCCACAACCTCCACCTCTGCCTCCTGTACAATGGCGGATGTCCAAACCCCATGTGGATGTGTC 
AGAAGACAAAGAAGACAATCTATATGAAGCTCTTAAATCTGCATTTGATCTGAAACTTTTGGGATCTGCC 
ATGTTTCAGCAACCTAAGCCAGCACCAGCAAAGCAACAAGATACTAACAAGGAGGCCAATATTGTAGAAC 
AGAAGAGCAAGCAGGACCAGCAGAAGTTGAATGGGCAAAAAGAAGCTAATCAAGCTGTGAATGGTACAGA 
AATGGATGAAAGGGGAGATTTCCTACAACAAATAAGATCGAAATCTTTTAACCTGAGACGCACAGTGACC 
GCAAAGCCAACCAATACGTCAGGGCCAACCAATGTCAAAGTCACTGCAATCTTGGAGAAAGCAAATGCAA 
TTCGCCAGGCTGTTGGGGATGATGGGGATGATGATGATACTTGGAGTGATGCTTGATTTATTCCTTTCAG 
GACGTGGTAGGGTCCATGATAAGCAATTTTCTTGTAACTGTGAGTTTAAAAAGTTGGGTAAAGCTGCATT 
ATATATATGTGAATAATTCTAGTTTCTTTTTGTAATTAATTGTAGGGCTTCTTTGTATCTTATTGTGATC 
ATTTAATTGATTCCTTGTTAAGTCAGTGTTGTAAACAATTTGATAAACTC 
 
>CONTIG\120 
TTTATTAACCAGACTCCCTTATTCAAACTCCCAAAAAATCAAATTCCCTCACTTTCCTGAGAAAATCCTT 
ACAAATCTAACTCAAATCCTTGTTTGTTGAGAATTTAAAAAAAATATAAAAAACATGTGGGGCAGGCAAT 
TTCAGAAGAGTGACGTTGAGGCCGGAGCGAGGCCTCTATACCCAATGATGCTTGAAAGCCCAGAGCTCCG 
GTGGGCCTTCATTCGCAAGATCTATTCGATCATAACCGTCCAATTGTTAGTCACAATAGCCGTTGCCGCA 
ACAGTGGTTTCTGTCCATCCGATCGCTCTCTTCTTCGTCAGCAGTGGGGCCGGCCTCGCTCTCTACATCG 
TAATCATCATCACTCCCTTCATCGGGAAGGTTATATTGGAATCCGTCATTCTAACAACTGTGGTCGTTGT 
GAGTCTCACTCTATACACATTCTGGGCAGCAAGGAGAGGCCATGATTTCAACTTCCTTGGACCCTTTTTG 
TTCGGTGCTGTGCTTGTTCTTATGGTCTTTGCATTGATTCAGATTCTGTTTCCGCTGGGTAAGCTATCTG 
TGATGATCTACGGGTGCTTGGCATCGATCATATTCTGCGGGTACATTGTTTATGACACAGACAACTTGAT 
CAAACGCTATTCCTATGATGAGTACATCTGGGCTGCCGTCTCCTTGTATTTGGATATCATCAACCTCTTT 
CTATCTTTGCTAACTATTTTCAGAGCTGCTGATACCTGAGAAATTCATTTTTACTCGTATATGTTTTGGA 
ATATCTCTGTATGGTAGAATGTTGAAATGTTGTAAACCACTCTACTCTGTAAGTTGTTAAATATTTAATC 
GAGTGGGATTTTGTTCATTTGCATATCTGATTCTTGTTTTCTGTTATTTGCCCATTTTGCTGATAATGTA 
AGCAATTTGAATCAGTTGTGTATTGCTTTTGCC 
 
>CONTIG\121 
TCTCTCTCTCTCTGAGTGTTGCCAAAACCCTAAAACCCCAATCACCAAGCTCAAACACACACACACACAC 
ACACACTCGTTGCTGAAAATGGCCAACAAGCTGGACATGTCCCTTGACGACATGATCAAGAATAGCCGAA 
GATCCGGAGGGTATAATGGTAATTCTAATTCCCGTGGCCGAGGCCGCTCCTCCGGTCCCGGCCCAGGCCC 
AGGCCCAGACCGCCGCTTCCCCAACCGCAACTTTCAAAGAACCGCACCGTACTACGCTCCACAGGGAATG 
CAAGTGATGAATCCGATGTTGACACAACAAGTGGTGTTGGGTGTGGGTGGTGGTGTTGGTGTTGGTGTTG 
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GTGTTGGTGGTGGATCTAACATTAACAACTCAGAGGACGGTACCAAGCTATATATATCAAACTTAGAGTA 
CGGTGTTACTAATGACGACATTAAGGTACTTTTCTGTGAGATTGGTGACCTGAAAAGATATTCAATCCAT 
TATGATAGGAGTGGAAGATCAAAGGGAACGGCAGAAGTTGTCTTTTTACGCCAGGCAGATGCTCTAGCAG 
CTATCAAGAGATACAACAATGTTCAGCTTGATGGGAAGCCAATGAAAATTGAGCTTGTAGGAGTGAATCT 
GGTTACTCCT 
 
>CONTIG\122 
CTCAGAGAGAGAGAGAGAGAAGAGAGAGAAATCTCAATTCCAATGGCACCAAAGCAGAGGACCCCAAAGG 
TTAGCCGGAACCCAGATCTGGTTCGCGGGGTCGGCAAGTACTCCAGGTCCAAGATGTACCACAAGCGAGG 
CCTCTGGGCTATCAAGGCCAAAAACGGCGGCGTTTTCCCTCGCCACGACGCTCAGCCCAAGGCTCCTGCT 
CCGGCTGCCAAGGCACCCAAGTTCTACCCAGCTGACGATGTGAAGAAGCCGCTCGTTAACAAGCGCAAAC 
CCAAGCCCACCAAGCTCAGGGCTAGTATTACTCCAGGAACTGTGTTGATCATTCTTTCTGGGAGGTTCAA 
GGGAAAGAGAGTTGTTTTCCTGAAGCAGCTCTCATCTGGATTGCTTTTGGTCACTGGCCCATTCAAGATT 
AATGGTGTTCCACTAAGACGTGTCAATCAGTCTTATGTGATTGCTACTTCCACAAAGGTTGACATCTCTG 
GAGTTAATGTGGAGAAGTTTGATGACAAGTACTTCGCCAAGGAAGTTCAGAAGAAGAAGAAGAAGGGAGA 
GGGAGAGTTTTTTGAGGCTGAGAACGAGGAGAAAAATGTACTCCCACAAGAGAAAAAGGAGGAACAGAAG 
GCTGTGGATACAGCATTGATAAAATCCATCGAGGCAGTTCCAGACTTGAAGACCTACTTGGCTGCAAGGT 
TTTCTCTTAAGGCGGGCATGAAACCTCATGAGTTGAAATTTTAGATGAAACACTGGAAAGTGTTAGGATC 
TGCTATTCTCCATTACATGTTTTATTTTGTTTGAACTTGGTCTAAACAGTTGTACTCTTCTAGTGCCATT 
GGTAATAGACATCGAAATTTTGATGTTGTGTTAGGTGATGCATTGTGCAAGAAATTTTCCATTTTCAAAT 
TTTGGGTTATGGGTTTGCAACTCACTACTGAATATATATGATATTTTGATTTTGCTTTTTCTCTTTAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGG 
 
>CONTIG\123 
ACCCAAAAATAAACCACCGTCAAAAGAAGAAAAACAAAACAAACAAACATGGAAGACCCAAACAGAGCCG 
AAGCCGAACGCTTACTCGGAATCTCCGAGAAGCTCCTCCAAACCCGAGATCTCACCGGTTCGCGCGACTT 
CGCGATCCTAGCCCAAGAAACCGAGCCGCTCTTGGACGGCTCAGATCAGATCTTGGCCGTCACCGACGTC 
CTCTTGGCCGCCGAGAAGCGCATGAACAATCACCACGACTGGTACTCGATTCTCCAGCTCGATCGCCGAT 
CGGACGATCAGGAACTCATCAAGAAACAGTACCGCAGGCTCGCGCTGCTCCTCCACCCGGACAAGAACAA 
GTTCCCTCTCGCAGATCAAGCTTTCAAGCTCGTCGCCGACGCTTGGGCCGTCCTAAACGACACGGCGAAG 
AAAGCCCTATACGACAACGAGCTCACTCTGTTTTCGAAAGTCGATCTCACCTCGGTTTTGCAGGCGAAAT 
TGCCAGTTCGCCGTAACATGAGGCCGAGTCCGAGTACTACTACAGGTAACAACAACAACAACACTAGTAG 
TAGCAGTAAAAAGGATCAGAGGCATGGTAATAGTAGTAGTAATAATAATAATAACAGTAGTGGTAATTTT 
CACCAGGAAGATCAACGGTTGAGAATGTCGAGTTTCTGGACCATGTGTCCGTACTGTTACAATCTGTTTG 
AGTATCCTAGGGTTTACGAAGGTTGTTGTTTGAGGTGCCAGAATTGTCAGAGGGCTTTTCATGCGGCGGT 
GATTCCGTCTTTGCCGCCGGTTGTTCCAGGCCAAGATGCTTACTATTGTTGTTGGGGTTTTTTCCCTATG 
GGATTTGTGGTTGGGAAATTCGGACCAGAATAATAATAATTAATAGTAATAATTACTAATAATAATAGTA 
A 
 
>CONTIG\124 
AGAGATAGATAGAGAGAACGGGGGAGGAGAGAGAGTGAGCGATGGCATCGACGGTGGCGAAGTACGTGTT 
GCAGTCGATCAAAGAGAAAGGCCTCCGTGGCTTCTACAGAGAGCTCAAGGACGAAGGCTTCTTGAAATGC 
CTTTCTGATGGGAACCTTTTGCAGACCAAGATCCACAATTTAAAGGGGAATCTTGTGGGTATTGATAAAT 
TTGGTAACAAGTATTATGAGAACCGTAACCTTCAGTCTGGGCGGCACAGGTGGGTGGAATATGCAGAGAA 
GGGTCGCTACAATGCGTCTCAGGTGCCAGCAGAATGGCATGGTTGGCTCCATGTCATAACTGATCGCACT 
GGAGATGAGCTTCTGATGCTGAAACCAAAGAGGTATGGGTTAGAGCACAAGGAAAACTTTTCTGGAGAGG 
GTGAGGAGTTAATCTATCATTCTAAGGGACATGCCCTTAATAAAGGGCAGAGAGACTGGACCAGGTACCA 
ACCATGGGAACCCACCAAGCCCTAAGCTATTCCTTCGACAAAATTTCCCAGTAAAACTTGAAAATCTTCT 
GGATATTTGTCTCCCATTTTCATGAATAAATGTATTGTACCATTTTGAAGCTTTAGAATTTTTGGCACAT 
GTTTCACTAGAGGAGAACGGTGAATCATTTGTCTTTTTTCATCTGATTAATGAAACCCATCGTGAAATGT 
TCTCTAATGTCATTGATTAGCAAAAAGTACATATAAATACGTCATTTTATGATCCCTCATTGGGGGTCAT 
CATCAATGTAAGGCTGCTGAACTTTTCTTTCCCTCTCTTTTGGAGCAATGAGGACTGACTTTTTATGTTT 
AAACAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGAGTGGTCCCTATA 
GTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTACAACGTC 
 
>CONTIG\125 
TACTGCAATTGGCAGAAGATCCTGCTAATCGACCCGCATTTGATGTTCGCCCAGTTCAGGTTTACCCTAT 
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TGCAAATGGCAATTGTGTTGATTCTGTTAATTTGGATTCTTCAATGAAAGAAGATGCACAAAGTTCTTTT 
CATAATGGAAGCAGACTGACGATCCATCCACCACCTACCTTTGGTTCATCTCCCAATCCTGAAGCACCTG 
CCATTCAAGGCAATAAAGATAATGTTGAGGATGAGGACAGTGCCGTGAGAGTGACACCATACTTGTCTCG 
GCCTATGCATGAGATCACATTTTCAACAACTGACAAGCCCAAAACCCTAAACCAGTTAACATCATTACTT 
TCTGAGATTGGACTGAACATTAGAGAAGCTCATGCTTTTTCCACTGGGGATGGATTCTCTCTGGATGTCT 
TTGTTGTTGATGGTTGGCCTCGTGAGGAAACCGAGGAGCTTAAAAGTGCATTAGAAAAAGAAATTTTAAA 
GTCTAAGGAGCAATATTGGTCCAAAGAGCATTCGGTTTATGCTACAGGTGGGCATAACCAGAGAACGCTT 
GAAACGTTGTCTAATTGCGTAGAAATACCGACTGATGGAACTGATGTCTGGGAAATTGATGCCAGGCAAT 
TGAAAATGGGAAACAAAGTTGGATCCGGGTCATTTGGAGATCTGTATAAAGGCACATATTTTAGTCAGGA 
AGTGGCTATCAAAATCCTCAAACCTGAGCGTGTCAATGCAGAGATGCTGAGAGAGTTTTCCCAGGAAGTT 
TATATAATGAGGAAAGTACGTCACAAGAATGTTGTGCAATTCATAGGTGCATGTACACAGCCTCCAAACC 
TGTGCATTGTGACTGAATTCATGTCTAGAGGGAGTGTATATGACTTTATGCATAAACATAGGGGTGTATT 
TAAGCTTCCATCTCTGCTCAAAGTAGCAATTGATGTTTCCAAGGGAATGAATTATTTGCACCAAAACAAT 
ATAATCCACAGGGACCTCAAGACTGCCAATCTTCTGATGGATGAAAACGAAATCGTTAAGGTTGCTGATT 
TTGGAGTTGCCAGAGTGCAGACTCAATCTGGAGTGATGACAGCTGAAACTGGAACATACCGTTGGATGGC 
TCCTGAGGTTATTGAACATAAAGCATATGATCACAAGGCAGATGTTTTCAGTTTTGGAATAGTACTTTGG 
GAGCTTCTAACTGGAGAACTCCCGTATTCCCTCTTAACCCCCATTACAAGCAG 
 
>CONTIG\126 
TTTTTTTCTCTCTCTAAAACTCTCTCTCTCTCTCTTGCTCTTTCTCTCTCCCTCTGTGGAACTTTCCGAT 
CTGAGAGGTTAATTATTCGAAGGGGTTTCGAATATTTTTTAGGTGATTGATTTTTGATTAAAAACTATTT 
CAATGGCTGCTCCACCGGCAAGAGCTCGGGCCGATTACGATTACCTCATAAAGCTGTTATTGATCGGCGA 
CAGTGGTGTGGGTAAGAGTTGCCTTCTTTTACGTTTCTCAGATGGCTCCTTCACCACTAGTTTCATCACT 
ACCATTGGCATTGATTTTAAGATTAGAACCATTGAACTTGATGGAAAACGGATCAAACTGCAAATTTGGG 
ACACTGCTGGCCAGGAGCGGTTCCGAACAATCACAACTGCTTACTATCGGGGAGCCATGGGTATTTTGCT 
TGTCTATGATGTGACTGATGAATCATCTTTCAACAACATTAGGAATTGGATTCGCAACATTGAACAGCAT 
GCTTCAGATAATGTCAACAAGATACTGGTAGGGAACAAGGCTGACATGGATGAAAGCAAAAGGGCTGTGC 
CTACATCCAAGGGCCAAGCACTTGCTGATGAGTATGGTATCAAGTTCTTTGAAACTAGTGCAAAGACAAA 
TCTAAATGTGGAGCAAGTTTTCTTTTCGATAGCAAGGGATATAAAGCAAAGGCTTGCAGACACAGACTCT 
AGGGCCGAGCCTACAACCATTAGGATCAATCAACCAGACCAGGCAGCTGGAGCTGGTCAAGCTGCCCAAA 
AATCAGCTTGCTGTGGATCTTAAGAACACCCATTATTTGAGCAGGGACATGTCATGGAGGTCACACTGTC 
TGGAAAAGGAAAAAGAAACAGAAAAAACTAATTGTTATAACAATGTGATGGGTGCTTGTAATTTTTCCTG 
ACTCATTCTTTCCGAACTTGTTTTAGTGTGTGA 
 
>CONTIG\127 
ATTCTCTCTCTTTCTCAGCCATTTCACATCGAATGGCTCTACCAAACCAACAGACTGTGGAGTACCCAAG 
CTTCAAGCTTGTCATCGTCGGTGATGGAGGCACTGGAAAAACAACTTTTGTGAAGAGACACTTGACCGGA 
GAGTTCGAGAAGAAATATGAACCAACTATTGGTGTGGAAGTTCATCCATTGGACTTCTTCACAAATTGTG 
GGAAGATTCGGTTTTACTGTTGGGACACTGCTGGCCAAGAGAAGTTTGGTGGTCTTAGAGATGGATACTA 
CATTCATGGGCAGTGTGCAATTATAATGTTTGATGTTACAGCCCGGTTGACATACAAGAATGTTCCTACA 
TGGCACCGTGATCTGTGCCGGGTATGTGAGAATATTCCCATTGTTCTCTGTGGAAACAAGGTAGATGTGA 
AGAACAGGCAGGTTAAGGCAAAGCAGGTTACATTCCACAGGAAGAAGAATCTGCAATACTATGAGATATC 
CGCAAAGAGCAACTACAATTTTGAGAAACCTTTCCTGTATCTTGCCAGGAAGCTTGCTGGGGACCCTGCC 
CTCCACTTTGTGGAGTCTCCTGCTCTTGCTCCTCCTGAAGTACAAATTGACTTGGCTGCACAGCAACAGC 
ACGAAGCTGAGCTTCAGCAAGCAGCCAGTCAGCCTCTTCCCGATGACGATGATGATACATTCGAGTGAGC 
TGGAACTGTGCTGGAGGGGCTATCAGTCCTTTTGTTGTGTTCTTATATGCTGCCTTTACTTCCTTATGCC 
TTGTTAATGGTCGGCTATTGACCATAGACTATATATTAGTTAGGATTTCCTTTTAACTATTACAGTATTT 
TTGTCCATGGTTGTGATGTTGTATGTCTGATATTTATTGCTGG 
 
>CONTIG\128 
GGCTGCCTTTCCTTGCTCAAGGGTGAGGAGTGGGTTCCGTGTATGGCCCGGCGTGAGACAACTGTGCTTC 
AGAAAAGGCCTTTTGTATGGATTCCTTCGATTCTTTTCTACACCATTAAAGACCTTGCGTGGAGCTAGTC 
GATCACTTAGAGTTAATCAATTTTGCAGTGTTGTTAACCTGTCTCCTACATTGCAAATTGAATTGGTACC 
ATGTTTGAGTGACAACTATGCATATCTTTTGCACGATGTAGATACAGGCACAGTTGGTGTTGTTGATCCT 
TCTGAAGCTACGCCTGTTATAGATGCTTTGAAAAGGAAAAACCGAAATTTGACATACATATTGAACACCC 
ATCATCATTATGATCACACAGGAGGAAATGAGGAGCTTAAAGAAAGGTACGGTGCAAAGGTGATTGGTTC 
AGCAATAGACAGAGATAGGATTCCTGGTATTGATATTATTTTGAATGATGGAGACAAGTGGATGTTTGCA 
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GGCCATGAGGTGGTTGTAATGGAGACCCCTGGCCATACTCGAGGTCACATTAGCTTCTATTTTCCTGGAT 
CTGGGGTAATTTTTACTGGAGACACTTTGTTCAGCTTATCTTGCGGAAAGCTTTTTGAAGGAACCCCTGA 
ACAGATGCTATCTTCCCTTAAAAAGATCACGGCTTTGCCAGATGATACAAATATATATTGTGGTCATGAA 
TATACATTGAGCAATTCAAAGTTTGCATTGTCTATAGAACCCAAGAATGAGGCACTTAAGTCATATGCAT 
CCCATGTAGCCCATCTTCGCAGCAAGGGCTTGGCAACGATTCCAACCACACTAAAGATGGAGAAGTCTTG 
TAATCCATTCCTTCGCACATCAAGTGTGGATATCCGACGGTCCTTGAATATTGCAGACACAGCTGATGAT 
GCAGAAGCCTTGGGCATAATCCGCCAAGCAAAGGA 
 
>CONTIG\129 
GTGGATGTAAAGGACCTATTACAACATTCATTGTAGAACCTTTCATCCCACACAACGAAGAGTTCTATCT 
TAATATTGTCTCAGATCGAATTGGGAATAGCATAAGCTTTTCAGAATGCGGAGGAATTGAAATTGAAGAG 
AACTGGGATAAGGTTAAGACTATATTTATCCCAACAGGAGTGTCTCTTACGTCAGAATTATGTGCTCCAC 
TTGTTGCGACACTTCCTTTGGAGATCAAAGTAGAGATTGAGGAGTTTATCAAAACAGTTTTTACACTATT 
TCAAGACCTGGACTTCACTTTCCTAGAGATGAATCCTTTTGCTTTGGTTGATGGAAAGCCTTATCCTTTG 
GATATGAGAGGAGAGTTGGATGATACTGCTGCTTTCAAGAACTTTAAGAAGTGGGGCAGTATCGAATTTC 
CAATGCCATTTGGAAGAGTTATGAGTCCTTCAGAGAGCTTTATTCATGGACTAGATGAAAAGACAAGTGC 
TTCTTTGAAATTCACAGTTTTGAACCCTAAGGGACGAATTTGGACCATGGTAGCTGGAGGAGGTGCAAGT 
GTTATCTATGCAGATACGGTTGGGGATCTTGGCTACGCTTCTGAGCTTGGAAACTATGCAGAATATAGTG 
GAGCTCCCAATGAAGACGAAGTGTTGCAATATGCCAGAGTTGTACTTGATTGTGTAACTGCTGATCCTGA 
TGGCCGTAAGAGAGCCCTTGTAATTGGAGGAGGAATAGCTAACTTTACTGATGTTGCTGCTACATTTAAT 
GGTATAATTCGTGCCCTGAAGGAGAAGGAATCAAAACTTAAAGCAGCAAGGGTGCACATTTACGTGAGGA 
GAGGAGGTCCTAACTACCAGAAAGGCCTGGCAAAAATGCGTGGACTTGGAGAGGAAATTGGCATCCCAAT 
TGAGGTTTATGGGCCTGAAGCAACAATGACCGGAATATGCAAACAGGCAATCGAGTGTATCACTGCAGCT 
GCATAATCAACTGCTGAA 
 
>CONTIG\130 
AAAGGCAAGAGATGCGGTGCTGCGACTTGAGTTCGAGTCCAATACAAATCGCAGGAGGTGGAATTGGAAG 
CGGAAGCGAGTCTCGATTCTGCTACCTCCCAACAACTATATCAACAAAGTCATCACCACTACTCATAAAG 
TGGTCTTTGAGAGCCTCAGCCTCAGCCTCCTCCTCCTCCTCCATGAACGATGGGTTAGTGACGGAAGAGG 
GTTCCTCGGCCAGCCTGAGCTTCTACGAACTCCTTGGCATACCCGAATCCGGATCCTTGTTCGACATCAA 
GCAGGCCTACAAGCAGCTCGCCCGAAAGTACCACCCGGATGTCTCTCCCCCGGGTCGGGTCGAAGAGTAC 
ACCAAACGGTTTATCCGGGTTCAGGAGGCCTACGAGACCTTGTCTGATCCTACAAGGAGAGCTCTCTACG 
ATACACATATGGCCAAAGGTCTCCATTTTGCTTTCTCTGCTACTCGAAGACGCCACCAGCACCAGGGAAT 
GGAAGAAAAAGGTGATTGGAAGAACCGTTGGCAGGCTCAGTTATCAGAGCTAAAGAAAAGAAGCATGAGC 
AAGGATGCTAGAGGGGATTTGTCTTGGGGAGCTCGAATGCGAAGGCGAAGGGATGAAATGAAGTAGTAAT 
AAGCGAGTATACCATAAATAGGTTTTTCTTTCCTTCTATTCTCCCTGTATATATGATTTTCTACCTTATA 
CATGGTCAATGTTGAAATAGGAAACTAAGTTACCATTTAGCTATAATCACATTTCTGGGCAAGGAAATTC 
TTTCCAACCCCTATGCGAACTAATTACGTTGTACATGAGGTTATATATGATTACTTTTTTTTCTTTTTTA 
AACAAGCTCTCTTTCTTGTGGTGATTTTCTTTAGAATCTCCCATTTTTGTGTTGTGGGGTTGAGATATTC 
CATTTGGTACAAAATCAATCCTCACC 
 
>CONTIG\131 
GGGGGAGAGGAGAAAACGACGACGGATCCGATGCAATTAATGATCTTTGGTTGCGTTCTTATCTCGTGTC 
ATTTTCGTTCCAAATTTTCCTTAAAACCGAACTGGGGGCTGTAATCATAAATGACCGAGGGTTCATAAGA 
ATTATAAATCCCACCTGAGTGTTCTTCCCAGGAAAAGGCCTTTCACGGACTTCGCTTTCCCCATTCCCAA 
ACGTTCAGCTGCCTTGGCGTCAACAACCTCGGATAAAATTATGTCCAAATAAGATCCAGATATCAGATTG 
AAGAGAGAGAGAGAGAGAGAGAGAGAGCGAAGATGAGTGAGAGCCAGAGGTTCCAGCTGGGGACCATTGG 
GGCTTTGAGCTTGTCAGTGGTGTCGTCGGTCTCTATTGTGATTTGCAACAAGGCCCTTATTAGCACGCTT 
AATTTCAGTTTTGCCACAACCTTGACAAGTTGGCATCTTCTTGTCACGTTTTGTTCTCTTCATGTGGCAT 
TATGTTTGAACTTGTTTGAACACAAACCTTTTGATGCAAGAGCTGTAATGGGTTTTGGCATACTAAATGG 
AATCTCCATTGGACTTTTAAATCTTAGCTTGGGTTTCAATTCTGTTGGTTTTTATCAGATGACAAAACTG 
GCGATCATTCCCTGTACTGTTCTTTTGGAGATTATTTTCTTTAGGAAGATATTCAGTAGGAGCATCCAGT 
TTTCACTTGCCATCCTTCTTCTGGGCGTTGGGATTGCAACTGTGACTGATCTTCAACTCAATGCCCTCGG 
CTCCTTCTTGTCTTTTCTTGCAGTTATCACAACCTGCGTTGCTCAGATTATGACTAATACCATCCAAAAG 
AAGTTCAAAGTATCTTCAACCCAACTTCTTTATCAGTCTTGCCCCTATCAGCAATAACTTTGTTCGTCAT 
TGGCCCATTTC 
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>CONTIG\132 
GGAACCACCAAAAACGCTGTCGTTTTTGGAGACTCTGATTTGCAAGTAACCAAACCCAGTTCAGGTTTTT 
TGGGATTTCATCTGAATCCTTTTTTTTTTGTTGGTTTTTTTTTTTTTTTTGTTTAAAGAATAAGAATTTA 
TGGATTTACTGTTATTCTCTTTGGTATGTTCTAGATCTGTCTGAAGCAAAAAACGCTGTCGTTTTTTTGC 
AAAGCTTTGAACTTAGGCAAAAGAACAAAACTTTTTGTGTTTTCAGATCTGGGTTTGATAGTATTTCCCA 
TCCTGTTGCGTGAATTGAAACATTGGAAATGTCGATTTTACCGAAAGGGGATTCGATTCAAATCAGGGAG 
GTTTGGAATGATAATTTGGAAGAAGAGTTTTCTCTGATCCGTGAAGTGGTCGATAATTATAATTTTATTG 
CTATGGACACTGAGTTTCCCGGCGTGGTTCTTCGACCTGTCGGGACTTTTAAGAATATTAATGACTATAA 
TTATCAAACTTTGAAAGACAATGTGGACATGTTGAAGTTGATCCAATTGGGTCTCACTTTCTCTGATGAA 
AATGGGAATCTTCCCACTTGCGGGACTGACAAGTTTTGCATCTGGCAATTCAATTTCCGCGAGTTTAATA 
TAAGTGAGGATATCTTCGCCAGCGATTCAATTGAGTTGTTACACCAGTGTGGGATTGATTTCAAGAAGAA 
TAATGAGAAGGGGATCGATGTAAATCGGTTTGGTGAGCTTTTGATGTCGTCGGGGATTGTGTTGAACGAT 
GGTGTGCAATGGGTTACTTTCCATAGTGGGTATGATTTTGGGTACTTGCTTAAGCTGTTGACATGCCGGA 
GTCTGCCTGATACGCAAGCGGGGTTCTTCGATTTGATAAACATGTATTTCCCCACGGTGTATGATATCAA 
GCATTTGATGAAGTTTTGCAACAGCCTTCATGG 
 
>CONTIG\133 
ATTGCACAGCTTGGTGATGAGCTGGCATCTACCCTTGTAATAGTGATTTCAAAGAGTGGAGGCACTCCTG 
AAACTAGAAATGGTTTGTTGGAAGTACAGAAGGCTTTTCGTGAAGCTGGCCTGGAGTTTGCAAAACAGGG 
TGTTGCTATAACACAAGAAAATTCATTATTAGACAAAACTGCAAGAATTGAGGGCTGGGTAGCTAGATTC 
CCTATGTTTGACTGGGTGGGTGGTAGAACTTCTGAAATGTCTGCAGTTGGTCTGCTTCCAGCAGCACTTC 
AGGGAATTGACATAAGAGAAATGCTTGCTGGTGCATCAATAATGGATGAGGCAAATAGAACTACTGTGGT 
CAGGAATAATCCTGCAGCGTTGCTAGCTTTATGCTGGTATTGGGCTTCTGATGGGATAGGATCAAAGGAT 
ATGGTTGTTCTTCCTTACAAGGACAGCCTATTATTATTTAGTCGGTATTTGCAGCAGTTGGTCATGGAAT 
CTATTGGGAAGGAGTTTGACTTGGATGGAAATCGGGTGAATCAAGGACTTACCGTATATGGAAATAAAGG 
GAGCACAGATCAGCATGCTTATATTCAACAACTGAGAGAAGGTGTGCACAATTTCTTTGTGACATTCATT 
GAGGTGCTTCGTGATAGACCCCCTGGTCATGATTGGGAGCTTGAACCTGGTGTGACATGTGGCGACTACC 
TCTTTGGCATGCTACAGGGAACAAGGTCAGCTTTGTATTCTAATAACCGCGAGTCTATTACAGTAACAGT 
GCAAGAAGTAACACCTAGATCCGTGGGTGCACTTATAGCACTTTATGAGCGAGCAGTGGGGGATATATGC 
CTCACTTGTCAACATTAATGCTTACCACCAACCTGGTGTGGAAGCTGGCAAAAAAGCAGCAGGAGAAGTA 
TTAGCTCTTCAGAAGCGTGTTTTGACGGTACTCAATGAGGCCAGTTGTAAAGA 
 
>CONTIG\134 
AAATATTACTTATCAAAAAAAAAAAAAAGAAAAAAAATTCAGAATATGATTTACCATAATGCTAAGAAAA 
CTGATAGCCACACAGAAAAATTCACGCTGTTATGTCGATTTTGCCTGTAGGTGGGATGAACAATCTTTTC 
CCTATTTTGAAAGGTTTAGGGTTTTCTTGGCTTCTTGGAATACACCTACTCCAAATTAGAATACTCTTGT 
AACCCCAGAACCATCTCTTAGCAGAGCCTTATTTCCCACACCATGAAGAGCTTGTAATACCCATCCGTAA 
ATCAACATACTCTGTATCCACCCACCAAATTCATTATAAAACTGTGATAGTATTGATCAACAAATTGGTT 
TTCTATTATGAATGGAGAGGCACAAGTCACAATGCTGTGCACGTGGTAGGCAGTTGCGGAAACTGACAAA 
TGTGGTAGTTGAAATTAACTTTTGACTCCCGGAATTTTCGTTCATACAATCATGTGTCAATTTGATGAGG 
TCTTTCTGGTGAGATGAAATAGTGATTTTGCTTCATATGTTTGGAAAGATGTCCCATCTGTATTTGCCAA 
CCTGGTGACAAGTGATTGGAATTGTTTCCATTAATTGTCCTCAATTTCATTTTTATATAATGGCATCACC 
TTTATTCGTACTTTCCCTCTTTTACAATTTGAAGTTTACCAATTATGACTTTCAAAGGGTAGAAATCCTA 
GTTTGCAATTGAATGGATATCCAGGCTGTGAATTGTTCTCAATTAGGTTTTTTTATAGTTGAATTGTACC 
ATTTATTAGTTTGATTATGTTATTATAGTATTAACCTCAACACTGCTCTCTGATTATGCATTACTGTCAA 
TTAGTGTTTGGACCCTGGTGGATTTTTTTTTTTTTGGTTGATTTTTGATGTATTTAGATGACTAG 
 
>CONTIG\135 
TGTGAATCTGAGCCAGGGACGGGTCTCGCGTGGCGACGGTGGCGGCGCTGGTGTATGCGACGCCGACAGT 
TGAGACAGCGACGGGTCTGCGATGGATTTCTCTCGTGTGTGGTGGCTTGAGCGGCGGCTTGACTGGGTCT 
GCGATGGGGCAAATAGGTTATGCCATTGCTCCAATGATTGCAAAGGGAATCATGCTGGGTCCTGATCAGC 
CTGTCATTCTGCACTTGCTTGATATCGCACCGGCAGCTGAAGCCTTGAATGGGGTAAAAATGGAATTGCT 
TGATGCCGCCTTTCCTCTTCTGAAAGAGGTGCATGCTACCACGGACGTCACTGAAGCTTGTAAAGATGTC 
AATATTGCTATTATGCTTGGTGGATTCCCACGGAAGGAAGGTATGGAAAGGAAGGATATGATGTCTAAGA 
ATGTGCCTATTTACAAGGAACAGGCTTCGGCCTTGGAGGAGCATGCTGCTTCTGATTGCAAGGTGCTAGT 
TGTTGCCAACCCTGCAAACACCAATGCTCTCATCTTGAAAGAATTTGCTCCTTCAATCCCAGAGAAAAAC 
ATCACGTGCCTAACACGACTTGATCATAACAGAGCATTAAGTCAAGTAGCTGAGAGACTAAAGGTTTATG 
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TTACTGATGTCAAGAACGTAATTATCTGGGGCAATCACTCTTCAACTCAATATCCGGACGTCAATCATGC 
GACTGTCACCACCACAAATGGAGAGAGACCAGTCAAAGAACTTGATACTAACGATCATTGGTTAAAAAAC 
GAGTTCATCAACACTGTACAGCAGCGTGGCGCAGCCATTATCAAGGCTCGGAAAGCATCAAGTGCATTGT 
CTGCTGCAGGTGCTGCTTGTGATCATATGCGTGATTGGGTTCTTGGGACTTCCAAGGGAACGTGGGTTTC 
CATGGGAGTGTATTCTGATGGTTCTTATGGG 
 
>CONTIG\136 
TCTTTTGTGTGCCTTTCCTTTCCTCAGTTTCAGAGTAGGACCAAAAAAAGAGAGAGTTATCTATGGCGTC 
CCAGCTTATTCGTGATTGGGTAGGGATCAACACATTCGCTACTGCCACCCAGACCAAATTGCTTGAATTG 
TTGGGAAAACTTAAGCAGGAGGATGTGAGCACATTGACAATACTTGTAATGGGGAAAGGTGGTGTTGGGA 
AATCCTCAACCGTAAACTCAATCATAGGGGAAAGAGCGGTGACTGTTAGTCCTTTTCAGTCAGAAGGACC 
AAGGCCTGTTATGGTGTCGCGTTCAAGGGCTGGATTTACTTTGAACATCATTGACACTCCCGGACTTATA 
GAAGGAGGATATGTCAATGACCAGGCACTTGAGATTATAAAACGTTTCCTTCTGAACAAGACCATTGATA 
TCCTACTCTATGTGGACCGCTTGGATGCGTATAGGGTTGATAACTTGGATAAGCAGATTGTTAAAGCCAT 
AACAGATAGTTTTGGTAAAGGAATATGGAATAGGGCTTTGGTGGTCCTTACACATGCTCAGCTCTCACCA 
CCTGATGGGCTACCTTATGAAGACTTTTACTCCAAAAGGTCTGAGGCTCTTCTAAAAGTTGTTCGTCTGG 
GTGCTGGGTTAAAAAAGCATGATAAGCAGGATTTTGCAATCCCAGTTGTTTTGGTTGAGAACAGTGGGAG 
ATGTAATAAGAATGAAAGTGATGAAAAGGTTCTTCCAAATGGGACTGCTTGGATTCCTCATTTAGTCAAA 
ACAATCACAGAAGTTGCGTTGAATGGAAGCCAGTCTATTGTTGTTGACAAGAAGCTGATTGAAGGGCCAA 
ACCCTAATGAGAGAGGGAAGTTCTTAATTCCACTTATTTTTGCCCTCCAATATTTCTTTGTCATTAAACC 
AATCGAACGTGCCATCAAGAATGATATTGCAAAGGA 
 
>CONTIG\137 
TAGCGATCAAAGTGATAAACAAGGAGCAAGTGAGGAAGAAAGAAGGTATGATGGAGCAAATCAAGCGTGA 
GATCTCAGTGATGCGCCTAGTTCGCCACCCCAACGTGGTGGAGCTCAAGGAAGTGTTAGCCACAAAAACC 
AAGATTTTCTTCGTCATGGAGTACGTTAAAGGAGGCGAGCTCTTCGCCAAAGTAGCCAAAGGAAAGCTCA 
AAGAAGATTCAGCTCGCAAATACTTCCAACAGTTGATCAGCGCCGTTGATTTCTGTCACAGTAGAGGCGT 
GTCACATCGAGACCTCAAGCCAGAAAACCTCTTACTCGACGAGAACGAGAACCTTAAAGTCTCCGACTTT 
GGTCTCTCCGCTTTGCCTGAACAGCTACGAAACGACGGTCTTTTGCACACTCAGTGTGGGACCCCTGCTT 
ACGTGGCACCGGAGGTTTTGAGGAGAAAAGGGTACGATGGATCGAAGGCTGACATTTGGTCATGTGGGGT 
CGTTCTCTATGTGTTGCTCGCTGGGTTTCTTCCTTTTCAAGATGAGAATTTGATGAAAATGTATTCCAAG 
ATTTTCAAAGCTGAGTACGCGTTTCCACCGTGGTTTTCGTTCGATTCCAGGCGATTGATTTCGAAACTCC 
TTGTTACGGACCCAGATAGGAGGATCTCGATCCCAGCTATAATGCGTGTCCCTTGGTTTCGCAAAGGGTT 
TCCGATCAAAGAAACTGTGATTCATAATGATCAGACTCAATTAGATGCTGAGAAGGTCAAGGTCGAGATC 
GAGGAGATTGAAGAGGAACCCAATACGCCCAAGTTTTTCAACGCGTTCGAGTTCATTTCCTCGATGTCTT 
CCGGGTTTGACTTGTCGAGTTTGTTCGAGAACAAGAGGAAGGTGGGGTCTATGTTCACCTCGAGATGTAC 
AGCCAAAGCAATCGTATCGAAGATCGAGGCGGTGGCGAAGGGGCTGAGTTATAAGGTGTGTAAAGTGAAG 
GATTTCAAGGTGAAAATGGAGGGCAAATTGGAAGGGCGTAAAGGGAAACTAGCTGTTATGGCAGAGGTGT 
TCGAGGTTGCCCCTGAGGTTGCCATTGTTGAATTCTCGAAGTCTTCTGGTGACACTTTGGAATATGCTGA 
GTTTTGTGAGCATGATGTTAGGCCTGCACTGAAAGACATTGTGTGGACTTGGCAAGGTGACACTATCTGT 
GACGCTAATTAGTTTTTTACTTTCTGTTTGTTACATACTCGATCAATACAATTAGCACCCATGAAAAACA 
AAGAAGAAACAAATAGAAGGACAAGAAAAAAACACAAGCAACTTTTTTGTTTTTCATCTTAGGTTTTGTT 
TTGTTTTGTTTTCAATTTGTTGTTTTGAAAGGCAAAAAAATAGTATGATTTGTAAATAGTTTGTGGTAAC 
TAAATTAGAGTATGTGATACAAGTCAAGGAGAAAAATGACAAGGTTTTTCTACTCCTTTT 
 
>CONTIG\138 
CTATAGCACTTAGTTAAACCAAAAAATGGCCAGGATTGCCTTTGGTCGATTTGATGACTCGTTTAGTTTG 
GGCTCATTCAAGGCCTATCTTGCTGAGTTCATCTCAACCTTGCTCTTTGTTTTTGCTGGTGTTGGTTCGG 
CTATAGCATACAATAAGTTGACATCCAATGCGGCACTTGATCCAGAGGGGCTAGTAGCCATTGCTATCTG 
CCATGGCTTTGCTCTCTTTGTTGCAGTCTCAGTTGGTGCCAACATCTCAGGTGGCCATGTTAACCCTGCC 
GTCACCTTTGGATTGGCACTTGGTGGCCAAATCACAGTCCTTACTGGTATCTTCTACTGGATTGCTCAAC 
TTCTTGGCTCCATTGTAGCATGTTTCCTTCTCAAGGCAGTCACTGGAGGCTTGGCAATTCCCATCCACAG 
CCTCGCTGTCGGAGTTGGAGCCGTTGAAGGAGTGGTGATGGAGATTATCATTACCTTTGCTTTGGTTTAC 
ACAGTCTATGCAACAGCAGCTGACCCCAAGAAGGGTTCACTAGGCACAATTGCACCCATTGCCATTGGTT 
TCATTGTTGGTGCAAACATCTTGGCTGCCGGCCCATTCTCCGGTGGATCAATGAACCCGGCTCGCTCCTT 
TGGGCCGGCTGTGGCTAGCGGTGACTTCCATGACAACTGGATCTACTGGGTTGGACCCCTAATTGGTGGT 
GGCTTAGCTGGGCTTGTCTATGGCAATGTGTTCATGCACCATGAACATGCACCTCTGTCCAATGAGTATT 
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GATTTGATTGAAAAATTGTTGTGTTCTTTTGTCCGTATGTCTTTGTAATAAAGGAGAGGAGAAGCAATTT 
TTTGCTCTTCTTTCCTTTTACTTAATTTTTTCTTAATTTATATTAGTTTCATCTTCTATTATCCTTGTAA 
AATTTGTTTGATTCAGTTGTTGAGATCGTTCGTTGCTTTATGAAAATGGATGAAGTTGGTGATGTGCAGC 
CAACC 
 
>CONTIG\139 
ATATGGCCGAGGCACATGCTGCTCCTAATGCTGAGTTATTGGAATGGCCTAAGAAGGACAAGCGTAGATT 
CCTTCATGTTGTGTACCGTGTTGGTGATCTTGATCGTACCATCAAGTTTTATACTGAATGTTTTGGGATG 
AAGTTGCTGAGGAAAAGAGACATTCCTGAAGAGAAATACTCCAATGCCTTTCTTGGTTTTGGCTCAGAAG 
AGACTAATTTTGTTGTGGAGTTGACATACAATTATGGTGTGTCTTCATATGATATTGGAACTGGTTTTGG 
TCATTTTGCTATTTCAACTCCAGATGTTTACAAATTGGTTGAAGACATCCGGGCCAAGAGTGGTGTTATC 
ACTAGAGAGCCTGGTCCTGTTAAAGGTGGACAATCTATTATTGCCTTTGTGAAGGATCCTGATGGTTATA 
TTTTTGAGCTTATCCAAAGAGGTCCAACTCCTGAGCCACTCTGTCAAGTAATGCTTCGTGTTGGCGATTT 
GGATCGCTCAATCAAGTTTTATGAACGGGCCTTAGGAATGAGGGTAGTGAAGAAGGTTGATAAACCTGAG 
TACAAGTACACCTTAGCCATGCTGGGTTATGCAGAGGAACATGAGACAACTGTTCTTGAGTTGACATACA 
ATTATGGTGTGACTGAATATACCAAGGGGGATGCATATGCACAGATTGCTATTGGCACTGATGATGTATA 
CAAAAGTGCTGAGGTTGTCAGCC 
 
>CONTIG\140 
TGTTCTCTTCCTCTCGGGCATGGTTGCAATGAAAATGCTGAGAACGCTTTACCGTGACATCTCCAAGTAT 
AATGACCTTGAGACCCAAGAAGAGGCTCAAGAAGAGACAGGATGGAAGCTTGTCCATGGGGATGTCTTTA 
GGCCCCCAAATAATCCAGAACTGCTGTGTGTCTATGTTGGAACTGGTGTTCAGTTTTTTGGGATGATACT 
GGTAACTATGATCTTTGCCATCCTTGGATTCCTCTCCCCTTCGAACCGGGGTGGTCTCATGACAGCCATG 
CTCTTGCTTTGGGTCTTCATGGGACTTTTTGCTGGTTATGCATCAGCCCGTTTGTATAAGATGTTTAAAG 
GAGCAGAATGGAAGAAAATTGCTTTCAGGACTGCAATCATGTTCCCAGCAACTGTCTCTGCCATTTTCTT 
TGTCTTAAATGCCCTCATATGGGGACAGAAGTCATCTGGGGCTGTGCCATTTGGTACCATGTTTGCTCTG 
GTATTCTTATGGTTTGGGATTTCAGTCCCACTTGTATTTGTGGGTGGCTATGTTGGGTTCAGAAAACCAG 
CAATTGAGGATCCTGTGAAGACAAATAAAATCCCAAGGCAGATTCCTGAGCAGGCCTGGTATATGAACCC 
AATCTTTTCGATTCTGATTGGAGGAATACTCCCATTTGGAGCTGTTTTCATC 
 
>CONTIG\141 
ATATAAAACCCAAACTCTACGTTTCCCCAATTCTGTACACAGCCCCAGCTATTCTCAACAATTCCAAATT 
CAATACCTTTCTCTGTGTCTTTCTTTCTATCAAAGTTGCTAGCTTTTTCTAAAATGGAAGCCTCTTCTAC 
TACTTCTTCATCTGATTCTTCCTCTTCAGACTCATCTTTATCTAGCAAAACACCAAGAAATCACAATAGG 
CCTGAGAAGATCAAAGGTCCTTGGAGTGCTGAGGAAGATAGGATTTTGACTCGTTTGGTTGAACGATATG 
GGGCTCGGAACTGGTCTGTGATAAGCCGATACATAAAGGGCCGGTCTGGCAAGTCGTGTAGGCTTAGGTG 
GTGTAACCAGCTGAGCCCAAACGTGCAGCACAGACCCTTTTCTCCAGCTGAGGACGAGACCATCTTGGCT 
GCTCATGCTCAATATGGTAACAGGTGGGCCACCATTGCTCGATTGCTCCCTGGTCGGACCGATAATGCTG 
TGAAAAACCACTGGAACTCCACACTTAAGAGAAGGGTCAAGGATCAACAAATGATAGAAGGTGGGGGTTG 
TAGTATTAGTACTAATAGTTTGATTAATAACGAGGGTTTTGCCTCAGGATCTTTGCATTGCAATAATGGT 
TTTGATGAAGATGAGCAATTTACGGCTTTGACACTTGCGCCGCCGGGGATTGGTGGTGGCGGCGGCGGTG 
GTGGTGGTGGTGGGAATGGTGGCGTGGCGGAGCGGAGGTCGGAGAGTTTGCCGACGGGATTTTGGGATGT 
TATGAGGGATGTGATTGCTAGAGAGGTTAGAG 
 
>CONTIG\142 
TGGCTATGGTGGCAAAGATCTCTACAACTTATTAGGAGGAGGAGGGAGTTGGAGCTATGACTTTGGCCTA 
GCAAAAGAAGATGAACAAACAGGCTCTTTTGATTTTCTAGAGAGCCAAACAGAAAGCTGTCTCTATGGAG 
ATTACAATTCCTCACCTCCTGATTCAATGGTACCTAACCTACACCATGAAGTTTTGCAGCACTCCAATCC 
ATCCTTAAACTCCACCGATGCTACTATGCTTACTCCTTATGAATCACAACAAGGTGATAATTCAACAGCC 
ATGTCTACTCGTCCCAAGAGACGCCGAGCTAAGAGTAGAAAAAACAAAGAAGAGATTGAGAACCAAAGAA 
TGACTCACATTGCAGTTGAGAGAAACCGAAGAAAGCAGATGAATGAGTATCTCTCAGTGCTTCGTTCTTT 
AATGCCAGACTCCTACGTCCAAAGGGGTGACCAAGCATCTATTATAGGGGGTGCTATTAATTTTGTTAAG 
GAGCTTGAGCAACGCTTACAATTTCTTGGTGCTAGTAAAGAAATGGAGTCAAAATCCGAGGCTGATACTT 
TACCTTTCTCTGAGTTCTTCACCTTTCCGCAATACTCAACAAGTTCGAGTCACTGTGATAACTCTATGGC 
CATGAGTGAGACTGATACTCATCAAGTAGGTGTGGCTCAGTTGGCCATTGCTGACATAGAAGTAACCATG 
GTGGAAAGCCATGCAAACCTCAAAATAAGATCGAAAAGGCGGCCAAAGCTGCTCTTGAAGGTTGTCTCTG 
GGTTACATGGTATGCGCCTCACAGTGCTTCACCTCAATGTCACAACCTTTGAAGAAAGTTGTGCTCTATT 
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CTCTCAGTGTCAAGGTGGAGGATGAATGTAAGCTGAGTTCAGTGGATGAGATTGCCACAGCTGTCCATCA 
GATGCTAGGTAGGATTCAAGAAGAGCCATTGTTGAATTGAAAAACTTGCTCTAATTGGCTCTGTTTAATT 
TACCTTGATAGAGCAAATGTGGGAATTTTCTCTGCTTTTAGGTTGTATCAAATTTATTTTCTTCCACTTC 
TTATTTCTTTCATCTTTCCCTTCTCTTCAAACTTTGATTGCCGCTCTCCCTTTTTTCTTTATTTTTTATT 
TTTGGTTTTCTTTCTCTCTTTATTTATTTTTAA 
 
>CONTIG\143 
AACGATCTCTCTCTAGAGTCTAAATATGGCCTTTTCTTCTAATGGGTTCTCTATGTTTGTATTGGTTTGT 
CTAGTGGTAATTAGCTCTTTATCAGTTGCCACTTGTGCTGGTAACTTCTACCAAGACTTTGACATAACGT 
GGGGTGGTAAGCGTGCCAAGATATTCAGAGCAGGACAGCTTTTGTCTCTGTCTCTAGACCCAGTTTCTGG 
TTCTGGCTTCCAGTCCAAGAAAGAATACCTATTTGGGAGGATTGATATGCAGCTCAAACTTGTTGCTGGC 
AACTCTGCTGGCACTGTAACTGCCTACTATTTGTCTTCTCAGGGGCCAACTCATGATGAAATTGACTTCG 
AGTTCTTGGGAAACCTTAGTGGTGACCCTTATATACTACACACCAATGTGTTCACTCAGGGCAAGGGTAA 
CAGGGAGCAACAGTTCTATCTCTGGTTCGATCCCACAAGAAATTTTCACACTTATTCCGTCATCTGGAAG 
CCCCAACACATAATTTTCTTGGTTGATAACACTCCCATAAGAGTATTCAAGAATGCTGAATCGATTGGTG 
TTCCTTTCCCTAAGAGCCAACCTATGAAGATATACTCTAGCCTATGGAACGCTGACAATTGGGCAACAAG 
AGGAGGATTGGTGAAAACTGATTGGTCTAAGGCACCCTTTACAGCTTACTACCGGAACTTCAAGGTTACG 
GCTTCCACTTCTACTAGTGCTTCCTCCGATTCTACATGGCAAACCAATGAGCTTGATGCCCATGGCAGAA 
GAAGACTGAGATGGGTTCAGAAATACTTCATGATTTACAACTACTGCAGTGATTTAAAACGCTTCCCTGG 
AGGTCTTCCATCTGAGTGCAAACGGTCAAGATTTCTCTAAATAGATCACTCTTTCTGGTAGAATTTTGAA 
TGGAGTCTGT 
 
>CONTIG\144 
GTGCCTGTTTCCGGTGATATCACAATCACCAATGCTCCCAGCACGCCCCCACGCAACCCAATTGATCCAG 
AGAGTGTGAACCAACTCCTTGCCCACATTAAGCTCCTCTTACGCCGCAAGACAGCTGCGCTTGCAGCCCT 
CGATGCTGGCCTCTACTCCGAGGCCATCCGCCACTTCACCAAGATTGTTGATGGTCGCCGTGGTGCCCCA 
CAAGGGTTCTTAGCTGAATGCTACATGCACCGAGCCTCAGCATACAGAGCAGCTGGTAGAATTGCTGAGT 
CTATAGCTGATTGTAATAGGACTTTGGCATTAGACCCAGCTTGCATTCAAGCTCTTGATACAAGAGCATC 
TCTATTAGAAACAATTCGATGCTTGCCAGATTGTTTGCATGATTTAGAACATCTTAAGCTTTTGTACAAT 
TCAATTTTGAGGGATAGGAAGCTTCCAGGGCCAGCTTGGAAGAGACGCAACGTGAGGTACAGAGAGATTC 
CTGGGAAGCTGTGTGCACTCACTACAAAGATTCAAGAACTTAAGCAAAGAGTTGCTTCTGGGGAGACTGG 
GAATGTGGATTATCATGCATTAATTGGTTTGAGACGTGGGTGTTCAAGGTCTGAGTTAGAGAGAGCACAT 
TTGTTGCTGTGTTTGAAGCACAAGCCAGATAAAGCCACAAACTTTATTGAAAGGTGTGAACTTGCTAATG 
ATGGTGATCTTGATTCAGTTAAAGACCGATCAAAGATGTCTGCTTTGTTGCTATACAGATTGCTCCAAAA 
GGGTTACACCAGTGTAATGTCTACCATTATGGATGAGGAAGCAGCTGAAAAGCAAAGAAAGAAAACCGCA 
GCTGCATTACAAGTAGCACAAGCACAAGTAGCTGTGGCAATCCAAGTCCAGCAAGCCCAAGAGTCAAAAT 
TGGAATCAGAAAAGAATAATTCAGTTTTCCAAGGGG 
 
>CONTIG\145 
ACCAAAATGGCTAGAGGATTGAAGAAGCATTTGAAGAGGCTCAATGCCCCAAAGCATTGGATGCTTGACA 
AACTTGGTGGTGCATTTGCTCCCAAGCCTTCATCTGGACCTCACAAATCTAGGGAGTGCCTGCCATTGAT 
CCTTATCTTGCGAAACAGGTTGAAGTATGCTCTCACATACCGTGAGGTCATTTCCATTTTGATGCAACGA 
CATGTTCTGGTTGATGGGAAGGTCAGGACAGATAAGACCTATCCTGCAGGTTTCATGGATGTTGTATCAA 
TCCCCAAAACAAATGAGAATTTCCGTCTCCTTTATGACACCAAGGGTCGGTTCCGTCTCCACTCAATCAG 
GGATGAAGAGGCAAAGTTTAAGCTCTGCAAAGTCCGGTCTGTGCAGTTTGGGCAGAAGGGAATCCCATAC 
CTCAACACCCATGATGGGCGAACCATCCGCTACCCAGACCCTCTAATCAAGGCCAATGACACCATCAAGC 
TGGACTTGGAGAGCGGCAAGATCACTGATTTCATCAAATTTGATGTTGGGAATGTAGTCATGGTGACTGG 
TGGAAGAAACAGAGGCCGTGTTGGAGTCATCAAGAACAGGGAGAAGCATAAGGGAACCTTTGAGACTGTC 
CACATCCAGGATGCCACAGGGCATGAATTTGCCACCCGTTTGGGAAATGTGTACACCATTGGCAAGGGGA 
CAAAGCCGTGGGTTTCTCTCCCTAAGGGCAAGGGAATAAAGCTGACAATCATTGAAGAGGCCAAGAAGAG 
GCTTGCAGCTCAAGGGGCAGCCACAGCTTAAATGAACATGGTGAAAATAACCTTCAAACTTATCTGATGG 
TTATTTGTTTTTGTAGCTCTGACCTTTTAGTTCCTTAAATTATGTTCCATTTTTTTTG 
 
>CONTIG\146 
GAAGGTTGGTCCTTCAGTGGGGCATTGCAGAGTAGGGAGTGTCCTTTCTCAGAGGTCATTCCGGGGTCTG 
GTTGTCAAAGCTGCAACCGTGGTTGCTCCCAAGTACACTTCGATTAAGCCTTTGGGTGATAGAGTGTTGG 
TCAAGATCAAAACTGCAGAAGAAAAGACTGATGGTGGAATTTTACTTCCAACAACTGCTCAAACAAAGCC 
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TCAAGGAGGTGAGGTGGTTGCTATAGGAGAGGGGAAGACGGTTGGGAAGAGCAAAGTGGACATCAGTGTG 
AAGACTGGCACCCAAGTTGTGTATTCCAAGTATGCTGGGACTGAGCTGGACTTCAATGGTTCAAAGCATC 
TTATATTGAAGGATGATGATATAGTTGGTATTCTTGAAACGGATGATGTCAAGGATCTCAAGCCCCTGAA 
TGATAGAGTATTAATTAAGGTTGCTGAGGCTGAGCAAAAGACAGCTGGAGGTTTGTTGCTGACAGAGGCA 
GCAAAGGAGAAGCCTTCTATTGGGACGGTGATTGCAGTTGGACCAGGTCCTCTGGATGAAGAAGGCAACA 
GGAAACCATTATCCCTCACCCAAGGGAGCACAGTCATGTTCTCCAAGTATGCTGGGAATGACTTCAAGGG 
CAAAGATGGTTTTGATTATATTGCTTTGAGGGCTTCAGATGTTATGGCCGTTCTTTCTTAGTTGGTTGGT 
TTTATATGCTTAATTTGTATTTTGAGAAATTTTTGGCAAAAGTACCTCTAGATATATGGATTTTGGAATG 
TATTAGCACTTTTGGGAGTGTTGATTGC 
 
>CONTIG\147 
TTGGAAACAAGAGAGTTTCAAAGATGAGTAAGCTTCAGAGTGACACTCTAAGAGAGGCTATCTCCACTCT 
TTTTGCTGGATCCAGAGATAAGAAGAGAAATTTCACTGAGACCATTGAACTACAGATTGGATTGAAAAAT 
TATGATCCCCAGAAGGATAAGCGTTTCAGTGGTTCTGTTAAGTTGCCACACATCCCTCGCCCAAAGATGA 
AGGTTTGCATGCTTGGTGATGCTCAGCATGTTGAAGAGGCTGAGAAGATGGGTTTAGATTATATGGATGT 
TGAAGCATTGAAGAAGCTTAACAAAAACAAGAAATTGGTCAAGAAACTTGCCAAAAAATACCATGCGTTT 
TTGGCTTCAGAATCTGTCATTAAGCTGATCCCCCGTCTTTTGGGCCCTGGTCTCAACAAGGCAGGAAAGT 
TTCCAACTCTTGTCACACATCAAGAATCCATCGATTCTAAAGTTAATGAGACAAAGGCTATGGTTAAGTT 
CCAACTGAAAAAGGTGCTTTGCATGGGAGTTGCAGTGGGCAACGTTGCTATGGAAGAGAAGCAGGTCTTC 
CAAAATGTTCAAATGAGTGTTAATTTCCTCGTTTCACTGTTGAAGAAGAACTGGCAAAATGTGAGGAGCT 
TGTCGCTGAAGACTACCATGGGGAGGCCAGTGCGCGTATACTAAAATCTTTTGGCAAGGGAATTTTGTAG 
GCGAGCTGTAATTCTTATAAGGGTGCTTTGAATGGTCAAGTTTTCTTGTTGGTTGGCTATTTTACCTTTT 
TACTGTTCTCTGAATTCTTAGATGTCATGGCCCTAGAATTGTTTGGGAATGTTTGTTCGAGGGTTGAACC 
AAGTTTTCATTTTCACTTGCCCTATAA 
 
>CONTIG\148 
TGCACCCTCCTTTAGCAACAATAATTAGCATCTAGCAAGAGAAAAAAACTTCAACAAGAAACAAAACTAA 
CAAAATTGAGAGAGAAAGAAAGGGAGAGAAAATCAGATTAAGGGTGAGAAGAATATTGAGAGAAAGAGCG 
TGACAAATACAGTATGATTAATTTCGAAGAGACGGAATTACGACTAGGACTTCCCGGAGGAGGTGGTAAC 
GATGGCGAGGCGGCGAAGAACAACGGGAAGAGAGGATTTTTGGAAACCGTTGATTTGAAGCTTAACCTAT 
CATCAAAGGATTCCGGGAAGAATATTGAAGCTGAGAAGATGAAGGAGAAGACTAGTGTTGTTACACCTCG 
TTCTAATGATCCTGCAAAGCCCCCATCCAAGGCACAAGTTGTGGGTTGGCCACCCGTCCGATCATTCCGA 
AAGAACATCGTGTCCGTCCAGAAGAACAGTAACGATGAAACCGAAAAGGCTAGCAGCAGTGCAGCCTTTG 
TTAAGGTTAGCATGGATGGTGCACCATATTTACGTAAGGTGGACTTGAAGTTGTACAAGAGCTACAAGGA 
CCTCTCTGAAGCCTTAGGCAAAATGTTCAGTTCCTTTACCATTGGTAATTTATGGGTCACAAGGAATGAA 
AAGATTTTCATGAACGAGAGCAAATTGATAGACCTTTTGAATGATTCTGAGTATGTGCCAACTTACGAAG 
ACAAGGATGGGAGATTGGATGCTTGTAGGCGATGTGCCATGGGAGATGTTTGTTGATTCCATGCAAGCGT 
TTACGGATAATGAAAGGATCTGAAGCAATAGGACTCGCACCAAGAGCGGTGGAGAAATGCAAGAACAGAA 
GCTGAAGTGGGTTTTGTCAGAGCTGTGTCTATGATCAAAAGAAGACAGACCAGCTTAAGAGGAAAGCTGC 
AAGAGAGAGCACAAAGTC 
 
>CONTIG\149 
CAGAGACTGAGAGAGAGAGTGAGTGAAGCTTTTGCTTTGGTCGAGAAACACAAAAAAAATGGCTTCTTGT 
TCAGCCGCCTCCGCCACTCTCTTATCCTCAACACCAAAGGCTCTCTCTTCTACCAACCCCATCTCTCAAA 
CCCTAACCATTCCCAAATCCTTCAATGGCCTCCGCAAACCCCTCAAATCCCAACCCTCTCGCTCCATTTC 
TCTCACTTCTCGCTCTCACTCGCGACGCACCACCAGCTTCGTCGTCAAGGCCTCTGTGTCTAACGAACTT 
CCACTGGTTGGAAATATCGCACCAGATTTCGAGGCGGAGGCTGTTTTTGATCAGGAGTTCATCAAGGTTA 
AACTCTCTGAATACATTGGGAAGAAATATGTGATTCTCTTTTTCTACCCATTGGACTTCACATTTGTTTG 
TCCCACAGAGATCACTGCTTTCAGTGATCGCCATGCAGAATTTGAGCAGCTAAATACAGAAATATTGGGT 
GTTTCAGTAGACAGTGTGTTCTCGCACCTTGCATGGGTACAAACAGACAGAAAATCTGGTGGGCTTGGTG 
ATCTGAAGTACCCCCTGATTTCTGATGTCACCAAATCAATCTCAAAATCCTATGGTGTGCTAATCCCAGA 
TCAGGGCATTGCATTGAGGGGACTTTTTATTATTGACAAGGAAGGAGTTATACAACACTCCACCATTAAC 
AATCTTGCCATTGGGCGGAGTGTTGATGAGACGAAGAGAACACTCCAGGCTTTGCAGTATGTGCAGGACA 
ACCCAGATGAAGTTTGCCCTGCTGGATGGAAGCCTGGGGAGAAATCCATGAAGCCAGACCCCAAGCTCAG 
CAAAGAGTACTTCTCAGCAATATAGAGTGGGACGATCGGGTCTCTACCATCATGACCCCAGTTGCATGTT 
TATTTAAATTAGTGAGGTGTAATCGAGTTTTGTTTTTCATGTAATG 
 



148 
 

 

>CONTIG\150 
TTTTTGCAGTTCCTTTGATCTCGATCGAAAATGGGGAAAGAACCAGTTCGCGTTCTCGTTACTGGAGCTG 
CAGGACAAATCGGATATGCTCTTGTGCCCATGATTGCTAGGGGAGTGATGTTGGGTCCTGACCAGCCCGT 
GATTCTGCACATGCTCGATATCCCACCTGCTGCAGAGGCATTGAATGGGGTGAAAATGGAGTTGGTGGAT 
GCTGCATTCCCCCTTCTTAAAGGTGTTGTTGCTACAACTGATGTTGTTGAGGGTTGCACTGGGGTCAACA 
TTGCAATCATGGTTGGTGGGTTCCCAAGGAAAGAAGGCATGGAAAGGAAAGACGTGATGTCTAAAAATGT 
TTCGATTTATAAGTCTCAGGCTTCTGCCCTTGAACAGCATGCAGCTGCAAACTGCAAGGTTTTGGTTGTT 
GCCAACCCCGCAAACACCAATGCATTGATCTTGAAGGAGTTTGCACCATCTATCCCTGAGAAAAACATTA 
CTTGTTTGACAAGACTGGATCATAACAGAGCTTTGGGCCAGATTTCTGAGAGACTGAATGTCCAGGTTTC 
TGACGTCAAGAATGCTATTATCTGGGGAAATCATTCATCGACCCAGTACCCTGATGTTAACCATGCAACT 
GTGAAAACACCATCAGGAGAGAAGCCTGTCCGCGAGCTTGTTGCTGATGATGCTTGGTTGCATGGAGAAT 
TCATAGCCACTGTCCAACAGCGTGGTGCTGCAATCATCAAAGCTAGAAAGCTATCTAGTGCATTGTCTGC 
TGCCAGCTCTGCTTGTGACCACATACGTGATTGGGTCCTTGGAACCCCAGAGGGCACTTGGGTTTCCATG 
GGGGTATACTCTGATGGTTCATACAATGTACCATCTGGACTCATTTATTCATTCCCTGTCACTTGTCGCA 
ATGGAGAGTGGACGATAGTTCAAGGACTTTCAATTGATGAGCTCTCAAGGAAGAAGTTGGACTTGACAGC 
AGAGGAGCTCACCGAGGAGAAAGCCTTGGCTTATTCATGCCTCTCTTGAATGCTCTTGTTCTTTATCTAA 
TGTGATAGTATGTCTGGCTCTTTCTGGTGTGTCAATAGAAGTAGCTACAGTTTTGAATAATGCCATTGTT 
AAAGATTTAGGGGAACTGTTAATGATGGAGAAGCTGCTTCTATGGATTTATATTTTGCAGCTTTCATTTT 
TACAAGAATGTTTGAATTCATAATGGTTATCTTCGTTATAAATATG 
 
>CONTIG\151 
GCGAAACTCTCTATGTTTTCTTTAGCAAACCTTCTCTTTGCTCTAATAATCTTCCAATGTGTAATTTCTC 
AAAGCAAGCTTGTTACGGATTCACCACTATATACTGATTCGCGGTGGATTGTGGACGGAGAAGGGAGACG 
AGTGAAGTTAGCATGTGTGAATTGGCCATCACATATCGATGCCGTTTTGGCTGAAGGCCTTAGCAAGCAA 
CCTTTGGACGCAATCTCCAAGAGGATTGTGTCAATGGGATTCAACTGTGTTAGGTTTACTTGGCCAACTT 
TCTTGTTCACAAGCGACTCGCTAGGTGCTGTTACTGTAAGACAGTCCTTTCAAAATCTAAATCTATCTCA 
AGCTCTTGCTGGCATCCTGGATAACAACCCATTTATCATTGATCTTCCACTTCGAAAAGCTTTTCAGGCA 
GTGGTGAATAACCTTGGGGCCAACCATTTGATGGCCATACTGGACAATCACATAAGCAAGCCCGGTTGGT 
GTTGCAGCCTTAATGATGGCAATGGCTTTTTCGGTGATGAGTATTTCAATGTAGACATCTGGCTTAAGGG 
ACTAAGTCGAGTAGCTGCCATGTTTAGAGGAGTTCCCAATGTGGTAGGCATGAGCTTAAGGAATGAGCTC 
CGAGGCTCCAGACAAAATGTAGATGATTGGTTTAGATACATGCAGCAAGGAGCAGAGACAGTGCACGCAG 
CAAATCCAGACGTTCTTGTCATTCTCTCTGGCTTGAGTTACGACATGGACTTGTCTTTCCTTGGAAATAG 
ATCAGTGAATCTCTCATTCAATAACAAACTAGTATTTGAGGCACACAGGTACAAATTTTCAAATACAGCT 
ACATGGGCAGACCATAGTGCGAACGAAGCTTGTAGAATTACCCAAGATGACATGACGAGCAAGTCAGGAT 
TTTTGTTGGACAAGGGTTTTCCATTATTTGTGAGTGAATTTGGGATAGACGAAAGTGCGAACGATGCCAC 
TGACGAAAGCTTCCTGAATTGCTTCTTGAGTTATGCAGCTGAGCATGACTTTGATTGGGCCATTTGGGCA 
CTCACTGGGAGTTACTACATTATACAAGGAAAAACTAATACGGAGGAGACCTACGGGCTACTTAATTTTG 
ATTGGAGTGATGTTCGAAATCCAAGACTTTTGCAGAGGATATCCACAATTCAATCTCCCATTAAAGGG 
 
>CONTIG\152 
TGAAAGAGGCACAACACATCAACAAATCTTTGTCAGCTTTGGGTGACGTGATAGCTTCCCTTGCACAAAA 
GAATCCGCATGTTCCTTATAGAAATAGCAAACTTACACAACTGCTCCAAGATTCACTTGGAGGGCAGGCC 
AAGACGCTGATGTTTGTTCACATAAGCCCTGAGCCTGATGCTATTGGAGAATCAATCAGTACACTTAAAT 
TTGCAGAGCGAGTTGCCACTGTTGAACTTGGTGCTGCCAAAGTAAACAAAGATGGCACAGATGTCAAGGA 
GCTCAAAGAACAGATTGCAAGTCTGAAGGCTGCATTGGCAAGGAAAGAGGGGGAACCGGAGCATATTCAA 
ACTTCCATATCTGGAAGCTCTGAAAAATACAGGACAAAAGCTAGTGAGATATCACCTTTTCAATCTAAAC 
AGAAGGATGCAGGTTTATTCGGAGACCACAATAGCTGTCGGCAACCAATGGGTGATGTAGGCAATATAGA 
GCTTCATAGCAATTCTACCTCGAGGCAAAAGACGCAAAGCTTTGATCTTGATGAGCTATTAGCAAATTCG 
CCTCCCTGGCCTCCAGTGAATGGTCATGGCCAGAACTACAGGGAGGATGATAGAGAAATGGGCTCGGGTG 
AGTGGGTTGATAAGGTCATGGTAAACAAGCATGATGTACGCAGAGTTGAGAACCCTTTAGGAAGTTGGGC 
AGCAGATAATGGGGACTTATCTGATGTATTTTACCAGAAATATCTCCCTGATTCTTCCAAAATTTATCCA 
GATCAATCCTATAATATGTTTATGGGAAGCAACCAGTTCAATGTCACAAGTACCGATGAAATGGATGATC 
TTGATGCTGCCACCAGTGATTCTTCAGAACCAGATTTGCTTTGGCAGTTCAATCATTCAAAGCTTACCAG 
CATGACCAATGGAATTAGTGCAAAAACCAGGAAACCCAATTCAAAGCCAGCAAAGAGCCCAGAGCTAAGC 
AAGAATACCAATGCTTCTCTTGGCCCTTCACCTTCAAGGAAATTAGCAAATGGGGTAGGCAATGTGCAGC 
GGAATGGGAGGCAGCCAGCTCCAACTGATATGAAACGCAGAGCTGGGAATAGAAAATAGAAATGTACTTA 
CACGTTGAGAGGGTGATTTTTTTATTTTTATTTTTTAATTTCTTTGAATTTGTTTGAGAGGGAGAGAGAG 
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GTTTTACTATATTCTTCATTTTTATTTTTTTGTTGTA 
 
>CONTIG\153 
CTCTCTTTCTTGGGTTTTCTTAGATCGAGAAGTGTCAAACTTACAGATCCACTTTTATTCTCTTTGTTCA 
GTTTTTGGAGTAGATAAGGTTGCTGTTTGGAAAAGGAAAATCTGAGCAGGAAGCGATTTTGAAGCGGATC 
CATCGCCTTGGATTTGGCTGTATATTTAGTACTTAGAGAGAAGAGTCAGATCCAAGGCAATGGCTATGTC 
TTTCACTGGCACCCAACAAAAATGCAAGGTCTGTGAGAAAACAGTTTATCCAGTAGAGCAGCTATCTGCT 
GATGGGGTTGTTTACCACAAGTCTTGCTTCAAGTGCTCCCACTGCAAAGGGACCCTAAAGCTCAGTAACT 
ATTCTTCAATGGAAGGTGTTCTGTACTGTAAGCCTCACTTTGAGCAGCTCTTCAAGGAGACTGGTAGTTT 
CAACAAGAATTTTCAGTCACCTGCAAAGTCAGCTGAGAAGTTATCTCCAGAGCTGACTAGGTCACCTAGC 
AAGGCTGCGAGCATGTTTTCTGGGACACAAGAAAAATGTGCTACTTGTGGCAAAACTGCTTACCCACTTG 
AGAAGGTGACAGTGGAGAGCCAGGCCTATCACAAGTCATGTTTCAAGTGCTCTCATGGTGGTTGTCCTAT 
AACCCCATCTAATTATGCAGCTCTAGAGGGCATTTTGTATTGCAAACACCATTTCTCCCAGCTTTTCAAG 
GAGAAAGGAAGCTACAACCATCTTATCAAGTCTGCATCAATGAAGCGTGCAGCAGCCTCTACGCCAGAGG 
CTTAAACTCCCTATCATTTATTATGGTTTGATTACATGGTTTTCTCTTTGTTTATGGGTGTGTTTCTTCT 
GATACCTAATTTTTCTTGGTGGAGAATTGGCAAAACTTGGTTCTCTTTTTTGCTTTTAGCTCATCATCAG 
TGTTGGGCGTACTGTTGTGTTTGCTTGAACATGGGATGCAAATCCAGCTTTTTG 
 
>CONTIG\154 
ATTGGGTAACGAGTTGACTGGAAATGGTGTTGGTGCAAGTGTTGGTGCTGAACTGTATGGGAAAGACTTG 
ATCAAGCTTAAAAGTTTTATGAATAGCTTGTATAAGGAATCCAAATTGAAGCCTTCACTCATAGCACCTG 
GAGGTTTCTATGACCAAGAATGGTTCGCTAAACTTCTTCAGGTTTCAGGTTCAAATGTAGTCAATTTCGT 
GACTCATCATATATATAATTTAGGTGCAGGTAATGACCCCAGTCTTGTAAAGAAGATACTGGATCCCTCT 
TTCTTAAGCAGGATATCAGAGACATTTAACAGTCTTCACCAAACTATTCAACATAATGGTCCTTGGGCTT 
CTGCATGGGTTGGGGAATCTGGTGGTGCCTTTAACAGTGGCGGTCGCCACGTGTCTGACTCTTTCATGGA 
CAGCTTCTGGTACTTAGATCAGCTTGGAATGGCATCCAAGTTCAATACTAAAGTATATTGCAGGCAGACT 
TTAGTTGGTGGGAATTATGGTCTCCTCAACACAGCCACATTTGTCCCCAGGCCTGATTACTACAGTGCAC 
TTCTATGGCATCGACTTATGGGAAAAGGTGTTCTTGCTGTTAGAACTGGTGATTCACCACACCTTCGCTC 
TTATGCCCACTGTTCAAAAGGAAGAGCGGGTATTACTTTGCTTCTGATTAATTTTAGCAATCAGACTAGG 
TTTGTCATCAATGTTGAAAATCTAATGAATGTCAATTTGCCCGCAAATGGGAGAAAAATCCAAAGCCAAA 
ATTCTTTCGTGCATAGTGTTAAGAAAACGGTTGCTTGGGTTGGAAGCAAAGCTTCAAATGGACCATTGTA 
CAGAGAAGAGTTTCACTTGACCGCCAAAGATGGGAATCTTCAAAGTGAAACCTCAGTTCTGAACGGAGTT 
CCATTAGTGCTTACAGATCATGGAGAAATCCCAAAATTGG 
 
>CONTIG\155 
TTCACTCTCAAACCCTCCTCCTTCTTCTTCTTCTTCATCAAACTCTCACTCAAAAAACCAAACCACACCA 
TGACAGCCAAAGGCAAAGACTGCGGCAACCACGGCAAGACCCGCCGCTTACGGGCCCGCGCATGCGGCGC 
CTGCTTCTTAGTCTTCCTCTTCATCATCCTCCTCATAATCCTCCTAGTCTGGGCCATACTCCAACCCACA 
AAACCAAAATTCATCCTCCAAGACGCCACCGTTTACGCCTTCAACGTCAGCAGCCCAAACCTCCTCACCT 
CCAGCTTCCAAGTCACCCTCACTTCTCGCAACCCAAACGACAAGGTCGGCGTCTACTACGACAAGCTCGA 
TGTCTATGCCGTTTACCGCAACCAGCAAATCACACTCCGTACGCAAATCCCACCCACCTATCAAGGCCAC 
AAAGACATCAACGTTTGGTCCCCTTATATCTACGGCAACAGCGTTCCTGTCTCGCCCAACAACGCCGAAT 
CGCTCTCACAGGATCAGAGCTCCGGGGCCGTGATGCTGTTGATCAAAGCTGATGGACGGGTGAGATGGAA 
AGTTGGGTCTTTTATTTCAGGGAGGTACCATCTCTACGTGAGATGTCCAGCTTACATAACCTTCGGTACG 
AGGAGCACTGGAATTGAGGTTGGGAATAACGCCATTAAGTACCAGTTAGTCCAACAGTGCAGCGTCAGTG 
TATGAGAATATGAGATGATGATGAAGAAAGAAGAAAGTTCCAGTGCCTCACCGAATATCTCTATTTAACG 
CCGTTAGTTTTTTGTTTTCATAATTATGTGTTGCGATTTTTAATATTAAATCTCTCTGTCGGTTTTTTCT 
TTAGTTATTACACGTTGGGTTTATGA 
 
>CONTIG\156 
AAAGCCAAAAGACGCGAAGAAGACCAAGAAGATAATATCATCATCGAAATCCATGGCCATGGCCTCACTG 
ATTCATCGTGTCATCCTGGTCCAACTTCTGATCCTATCGGTGGCAACAATCTCAGCGACGGCCAGACCTT 
GCAAGACCCTCTTCATCTCCTCCTACTCTTTCTCCTTCAAACCCGTTAACCAACAAAACCCTTCTTCTTC 
ATCATCCTCGGGATTCGTCACCGTCTTCACCGAGATCAGCCACTTCAACCCAAAACCCCAAATGCAAGAA 
CAACCCTTCCCCACCACCACCGAGATCTTCCTCTTCCGTGACCCGATCCACCGCAACAACATGCCGTTGG 
GGTACAGGAAACCCCAACAACCCCTCGCTTCCTACGACTTCAGCTCCCTCCGTGACCGCACCAAGGACAT 
CTTGAGTGTCGTCGTCGCTCTCCTCTTCGGCGTTGGCTGCGGAGCCCTCACCGCCGCCACCATGTACCTC 
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GCTTGGTCTCTCTTCTCCCACCGCTTCTCCTCCTCCGACTACTCCGCTTTCCCCTCTTCTTTCTCCGACG 
ACGACGACAACGATGACGATGATGTCAATCCCAAGAAGTTCGGCTATATTAAGATTCCCGCTGCCACCGA 
TTCTCTGCCTGCTCCGGCTCCGGCTAAGTGAACGGTATGAAAGTATATGATAATCGCTATTATGTTATAT 
GGTATTTTAGTCAATTTGGAGCTATTGAAGCCTGTCTCTCTTTTTAGTGTGGATTGTGGACTAATTGTTT 
ATAATAAACAAAAGAGAGAACAGGTGTGCTACTTTTCTGGTCTGTATTATTCAATTTACGACTTTATTGT 
CTTATATTCTAATACTTTAAATGTGATCATGTACTTTGTTTATGTT 
 
>CONTIG\157 
AATAATAATAACAATAACAATAACAAAAGAAAATCTCTCTATGGCTCCCTCTTCTTCAACATTGAAGCTG 
TTACTAACTTTCTTGGCTAGCTATGCTTTGGTTGCCTATGCAGGTAGCTTTAACCAGGACTTTGATATCA 
CTTGGGGTGATGGTCGTGGTAAGATACTCAACAATGGGGGACTTCTTACTCTCTCACTTGATAGGGCCTC 
TGGCTCTGGCTTTCAATCCAGGAATGAATTTCTCTTTGGTAAGATTGACATGCAGCTCAAACTTGTCCCT 
GGAAACTCTGCAGGCACAGTAACTGCATACTATTTATCTTCAAAAGGGTCAACATGGGATGAGATAGACT 
TTGAATTCTTGGGTAATCTAAGCGGTGATCCTTACATTATTCACACTAACATATTTACCCAAGGCAAAGG 
AAACAGAGAGCAACAATTCTACCTTTGGTTTGACCCCACAGCTAATTTCCACACCTACTCTGTTCTTTGG 
AATCCACAAGTCATCATCTTCTCTGTGGATGGTACTCCCATTAGAAAGTTCAAGAACTCTGAGTCGATTG 
GCATTCCATTCCCAAAGAAGCAGCCCATGAGGTTATACTCTAGCCTCTGGAACGCAGACGATTGGGCAAC 
AAGAGGAGGGCTTGTGAAGACAGATTGGACACAAGCTCCCTTTACTGCATCATATAGGAACTTCAATGCC 
AAAGCATGTTTATGGTCTTCTGGGTCATCTTCTTGTAGTTCAAAGTCTCCATCTTCAAGAACTTCCAACA 
ATAATACATGGCTGAAAGAAGATTTGGGATACCACAAGCCAAGCCAGGCTGAAGTGGGTGCAGAAAAATT 
ACATGATTTATAACTACTGCACAGACACCAAACGCTTCCCACAGGGCTTTCCTCCAGAGTGTGCCGTTAC 
CAATGCATCGTAGAGATGAAAGTAACTACAAGATAACATAGTACCTAGGCCTACCTCACAATTGTGGTTT 
TTTTTTTTTTTTTTCCTTG 
 
>CONTIG\158 
GCAAAATCACTTGTCCGAAACTCATTGAGGCCCCAGAAGGTTGTCCTACATATAATCACGGATAGGAAGA 
CTTACTATCCCATGCAGGCATGGTTCTCACTGCATCCTTTGACTCCTGCCATAATTGAGGTCAAGGCATT 
GCACCATTTCGATTGGTTTACAAAGGGAAAGGTCCCTGTTTTGGAGGCAATGGAAAAAGATCAACGCGTG 
CGATCACAATTTAGAGGCGGGTCATCAGCCATTGTGGCAAATAATACTGAGAAGCCTGTTGTCATTGCAG 
CAAAGTTGCAAGCACTGAGTCCTAAATACAATTCTGTGATGAATCACATTAGAATACATCTACCAGAGTT 
GTTCCCCAGCCTAAACAAGGTGGTCTTCCTGGATGACGACATTGTGATTCAAACAGATCTTTCACCACTA 
TGGGACATTGATATGAATGGAAAGGTCAATGGAGCAGTTGAAACTTGTACAGGAGAAGATAAGTTTGTAA 
TGTCAAAGCGGCTTAAGAGCTATTTGAACTTCTCCCATCCTTTGATATCAAAGAATTTCAACCCCAATGA 
ATGTGCATGGGCTTATGGCATGAACATTTTTGATCTAGAGGCATGGAGGAAGACCAACATAAGCCTTACA 
TACCATTACTGGGTTGAACAGAACTTGAAATCAGACTTGAGTTTGTGGCAACTAGGGACATTACCTCCTG 
GACTAATTGCTTTCCATGGTCATGTCCAAGTTATTGATCCCTTTTGGCACATGCTGGGGTTGGGTTACCA 
GGACAATACAAGCTTTTCTGATGCTGAGAGTGCTGGTGTCATCCATTTTAATGGCAGAGCAAAGCCTTGG 
CTAGAGATAGCATTCCCAACACTCAGGCCATTGTGGGCTAAGTATATCAACTTTTCTGATAAATTCATCA 
AGAGCTGTCATATTAGGGCATCCTAGGTTGAATTTTGAGAAAAATATGCTGAGCATATTGATAAAAGAAT 
ATCTTTCTGTATATGAAAAAAAAATGAGAGTTCTTTGCTGAAAGAAAGATGATAACAGCAACAGCATCCT 
GTTTTTGTGAACTCTCATTTGTTGTTTGAAGCTCCCTTCTTACTCTTCCTATTTCTTTCTTATTTTTCTG 
GTCTTCAAATGTTTCAAATCATAATTTATTTA 
 
>CONTIG\159 
AAAAAATGCTACTCCCAAAGCGACCCCGTTTTCAACCCAAAAAAATCGAGATCTTTCAACGGGATCTCCT 
GCGCGTCACCCTTGTGTCGTAAGCTAGACTCTCCTGGCTGTAACCAACAACGTCAGGCCTGTCTCTACCA 
AGTCTCTTACGGTGACGGATCCATCACACAAGGTGATTTCTCCACCGAAACTCTCACCTTCCGTGGCACC 
AAAGTCCCACGTGTCGCCCTCGGATGCGGCCACGACAATGAGGGTTTGTTCGTCGGTGCAGCCGGTTTGT 
TGGGTTTAGGTCGGGGGAGGTTATCGTTTCCCACCCAAGCCGGTCGCCGGTTCAACCGGAAATTCTCATA 
CTGTCTGGTGGACCGATCTGCCTCCTCCTCCTCTAAGCCTTCTTCGATTGTTTTCGGAGACTCCGCTGTT 
TCTCGAACCGCCCGGTTCACTCCCTTGTTGTTCAACCGAAAGCTCGACACCTTTTACTACTTGGAGATGC 
TGGGGATCAGTGTAGGAGGGAGACGTGTCCGCGGTGTTACGCCTTCGTTGTTCAAGCTCGACCCGGCCGG 
GAACGGTGGGGTTATCATCGATTCGGGTACGTCCGTGACCCGTTTGACCCGACCCGCTTATTTGGCATTC 
AGGGACGCTTTCAGGGCCGGAGCTCCGAATCTGAAACGGGCACCCGAGTTCTCTCTCTTCGATACCTGCT 
TCGACCTGTCGGGGAAGACTGAGGTGAAGGTACCCACAGTGGTGTTGCATTTTCGAGGTGCTGACGTGTC 
ATTGCCGGCCACGAATTATTTGATTCCGGTGGATAGTAGTGGGACTTTTTGCTTTGCGTTTGCTGCTACG 
CTCAGTGGCTTGTCCATTATTGGGAATATCCAGCAACAGGG 
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>CONTIG\160 
TAGGCTTCTCCGGCCGATCCAAAACGCTGAAAAATAAACAATTTTCAGAGATGGCGGTGGGGCCTAAAAT 
ATAATTCAACCATTGGGAAAAGCAGGAACTAACAAACAAACAAACCAACCAACCAACCATTTGTTTCGTA 
TAGCCTAGTCTATTGTTATTATTATAAATACAATTTCCCTCTCACTCTCTCATATTCACATTTTTCAGAT 
TTAAAAAAAAAAAAAAAAATCGTAAATCCTAAGAGTCTGAGTAGTGATGGCAGGGAAATGGGTGCGGATG 
GTGACGGCGCAGACTCCGACGAACATAGCGGTGATCAAGTACTGGGGCAAGAGGGACGAAACCCTCATCC 
TTCCTGTCAATGATAGCATCAGTGTTACTCTTGATCCCGCCCACCTCTGCACCACCACCACCGTCGCCGT 
CAGCCCTTCCTTTGATCAGGACCGCATGTGGCTCAATGGCAAGGAGATTTCCCTTGCTGGAGGCAGGTTC 
CAAAGCTGTCTGAAGGAAATTCGCAGTCGTGCTTGTGATGTTGAGGATGAGGAAAAGGGTATTAAAATTG 
CAAAGAAAGATTGGGAAAATTTGCATTTGCATATTGCTTCCTACAACAATTTCCCTACTGCAGCTGGGTT 
GGCGTCTTCGGCTGCTGGGTTTGCTTGTCTTGTTTTTGCACTTGCAAAGCTAATGAATGCTAAAGAAGAT 
CAAAGCCAGCTTTCTGCCATTGCAAGACAAGGTTCAGGCAGCGCTTGTCGCAGTTTATATGGTGGCTTTG 
TCAAGTGGATCATGGGAAAAGATGAGGATGGAAGGGACAGTCTTGCAGTTCAATTGGCAGATGAGAAACA 
CTGGGATGATCTTGTTATCATTATTGCAGTGGTAAGTTCAAGGCAGAAGGAAACAAGTAGCACCAGTGGA 
ATGCGTGAGACTGTCGAAACAAGTTTGCTATTAAAGCATA 
 
>CONTIG\161 
AATTCTTTTGGTTTAGGGATGAGGAGTTCGCTAGGCAGACTCTTGCTGGTCTCAACCCATATAGCATAAA 
GTTGGTCACGGAATGGCCATTGAAAAGTCAACTTGACCCAAAGATCTATGGCCCAGTAGAATCCGCCATC 
ACTACAGAATTGATTGAACGAGAGATCAAAGGTTTCATGACAGTGAATGAGGCCATAAAAAATAAGAAGT 
TGTTTATTCTAGATTACCATGATCTATTCTTGCCATATGTGAGCAAAGTAAGAGAAATTAAAGGCACAAC 
TCTATATGGATCACGAACGCTCTTCTTCCTAACCCCAAATGGCACATTAAGGCCACTGGCCATTGAGTTG 
ACTCGGCCACCAATGGATGGGAAGCCACAATGGAAAGATGTCTACCTTCCTACTTGGGATGCTACTGGTG 
TCTGGCTTTGGAGGCTAGCAAAAGCTCATGTGCTTGCCCATGATGCTGGTTATCACCAACTTGTTAGTCA 
CTGGCTAAGGACTCATTGTGCTACAGAACCTTATATAATTGCAACAAATAGGCAACTTAGTGTGATGCAC 
CCAATTTATAGACTGTTGCACCCTCATTTTCGGTACACTATGGAGATTAATGCCCTTGCTCGAGAAGCAC 
TTATCAATGCTGGAGGGATCATTGAGAGCTCATTCTCACCTGGAAAATACTCCGCGGAGTTTAGCTCGGT 
TGCCTATGACAAACAATGGCAGTTCAATCTACAGGCATTACCGGCTGACTTAATTAGCAGGGGAATGGCT 
GTTGAGGATCCAACTGCTCCACATGGTCTAAAGCTCTCAATTGAGGACTACCCTTTTGCCAATGATGGCC 
TTCTCCTTTGGGATGCTATCAAAGAGTGGGTTAGTGACTATGTCAACCACTACTACCCTAACCCTAGCCT 
TATAACATCTGATCAAGAGCTCCAAGCATGGTGGAATGAGATTCGAACTGAAGGTCATGCTGACAAGAAG 
GACGAACCATGGTGGCCAGTCCTCAAAACCCCGAAAGACCTCATCGAAATCATCACAACAATCGTATGGG 
TGGCATCCGGTCACCATGCAGCCGTGAACTTTGGACAGTATGCTTATGGTGCGTATTTCCCTAACCGACC 
TACCATTGCTAGAATCAATATGCCCACTGAAGAGCCTTCTAAAGAGTTTTGGGACAACTTCTTGAAAAAG 
CCTGAAGGTGCACTCTTACAATGCTTCCCTTCACAAATTCAAGCAACAAGAATTATGGCTATTTTGGATG 
TACTATCAAACCATTCACCTGATGAGGAGTATCTAGGTGAGAAAATAGAGCCAGCGTGGTCTGAGGACAT 
GTTTATAAAGGGAGCCTTTGAAAAGTTTAGTGGGA 
 
>CONTIG\162 
TATTGGGAGTGGGTGTTTGTCAGAGTCAGTCCTCTCTACTAGTGATCCGACCCAAGGTTGGATTTCGATC 
ACTGCGTAAAACCCACAACAACAGTCTTAGCAGAAGTACCATTCGTTGTTCAACCCCAACCCAGCTCTCG 
AAATCGCCATCTTCCTGTGGATTTGGAGGTGTCAGATTGGATCTTCAACGACACTGCGTTTTGGCTTCTG 
GGGCTGTCTCTTCTGACCCTCTTCAAGCGTCCACTGTCTTTACTGTCGACTCCATACAACCTGACATCGG 
TGGTGGAGGAGACAGAGGCGGTTTTGGTGACAAAGGCGGTGGCGGTGGCGGTGGTGGAGGCGACAGTGAC 
AACAACAGCAACAACAAGGGCGACGACGAAGGCGAAGAACAAAACAGCAAGAAAATGGGGTCCATGTCCA 
TGTCTCAGAAATTAACTCTTGGATATGCTGCACTTGTTGGAGTGGGTGGTGTTATGGGCTATTTGAAGAG 
TGGCAGCCAGAAGTCACTGTTGGCAGGAGGAATATCTGCCTCACTGCTATATTATGTTTATTCTCAGCTT 
CCTGTGAGACCCGTTCTTGCATCATCCGTGGGGCTTGGCATTTCTGCTGCTCTTCTGGGAGTGATGGGTG 
CTCGTTTTAAGAAATCAGGGAAGATATTTCCAGCAGGTGTTGTATCTTTAGTTTCACTTATTATGACCGG 
TGGTTACTTGCATGGAATTATGCGAAGTCTACACTAAAATGTACACGAGTGAGATTCCTGAAGCTATATG 
GAAGTCACCAAGATCTCTAACATATCTCATTTGGTAAAAAGGATCAGTCGTTTGGCATGTAGACCAGTGC 
TATAAGAGCAGTTTGAAGTTTTTGTTTGGACCATTGTTGTTCATCTTTTTATGATGTGTGATATCATCTT 
TAGGCGTGACAAAATAAAGTTTGGACCTTGATTTTTA 
 
>CONTIG\163 
AATCGGACGGCACGGAAGCTCGCTCTGAGGTTTTTTGGTTTCTTATTGGGCGTGTGATTGTGATTCTCTC 
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TCTGGGCTTTAGCGCCCTGAGGTACCGTTGAAATCCATGATCATCAGCGTCTCATGGATCCGTCTACAGT 
GCCAACCACTCCTCCAGTTGAAGAAGAAGATGAGTGGGACACTGATGGATTCGTGATTCCAAGCTTGGAA 
ATAGGAGACTTAGATCAGAGTAAAACTGATGTTTCAGAAGTAGAAGCCTCAAAACCTCCCTTCTCCAAAG 
GCCAAAAAAGAAGAGAATATCTACCTAGGTCCACACGGAGCACCTCCTTCACAGTCAAAGCAGCAAGAGC 
CAAATTCTACTGACCGTAAGCAACGGTTCAAGCAAAAATTGAAGGAAGCAGATGAGAGGACCAGTGGGGA 
CAGGTCAAGAGAATAAGTCAAGAGAGTCTCAGAGAACTTGTGGGTGGTGGCAAAGCCACCGGCAACATGG 
CAAAGGGCTCTACCAGGGATTGGCTAGACCCACATTGTCATGAGTCTCAATTTAAGAAGTGGAATCCCCA 
GTGAGTGGAATATCTGAGAGCTTTTTGAACTTGGCACAATGGGTTTTTCATTTTTCTTCTCTCTATTATA 
AGCTTTGTTATCTTTGGAGAATGAATTTATAAAAGGTTATGTATTTTGACAATAAATTTTCAACCAGGCC 
TTTGAGATTTGCTTCTACTGCGAAAGATTATTTCCGAAAAAAAAAAAAAAAAAAAAAAAAAAGGCGGCCG 
CTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTAC 
AACGTCGTGACTGGGAAAACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATA 
ATTGGACAAACTACCTACAGAGATTTAAAGCTCTAAGGTAAATATAAAATTTTTAAGTGTATAATGTGTT 
AAACTAGCTGCATATGCTTGCTGCTTGAGAGTTTTGCTTACTGAGTATGATTTATGAAAATATTATACAC 
 
>CONTIG\164 
ACGCTCTTGCAAGAGCGATCGAGAAAGATAGAGAGATCCCTCTCCATTTTTATCCCAAGAACAACACTAG 
TTTGAATTATCAATTATGTTCAACATGATCAACCTCATTCCATTATCATTCCTGTCAAAAATGGGTATGT 
ATGACATTGAAATACACGGTGCAAAAGTTAAGGTAAGCATAGTCGACAATCATGCTTTGGTTGATGCTAA 
GATAAACGAGTTAAAATCTTCCTTAAAAACTTCACAAAGGCATGTTGTTGGGCTCGACATTAAGTTTGTG 
GAAAGGGAAGAAACTTATGGTGATGATGATGAACTTTTTCCAATTCCAGCTGACGATTATTTACCTGAAG 
GCAAGATTTTGCTTCTTTGTGTTGGGACTGATTGCTTGATGATCCAATTACCTGCCTCGATGGAGGTAAC 
TGATACCCTCAGGCAGTTTCTGTCTGATGAGACTATTTGTTTTCTGGGTACCGAAATGCGCGAGAAAGTT 
GCAGAACTAGGCCGCCATCATTTTAGTAAACACACGCAACCAATTGGTACATGTCGTGACTGGGATGCAG 
TGGTTGAAGACGTCAAGTATGCAGTGCACAATCAACGTGTGAATTGTAAGACAGGTGTTGAAGTAGGCTA 
TTTGGCTGCTAAAATTCTGAAGAAAGGCAATGTTGATAAGTATGGATTATCGAAGTTGGCTGGCGAAGTT 
GGAATGGACATAAAGGAACCAATTGGTGCATGTCCTGACTGGAATGCAGTAGCGTTCTCTGATGAAGAGG 
TCAAGTATGCAGTGCACAATGCCTATACTTCTTATGTTATTGGGAATAAGTTCTTGGATATGCTCTAAGC 
CTCTTAAGGCCATCTTGTTTATGGGTTTGACTGCTTTGATTCTGTGTTGTTAGTGTCCACATTAGAGCTA 
TATATATGTATA 
 
>CONTIG\165 
AGAAAAAATAGTGAAATTCTACTTCACTTGGTCAGGACAGTGAATTGTTGAGAAACATGGCATCATTTGC 
AGGAACAACCCAGAAGTGCATGGCTTGTGACAAGACTGTTTATCTTGTTGATAAGTTAACAGCTGATAAT 
CGTATCTACCACAAAGCCTGTTTTCGATGCCATCACTGCAAAGGAACTCTCAAGCTTGGTAATTACAATT 
CCTTTGAGGGAGTACTATATTGCAGGCCACACTTTGATCAGCTCTTCAAAAGAACTGGCAGTCTCGACAA 
AAGCTTTGAAGGGACCCCAAAAATTGTAAAACCTGAGAAACCTATTGATAGTGAGAAACCTACCCCGAAT 
AAAGTATCAAGTATGTTTGGTGGAACCAGAGACAAATGCTTTGGCTGTAAAAAAACTGTCTATCCAACTG 
AGAAGGTAACGGTAAATGGAACTCCTTATCACAAGAGCTGTTTCAAATGCACTCATGGAGGATGTGTGAT 
CAGCCCATCCAACTACATTGCACACGAGGGCCGACTCTACTGCAAACATCACCACATCCAACTCATCAAG 
GAGAAAGGCAACTTAAGCCAGCTTGAGGGTGAACAAGAGAAGGATGCAATGGATGAGAATGTCAATGGCA 
GAGAAGTTTCTGCTGAGACATAAACTGCTTAATAAATTGTTCTGTTTTTTCCCTTCCCATCATGGTTTCT 
CCCTACCCTCTCCGCTCTCACTATCCCTATTGGTGTAACAATTTTAGGCCTTATGATTAAAGTGCTGATG 
GAATTCTTAGTATTTCCTGTTGAGGTGTGTGCGCCTTCATTTTTGCTGTTTTTTGGGGTTTGTTGCGAGA 
TTGTGGATGTTCAAATGGATGCCAAGACCTATTTGATTCTCAGTATGTGATGCAGTAACAAGTATTAGTG 
TTCTGTTTGTGAATTTTTGTTGTGTTCCTTTGATTTTC 
 
>CONTIG\166 
GAAGAACGCTCTCTCGCTCTTCACACTCTTCAGATCTGAGATCGGAGCGGAACGTTTATTCCGTGAAGCC 
ATGGCTCTGATTTTTCATGCTGGGAAGACAAATAAAAATTCTTACAAGACACTTATCGCCGCGGAGTACA 
GTGGTGTGAAAGTTGAACTGGCCCCAAATTTTACGATGGGTGTCAGTAACAAAACTCCTGAGTTTCTCAA 
GATGAACCCTATTGGGAAGATTCCTGTATTGGAAACTCCTGATGGTCCCATCTTTGAGAGCAATGCTATA 
GCACGTTATGTTACTCGTCTGAAGGCTGACAATCCTCTATATGGTTCTTCTCTTATTGATTATGCCCACA 
TTGAGCAGTGGATTGATTTTGCATCACTGGAAATTGATGCTCATCTTCTGTCATGGTATAGACCAAGAAT 
GGGACGTGCAGTATACCTTCCTCCGGCTGAGGAACAAGCTATTACTTCATTGAAGCGAGCGCTTGATGCT 
CTAAATGCTCATCTTGCTTCAAACACTTTCCTGGTTGGACATTCCGTGACCCTGGCTGACATTATTACAA 
CTTGCAATTTATATATGGGCTTCACCCACCTCATGACTAAGAGCTTTACATCTGAGTTCCCTCATGTGGA 



153 
 

 

AAGATACTTCTGGACCATGGTGAATCAACCAAATTTCAAGAAGATTCTGGGAGAGGTGAAACAGGCTGAG 
TCTGTCATTCCTATCGCAAAGAAGCCATCTCAGCCAAAAGAATCTGCAAAACCAAAACCAAAGCCTAAGG 
ATGAACCTAAAAAAGAAGCCAAAAAGGAGGAGCCAGCAAAGCCCAAACCAGAAGCTGGTGAGGAAGAGGA 
GGCTCCAAAGCCCAAACCTAAGAATCCTCTTGATCTGCTTCCCCCAAGTAAGATGATACTGGATGACTGG 
AAGAGGCTGTACTCAAACACTAAGACCAACTTCCGTGAGGTTGCTATTAAAGGGTTCTGGGACATGTACG 
ATCCTGAGGGATACTCTCTCTGGTTCTGTGATTACAAGTACAATGATGAGAATACTGTTTCCTTTGTAAC 
ACTAAACAAGGTTGGTGGATTTCTTCAGAGAATGGATCTAGCACGCAAATATGCTTTTGGAAAGATGCTT 
GTGATCGGTTCAGAGCCACCATTCAAGGTGAAGGGGCTGTGGCTTTTCCGTGGGCAAGAGATACCACAAT 
TTGTGCTTGATGAGTGCTATGACATGGAGCTATATGAGTGGAAGAAGGTTGATATCACAGATGAAGAGCA 
AAAGGAACGCGTGAGTCAGATGATTGAAAGATTACGAACCTTTCGAGGGCCAGCCTCTTTTGGACGCCAA 
GTGCTTCAAGTGAATGACCCCAATTAGTCCCTGGATTAAAAGTTGTATTTTTGTGTGTGTTTTTGCTGCT 
A 
 
>CONTIG\167 
AAAAAGAAACACCAAGAATCTTGTCGTAGTAAATCATGGCAAGCTCCACCATTCAAAGATCAGCATTCGC 
CGGCCAGACCGCTTTGAAGCAGTCCAATGAGCTTGTCCGCAAGGTTGGGAGCTTTGCCGGTGGCCGCGTT 
ACCATGAGGCGAACAGTGAGGAGTGCTCCACAAAGCATATGGTATGGCCCAGACCGCCCAAAGTTCTTGG 
GACCATTCTCTGAGCAAACTCCCTCATACCTTACTGGTGAATTCCCTGGTGACTATGGCTGGGACACTGC 
TGGGTTATCCGCAGACCCTGAGACCTTTGCAAGGAACCGTGAGCTTGAGGTGATCCACAGCCGATGGGCC 
ATGCTTGGAGCTTTGGGCTGCGTGTTCCCTGAAATCCTTTCAAAGAATGGTGTCAAGTTTGGTGAAGCAG 
TTTGGTTCAAGGCTGGTGCACAGATTTTCTCTGAGGGTGGTCTTGATTATCTTGGCAACCCAAACTTGAT 
TCATGCACAAAGCATCTTGGCAATTTGGGCTGTTCAAGTTGTGCTTATGGGCTTCATTGAAGGGTACAGA 
GTTGGTGGAGGACCACTCGGTGAAGGACTTGACCCCATTTACCCTGGTGGTGCCTTTGACCCACTTGGAC 
TGGCTGATGATCCTGAAGCATTCGCAGAATTGAAAGGTCAAGGAACTCAAGAATGGGAGGCTTGCAATGT 
TCTCCATGTTTGGCTTCTTTGTTCAGGCTATTGTTACTGGGAAAGGCCCAATCGAGAACCTCTTCGACCA 
TGTTGCTGACCCAGTAGCCAATAATGCATGGGCTTACGCCACCAACTTTGTCCCTGGAAAATGAAGAAAC 
TTAAATGTTCTACTGTAACCTTACTCATCAATCTTCTTGCTTGTGTTCAACTTCTCTCTTGCTGTTTTCA 
TCTATATTG 
 
>CONTIG\168 
TGAAAGGTTGAAGTCTTAATCTTTATTCATTGATCTCCAGTTTCAAGGTCATCTACATTGCTTATCTACA 
ATTCTATCTTCAAAAAATTTTGGCTAAATATTACACAAACATTTCATGAGTGCAACCCAAAAATAAAAGC 
CCTGGAAGCTTCACTCCTTTGAGAACAGGCTTTAAAAAGAGTACAAAATTTTTTTTTATCACACGTTTGG 
CGCTGTTGAATTCACAACTAACTCCTGATAGATGAGAACAGTATCTTTAGCTGGGAAGTCACCAGATTAC 
TAGCTAATGATGGCACCCAACCACTTTTAAAGTGAAATGAACGGTGAAAACCACAATTGATATCACAGAC 
ACTCAAATCTCAAATCTATCGGGGCTCAACAAACACAGATGTTGTCCTTGGGGGCACAGTGAAGCACCCA 
GAGGATCCTTCATATGTTGAGCTCTTAACCAGTTCATCTGTTGACGTCACCTGAATAGGATGCAATTTAA 
GAGCTCTTGCCCGTAATGCAGGGCAAGCAAATGAGACTTCAGCTGGACTTGCATTGACAATAACCACAAT 
GTATGAATAGCTGTGAAGAACAAAGGATAGCAGCTCTTTCATTAATTATATTATGCACAAGAAAAGAAAG 
TTAAAATTTATTTTTACGCACATGGGATCCAGTTGAGATAACCCTGGGACACCTTCATAACCATCTTCAA 
TGCTCATCACTATTGTACCAGGGATCCATGACGGTCCAGTATTGTGGAAGCGTACCCTTTCCTGGATAGC 
ATTTGCTGTCTTCAAACGGAAGAGCGGTGAAGAGTACCTTATACGCAACAGGTTTAAAAAATTATCCACA 
GCAGCAAGAATGTGAATTTTCTGA 
 
>CONTIG\169 
AACCCATCCTCTCCTCACACTTACAGCCATGAATACAAACTCTCCTCCGCACCCAACAAAACCCCACCAC 
CAAAACCGCTGGCCCCAGTGGCTAACCGGTCGTTCAAGGCTGACCCACTTGTGTTCACCACCAGGGTGGA 
CCCAAAAGCCCAACACGGCTACACCAGTGTTAGAGAAGTTCAAGAAGGTGGTGTTGTTGTTGATGGTGGT 
TTTGGTGTTGGTGTTGGTGTTGGTGTTGGTGGTGGTGGTAGTAGAAGACTCAGACCAGATCCGTCTATTC 
TCAACAAGACGAGGAGGGACAACAATATGATGAAGACAACGTTTTTGGGTTTAAGGATTTGTGCGTTTGT 
GTTTTGCTTGATCTCCTTTTCGGTTATGGCGGCTGACAAGCAAAAAGGTTGGGCTTTGGATTCCTTTTAC 
TGGTACAAGGAGTTCAGGTACTGTCTGGCAGTGAATGTCATAGGCTTTGTATACTCAGGGCTACAACTCT 
GTGATTTATTAGTCAAGTATTTCACCACCGGAAGACACATAATCCACCACCACTTCCGTCGTTACTTCGA 
TTTCTCTATGGACCAGATGTTGACTTATCTTCTTATGTCAGCCTCATCATCGGCTGCCACCAGAGTTTAT 
GTTTGGCAATCCAACTGGGGTGAAGATGGGTTTCCTAAAATGGCAAGTGCATCTGTGGGATTGTCCTTTG 
TTGCATTTCTGGCCTTTGCCTTGAAGCTCTCTCATTTGTGGTTATACCCTTGTAAAATTTCATAGTTAAA 
ATACAATTGCCCAATGCCTGGCCATATCAGTAAAATCATACC 
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>CONTIG\170 
GGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAACAGTTGCGCAGCCTGAATGGCGAAT 
GGGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACT 
TGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCC 
CGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAA 
AACTTGATTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTT 
GGAGTCCACGTTCTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCTATT 
CTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATT 
TAACGCGAATTTTAACAAAATATTAACGCTTACAATTTAGGTGGCACTTTTCGGGGAAATGTGCGCGGAA 
CCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGACAATAACCCTGATAAAT 
GCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTT 
GCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGT 
TGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGT 
 
>CONTIG\171 
TAACCCCACCATATTTCTCCCACTCATCACTCAGATCTTCTCCCCCCCTCCTCCTACTCATCAAAAGCTT 
GTGCCTTTGATCTTTCAAAAAAAATGGCTCTTATGCTTGACAATTGTGAGGGCATATTACTCTCTTTAGA 
CTCACACAAATCAGTCCCAGCTCCATTCCTCACCAAAACCTATCAACTTGTAGACGATCCAGCCACAGAC 
CACATAGTTTCTTGGGGTGAAGATGACACTACCTTCGTTGTTTGGAGACCTCCTGAGTTTGCTCGTGACC 
TCCTTCCCAACTATTTCAAGCACAACAATTTCTCTAGCTTCGTTCGCCAGCTCAACACTTATGGTTTTAG 
AAAGATTGTACCGGATAGATGGGAGTTTGCGAACGAGTTCTTCAAAAAGGGAGAGAAGCACTTGCTTTGT 
GAGATCCATAGAAGGAAAACCGCGCAGCCACAAGTGGCTATAAACCAACACCATCATCACCACCACCCAC 
ATTCTCCACTGGGTGTCAATGGCCCGAGTTGCCCAAGTTTCTTTCCGTTTTCAAACCGAGTCAGCATATC 
TCCATCTGACTCGGATGAGCAAGCTAATTGGTGTGACTCACCCCCACTAGTCTCATCCCCAAGAGGTGGA 
CTTGCAGGCAACTACAATAACTCAGTGACTGCTCTTTCAGAGGACAATGAAAGACTAAGAAGAAGCAACT 
CGTTGCTAATGTCTGAGCTAGCACACATGAGGAAGCTTTACAATGATATAATATACTTTGTTCAAAACCA 
TGTGAAACCTGTGGCTCCAAGCAATACTTACCCTTCTTCTCTACTTCTTTGTAGCCCACAAGCAACAGCT 
ACCACACCTATTGGTTCTAATAGTCCAATGGTGCAAAAGCCATTGAACCAGCTTTTTGGATACTGTCAGA 
CTAATAACCCTAAGCAAGCTTTTC 
 
>CONTIG\172 
TCTTGGTGTCACATCAGAAGGGGAAACTGCTAGGTGCAAAAAAGTTGTCTGTGATCCTTCATACTTGCCC 
AACAAGGTTAGGAAGGTCGGTAGGGTTGCAAGGGCAATTGCCATAATGAGCCACCCAATCCCAAACACCA 
ATGAGTCTCATTCAGTGCAGGTTATCCTGCCACAGAAACAGTTGGGTCGCAAGTCTGACATGTATCTTTT 
CTGTTGCTCTTATTCTCACAACGTTGCTCCAAAGGGAAAATTTATTGCATTTGTTTCAACGGAGGCGGAG 
ACTGATCATCCTGAGACTGAACTTAAGGCAGGAATTGACCTTCTAGGGCCTGTCGATGAGATATTCTTTG 
ATATTTATGACAGATACGAACCAGTCAATGAACCAACCTTGGACAATTGCTTTATATCAACAAGTTATGA 
TGCAACAACACACTTCGAGTCAACTGTCTTGGATGTACTCAACATGTATACCATGATAACTGGGAAGGTT 
CTTGATCTCAGCGTGGATTTAAGTGCTGCAAGTGCTGCAGAGGAGTGAGGATTGAGGAACACTTCACAGT 
TCTGCTTTGTTCCAACCTCCTTCGAGAGTGTTGAAGTTGCCAGTCACTTAATCAAAAAAGATTGTTAAAA 
GTTCGCCAGTCACAGAAGTCACAAAATGGATGTAGGCTTTTCTATTTGCCCTGTGTGGGTTACCGATAGC 
ATTACGTTCTTAATAGGAATTGTCAGTTGCCAACTGAAAAATTAGGTTTTACTTTAATCAAGCGTTGATG 
GTCCTCAGTCCTCACTACTTTTGTTGTACTAATTTATGTGGTCAAAACTAGCTAATCCATCCAGAAG 
 
>CONTIG\173 
TTGCTTTCTATCTTATAGAAGTTTTTGAATTTAATAGAGAGAGAGAGAGAGAAATAAATCTATGGGCTTC 
TACTAATGGAGCTAAAGAATTCAGGGAGGAGCTAGGCTTTGCTAGGAGTGTGAAGAAAAGGAATTGGACT 
TCAAACATGAGTACTGCAAGATTCATCAAGTGTGTCACAGTTGGTGATGGAGCTGTTGGAAAGACTTGCA 
TGCTAATATCTTATACTAGCAATACCTTCCCCACAGATTATGTACCTACTGTGTTCGACAACTTTAGTGC 
CAATGTGGTGGTTGATGGCAGCACTGTTAACCTTGGATTATGGGATACTGCAGGACAGGAGGATTATAAC 
AGGCTGAGGCCTTTGAGTTATAGAGGTGCAGATGTGTTCTTGTTGGCCTTCTCTCTCATCAGCAAAGCCA 
GCTATGAAAATATCTCTAAGAAGTGGATTCCTGAGCTAAGGCATTACGCCCCTACTGTGCCAATAGTGCT 
TGTGGGAACCAAACTTGATCTACGAGAAGACAAGCAGTATTTGATTAATCATCCTGGCGCTACACCAATT 
ACAGCTGCTCAGGGTGAAGAACTCAAGAAGGCAATTGGTGCTGCTGTTTACATAGAGTGCAGCTCTAAGA 
CTCAACAGAATGTCAAGGCAGTGTTTGATGCTGCAATCAAGGTTGTTTTGCAGCCCCCTAAACCAAAGAA 
AAGGCGACGGAAGCCAAAGCCATGCACATTCCTCTAAATCAACTTCATGCATCTTCCTTGTAACAGCCAC 
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AACCCTTGTCCTAGTCTTCCTCTCCTATATATATGCCGGTCTATTGAACCTATGATGTTCTGCAGTTCTC 
GCTCTCTCTGTCTCTCTCTTATCTTGTCAGTTTATTTTCGATGTATCTTGTTCC 
 
>CONTIG\174 
CCCTCTCTCACTCTCCCTCAAAGCTTCCACGGCCGGACCTTGATCATCTCAGCGCCGCTGCCACCGTGGT 
TTTGCTCGTAAAGCCCTTTTCGATCTCACCCAATATTGCTCTCTTTATTTGCTTTGCACTGAGGTTAGCC 
ACTGCCGAACCACAACGGACCACAACCGCCACCAGTGATAGCGGTGGTTTACGGCAATGGCATATGGTTT 
GTGACTGATCTTTTCTACTCCATAACATAAAGGATTCTGTTGATATAATTCAGAGCACTGAGAAGAATGG 
CCGATGGAATGTCAAGTTTCTGGGGTCCTGTCACATCCACTATTGATTGTTGTGAGCAGAATTATTTCTA 
CTCAACTTATATTGCGGAATTTTACAACACCATATCAAACATTCCATGCTTTCTTTTGGCCCTCTTTGGT 
CTTATCAATGCTATAAGGCTACGATTTGAGAAGAGATTTACTGTTCTTTTCATATCTAATATGATACTTG 
CCATTGGCAGCATGTTATACCATGCAACATTGCAACGCACGCAACAGCAGAGCGATGAAACTCCTATGGT 
GTGGGAGATGCTACTCTTTATGTACATCCTCCACTCACCAGACTGGCACTACCGCAGCACAATGCCTACT 
TTTCTATTCCTTTATGGTGTTGTTTTTGCTGTCGTCCATTCATTTGTCCATCTTGGCATTGGCTTCAAGG 
TGCATTATGGAATCTTGTGTTTCCTCTGCATTCCCCGAATGTACAAGTATTACATTTACACAAAAGATGC 
TTCTGCTAAGCGGCTTGCAAAGCTTTATGTGGCAACCCTTTTCCTAGGTAGCTTGTGTTGGCTCTGCGAT 
CATCTTTTCTGCAAGGAGATATCTAGTTGGCTCATTAATCCACAGGGTCATGCCATGTGGCATGTCTTCA 
TGGGTTTCAATTCTTACTTTGCAAACACCTTCTTGATGTTTTGTCGTGCTCATCAAAGGGAATGGTCTCC 
AAAAATTGCTTATCTTATGGGTGTCCTACCGTATGTGAAGGTTGAGAAACCAAAAGCCCAATGAAAGAAA 
CACATAAGTGATGTAAGTATTGGCTATCTTGAGACGTTTTGGCAGATGACAGACTTAACAAGTTACCATT 
TTTGTTCTCTTTTTCGAGATGGCTTCAATTCAATGGCATACCAATCTGGGTATGCCATTGAAA 
 
>CONTIG\175 
TTGTAGTGATAATTATTTGATAGCGAAACAATTATGGCGGAGCACCAGCACAACAAGAATGAGTATGAGA 
CTAATACTACCACCCCTGGTGGTAACGAGGGAGCTGTGGAGAGCAAGGACCGAGGCTTGTTTGATTTCTT 
GGGGAAGAAAGAGGAGAAGAAGCCAAAAGAGGAGGTGATGGCGTCTGAGTTTGAGAAGGTCAGTGTGTCT 
GGAGGAGGAGGATCTCATTCTCCCCCAAAGAAGGAGGAAGAGAAGAAACATGGTCTCTGGGGGAAGAAGG 
AAGAAGAGAAATTCACTGTTTCTGAATCTTATTCTCACCCAAAGCCTGTAGAGGATTACTACAAGGAGGA 
GAGGAAGGAGGAAGAGAAGAAAAGTGGTCTCTTTCATAATAAGGAAGAGGAGAAAGTCTCAGTGTATGAG 
CCTCATTCTCATCCAAAGCCCGTAGAGGATGACTACAAGGAGGAGAGGAAGGAAGAAGAGAAGAAACGCG 
GTCTCTTCCAGAATAAAGAAGAGGAGAAAGTCTCAGCGTATGAGTCTCATTCTCACCCAAAGCCTGTAGA 
GGAGTACAAGGAAGAGAAGAAGAAGGAAGAAGAGAAGAAACCTGCTCTCTCCGACTTGCTACACCGACCT 
AACAAGAGCTCTAGCTCTTCTAGCGATGAGAACGAAGGTGAAGGAGAAGAGAAGAAGAAGAAAAGGGAGG 
AAAATAAGGGACTGAAGGATAAAATCAGGGAGAAGAGAGGTGGAGGAGACAAGGAAGAAGAGAAGAAGCT 
CGAAGAGAAGAAGTACGAAGAGAAAAAGCACGAGGACACCAGCATCCCAGTTGAGAGGTACGAAGAAGAG 
GTAGTAGTTCAGAAACTCCCAGTCCCACAGGCACCATCGGCAGAGCCAGCTCAAGCTGAAGAAAAGAAGG 
GCTTCCTTGGAAAGATTAAGGGAAAACTTCCTGGCCATCACAAGAAGCCTGAAGAGGTCCCATCTCCTCA 
TTCTCCTTCGGTTGCAGAGTATACCACTTCTGAGCCACCCACTCATCAGGAAGGCGATGTGAAGGAGAAG 
AAGGGCATTTTGGAGAAGATCAAGGAGAAGATCCCAGGTTGCCACCCAAAGACTGAGGAAGAGTAGGAGA 
AAGAGAAAGAGTCTGCTGCCTATTAAGAACAGCTCGTTGTTGTGTTTACAGGAATGTTCATACT 
 
>CONTIG\176 
CATCTGCAAAAAAATTCAATTCAAGGTTTGTCAAAAATGGCAGAATCAAAACCAGGATTGAGGAAACCCA 
CATTCACTAAGGTTGACCAGCTTCGTCCTGGCACTAGCGGGCATACTCTCACCGTGAAGGTTGTCAGTAC 
CAAGATGGTATTGCAGAAGGGTCGTGCTGATGGTCCTCAAGTACGCCAAATGCGAATTGCTGAATGCTTG 
GTGGGTGACGAGACAGGGTTGATTATTTTCACGGCTAGAAATGATCAAGTGGACTTGATGAAAGAGGGCA 
GCACTGTAATATTGCGCAATGCTAAAATTGACATGTTCAAGGGATCAATGAGGCTTGCTGTGGACAAGTG 
GGGCCGTGTTGAAGTCACTGAACCTGCTGATTTCACTGTGAAGGAAGATAATAACTTGTCACTGATTGAA 
TATGAGCTTGTGAATGTTGTTGAAGAGTGACTTTTCTGGACAGTGTTCACTTTCCTATTACATCCTGACC 
CAAAAATAAAATGAAATGCAGGAGGAAGAAAATTACTAGTCTTTGGGGCACCCGTTCTCCCAAATGCTCA 
TTAAAGTTCACTTTTAGGCAGAGGAAATTTGGAAGCTAGTACTACCCATGTTGTTTCTACCTTTGCAGCA 
GATCCGCTGGAACCATTGGTTGGACATCCAAGCAGTTGGTGAAGGCTGCAGCCTGATAAAGATAAAGCAA 
CTAGCTTTTATTTGTTTACTGTCTATTTGCTTTTGGAGAGTAAAATGTTCTGTCTATTAGATTATATATT 
TGAGATTGATATTATGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCG 
AGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCAC 
 
>CONTIG\177 
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CTTCTAATGGCTTCCTTGGCAAAACACCTTTCTTTTTTCTTCCTCCTAGTTCTATTCACCTCACTGCAAA 
TTCAAGCTAGAGAGAGCAGGTTCTTTAGCAAGTTCACCCATGACAATGCTAACAACAATATGCCAGATCT 
CAAAGTCTCCCTTACAGCTGAAGCTCCTACACCAACACCAGAACCAACACTAACACCAGCACCAGCACCA 
GCAATTGAACCAGTAACAGTACAAACACCAGAAGTAGCACCAGCACCAACTTACTCTGAAAGTGAAAATG 
GCTATGGCTATGGCTCCAACCAATTCCCTCCCACAAAGGAGAAACCCACTACTACTACCACCAATTTTGA 
AGATGAAAATCTAACTGAAGAACTCACAGGTGAAAGGTATAAGACAGGGTATCCGAAAACAAACTTGTAC 
AATTACAATGGCAACCCCAACAACTACAACAACAATGGCAACCCCAACAATTACAACAATGGCTTCAGCA 
GCAGCTACAGCAACAATAATCGTTATACAACCAACTATAATAGCAATGGCTATGCAAACAACTACAATAC 
CAATGGCTACTACAACAGCAATGGCTACCAGAGTGAGAGACAAGGGATGAGTGACACGAGGTTCTTGGAG 
AATGGTAAGTACTATTTTAAAGTTCAAAATGAGAATACCAATCTTAATGGGTATGAGTCAGGGAGGGGAA 
CCGCCAAAAATGAAGGTTACTATGGAAATAATAGGTACCCAAATGAGTTCAACACCATGGAAGAGTACGA 
GAAGCAGGAGGAGAGCCAGGAGGAGTTTGTGCCATAAAATATTGGGTCCACGATCAACATAGAGAGAGAG 
AGAGAGAGAGAGAGAGAGAGAGTTTAATTTAAGGATGAAAACAAAATTATGGTGAATTTTTATGTGTACT 
CTTATTTTTCTGTCTGCACAGATTTTATG 
 
>CONTIG\178 
GCGCCAGTTTTTTTATGGTTCCCAAATAAAAGCAAGAATCCGTCAAGACCTCTCTTAACAAACCCAAAGA 
GCTAAAATAGCCAACAAGATATAATATCCATTCCTCACCAGCGACACCCTCTCAGTTTTCCAGTCTTCTC 
TAAGCCCCGACTCTCTCTCGCTTTCTTGGTTTATCACCTCAAGGTTCTCAACGGTGGCCGGTTTTCCGTG 
TCACTCCAGCACGGCCTTCTAACCATTTTCAACCGCCACCACCACCTCCTCCTCCTTTTTCTTCTATGCT 
CTGACATTTGATCATTGGGGGTGGGATCCTTGGACAATTAAAATTTTTTTTCCTTTTTTTTTTGTCCAGG 
ATTCCGATTCTCTGTTTCACAAAGTGCCAATCTTCATTTCTGAGAGAGATTCTCATACTCTGTTATGAAA 
AAGAAACCGAGATTTTCATGAAATTTGTAGGGATCTTATATATCAAAGCCTTAAAACTTTTCTTGTTCAA 
ATGCCAAGAAAAGAATCAGAGCCATAGCACAGCTGAATTATGAGATCCCAGCAAAGATTCAAACTCATTT 
CTTTTCTTTAGAAATCTCACCCCCCCCCCCTTCCCTACATGAAATCACGTTCTTGAACACAATTCTTTTT 
TTTTTTTTTTAATATAAAATTTTAACAGAAATATTTAGGATTCAATATTGATATATATGATGGCATCGAG 
CCAAATCCACTCACGCAACCACCGCCAACAACTGCTGCTAACACCTCAACCCTCAAACTCCTCCGTCTCA 
TCATCATCATCATCGTCAACGTCATCATCCTCAT 
 
>CONTIG\179 
AACCCAAGACAGAGCTTCTTTAGAGAGAGAGAATGGAGGTAGTGAGAAGAAGTAGTGGGTCTGGGTGTTT 
GAGCGTGGTGGTGGCAATAATGTGTGCTTTTGTGGTGGTAATGGTGCCTGGAGTGTTGGCTACTCGCTGG 
ACTGTGGGAGGGAATATGGGTTGGACCAATAATGTCAATTACACTGTTTGGGCTCAGGACAAGCACTTCT 
ACAATGGTGACTGGCTCTTTTTTGTGTATGATAGGAACCAGATGAACGTGCTCGAGGTGAACAAGACGGA 
CTATGAGTCATGCAATTCTGATAATTTTCTTCACAATTGGACTACTGGAGCTGGAAGGGATGTGGTTCCA 
CTGAATGTGACGCGAAATTACTATATCATTAGTGGCAAGGGGTTCTGCTATGGTGGCATGAAGCTAGCAA 
TACATGTGGAAAACCTACCACCTCCTCCCACATCAACCCCATTGGATGAAAAAAGCAGCTCTCCTACTTT 
GACTTCAAGAGGCATGATTGTTTTGCCAATGGTTTTGGCCATTGGTGCAGTGTGGGATGCATTCCTCTGG 
TACTGGTAGCATTGTTGATCTTCAAAAATTCAGCATTTTAATGAGGCCATTCAATTATACTTGAGACATT 
CCTTAAACCAATTTGTAGAAAGAAAAGGAATCGAGTTGTAATCCACCTTTTTTTTTTTCTTTTCTTTGGG 
GGGTAATTTTAATTTTATGATGTGTGTTGGTTTTTCTTCATGGGATGGGGATGGATTGGGTAGCTGACCT 
AAAATTGGGGGGAAGGTAGTGTGAGTGAGTGAGTACATGATGTTTGAGTTTCAAATATGTTGACTGGACT 
GCAATCTGCAAGTGCAACACTAAGATATGATATGGTTTTATTGTTTGAGATTT 
 
>CONTIG\180 
TACTGTTATCGGTTATCCATCCATAAAAACACAACAAATAAACCATAGTCAGCAGCAGCTGCAGCAAACG 
AATTGATTCAAAGGAAATGGAGCAAGGGAAACAGGGAGTGATGGTTGCGAAGCTCATGCCTCAGCAGCAG 
AACCCAATAGAGCAGCTACAGGCTCGTTTCAAGGAGCTGGAAGCTGGCTTCAGGGCTTGGCTAGCCAAGC 
AGTCCTTGCCCGTCGAGGTCGCCGTCGTCACTGCCACCAGCGCCGCCCAGGGCGCCGCCATAGGTGGCTT 
CATGGGCACTCTCACCAACGACGTTTCGTCTTCTATGCCAACCCCTCCTCCTCAGGCCGCTTCCCTCAAC 
CCACAAGCCATGGCCTCTTTCAAACAAGCCCAGGCTCTTGCCGGGGGTCCATTGGTACAAGCTCGCAACT 
TTGCTGTGATGACAGGTGTCAATGCTGGCATATCCTGTGTCATGAAACGACTGAGAGGCAAGGAGGATGT 
CCAGTCTAGCATGGTGGCAGCCTTTGGTTCTGGAGCGATGTTTTCATTGGTGAGTGGCATGGGTGGCCCA 
AATCTGGCAGCAAATGCTGTCACTTCTGGGCTTTTTTTTGCTCTTGTTCAAGGTGGACTTTTCCAGTTAG 
GGCAAAAGTTCTCTCAACCACCAACTGAAGATACTTTCTATTCCAAAACAAGATCTATGTTGAATAACCT 
TGGCCTCCAGAATTATGAGAAGAATTTCAAGAAAGGCTTATTAACAGACACCACATTGCCTCTGCTCACT 
GATAGTGCTCTTAGAGATGTGAAAATACCTCCCGGACCAAGGCTTCTCATTCTTGATCACATTCAGAGGG 
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ACCCAGAGATCAAAGATAATAGGCGAGGAAGTGGTCGTTGAATATCATCTATCAATCTAGTTTGCTGCCA 
ACTATCGTTTACCCATTAAACCTTAGAAAACACAGGAGTCTATGTTTTATATGA 
 
>CONTIG\181 
CACACCCATAACAATGGTGGCGACGAACGTGAAATCGGAGACGATGGCTCTGATGGACAAAAGGAGCGCC 
TTGGAGGCCGAGATGAACGCCATCATCGACCGCCTCTGCCAGCCTGGCGGCCCTGGCCTCTCCGGCAATC 
TCGTCGATTCCGAGGGGTTTCCTCGCTCTGATATTGATATTCCAGTTGTGAGAGCTGAAAGGCACCGTCT 
TTCTGAGCTGCGGAATGATCACAAGGTGACAACGGAGAAAATAGATCAGAATATACAAATTCTGCATTCA 
TCAAGGCTTGCTTCTAGATCATCACCCCCAAAAGAGTCAGTGCAAGGTAATCCTGAGGGGTCAAACAACC 
AAAACTCTCTAGTTGTGAGTGATGTTCCATCTGCATCCTCACACAATGTTGTTCTGAGGGATTCTTCAAG 
TGATATGGATGTTGATGTGATGGCCAGTATTCCCTTTGCAATGGTTGATGAAATAGCTGATGCATCACCA 
GCAGCAGAGGATGGTTTACAACTTGGAGACCAGATCATCAAATTTGGAAATGTGGAAGCTGGTGAAAGTT 
TGCTACAAAGGCTCGCTTCTGAAGCTCAGACAAATCAAGGTTGTGCAATACCTGTGGTAATTATGAGGCA 
AGGTGCACCGATCAACTTAACAGTGACACCCAGAACATGG 
 
>CONTIG\182 
GAGATGCTACATCTTCATGATGCTGTTCAGACTGACTTGAAAAAGCTTTTAAGGAACCCTCCTTTAGTTA 
AGATCCCAAAAATAAGTGATTTGATCAGTTTCCATCCTTTATTTGGGGCCATTCCTTCTTCGATCCGTGC 
GCCACTTGAAGAGTCTACCAAGGAAACAATGAAGCTGCGTGGTGTGACACTTTACAAGGAAGGCTCCAAG 
CCAAATGGTATTTGGCTCATTTCCAATGGGGTGGTCAAGTGGACGAGTAAGAGCATAAAAAACAAGCATT 
TGCTGCATCCAACTTTTACACATGGGAGTACTCTAGGCCTATACGAAGTGCTAAGTGGAAAGCCTAACAT 
TTGTGACATGATCACAGATTCTGTGGTCCTCTGTTTTTTCATTGAAAGTGAGAAAATATTTTCAGTTCTC 
AGGTCAGATTCCTCTGTAGAAGACTTTCTGTGGCAGGAAAGTGCTATTGTTCTTGTTAAAGTCCTGCTTC 
CCCAGATATTTGAGAAAATGGAAATGCAAGATTTAAGGGCTCTTGTTGCAGAAAGATCAATAATGAAGCC 
ATATCTTAGGGGAGAAACTATAGACATTCCTCACCATTCCATTGGGTTTTTATTAGAAGGATTTATTAAA 
ACCCAAGGTGTTGAAGAACTGATTACATCACCTGCAGCTCTGTTGCCTGCGCATGGGAATCTAAGCTTCC 
AAAATCTGGAAACATCAGGAGCCAGTTTTTCTCATCAAGGATCCTCATATCAAGTTGAAACAAGAGCAAG 
AGTGATCATTTTTGACATGTCTGCATTGGAAGCTGACAATGCTCTCCAACAAAGATCATCCTCGGTACCC 
CATTCAGCTGATCACTCTCATAGATCCCTTA 
 
>CONTIG\183 
TGTCCATTCTGATGTGGAGGCCAAGTTAAGACAGTTCCTAGTTGAGCTGGGGAATAATGAAAAAATACTT 
GGAATACAGGTATGTGCCTACAAAGATGGAGAAGTTATAATCGACACTGCTGCTGGAATGCTTGGTAGAT 
ATGATCCTCGTCCAGTGCAGCCTGATAGCCTTTTTCCTGTTTTCTCTGCAACAAAGGCTATCACAGCGGG 
AATGCTGCATTGGCTGGTTGACAAAGGAAAGCTGACGCTTGAGGAAAATGTGGCAAATATTTGGCCGGAA 
TTTGGATCAAATAGGAAAGATCTCATCAAGGTCCATCATGTGCTTAACCATACATCTGGTCTTCATAATG 
CTTTATCAGACATCCTTAGAGAAAATCCTTTACAAATGTCTGATTGGGATGAATGTTTGAATCGCATTGC 
TGTGTCAGTACCTGAGTCTGAACCTGGCCAGGAGCAGTTGTATCATTATATTTCTTATGGCTGGCTATGT 
GGTGGCATTATTGAGCACGCATCTGGGAAAAAATTTCAGGAGATTCTTGAAGAATCATTCATTCATCCCC 
TTCAAATTGAAGGCGAGTTATACATTGGAATTCCTCCAGGTGTGGAATCTCGACTTGCAACACTTACGCT 
AGATAAAGATGATTTCCAGAAGCTCTCAGGGATCGGCAACCGTCCTGACATGCCCTCCACGTTCCAGCCT 
GGTGATATTTCCCAAGTTGTAACCACCCTGCCTGTTGTATTTAACATGCTCAACATTCGTCGTGCTATCA 
TACCTGCTGCTAATGGACATTGCTCAGCCCGTGCACTTGCACGGTACTATGCAGCCCTAGCTGATGGTGG 
TATGGTACCCCGGCCCCATTCCTCTTCTTCC 
 
>CONTIG\184 
GAATTCCAGAGGTTACAAATCAGTGAACACGAACCCCGCTATGTATAGAAGAAAAAGCGACGAAAACCTC 
GTCGGACCTTACGCTGGAGATTACTTCGTTCACAAGGTACCGGAAAAAGCTCCTCCGGTAACCGGACCTC 
CAAACGCCGGGTTTTGGCCAGAAAAACAATTCTCCGGCGGCGGTTTCCAAACGAGTGCACCGGAACAACA 
GATGTACATGATTCCAACTCCTGGTACAGTTTACCATGCTGCACCAATGGTCCGACCGGCAACCGTACCA 
ACCACTCAAGGCTACTACCACAACATGCAGCGTGTTCCCAACGACGTTTACCGGGAGCAGCCGGTTTATA 
ATATGGTCCCACAACAACAACAACACGCCCAGCCGCCGCCGCCGCCGCAGCAGCAGCAGCAGCTGCCACC 
GATGTCAGCTCCACCACAACCCGTTTTGCCGCCACAGCCGCCGAAAATGGTGGCTTACACGGAGGGGTTC 
GGAGTCATGCGACCGGGTGGCGGTGGTGGAATGGGGGCCGTGGAAGCGGGTGGAGGCTACGCGCCGATGG 
TGACGGCAGCATACGACGGTGCAGTGGGGAGGCAAGTTTATTATACACCGTATCAGGGTGTTGGCACGGC 
GGTTGGTGGTGATATGAGGGCAGCTGGGGCGTTGGGTCAAGAGGGTAACAAGGTAGTTAACAAGGTTTCA 
CAAGCTTCTGTGTGATCATGATAATATAGTTTACAATCAAAAATTGGAGTATATATAATTACTATAATTT 
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CAATATTTAAGTTGATTCTGTGTTTATTTGTTTTGGTATTTAATATATGATGATGATTTGTATACACTAA 
TGGAGATGGGAATGAGTTTGTCTTTGTGATTAGTGT 
 
>CONTIG\185 
AACTAAACACCAATAATAAGAAGAATTTGACTCATCAAAATCAAATCCTCCACGGCAGTGGCAGTGGCAG 
TAGGAGTATAAGGATGATGGCTTCCTCCTCCGCCTCCTTGGCCGAACAAGCAAGGGCCCCTCCTGCTCTT 
CCTTTGCCCCCTCCCCCTGTTGACAAGTTTATGATTGCGTTGTGCCAAATAACCGTAACTCCCGATAAGG 
AGAGGAACATCGCCCATGCTCGTAGCAAGATCCAGGAGGCTGCCGCTAAGGGCGCCAAGCTTGTTCTCTT 
GCCCGAAATATGGAATAGTCCATATTCAAATGATTGCTTCCCTGTCTATGCCGAGGACATTGATGCAGGT 
GGTGATGCTTCTCCTTCCACAACCATGCTCTCTCAACTTTCTCGTAATCTCAACATAACTATTGTTGGTG 
GCTCTATACCCGAACGCTCTGGAGATCGAATTTTTAATACTTGTTGCGTCTTTGGTACTGATGGGAACCT 
CAAAGCTAAGCACCGCAAGATACATCTCTTCGATATTGACATTCCTGGGAAGATTACCTTTATGGAGTCA 
AAGACTCTCACAGCAGGGGAGACTCCTACCATTGTGGATACAGAAGTTGGGCGAATTGGTATAGGCATCT 
GTTATGACCTTCGGTTTCAGGAACTGGCAATGATATATGCAGCAAGAGGGGCTCACTTGCTATGCTATCC 
TGGGGCATTTAACATGACTACTGGACCATTGCATTGGGAGTTATTGCAGAGGGCAAGGGCTGTAGATAAT 
CAGTTGTATGTAGCAAACTTGTTCACCTGCTCGAGAGGCTGGGGCTGGTTATGTGGCTTGGGCCACTCCA 
CTCTTGTTGGACCATTTGGAGAAGTCCTGGCAACTACTGAACACGAGGAGGCTATAATCTTGGCAGAGAT 
TGATTATTCATTACTTGAGCTCCGAA 
 
>CONTIG\186 
TATCCCCCAAAAAACCAAACCCATAGCTATGGCTCAGTCAACCTTGATCTGGGCTGCGTTGGCTCTACTG 
CTCGTTTCGTCAACGCTGGGCAGCTCCGACGTGCCCTTCATCGTGGCCCACAAGAAGGCCTCCCTCACCA 
GACTCAAGTCCGGCGCCGAACGCGTCTCCGTCTCCATCCATATCTACAACCAAGGATCCTCGACTGCATA 
TGATGTGAGTCTTACTGATGATTCATGGTCTCAAGACGTATTTGATATTGTCAGCGGTAACACGTCAAAC 
TCATGGGAAAGGCTTGAAGGTGGTGGTCTTCTAACCCACTCATTTGAATTGGAGGGCAAAACAAAAGGAT 
TGTTCTATGGTGCTCCAGCTGTCATCACATTCCGTATCCCCACTAAGGCTGCTCTACAGGAGGCATATTC 
AACGCCAATACTGCCTTTAGATGTCCTTGCAGATAGACCTCCCGAGAAGAAGTTTGAGGGGGTTAAGAGA 
TTGCTGGCAAAATATGGCTCTCTAATTTCTGTGATCTCCTTTATGGTCCTGTTTGTGTACCTGATCGTCA 
CCCCATCCAAATCCAATGCTGGCAAAGGAAGCAAGAAGAAGCGCTAAACAGCAAGAGATTAGATTTTAAT 
GGATAGTTGTTGAGGCAAAGAGCATGCCCATCAGTTGCCATTTTGTCTTTTGGATTTGCCTCCCCACTTC 
TCTCTCTTTTCTTTTACTCCTTTTTGCCCCTCGTTTAGGACCTTTGTTGGGAATTTTAATTGAACTTTAG 
AATGTGCAACAAATAGCCATGCAGAAGACAGCTTAAACATTTTTTTTGAGGACTAACTTTATGTAAGCTG 
TGTTGACTATTAGAATCTGGCAACTATAGTCGGGTCTAGGATTGCGTTCAAAGTTTTAAACTTTACGTTT 
TGAAC 
 
>CONTIG\187 
TTTTCCAAATGGAAAACTATTCCTACTCTTCCTACCCTGATTCCGGAGACTCCTCCCCTCGCTCTCGCGA 
AATCGACTGCGAAAACCAGTCATGGGAAGAGCCTCCTTCTTCCAACTACAAGGTCAAATTCATGTGCAGC 
TATAATGGTAAGATTCAACCTAGGCCTCACGATAACCAGCTCGCTTATGTCGGCGGCGAAACCAAAATCC 
TAACCGTCGATCGCAGCATCAAGTTCAACGCTATCAAGTCTAAGCTTTCTTCGATTTGCAACGACGCTGA 
TCTTTGCTTCAAGTACCAACTCCCCGGCGAAGATCTCGACGCTTTGATTTCTGTGACGAATGATGAGGAT 
CTCGAGCACATGATGTTGGAGTACGATCGGTTGCTTCGCGGTTCGGCTAAGCCTGCTAGGCTCAGGTTGT 
TTCTGTTTCCGGTGATTTCTTCGCCGCCGAGTTTTTCGACCGGCGATCCGAAATCGGAGCGGCAGTGGTT 
TGTGGACGCTTTGAATTCTGTTCAGTTGGAAGGCTCTTCTCCGCCTGCTGCGGCGGCGGCGGCTGCGGGG 
AATCCGGATTTTCTGTTTGGCTTGGACAAGGGGTTTCCGGCTATTCCAGCGGCGAAGTTTCAAGATTCAG 
CGCCGGCTCAGACGGCTCCGGATGTGGTTACGACGAAGGACATGTCTGCCGGATCGGACTGTGGATCGGA 
GGACCGCCACGTCGTTTCCGATCCACAGTTAATGTCTCAGGCGGAGATCCAGAGACAGATCCACGAATTG 
CAGAGAATGCAAATCGCGAATCAAGAGCAAAGCAGCGATGTATCAAAGAAAATCCGATGAAATAAACCCT 
AGGGCTTACGTTGGGGGACTACTACACTCAGAAAGTACCGGAAAAGATTGCTCCGGCGCCTGTTCCGGTA 
CCGGTGCAGATGCAGATTCCGCCGACGTACATCCCGGAACGACACATGACCACCGCCGGAGGAGTCTATC 
CCATGGCGGCGCCGCCTCCGCCCGGTGCGGCGGAGCACCAAATGTATCTGATTCAAACACCAACTGGTGT 
ATACCAGGCTGTACGACCGGTAACCGGTCCAGTCAATCAAAATTACTACGGAGTCCAGAGGGTTGTACAG 
GAAACTTACCGGGAACAGCCGGTATACAATGCAGTAGCTCAACAAGGAAAGATCGTAGGAGGGGCTTATA 
ATGAGGGGAATATTCCAATGGTGCAGCAGCAGCAGCAGCAGCAGCAGCAAATGTATTATACGACGC 
 
>CONTIG\188 
CTTAGCACTAGAAGTTGCAGTTGCAGTTGCAGTTGCAGTGGACTGGTTGTTCTTTTTCAACAATTTCTAT 
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TCAATGGAGCATGATCATTGTGGGTCATCAAGAACTACTCGGAAGAGAAAGTTTCAAGAAGAAGATGGTA 
TCTTGAGCTTCTCCATGGACAATCTCAATCAAGACCTTCTTGAAAGGGTCCTCTCATGGCTTCCAACATC 
CACATTTTTCCGCCTTAATTCAGTGTGCAAGAGATGGAAATCCGTTGCAGCTTCTGTGAGTTTCAAGCTT 
GCCTGCTCTCAAGTTCCTTCTCGGGATCCATGGTTTTTCATGGTTGATCCCCATCTCAATCAATCAATTG 
TCTTTGACTCTGCTGAGAGAAGTTGGAAGAAACTTGATCATCCACCTCTCCTCCAGAAAGACTCTAACCA 
AAATTCCATGCCTGTCGCAGCTTCTGGTGGCTTGATCTGTTTCCGCAATTTAACAGGCAACTTTATTATA 
TGCAATCTCGTGACAGGATCCTGCAGAGAACTCCCTCCATTGGATGCAACCCAACGAAATCAAACCATTC 
ATGCTATTGTGATGAATACATCTTCTGAATACAGTGGCTCCTACAAGCTTGTGTTAGTCTATGGTGAACT 
TCCAAAGCTCTCATGTATAGTCTATGACTCAAGCATTGGTTGTTGGGAGTGGGAGGCTGCATTAATTAGG 
AAGGTTGAAAATTCTCTAGAATTTGATTCTGATGATGACAATGCTGTGTATTTTCTTAGTAAGGCTGGAA 
ATTTAGTGGCAACCAACATGCAGAGAAGCCCATCTAAGCAATACTCGTCGGTTATTACTAGTAAAGATGG 
TGAGGA 
 
>CONTIG\189 
TCGGAAAGCTCTCAGAATTATTGGTCTCCGGCAACCGTGCCGGGTTTTCGGACATGGTTACGAGTCCTAG 
AGGTCCATTGGAGCTGAATAAGTTGCAATCACCTAGAGGTTTAAAGAACTACGACCTTGGTGGAGTTGGA 
TTGGGTATTGTTGCTGCTCTTGAGAAGTCTAGGGAAGGTTGTGGACGTGAAATTTTGGCCAAATATGCTG 
TTGCTACTTCCAATTTGAATCGATCAAGTCCTATTCCAGTTGATTCTAGCAAAAGGACCAGTACTTGTGA 
TAGGTATGGTAATAAAGGTTGTGAGGAACTTCTTCAAGGCGATAATTGTGAGGAAGATTATACTTACGTG 
ACTTGTCATGGCCAAGGCAAGTCCATAACTAGGGTGTTTTATGAGGAAGATAATTGTAGAACAAGTGGGC 
ATCAAAGAAATGGTATCCAAAGATGTAATAAACTCGGCACTGTTACTGTTAAGGAATCGAGGCCAAGATA 
CGAGGAAGATTTTTCAGCGTACCCAACTACATATTTTCTCAGTTCATGTCACTTGTGCGGGAAAAAACTC 
CATGGCAAAGACATATACATGTATAGAGGAGAGAAAGCATTTTGTAGCCCAGAGTGTCGGTCAAGGCAAA 
TAATGATGGACGAGAGAAAAGAACAACAGTGCAGATCAGAAGCACCAAGATCTGCAGACGTTTCAAGTTC 
ATCATACACAAGAGGCCAAATTTTCTCAACTGGGATCGTAGCAATTTAGCTTTTTTTGGCCGAAACAAAG 
ATGACCACACACCAAAATTAGTGGTGGTCATGACCCAGATGCATGGTGATAAGCAGTCCTTGAGTATATA 
TATACAATATAC 
 
>CONTIG\190 
ATTCTGGGATCAACCTTGACTGGAGAGTTTGAGAATGTGAAACTCCTTAATGAACTCCTCACTGAAAAGA 
ATAAGGAGACAGGATGGGACACCCCAATTCATGTTGATGCCGCTAGTGGCGGTTTTATTGCCCCATTCAT 
TTACCCTACTCTTGAGTGGGATTTCCGTTTGCCTTTAGTGAAGAGCATAAATGCTAGTGGTCACAAGTAT 
GGCCTTGTCTACCCTGGTGTTGGCTGGGTTGTTTGGAGGACTAAAGAGGACTTACCTGATGACCTTGTCT 
TTCACATCAATTATCTTGGATCTGATCAACCCACATTCACCCTCAACTTCTCCAAAGGCTCTAGTCAAAT 
CATTGCTCAATATTATCAGTTTGTTCGGCTGGGCTTTGAGGGTTACAAGAACGTCATGGAGAATTGCTTG 
GAGAATGCCAGAGCACTGAAAGAAGGAATTGAGAAAACGGGGTTGTTTAACATTGTCTCCAAGGATGTTG 
GAGTACCCCTGGTAGCCTTCTCTCTCAAAGACAGTAGCAAATACGATGTGTTTGAGATATCAGGGAGTTT 
GAGAAAGTTTGGGTTGGGATCGTTCCAGCCTACACAATGCCACCTAATGCTGAACACATTGCTGTTCTTC 
GTGTAGTAATTAGAGAGGATTTCAGCCGGGCCTTGGCTGAGAGACTTATTTCAGACATAGAGAAAGTTAT 
GAAGGAGATGGAGACACACCTCATCCGTGTTTCCACCAAAACTGCCCATGTCACAGCTACTGTTGATGAG 
ACGCAAGACGGAGATGATGGAGGCAAAAAGCACATAAAAAAGAGTGCGAGGGAGACTCCGGAGGAGATAG 
CCACCTACTGGAGGCAGCTTGTGGCTCGCAAGAAAACTGGAGTTTGCTAGTCCTCCAAATTAAAAGCACT 
GTCTGCTCCTTTATATATATATATATATATATTTAAAGGCATTGTCTTCTGCAATTTTTTGTAATATTAA 
TGAAATTGCTTGGCTTTCTTCAGGACTGGATGTATTAACTTTGTATGGGATTGTTGATGAGTTTGTTTTA 
AATATGGTTTTCACTATAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGA 
GTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAA 
ACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTACCTAC 
AGA 
 
>CONTIG\191 
AGCGAAGGACCTGAGAATTTAATCGAAAGGCTGTGTGTTTGTGTTTTTTGTGTTCGTGTTCGTGTTCGTA 
AACAGAGAGTCTGGTTTTGTTTGATGGCGGATTCGTCGAAAGAAGAGTTGGTTCAGCTGATAAAGCGCTT 
CGGCACTTATCTCACCGTCAAGATTTCCAATCATCTCCCGATCTCTCTCCAGCGCCTGGATTCACGATCT 
GTTGGGGCTGTTGCGGGGCTTGCTGTTGCAATAGTCTTCACTTGGAGGCTTTTGAGATCACCTAGTCTAC 
CTCCAAGAAGGCAACCCAAACGGCAAGCTGGTACACCTAGTAGTTCTTCTGTTAGTACTCATTCCAATGC 
AACTTTGGTATCCTCTGGTGGTTCTTCGTCCTTGGAGGATTCAAGAGCTCAAAATGTTGTTGACGAGTTC 
TTTCAGCCAGTAAAGCCAACTTTGGGGCAAATTGTAAGGCAGAAATTGAGTGAAGGAAGAAAGGTAACAT 
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GTCGTTTGGTTGGAGTAATTCTTGAAGAAAGTAGTCCAGAGGATCTTCAGAAACAAGCAACTGTGAGATC 
CGCTGTGCTGGAAGTACTATTGGAAATCACGAAATTTTGCGATCTTTATCTCATGGAAAGAGTTTTGGAT 
GACGAAAGTGAAAAAAAGGTTCTTATGGCTCTAGAAGATGCTGGGGTTTTCACATCTGGTGGTTTGGTCA 
AAGACAAGGTTCTTTTCTGTAATACAGAGAATGGGCGGTCATCTTTCGTACGGCAATTGGAGCCAGATTG 
GCATATTGACACAAATCCGGAAATCATTTCTCAGTTAGCTAGATTCATCAAATACCAACTTCACATATCT 
GCTATCA 
 
>CONTIG\192 
AACCTCTCTCTCTTTCTCTCTCTCTCTCAAAACCACACAAATGGCTTCAGTGACCATGCTCTGCATTGCT 
ATTGCTTCGCTTCTCTCACTTTTTGCTCTGGCAAACGCTAAAATCCCAGGGATTTACAGTGGTGGAACAT 
GGGAGAGTGCGCACGCTACATTCTACGGTGGCAGCGACGCATCTGGAACTATGGGTGGTGCTTGTGGGTA 
CGGAAATCTGTACAGCCAAGGCTACGGAGTGAACACGGCGGCACTGAGCACAGCACTTTTCAACAATGGC 
CTGAGCTGCGGTGCGTGCTTTGAGATCAAGTGCAACGAGGACCCAAGGTGGTGCAACCCTGGCAACCCTT 
CCATCATAGTCACAGCCACCAACTTTTGTCCTCCCAACTTTGCTCTCCCAAGTGACAATGGCGGCTGGTG 
CAACCCTCCTAGGCCTCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCCGGA 
ATCGTCCCCGTCTCTTTCCGCCGGGTCCCATGCAGGAAGCTAGGGGGAATCAGATTCACAATCAACGGTT 
TCCGATACTTCAACCTGGTACTGGTGACGAACGTGGCAGGAGCAGGGGACATAGTGAGGGTGAGCATAAA 
AGGAGCAAACACAGAATGGATGAGCATGAGCCGTAACTGGGGCCAGAACTGGCAATCCAACGCGGTTTTG 
GTGGGCCAGCCTCTTTCATTCAGGGTCACGGGAAGTGATAGGCGTACCTCTACCTCTCACAACGTGGCGC 
CAGCTAATTGGCAGTTCGGTCAGACTTTCACGGGAAAGAATTTCCGTGTCTAATTAACTTTCATGGATTT 
CAAAATTTCCCCCCTTCAATTTTTTTTCCCTCTATTTTCCCGGGAAAATTTTGAAGTTAATGGTGGGAGA 
GAGACTGAGCAAATTAATAGTATATTAGTTGGGACTTGGGTGTATCGGGCTTTTTGATAGGATATTAACG 
GAAAGCATGG 
 
>CONTIG\193 
TACTCACACTCCTACTACTACTATTAACAATAGCTCCTTCATTCTTGATGATCACAACGCTAACAGCAAC 
ACCGGCTTGTTTTTCATGGAGAGTAACAACAACGAGGGCAGCAGTTCTTCTGTGAAGGCTAAGATCATGG 
CTCATCCTCACTACCATCGTCTCCTGGCTGCCTATGCCAATTGTCAAAAGGTTTTGAACCAACAGGTTGG 
AGCACCGCCTGAAGTGGTGGCAAGACTAGAACAAGCTTGTTCAACAGCGGCTAATATGGGCCACTCAGCT 
TCCACAGGCTGTATTGGTGAAGATCCGGCGTTAGATCAGTTCATGGAGGCCTACTGTGAGATGCTGACCA 
AGTATGAACAAGAACTTTCAAAACCCTTCAAGGAAGCCATGCTTTTTCTCCAAAGGATCGAGTGCCAATT 
CAAAGCACTTGCAGTTTCTTCTTCAGATTCTGCCTGTGTCGAGGCTGTGGATAGGAATGTATCTTCTGAA 
GAAGAGGTTGATGTGAATAACAACTTCATTGATCCCCAAGCAGAGGACCGAGAATTAAAAGGTCAGCTTT 
TGCGCAAGTACAGTGGATATTTAGGCAGTCTGAAGCAGGAATTCATGAAGAAAAGGAAGAAAGGGAAACT 
GCCTAAAGAAGCCAGGCAACAGTTGCTGGATTGGTGGAGCAGGCATTACAAATGGCCTTACCCATCGGAA 
TCGCAGAAGCTGGCTCTTGCAGAATCCACAGGCTTGGATCAGAAGCAAATAAACAACTGGTTCATAAATC 
AAAGAAAACGTCACTGGAAGCCTTCAGAAGATATGCAGTTTGTGGTGATGGATGCTACCCATCCCCACTA 
TTACATGGACAATGTCCTGGGCAATCCCTTTCCCATGGATATCTCCCCTACACTGCTGTGAAGTTGATAA 
TTATGCATGCATAATATGATGCA 
 
>CONTIG\194 
AAAAGAAACGGTAGGGTTTGGGTGAGTGAGTGAGAGAGAGACAGAGAGAAATAGCTATGGCGGAGGAGCA 
TCGTCAACACCGTGAGGAGGAAGTGAAGGTGGAGGAGAAGGAGTCGCTGTTGGAGAAGATAACGGGGACG 
ATCCGTGGCCACGATGATTCGTCTTCGGATTCGGAGGACGAGAAGAAGAAGGAGAAGGAGAGGGAGAGGG 
AGAGGGAGAGGGAGAGGGAGAAGGAGAAAGAGAAAGAGAGAGAGAAAGAGAAAGAGAGAGAGAGAGAGCG 
AGAGAAGGAAAAGATGAATATTAGCTCGCCACCACAATCGTCATCGTCGATGAAGAACAAGATTTACAGG 
CTCTTTGGGAGGGAAAAACCGCCGGTTCACAAGGTTTTCGGTGGTGGCAAACCTGCCGATGTTTTCTTGT 
GGAGGAACAAGAAGATCTCAGCCGGAGTGCTGGGTGGTGCAACTGTTATTTGGGTTCTGTTTGAATTGCT 
TGAATACCACCTGTTAACTCTCGTTTGCCACATCTTGATTCTGTCTCTTGCAGTTCTGTTCTTGTGGTCC 
AACGCGTCCACATTTATCAACAAGAGTCGTCCACACATTCCAGAATTCCATATCCCAGAGGAGCCTGTTC 
TTCAGGTTGCCGCTGCATTGAGGATTGAGATCAACAATGCTTTTTCTTTTCTGCGGGATATAGCATCTGG 
AAGAGACCTAAAGAAGTTCCTCTCTGCAATTGCTGGCTTGTGGGTTTTGTCTATTGTGGGGAACTGGTGC 
AACTTCTTGACCTTGTTCTACATAGCATTTGTTTTGCTACACACACTGCCAGTGCTCTATGAGAAATACG 
A 
 
>CONTIG\195 
CCGGATCGCATCTCTACCGCCAATTCAATCCGTCAGGCGTGCATAGACTATGGTTTCTTCTATCTTGTGA 
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ATCATGGAATGGAGGAGGAGTTGCTTGGGAAAGTATTTGAGGAGAGCAAGAAGTTTTTCTTGCTTCCTTT 
GGAGGAAAAGATGAAAATGCCTCGCAAGGAACATAGAGACTAAACACCCCTGTAAGCTTAAAACCTTGAC 
CCCACGTCGAGATCCGAAGGGCACCCATAAGAATAATGAAAAAGACTACAAACTAAACATAGTACCTGTC 
AGGTAAAAGTAAAGCAGTGGCACAATAAATAGATTTTACAGAACAAGAAACGCACGATAAAAAACTGCAA 
CTGAAAACTCAGGTCTGCTGGAAAAAGATTACTTTCTCTTATTGCTCTGGCTTTGAATGTAGAAGAGGAC 
TTTTTTGAAAAAGTGGGGGCCTTGGATAAACCAAATGCATTTCTTCGCCTTTTGCATTATCCAGGTGAAT 
TGGGGTCTTCTGATGATGAAATATACGGTTCCTCTGCTCATTCAGATTATGGAATGGTCACTCTCCTAGC 
AACCGATGGTGTTCAAGGACTTCAGGTCTGCCGAGAAAAATTCAAGCAACCACGGGTTTGGGAGGATGTG 
CTTCATGTAGATGGAGCCTTGATTGTGAACATTGGGGACATAATGGAGAGGTGGACTAATTGTTTGTTCC 
GGTCAACACTGCACAGAGTGATGCTGTCTGGAAAAGAGCGCTATTCTGCAGCTTTCTTCTTGGAACCCAA 
CCAAGACTGCATGGTGGAATGCCTGGAAAGTTGTTGCAGCGAGTCTTCTCCCCCAAGGTTTCCCCCAATT 
CGCGGTGGGGACTACCTGCAAGAGAGGCTCAGGCTTACATATGCCTCATAGGATAGATGTT 
 
>CONTIG\196 
AGTAACTCCAAACGTCCAGTTTCCGGCCCAATTCCCGGAGGACCAACCACCCAAATTGATTGGTCTATAA 
AGCAAGCTCGGTCAATCAGGACTAACCTTACTGCAAGTGGACCAAGACCAAACCCACAGGGATCATACCA 
CTATGGTCTAGTTAACATTACCAGGACTATCAAACTAGAGAGCTCTGCTGCTCAAGTTGATCGCAAGCAA 
AGATATGCAGTTAATAGTGTGTCTTTTGTCCCAGCTGACACACCCCTTAAGATTGCAGACTACTTCAAGA 
TAAAAGACGTTTTTCGCGTTGGAAGTATCTCAGATAGTCCCCCTTATAAAAAGATGTACCTTGACACATC 
AGTCATGGGTGCTGATTTTAGAGCCTTTGTTGAGATTGTGTTTCAAAACCATGAGAACATTGTTCAGAGC 
TGGCACATTGATGGATACGCATTCTGGGTTGTTGGAATGGATGGAGGAGTGTGGACACCAGCTAGTCGAA 
AACAGTACAATCTAAGAGATGCAGTTTCACGATCCACCACACAGGTATATCCCAAGTCATGGACTGCTAT 
TTACATGGCACTTGATAATGTGGGAATGTGGAATGTGAGAACTGAGTTTTGGGCTCGGCGATACCTTGGA 
CAACAATTTTATCTCCGCGTATACTCACCCGTTGAGTCGATGAGGGATGAATATCCAATTCCGAAGAATG 
CTCTTCTCTGTGGCAAGGCTGCAGGCAGAGAAACAAGACCTCTTTAAGCAAAAAAGCTGAAGAAGAATGA 
ATTAACCATTACTATTATATACAATCAACCTCAACTTGGGGGTTGCATTCTTTGCTACAAAGTTTTGCTT 
GGTTTTATAATTATGTAAAATTATCCAGCAATAAATTCTTG 
 
>CONTIG\197 
TCTACCGTGAATTTTGCGAGAGCTTTAAGTCTTCTTTCTCATCTTTCATGGGCTCCACAATCACGGGCAT 
CTCTATGGGTCTCGGACCAGATGGTGAGCTCCGATATCCTTCACATCAGAGGCTAGTCAAAAGTAATAAA 
ATCACAGGGCCTGGAGAATTCCAGTGTTATGATAAAAACATGCTTAGCATTCTAAAGCACCATGCTGAAG 
CAACTGGAAATCCTCTATGGGGACTCGGTGGTCCTCATGATGCCCCCACTTATAATGAGTCACCCAACTC 
GAACAACTTTTTCAGGGACCATGGTGGATCATGGGAGTCGCCATATGCTGACTTCTTCCTTTCCTGGTAC 
TCAAACCAGCTTATATCTCATGGAGAACGTCTCCTCTCTCTTGCATCTTCAACTTTCAGTGAGACTGCTA 
TTACAGTATATGGCAAAGTCCCACTAATGCATTCTTGGTATAAAACTCGGTCCCACCCTTCTGAGCTGAC 
AGCTGGGTACTATAACACAACCACTAGAGACGGTTATGAAGCGGCTACAGAGATGTTTGCAAGCAATTCA 
TGCAAACTGATGTTGCCTGGAATGGACTTATCAGATGAGCACCAGCCCCATGAATCTCTCTCAAGTCCTG 
AATTATTACTTGCCCAGATCAGGACAGCTTGCAGAAAACATGGTGTTGAGGTCTCTGGACAAAACTCGTC 
AGCTACAGGGGCTCCTGGTGGCTTTGAGCAGATAAAGAAGAATTTGGTGGGCGACAATGTTGTGGACTTG 
TTCAGTTACCAGAGAATGGGAGCTTATTTTTTCTCTCCAGAGCATTTTCCTTCATTCACAAAGTTCGTGC 
GGAGTCTTAACCAATCTGAATTGCATTCAGATGATCTGCC 
 
>CONTIG\198 
ACATTCTTCTCTCTCAGCTCAGGTCGTATCTTCATTCATTATTTGATTTGACATATATTTATACACACTC 
ACACATATATTATTGGATTCTGGGGATGGCCGAGGAGGGTTACAAGGTTAATTTGAATGTGTACGACCTA 
AGCCAAGGACTAGCCAGGCAACTTTCCACCTCTTTTTTGGGGAAGCCTATTGAGGGTATATGGCACACAG 
GAGTCGTTGTTTATGGTAATGAATATTACTTTGGAGGAGGCATTCAACATGCTTCTGCTGGATCGACACC 
ATATGGTACACCTTTTCGGGTGGTTGATTTGGGAGTCACGCATGTCCCAAAGGATGTCTTTGAAATGTAT 
CTGCAGGAAATTAGCCCTCGGTATACAGCTGAAACATATAGCTTGCTCACACACAATTGCAACAACTTCA 
GCAACGAGGTTGCTCAGTTTTTGGTGGGTACAACCATTCCAGACTACATTCTGCAGCTGCCTAATGAAGT 
TATGAGTAGTCCAATGGGTGCTCTTATATTGCCCATGATACAAAATCTGGAGACAACATTGAAAGCTGGT 
GCTGTCCCTCAAGTTCCACAATTTAGACCTGCAATGGCCCAGCCTTTGCAACCCGTGACCACAGCAAAAT 
CTGAAGCACCAACCAAGTCTGAGGATCCAAAGACAACAAAAAATGCAGTCCCAGCTGCTGTCAATCCTGC 
AGGAGAACAGAAATTAGTAGTCAATGGGGTTGTAGGAGACCCTCTAGGGAATGCTCGGAGCAAGGTGCAG 
GAGGAGATCAGCAATGAATTTGCTGCAATCATGGCTACCGGGTCATTGCGTGCAAGTGAGGCTGCAGCTC 
TTGCAACAAGAAGAGTTATGCAAAGATATGGGAATACAAGTTCTGCAGTGCCACAGGGTTAGAAGTTTAG 
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AATAATGAGAAGTGATTCTTTTTCAGGGTGGTTGCAACTTTTAACTGTTTATTTGTCGAGTGTGGGGTCT 
TTTTAA 
 
>CONTIG\199 
GAAGGCACTCTTTCCTTTCTTGAACACAAACCCAGTATATATATATATATATTTTATCTTTTATCTCCAA 
CATCTAATTGGTGTGACTTTTGGTCTTTATCTCATACCTAACAGGCTAACACGGTTCAGGTACCTGACCA 
GCCACCTGCATTTCCACAAGGATGGCGAGGGAGAAGATCAAGATCAAGAAGATTGACAACGTGACGGCAA 
GGCAAGTTACCTTTTCAAAGAGAAGAAGAGGACTTATTAAGAAAGCTGAAGAGCTTTCTGTTCTCTGTGA 
TGCCGAGGTTGCTCTCGTCATTTTCTCTGCAACAGGAAAGCTCTTTGAGTTTTCCAGCTCAAGTATGAAG 
GAAATACTTGAAAGGTATCATCTGCACTCTAATAGCCTTGAAAAAATGGACCAGCCTTCTCTTGAACTGC 
AGCTGGAGAATGGTAACCACGTTAGATTGAGTAAGGAAGTGGCAGATAAGACCAACCAACTAAGGCAGAT 
GAGAGGAGAGGATCTCCAAGGATTAAATTTAGATGACTTACTGAAATTAGAAAAAGTTCTTGAAGCCGGA 
CTTACCCGTGTGCTTGAGTCTAAGGAAGAGAAGATTATGAATGAGATTAGTACACTTGAAAAAAAGGGAT 
CTCAGTTGGTGGAAGAGAACAAGCAACTAAAACAGAAGATGATGATGTTGTCCAAGGGAAAAAGATCCAA 
TCTTGTGGACTCGGACATCATGATCCAAGAAGAAGGCATGTCATCGGATCAGTCTGTCACCAA 
 
>CONTIG\200 
GGAAGCAATTTGAAAGCAGTAGTGTTATCTGTGTTCCTTTCAACCCTTTTGTTTTCGCTGGTCATCTCTG 
CTTCCAACAATAGGTTGGTTAGGATTGGACTGAAGAAGATTAAATTCGACCAAAACAACCGCCTTGCTGC 
GTGGCTCGAGTCCAAGGAGGCACAGGCTGTAAGAGCTTCTGTTAGGAAGTATCATATCCGCAATAGTCTT 
GGGGACTCTGATAAGACAGATATTGTTCCATTGAAGAACTACTTGGATGCTCAGTATTTTGGTGAGATTG 
GCATTGGTACTCCCCCTCAAATTTTCACTGTAATTTTTGACACTGGCAGCTCTAATCTGTGGGTGCCATC 
GGATAAGTGCTTTTTATCGCTTGCGTGTTATTTTCATTCTAAGTACAAGTCAAGTGAGTCGGAAACGTAC 
AAGAAGAATGGGACATCTGCTGCTATCCAGTATGGTAGTGGAGCTATTTCTGGTTTCTTTAGCTATGATG 
ATGTCAAAGTTGGGGACCTAGTTGTAAAGAGTCAGGAATTCATTGAGGCAACTAGAGAGCCTGGTGTCAC 
ATTTTTGGTGGCAAAGTTTGATGGCCTATTAGGACTTGGATTTCAGGAAATTTCAGTTGGAAATGCTACT 
CCTTTGTGGTACAACATGGTTGAACAAGGTCTTATTAAAGAGCCAGTATTTTCGTTCTGGCTCAACCGTA 
AAACAGAGGAAGAAGCAGGGGGTGAACTTGTCTTTGGTGGGGTAGATCCAAATCACTTCAAGGGCAAACA 
CACTTTTGTTCCCGTGACACGGAAAGGCTATTGGCAGTTTGACATGGGTGATGTTCTTATTGGTGGTAAA 
CCAACTGGCTATTGTACTGGCAGTTGTGCAGCTATTGCAGATTCTGGAACTTCCCTAATGGCAGGTCCAA 
CGACTGTGATTACAATGATAAATCAAGCAATTGGAGCCAATGGAGTTGCTAGCCAGGAATGCAAGGCAGT 
TGTTGAGCAGTATGGACAAACAATTATTGACTTGCTTGTAGCTGAGGCAAACCCGAAGAAGATCTGCTCC 
CAGATTGGATTGTGTACGTTTGATGGTGCCCACAGAGTTAGTATTGGCATTGAGAGTGTCGTGGAAGAGA 
ACAGTGGCAAAGCATCTGGTGGAATTCGTGATGCTATGTGCCCTCCTTGTGAAATGGCAGTTGTGTGGAT 
GCAAAGCCAGCTAAAGCAGAATCAGACACTAGATTATGTGCTGGCCTATGTCAATGAGCTTTGTGATAGG 
GTGCCAAGCTCAATGGGAGAATCTTCTGTGGATTGTGGAAATATTTCTAACATGCCTACTGTTTCCTTCA 
CAATTGGTGGAAAAGTTTTTGACCTCAGCCCACAGGAGTACATACTGAAGGTGGGTGAGGGTCCTACGGC 
TCAGTGCATCAGTGGCTTTATGGCTATGGACATTCCTCCTCCTCGTGGACCTCTCTGGATATTGGGGGAC 
ATCTTTATGGGTCGCTACCACACTATCTTTGATGCTGGTAAACTGAGAGTTGGATTTGCAGAGGCAGCAT 
AAACAATCTACCCTGGCTGTGATATCTTTATCTGTATGCTGTCTGTGTGA 
 
>CONTIG\201 
GAGAGAGAAAGAGAAAGGGTTTTCCTTTCTTTCTATATAGCAATATATTGCCTCCTCTTTCTCTCCCATA 
CTCTCTGAACAAAAAAACCACCTCTCTTCCCTTGCTCTCTCTCTCTCTCTCCCTTTTGAGCTCCCAAACC 
ACTCATTCTTTCAAATCCAAGAATGGGTGATGAGAAGAAAGCCAAGTCCATTGGTGTGTGGCCAACAGTG 
AAGCCTTTTGTTAATGGTGGAACTTCTGGTATGCTCGCTACCTGTGTTATCCAACCCATCGATATGATCA 
AGGTGAGGATTCAATTGGGTCAGGGATCAGCAGGCTCGGTAGCGAGGAACATGCTTAAGGAGGAGGGCTT 
TGGTGCCTTTTACAAGGGGCTATCTGCTGGACTACTCAGACAAGCAACATATACCACAGCACGACTTGGA 
TCATTCAAGATTTTGACGAACAAAGCAATTGAAGCCAATGATGGAAAGCCGCTACCTCTTTATCAGAAAG 
CTTTGTGTGGGCTTACTGCTGGTGCTATTGGAGCATCTGTTGGTAGTCCAGCAGATCTAGCACTTATCCG 
TATGCAGGCTGATGCCACTTTGCCAGAAGCCCAGAAACGGCATTACAAAAATGCCTTCCATGCACTCTCT 
CGTATTGTTAAAGATGAGGGAGTTTTGGCACTCTGGAAAGGTGCTGGACCTACTGTAGTGAGAGCAATGG 
CACTGAACATGGGAATGCTTGCTTCTTATGATCAAAGTGTGGAGCTTTTCAAGGATAATCTTGGTTTTGG 
TGAAGGTGCTACAGTGATAGGTGCTAGTACCATTTCAGGGTTCTTTGCTGCAGCTTGCAGTTTGCCATTT 
GATTATGTCAAAACCCAGATTCAGAAGATGCAACCTGATGCTGAGGGGAAGCTTCCTTACTCTGGCTCTT 
TAGATTGTGCGCTCAAAACCCTGAAAAGTGGAGGACCTTTTAAATTTTACACTGGATTTCCAGTATATTG 
TGTTAGAATTGCCCCCCATGTCATGATGACATGGATTTTCCTCAACCAGATTCAAAAGCTGGAGAAAAGT 
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GTTGGTTTATAGTTTCTCTGCAGGGATGGGGATTTCTGTACTGGTGAAGCTTTAATAATGTTATTTTTCA 
CTGTCTTGTAGTTTTTGCTGATTTGACAGATTCACACCCTCAAAGTAAAACCATTTATTCAGAAAATTTC 
ATTGCAGTTGAAGTAGGGATCTACAATTTTCTAAGTTGTATTAGTTATTTTTAGGGTGTGATTGAAACAG 
AG 
 
>CONTIG\202 
GCAACAAACAAGTGATCTTGACGGACTATGTGTCTGGTTTTCCTAAAGAATCAGATATGTACTTGAACGC 
TTCTGGTACCATAAAGTTGAAGGTTCCAGAAGGTTCCAACGCTGTTCTTGTGAAGAATCTGTACTTGTCT 
TGCGATCCCTACATGCGTGGTCGTATGAAACAGCCCATTCCTGGGAATGAGACTTACATCGAACCCTTCA 
AACCTGGTTCGCCCATTGTTGGATATGGAGTAGCTAAAGTTTTGGATTCTGGGCATCCAAACTTCAAGAA 
AGGTGACTTGGTTTGGGGAATAACTGGATGGGAAGAATATAGTCTCATTACAGCAACACAGACTCTGTTT 
AAAATTCATCACACTGATGTGCCTCTCTCCTTCTATACTGGACTTCTTGGTATGCCCGGTATGACTGCTT 
ATGCTGGTTTTTATGAGATTTGCTCTCCTAAGAAAGGAGAGCATGTCTTCATTTCAGCAGCTTCTGGGGC 
AGTTGGTCAACTTGTAGGACAGTTCGCCAAGCTATTGGGCTGCTATGTCGTTGGAAGTGCTGGAAGCAAA 
GAAAAGGTTGATTTGCTGAAGAACAAGTTTGGTTTCAACGAGGCCTTCAACTACAAAGAAGAGCCTGACT 
TACGTGCAGCTTTAAAAAGGTACTTTCCAGAAGGCATTGATATTTATTTTGAGAATGTTGGGGGAAAGAT 
GCTTGATGCAGTGCTACTCAACATGAGGGCCCATGGCCGCATTGCTGTATGTGGGATGATTTCGCAGTAC 
AACCTTGAGCACCCTGAAGGTGTGCACAATTTAATGACTGTGATTGGGAAACAGGTCCGGATGGAAGGAT 
TCATGGTTTTTGAATACTACCACCTCTATCCAAAGTTCCTGGAGTTGGTTCTGCCTCACATCAAAGAAGG 
GAAGATAACTTATGTGGAAGATGTAGCTGAAGGTCTGGAGAGTGCCCCAGCAGCACTGATAGGGCTCTTC 
ACCGGCCGTAATGTTGGAAAGCAGGTAGTGGTAGTTGCTCGTGAATGAATGA 
 
>CONTIG\203 
AAAGAGCAGAGAGCAGAGAGCAGAGGTAGATCTGGTTCTAGTTGAGTTGAGGATTTGTTGAAGTTGCATA 
TCCATGGCTTCCAAGTTGGTGTTGATTTCAGTCTTCATCTTGGACATCATTGCTTTTGGTTTGGCCATTG 
GTGCTGAGCAGAGGAGAAGCACTGCCACAATTTACAAAGATAATCAACAAGACTATGATTACTGTGTTTA 
TGACTCGGACATTGCAACGGGCTTGGGTGTGGGTGCACTTTTGTTCCTCTTGGCAAGTCAAGCCCTTATA 
ATGGTGTCAAGCCAATGCTTCTGCTGTGGAAAGCCTTTGAGTCCTGGAGGTTCAAGAGCCTGGGCAGTTA 
TTCTCTTCATTACCTGCTGGTTGTTTTTCTTGATTGCTGAGATTTGCTTGCTAGCTGGCTCAGTTAGAAA 
TGCCTACCACACAAAGTACAGAGGAATAATAGGTGGAGATACTCTCTCCTGCGCAACCTTGAGAAAGGGA 
GTTTTTGGGGCAGGGGCAGCATTCATTTTCTTCACTGCCATAGTCTCTGAGTTTTACTATGTTTGCTATT 
CCAAGGCCAGGGAAAGCTTCCAGCAATATGGTAGAGAGCCTGCTGTGGGTATGGGAACCTACAAATGAGC 
TTTGTTAAGGTCATCAGTTCATGATCGTTACTTTGCAAATAGATGTGACCGTGTGGACTCTTTGATTTGC 
TCAGTCCATTGCCTGTGTTTGAGTTTCATCTCATGTAGTAGGTGTTCAATTTAGTTGGATATAGCTTGTA 
TTCTAAGTTGATTTTCACGATATTTTTTCCCCTTGCATGCTACTGTGTATTTTTTTGGACTGTCAAATAC 
ATATATCAATAATAGAAAGCCATTGCTTGTGTTATA 
 
>CONTIG\204 
CCCTCTCCTTCATGTGGGCACCATGGTTGAGCACACCAAGAAGGATACACACCAAATCAAACCCTCCACC 
CTTCTCTTGCTCATCCTTCAAAGACATCCAAAGCCTCTGCGAAGAAGAACCCAAGCCCCAACCCGAGTCC 
CCTAAATCACCCTCCATTTTCCACCGGGTCCGGATCTCCGCCTCGCTGCTCCGCACCCGGTCCCACCGCA 
ATGCATACCCACAACCATCAAAACCGTCCATCACTCTCCCCGGCGCCGATCAACGCATCATTCTCTATTT 
CACGAGCCTCCGCGTCGTGCGCAAGACTTTCGAGGACTGCAGAGCCGTCAGATCAATCCTCCGAGGTTTC 
CATGTCCCAATCGACGAACGAGATTTATCGATGGACTGTCAGTTTATGGACGAGCTGCAAGGGATCCTAG 
GTTGTAATAAGCTGACAATGCCTGTAGTTTTCATTGCCGGGAGATACATTGGTGGGGCCGAGGAGATTAG 
GCAGCTCCATGAGAGTGGAGAATTAAAGAAACTAATCGAACGGTTGCCAGTGGTGGATCGGAGCGTCTGT 
GATCTGTGTGGAGGGCTTAGATTTCTTTTGTGTGATCTGTGTGATGGGAGCCACAAGGTCTATATGGAGA 
AGATGGGTTTCAAAAGCTGCTCGGTTTGCAACGTGAACGGTCTGATCAGATGTCCCTACTGTTCTTCGTC 
GCCCCACCGCCGAACCAAATCCATGATCAAATAGGAAAAAGCCCAATTAAGTTTCTTTTTAGGCCTTTTC 
AACATAGGAAAACCCAAATAAGTTCATTGTTTAGAAGATCTGGTTATGGTATCTCCTGCTATTTCCATCT 
TTATTTAGAGTTTAGAGTTTTAAATCCCTTCTCGTCCTTTGTAATTATAGACTTAT 
 
>CONTIG\205 
CCTCCAATCCATCAAGAAGCAAGAAGAACTTTGTCTAAAGTTTGGTTTTTTCTATAAGATCGATCATTGT 
GGTGTTTGCCTTGACTAGCAAAACATAATAGGGAAAATGGAAAGCAAGGTGGCATATCAGAATGAACTCA 
ACCTCAAGGCAACCGAACTTAGATTGGGGTTGCCAGGAACAGATATTGAAAGTGAGGAACAAGCACTTTC 
TTGTGCTAGAAACAACAAGAGGCCATTGCCTGACAACACCAAGGAGTGTGGATTAAAGGGCAGTTCTGAT 
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GATGCTCAACATTCTGACCATGAAGCTGCCCCTCCTGCCAAGGCACAAATAGTGGGGTGGCCTCCAATCC 
GATCCTACAGGAAAAACAACCTGCAGCCAAAGAAGACTGAAGCTGAGGCTTCTGGTATTTACGTGAAAGT 
AAGCATGGATGGAGCCCCTTACCTCAGGAAGATTGACTTGAGGGTTTACAAGGGTTACCCAGAACTCCTT 
AAGGCTTTGGAAAACATGTTTAAATTCACTATAGGTGAGTACTCAGAGAGGGAAGGCTACAAAGGGTCAG 
AGTTTGCACCAACTTATGAAGACAAAGATGGTGACTGGATGCTAGTTGGAGATGTTCCATGGGATATGTT 
CATGTCATCCTGCAAAAGGCTGAGAATCATGAAAGGATCAGAAGCTAGAGGGTTGGGGTGTGGCGTTTAA 
AAGGCCCTCAAGCCACAGCAACCCAAAAGGGCTGGAGGAGAAAAGATTTCACTGTCATTAAGGGCAAAAC 
TCTCAGCTTGTGTTCTCGAAGAAGAAATTTGGATTTGAATATTGGTCTCGTTGTTGAAAGTCTCTGGTGT 
TCGACTTGGGGAAGCATAGACAGAAACGTAGAGCAGTTACGGTTTTATTTCCTGACATTTTGCAGCAACA 
GCTAGCTGTGGTGGTTTGAGCATCTCTGATGCATATTGTATTTTTGCCTCTACTGATTCTATCAAGCCAA 
AACTG 
 
>CONTIG\206 
ACAACTCTCTCTCTTTCTTTCCATTTCAATTTCAAAAACAAAGGAAAGGAAAGGAAAAGAAAATGCCATT 
ACCTCTGAAGCTGAAGCTGATCCATATTCTCACTCTCCTGTTCACACTACTGAGAAGAGCCACCTCCCAC 
TACTCTTACTCCTCGTCGCCACCCAACTACTCCACCGCCCAGCCGCATGAGTGGCGATCCGCACGCGCCA 
CCTACTACGCCGCGGCGGACCCGCGTGACGCGGTGGGAGGAGCGTGCGGGTACGGTGACCTGGTGAAAGG 
TGGGTACGGAATGGCGACTGTGGGGTTGAGCGAGGTGCTGTACGAGCGCGGGCAGATCTGCGGCGCGTGC 
TTCGAGCTGCGGTGCGTGGATGACCTGCGGTGGTGCATTCCGGGGACCTCGATCATACTCACGGCTACTA 
ACTTCTGTGCACCCAATTACGGGTTCCCGGCCGACGGTGGCGGCCACTGCAACCCTCCTAATAAGCACTT 
TGTTCTCCCCATTGAGGCCTTCGAGAAGATCGCTATCTGGAAGGCCGCCAACATGCCCGTCCAGTATCGC 
AGGATAAAGTGCAGGAAGGAAGGAGGAATTCGATTTATAATCGATGGTTCAAATATCTTCATTTCAGTGC 
TGATCACCAATGTTGCTGGTGCTGGAGATATAGTTGCCGTGAAGATCAAGGGTTCTAGAACTGGTTGGCT 
TCCAATGGGTCGTAATTGGGGCCAAAACTGGCATTTAAATGCCGATTTAAAGAATCAACCTCTCTCATTT 
GAGGTCACCGCGAGTGATGGCGTGACTGTCACATCTTATAATGTTGCTCCCAAGAATTGGAATTTTGGGC 
AAACATTTGAAGGTAAGCAATTTGTGTAGTATCAGTGAGGGAAAGAATGAAGTTATATAAAAGGGGAGAA 
TTTCCTGTCCTTTCTTTTTCCCCCCCCTTTTTTTTTTTTCTGTTCTTTTTTTAGTTTTCATTAA 
 
>1180-94-(6-15-06)_G06 
TTAGCAAACCAAAGCAAAACAGTTGTTTTCCTCAAAAAAAAAAAGTAAGAGAAGAACTCATTTTTTTTTC 
TATTACATGGCGCCGAGAGAAAGAGCTGTCAAGGGAAACGGTAACGGTAATGGAATCGGAAAGGAGGTGC 
ATTTTAGAGGAGTGAGGAAGAGGCCATGGGGGAGATATGCGGCTGAGATTAGAGACCCGGGGAAGAAAAG 
CCGTGTCTGGCTTGGAACCTTTGACACGGCTGAAGAAGCCGCTCGTGCTTACGACACGGCTGCCAGAGAG 
TTTCGTGGTGCCAAAGCCAAGACCAACTTTCCATTTCCTATCGAGAATGCGAACGACATGAACAACAAGA 
AGATGGATAATAATAATAATAATAATGTTAATTGTCATAGTAACAACCAGAGTCCGAGTCAGAGCAGCAC 
GGTTGAGTCTCCGACGAGAGACCCATCGGCTCTTCTCGTTGAGTCCTCGCCGTTGGATCTCAATATCGCT 
CAGGGTCATGCCTACGGTGGCGCCGCGGCGGGTTTTGGATCTGTTCCAATGAGGTTTCCTTTTCAGCAGC 
ACCACCGCTCCGGATTCTTCGCCGGAGGTCTGCCGACGGCAACGGCGAATCAGATGATCTACTTCGACTC 
GGTGATGCGCGCCGGGATGCTGGCCAGTCATCCGTATAACCAGCTGAATTTCGATCATTTCCAGCCGGCG 
GCGACGTTTTCCGGTGGGGTCCAGAGCGACTCGGACTCCTCGTCCGTCGTCGATCTGAACCATCGAGATC 
AGAAGCCTCAAAAAGTCGGAATCCTCGGTCTCGATCTCAACCAGCCTCCACCACCGGAGTTTGCCTAATG 
TTTTTGCCGATCACCAAAAAAAAAAAAAAAAGAAAGTCATC 
 
>1182-94-(6-15-06)_H06 
TCTACGGCCTCTTCCAATGCCGCGGTGACCTCCAAAACAACGACTGCTCTCACTGCGTAAGTCTCGCGGT 
TAGCCAAATCGGCACCCTCTGTGCCGACTCGCTCGGCGGCGCGTTGCAACTCGAAGGTTGTTTGGTAAAA 
TACGATAGCACGAACTTCATAGGTGTGGAAGACAAGACTGAGGTTGTCAAGAAATGTGGACCGTCGTTTG 
GGTATGACTCTGACGCGTTGACTCGGAGAGATGCTGTGCTGGCGTATTTAGGGACCGGTGATGGTGGGGC 
CTACAAGAGCTACAGGACTAGTACCTCTGGGGCTGTACAGGGTGTGGCGCAGTGTGTTGGGGATTTGAGT 
CCGAGCGAGTGTCAGGATTGTCTTTCGGACGCGATCGGACGGCTGAGGACAGAGTGTGGGGCCACCGCGT 
GGGGCGATTTGTACTTAGCCAAGTGTTACGTGCGCTACGCGACAGGTGGCGTTCGCTCGCGCGCCACCGG 
AGGACAGGATGATACTAATAGCAATGATGATGAGATCGAGAAGACTCTTGCAATAATAATTGGACTCATA 
GCAGCGGTCGCATTGATCATAGTATTCATTTCCTTCTTAAACAAACTGTGCGACGATGGAAAAGGTGGTA 
AATAAGTTACAATTTGGGGATAATTCTGAATTGCTACTATCACCACCATCCTTTGTTTCCTCCGGTAAAT 
AATTTGGCTTTCGGTGGCTCTTTTTAGAGTCTTTTACCAATTTCAATTCTATATTAGTCATGGTCCCTAC 
CTTTTTTGAAGTTTCTCTGGTATTTCCTCTAAAGATTAAAAGAATAAACGAGAGGGTAGATAGAAAGATG 
TGTATGA 
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>1187-94-(6-15-06)_B07 
AAAAAACCATGTTAATTTAATAAATAAATCCTACAATACAATAAAGCCCTTACAAAAAGGCATATACAAA 
ACCAAAACTGAAATCAGAAACGCATTCCATTCTCATGCTAAGCACTACTCAGCTTATGAGACTCTTCAAA 
ATTGACATAAATAATCCCACAAAGAATGAACTCCAGAGATTTTAGAAAGAACTGGACTAGTAAGAGTAGG 
AAAGCCATGGGTGCTCTAGTGCCTCGACTGCTGTCGGCCGCTGCTTTGGATTGATCTCAAGCAAGTTTCT 
TACAAAGTCAATAAACATGTCATCAGTACCCTGCAGGCGATGCTCCAACACGGATGACTCAGGGATTATG 
TACTCCAGTTGGTTTGTTTCCTCATTTATATGATAAAGATCATATTCTTGTGTGAAATACTTGTCCGTCT 
CCTGCCCTTGTTCCAACATCTCGAGATCAATAGGACCAAGCATCCCAATCATGCGTGCAAGGATCATTAC 
AATTGAATCATTAGGAAACAGCACTTCCCCGGAGCATAGCTCCACTAAGATACAGCCAAGAGACCACAAG 
TCAATCCTTTGGTCATATGGATGGCCTAGGATTACTTCAGGAGCTCGATAGGAACGAGACTGTACATACA 
GGCACAAGTTGTCAGTTTGAAAGCAACTGCTACCAAGATCAATAACCTTTATCTCACATCTTCTGTAACT 
TTTGATGAGTATGTTCTCTGGCTTTAGATCACAGTGAATAATTCCCAAGTGATGCAAGTATGCCAATGCC 
TCCAAACATTGACGTGTTATAACCTGCAATCTGCTCAAGGTAAAATAAGCTTCTCCACCAGATTCTTGAT 
TGAATTTTTGAAATTCATATAAGTTTGCCCGGAGGAGTTCACAAACAATGAAGAGATGCTCCTGATGATA 
AAAGTAGTCATAAAGACGCAAAATGTGG 
 
>1188-94-(6-15-06)_C07 
CTTTCTGGTTTCGCAAAGCCCGCACCACAGCCCACAGCAGAACACACTTCTCTCTCGGTATTTTCTTTCA 
CTCAGCATAGACTGGGTAAGGCTCAGTTTTCCTCAAAAGAACTATCATATTTGTCACTCTAATTGGCCAG 
CATAGACAAGGCCGTGACATAGCTTTTGTGTGAACATGGGTGACCCTTCCAATGGATCTTCCTTGTCCTT 
TTTCTCTGACAAATCGGCAAAGATCTTTGTAGCAGGCCACCGCGGACTTGTGGGCTCCGCCATAGTCCGC 
AAGCTTCACCACCTGGGCTTCACAAACCTTGTCCTTCGCACCCATTCGGAACTCGACCTCACCCGCCAAA 
ATGACGTCGAATCCTTCTTTGCCACCGAGAAGCCTCGATTTGTCATCCTAGCAGCTGCCAAAGTTGGTGG 
CATCCATGCCAACAACACGTACCCGGCCGACTTCATCAGCATTAACCTCCAGATCCAAACCAACGTCATT 
GAATCCTCTTACCGCCATGGCGTCTCCAAGCTCCTTTTCCTTGGCTCCTCTTGCATTTACCCCAAATTTG 
CACCCCAACCTATCCCTGAAGATGCGCTCTTAACTGGGCCATTAGAGCCCACCAACGAGTGGTATGCTGT 
GGCTAAGATCGCTGGCATCAAAATGTGCCAAGCCTATCGTATTCAATACAATTGGGATGCGATTTCGGGT 
ATGCCCACCAATCTGTATGGCCCCAACGACAATTTCCACCCTGAGAACTCCCATGTCTTGCCTGCATTAA 
TGAGGAGGTTTCACGAGGCGAAGGTGAAGGGTGCAAAGGAGGTGGTGGTGTGGGGGGACTGGGAGTCCCT 
TGAGGGAGTTCCTCCATGTGGATGATCTCGCTGACGCAGTGGTGTTCATGATGGA 
 
>1192-94-(6-15-06)_D07 
TGGCAGAATCAGGCATTAATTTTGTTACATCTGTTATTAATGGAGCTGACTTAGTGCCCACATTCTCAGC 
TGCTTCGGTGGATGATTTGCGTGCTGAGGTGACAGCGTCTGCTTGGCTAAATGATCTGAGGAATCAGATT 
GAGCATACAAGAATTTTCAGTACTGTCTATCGTTCTGCTTCAGCACTGGGTTCTCGTCTCCCATCTATTG 
CAAGTGCTAGAGCAAAAGTTGCTGGGGCGGGGGCAATTCTTCGTCCTGTTTCCAATGGTACACAGGTTGT 
GATGAAGAGAGCTCAGAGCATGGCTCAGGCAGCATGGACACGTCCTGCCCTTGGCGTTTCTTCTTGGTCA 
TGCATGGGTCCCCGTCGTCGGGCCACAGCTGCTCATTCAAAAGAGGAGGAAAGCTCTCTTGAATCTTCTG 
CTGCCAATGCAGAAACTTCTGAGCATCTTCTTTCATCCCCAAATAAAACTGCAACCACAACTGTTATCGA 
AGGCATTGACCTTCCTGTAGCTTCATCTGTAGGAATGGAATGGACTTCAGAAATTGAATGTTCTTATTCT 
GATGAAATAGGTCCAGATGCTAATGGGGATGCTGATGTGAATGATGTTGAGGATCTCATTAGCCACAATA 
GTCATGAAGACCGAATGACTGAAGTTGAGTTATGGCAACAACTTGAGCATGAGCTCTATGATAGGACGGA 
AGGTGAGGAGGCTGATGTGGCAAAGGAAATAAGGGAAGAAGAAGCAGCAGCCATTGCAGAGGTAGGTGAG 
GATCAGCCAGAGAGTTCTACACAAGAGAGAAAGGAAGCGCATAGATTTTTCCCCGCTGGGAAGATTATGC 
ATATCATTACCTTTTACTCAGATGGGGGCAG 
 
>1193-94-(6-15-06)_E07 
GGGTACGTGGTGCCGGCGGACCCGGGTGCCGGTGCAGCCATGATAACCGCGAGTGCGAATGTGAATTTGA 
AGAAGAAAAACCAGTCTGCGAGGAGTTGGATACTGTTAGACTCCAGAGGAGAAGGGACCAATCTAGATGT 
GGACAAGTACGCTATAATGCACCGCGTTCACATCCACGCACGTGATCTCCGTATTCTCGATCCCTTGTTG 
TCTTACCCTTCCACCATTCTTGGTCGTGACAAAGCCATCGTTCTCAACTTAGAGCATATCAAGGCAATTA 
TCACTGCTGAAGAGGTATTGCTTCGGGATCCATCAGATGAAAATGTTATCCCTGTTGTTGAGGAGCTTCA 
AAGGCGATTGCCTCCTGCAAATGCCATTCCTCAAGGTCTAGGTGATGGGAAAGAGTACCCAGCGGGCCAA 
AATGACATTGATGCGGGTGAAGAAGATGAGTCTCCATTTGAATTCCGGGCCCTGGAGGTAGCTTTGGAAG 
CTATTTGTAGTTTCCTTGCTGCACGCACAACAGAATTGGAGACTGATGCTTATCCTGCATTAGATGAGCT 
TACATCTAAGATTAGTAGCCGTAACTTGGATAGGGTTCGTAAATTGAAGAGTGCAATGACAAGGTTAACT 
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GCTCGGGTTCAAAAGGTTAGAGATGAGCTTGAACAACTACTTGATGATGATGATGATATGGCTGACCTTT 
ACTTGTCAAGAAAGTTGTCTGGTATGTCTTCACCAGTTAGTGGCTCTGGTGCTGCCAATTGGTTTGCTGC 
CTCCCCTACTATTGGCTCAAAGATATCCAGAGCGAGTAGAGCAAGTGTGGTAACAGTTCG 
 
>1194-94-(6-15-06)_F07 
GGGAGTAAGATTGCATACCCTAGCCCACGAAATGGTATCCATGGTTCAAGTTGGGGACATATTCATGGGG 
TGAAACAGGGAGGTCCAGCAGAAATTTATGGTCCGCATGCCCCCAATAACTTACAGGAGCTTGTTAATGG 
AGTTAGAGAAGAATTTCGGCTAAACAACTACCAGCCACAAAAGCAGGTGCAAATGCAAATTGATTTTTCA 
GGGGCCACCTCAAGGCCTTCTGTGATTTCCCGGCCAATTAGTGCTGAATCTGAGCATTCAGATGTTGAAG 
CTTCTTGCAAGGAAGAACGGGCAACTGCAGCCGATGAAAGGAGGCCCAGGAAACGAGGTAGAAAGCCTGC 
AAATGGAAGAGAAGAACCGCTCAATCATGTAGAGGCAGAGAGGCAGCGGCGGGAGAAGCTGAATCAGCGG 
TTCTATGCATTACGAGCTGTTGTACCCAATATCTCCAAGATGGACAAAGCCTCCTTGTTGGGAGATGCCA 
TTTCTTACATCAATGAACTGCAGGCAAAGCTTAAGATCATGGAAACGGAGAGGGAGAACCTTGGGAGCTC 
TTCAAGAGATGTATCAGCTTTGGAGGGTAACCCAAACACTGAAAATTTGTATCGAGTTCCTGATGTTGAT 
ATTCATGCTGCCCATGACGAGGTTATTGTTAAGGTGAGCTGTCCTTTGGATTCACACCCTGCATCAAGGG 
TCATCCAAGCATTCAAAGAGGCACAAGTTACCGTTGTTGAGTCCAAACTCTCTGCAGCAAATGACACTGT 
GTTACATACATTTGTAATCAAGTCTCAAGGATCTGACCAACTGACAAAGGAAAAGTTGATTGCAGCATTT 
TCCCGGGAATCCAACTCCTTACAGGCATTGTCATCAGTTGGT 
 
>1301-94-(6-16-06)_C06 
CACGGCAGGCGCAGTCGCAGGCGATGCCTCAGATGGTCGGAAAACGCTCTCGCTCCGATTACGATGTCCA 
CAGTGGTCATGACCTGCCCAGTTATTTCCCTCGTGATGATGATAGAGGGACACTTCGTGGAATGAGGGAT 
ACTGACTCCATTGGAGCATCCTATGACCGTTACCTTCGCAGTGCGCATGTTTCATCTTATGGTGGGGGGC 
AGTCTGCTAGAGCCATGAGTGGAGGAATGTCAGGTCGTGCTGTTGATGATCCACGTATTGTAGGTCTTGG 
GAGTGTGGACCCAGGTTCAACTGTGAAAGACAGAACCTTGGGATATGGAAGTGGAAGGTCTGAGGTTCCC 
CTTCCTCCTGATGCTTCCAGTACCCTATTTGTGGAGGGCTTACCTCCAAACTGTACACGACGGGAAGTGG 
CTCATATATTTCGCCCTTTTGTTGGCTACAAAGAAGTAAGACTTGTGAGCAAGGAATCACGACATCCTGG 
GGGAGAGCCACTGGTACTTTGTTTTGTTGACTTCGTAAGTCCAGCCCATGCAGCCACTGCAATGGATGCA 
TTGCAAGGTTATAAATTTGATGAGCATGACCGTGACTCGGTCAATTTAAGGTTGCAATTTGCTCGCTATC 
CTGGTGCAAGGTCAGGTGGCGGGCATCGTGGCAAGCGTTGAAATAGCGGTTTTTGCAGGATTCGCTCAAT 
TTGGAGAGGTTATGATAATGAGGAGTGATACAACAGCGTTGCGGTTTCGTGATTTACAAGCGCTTTCGTT 
AGGAACAACTTGAACCGTGTGGTTTTCGTTAATTCTGG 
 
>1305-94-(6-16-06)_G06 
GATGACTCGAAAACCTGCTGATCCTGAAGAGGAGCTTCGGTGGATGTCTCAAGAAGTACGTGGTTATGTT 
GAAGCAGTTTTGAACAGTTTGGCTGCAAATGTCCCTAAAGCAGTTGTTCTTTGCCAAGTAGAGAAAGCCA 
AGGAAGACATGCTAAATCAGTTGTACAGTTCTGTCAGTGCACAGAGCACAGGCAGGATTGAAGAGCTGCT 
TCAAGAGGACCAGAATGTAAAACGTAGGAGAGATCGCTACCAAAAACAATCTTCTCTCCTTTCTAAACTA 
ACGCGCCAACTTAGCATTCATGACAACCGAGCTTCTGCTGCTTCCAGCTTTTCTAATGGAGGAGCAGAAA 
GCAGTCCTAGAACCAGTGGTCCTTCTGGTGATGACTGGAGATCTGCATTTGATGCAGCTGCTAATGGCTC 
TGTTGACTACAATTCCCACAGTGATTCTTTTAGGTCTCGATCCAATGGTCACAGCAGAAATTCCAGCGAC 
CCTGCACAAAATGGTGATATGAACTCTGGTTCAAACTCCAGCAGCCGGCGTACTCCTAATCGGTTGCCTC 
CACCACCACCACCATCTGGTTCTTCGGGTTACAAATACTATTAAATGGCCGACTTACATTGATTGATGAC 
TCATATTTTCGTTGCATTTTTGGTGGGGGAGACCACTCAGCCCCATTTCATGATTCAAGCATATGGTCAC 
CCTAAATTCTATACTATTA 
 
>1307-94-(6-16-06)_A07 
AGAAAGGAAAAATGAGTGGTACAATGGAGTCGATTTCGTTCTTAAACCCTAACCCTAGCTACAGGTCGAA 
GAAGTCTTCGTTGGTACAGTCTTCACGCTTCGATTCACTCCTCAGGCCTCGCACTCGCACCTACAATTAC 
AATTACAAGCTCTCTCTTTTGCCCAAACCTGTTTCCGTTTCTTCCAATGGGGTTTCCTCTCGTTTTCTTT 
CTCGGAACCCACCTCGCAGATTCATTGTAGCTTCCTCTGCTTCGCACGAGGATTCGAAGAGTCAAGAAAT 
TGAAGTGGAGAAAGGAAAAGATGATCATAATTTGGGAGCTGAAGATTCACAAGAAGTTTGGAAAGAGCTT 
CTAGAATCTTTCAAAGAACAAGCCTTGAAGATGCAAAGCGTTTCACAAGAAGCATACGAGTTATACTCTA 
AGAAAGCAGTAGTCATCCTAAAGGAAACTTCTGAACAGTTGAAAATACAGGCAGACAAGGCAAGAGATGA 
TTTGATTGAGATAGCAAAGGAAATTAGTGAAGAAGGCAAAGTGTATATCTCCACAGCTGCTGAGAACTCC 
CCTGAACCAGTCAAGGATATAGTGGAGACATTTAATATGCCAACTGAAGATCTGAAAGAAATTTCTAGAG 
TTCATGACTTCCGCGTTGGGATTCCCTATGGTCTGCTCCTTTCTGTTGGTGGCTTTCTTTCCTTCATGCT 
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AACGGGAAACATTGCTGCCATTAGATTTGGTGTTATCCTTGGTGGCACTCTTTTGGCCTTGAGCGTTTCA 
AGTTTAAAATCATATAAAAGAAGAGAATCATTTCCTCTAGCCTTGAAAGGACAGGCAGCAATTGCAAGTA 
TAATATTTTTGCGGGAGTTAAGCCAGCTGTCTCACGCTCCATCATTTTTGAGCTTCGTTTC 
 
>1308-94-(6-16-06)_B07 
CTGTATACTGTTCGCACACTGAAAGAGAACCTATGTTATGTTGCTGCTGATTATGAGGCCGAATTATCTA 
AAAATATGCCAGCATCATTTGAAATTACGGGAGAAGGTCCTATTACTCTTTCGAAAGAGCGGTTTCAAAC 
AGGAGAGATCTTATTCCGGCCAAGTATTGGAGGAGTGCGTGCAATGGGTTTGCACCAGGCTGTAGCACTT 
TGCATGGACCACTGCCATGATGCAGAATTAACAAGCGATGATGCTTGGTTCAAGACTGTAGTCTTGTCAG 
GGGGGACTGCATGTTTACCAGGGCTAGCAGAGAGGTTAGAGAAGGAACTACATGGACTTCTTCCCGCATC 
CATTTCTAATGGAATCAGAGTCATTCCTCCTCCATATGGTGTGGACACTGCATGGTTTGGGGCAAAGCTC 
GTCAGCAATTTAAGCAACTTTCCTGGTCCTTGGTGTCTGACAAAGAAGCCGTCCGGACTGAAGTCTAAAC 
TCAACCTCATGTGGTGATCAGATTACTTGGCTTAGTATGACTAGGAGGCATTTCTGATGGAAATCCTGGC 
CAACTTTATCTGGTGAAGATATCACTCAACTGCACCAGGGACCTTCTGGTTCTTTGTTTCCTCCAGAGAG 
CAGGGAGGGATTCTTGTTAAGTGAGTTAGCCTCAGTTTTAGAATTTAGGCAAAGAATATTTTTACGAACT 
TCCTTGCCTATTTATTCTTGATATTAAAAAGTGAGCATCGTTGAATAAGAATTCACTGTAACTTTATGTG 
TTTATAAAAGTAAGCATCCTTGAATAAGAATTCACTGTAACTTTATATGTGTTAATGAATAATCAATACC 
AAAAGTGAATAAAGCTGTTCAGCTG 
 
>1310-94-(6-16-06)_D07 
GGTGAGCGAATTTTGGGACTTGGGGATCTTGGCTGTCAGGGGATGGGGATTCCTGTGGGGAAATTGTCTT 
TGTATACAGCACTTGGAGGTGTTCGTCCTTCTGCATGTTTGCCTATAACAATTGATGTGGGGACAAACAA 
TGAACAGTTGTTGAAAGACGAGTTCTACATTGGGCTTAGACAGAGGAGGGCAACTGGGAAGGAATATTAT 
GAATTTCTGCATGAGTTCATGTCTGCTGTCAAGCAGAATTATGGTGAAAAAGTTTTGATACAGTTTGAAG 
ATTTTGCAAATCACAACGCTTTTGAGCTGCTTGCAGAATACCGCACAACTCATCTTGTTTTCAATGACGA 
TATACAGGGGACCGCAGCTGTTGTTCTTGCTGGGGTAGTTGCAGCGCTGAAGTTGGTTGGTGGTGCACTG 
GCTGAGCAAAAATTCTTGTTCCTTGGTGCTGGGGAAGCTGGAACTGGTATAGCTGAGCTTATAGCTCTTG 
AGATTTCGAAGCAGACAAAGGCTCCTTTAGAAGAGACACGCAAGAAGATCTGGCTTGTCGACTCTAAGGG 
ATTGATTGTTATTTCTCGTAAGGATTCACTTCAAAACTTCAAGAAGCCTTGGGCTCATGAACATGAGCCT 
GTTAAGGATCTCTTAGATGCTGTCAAGGCAATTAAACCAACAATTTTGATTGGATCATCCGGGGTAGGAA 
AAACATTTACAAAGGAGGTGGTTGAGGCCCATGCCTCTTGCAATGATAAACCTATCATTATGGCTCTCTC 
CAACCCTACTTCACAGTCTGAGTGTACTGCAGAAGAAGCTTATACATGGAGTAAGGGTCGTGCAATTTTT 
GCTAGTGGAAGTCCATTTGATCCTGTTGAATATGATGGGAAGACTTATGTACCTGGCCAGTCCAACAATG 
CTTACATTTTCCC 
 
>0006-93-B05(4-20-06) 
TATCTAAAATTAGAAAACAAACCAAGAATTAAAATCCTTATTGCAGCTAAACCCTTTACAATCAGTTTTT 
CTTTACCACAAAATTGATATTCACCAAGTACTCAGTTTCTCACTTGCTTTTAGGGTCCAAGAACTTGAGT 
AGGAGGGCGCATAGGCCAGCCAAGAAGCGGAGGAGATCCTGGTGGGGTTGCATCTCGACTAGGAGAGAAG 
AGACTCAGTTCCACAAATGTCCCCATTGAAGTCCCATCCCTCTCAAAAGTACGAAAAGAAATTGATCCAC 
GCTTTGTTGAGGCATCAGAATTTCTACTGGGACTAATCCGACCACTTTCTTCTTCAAGATGGCTTTGGTT 
AGCGATAAGAGAAATGGTATCATTGTGATCATCGTCAACCCTTCTCCTAGCCTCTATGTCCTGTAGATTT 
CCCAGGGCCAAAGAATCTGCAACTGGGTAGTACACAAGCATGCATATACACACCCCCGCACAACAAAAAA 
AGGGCAAGAAAAGCCAACAAAACAAGAACTTGAAACAGAATTTGATCTGGTTTAACCAAAACAGATAGAC 
CAAGTAATAGAACCCTTAATGGTAGGAAACTGGAAACAGAGAATATCAACATGTAAACTCTCTTCTGC 
 
>0006-94-C05(4-20-06) 
TTTTGTATCCATGCTGGCTGAGAGCATGCGTGGAATCTGTGCTTCGGGTAATGCCCCTGACGAGATTTTC 
TGCCGATGCATTCGGTGTGGTGACAATTTGTCTAGTGGCTCTGTTAATTTTACTTGGTTTACTGTGCATC 
ATTTACTCATTTTACTTCCGGTCTCGTATTCGTAGTCAAGGTTTTATTCAACTCAGTTATTTTAGTGGTC 
CTTGGATCATCCGAATTACATTCATCTTGTTTGCAATCTGGTGGGGTTTTGGTGAGGTAATTCGGTTAAG 
TCTGTTGAGGCGTGCCATTAACTTGAAATGGCAGGAAACTGTTTGCAAATGCTACATTGTCTCAAATTTA 
GGGTTTGCAGAACCTTGCCTTTTCCTCACCCTTGTGTTTCTCCTTCGTGCGCCGTTGCAGAAGATGGAGT 
TGGGAATTCTAAGCCGAAGTTGGAATGGGAAAACAGCCGGTTACATTATTCTTTACTGCCTCCCAATGTT 
CCTTCTTCAGCTCTTTGTTATTTTAATTGGACCTTGGTTACACAGGGAGAAGAGTTCCGAAAGGAAACTG 
CCTTCTTATTTTACTGCTGCGACGGAAAGAGTTGATAATATTACCATTTGCACTTACCCCTTACTGAGTA 
CTATATTTCTAGGGATTTTTGCCATGATCCTAACCGCCTACTTGTTTTGGCTT 
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>006-94-E05(4-28-06) 
GAAGGAGATTAACAAACAAGGGAAAGAAGTGTTGTATGATTATGAAGACAAAATCAATCAGGCTGTCTTT 
CCCGGACTTCAAGGTGGCCCACATAATCATACCATAGCTGGTTTAGCAGTTGCACTGAAGCAGGCCACAA 
CTCCAGAGTACAAGGCTTATCAAGAGCAAGTTCTCAGTAATTGCTCAAAATTTGCAGAGAGTTTGTTAGA 
GAAGGGCTATGAACTTGTATCTGGTGGAACTGAGAACCATCTAGTCTTGGTAAATTTGAAAAACAAGGGT 
ATTGATGGTTCAAGAGTTGAAAAGGTTTTGGAATTAGTTCATATTGCGGCAAATAAAAATACTGTTCCTG 
GGGATGTATCTGCCATGGTTCCTGGTGGCATTCGTATGGGAACCCCAGCTCTCACATCTAGAGGGTTTAT 
TGAGGAGGATTTTGTAAGAGTAGCTGACTTCTTTGATGCGGCCGTGAAGTTGGCCTTGAAGATCAAGGCT 
GATGCTAAAGGAACAAAGTTGAAGGATTTTGTGGCAACCATGCAATCAGATGAGCACATTCAATCTGAGA 
TTGGAAAGCTCCGGAATGAGGTTGAGGAGTATGCTAAGCAATTTCCAACAATTGGTTTTGAGAAAGAAAC 
AATGAAATACAATTGCTGAA 
 
>0007FOR_D05' 
AAAAAATCATAGAATCATATTGCAATCAAGGTATGAACAAAGCATTCCAACCAATGAAACTGTATATACA 
CATAGAAAAATTTTGGCTGGCTCCAATTGATGACACTCTTTTTAGGATATTCTTACCCAAAATGAAATTC 
TGACAAGTTCGAAACTCCCTGTCTTCTTAGTTTTTCCCCAACAAGAAACGTTTCGAAACTTTACGATCAT 
CAGTCATTCATCAAATCACCAATCACCGCCCATCTCTCTTCTCCGAACCCGAATCAAAAGAATGGGAAAC 
TTTGTTGCTTTTCATTCTCAAGAAACCGTACAATTTCCTAAGCTCCAGACCCGTATGCCCACCACCACCG 
CCACCGATACAACCACTGCCACCACTACCGGTATCGCTACAAAAAACGCCACCCGTTTCGCCCACTTCTT 
CAACAAACTTCTTCGACCGTCCGATCTTCCCCGACACCCTAGCATCACCGTCCGTTTGTTGCAGCGCTGT 
GATGACCGATTTGATAGCTCTACTGGGTGAGTTCCTATTAGCAATCATCAACTCGCCAATTTCAGCTTGG 
CTCAAAGTAACCCCAGTTTGAAAAATCTCCCCCACCTGAGCAAATAGCTTGTGATCTTTCACCCCCAAAT 
AAGTACTAGCCAAAGATTTAAACCCCGAAAAATCGCACAAAGGGAAATGGATATGAA 
 
>0008-94-G05(4-20-06) 
AATGTTCCTACTTTACCTGAGGGCAAATCACCATCTCTTTTGATGCCTCCAAGTCCAGTCACATGTAGTG 
GAGATTGGCCCTTGTTGAGGGTGATGAAAGGAATATTTGAGGGTGGTCTTGAGACTGTGGGCAGGAATGC 
TGAAGAAGAATATGAAGAGGCTGCAGATGCTGATTGGGGCGAGGATTTGGATATCGTTGATGTGGAAAAC 
ATGCAGAATGGAGTCATTAATGCAGTGCTGGAGGATGAGGATGTGCATGAAGAAAACGAAAACGGAGGAT 
GGGATCTTGAAGATCTTGAGCTTCCACCTGAGATTGATACACCCAAAATTGCTGGCAATGCCCGCTCTTC 
AGTATTTGTTGCCCCAACTCCTGGTATGCCTGTAAGTCAAATTTGGATTCAAAAATCCTCTCTTGCTGCT 
GAACATGTTGCAGCTGGCAATTTTGATACTGCAATGCGCTTGTTGAGCCGACAGCTGGGTATAAGGAATT 
TTGCTCCATTGAGACCATCATTTCTTGACTTGCACATGGGCAGCCATTCTTATCTGCGTGCCTTCTCTTC 
AGCTCCTGTGATCTCAGTGGCAATTGAGAGGGGATGGAGTGAATCAGCTAGCCCTAATGTGAGGGGCCCC 
CCTACTCTTGTGTTCCATTTCTCTCAGCTTGAAGAGAAGCTCAAGGCTGGTTACAGGGCCACAACATTTG 
G 
 
>0010-93-G12(4-21-06) 
ATTTGCAATCATGCAATGTTGATTGTTGAAAAATGTTTTGCGTAAGCAAATCTACATGAAATACAACAAT 
GATAAAATATTAAATTAATAATCAATATATGATAAAGAGGGTTTAATTGTTTGAAAATCCTGAAGTGAAA 
ATAAATACGAAATGGCACAAGTGTTCTTTTATGTTGTGTATTCTGCATTTATTTTGACATAATCATAACT 
TAAGTCACATCCCCAAGCTTGCCCACTTCCCAATCCATCGCCGACTGATATATGTATTTTAACTGTACTG 
TGGGTTTCACCAGCCTTCCTCAAATAGTTACTTGCTGCAGCCCGGTCAAATGGTTGTGGTTCCCCA 
 
>0010-94_005(5-31-06) 
AGCATAGACAGAGAGGAGTGAGGCTACTTAGTTGGCAAAGGGTCTCAAGCTCAACTTCGTCTTTCAACCT 
CGGAATGTGGTGAACTGGTCTGAACAATTGTTGTCACCTTCCGAGGTTGTCATACTCGTCTTTTTTTAAA 
AAACGCCTACAAATAAGAAAAAAGAAACAAAACCCTTCAGCTTTACTTAAACCCAAACAATACTATTACA 
GTCGCAAACAAACATGAATAATCTGGGTCTATATGCTCCTCATTCTCACCGCGTCTCCATGATGAAACTG 
CCACCACCACCACCAAGTGCTCCAAAGTCACAGATTTGGAGCTCGTTTAGTTCGTCTCAGAGGGAATTCA 
AAATACGTGCTGTTTCAGCCACTGGGAATATTGACGCCTCCAATTACATTCCAAAGGCTCCGATTTTTCT 
CCCCGAAGGCCCATGGAAGCAGATTCCTGGGGGAGTTACTGCCGCAGAGGGATTCAAAGCTGCCGGTATG 
TATGGTGGTTTGCGTGCTAAAGGCGAGAAACCTGACCTCGCCCTTGTCACTTGTGATGTGGATGCCACAT 
CTGCAGGGGCGTTTACAACGAATGTGGTTGCTGCTGCACCAGTGTTATACTGCAGGAAGGTGTTAGACAT 
TTCAAAAACGGCACGTGCAGTGTTAATAAATGCTGGCCAAGCCAATGCAGCAACGGGTGATGCAGGATAC 
CAGGATGTGATAGAATCTGCCAACATGCTTGCTGAGCTACTTCAAATGAGACCAGAAGAAGTGTTGATTG 
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AATCCACTGGTGTAATTGGTCAAAGAATAAAGAAGGAAGCACTTTTAAAGTCACTTCCAAAATTAGTTGC 
TTTGCTCTCATCATCAACTGAGGGGGGCAGATTCTGCAGCAG 
 
>0012-94_009(5-31-06) 
GGACCTCCCTTAGCACCCCATGGGAGCTCACTTGGATTTATGGTCGTGAGGCTAACCTTGTCAGCAGCTA 
TCCCAGTACTCCACCTTCGATTGAGAAAGAGATGAAGCATGAAGCTTGGAAAACTGCAGGCCCACGCCCT 
CGCCCACTTCCACCACCTCCAGCCCGACCAAAATCATATAACATTGAAGGTTGGTGGGGTTGGGTGGCTG 
AGAGCGATAATGAGCCTGAGAGCACAGTAATGGAGTTGCGGACCAATGCCCATAAATTGCTATGGGAAGC 
AATTGACTATGTTATATGCATTGAAGCTGATGCGTTCATCCCTGGATTCGATCGTGATGGCAAGGGACAT 
CCAAATTTTGCCAGCTTGGTAATGGGGCACAGACTCTATCAGTCAGCTGCACTGAAAACATATAGGCCAG 
ACAGAAAGGAAGTTGCCAAGCTTTTCGAAAAAATCCAGGATCATCTATATCATGCAAACCATACTTGGCT 
AAAATCAGTACGGAAGCATATGAGAAAGAGATTGATTGATGGACTAATAGAAGCGTCGACGAAATCAAAA 
CCAAAGTCTTTTCTCTCTCATCCAGTTCCTGAATGTTCTTGCTTGATGCATGACTCTACTGAAACAGAAG 
TTCATGCTTCAAGCCCTTCAACTCAATCACAAGTTCAGGCTGCTCTTGGAGTTGCTCATCAATGCCCGGC 
CTGGATGAAAAGTGATTTGATATTGCGGTCAAAAGACAAGGATAATGAAGAGGATCTTGATGAGGATGAT 
TCCACATCATCTGGATTGTTTTTCCCGACAAGGTGGTGAAAATCATGAAAGTGGAGGTGGGGAATCAAAC 
 
>0013-94_011(5-31-06) 
CAGTATATTGTGGTGTTGTTACTGTTGTACAGTTCTGACATATAGTACTAATATTGAATACGAAAGCAAA 
CTTTAGTTCTTACTTTCTTTCTGGCACAATGAATGAATGAACCTAACAGGAGAAGCCATATAGGAAATTC 
CAAAAACGCGTACGGTCGTCATTTTGATGGTCAAAACCCAGGAAATTCCATCCACATCCACCATCATCTC 
TTATCATTCAATATCTTTGATAAACAATATGCAGAACAGGTTCTTGTTCAGACCAACAACCACAACCAGT 
TTATCTTCTGGTGACGGCCAGACCCATATGGTAAGCAACCAAAAAAAGCACTGATTTTTTGGTGATACAT 
ATATCAGATACAGAAGAAAGAAGAAGAGGCAGATAGATAGATAGATAGAAGTTGGTTTGGATTTTGGTTA 
AGTTGTTAAGGTGGGTAATAGTGGATACATGATTCAGAATTTGAGATATGAATAATCAGGCTGTTGCAAG 
TGCTTCTAACACAGCAAAATCCCCCAGCTTCTTTGAAAAAATCAAGAATGCTACTTGCCTTAAATCTTCG 
TCGGCTGATTCTGGGAAGGGGAAAAGCAAGTCATCGACAAATAAAGTGTCTCATGGATTCCACTTAGTTG 
AAGGTAAATCTGGTCATGATATGGAGGACTACCATGTTGCTGAATACAGAAAAAAGAAGAATCACGTGCT 
TGGATTATTTGCCATATTTGACGGCCACCTAGGTGATCGTGTGCCAAGTTATTTGAGAGATAACCTTTTC 
AACAGAATACTTGATGAGCCAACTTTCTGGAACAATCCTGAGGCGGCAATAAGGAATGCTTACCGCTCCA 
CAGATAAGTTAATATTG 
 
>0014-94_013(5-31-06) 
 
>0016-93-A12(4-21-06) 
CCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGTAATAAAATTGTAAAAATAATCAACTGCAAAGGA 
AACCTTTGTAGTAGCCACAAAAACTTGTAAAACATAACCATAATCAATTTGCTATGTTAGTACAATATCA 
AATGCTTGAAGCCATCTGATAGTTTACTCTGAATTTCAGCAAAAATCATTACATGCAATTGCAAATACTA 
AAGAGTTTCTTCGAATGGAATTTTTTGTCTTTAGGTGTTCAAGAAAAGGTATATCATACATCCGATATAT 
GCATCCTCCCTCTCACAGCGTGAGTCCACCAAACACCTTTTTGCCTTCCTGCTTTGCTTTCTGGATAAAA 
ACCATACTGAGTAGGGAAGTAAGTGTAGCAAAAGGCTCTATGGAACTCCCAGCAACCGTCATGTACTTGA 
TGCATCATTTACAGATTCATTAAAAGAGGCAGCCAAGATCTCGGCTAAGCTTGGTTGAAAACTTGACTTG 
TTTGAAAATTCTGAAACTTTCGGTCTTTTTGTTATAAAAGATTTTGTAATCCAGGATTTAGGCGAGGCAG 
GGGTGTTCAAACTATTCACTAAAGCACTCACACTCCTCCATACAACTGGTTCCAAAAGTTTCCATGGGTC 
GTCTAACATGGACTCATTATAAAACCGCTCTGGTGTTGATGGATGAGCATGAGAACCCCGCCCTCGTCCA 
CTACTCTGTCCCAAACCAGGGCTCATGCTGCTTCCATACCAGCGGCCCCCTCCTCT 
 
>0016-94_002(5-31-06) 
CAAACACAAACTCAGCCCAACAAAGACTGCAAGACCCATTCGCAGGAACCCAAAAACGGAAAACCTAGAC 
ACAGAGCCTTCTCTCCTCCCCGGCGACGAGTCCTCCACCTCGGTTACTGCTTCACAAAACCGCACAACCA 
ACCTAACATCAAACTGCTGGAACGGCTACAGGGAATGAGTTGTGGCTACTGTTTTGATCAGTAAGGTTAA 
ATGGAGGATTCAGAGAAGAGAAGAGACAGACTGAAAGCAATGCGCTTGCAAGCTGATCAGACTGAAGCTT 
CTAGTAATGTTGCAAGTCTCGCTGTGCCTGTTTCCCTTTCCAATCCATTGCTTGAAACGTCTGCAACTAT 
GGCAGTGCAGGAGGAGTCATGTGCTCCAAGGTTTGATTTTTATACAGACCCAATGGCAGCATTCTCTGAT 
AGCAGGAAGAGGAGTGAGGCTGGTAATCAGATTAGACAAGATTATTTCACATCTCCAAGTAATCATGGTT 
CTCCAATGGCACGGTTTTCACCATCTCTTCCAGGACCAAGGAACCCTGGGATGACTCCGCCTCCTGCTCA 
TCAAATTCAGGCCAGCAGTTCTCCCCATCAGATGATGTACCAAGCACAAGGTTCTTATTACAACTCTGGT 
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CCCCATAGAAGCCCAGTAGGAACAGCCAGTCCTTTTTCCATGCATCCGCAAACTCCTGAAGTCTGGAATG 
GACCAATGAACCCAACTAGCTATAGGTTTCCATCTAATCCATCTAGAGGGGGTCATCTTCCAAGCCCTGG 
CTTTGGACCAAGAGGTAGCCCGCATTTCCATACTGGGCAAGGCAGGGGTCACTGGGTCAACCACAGTCCA 
AGCCC 
 
>0017-94_004(5-31-06) 
CAAAGCCTAATGCTTTTGCTTCGAACACTAAGGCTTCGGAGCTCGATTACGCCAAGGATAGCTTCAGCGT 
GTCGTCGAGCTCGTCGTTCATGTCGTCGGCGATCACCGGAGACGGAAGCGTCTCCAACGGGAAGCTGGGA 
ACTTCGATCTTTGTTTCTCCGGCGCCTGCCGTCTCCGGCGGAAAGCCACCGCTCTCGTCTGCTCCCTACA 
AGAAGAGGTGCCACGAACACGAGCACGAGCACTCCGGCAATGTCTCCGGCAAGTTCTCCGGCTCTGGCTC 
TAAGTGCCATTGCTCTAAAAGAAGGAAAAATCGGGTTAAGAGAACAATTAGAGTACCGGCAATTAGTTCA 
AAAATTGCTGATATTCCACCAGATGAGTATTCATGGAGGAAATATGGTCAGAAACCAATCAAGGGGTCAC 
CATACCCACGGGGTTATTACAAATGTAGTACAGTAAGGGGTTGTCCAGCGAGGAAACACGTGGAGAGAGC 
TCCTGATGATCCAACGATGCTGATTGTAACGTACGAGGCGGAGCACCGTCACTCGGGTCCACTCGCGATG 
CAGGAGAACGTGGCCTCTGGGATGGGTTCGGTATTCGACTCAACGTGAGCGAGAGAAATTGAAATATTTT 
AAAATTTATATAAAGAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGAGTG 
GTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACT 
GCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTACCTACAGA 
GATTTAAAGCTCTAAGGTAAATATAAAATTTTTAAGTGTATAATGTGTTAAACTA 
 
>0019-94_008(5-31-06) 
AAGGGAAGGCTGAGCAAGAGAAGAATGATGAAAGAGAACTGTAAAACTATGCAAATTGTCATAAAAGCAT 
TTACTTTGCCATTGTCATAAAAGCATTTACTTTGCCGAATTTAGGTTTAGGGGTAAGAGAACAAAACATC 
TCCTGGTTAGTATGACACTAAGACCACCCAAGTCATTTTACGCTGATCCTCAAATCCTAAATATCTAATT 
CGATTCTAATTTGAACATATTTGGTGAAGATAATTTCCCAATCAAACGCGTTCAGATAGGTTCTGATTTT 
GCTAAATTGGAATTAGCAAATTCCTTAACAGTTAGAACTTGATAGGTGAATCTGTGTTAGCAAGGGCGTA 
AGTAGAGAGCTTCGCACCTCAAATTGCTCTTTGGCCCAAAAAGACAAAAAAATTCTGCGTGCATTTACTC 
ATATCTTAAAAATTCCCATTTAATCGCACCGTTGATTGTATCTATCTTCTCTTCTGCTTATAGTCATAGA 
TTCCAATGGCTTTGCAGACCAGCGATGGAGCTTCATCTTCTTCTTCCACTCCCTATTGGAAATATGATGT 
TTTCTTGAGCTATAGAGGTGAAGATACCTGCCATTCTTTTACAAACCATTTATATTAGGCTTTGTCTAAC 
ATTCAAAGATGATGCTGAGCTTGAAAGGGGAGAAGAAATTTCACCCGAACTTCTTGAAGCCATTGAATCG 
TCAAGGCCTTCAGTTGTCGTATTCTCTGAAAACTATGCAAATTCCACTTGGTGTTTGGATGAACTTGTCA 
AGTGTCTTAAGAAAGGCCAGAA 
 
>0020-94_010(5-31-06) 
AAGAAGGGGGTGAGATTGTTTTTGGTGGGGTGGATCCTAACCATTACAAGGGGAAGCATACTTATGTTCC 
TGTGACACACAAAGGCTATTGGCAGTTTGACATGGGTGATGTATTGATTGATGGTCAAACAACTGGATTT 
TGTGCCAGTGGATGTTCAGCAATTGCAGATTCTGGAACATCTTTGTTGGCAGGCCCAACGACTATCATCA 
CTGAAGTCAATCATGCAATAGGAGCCACTGGGGTTGTAAGTCAAGAGTGCAAGGCTGTAGTTGCAGAATA 
TGGAGAAACCATAATCAAGATGCTGTTAGAAAAGGACCAACCAATGAAAATCTGCTCACAGATTGGTTTG 
TGCACTTTTGATGGGACTCGAGGTGTAAGTATGGACATTGAGAGCGTTGTGGATAACACTCGTAAAGCAT 
CTAATGGTTTGCGCGATGCAATGTGCTCTACATGTGAGATGACAGTTGTTTGGATGCAGAACCAACTTAA 
GCAGAATCAAACACAGGACCGTATACTAACTTATGTCAATGAGCTCTGTGACCGGCTGCCTAGTCCAATG 
GGAGAATCAGCAGTCGATTGTGGCAGTTTGTCTTCATTGCCTAATGTTTCCCTTACGATTGGTGGAAGGG 
TTTTTGATCTCAGTCCTGAGCAGTATGTCCTTAAAGTTGGTGAGGGAGAAGCAGCTCAATGCATTAGTGG 
ATTTACTGCTCTGGATGTGCCACCTCCTCGTGGACCTCTCTGGATCCTGGGGGATGTTTTCATGGGTCGC 
TACCATACAGTATTTGACTATGGCAATCAGAGAGTTGGGTTTGCTGAAGCTGCCTAATCTACTGTTTCAG 
TTTGTCCTTGTCTATCCATCTCTTCCGAACACGTTGCATTCTGAAATACTAGTTG 
 
>0021-94_012(5-31-06) 
CTTTTCTCAGAGGTGTAGCTTGCTGAGTCAGTACCTTAAGGAGAAGGGTTCCTTTGGAGATCTCAGCCTC 
GGTATGACTTGCAACATCGAATCCAACGGGACACCTGAGATGTACCGTCAATCAGCCTCAACAATGAATT 
TATTTCCGGTGAATGAGAAATTAAGTGATGTTTCAGGCCAAAGCGAGGCGGCCAATCGGAACCTTCAATC 
CATTGATTTGTTCCCTCAACCTGCTGGGTTCACTACTCCATTTCCTAAGGAGGAAGTCCCAAAGATTGCT 
GACTCTAGAGTGAACAAGCCTGCCACAGCAGAGCCTGAAAAGGCCCAAATGACAATATTCTATGGTGGAC 
AAGTAATCGTGTTCAACGATTTTCCGGCTGACAAGGCAAAGGAAGTGATGCTATTAGCAAGCAAGGGAAC 
CTCCCAGAGTCACAACACCCCCTTTGCTTCTAATCCGGCTACTAACAACCAGCCTGCCTTTGCTCCTAAC 
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TTGGCCAGGAACTCTGTTGAATCCAGCACTTCAATTGCTACTAGCTCTAGCGGCGTTGTTCCTCCAAATT 
TTGGCAATAAAGTGATTAGCGAACGCGCTCAACCATCTCCTCAACCTCTTGCTGCTGATTTACCAATTGC 
AAGGAGAGCTTCACTGCACCGATTCTTGGAGAAGAGAAAAGATAGGATCACTGCAAAATCACCATACCAA 
ATAAACAACCCAGAGGAAGCCCTCCCAACTAAGCCAGCTGAATCCAAGCCATGGCTAGGCCTGGCTGCTC 
AGCTAAAGCAGTAGTTAATTTTTATTTTCATTTTTAGGCATTTTACAATTCAAGCCTGCTTTCCTTCTTT 
TTTTTTAGTGGGGCTTTTTAAAGCCTACTTTATAATATGTTTTTC 
 
>0023-94_016(5-31-06) 
ATGTCCTGTTTTTTTTTTCCCTCTAAATATCTAATGATACTTCCCCTTGTAATGTGGGAGCTGTTTCACC 
AGTTTGTATAGCAAGCAAGATGTGTTTGCATCATGGTGATTTTTTTGAGACATTTTAGCTTTATCTATTG 
AATGGGTAAGGAAGGGGAAGAGGAGGAATTTAATTCCTGTGAACCAAAATAATATGAATTTATTTGAAAA 
ATGCAGGAGGAAATAGGTCATGAGTGCATTAAGCTGCTCACAACCCGGAGATTGAAATTTATTTTGGAAG 
GATTTAGCTCCAGTGTGCATACAGGTTGATGAGTTTATCATTTATTGGGCTCTATGTGCAAAAACCTAAG 
GGGAAATGAATACTAAAGCTGGCAAGAATTGAAAAGTGCATGTTTTTTTCCAAACTAGACTATGCGAAGT 
TTACACAAAAACAAGGAGAAATAATGTATGATAGGCAACATCAACAGCAACGCGTTATTCCCAAGTTTTG 
AGGTTACCATGGATGAAAGATATAGCTTGGTGTTACCACTCAAAGTATTACCTGCTTTTAAGGATAGCTT 
AATTTTGTGAAGTTGGCTTTCCAGGTGAAGGCAAGACTGTTTGCCTAAATGAGAAAGATCGATGCTTTTA 
AACATGAACTTCCTCTCTTTGTGGTCATGGGATGTTAGAATGGATACCAAGGTTTGTTTGACTGAACTCA 
CAGGTATGGGGAGTTTATTACTTATTGGGTTCTATATCCAAAAGCCTGAGGATAATTGATATTACAGCAG 
AAAAGAGTTTAATAGTGCATGTTTTTCTAAACTTGCTTGGTACAAAACTATGCAGAAACTAAGAAAAAGA 
ATGAC 
 
>0024-94(5-31-06)_001 
GCTGTTACAAGGCCCAGAAGATTTATGAAGAGGAGGAAGAGGAAGATGAATTTGCACAGCTAGCTCGAAG 
GCATTCAAAAACACAGCCCAAGCCTTTTCAAAGCAATGGAACCTCTTCCCCTGAGGGTCCATCATCAACT 
TCATCAATCTCTTCAGCCTCAACCTCTGTCCCGAGTAATGCATTGGCCTTGCCTGATCCACCTGCACCAG 
TTAGGACCACAAAAGAGCAGGACATGATTGACCTTCTGAGTATCACCTTGTCGACAACATATGCCTCCCC 
CCATACTCCCCACACTCCACCTGCCTCTAACCCAAACATGCATCAGATGCCTGTTTCCCCCAGTGCCCAA 
GGGTATTCCTATGCTACCCAGACTGATCCCAGAAATCAGGGGCAGGTAACCAACAATAGTTATGTTGTTC 
CTTGGGCCCAGCCACAACCACAACCACAACCGCAGTCTCAGTTTCAACCTCAAAGCTTTCAACAAGTTCA 
ACATCAACAACCACGTCAGTTACAACCTCAAATCTTTCAACAAGCTCAACATCAACCGCAACCTCAGTTA 
CAACCTCAAAGCTTTCAACAAGTTCAACCTCGACCTCAGTTACAATCTCAGAGCATTCAACAAGTTCAAC 
CTCGACCTCAGTTACAATCTCAAAACTTTCAACAAGTTCAACCTCAACCTCAACCTCAACCTCAGTTACA 
ACCTCAAAGCTTTCAACAAGTTCAACCTCAACCCCAGCCACAAATGCAACCCCAATATCCTCAATATTCG 
TCTGGCTATCCTCCTCCACCCTGGGCTCCAAACCCTGGCTATTCCAACCAGAATCATTTATCTACCACTA 
ATATGCTTTCGAATCCACGGGCCCAATACAGCTGCAGTGTACACACCCTCTCAAGGGAACAAGATCAAGC 
TTGCAGCACTATAACTCTTTCCC 
 
>0026-94-(6-12-06)_A01 
TCTCTCTCTCTCTCTCTACAAGGCTTCAATGGCTTCCACCACCAAAGAAGTAGAAACTGAGCTTCTTCCC 
CTCATCCGGGTCTACACTGACGGCTCGGTGGAACGCTTGTTTGGTTCACCAATTGTCCCACCATCACCTG 
ATCAAGACCCAGAAACCGGAGTCTCATCCAAAGACATTACCATCTCAGAGAACCCCTCAATCTCAGCCCG 
CCTCTACCTCCCAAAACTCACTCCCCATAACCAAAACCAAAAGTTCCCCATCTTGGTCTACTTCCATGGC 
GGCGCCTTCTGCGTCGAATCAGCCTTCTCCCTCGCCTCCAATCGCTACCTCAACAGCATTGTCTCCCAAG 
CGAATGTTGTAGCCGTCTCGGTCGAGTACAGACTTGCACCAGAGCACCCTCTTCCAGCTTGTTACGAAGA 
CTGCTGGGCTGCACTTCAATGGGTTGCCTCTCACTCAGCTGGTAACGGTAAAGAACCATGGCTAATCAAT 
CATGGTGACTTCGAAAGAATTTATATAGGGGGTGACAGTTCTGGAGCCAATACAGCACATAACTTGGCCC 
TGCGAGCTGGGACTGAGAGCTTGCCTGGTGGTGTAAAATTTTTTGGTGTTTTTCTTTCTCAGCCTTACTT 
TTGGGGTTCCAAGCCAATTGGATCAGAGTCTAAGGAAGGACATGAGAAGAGCTTGACTTCTTTTAATTTG 
GAGCTTA 
 
>0027-94-C01(4-28-06) 
A 
 
>0029-94-D01(4-28-06) 
TTGGAGATGGGCCATGGGACATGATGAGAGAATTTGATGATAACATCCCTGCTCGTGCCTTTGATAACTT 
TCAGTTTGTGAATTTTACAGAAATAATGTCAAAGAATATGGATCGTTCCAGAAAAGAAACAGAATTTGCT 
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CTAGCTGCACTGATGGAAATACCATCCCAGTATAAAGCAACACTAGAGCTTAATATATTGGGTGCCAGTA 
GGGGGAATGCTATAGACAGGGTTGCTCTTCCCCCACCCATGTATGGTACAGCTCCCTTCAACACCAGAAA 
GCCTTCACAGTCAAGCAGTTTTCATTCAAGTGCACGTTCTTCTGGTGTACATGAAACTGTTGGTGTCTCA 
GCTCCTCCAAGTTATGCTTCTGATAATCACGTTTGTCCCATTTGCCTTATCAATCCAAAAGACATGGCCT 
TTGGTTGCGGACATCAGACATGTTGTGACTGCGGAGAAGATCTTGAGTTATGCCCCATTTGCCGAAGCAC 
CATCGAGACCAGAATAAGGCTCTATTAACTGGGAGCTGTTCTACTGGCAAATTTTGAGGTTGGCCTCAGC 
TTTAGCTTCCAGACTTTTCCGGTCTCTTTGCTGGTTGAGAGTTGGTGCTAGATTTAATTGGATGCAATGT 
CAGATCTCGTAAAATGAGAGGCAAGGGTTACTCATCAGATCTTG 
 
>0030-94-E01(4-28-06) 
ACCGCCATTTGGTATCTCTGTTGGGGTACTCTATCGAAGGCAACGAAAGGATTCTTGTGTATGAGTATAT 
GCCTCAGGGTGCTCTAAGCAGGCATCTTTTCCATTGGGAGAGCCTGAATTTGGAGCCACTATCTTGGACC 
AGGAGGCTCTCAATTGCATTGGATGTTGCTAGAGGAATGGAGTATCTTCATAATCTGGCTCGTGAAACCT 
TTATACACCGAGATCTCAAGTCTTCAAACATTCTTTTGGGTGATGACTTTCGGGCAAAAGTTTCAGATTT 
TGGGTTAGTCAAACTTGCTCCAGATGGTGAGAAATCTATTGCTACTAAGCTTGCTGGGACATTTGGATAC 
CTCGCACCTGAATATGCTGTGATGGGGAAAATCACAACTAAAGCTGATGTGTTCAGCTTTGGAGTGGTGT 
TGATGGAACTTTTGACTGGATTAATGGCACTTGATGAGAGTCGCTCAGAGGAAAGCCGGTACTTGGCTGA 
GTGGTTTTGGCGAATCAAATCAAACAAAGAGACTCTTATGGCTGCCATTGATACAGCTATCAATGTAGAT 
GAAGAGACCTTTGAGAGCATCTCTATCATTGCTGATCTTGCTGGACATTGTACTGCGAGGGAGCCAAATC 
ATCGGCCTGATATGGGCCATGCAGTGAATGTGCTGTCTCTACTTGTTGAAAAATGGAAGCCAATGACCGA 
TGAATC 
 
>0032-93-A10(4-21-06) 
ATGTAACCACCAACCTATTATTTTTATTATAATGAAAAATAATATAAAAAATCCGATTTCTCCTCACATC 
CAAAATATATTTGACCAATTTGATACAATGACTTTCCCTCTACATAACAAATACAAAAGCTATTATTTTC 
AACACACAATCTCGAAAACGGTGCAGGAGGATTCTCTCTGCTACTCATTGGAGGATGACACGGGGAGGAG 
ATTTACAGAAGATAATGCTTAAACAAATCACAAATAGTTATTTCTAGATGTTGAAATTCGACTAAAATAT 
GAAGACAACACTGTCATGGACTCGGGATTTCTGGTTCTGAGCTACACATTCAGAAATCCACATCAGGTTC 
CTTATCTCCTGCTCCCTCAACCTCATGTACGCAAAGAAAACAGCATAATGGAACTGTTGTTCAAATGCTA 
AGCAAAGCCTTTTCACCTCCTCTTCATAGAATGCCTTGTCTAGCATCTGGCTTTCTCCATAGGACATTTT 
AGCAAAGATAGACTGATAAGGAGGATATTTCTCCATAACACCACGGACCTGGTCAATGTCTTCACAAACA 
GCGAGTTCCTCATGGCCATATGGGTAAAGTAAACCAAAGTTAGAGTACAACTTCCGACGATCATCTCGGG 
TAAGCTCAGTTCC 
 
>0032-94-G01(4-28-06) 
ATCGATCGCCGAGAAAGAAGAAGAATAAGAAGAAGAAGAGAAAATGTACGGATTCGAAGCCTTAACGTTC 
AACGTAGATGGAGGGTACTTGGAAGCAATCGTGAGGGGACACAGAGCTGGGCTTCTCACCGCCTCTGATT 
ACAACAACTTGTGCCAGTGCGAAAACCTCGACGACATCAAGATGCACCTCTCCGCCACCGAGTACGGCTC 
TTACCTCCAAAACGAACCTTCCCCATTGCATACAACTACAATTGTTGAGAAATGCACTCTTAAATTGGTT 
GATGAGTATAAGCACATGCTATGCCAAGCAACAGAGCCCTTGTCAACCTTCTTAGAGTACATTACATACG 
GTCACATGATAGACAATGTTGTCCTGATTGTTACTGGAACCTTGCATGAGAGAGATGTTCATGAACTATT 
GGAAAAATGCCACCCATTGGGCATGTTTGATAGCATTGCTACCCTGGCAGTTGCTCAGAATATGCGGGAG 
CTTTATAGGTTGGTTCTTGTGGATACACCACTTGCTCCATACTTCTCGGAGTGTATTACATCAGAGGACT 
TGGATGACATGAACATTGAAATAATGAGGAACACTCTTTACAAGGCATACCTTGAGGATTTTTACAGGTT 
TTGCCAGAAACTTGGGGGTGCCACATCAGAGATCATGTCTGACCTCCTTTCCTTTGAGGCTGACAGAAGA 
GCTGTCAATATTACCATAAATAGCATTGG 
 
>0037-94-D02(4-28-06) 
GTCTGTTTTGCTTTTGGACCGCTGAAATATCCATGGTCATTTTATTGTCATGTTTACCTTTCCATCAATG 
GTTGTAAAAAAGAGCATCTCTTTTGGGCCCCTACAGATGAATTGTCCGACCATCTGTGGATAGTTTCTTT 
ACCTAATAAGAGATTTCAGAATCAATTGAATAACTCAAACCCATCTGAACGAAATTACGTTGAGGTAATA 
TGTGAAACGACGCGTTCGGATATGAGCTTCAATGGAGGAATTTTAAGAGATCAATGGGTTGCGGTGGATT 
GGATTAAAAACCATCCAAGAGGGTGGGGGGTCGGTGTAGAGTGCATCTGTCAACGGGATACCAACAATGC 
CGACTGCGAAGAAGAAACCATCGACCAACCTATGCCAGACGTCCCCAAAAACACTACCTGTCCCACTTTG 
GATGGCTTCGAATCTGATTCCGACTCTGGAAACGGAGCTCTCGTCCAACCC 
 
>0042-93-G08(4-21-06) 
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CTTTTTTTTTTTTTTTTTTTTTTTTTACTAGTAACATTCCATAATTATGCATAAGGCTAATGAAATGTAT 
TACAGCAAGCAGTCTGGACAATCTAATAAAACATACTCTAAAACATATTTTCACCTGAGGAAGTAAAACC 
ACCAAGTGAATTGAGTTGATCTAATGACTATAAACCATAATCAAACAAAATATAATAAAGAGCTTCTAAT 
CTACCTCTACCAAGGCTGCCATACATTGATTAATAGTGAATGTGAACAAACTAATATATCTTCAATTGTC 
AGGGAGAGCTACCTTTGGATATGATAGTTAGCAAATGGCATGACAGAAACACGTGGTGATGAAGACAAAC 
TAAGAAAGAAATAAGAGACTTTCCTGATCTTGTGGAAACCTTCATGGGCCATGTTTTCATCGCCAATATG 
TTCTTTTATTCCCTTTGCCACTGAGCTAGCTTTAATCTGATTTCAATTACTAACCATTACAATAAGTGTC 
CATTTCATGCGTTGTTACCCCTCTTCATCGTAATCTTCATCTTCCTCGTCTAACCTTTTGCTGAGGTGTG 
CAAGCTGAAGAGGGTCGATGGCCATCTTGTCCACATCAGAGAGAGACCATCCAGGGTATTCTTCATGTCT 
AGTCTCTGTAGTAGGCCCAGCTGAGGAGGCTGGGGCTGCTGCTGC 
 
>0045-94-D03(4-28-06) 
AGAAGATGAAGAAGAAGCAAACTTTTCCTCTCCTACTTTAGTTTCGATACATTCCGAGCAAGAATCAGAA 
GCACAAGCACTAGAAGAAGAAGAAGAGCAAGAAGCAAAGGTTGAGGCTTTAGCCGAGGATGAAGATGAAG 
AAGAGTCACTGTCTGGGACGCCTTGGGAAGACGAAGAGACAGTGACCCGTGAAAGATTCGAACCCGAAGA 
AGAAGAAGACGACCCGAAGACCCACGAGAAGGAACCGGGTATGGAAGAGTCAAAGTTCGGAGAAAGTCAA 
CAACGAAAGCCTGAGAGAGAAAGAGAAAGAGAAAGCTCAGTGTTACCAGATTGCTTGCTTCTAATGATGT 
GTGAGCCAAAGCTTTCCATGGAGGTATCCAAAGAAACCTGGGTTTGCAGTACCGACTTCATCCGATGGCT 
CCCAGAGAGGCCCATCAAGAAAACCAACGGCGGAGATGGAAAAGACCCCAAAAAAAGTGTGATCAGCACC 
GCCACCGAGGACAACTCTAAAAATCCTGCGCCACCAACGCACACGGCGGCGCCACACCACTTGCTACTTC 
AGCCGCCGCGTTCTTCGTGTTCTTTTCCAGCTGCGGTGGCGGCAGCGGCGGCTCCGGGAGCAGGAGTGTC 
GATGGCGACTATGATAGAGCAGAAGCTGGTAGGGGCAAAGGGGTACGAGCCGTTTGTGTTGACACGCTGT 
AAGTCGGA 
 
>0046-94-E03(4-28-06) 
GGGGTGGCAAATAAGCGTACACGACTTGTCGGGTTCAGTAGTGGCGATGGCCTCAATGGTCACACGGTTT 
GTGCCGTCCCCCGGGTCCCCGGGTCGGGTCAGCCAATCGAGCCCCGGGGTGTGGCTCATTTTTCGCCATG 
GGGATGTGGCGTGTGACCCGTGGGGCCGCCTCGAGGCGTGGCGGGAGCACCGTGGCCCCGACGCCATTGG 
CTACCGCTTCCACCTCTTCTCGGGTCCCGACACCACCTCCGAGATCGCCGCGGGGACTCTCAGCTCCAAT 
AGTGGCGGGAAATTCTGTGTTGACAAAACCTCTAGTGTCACTGCAATGGACACCCCAAGAGGAAGTTGGG 
ATTTCGGATCCGGGTCATTGAATAGGTCCAGACCTTCTTCGAGATCCGGATCCGGATCCGGGTTCGAACT 
CGGGTCGGCAGCATTGCTTCAATTGTATAGAGGGTTTGTGATGTCTTCTACGGTGAGAAAAGTGGGGAAA 
AGTGGCAAACCAACGGTGGAGGTGGGTGTGAAGCACGTGACATGCACGGAGGACGCAGCGGCCTTCGTGG 
CATTGGCGGCAGCCATGGATTTGAGCATGGATGCTTGCGGGTCTTTTTCAAGAAGCTCCGAAAGGAATTG 
AGGCAGCAATAGGGTCGGGTCGGGTCTTG 
 
>0047-93-B08(4-21-06) 
GATAAAATAAGAGCATGGGCTTCTCTATTTTCTTCATTTATGCCTGATAATTGGACTAAAAGATAACAAG 
GTAACTGAAAGAAAAAGATAAAATAATTGATAAATGATTAAACATAACTATTGCCATATACAGAGCAACC 
GCAAAACGCTTTACAAAGGGCAAAATTTATGTTCTTCATATCCAAACGACACCAAGGAATAGCTCCCCAA 
AGGCAGGAAAAAATACTAGTCTCCAAAACCAGGAGGGAATACAAGACTACAACCCCAATATGTTACCAGG 
GGGAACCGAAAATTCTAAGACTAAGCTTCACACAGCCAAACAAAAACCTCGGCAGAAAAATTATGCACAT 
CCATCAGTCCAAGTTGGTGGAGTGTTGGCTTTAGAATTAGGGGGGCCAAACCACTAATAGATGGAGTCCT 
CATATCCGTTATAGTGCCTCCGGTTAAACTCTAACAAGCTGCCGTATGTGCGATCAGATACCCCTACAAA 
AAGAGCTTCAGCATCTGGGCTAAAAGATATTCCAGCAATCTCCCCAAACATATCAATCTCTTGTCCATGC 
ACATATCCTGACTTTGTGTCAAAAATATGAACGAAGTCTGCCGGCTCAGCCATTGCCATAAACCGGCCAT 
CAGAGCTGAACTTTACAGCTCTTATTGCCCCCATCCTTCCCTTTA 
 
>0047-94-F03(4-28-06) 
TGACTATGGTATGACTTGGCATTTGTAATGATTGCAACATGATGCTGGTGTTGGTGTACTTGTGAATTGC 
CATGAACACACTATAACATTAAATAAAAAAGGAATCTTTTTACGTATTACATCACATGCACACATGCACA 
CTCTTTTGCAATGTTTGAAACATCTCTAACCTCATTACCCTTTTTTCTTTAATCAGAGCTTATTTTGAAA 
ATTGATAGGTTGAGCTCTGTTATAAGCTGAAGGACTGTCTATGCTCTCCTAGCTGCTATTAGAATATAAA 
TGGTTTGTAACTATAATCTATTAATGTAAAAAAAAAAAAAAAAAAAAAATGTAAAAAGGTAAATAGTAAG 
TTTGAAAAACAAAATTATAACCCATAGAACTATCTATGTAGGCACTACCAATTTACTACAGTTGAAGCAA 
TTATTGAATAAAACAAAGTAATTGAGAGAATAAAATGAGGAAGCATCTGCAACCTGTTGGCTATATCCAG 
TTTGTCTCTTTAATAATAGTTATTTTTTGTTACAACCTGTGTGTTAAGTAGCCTGATGGGCATGTGTTCA 
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TCATCCTTAAAAGTCAAGTTGCATTAAGTTTGAATCTGTGGTTTTTGTCCTAACTTTGTATGCTTTAATA 
ATTACTTACTGATTTCATTAATCTTTGAATTCAATATTTGGTTGTGAATATATTGTTTCTGTTGATATCA 
AATATAATTATATTGCTT 
 
>0048-94-G03(4-28-06) 
GGGGATTTATCCACTCTGGATGAGCAGTTACTGAATTCAAAAATCCAGGATGAAGCTTTGTTGCAGATCA 
GAAGTGAGTGCCAGGCAAAAGAGGCAGCCAACAGGATATTTCAGAACGTGGCAGAGCCAGGGTCGGAATG 
CATTTACCTCGAGGATGTGATGCGCTTTATGAGTAAAGAAGAAGCTTTGAAGACGATGCATCTGTTTGGA 
GTAGCAACTGAGAATAAGGGAATCAGCAAGTCCTTCCATATGGACTGGATGGTTAAAGCCTTTAGAGAGA 
GAAGGGCACTTGCATTGTCTCTCACTGATACAAAAACAGCTGTGGACGAACTCCATAATATGTTGAACAT 
TATTGTAGCTATCATCACATTGATAATATGGCTTATTATACTCAAAGTTCCAATTACCCACTTCCTCGTC 
TTTTTAAGTTCACAACTAGTTTTGGTGGTGTTTATGTTTGGGAATACCTGCAGAACAGTATTTGAAGCAA 
TCATCTTCTTATTTGTAATTCACCCATTTGATGTTGGTGATCGTTGTGAAGTCGACGGAGTCATGATGGT 
AGTCGACGAGATGAACATACTAACTACAGTTTTTCTGAGATATGATAACCAAAAGATCATTTACCCTAAC 
AGTGTTCTAGCTACAAAGCCCATTGGTAACTATCAACGTA 
 
>0052-94-C04(4-28-06) 
AAACAAACACCGACACTAGAAAGAGCCATGGCTCTCTCACGTGCCATGCTCATGCTAACCCTGTCACTCA 
CACTCATTGCATCCTCCATTGCTCAAGGTCCATCATCAGCACCTACAAGCTCCACCGCCAAGCCACCAAG 
TACCACCAAAGTCACACCTCCAACCGCCACAGCTCCTTCGCCAACCACAACAGCCATGCCACCAACCACC 
ACAGCAACCCCTCCAACAAGCACTGCAACTCCTCCCACCACCACAGCCACACCACCACCATCTACTTCCG 
TACCTCCAGCTATGCCTCCTGTAGTTTCATCAACCCCACCGACGGCAAGTCCTCCAGCTGAAGGCCCAAC 
AAGCACAGAGGCCCCAAGCCCAACTGGTATCTCACCACCTTCACCACCGGGTGGAGCACCAGTGCCATCT 
TCACCAACTTCTGCTCCTCCCCCAGTGACGTCGAGCATTGGAGTGCCACCAACAGAGGGCCCTTCCCCAC 
CTGCAAGCAAAGGAACTAGTGTTCGTGGAAGCAGCATGGCTGTGCTAGCATTGTTTGGAGGGATTGCACT 
CCTTAATGTTTAATTATTAATGACACCATGCTAGGGTCATTGTTTAAATTCATGTAGATTAATTATGATA 
CTTATTTGTGTATTCATTTTTTTTTTTTTTTTCCCTTTTTTTGTTTTTGTTTTTGTTTTTTCTTTCC 
 
>0054-94-E04(4-28-06) 
TGCTAGTCAGGGGAAAAATGATACACCTGTTTCCGATGTTTCCAGAACAACGAGAAAGAAATTCAATGTT 
TTGTCCTCGGCATCATATTGGCTCTCACAGATTAAGCTCTCTGAATCTGCTGCTAAGCACTCAATTTCGC 
TTGGCTTTTTTTAAATTAGCGTTTGAGGCAGGATGTGAGCCTCTTCAGCGAATGCGAGATGAGCTCAAGT 
CCTACACTCAGCGACATGACCTCAGTGAACTTGGGGAACCTGTGAAGGAATTATTTGAAAGGTATAACAT 
ATCAGAAAACACAGAGCAGGTGCAGGTCTCTGAAACCTTTTCTCAGGTGCCTGAAGAGGGAACTCGATCA 
TCTGATGATGAAGTCCACAGCTCTTCTTCTACTGGCGGAAGTAGGAAGTTGAAGCCCAGGTCTTTGAATG 
CTGATGCTGATCAAACTTCTCCAGTCACTGAATCTGCCAAGAAGAGAACTATTCAGAAGAACAATTCTGC 
AATCAGGACTAGGGGATCTTTGAATAAGAACTCAGCAAATTCAAAACTTGTTTCAGAGACTGGGGGTCGT 
AAGTCGCTAAAGAAGCCTGAGAAGCCAAGTAAGCTGGATTCTAATAGAGAAAAGGGCAAGACCAAGCAGG 
GAAAGAAATCTGCCGCTGAAGCAGTTCCAGTCAGCACTTTGCCTGCCGAGGGATGTGCTCCAAGAGAACA 
AAGAAAATATGGGTATGGGATGCTCCCCC 
 
>0060-94-C05(4-28-06) 
GTCTTGAAAATTGATTTGGGTTGCCATATACATGGGTTTATCGCGGTTGTGGCACATACTCATGTTCTTC 
AGGATGGGCCGGTTACTGGAAAGGCAGCTGATGTAATTGCGGCAGCTAATACGGCTGCGGAAGTTGCTTT 
GAGGCTTGTAAGGCCAGGAAAGAAGAACAAAGATGTAACTGATGCAATTCAGAAGGTTGCTGCTGCTTAT 
GACTGCAAAATTGTTGAGGGTGTTCTTAGCCACCAGCTGAAGCAGTTTGTGATAGATGGTAACAAGGTTG 
TGCTGAGTGTGTCTAATGCAGATACAAGAGTTGATGATGCGGAGTTTGAGGAAAATGAAGTTTATGCTAT 
TGATATTGTAACAAGCTCAGGTGAAGGCAAGCCTAAGTTGTTGGATGAGAAGCAGACAACTATTTACAAG 
AGAGCTGTTGACAAGAACTACCACCTGAAGATGAAAGCATCTAGGTTTATTTTCAGTGAAATAAGCCAGA 
AATTCCCTATCATGCCATTCACTGCTAGGGCTCTGGAGGAGAAGAGAGCTCGTCTTGGTTTAGTGGAATG 
TGTTAATCATGAGCTATTGCAGCCATATCCTGTTCTTCATGAGAAGCCTGGTGATTATGTTGCTCACATC 
AAATTCACAGTTTTGCTAATGCCAAATGGGTCAGATCGGGTCACATCTCATCCTCTGCAGGAGCTGCAGC 
CCACAAAGACAATAGATGATCCTGAAATCAAAGGCTTGGTTAGCCTTGGGCACAAAGA 
 
>0063-94-F05(4-28-06) 
GACTTTCGGAGTGTTCGATGTGACAGTATTAAACACAATTCTTGTTCTGTCTTGTAGTTGACTCTCTGTG 
TTTGGTTGGAGGTTTTTGTGTCTGACCTAAAATTGTAGTTTTTAGGTACAGCCAAAATGGGGTTTTGGGT 
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CTATCAATCTTGATTGAAAGTTGAAAGTGAAAAGTTTGTGGAATTGTAATGAACCCATTTCGATTTTTGA 
TTTGAAGTTCTTGTTTTTGTTCCAATATTCTAGTTTCTGTGTAAAGAAATCATGGGTTTGGGTATATCAA 
CTTTGATAGGATTGAAAGCAACTGTTATGTTCTTGTGCTTTGCGTACCTTAGAAACAGTGACTTAACATT 
GTTATCAATGCCATTCCTGTATGCCTCTTTGGTAGATTTCTTAGTTTCGATTGCTTCACTCCCATCCATT 
GATCTTCCCTTGCTCTTGGGCAAGAACCCAGATGGGACCTTCCCCATTTGGTCCAAAATAATGTTTAGCC 
CGTACTTGAACTTTGTTCGGGGTTTCTCAGCATTGCGGAGATTGAAAAGTGGGGAAGATCCTTATAGTGA 
AGTTAGTGAGGGTTTGTATGTTGGTGGATGGCCTTATTCGCCAGATAAATTGCCCCCGGGTAACCCTGCA 
GTTATCGATTGTACCTGTGAATTGCCAAGAATGCTGGAATTCTCGGGGCATGCCTATTTGTGCATCCCGG 
CTTGGGATACA 
 
>0065-94-H05(4-28-06) 
CAATGTTGTGGGGACATTGAACATGCTGGGACTTGCGAAGAGAGTGGGTGCCAGGTTTTTGCTAACGAGC 
ACAAGTGAGGTGTACGGAGATCCACTGCAACATCCTCAGGTCGAAACCTATTGGGGAAACGTCAATCCTA 
TTGGTGTTAGAAGCTGTTATGACGAGGGAAAACGTACGGCCGAAACGTTGACCATGGACTATCATAGAGG 
TGCAGACGTAGAGGTGAGGATTGTAAGAATCTTCAACACCTATGGACCCAGAATGTGCATCGATGATGGT 
CGTGTGGTCAGCAATTTTGTTGCCCAGGCATTAAGGAAGGAGCCTATGACTGTTTATGGTGATGGGAAGC 
AGACAAGGAGTTTCCAATATGTATCTGACTTGGTGGAGGGTCTGATGCGCCTAATGGAAGGAGAACATGT 
AGGACCTTTCAATCTCGGTAATCCGGGTGAATTCACCATGCTTGAACTTGCTGGGGTGGTCCGGGAAACA 
ATTGACCCAGACGCAAAGATAGAGTACAAGCCCAACACAGAGGATGATCCCCACAAGAGGAAGCCTGATA 
TCACAAAGGCTAAAGAGTTACTTGGCTGGCAACCAAAGGTGGAACTCCGCAAGGGTCTTCCTCTCATGGT 
CTCAGATTTCCGGAAACGTATCTTTGGTGACCACAAGGAGGGTGGCGCTACTACCGCGAAATTCTAA 
 
>0071_B05(REV4-21-06) 
GATACCAAAAACAGAGAGTACAAAACAAACAACATTAAGAATTTAAGAGTTCATATACAAAGCTGGATTT 
AACCAGCATTGGTTCAAAGGCACTAAAGTTGCCTGCTTAACTACAATACTTATATGATTAACTAGCAAAG 
AGGGCACAATCACTTAAAAACAAAATTCTTTGGAAGTTATAAACAGTTGCAGTGAGACTAGCTTCCACCA 
CAGCTTCCAAAAGGCACCCTGTTGCAGTCCTAGCGCAACCCAAAATGCCATCAAAATTTTAATCAGAGCC 
AATATAAGCATCTTTCAGCCACCAGTCTGCACACATCAAGGAAAGCTTGTCCCGTGGCAAATTGAAAAGG 
ATGCACTTTATCAAAGACGATGGGAAGTCATTGGTGAACCACTAATGTACTGTCCAGAGATTTTTGCCTT 
GCAGGTTGGACACATAAAACCAACAGAATCTGGTTGTAATTCAGCATCAACAGCCTCATGGTTGAACTCT 
ACTCCACACCATACACAAACAGTTGTAAGCTGATGTCTCCCACCCATATTTAACATGACTTCTTCTGACT 
CAAACTGGACAGAGGAAGCATATTCCCTTTCCATATCTACGCTATATGTCAAATCCATGGGTACCTCCTG 
CAAGGAAAGAGATTCTTGCCCAGTTGCAGTGCTATACTTAAGAGG 
 
>0071_F06(FOR4-28-06) 
GAATAAGAACGGCGTCGTTGTGGACCTCGAGAAGTTGGCGAATGGGGAAGATCCTTTTGGGGAAGAGTTG 
CGGAGGAGGACTGTGGGGATGGAGAGTGAAGAGGCGTTACTTGGTTTTATGAGGGAATTGGGTGGGCAGT 
GGGGGAGTAGGAGGAAGAAGAGGAAGATTGTGGACGCCGCAGCCTTCGGAGACGCGTTGCCGGTTGGATG 
GAAGCTCTTGTTGGGGATCAGAAGGCGCGATGGCCGTGCCTCCATATACTGCCGCAGATATATAAGCCCT 
ACTGGACAACATTTTGTGTCCTGCCAGGAAGCTGCTTCATACTTGCAGTCCTTTTTTGGTCTTAGAGATG 
CACAATGGCCCAGTAGTCAGATGGTTGAAAATATTCAGCAGGACTACAGACTAACTTCTGAAACTCAGCT 
TGTGGCTGTTACCCAAAAGGATGAAGACCGAAGGCAAGAAGTCATTTCTAGTTCAACTGCAGCAAGAGTT 
CCGATATCTAGCGAACAGCCGAAGGAAGCGACGTTATTGGGAATGGACAATCTTGCAGATGTCCAAATAC 
GTGATCTATTTGAATGTCACAAGTGTAGCACGACCTTTGATGAGAAGGATACGTATCTGCAGCACCTATT 
GTCCTATCACCAGAGGACTACGAGGAGGTACAGACTTGGTTCTTCTGTTGGGGATGGAGTGATAATTAAA 
GATGG 
 
>0072-94-F01(5-9-06) 
GGTTTTCTCTTGCTTTTGGAATCTGCAGAAGATACAGCACTGGATATTCTGGATGCTTCTAATGAGCTCG 
CGCTTTTTCTGGCTAGGGCAGTGATTGATGACGTCTTGGTTCCACATAATTTAGAAGAGATGAGCTGCAA 
GTTGCCCCCAGATTCCAGTGGGAGTGAGACTTTGCGAATGGCCCGAGCACTCCTTTCTGCACGACATGCT 
GGTGAGAGGATCTTGAGGTGTTGGGGAGGTGGGACTGGCTGGGCTGTGGAGGATGCAAAGGACAAGATTT 
TAAAGCTTCTGGAGGAATATGAAAGTGGGGGTGTTGTGGGTGAAGCCTGCCAGTGTATTCGGGATCTTGG 
CATGCCCTTCTTTAACCACGAGGTGGTGAAGAAGGCATTGGTTATGGCTATGGAGAAGAAGAATGATAGG 
ATTCTGGATCTGCTGCAGGAATGTTTTACTGAAGGGCTGATCACTATCAACCAGATGACAAAAGGCTTCA 
CTAGGATCAAGGATGGGCTTGATGATCTAGCTCTTGACATCCCGAACGCCGAGGAGAAATTCAATTTTTA 
TCTAGAGCATGCCCAGAAGAAGGGGTGGCTCCTACCATCCTTTGGTTCATCAGCAACGGACGCCTCGCTA 
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ACTCAAGCTGCAGCTTCTTGAGAATAACATGTATTTTCACTTGTTTTTCTCTTG 
 
>0074-93-G04(4-21-06) 
AATAAACAGTACTCATAAGTTATAATAGTCGGAATCAGAATCACACGGCATTACCACATCCCTATAAGCA 
CTGCTATGAACATCCTGACAGAAAAATGATCTCTCTGCAGGTTCACACATAAAAAAAGATTTATTGCACA 
ACTAACAACTAAAATTATAAAAGTGAATGCAAAGCGAAAGGCCGTTATTATCATAAACAAAGCAAAAAAT 
ACCACTAAGTAGTAAGGATTGGAGGCATGTAATCAGATTTGGCACCCAAAACACGAGCCTTGGTGTCAGG 
GAAGAACTCAAATCCAGGCAGCTCTGTGACATTTCCTTCACTATCAACCCCGACAGGATAACGCAGCAAG 
TGTCCTGGCAGGTCATGTTCAAGTGTCTCACTTGAATACAGATCCCAATATTTGTCAGAAACCTGGTTCA 
ACTTACGGATACACTCCTCGCTTTTAGGGTGTAAGAATGAATCATCGAGCATGCCAAGGTGCTCGTACCA 
TAGTGACATACGGAAACCATGGATCTGGCCACGTGCTGGCTGCCTGTTAGCCAGATGATATGGTTGGTAA 
GCTCCCATTGCTATCTCAGAGTCCCTAGCTCCATCCATTGATCTCTGGTTGATGTTGGCAGATCCAATTA 
TTATATATTCGTCATCAACAATCATCATCTTAGCATGAACATAGATCATGAA 
 
>0074-94-A07(4-28-06) 
ATTTTGAGCAGAGGTGGAGAAAGCAAGGTGGTAAGGATTTACTTGTTCAGCTTAGAGAGCTTGATGAAAT 
CATCATCCCCCCATCTCCAGTTATGTTTCCAGATGACATTGAGACATGGAATGTGCAGTTGTTTAGATCC 
ATTGATGGTGGGGCTGCCTTTGGCTTCCCAGAGACACCTGAAGATGCAGCCAGAGCTGGGCTTGTCAGTG 
GGAAGGATAATATCATTGACCGAAGCATTCAGGATGCTTACATTAATGCTATTCGACGTGCAAAGGATTT 
CATTTATATTGAGAATCAGTATTTCCTTGGAAGCTCTTTTTGCTGGAGTGCTGATGATATCAAGCCTGAG 
GATATTGGTGCTCTGCATCTGATTCCAAAGGAGCTTTCACTTAAGATTGTCAGCAAGATTGAAGCAGGGG 
AGAGGTTCACTGTCTATGTTGTTGTCCCGATGTGGCCAGAGGGTATGCCAGAAAGTGGATCAGTTCAGGC 
CATATTAGATTGGCAAAGGAGGACAATGGATATGATGTATAAAGATATTATTCAGGCTCTGAGAGCCAAG 
GGTATTGACGAGGATCCTCGGAATTATTTGACATTTTTCTGCCTTGGAAATCGGGAGGTGAAAAAGCAGG 
GTGAATATGAACCATCAGAAAAACCACCACCTGATTCAGACTATAGTCGAGCTCATGAGTCTCGGCGCTT 
CATGATCTATGTTCATGCT 
 
>0075-94-B07(4-28-06) 
TTCGATGTTGAGACAGATACTGCATTGAGTGTGGCAACCGAAATGGTTGCAGAACTTGATATTACTGATC 
AGGACGTGACCAGAATAGCAGATATGATTGATGGAGAAATTGCTTCCTTGGTGCCTGAATGGAGACCAGG 
GCCAGGGTTAGAGGAAACACCCCGGTTTGCTAATCAAGGCCTCTGTCATAATTGTGCCTCCAACCATACC 
TCAAGTGGTTCCTTCATGGATTTTCTGTCAAATAATCAAGGCGTCAAGAATATGCAAGTTCTGCAATGCT 
GTAGACATGGATGTGCTGCTTCAATGCACGGCCGGTTCGAGGAGATTACATTCCAAGCAGAGGAGTCTGA 
GAATCACGTGACATACGGTACACCAAACATGTCCAGTGAAACTGATTATCAGGAAATATGGAGTCAGCAT 
GAGAGCCGCGAGCTTAGTTCAGTTGGCTCTGGCCAGAGCAATTCTTACGAGGAATATGAGAAATTGGAGC 
AATCAGTAGTAACTGAGGAAGAGAATGACGTTAGTATGAACAATGATAATACCTCCAAAGAAGGAAACTT 
AATTGGAAAATTATCAGGTTCACATTCTTTCTCTTTGAAGCCATCCTTGTATCGTGACCTGTCTGGACAC 
TATGTGAAAGAAATCCAGCAGGATTTGAGATGGCTTAAAGCAAAGTACCAAATGGAAATAACGGGAACTT 
AAGGATCAACAGTTAGGAATGTCAAAATCTTCAAATTGTGGAAATAGAGAACACAAAGTAGATGATTT 
 
>0079-93-B04(4-21-06) 
CTTTTTTTTTTTTTTTTTTTTTTTTTTTAGCTAAAAATTGATTCTTCATTTAATTTCACATAATATTTTT 
TAATTTGCCAAAAACTAAAAATAAAAAGATATATGAAGAATTACATAATTAGTAAACTGAATTAACAAGG 
ATGGATGGTAATTCGACCCATAAAAAGGGACAAAATCCCCAAGAAATTCAGTTATGACAGAAATCACATC 
AATCAAAGGTTCATGCCAACTTGCTGGGATGAGAGCTCTGGGTTTCAAAATTTTGAAAATTTCCTAAGCT 
CCTGCATTGCCTTTAGCAAATGGCTCATCTTGAGGTTTCATGGCTGGGAAAAAAAAAACCTCCTTAATGT 
TTTGTGAATCAGTTAACAACATTGTTAGCCGATCAATACCCAATCCCCAGCCACCTGTTGGAGGCAACCC 
ATACTCAAGAGCCGTACAGAAGGTTTCATCCAAAGCCATTGCTTCATCATCACCAGATTGCCGATCCTTG 
AGCTGCTCGGCAAATCTCTGGCGTTGTACCACAGGGTCATTCAATTCAGTGTATGCATTGCAGAGTTCAT 
GCTTGTTAATAAATAACTCAAAACGCTCAGTTAGGCCTTTCTTCGTTCTATGCCACTTTGCCAAAGGACT 
CATTAACTCAGGGTGGTTAATGATGAAAGCAGGATTTGTACAAGTCTCTTCCAAGAAGTGTCCTACAAGT 
TTGTCCAACAAACGCGCAGTTGTTTC 
 
>0085-94-D08(4-28-06) 
CTGTCCAAGATGACAGAGAAGTTAAGCAAATCCATGCTTGACGGTATTGGTTTTGCCACTGGATCAGTGA 
TGAAACCTGTGGTTAAATCCAAAGCTGGGAAGGCATTTCTAAACATGATGCCAGGAGAGGTCCTCTTAGC 
TTCACTTGATGCTGTCAGTAAGTTTAAACCTTTATCAGATTTACAGCGAGAAAGTCATGTTTTAAATGGT 
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ATATAAATTCATAGAATTAAAGTGATCCATCTTGCCAATTACAGACAAGATTTTAGATGCGGCTGAAGTA 
GCTGAAATACAAGCTCTTTCTGCCACCTCCAGGGCAACAACTAGAATGGTCACAAAGAGGTAAATCTATA 
AAAAAAACATATAAACGTGTGTGTATATAAGCCATTTTAGAGATATGGGGAGCAGCAAGCAGCATCTTGT 
GCAGAGTTCAAATATATCTTTTATTTCATCAATTACTCATTCATTTAAAATCTATATTATCAGATAATTA 
GATCATAAATTTGATCTATCTATACTTTTTGAGTAAACTTCAGCGAAGATGCATAGTTCATAGATATTTC 
TATGGTCTTATTACTAAATGGTATATTTTCTACACTATGATCTTTGTATTTTGAGCAGCTAGTCATAAAT 
GATACATTTTTGTTCAAAAGCTAGAAATATTTGTCAAATTCTCTGAAGCATTCTTTGTGCTTCTTGTTTT 
TAATCTTTTTTTTTTTCCCTACTAATGATAAATTTTTTATATTTTCACCCATGTGTTTTTTCATCTCTAA 
CTTTTTATTTGCTTTTCT 
 
>0086-94-E08(4-28-06) 
ATCCAAACTCTTTCCTCCAGTACGAAATATTGCTTAAATCGATTTGGAAACTGCAATCTGCGTGAGATGG 
ACAATGATAATGATTTTACATTTTGTCAGGTTAGCTCACCTTCAGACCAAGAAGATCATGAGACAAAGAA 
GCTTGTGTCGGATGTTCGTGATATTACTATAGGAGATGAATTCTCAGATGGCAGCAATAGTAGTCAGAGT 
AGTGGTTTTCTGTGGAATGAAGCTCCAAAAAATTCTGCCTCTAAGAGGCAGGATAAAGTTGGTTCTTTGT 
CTTTCAATGTTATTGATACATCCTCTCCAAAACAGTCAAGTGAACAGTCAAGTGAACTGTCAAGACCAGT 
AGCATCAGGAGGCACTGGAGATTCTGTCAACAAAATCCAGGAACGGACTGTTGCAAGGAAGCCTGCACCT 
CGAGCCAAGGTTCCTTTTGAGAAAGGATATAGCCAAATGGACTGGCTTAAGCTTACGCGAACGCATCCTG 
ACCTCGCAGATTTAAAGGGACAGTCAAATAAGAGGCTCATTTCTATGAATGAGGTTAAACAACATCAGAA 
AGAAGGTTCCATGTGGACTGTATTAAAGGGTCGTGTGTACAATATATCTCCATACATGAGATTTCATCCT 
GGAGGTGTTGATATGCTGATGCAGGCAGTGGGAAAAGACTGTACATCCTTATTCAATAAATACCATGCTT 
GGGTGAATG 
 
>0087-93-B03(4-21-06) 
AATGATAATACTTTACAGATATATACATATAAATATAATTCACATTACAACACTATTGCTAGAATCAACA 
TGATACATGTGACACTCGACCCCATTGTTAAACTACCAGTTACATGGACTAAATAAAAGACATAAATTCC 
TAACCCAAAAAATTTTAAACAAAAAGAAAAGACAATTAGGGAAAAATCTATTGAAGAAAAAATAATCCCA 
TCCCTGCCGAGCATCAGTGAAGCTAGTACTATATGGGCCTTTTCAACTGTATCTGCTTTCCTATGTGAGA 
TGATATCAAAAATCTGACTTCATGAGCTTTACTCGAGGTTTTATATTTATGCTGTCAAAGGGCTTTGCCT 
GTTCTACATGTATGTAATCCCTTGTCTTAAGAACCAATGTCTCAAAAAACATCCTTGATGCTTCTTTACG 
AGTTTTACCAGCTAGTAAATTATCCATGGGGAGTGTCTTTCTTCCATGTACAGCTTCCTTATCAAATAAA 
GTCTGGAGATACTTGGCAACAGCCCTGGTACGAGATGACCATCCAGTGTTCTCAAGAAGGCGAGTGTCTT 
CAGTACTTGATGGCGTATTATCATCTTCTTCTTCAGCTATTTCTTCATCATCTACATTTAAGAATTCTGT 
GTCATTCCCAACTGTGACATCTTCAAAACCACTAC 
 
>0087-94-F08(4-28-06) 
CCTTGGGAGAGTTCTATGAAATGGGAACTGACAGAGGGAATGTTGAAGTTGCTGATGCAGTCAATGGATT 
TTTTGTTAATGGGCTCGAATCATTGTCTGCAACTGAACCTGTTTCTGGATATATTTGCAATGTGCCAGTG 
GACTTTGTGGTTCAGCCATCTCTAATGGATAAAACTGATGATGCATCTGCTTCTCTGCCAATTGGCGCAT 
CATGCATGTCACCTGATAACAAATTGGATGCTCAGACCGTTGAGGGCGATGCTTTTGTGGTGAATATGAG 
CAATGGGAATGCCGTTGATGCCATTGAAATTGTAGAACATGGGGTTGAAATCAGTGCACACCTACAGTCA 
GGTTCTCTTGAACTTGCTGAGAATATAAAAGGTTCACTTGCAAGTGAATGCCATAATCTAGCTTTTGAAA 
ATGGTAACCAGCCTTTGGAGGAAACAGGAAATGATAAGCCGGGGGTTTTGAATGAGGATGGAGTTGTGCC 
TGTAGACTTGGGTTGTGATGACAAAGACCCTACCTCTAACTTTATGTGTATGGGAGAAATGAAAATAGAT 
TCTACACATTCAGTAGAGCTTGATTTGGATGTGAATAATGCTTCCCTGAATGTTAAAGAAAATGCTGACT 
GTCAAGAAGCTGATCCAAATAGTATCATGGATGGAGAAGTCCATGCCCTTGACTGTCCTGGTGTTGAA 
 
>0091-94-B09(4-28-06) 
ATCAAATGGTAGTGCAACAGCAACACCTGCAGCGAAGGCCGCTGAGGCTTGAAGATGTTTGTGGATAAGG 
CCTCTGGTGCCTGATTATGTTTATGTACATTGACAACGAAAATTTCCGAGAGTGGATTTCTACATACTGA 
TTATCTGGTAGTAATGTAATAATGGAATGTAAGAATAGCTCCAGAACATACGTCTTGGATTTTAAGTTGT 
ACCGTTTGAGTAAATTGGACATTAAAAAGTGTGTTCCCTCCCTTCCACCCACCCCCCTTTCATTTCCTCA 
AGGATGTGAAGGAGGTTTGATTTTGTTATACTGTGTTACCACAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AGGGCGGCCGCTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCC 
GTCGTTTTACAACGTCGTGACTGGGAAAACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTG 
GTGTGACATAATTGGACAAACTACCTACAGAGATTTAAAGCTCTAAGGTAAATATAAAATTTTTAAGTGT 
ATAATGTGTTAAACTAGCTGCATATGCTTGCTGCTTGAGAGTTTTGCTTACTGAGTATGATTTATGAAAA 
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TATTATACAC 
 
>0095-93-B02(4-21-06) 
GCCCAGCCTCGTAAAGCATTGACAAGATCTACTGCTGCTAGCATGGCAGATATTGAAGATGTTGACGAGA 
ATGATTCATCTGATCAGAAAGATGAGGATCATCCGATTCTTTCGGCAATCTTTGATGTTCAATTTGTGAA 
CCTTGTCAAGAAATTGGAGGGAGATATCAGAGAAAGCATTGTTGAGGTCTACAGTCACCCAAAGAGCAAG 
GTGTCAGTGGTGCCAGCAGAATTGGAACAGAGAAGTGGGGAAAGTGATGGGGAGTATATCAAGCGGCTGA 
AAACATTTGTGGAGAAGCAGTGCTCTGAGATACAGGACCTTCTTAGCCGAAATTCACTTTTGGCTGAGGA 
CCTTGCAAAAACTGGTGGAGGCCGTAATTCCCAGCCTGAGCAGAGAGTGAGTGGGGGCCTGGATAGAGTC 
CAGGTAGAGAAACTCCGAAGAGATCTTCAAGAAGCATCTCAACGGTTGGAGATTCTCAAGACAGATAAGG 
CCAAGATTGAGTCTGAGGCATCCATGTACAGAAATTTAGCTGGGAAGATGGAATCTGATCTGAAGAGCCT 
ATCTGATGCTTACAACAGTCTTGAACAGGCCAACTTATATCTAGAAAAGGAGTTGAGAGCTTTGAAGAGT 
GGAGGGCCCCCAACAATTCCAGATGTTGAGGCAATAAAGGCCGCAGCAAGGGAAGAAGCCCAGAAGGACA 
GTGAGGCAGAACTGAATGA 
 
>0097-94-H09(4-28-06) 
GATTGCCTTGCATGGGCAGCAAGAGACCCATCTGGAGTTTTGTCACCTTACAACTTCAGCCGCAGGGCTG 
TTGGCAGTGACGATGTTTCATTAAAAATTACACACTGTGGAATTTGTTATGCTGATTTAATTTGGACCAG 
GAATTTTCATGGGGATTCAAAGTATCCTGTAGTGCCTGGACATGAGATAGCAGGAATCGTGAAAGAGGTT 
GGTTCCAATGTTCACCGCTTCAAAGTTGGTGACCATGTTGGAGTGGGTACCTATGTCAACTCATGCAGAA 
GTTGCGAGTATTGTAATGATGGACAAGAAGTTCATTGTGTAAAAGGATCAGTTTACACCTTTAATGCTGT 
GGACGCGGATGGTAGCATTACTAAAGGAGGATATTCCAGTTACATTGTAGCCCATGAAAGGTACTGCTTC 
AGGATACCTGAAAACTATCCACTGGCTTCAGCAGCTCCTTTGCTTTGTGCTGGAATTACTGTGTACTCTC 
CCATGCTGAGTCACAAAATGAACCAACCTGGTAAATCTCTAGGAGTGATTGGGCTTGGAGGTCTTGGTCA 
CATGGCTGTGAAGTTTGGAAAGGCTTTTGGGTTGAATGTAACAATTTTCAGCACTAGCGTATCCAAGAAA 
GAGGAAGCCCTGAGTTTGCTTGGTGCAAACAGATTTGTGGTCTCATCTGA 
 
>0099-94-B10(4-28-06) 
GGCATCTGGAGAGGAAAAGTCATGTAAGAAAGAGAATAAAACTATACCTACCTGGAGAGCACAGATCGAT 
CACTGAGCATGAGTCACCAACAGAAGGATTTAAGAGTAGAACCAGAACCAGAACCAGTCGAGAGAAAGAA 
GGAGAGAGGCGGAGAGCAAGAGCTGAGAGAGAGAGGCGGTGAGCAAGAGTGAGTGAGTGAGTGAGTGAGA 
GAGAGAGAAAAGGTATGAATCATTGACCTGTTAAAATCTCGTCGCTATGGATGAAGAGTATGATGTGGTA 
GTGTTGGGTACTGGTCTCAAGGAATGCATTCTTAGCGGTCTTCTCTCCGTTGATGGCCTCAAGGTTCTGC 
ACATGGATAGGAATGATTATTATGGAGGAGAGTCAACATCGCTTAATCTTATTCAGCTTTGGAAGAGGTT 
CAGAGGAAATGACAAGCCTCCGGCACATTTGGGCTCAAGTAGGGATTATAATGTTGACATGATACCAAAG 
TTTATGATGGCAAATGGCACTCTTGTTCGTGTCCTCATTCATACAGATGTTACCAAGTATTTGTACTTCA 
AAGCTGTTGATGGCAGCTTTGTCTACAATAAAGGAAAGGTTCACAAGGTTCCAGCAACTGATATGGAGAC 
ACTCAAATCCCCATTGATGGGTATATTTGAAAAGCGCCGTGCTCATAAGTTCTTTATTTATGTTCATGAT 
TATAATGAGACTGATCCCAAAACACATGACGGGATGGACTTGATTAGAGTGACAACTAGAGAACTGATAG 
CAAAATATGGGTCTGG 
 
>0105-94-H10(4-28-06) 
AATGGTAAAATGGTTGTCAGCAAACCTCTCTATGTTGCACTTGCACAGCGGAAAGAAGAGAGAAGGGCGA 
GGTTGCAGGCACAATTTTCACAAATGAGGCCAATTGCTATGGCACCTTCTATGGCTCCACGTGTGCCAAT 
TTACCCTCCTGGTGCTCCGGGTCTTGGTCAACAATTTTTGTATGGGCAAGCACCTCCGGCTCTAATTCCT 
CCACAAGCTGGGTTTGGTTACCAGCAACAACTTGTTCCTGGAATGAGGCCTGGAGGAGCTCCAATGCCAA 
ATTTCTTTGTTCCTATGCCTCAGCAGGGTCAGCAGGGCCAGCGCCCAGGTGGACGACGCGGAGCTGGTCC 
TGTGCAACAAACCCAACAGCCTATGCAACTGATGCAACAGCAGATGATTCCTAGGGGACGTGTCTATCGT 
TATCCACCAGGGCGCAACATGCCAGATGTTCCAATGCAAGGTATGGCTGGAGGCATGCTATCAGTTCCTT 
ACGACATTAGTGGTGTGCCAATGCGAGATGCTGCACTGGGACAGCCCATGCCCATTCAGGCTTTGGCTAC 
AGCTCTTACAAATGCTAAACCTGAGCAGCAGAGAACGATGCTGGGTGAAGCTTTATACCCTCTAGTGGAT 
CAGCTAGAGCATGAATCAGCAGCTAAGGTTACTGGTATGCTTCTGGAGATGGACCAGACTGAGTGCTGCA 
TTTGC 
 
>0106-94-A11(4-28-06) 
TGCACAGACGAACTTTGGCTTTGAGTGCTCTGCTTTCTCCGAAGGTCTACGCTAAGCGATCCGTGCAACC 
TTCGCCGGAACCGATCCCGGAGCTATCTCCTGCCGGAGATCGGAAAAGGGTCTCAGTTGAAATGGCTTTA 
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GGCTTCGCTGTTGGCGTGTTTGGGGTCCTAATTCTCTTCCATGCCGCCTATTCAACCATTCAGTATAGGG 
GTTTGTTGAAGATTACGGAGGAAGAGTTTTCAGGACCTCCAATGAATGTTGTGGCTGAGTTGCTTTTAGG 
GTTAGTGTTCTGTATCTGGGCAGCGCTGACAGTGCCAGGGAAGTTTCTTTCGATTCAACCCTATTCTGAA 
GAGAATAGGATAGTTTCTTTACCAGCCAATTCAGACTTCATGATTTTCAACCATCGGGGCAAAGTCTTTC 
CTTTGGAAATGGATGTGAAGCTGAAACATTGAGTTTCTATGAATTAAAAGGACTCCCTTCATGAGGAATC 
ATTTTCCAGTCTCATTAGAACTTGGAAAAAGAAAAATGGTGGCATGTGGCCTATCACTATGCTGTTCTCT 
GTGTTTTTGCTGTTTAGATGATGTTAGTGTATCATCATTTTTAACCTTATTACAAGAATTTCTTGTCTCC 
ATTGGCTATCTTGGTCTAGCAATTTAAACTTCGAAATTTTTAATGTATTTGTTGATAATCTAAATG 
 
>0107-94-(6-12-06)_A04 
CTATTGGAGATGATCCGCAGCCTCATGATAGCAGCAAAAAAGGTGGAAAAGGAAAAGGAAAGGGAAGGAG 
TAAGAAAGGCCCAGCTAATGTTCAGAGTCCTGGGAATAAGAAGGCAGCAAGAAATGATAAAGTTGAAACA 
TCAGATTCAGAAAATGAAGGCAGAAAAGATGAAATCAATCCAGCCACTGTAGACAAACCAATTCTTCGGA 
AGCATACTCAAGAGTCTAATGGATCCGGAACTGCTAAGCCACTGCCACCGGTGCACTTTTATGCCCTAGA 
AAGTGATCAGCCTATACTGGACACTTTGAAGCCCTCTGTAATTATTGTATACCAACCAGACATAACTTTT 
GTCAGGGAAATTGAAGTTTATAAATCTGAGAATCTATCAAAAAATTTGAAGGTTTACTTTCTTTTCTATG 
AAGATTCTACTGAAGTGCAAAAGTTTGAGGCTAGTATAAGGAGGGAGAATGCAGCATTTGAATCTCTGAT 
CAGGCAGAAATCAATGATGATGATTCCAGTTGATCAGGACGGGTGCTGTCTGGGATTAAATTCTTCTGTA 
GAGCCACAATCCTCAAGTTCCCAAAACTCAATAACAAGAAAGGCAGGTGGAAGGAAGGAAATTGAGAAAG 
AAATGCAGGTAATAGTGGACATGAGGGAGTTTATGAGCAGCCTTCCAAATATTCTCCACCAGAGGGGCAT 
GCGCATAATACCAGTAACCTTGGAAGTAGGGGATTATATTATCTCACCATTAATATGTGTAGAGAGAAAG 
AGTATCCAAGATCTTTTTATGAGCTTCACATCTGGTCGCCTTTACCACCAAGTAGAGACAATGGTCCGCT 
ATTATAAAATACCTGTTCTCC 
 
>0110-94-E11(4-28-06) 
TATCTGGATCTGTATCTTATTCACTTCCCTGTAGCTACCAAGCATACTGGCGTGGGTACCACTGACAGTG 
CTTTGGATGAGGATGGTGTGCTGGAAATAGATACAACCATATCTCTTGAAACCACCTGGCGTGCTATGGA 
AGATCTGGTTTCCAAGGGTTTAGTTCGCAGCATTGGGATCAGCAACTACGATATCTTTCTAACTAGAGAT 
TGCTTAGCTTACTCCAAAGTGAAGCCTGCTGTGAATCAAATTGAAACACATCCCTATTTTCAACGTGATT 
CCCTTGTCAAATTTTGTCTGAAGCACGGTGTTAGTATTACAGCTCACACTCCTCTAGGAGGTGCTGCAGC 
CAACACTGAATGGTTCGGTTCAGTGTCATGTTTGGATGATCCAGTTCTCAAAGGACTGGCTGCAAAATAC 
AAAAGAACTGTGGCTCAGATTGTTCTTCGATGGGGCATCCAACGTAACACAGTTGTCATTCCAAAGACAT 
CAAACCTTAAGAGATTGGAAGAGAATTTCCAAGTTTTTGATTTTGAGCTAACCAAGGAGGACATGGACCA 
GATTAAAAGTTTGGACAGGAAACATCGAACCAACACTCCTGGAAAGTTTTGGGGCATAGATTTGTATGCA 
TAACTGCATCAGCATTCTAATCCTGCAAGAATAAGAGTTTTTGAGCTATTGGAAATCCTTTGGATTGAAC 
TGGCATTCGAAACATTTAAACTATTATTTTAGTT 
 
>0111-94-F11(4-28-06) 
CGCTCGCCGGAAATACTAAGACTACTAGCTAGTTGCTAGTAATAGCCGGAAACATATAAACCTGACTTTG 
TATCACAGTTTTTCCGAGCTTAAACCCTGGCACAACTGTGAAACACACTCGAAGCTCGCCATTGTTACTG 
CAACTACCATCACCACCACTATCAATTTCACCGGACAAGAACATAGAATCCTCAGCCACACATTCCATGT 
AGACCTCAGAGAATCTACAATTTTTCCTTACCTGAAAGATTGTTACCTCTTCATCAAACGAGAAAGCCAA 
GCAGTGCAAAAGCCACACGCGCTTCGCCATCTCAGCAAACGCTACGAAGAAAGATGAATCGGGGACACCC 
CCAGAGGTTATGACCTTTCGCTGATTCAAGTTACCGAACAGAGAACATTCCATTTTCGCGTGTACGAGGT 
TTAGGTACTTGGCCCGACAGAACTTCCCGAAGGAAGAGTTTGGGTTCTCGAAGAGGTAGCGCCTCGGATT 
AACGTTTGTGAGCTTCTTAAACTTGTCGAAACAGAGGCGGCTGCGATGTTTTTCTTCTTGTTCTTGTTGC 
TGTTGTTGTTGTTGATGATGATGATGATGATTGTGAGTGTCGCTCGGTGAAAAGTGAGGGAAGTTAAAAC 
CTTCGAGCATGGTTTTGCAAACGAAAGGATTCGAAAACGAAAGGATCGGTGATTTGGGTTTGTGAAAACA 
GCGTCTGGCTCGATGAA 
 
>0112-94-(6-12-06)_D04 
CAAACTCCAAAACCTTAGATTAGAAGAGTGAATAGACTTTCGTCCAGCGTTGAACAGCTTAGTACCCTTT 
CGATCAGACAGAGATGATGAACATCTTCTCAAAGAAACCCACCCCCAAAGAGGCTCTTAGGGAGAGCAAG 
AGAGAGATGACAAATGCTACTAGAGGTATAGAGAAGGAAATTGGAGCATTGCAATTAGAAGAAAAAAAGC 
TTGTTGCTGAGATAAAGAGAACGGCTAAAACTGGAAATGAGGGAGCAACCAAAATTCTAGCTCGCCAGCT 
AATTAGGCTTAGGCAACAAATAGCAAACTTGCAAGGTAGTCGAGCTCAAATGAGAGGCATAGCAACTCAT 
ACACAGGCAATGCATGCCCATTCGTCAGTTGCTGTGGGCATGAAAGGTGCCACCAAGGCAATGCAAGCCA 
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TGAATAAGCAAATGGCCCCTGCAAAGCAAGCAAAGGTGATACAGGAATTTCAGAAACAATCCGCCCAGAT 
GGATATGACTACTGAAATGATGTCAGATGCCATAGATGATGCCTTGGATGATGACGAGGCTGAAGATGAG 
ACCGAAGAGCTCACAAATCAGGTGCTCGATGAAATTGGTGTTGATGTTGCCTCACAGTTGTCAGCAGCTC 
CCAAAGGAAGGATTGCCCAGAAAAGAGCTGATGCTGCCGGCAGTTCGGGAGTTGATGAGCTTGAGAAGCG 
GTTGGCAGCTCTTAGAAATCCATGAGCTGAAGATTGGATATTTGTGAGTTAGTGAATTTCTGCAAGGTAG 
TTTGGAAGGTAGTTTACTGTAGATATTCTATCTCTGT 
 
>0115-94-B12(4-28-06) 
CTCTGATCAAAGAAAGCGAAAATGCTGGCTGTTTTTGACAAATCTGTGGCCAAGAGTCCCGAGGCTCTTC 
AGAGTCCTCAATCGGAATCGGTCTCGACTTTGAAAGATGGGTTTTTGGCCAACCACTTTGGCTCTCTCCA 
CCCTGGCTCTGTCACTGTCAATCTCGCCTCTTCGGGCCTCATTGCCTACTCGCTCCAAAATAAGAACCCA 
CTCCTACCCAGATTGTTTGCAGTGGTCGACGACATTTTCTGCTTGTTTCAAGGTCACGTTGAAAATGTTG 
CACAGCTTAAGCAACAATATGGATTGAACAAAACGGCAAATGAGGTGGTCATTATTATAGAAGCTTACAG 
AACTCTGCGAGATAGAGGTCCTTATCCTGCAGACCAGGTTGTGAGAGATATCCATGGGAAGTTTGCATTT 
ATTCTCTATGATAGCTCTTCAAAAACCGCATTTATAGCTACTGATGCTGATGTAAGTGTTCCCTTCTTCT 
GGGGTACTGATTCTGAAGGCCATCTTGTTCTTTCAGATGAGGCAGAAATTGTGAAGAAGGGCTGTGGGAA 
ATCTTTTGCACCATTTCCTAAAGGATGCTTCTTCACATCGTCTGGAGGCTTGAGGAGTTATGAACACCCC 
CTTAATGAGGTGAAGCCTGTGCCAAGGGTGGACAGTTCTGGTCAGGTGTGTGGTGTAACTTTCACCGTGG 
ATGAAGAGTCAAAGAGGGAAACTGTCGGCATGCCAAGAGTTGGAAGTGCTGCC 
 
>0117-94-D12(4-28-06) 
CGATCATCACCAACAACAGGTTAATTGGTATTTGCCATAAAGATGTCGACTTCGATTACAAGTACTATTG 
CCACACCACCCCAATTGGCACCAGTGAGAACATATGGTCTGCACGTGGAGGGAATTAAGAAAACTGGATC 
TGATCTAGGGAGGGTTTGCATGCAGTTTCGACCTTTAGATTATAGAAGGGGACGTTTTCAGATTGCTAAT 
TCTGGAGCCAGTCTTTCACATTTTGATAGAAGAACGCCCATCATGCGTTCCATTGGAATGTCTGTAATAT 
GTGCTGCTGCCTCGAATGCGAGATGTGCTGGTGCTACTGCAGAGCAAACCCAGACTGTTACAAAGAAGTC 
TCCAACAATTGCTTCTATTCCTGGCAAGGAGATGTCACCAAGACTTGATGATGGTGGCACTGGTTTTCCT 
CCATATGATCGTGGTGGTGGTGGTGGCGGTGGCGGCGGTGGAGACATTCCATCGGGTGGATGGATCCTCT 
TTGGTTTTCTTGGTGTCCTTGACTTTCTGAAGGATAAAGAAATCAAGTGGCGTAATCAGGATGATAGGTG 
AAGATGAGTAAGGATTCTCGTTGATATAAAATAGGGACAGTTTGCTTACATTTGTAGTATAGACTATATA 
GATTTATTTGTGCTGCTAATTCTTTTTCCATTGATGAATAAATTG 
 
>0118-94-E12(4-28-06) 
AGCTCTTTTATTGGGCCAGGCCACACCCGATCCTGATCCGCTTCAAGATTATTGCATTGCAGATAACCAA 
AGCCCACTCTTCATCAATGGTGTACCATGCATTGACCCAAACAAAGCAAAACCTCCCCATTTCACCACAT 
CAGTTCTGTCCAAGCCCGCTAGCACTAACACCAGCCAATTTGGGTTCACAGTCAGAGTGATCAACACCGT 
CGATTTACCTGGGCTCAACACCTTGGGCATGACCATGTCCCGAATCGACATAGTGCCGAAAGGCTCCGTC 
CCACCACATTCACACCCACGGGCCTCGGAAGTAACCATTTGCCTCAAAGGCCAACTTCTTGTGGGCTTTG 
TGGACACCTCTAATCGTCTCTATCAACAAACATTGCGGCCCGGTGACTCGTTTGTGTTCCCAAAGGGTCT 
GCTCCATTTTCTCTACAATCTAGACACAAGGGTCCCGGTCCTATTGGTGTCTGGGTTCAGTAGCCAAAAA 
CCAGGGACTCAAATTGCATCAATAGCCGCATTCAAATCAATTCCTGATATTCCTGAAGAGGTATTGGAGA 
ATGCGTTCAAAATTACCAATCAAGATGTCAGCAGGATTCGAAGAAACCTTGGAGGGTGATTATACTTACT 
TTTTGGAATAAAGGGTTTGCTCACAATTATTTATTCTTGGAATGTATGCTTGCTTGTGCTGGTGGCATTG 
ATAACCTCTCTTTTTTCCATG 
 
>0119-94-F12(4-28-06) 
TTCCTCTTGCTTCTCGAAATGTTCAAGCGGCTTCTTCTCTATTCAAGCGTGATGCCATTTTATCTGATAC 
TTACAGTGAAACGGCTGAATTAGTTGACATGGACTGGGACAACCTTGGATTTGCGTTTCTCCCTACTGAT 
TATATGTATATCATGAAATGTGCTCGAGGGGGGGACTTCTCTAAAGGCGAATTACAGCGTTTTGGGAACA 
TTGAAATGAACCCTTCAGCCGGAGTCTTGAATTATGGGCAGGGATTATTTGAAGGTTTGAAGGCCTATAG 
GACAAAAGATGGTAATATTCTACTTTTTCGTCCGGAGGAAAATGCACTGCGGATGAAGCAGGGTGCAGAG 
CGGATGTGCATGCCATCACCAACAGTTGAACAATTTGTGGAAGCTGTAAAGGCCACTGTTTTAGCAAACA 
AACGTTGGGTTCCACCTCCAGGTAAAGGTTCCTTGTACATCAGGCCATTGCTAATGGGGAGTGGAGCTGT 
TCTTGGCCTTGCACCTGCTCCAGAGTATACCTTTCTGATTTATGTGTCACCTGTTGGCAACTATTTTAAG 
GAAGGTGTGGCACCAATCCATCTGGTTGTTGAGCATGAATTGCATCGTGCAACTCCTGGTGGTACTGGGG 
GTGTAAAGACCATAGGGAACTATGCTGCAGTTCT 
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>0120-94-A02(5-9-06) 
GAATTAGTTACATCTTCACTTTCTCGCTTGGCTCAGTCTACGTCAAATACTGGATGCAAGAACCCAACTT 
TGAAGTTTCAACAGTGCCCACTTCTGAATATAAGTTACTGTCCTGGATCAGAAGTTGATCTGTCTCAAGG 
AAAAAAGTTGGTAGTTGTGGTCTACAATTCTCTTGGATGGAAGAGGAATGATGTAATTCAAATTCCTGTT 
ATCAACGAAAATGTTACTGTTTATGACTATGAGGGGAGAGAAATTGAATCGCAACTTCTTCCTCCTGCCA 
GTGCCTATGTGGACTTAAGGAACTACTATGTTAGGGCGTACTTAGGTCAAAGTTTTACTGAGACACCCAA 
GTATTTGCTTGCATTTTCAGTGTCTGTACCACCACTTGGTTTCAGCACATACACTATTTCAAGTGCCAAA 
AAGCCAGGTACAGGTTCAACCAGATCATCTGTACACAGGTTTCAGAATAGTAAAAAATATACTGTTGAAG 
TTGGTCAAGGAAACTTAAAGCTTACCTTTTCCACTGATCAAGGAAAGATGATAAATTATGTTAATAGCAG 
AAGCTTGGTTGAGGAATCAGTTGAACAATCTTACAGTTATTACTCTGGATATAATGGAAGTGACAAAGAT 
CCTCAGAATTCTGGGGCATATGTCTTCCGCCCAAATGGCACATTTCCCATAAAGCCTGAAGGACAGGTTG 
CTTTGACTG 
 
>0121-94-H12(4-28-06) 
TACTTATAATCATATATACGGTCTTTCTATTACAGGGTTAAGGTTTTTCACTGTGTATGGACCTTGGGGT 
CGACCGGACATGGCGTATTTCTTTTTTACTAGAGATATTCTTAAAGGGAAAGTGATTAAGATTTATGAGA 
CTGCGGATCATGGTAGTGTGGCGAGAGATTTTACATACATTGATGATGTTGTGAAGGGTTGTTTGGCTGC 
GTTGGATACGGCGAAGAAGAGTACTGGAAGTGGTGGGAAGAAGAAGGGTCCTGCGCAATTTAGGATTTTT 
AATTTGGGGAATACGGCACCAGTGCCGGTGAGTGAGCTTGTGAATATATTGGAGAAGCTTTTGAAGGTGA 
AGGCTAAGAGGTTGGTGTTGCCAATGCCGAGAAATGGGGATGTGAAGTTTACACACGCAAATATAAGTTT 
GGCGCATCGGGAGCTTGGGTATAGGCCCACTACTGATTTGGAGACAGGGCTGAAGAAGTTTGTGAAGTGG 
TATTTTAAATATTACAAGGAGGAGAAGAAGAAGATTAGTGCCTGGTGAAGTTTCTCAATTTTTATCGGAA 
TGTGTTTCACTCATTTTGATAACTTTGTGCTCATTTGCATTTGTCATTATCGTGATACTTTCATATGAGA 
GAGAATGATGTCCTGTGATTGATAGGCATTTTGTTGCAGGCAGAGTATAAGAAACTTATGTTTTTTTTTT 
CCCCAC 
 
>0122-94-B02(5-9-06) 
 
>0123-94-C02(5-9-06) 
CTTTCTCTCCAGAGGATCGCATACGCATCCATTCACCAATCCATGTGTGCATCTTTGGTGACCTCCAGCT 
GCATTAAACTTCTACGCTACTGCCCTGTATTCCTGCCACCTGTCCCCAAAACTCTACTACTGCTCACCGG 
GTCCAGGAGTCCTCGTACCCTCCTCCTAGGTTGTTCACCTTCCAACACCTCTCCTTTCGCTTCTTTTGCT 
CATTCCAGTACAAGTGGTGGTAGAGGAAGAGGAATGGAGAAGAGAAACGATAGAGAGAGATCAAGAGGTC 
GTGGTGGCGGTGGCGGCCCTGGTAAAGATAAGATTGATGCACTTGGTAGGCTATTGACGCGTATTTTGCG 
CCATTTGGCTACTGAGTTGAATTTGAATATTCGGAGTGATGGGTACATAAAGGTTCAAGATTTGTTAAAT 
CTGAATATGAAGACTTTCGCTAATATTCCATTGAGATCACACACTATTGATGATATTAGGGAAGCTGTCA 
GAAAGGATAATAAGCAGCGTTTCGGCCTCTTGGAAGAAAATGGTGAGCTTTTGATACGTGCTAACCAAGG 
CCACACGTTAACGACAGTTGAGTCTGAAAGCTTATTGAAACCAATTCTTTCCCCTGAAGAAGTTCCAGTG 
TGCATACATGGAACCTATAGCAGAAATTTGGAGTCAATTTTGAAGATTGGTCTAAAACGTATGAAAAGAT 
TGCATGTTCACTTTTCTTGCGGCTTGCC 
 
>0124-94-D02(5-9-06) 
GGGACGCACATAAGTGCTTCTGCCCCATCCGGCTAGGTAACACCGCATTTAGAGATAGACGGAGTGACAT 
CACCCAAAATGTGATGTGTGCATGCAACTTCGACATGCGGTTTACGTATGTGCATTCTGGATGGGAGGGG 
AGTGCAAATGATTCACGAGTCATGCAGGACGCACTTGGACATGCCGAGTATGAGTTCCCTTGGCCGCCTA 
GAGGATCGTATTACCTCGTTGACTCAGGGTACGCAATAGGCAGTGCATTCCTCCCCCCACACAAGTCCAC 
ACGCTACCATGCCCAAGAGTTTCGAGGTGCGAACCGGCAGCCTAGTACCCCACAAGAGTTGTTCAATTAT 
AGGCATTCCTCATTGCGGATGGTAATTGAACGATGCTTCGGCGTGTTGAAGGCGAGGTTCCCGATCTTGA 
CTGGAATGCACTCGTTCTCTCTCTCTAGACAACGACTGATTGTGACTGCTTGCTGTGCATTGCATAACTT 
TATCCGCATGTATAACAGGGCGGATGAAATGTTCCATGTGTGGGAAGGATTATTTGTGCGTAATAGCGAG 
GCAAACCTAGCAGGAGCTGCACGCGTAGGCAGTGGGGGCACTGAAGAAGCTTTTAATTCTCGGGCACAAC 
GAGAAATGTCGGAGTATCGTGATGCAATAACTGCTGCTATGTGGGCAGATTACACAGGCAACCATGATTG 
AGCTGTTTGGGGATAGATAGTAAATATGGATGATATGGAACCTTGTATAAGTCTAGATGAGATTACTGTG 
GTTTTAGCTTTTTTTATAGGTTTG 
 
>0127-94(5-31-06)_007 
AAGAGAAGTTATTTACCCACCATGCCCACCTCCACAAACCAAGCACTCCCAGTCTCACAATCTGACTCCT 
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CCAAAGAACAAGTTAGCCTTCGCAGAAGACTCTCCTCTCTCTCCCTCAAAATCCAACCCATCTCTGCCCC 
TGCCACTTCATGGGCTTTCCGAAGATCAAAGTCTGTGTCTTCCATGGGAGAATATGCTGGCACTTCCATA 
AAGAAATGGTGGGACTGGAGCTTCTCTTGGATCCTCTCAAGAAAGCCTATTTTCGCCAAAGATCTAGAAA 
TGAATGAGGAAGAAACTAAGATGCTTGGTCCTCAAAACAAAGGTAGCTGGAGACATGTTTTCTATAAGGT 
CAGGTCTGAGATCAGAAAGCTTGTTGGCTCTGACCAAGTTCGTCTTCCTCAAACCTACAAGTACAGTTCC 
TATGATTACTCCAAGAATTTTGACAATGGAAGTAGAACCTGAGGTTTACAATGGGGGTGTCAAATTAAAG 
TTGCTGAAACCTTTGGTGGAAAATAAGGTTCAAGATTCAAATCAAGATTAAGATTTTTGTATGCTCTTTT 
GCTTAATTTTCTGCTTGTAATTTTTTTTTTTTTTTTTTTTATAATTCTTTTTCATTTTTTTTTTTTTTTG 
GGTTAATGTTCATCCTTGCATGAAGATTACTGGGATCTGTAATTAGACAAGATATTCTATTATTATGTGA 
CATTGTTTGAAAGGTGAATTAGAAGTGTCCGTTGGTTCAAAATTGTGCTAGCCTTGGCGTCTGAGATCCT 
CTTCATTTCACTTGAAATTGCAGGAGTATATTGCTCATTACCATCATTA 
 
>0128-94(5-31-06)_009 
AGCTATGCTCTGAAACCCAGCTCTCCTCCTATAAACCTAGTCAACCCAAGATCAAACTCCACTTCTTCAC 
CAGCAAACAACACACAGCTTTCCTTCAAGCTTTCAAACCCATCTCTCAGTCTCAGTCAGACCCTTAAATT 
CCATTCAACCTCACCACAAAGCCCCAGCTTTTCACTACCCAAAAGATCATTCACTTGCAAAAGCCAAGCT 
GACCCATCAGACTCGGCAAGGCCCACCAATGTTCAAAAACTGTATATTTATGAGATCAACGAACTTGATC 
GAGGAAGCCCTGCCATACTTAGATTGAGCAAAAAGAAAGTCTTCTCTCTTGGTGACCTTGTCCCCTTCAC 
TAACAAATTGTTCACCGGAGACCTGAAAAAACAGGTGGGAGTTACACAAGGACTAACAGTTCTAATCGAA 
AACAAACCAGAAAAGAAAGGTGATCGGTATGAGGCAATGTATAGCTTTGACTTTGGAGACTATGGTCACA 
TGGCTGTGAGGGGAGCGTATTTGACCTATGAAGACACGTATCTAGCTGTGGTTGGTGGGTCTGGGATCTT 
TGAAGGTGTGTATGGGCAAGTGAAGTTGGAGCAAATTGTGTACCCCTTCAAGATTTTCTACACATTTTAC 
TTGAGGGGCATCAAGGAGTTGCCAGAAGAGCTTTTGGGCGATAAGCCTGTGGAGCCTAATCGACTCCTCG 
ACCCATTTTTCTATTATGTGTCCTATTGGAAACCCATTCTACGTTTTGTTCTCAAGGCCAGGGGTTTTTC 
ATTGCCAGAACCAAAGTTAGCTTCTTGTACGGAGAAGAACCAAAGTGCATGAGTGTTTTTTTCTGTGTTA 
TGATGATTTG 
 
>0129-94-A03(5-9-06) 
AATTTCTCTTAATGATTCTTATGCATGTAAAAATATTCCGCCACATTTCTGAACACATTTTTTATATAAT 
TAATTCGAGTATCAGTTTTGTTTTAATTATATGGGAGTGACCCTTTTTGGTACCCAAGGCTTGTGTCAAA 
ATTGACTTTGTAAGTTTGTATCTGTTTCCACTGGTCACGGTAGATTATTGATCCTATGACTGCTGATTTT 
CATACTTAAGAAATTTTAGATCTTATTTAGGGGTTGGATTACTTGACCAGTGTGCAACCTCATTAACCGG 
CTTTATTTTCTGTTTGCTTTTGTTGCTTCCCTCTATCCTTTCTGCAATATAAGGTCGATTTGCTGAAGAA 
CAAGTTTGGTTTTGATGATGCTTTCAACTACAAAGAAGAGCCTGACTTAGCTGCAGCTTTAAAAAGATAC 
TTTCCAGAAGGTATTGATATTTATTTTGACAATGTTGGGGGAAAGATGCTTGATGCTGTGCTACTCAACA 
TGAGGGCCCACGGCCGCATTGCTGAATGTGGTATGATCTCACAGTACAACCTTGAGCAGCCTGAAGGTGT 
GCACAATTTAATGAGTGTGGTTTGGAAACAGATCCGGATTGAAGGATTCCTTGTTTTTGAATACTACCAC 
CTCTATCCAAAGTTTCTGGAGTTTGTTCTGCCTCACATCAAAGAGGGGAAGATTACTTATGTGGAAGACA 
TAGCTGATGGCCTCGAGAGTGCCCCAGCAGCACTGATAGGGCTCTTCA 
 
>0130-94-B03(5-9-06) 
TCGGACCGCTCCTGCATACATCTGGAGTTTGATATTTCAGGGACTGGTATTACTTATGAAACTGGAGACC 
ATGTGGGTGTTTATGCTGAGAATTGTGATGAAACTGTTGAAGAAGCTGGAAAATTGTTGGGTCAACCTCT 
AGACTTGTTATTCTCTATTCACACTGACAATGATGATGGCACACCCCTCGGAAGCTCATTGCCACCTCCT 
TTCCCTGGTCCTTGCACACTGCGTGCTGCATTGGCACGTTATGCTGATCTCTTAAATCCTCCTCGGAAGG 
CTGCTCTGATTGCTTTGGCTGCTCATGCTGTTGAACCTAATGAAGCAGAGAGGCTTAAGTTTTTGTCATC 
ACCTCAGGGGAAGGATGACTACTCAAAATGGGTTGTTGGAAGTCAGAGAAGTCTACTTGAGATCATGGCT 
GAGTTCCCATCAGCAAAGCCACCCCTTGGTGTATTTTTTGCAGCGGTAGCACCTCGCTTACCGTCCCGTT 
ACTATTCAATCTCATCCTCTCCTAGATTTGCACCCAATAGAGTTCATGTAACCTGTGCTTTAGTTTATGG 
TCCAACTCCCACTGGCAGAATTCACAAAGGAGTGTGTTCAACCTG 
 
>0131-94-C03(5-9-06) 
AATTAACTTCCTTCCTAGTCTTCTTCTTCTTCTTCTTCTACTTTTTCTGCTTCACCATTTACACTCTCCC 
TAACTCTCAGGACTTTAAAAAAAAAAGTTTCAATCTTTTTTGCAACACTCAGAACCAAAAACCCAACAAA 
TGCCTTCGGACTCAAGCGAGCAACGCAGACAAAACAAGCCCCAAAACTCGGGAGCTCCACCAGCAGAGCA 
AGAGCAACTTCCATGTCCACGCTGTGACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAACTTC 
TCTCAGCCTCGCCACTTCTGCAAGTCCTGCCGTCGCTACTGGACTCACGGTGGCACCCTCCGTGACATCC 
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CAGTCGGCGGTGGGTCCCGCAAAAACGCTAAGCGCTCTCGCACCACTTCTCACACCATGTCCTCTACTTC 
TTCTCAAGACCCATTGTCTGCAACCCCAGTCTTGGTCCCTCTTGGGTCTAACCACGGCTCGTCCGTACAG 
TTTGGTCTTGGTGGTAATGGTGGTGGGTCTGATAAGGGTAATGTGAATGTGTGTGGGACTTTTACTTCTC 
TGTTGAACACTCAAGGACCTGGGTTCTTGGCCTTGGGTGGATTTGGGCTTGGACTTGGGACAGGATTTGA 
AGAAATGGGCTTTGGGCTTGGGAGAGCGGTCTGGCCTTTTCCGGGTGTGGCTGA 
 
>0133-94-E03(5-9-06) 
ATTCTATTACGATAGTGTTAGCTGTTCTGACATTTGGTTTGTCCACCCGGTGGTTGCTTTATACTGAACG 
AGCACCTTCTGCATGGTTCAACTTTGCCCTGTGCGGGTTGGTTGGTATCATTACGGCATATGCTTTTGTT 
TGGATCACCCAGTACTATACTGACTACAAGCATGAGCCTGTACGCACATTAGCTCTTGCTAGCTCCACAG 
GTCATGGAACTAATATAATTGCTGGAGTCAGTTTGGGCCTGGAATCTACAGCTCTTCCTGTTCTTGTCAT 
TAGTGTCGCTATTATTTCAGCTTTCTGGCTGGGTCATACATCCGGACTAGTGGATGAAGGTGGAAATCCA 
ACTGGTGGGCTGTTTGGCACTGCTGTAGCAACAATGGGAATGCTCAGTACTGCTGCCTATGTTCTTACCA 
TGGATATGTTTGGTCCAATAGCAGATAATGCTGGAGGAATTGTAGAGATGAGTCAGCAGCCAGAAAGTGT 
TCGAGAGATCACTGATCTTCTTGATGCGGTAGGGAACACCACAAAAGCTACCACCAAAGGATTTGCCATT 
GGTTCTGCTGCGCTTGCATCTTTTCTTCTGTTTAGTGCGTATATGGATGAGGTAGCTGCATTTGCGCAGG 
AACCTTTTAAACAGGTTGATATAGCCATCCCCGAAGTTTTTGTAGGCGGATTGTTGGGCTCCATGCTTAT 
TTTCCTATTTAG 
 
>0134-94-F03(5-9-06) 
GGGGCCACAGCTTGCACATCTCCAACATCTTCAGGTAGCCCCGGGGAGTCAGCTTACCGATTGTTTGGTC 
GCCAAGGCACAATCCACAGGTTTATGGGTGGAGGTAAAGCTGCCGATATTCTATTGTGGAAGCAGTGGAC 
TGCTTCTTTTGGTGTCATTGTTGTTGCTACAGTTGCATGGCTCCTATTTGAGCGGTCTGGATTATCATTC 
TTATCAATTTGTTCAGATGTGTTGCTGATTTTAATTATACTATTATTTCTTCGGGCCAACTATAACGTTA 
TCAGAGATAGGTAAGGGGCAATTTTACCCTTGATCTGCTAATTGATTATATCTCTCTACTATTATAGAGC 
CAAAACTATTTTCATCATGAGAACTGTTTCCATTCTTGAGCAGACAATTACAAACATTACCGGAGCTAGT 
ATTATCAGAGGAAATGGTTAATAATGCTGCAGCATCATTTCGTGTTAAAATCAATAATGTGCTGCATATG 
GCTCACGACATCACTCTTGGCAAGGATTTTAAACTTTTTTTCAAGGTCAGTCTAGATTTACGGTATAATT 
ATTCAAATATGCTAAGCTGTATGGCTGAGGTGTTGCAACCATAGTGGGGCAAATATGAGGCAATCATGAT 
TTGTAGATGACAATTATTCATCCATTGTCAAAATGATAATCAACCTACATTTATTGGTGCCTAAAAAAAA 
TGGTTTAAATATGCCAATAGGGGGAAGA 
 
>0136-94(5-31-06)_011 
CTCCTCCTGTTTACAAGTACAAGTCTCCTCTTCCACCTCCTCCTGTTTACAAGTACAAGTCTCCTCCACC 
ACCACCACCAGTTTACAAGTACAAGTCTCCTCCACCACCAGCGCACCCCGTACTCCCACCATATAAGTAC 
AAGTCTCCTCCTCCACCTCCTCCTGTTTACAAGTACAAGTCTCCTCCACCACCCCCACCACACCCAAAAC 
CAGTTTACAAGTACAAGTCTCCTCCACCACCCCCACCACACCCAGTACTCCCACCATATAAGTACAAGTC 
TCCTCCACCACCCCCACCACACCCAAAACCAGTTTACAAGTACAAGTCTCCTCCACCACCCCCACCACAC 
CCAGTACTCCCACCATATAAGTACAAGTCTCCTCCTCCACCTCCTCCTGTTTACAAGTACAAGTCTCCTC 
CACCACCCCCACCACACCCAAAACCAGTTTATAAGTACAAGTCTCCTCCACCACCCCCACCACACCCACA 
CCCACACCCATACCCACACCCACACCCACACCCAGTTCCCCACCCAACACTCCCACCATACGCATATAAG 
TCTCCTCCACCACCACCACCAGTTTACAAGTACAAGTCTCCCCCTCCACCTCCCCCAGTCTACAAGTACA 
AGTCCCCACCTCCACCACCACCACACTACATCTACTCATCACCCCCTCCTCCTCACTACTAGAGAATGCC 
TCCAGAAGTATGGAACGCATGAGGATTTGTCAAAATAAAGAAACAGCTGCAGGCAGAAA 
 
>0137-94-A04(5-9-06) 
ATAAATAAATTAAAGCACCGCCCTTTGACTCCTATTAGGACTTTAAGGGGTATTACTTGTTTACTGGTGT 
ATATCTCCACCGCCTTCATGTTTTTAGTGTATTTTACACCCGTGTCTGTTGTTATGTTGCGGCTTGTCAG 
CATACGTTGCAGTAGGAAAGTAACATCCTTCATCTTTGGTATGTGGCTTGCTATGTGGCCATCTCTATTT 
GAAAAAATAAACAGGACTAAAGTGGTCTTTTCGGGAGACATGGTTCCAGCAGGGGAGCGTGTTTTGCTAA 
TTGCCAATCACAGAACTGAGGTTGATTGGATGTACTTGTGGAATCTTGCATTGCGGAAGGGGCGTTTGGG 
CTACATCAAGTATATCCTTAAGAGCAGCTTGATGAAATTACCTCTTTTTGGTTGGGGATTTCACATCTTG 
GAGTTTATTCCTGTGGAGAGGAAGTGGGAAACTGATGAACCTGTTATGCGCAATATGCTTTCAACGTTTA 
CGAATCCTCGAGATCCATTATGGCTTGCGGTTTTTCCTGAAGGAACTGATTTTACTGAAGAGAAATGCAA 
AAAGAGTAAAAAATTTGCAGCTGAAGCTGGACTTCCTGTGCTGGAGAATGTCCTACTCCCAAAAACAAGG 
GGCTTTTGTGCTTGCTTGGATGCTCTGCAGGGCTCCTTGGATGCAGTTTATGATGTGACCATTGCATACA 
AGCATCAATG 
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>0139-94-C04(5-9-06) 
TGGTTTCTGTAATGGCTTGTTCTGCCTAACTAGTCGTGAGAAAAAACTTTGTCACATTATTTATTTGTGG 
AACCCAAGTATTAGAATGTGTAAGAAACTTGTAGCTACTCGCTTTAATCGCAAGCATAATGAAAGTGCCG 
CTATTGGATTTGCTTATGATTTTCTGAACAACGACTTCAAGATTCTGAGAATTGTGTGTAATGCGATGTT 
CAATGAATCAGAAGCTGAAGCAGAGATTTACACGTTACGTTCTGATTCGTGGAGAAAGGTTGTAGTATCG 
ATTGAGTCCTTAAGAGGGTATGAACCCAACATTGGGACTATTTGTGATGTTTGGGGACCTTTCAAATTTT 
ATAATGGAGCTCTGCTCGCTTTATCTTTTACTGTTGTCTATTCTTTCATTTTGTCCTTTGACATTAGTGA 
TGAGAGCTTCCATGAGATAATGATGCCTCGTAATCACTTAGATGAAGTGCCTATAAATTTCACTGAACTT 
GCAGTGTACAAGGGATTGCCAGCTGATTTTGTTTTCGCTCACGATCTTGGTAATGAGCATGGTGGGAGAA 
TCTTATGCCACATATGGGTTATGGAGAAGTATGGTGTGGCCAAGTCTTGGACTAGAAAATTTGTGATACC 
AATGGAATGGGTTCAGATAGGTCATTTCTTTGGCTGCACTAACAATGGTGAACTTCTCATTAAGAATGCC 
ACTGGGCTGGTTTCAATTGACTCTGA 
 
>0140-94-D04(5-9-06) 
TATTCTTTACTTCGATTTCCAGCCATGCTGTCTGCTTTTCCGGTCCAACCCGATTCTCTGTTCGGGAACC 
CATTTTCGGCTTTCGAAACCGGCTTTACGCCGTGGGACTGTCCGGAATTCTTCCCAACCATCCAATCCCC 
AGAACCCGTCATCTCAAATTCTGATTCCGAAGCTTTGCAGTCCACAAAATCGGAACCGGACGTTTTTCCT 
TCTCTGAACCCGGTTATTTCGAGTTCCGGTTCGGGATCGGACGAGCCGAACCAAAACCACGGCGACTCGG 
ACGGTCCGAAACATAAGCGGGGGGCGGAATCCGTGACTGTGGTGGGTGTGGTGGACGAGCGGAAACGGAG 
GCGGATGATATCGAACCGGGAATCGGCTCGGCGGTCACGTATGCGAAAACAGAAGCATTTAGAAAACCTA 
AGGAACCAGGCGAACCGGTTTAGGGTGGAAAACCGAGAACTTTCGAACCGGTTGCGTGTCTTTTTGTATC 
ACTGTCATAGCGTACAAACAGAGAACAATCAGCTGAGGTCCGAATATGACATGCTCCGACACAAACTGTC 
TGAGATTCGACAATTTTTGGTGTTCCGGCAACTCCAACCTCTGACTTCTGCATGGCCATGCAATACTGTT 
ACGTCGACCCAATAAACCCCATCATTAATCCAAATGAATTTTAACTATAAATTACCTACTCATAGCCTAA 
AACGAGAACTATGA 
 
>0141-94-E04(5-9-06) 
GGTTCTAACGTATGAACTAAGGTTGGAAACTCACTGGTTTGGGATTTATTATCCATAGAGTCGGTGGTGG 
TTTTGAATCATTTTCTATTTTGCATATCCCAAAGAGAATTACTACCAAATTTTTGAGATGACCCTTGATA 
GGAGCAGAAGCCCAGCACGGGCTAAGAGGTTTCGAAGCGGTGAACGGGCATCTTACCGTGATGCACCTTA 
TCCAAGGGACCGTCGTACTTACCGGCAAGACTATCTGTGCAACAAATGTAAGCGACCTGGGCATTTTGCT 
AGAGATTGTCCAAATGTGACCGTATGCAACAACTGTGGACTTCCTGGGCATATTGCTGCTGAATGCAACT 
CGACAACTATGTGTTGGAACTGTAAGGAGCCTGGACATCTAGCGAGCCAATGCCCCAATGATCCAGTGTG 
CCATATGTGTGGTAAGATAGGTCACTTGGCTCGCGATTGCACGAACCCTGGTCTTCCAGCTCACGATGCA 
AGGTTGTGCAACAACTGCTACAAGCAAGGACACATTGCTGCTGATTGCACCAATGAGAAGGCCTGTAACA 
ATTGCCGTAAAACTGGTCACCTTGCTCGTGACTGCCCCAATGAACCTGTGTGCAACATCTGCAACATATC 
AGGTCATGTGGCCCGTCAATGCCATAAATCAACTTTGACATCTGA 
 
>0143-94(5-31-06)_013 
GGTTTCCTATTTATGGTCTCCGGAGCCATGGGAGCTCCTCCACGGAAGCCTGTAGATGTCACATTTGGCA 
GAAACTATATGCCCACTTGGGCTTTTGATCACATTAAGTACTTCAATGGAGGCTCTGAGATTCAGCTCCA 
CCTAGACAAGTACACTGGAACTGGTTTCCAATCCAAAGGTTCTTACTTGTTTGGTCACTTCAGTATGCAA 
ATAAAGTTGGTTCCAGGAGATTCTGCTGGAACCGTTACTGCCTTCTATCTATCATCTCAAAACTCGGAGC 
ATGATGAAATAGATTTTGAGTTCTTGGGGAACAGGACAGGACAGCCCTACATTTTACAGACAAATGTGTT 
CACAGGAGGGAAGGGAGACAGAGAACATAGGATTTATCTTTGGTTTGACCCAACCAAGGCCTACCACTCT 
TACTCAGTTCTCTGGAATCTGTATCAGATTGTATTCTTTGTGGATGACATCCCAATAAGAGTGTTCAAAA 
ACTGCAAAGATTTGGGAGTGAAATTCCCATTCAACCAACCCATGAAGATCTACTCGAGCCTTTGGAACGC 
AGATGATTGGGCCACAAGAGGTGGGCTCGAGAAGACTGACTGGTCTAAGGCCCCATTTATCGCTACCTAC 
AAGAGCTTCCATATTGATGGTTGTGAGGCCTCTGTGGAAGCCAAGTTTTGTGCTACCCAAGGCAAGAGAT 
GGTGGGACCAGAAAGAGTTCCAAGACCTTGACTCTTATCAGTATAGGCGTCTCCAATGGGTCCGAACCAA 
ATACACCATCTACAACTATTGCACTGATAGAGTCAGATACCCTACAGTCTCACCTGAG 
 
>0144-94(5-31-06)_015 
AAGCCCTTTTCTGTGAAGGTTGAGAAAGTTTCGAAGGCTGAAAGCATCAAGGTCGAGAAAATTGATCGAA 
ATGGTACACCAAGCTCGGAGAAAGTTTCAATGTCAGTTGGTGTCAAAAGAGAGAGAAAGGTTCAAAGTGT 
AGATGTTGTCAAGATTGAGAAAACTGATTCAGCTGAAAAAGTTAAGTTTGAACAGAGAATTAAAGAAGAA 
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AAGCAAGCTTCTGGAGTGAAGAAACAATCACTAGTCCCTGGTGCTCCCCCAAAGCTGACATCAATGGTTA 
AATCTAATGATTCCGTTCGGGACAAAGTACGAGATAGTCTTTACCAAGCTTTCTCTAAAGTTTCTAATGA 
GGCTGATGAGGATGTTAAGGATGAAGTGAATGCATGCGACCCTATTAGGGTTGCTGTTTCTATAGAGTCT 
CTTCTGTTTGAGAAGTGGGGAGGTTCTCTAGGGGCTCAAAAGGCCAAGTATAGATCCTTAATGTTCAATC 
TTAGGGATGGTAACAACCCAGATTTTCGGAGAAGGGTACTTCTTGGACATATCAAACCAGAGAGGCTTAT 
CAACATGAACACAGCAGAAATGGCAAGTGATAAGAGGCAAAATGAGAATAAAAAGATTGAAGAGAAAGCA 
TTATTTGACTGTGAGCGTGGAGGGCAACCCAAAGCAACAACTGATCAATTTAAGTGTGGTAGATGCGGGC 
AACGCAAATGCACCTACTATCAAATGCAGACACGGAGTGCTGATGAACCTATGACAACATATGTAACATG 
TGTAAACTGCAATAACCATTGGAAATTCTGTTAGTGTTGGGTAGCCATTCTTTATTGGATAGCCATCATC 
ATGAGAGAATTTATGTAACTGCTCG 
 
>0147-94-C05(5-9-06) 
AAGGAGGAGAGAGAGGCAAGATTGCAGAGAAAGGTTGAGGCAGTCATCAAGAGAGAAAGAGCTATGGCCT 
ATGCATATTCACACCAGTTGTGGAAAGCCACTCCTAAATCAACTAACACTCCTCTAGCTGATATCCGATC 
TGGGGGATTTCCGTGGTGGTGGAACTGGTTGGAACGTCAGCAGCCTCCAGCAAATCCTCCTGAAGGCCAA 
GCCATGAAGAGTTTTCAAATTACACCTCCAAGACCTGTTTCAGAAATGAAGCCAAGCCCGTGGCCTCAAT 
CAAGCAACCACAAGCAAAATCCTTTTGGCTTTGATAGTATGGATACGCCCACACCAAAATCGACAAGATC 
AACTATAGTCACATCAGCGAAACAAGCTCGAACACCACCTCCACATAGAAACCCACTAGCCAACAGCTCA 
AGCATGTCAAAGTATTCAAGACCAAGAGCTAGTGGAGCCAGTAATTCACCCTTTGATCTGCCACTAAAGG 
ATGACGACAGCCTCATGAGTTGCCCACCATTTTCAGTTCCAAACTACATGGTTCCAACAGTTTCAGCCAA 
AGCCAAAGCAAGAGCTTATAGTAACCCCAAGGAGAGGTTTCCAGGGACTCCAAGCAGTACTGAGTCAAAA 
AGGAGACTTTCATTCCCTTTGACACAAGGCATTGGGTCTTTCAAGTGGAACAAAGGCTCCTTGTTCTCTA 
ACAAGGATTCTAGCTCTC 
 
>0148-94-D05(5-9-06) 
CAAAGCCGTGTGAAGAAAGGGAACATGACGCAAGAGAAGTTTGAGAAAACCATATCTCTTCTAAAGGGTG 
TTCTTGACTATGAAAGCTTTAAAGATGTGGATATGGTGATTGAGGCTGTTATTGAGAAAGTTTCTTTAAA 
GCAACAAATTTTTTCAGATCTTGAGAAATATTGCCCACCACATTGCATTCTTGCAAGTAACACCTCAACA 
ATTGACTTGAACCTGATTGGAGAGAGGACAAAATCCCAAGATCGGATTGCTGGAGCTCATTTCTTTAGTC 
CGGCTCATGTCATGCCACTTTTGGAAATTGTTCGTACTAAGCAGACATCTCCCCAAGTGATTGTTGACTT 
GCTAGATGTTGGGAAAAAGATAAAGAAAACTCCAGTGGTGGTTGGAAATTGCACAGGCTTTGCTGTCAAC 
AGGATGTTCTTCCCTTATACACAAGCTGGTCTCTTGCTCGTTGAGCGTGGCACAGATCTCTATCAAATTG 
ACAGGGCAATTACCAAATTTGGAATGCCAATGGGCCCTTTCAGATTGGCTGACTTGGTTGGTTTTGGTGT 
TGCAATTGCGACTGGCATGCAATTTATTGAGAATTTTCCTGAGAGAACTTATAAATCAATGCTTATCCCA 
CTTCTGCAGGAGGATAAGAGAGCAGGTGAAAGTACTCGCAAAGGCTTCTACGTGTATGATGACAAACGCA 
GAGCTAACCCAGATCCTGAATTAAAAAAATATATTGAGAA 
 
>0149-94-E05(5-9-06) 
AGCCCTACGCCGTGTTCTGGATCGACCCGGACCGCCGCCTCGCCACCAAATCTGACGAGTCCGGGTCGAC 
CCAACCCGTCTGGAACGAGCGGTTCACGCTCCCCCTCACGCTCCCGCTCCACGAGTCATTCCTCACCCTC 
GAGATCTTCCACTCCAAGCCCTCCGAGACCCCCAAGCCCTTGGTCGGCACTCTCCGCATTTCGCTCGGCG 
ACATCGACAACAGCGACGACCCGACCCGGATCCGAACGTTCGTCCTCACGCGCCCTTCGGGTCGTCCACA 
GGGGAAGATCCGGGTAAAGCTCTCGCTCCGCGAGCGGCCATTACCGCCTCCTCCGGATTACCATATGATC 
CCTCCGCCAAGCTATTATTACCCCTGTGCCCCTCCCCCTACGCGCGACTACAGAGGATACTCTCCCCCGC 
CGTACACGTCATCGCTCCCAACTCAGTATCCCGACGCGTATTCAGGTTACTATTCTGGGTATTATTCCGG 
TGCTCCACCACCGCCTCTACCTCCCAGGCCTTTCTTCGATCGGCAAGCGAGTTATGGGCCTGGCGGGCCC 
AGTGGGCCATCTGCCCCAGTGGATTACTCGCCCTATGATCAAAAGCCCAAATCTTCCAAATTCGGGTTGG 
GGACGGGATTGGCTGTGGGCGCGG 
 
>0159-94(5-31-06)_004 
CTTTTGTCGAATTACGATTTTTCTTCTCTTATAAATTGTTGATCTTGATCCATCAATCGATCACTGTGAT 
GGCTACCACCGGCAACAAGAATATCAACGCTAAGTTGGTGCTTCTTGGTGATGTTGGAGCTGGAAAGTCT 
AGTTTAGTGTTGCGCTTTGTTAAAGGGCAATTTATTGAATTTCAGGAATCAACCATAGGTGCTGCCTTTT 
TCTCACAAACATTGGCTGTAAATGATGCAACTGTAAAATTTGAGATTTGGGATACAGCAGGTCAAGAGAG 
ATATCATAGTTTAGCTCCTATGTACTACCGAGGAGCTGCTGCTGCAATAATTGTGTATGATATTACAAAC 
CAAGCCTCATTTGAGCGAGCGAAAAAATGGGTCCAAGAACTTCAAGCACAGGGAAATCCAAATATGGTCA 
TGGCACTGGCTGGCAACAAAGCAGATTTGCTAGATGCGAAAAAGGTGGAAGCAGAGGAAGCACAAGCATA 
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TGCTCAGGAGCATGGCCTTTTCTTCATGGAAACCTCTGCAAAAACTGCGGCCAATGTCAATGATGTCTTC 
TATGAGATAGCTAAAAGGCTACCTCGAGTGCAGCCGGCACAGAACTCATCAGGAATGGTTCTTATGGATA 
GACCTGCAGAAAGGGTTGCAAGTACATCTTGTTGCTCTTAAAAGACCCAGGGCACTTTTGCACGTTGCCT 
GCGCAGCCTTTGTGATGCACAGTGGAAATCAATGTTCTAGTTATCAAGTTTGGCTGTGGGTGTACAACAA 
CTAGGCTGCACAGCAGAAATCAATGTTCTAGTTATCAAGTTTGGCTGTGGGA 
 
>0161-94-A07(5-5-06) 
GTGCCTCTCTGAATCTTTCCTCTCTCTACACTTTTTGGCTGTGGTTGTCATTTGGGTCGGGCGGGTGGTG 
TATAGATCGGTCATTTGGGTCGAATCATGGGCATCTTCGGCGAAGCAGCAGCATCTACAACGACGATGAG 
GTGTTTTTATTAGGATCCGATGCTACAGTCGATGGGTAAGGCGTTGCTCTTCGGACTCGTGCTTTGGAGT 
AATGCTTCTGTTAGCAGCTAAAGCATCTTCGATCGGAGTTTGAGGTCTGAAGGTGGTGTTCCTACAGCAA 
CAATGATCGGAGTTTAAGGTCTGAGGTATGGGTATGTGATTGTTTTGATTTGTTCTAATTTGGGTATAGG 
AATGTGTTTTTCTTCCGATTTGGGTGTGGTGATGTGGTTGTTCTGACTTGTTCCAATGGGTTTGTGGTAA 
GTGGTGGATGGGTTTGTTGTTTTGGGTTTGTGGTTGGTGGTGTTTGTTGAT 
 
>0162-94-B07(5-5-06) 
ACCTCTTTTCTGAGAAAAGAAAAACATAAGATATCATGGGTAGAACCGGGTTGTTTGATCTTGAGAGGCA 
CTTTGCTTTCTATGGGGCATACCATAGCAACCCAATCAATATTGTGATACACATGATCTTTGTTTGGCCA 
ATCTTCTTCACTTCCCTTGTCTTTTTGTACTTCACCCCAGCTCTCTACACTCCTTCCATTCAGATTGGGC 
TTTTCCCATCTGGGTTACTGGTTTTGAATTTTGGGTTCTTGTTGGCTGTCATCTATGGCCTCTTCTATGT 
GGCTTTTGATAAGAAAGCTGGGTCTTTGGCTGCTTTGCTTTGTTTTCTCTGCTGGGTTGGAGCTAGCTTG 
CTTGCTAGTCGTCTTGGGTACTCTCTGGCCTGGAAGGTTGTACTAGCAGCTCAGTTGATTTGTTGGACTG 
GACAGTTTATTGGCCACGGGGTTTTTGAGAGACGAGCGCCAGCTCTTCTGGACAACCTTCTTCAAGCCTT 
CCTAATGGCTCCTTTCTTTGTATTGCTTGAGGCTCTTCAGTCAATTTTTGGATATGAACCGTATCCAGGG 
TTCCATTCAACTGTGAAAGCAAAGGTAGATAAAGAAATCCAAGAATGGAAAATCAAGAAACAAAAGAAAA 
TCTCCTAGGCTTGAACGGTGCATGTATAGGTGAAAATAAATTTCAGCCAATCCTTTGTAAAGGACGA 
 
>0163-94-C07(5-5-06) 
TCACTCGCTCAATGGCCAACGCCACAGAACTCATTAGCCCATCCAACACCCGTGTGGGCTGGATCGGAAC 
CGGCGTCATGGGTCGATCCATGTGCTCCCACCTCATCAAAGCTGGCTACACCCTCACCGTCTTCAACCGC 
ACCCTCTCCAAAGCCCAGCCCCTCGTCGACATGGGGGCCCACTTAGCCCAATCCCCTCATCACCTCGCTT 
CCCAATCCGACGTCGTCTTCTCAATCGTCGGCTACCCCTCCGACGTCCGCTCCGTCTTACTCGACCCTAC 
CACCGGTGCCCTCTCCGGCCTCCGCCACGGTGGCATACTCGTCGACATGACCACCTCCGAACCCTCCCTC 
GCCGCCGAGATATCCGCCGCCGCTTCCTCCAAAGAATGCTTCTCCGTCGACGCACCAGTATCCGGCGGCG 
ATCTCGGGGCCAAAAACGGAAGGTTGGCGATATTCGCCGGAGGGGACGAGTCGGTGGTGAAACGTTTGAG 
TCCACTTTTTGCCCTGCTTGGTAAAGTTAATTACATGGGTGCCACTGGAAAAGGTCAATTCGCGAAACTA 
GCGAATCAGATAACGATTGCTTCCACGATGGTAGGATTGGTGGAAGGTATGGTTTATGCTCACAAGGCTG 
GTCTTGATGTGGGTTTGTTTCTTGAAGCGATATCGAGTGGTGCGGCTGGGTCAAAGTCTTTGGATTTGTA 
TGGGAATAGGATTCTGAAGAGGGATTTTGAGCCTGGGTTTTATGTAAATCACTTTG 
 
>0164-94-D07(5-5-06) 
AAATCTTCTCTCCTTATCACTGCTTCCAACCTCCAACGCCGGAAGCTTTCTCGCAACAAGGGATGGATGT 
GATGCTTTTCTTCTATTGTGTTTGCTGAAGGAACTCATTTTAAGAAGTAGTCTCTTCCTAAGAGTCTCCT 
CCAAGGTATTGTGGGTTTTCAAATTAAGACAAAAAAGAGAGCAGTCAATTAGTTGGAACTGAGAATTGAG 
AAGGGAATGTCAGGATTGAAAGCGAGTACTATTGACATGAGATGTCATCACTGTGCAGGACCTCTTTCCA 
AGGACATGGAAACTAGTGAGTGGACTGTTCCACCACTTATCAGGGATAGCTTTTCCATGATTGGTTCAGC 
TGTTGGTGGTACAACAAGTGCATTCTATGGATTCAACCACGTAATGCCAAAAGTCCGGAGGTGGGTAAAA 
GGCCCTATGTGGTTGCATTTTCTCATCGGTGCACCACCTGTGATCGTATTCTCTTCAGCTTGTGCAGGAT 
TGGCAGGTGGTGCCGTTCCAGCTATTGCCCAACTTGCTTCTTCATCTTATCACGCGGTAGTCTCATCTCC 
TTCAATGCCTCCACCTTCACAAGATGACAAGATGCACAAGTCCAGAACTTCCTCCACTCTTTGATATATA 
TATCTGCTTTCTTG 
 
>0172-94-E03(5-10-06) 
CCCATGAATCTGTATGGACCTTCTGGTGGTTCTGTATCTGCTATCAACTCAATGAAGGAGATGGTAAAAA 
AATTGCATGCCAACGGGATAGAAGTTTTGTTGGAAGTTGTTTTTACTCATACTGCTGTGGCTGGATCACT 
GCAAGGCATTGATGATATATCCTATTATCATGTGAATGAAGGTGAGCATTTGGAAGCAACAAATTATTTG 
AATTGTAATTATCCTATTGTGCAACAATTGATTTTGGATAGTCTGCAACATTGGGTGACTGAGTTTCATA 
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TTGATGGATTTTGTTTCATAAATGCTTCATCTTTGTTGAGAGGGTTTCATGGAGAATACTTGTCTCGCCC 
TCCCTTAGTTGAAGCAATTGCTTTTGATCCACTACTCTCAAAGACCAAAATCATTGCAGATTGCTGGGAT 
CCACATGACATGCTACCAAAGGAAACTCGTTTTCCCCATTGGAAGAGATGGGCAGAAATTGATACAAAAT 
TTTGTAACGATGTGAGAAATTTTTGGAGGGGTGAGGGTCTTCTAAGTGACCTTGCGACACGGCTTTGTGG 
GAGTGGGGACATCTTTTCAGATGGACGAGGCCCAGCATTCTCTTTCAATTTCATTGCTAGAAATTTTGGA 
TTAACTCTTGTGGACGTAGTCAGCTTCAGTAATGATGCATTAGCTTCACAGTTGAGTTGGAATTGTGGGG 
AA 
 
>0175-94-H03(5-10-06) 
ACAGAGTGGGAGGGAAAGTGGGTCGAAGTTTGTTTCATCGCCCACTTCGATTCTGGTGTCGCCACCGGTT 
TCTCCCCCGTCTGACTCGCCGCCGTTGTCGCCGACTGAAGGTGGACTCGGTGGGTTTGGATCGGGAAAAT 
CGGTGAGCGAACTCGTTGCTTCTATGCGGAAGATGAAAATGGGCAGTTGTGGCGGTTGGGGGAATCAAGT 
GGGGTCACTTTCGCCATCTGGGTTCGGGTCGCCTCGTGCGTCGATTGTTCGACCCGGGTTCTGTAGCACG 
CCTTCGACTCCGACTCGGAACGTGACTCGTTCTGGACTCGGTCCATTCGACCTGTGGGAAACGAAGTGTG 
AGGAAGAGCCAGCGATGGAGAGGGTGGAGTCTGGGAGGGGCTTACGAGCCCAGATGTATGCTAAACTCAG 
TAAGGAGAACTCGCTCCGACGAGTTGACTCGGCCGTGTCTGGTCCTGATTTTGGTTGGGTGTCGGAGTTG 
GTTAAGTGAATTGACTCACCGAGTCATTTCCGTCTTTAAGTATATATATCTTTTTGGGGTTTAAGAAATC 
GGTGGCCTATGATTCTTCTGACTCTGTAAATATTATGTTGATTTTGGACATTTTTCACTGTAAATGCTCA 
CTGGGTTGGGAAGAGAGATCCGAGTCTCTGTTTTGTGGTTCTTCCCCCAAGATAAAAATGGCAACTCTTT 
TTGTACAGACTAAGAAGGATTTCTCAGACTGCCGAAGAATGAGTAGCATTTGGTTTGATCAATTTG 
 
>0177-94-B04(5-10-06) 
AGCTTTCTGGGTTTTTGCCTATTTGGTGAAGAGAGATGGTGAGAGGAAAGACTCAGATGAGGCGCATAGA 
GAATGCCACAAGCAGACAAGTGACTTTCTCCAAGAGGCGAAATGGGCTGCTAAAGAAGGCTTTTGAGTTA 
TCAGTTCTTTGCGATGCAGAGGTCGCAATTATAATTTTCTCTCCTAGGGGCAAGCTCTATGAATTTGCAA 
GTTTCAGCATGCAGGAGACAATAGAACGCTACCGTCGGCACACAAAAGACACTCAAACCAACAACAAATC 
AATCGAACAAAACATGCAGCATTTAAAGCATGAAGCAGCAACCATGATGAAGAAGATTGAGCATCTTGAA 
GTTTCAAAACGGAGACTCCTGGGAGAAGGTCTAGGAACATGCTCCCTTGAAGAACTCCAACAGATCGAAG 
AACAGTTAGAGAGGAGCGTAAGCAGCATCAGAGCTAGAAAGGCTCAGGTTTTCAAGGAACAAATTGAGCA 
ACTAAAGGAAAAGGAAAAAGTCCTAGCAACTGAAAATGCAAGGCTGTGTGAGAAGTGTGGTATTCAACCA 
CAGCAAGGATCAAATGAGCAGAGAGAAATTTTACCTTATGAAGAAAGTAGTCCAAGTTCTGATGTGGAAA 
CTGAGTTGTTCATTGGACCACCAGAAGGGAGAACAAAGCGCTCTCGCTTACAGAATTGATGGTCTTACTC 
TTAAAATTAAGCCACATCTTTGCAAATATAATACATTATTAGTAAG 
 
>0179-94-D04(5-10-06) 
AGGAGTGGAGTGGACAGAGTGGAGAGGTGAATGAGGTGATGATGGCAAACCCTAGAAGAAACTCATTAGC 
AAACACAAACAACAATCAGAGCTCGATATTTGCGAACCAAACATCAACACCAACACACGCAAACTCAACC 
TCATCTCGCATCATTCACTTCCTCAAGAAGCCTCACGCTTTCCCTTTTCTTCTCTCAGTCTTCCTCTTCC 
TCACATGGCTTTCTCTCAAACTTCAGCACACCAATTCCCGCTTTTCGCCTCCAACTTTAGCTCGTGCCCA 
GCAGAATTCGAATCACCATGACCATGAGGACGATGCTAAGGCTGGTTTGGTCAGATTCCCATCTGGGTTT 
CCTTCCCCTCTTGCTAAAGACACCCGTGGTTGGATGCTCGACCCCATCTCTCTTGCCCTAACTCATCACC 
TTTCGGGTGGAGCTGTGACTTGTGCTTCACTTCATCTTGGGGAAATTCGACCTGGTGCTTTAAGGGGAAA 
TCACAGACATCATACTTGTAATGAGACACTTGTCATTTGGGGTGCTAAAACAAAATATAGGTTGGAGAAC 
AGCCAAGTAGTTGGTAAAGGTTACGCTGAAGTGATAATTGATGCAGACGAGGTTGCTGTTGCAGCTAGCC 
CAAGCGGAACTGCCCATGCTTTAGTAAATGTGGATCCAATTCGAAGTTCATACTTTATAGGGTGCCAAGA 
CAGTATTGTAAATTATAGCAGCTCATCTACTGATTTT 
 
>0180-94-E04(5-10-06) 
GACTGTAAAAGTTTGAGTCTTTCTTTGTTTTTTTGGTCGAACCCAGATCTTGGAAATTGGGTTCGGTTTG 
TTTGCTATGGCTGCAGTGACTGAGTGAGTGAGTGAGTGAGATATAAGAGATTGGCAAATGAAGGCGTTTT 
TGGTTTCTGGGTTCTCTTCCTTCTTCTTCATTTTGGCTGCTGTCAGCTCAATTTCTGCTCAGACTGTGAC 
TGTGAGCAATGAGCCCCATCATGTTTCTGTCAAGTTCATTCTAGGAGAGGAGAATTTGGGGCCATGGAAG 
AATGTAATCTCGGAGGCGGCACAGGCTCCAGGGCCTGCAAGTGATGATGCCACTCAGAGCACGCTTGTTT 
TGGCGGAAAACCGGACGAATAGGCCGGACATTCTTCACGGGCTTCGGCATTACCATGGCGGTTGGGACAT 
GACCAATCGGCATTACTGGGCCTCTGTTGGATTTACAGGTGCTCCTGGTTTCATTCTTGCTGTCCTATGG 
TTTATCTCTTTTGGCTTGGCTCTTGCGGCTCATCATTGCTGTGGATGGACGATAAACATAAAAGGGAAAG 
ATTCACACCATTCACAAAGGATTTGTCTTATACTGCTTATACTCTTCACATGTGCTGCAGCGATTGGATG 
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TATCCTACTCTCGGTTGGGCAGGACAAATTTCATGGTGAAGTGCTGCATACTCTGAATTACGTTGTTAAC 
CAGTCAGA 
 
>0185-94-B05(5-10-06) 
GCTGGAGGTCTTGGATTGAACTTACAAACAGCAGATACTGTAATACTTTTTGACATTGACTGGAACCCTC 
AAATGGATCAACAGGCAGAAGATCGGGCCCATCGTATTGGACAGAAAAAGGAAGTCAGAGTTTTTGTGTT 
AATTACTGTTGGATCAGTTGAAGAGGCAATCTTGGAGCGTGCAAAACAGAAGATGGGCATTGATGCCAAG 
GTGATCCAGGCAGGACTTTTCAATACAACTTCCACAGCTCAGGACAGCAGGCAGATGTTAGAGCAAATCA 
TGCGTAGAGGAACAAGTTCACTTGGGACAGATGTGCCAAGTGAGAGAGAAATCAACCGCCTCGCTGCCCG 
ATCAGATGATGAATTCTGGCTTTTTGAGAAAATGGATGAGGAGAGAAGACAAAAGGAGAAATACAGATCT 
CGTCTTATGGAAGAACACGAAGTACCCGAGTGGGCATATTCTGCACCTGAAATTAAGGAAGATGAGGCCC 
CAGGTGTTGATGGTAGTGGTGCCATGGGAAAGCGGAAAAGAAAGGAGGTGGTTTATGCTGATACTCTGAG 
TGATTTACAGTGGATGAAGGCTGTGGAAAATGGAGAAGACATGTTAAGGCTTTCTGGTAAAAGAAAGAGA 
AAAGATCATCTTGCAATCGAGGACAATGCATCAACTAGAAATATTGGTGGTGCAGAGGAAAAGGAATCAG 
AGCTTGAGAATGAAAACATGCCTATGACAAATG 
 
>0192-94-A06(5-10-06) 
TGAGAAGGGAAAAGAAAGAAAGCAAAGTGGAACACAATGGCAGCCTCACTGCAAGCAGCTGCAACACTGA 
TGCAACCCACCAAGGTGGGCGTGGTGTCTTCCAGAAGCAGCCTACAGCTGAGGTCTTCTCAGACTGTGTC 
CAAGTCATTTGGCGTGGAACCAGCTGCAGCTAGACTCACTTGTTCTCTTCAAGCTGATATTAAGGACTTC 
GCCCAGAAGTGTGTAGATGCTTCCAAGATTGCTGGTTTCGCTCTTGCTACCTCGGCCCTCGTTGTCTCGG 
GAGCTGGTGCTGAAGGAGTTCCAAAGAGGCTAACCTATGATGAAATTCAGAGCAAGACATACATGGAAGT 
AAAGGGAACCGGAACAGCCAACCAGTGCCCAACCATTGATGGCGGGGTTGACTCATTCTCCTTCAAGCCC 
GGCAAGTACAATGCCAAGAAGATCTGCCTAGAGCCAACTTCATTCACTGTCAAAGCTGACGTTGTGAACA 
AGAATGCCCCACCTGAGTTCCAAAACACCAAGCTCATGACCCGCTTAACCTACACCCTCGATGAAATTGA 
GGGACCCTTCGAAGTTTCTCCTGATGGCACTGTCAAGTTCGAGGAGAAAGATGGTATCGACTACGCCGCA 
GTGACAGTTCAGCTGCCTGGTGGTGAGCGTGTGCCATTCCTTTTCACCATTAAGCAATTGGTAGCATC 
 
>0195-94-D06(5-10-06) 
GTCTGTTCTCCTTTTTGAGATTTTCTTGTCTATTGTTCATATCTTTCTTATCAGGAACTCGTTATAAGCT 
TGCATCTGCCCTTGAGGGTGATAAACAGCAACTTCAACAGCTTTATGGTGCATGCATAGGAATTCCTCCG 
GTTATTCCTCCCCCGGTTAATACCCTAAACTCAACTCCTGAAGCTACCCCTCAAATTGCTGCAGAAGCTG 
TTGATTTGGCTATGGCGATAAACGCCTCCATTCTGTCCGCTTCATTGGATGGACCCTCACTTCCTCCAAA 
TACTCACCAGAGCTCTGAATCAATCAGCACAAATGGTTGGGGAAATTCTGCTGAGAGTGGCAGTTATAAT 
GGGTTGGGCCCAGCTGCAGGAACCACAAATTCAGGTGCAAGCAGCAGTCAAGGGATGGACACAAATCCAA 
AAGAAGGCTACAATGGCTGGGGTGTACCTGATTCTAGGCCAGTTAGCAATCCAACTCAGCATGCTCAAGC 
CAGTGGTAACACTACCCCCATTGTTTCCAGTAACAATGGAATTGCTGCATCAGTTCCGTCTGCTCCACCT 
ATTCCTGAGGTTTTGGATGAAGGGCCAATCCATTATCCATCCATTGATTTCAGTCCAGTGGACTGGTCTG 
TTCCAGCCAGAGAGGATGGAACTTCTGTAACAAATGATGTGAAAGATGAGGACACTTCTTCCTCATGTGT 
GATATGTTTTGAAGCTCCAATA 
 
>0198-94-(6-16-06)_H08 
AATTAAAACTCTCTCTGAGTCTCTCTTCTGCAAAAACTGTGACACGCAACACAAGCAATTATGGCCAACA 
AAGAGATGGAAGTGGTGAAGGGTGTGGACCTAAACAGGTACATGGGACGGTGGTATGAGATAGCTTCATT 
CCCATCAAGGTTTCAGCCCAAGAATGGTGTGAACACAAGGGCTACATACACTTTGAGAGAGGATGGGACT 
GTGAATGTGCTGAATGAGACCTGGACTGATGGGAAAAGAGGGTACATAGAGGGCAGTGCATACAAGGCTG 
ATCCCAACAGTGATGAGGCTAAGCTCAAAGTCAAATTCTATGTCCCTCCATTCCTGCCCATCATCCCTGT 
GGTTGGGGACTACTGGGTTTTGTACCTTGATGATGATTATCAGTATGCCTTGATTGGCCAGCCTACCAGG 
AAGTCTCTTTGGATATTATGCAGGCAAACCCACCTAGATGAAGAGATTTACAATCAGCTACTTCAGAAGG 
CCACAGATGAGGGCTATGATGTTAGCAAGCTCCACAAGACACCACAGAGTGATCCTCCCCCATCGGGAGA 
GGAAGGCCCTAAGGACACCAAAGGCTTTTGGTATTTTAAATCTCTTCTGGGAAAATAGGGAGAATAGTGT 
TTGCATATATACTGTGGTTTGACTGTTTCCAGTATATGCATAAATAAAAGATCAAAACCACCCCTGTTTT 
CGGCATCCAGATTAGGGATATATTTGTTTTATTTTTTGCTGGCTATTTTAGTTTTTGTAGAGCAAGAATG 
GGTATATGTTGGGTGCCTAGGCCCTAGACTATGAATTTTTTTTTTTTGGACTGTAAAGCCTAGACTATGA 
AGTTGAAGTTCTGAAATATGTCC 
 
>0199-94(5-31-06)_008 
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CTGAAATGATGGCCCTGTGTCTGAAGTTTTCCGTAAGACATTGAAAGAATTCATCAACGTTGCTGAGACA 
GAGGTGGAATCTGTAACAAATCTATACTCGGTGGTGGGAAGAAATGCAGATGCACTTGCACTATATTTTG 
GTGAGGACCCTGCCCGTTGCCCATTTGAGCAAGTTACTGCGACCCTCCTAAATTTTGTAAGGTTGTTTCG 
GAAAGCACATGAAGAGAATTGCAAGCAGGTTGAATTGGAGAAGAAGAAAGCTGACAAGGAGGCCGAAATG 
GATAAGGCAAAGGGCATTAACCTTACTAGGAGGGCAGCAAGATAGGTGAAGATTGACTTTTACCCACCCC 
TGCATACGAAATTTAGCTCCTGCTATACAGCAGAGCTCTGCCCCAATGTTGGTAACTAGATGATGGCAAA 
GGAAAGCTTGTTTGGACAGTCGGAGCCTTTCACAATGCTTTAAATGATGCAGTAGTGCTCCTTGAGGTGC 
ACAGTCCTTCTACTGTGCAGAAGTCTTAGAACAAGCTGATCTGATTTTCAATCAGATGATCATGGTCCAT 
TGATAAATCACGTTAGATACCTTGCAGACAAGACCAAGCATCAAAAAACATTGGGTGGTTGCCATTGTTG 
ACTAAGAAGCAGAGGTATCCCATGTAGGACGACGGCTATCGAGGTGATGGATTGGGCTCCTCTAGCACCA 
TTTTTGAGAAGTAATTCTTTAACCGTGGGTTGGTTTTCATGATCACATTGGTTTCTGCTTTCACCATTCA 
TTTGGCAGTTTTTTTTGGCGCCAGAGCAGATACCTTGGGGATTGTAAAGTACAAAAGCCCAACTGTATCA 
TTAAACCTTGTACAAAGCTCCCCTTAGAATTCATTCTTTCTCATGTAACATAAAAAGTTAGTTTTCATTT 
TTTGTTTTTTTCCCTTTTTAGATGAGATTTTGATA 
 
>0200-94-A07(5-10-06) 
GGACTCCTCCAACGATAGCATCCTCAGCAATTTTTGTATTATAGAAGGACCAGAAACTGTTCAGGATTTT 
GTTCAGATGCAGCTAAGGGAAATCCAAGATAACATAAGGAGTAGACGCAATAAGATCTTTCTCCTCATGG 
AAGAGGTAAGGAGACTGAGAGTACAACAGCGCATCAAGAATGTGAAAGTTGTCAATGAGATTAGCGAGGA 
AGAAGCGAATGAGATGCCAGACATTCCGTCGTCCATTCCTTTTCTCCCCCACGTGACACCAAAGACATTG 
AAGCAACTGTACTTGACTAGCGCATCGTTTATATCTGGAATAATCATCTTCGGGGGTTTAATTGCACCTA 
CACTGGAGCTAAAACTAGGTTTAGGTGGCACCTCATATGAAGATTTCATACGCAGCATGCATTTGCCTAT 
GCAGTTAAGCCAGGTTGATCCCATTGTTGCATCTTTTTCGGGTGGGGCAGTGGGTGTTATTTCAGCTTTG 
ATGTTAATTGAAGCTAACAATGTAGAGCAACAGGAGAAGAAAAGATGCAAGTATTGCAATGGAACTGGTT 
ATTTGGCCTGTGCTCGATGCTCTGCAAGCGGTGTATGCTTGAGCATTGATCCTCTCTCAGTATCAAGTGT 
TTCTGATCGCCCTTTGCAAGTGCCCACAACTAAGAGGTGTCAAAACTGCTCCGGTGCAGGCAAGGTGATG 
TGCCCAACATGCCTGTGCACTGGAAATGTTGATGGCCAGCGAACATGACCCCCGAA 
 
>0208-94-A08(5-10-06) 
TACAGATGTTGGAGAATTCATTGTGCCAATACCACATGTTAAGCAAGTGAAGATTTCAAATGCTGGAGGA 
AGACTTATAATTGCTTCTGATGGTATCTGGGATGCTTTATCTTCTGATATGGCTGCCAAGTCTTGTCGGG 
GTTTACCTGCAGAGCTTGCTGCAAAGCTGGTTGTGAAGGAAGCTCTAAGGTCAAGGGGCCTGAAGGATGA 
TACAACCTGCCTTGTTGTTGATATCATCCCCTGTGACCAGCCTGTTTTACCACCAACACCAAGGAAGAAA 
CAGAATATGCTCCGTTCTCTACTATTTGGGAAGAAATCTCAGAGTTTTACGAACAAATCAACAAATAAGC 
TTTCTGCTGTGGGGGTTGTGGAGGAGTTGTTTGAAGAGGGTTCTGCAATGCTTGCAGAAAGGCTGGGTAA 
GGATTTTCCTGCGAACACAAATTCTGGGCTTTTCCGGTGTGCAGTCTGCCAAGTTGATCAAGCCCCCGCT 
GATGGATTATCAGTAAATTCAGGGCCTTTCTTCTCTCCAGCATCGAAACCATGGGAAGGCCCCTTCCTTT 
GTGCTAATTGTCGGAAGAAGAAAGATGCCATGGAAGGAAAAAGGGCGGGCATACCCACAGTGACCGCATA 
GTAATTTGTCTGGTAAAATGGTAAATATTGATATATTTTTTTTTCTCTGGCAGTGTGAGCATGCTTGGTT 
TGCCTCGTCGGAAATTGTCGTTATAGATGTGTGTAAGAAATGAG 
 
>0209-94-B08(5-10-06) 
AGAGCTGCCGCTGAAGTTATTGACACTATGGCTTTGAATCTTCCAAAGCATGTGTTTGCCCCTGTTTTAG 
AATTTGCTTCTTTGAGTAGTCAGAATGCAAATCCAAAGTTTCGGGAAGCTTCTGTAACTGCTCTAGGTGT 
CATATCAGAGGGTTGTTTGGAGTTGATGAAAAATAAGTTGGAGCCTGTTCTTCATATTGTCTTAGGGGCT 
TTAAGGCATCCTGAACAAATGGTTAGAGGGGCTGCATCATTTGCATTAGGTCAGTTCGCTGAGCATTTGC 
AGCCTGAAATTGTATCCCATTATGAAAGTGTTCTTCCCTGTATCTTAAATGCCCTGGAGGATGCATCTGA 
TGAAGTAAAGGAGAAGTCATACTATGCTTTGGCTGCATTCTGTGAGAACATGGGGGAGGAGATCCTTCCT 
TTTCTTGATCCTCTGATGGGCAGACTATTGGCTGCCCTCCAAAGTAGCCCTCGAAATTTGCAGGAGACAT 
GCATGTCTGCAATCGGTTCAGTTGCATCAGCTTCAGAGCAAGCGTTCCTTCCATATGCTGAAAGGGTTCT 
GGAGTTGATGAAAAATTTCATGGTGCTTACCAAGGATGAGGATCTCTGTTCAAGAGCAAGGGCTACTGAA 
CTAGTTGGAATCGTTGCCATGTCTGTAGGAAGAATGGGGATGGAACCGATTCTACCGCCTTTCATAGAAG 
CTGCAATTGCA 
 
>0210-94-C08(5-10-06) 
AATCACAGAGCACATCCACCTGAAAATCGCAGAGCCCATCCACCTGAAAACCATCGGCTCATCGTGAACC 
CATCAGCCCGACCAGATCAGGTCCAAGGCGGCGGCGGCACGGCGGCGGGATTGTGATATTAGTAAATTCT 
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TGGAATGCAATTCTTTGGGGGTTCAGAGATCAGTCCATCGCCGCCAGCACCGACGGCATCTGGGAACAAT 
GCGCACATGATGTATGTGTTCAATAGGAATGGGGTGTGCTTGCTTTACAGAGAGTGGAATCGACCACTTC 
ACACCCTCAATGCACAGCAAGATCACAAGCTCATGTTTGGTTTGCTTTTTTCGCTCAAGTCCTTAACTGC 
CAAGATGGATCCTACTAACGCAGAGAGAGGAAACCTTGGGGTGCCTCAATTACCCGGCCAAGGTTGCTCA 
TTTCACAGCTTCCGTACTAATACATACAAACTTAGTTTCATGGAAAGTCCTTCTGGGATAAAGATTATTT 
TGGTTACTCATCCTAGGACAGGTGATTTGCGGGAATCCCTGAAGTACATTTACAACTTGTATGTTGATTA 
TGTTGCCAAAAACCCACTGTATACTCCAGGAACTCCAATCAGGTGTGAACTATTCAATACAAATCTTGAC 
CAATACGTAAGGAGCATTGCATAGAACAATCCCCATCTGTACCATACCTGGGTGCAGATGGAGAAGGTTT 
CTCTTCATATAGATGCTCTTCTACTTCATTTTCGGCCTATGTGCTCAGCATG 
 
>0211-94-D08(5-10-06) 
TTTGATTTCTTGGGAGAAGGGCAGCCGCAGAGATAGTTTCAAGGTTTATCCAAGAAAGGGAGAAATTTGG 
GGACTCTTCAAGAACTGGGATATCAAATGGTACTCTGATCCAGACCAGCATCGTAAGCCTGAGTATGAAT 
TTGTTGAAATCTTGTCAGAGTTTGCACAGGATGTGGGTATACATGTTGCATACCTCATTAAGGTGAAAGG 
CTTTGCAAGCCTCTTTTGTCGAATGGTTAAGGAAGAAATGGGCACATTTCAAGTTCCACCTGTAGAACTA 
TTTAGGTTCTCACACAGGGTTCCATCCTTTAAAATGACTGGTGAGGAAAGAGAAGGTGTGCCGAAAGGAT 
CTTTTGAACTAGACCCTGCAGCTTTACCCCTTAAAATTGAAGAGTTTGCTGTGCCTGAAGATGTGGCGGT 
GGAGGCTGGTGCAAATGCATCAATGCACCAGGCTGATGTAAAGAGCAGCCACTTTGAGCCTGGGGAAAGC 
AGTAATGGCAATGTTACTGAAGATCACAGTAAGCCTCCAGCTTCCCCCTCAGAAGCTATTGAAATTCCAG 
AACCTGAATTTTACGATTTTGATGCTGAAAAATCCCAGGAGAAGTTTCAGATTGGTCAGATTTGGGCATT 
GTACAGTGATGAGGATGGCTTGCCAAAATATTATGGTATGATTACGAAAATTGATGCTGGCTCAGTTTTC 
AAATTGCACCTTACATGGCTTGGCTCCCGCCAGCTGCCAAACAACACTATCCAATG 
 
>0214-94(5-31-06)_010 
GGCTGCAAGCGCTTACGCCCTCTTGCTCCCAACCCTGGCCAACACAGACACTTCTGGTGTCACTGCTTTC 
GATCTCAAGAGCTTCATCAGACCTGAAAGTGGACCCAGAAAACTCGGTTCCTCTGAAGACAAAGACAAGA 
GAGATCCACCTCAGGTGGAAACACACCCAGGAGGGACACGATGGAATCCAACACAAGAACAAATAGGGAT 
ATTGGAGATGCTGTATAGGGGAGGAATGCGAACTCCTAATGCACAGCAGATAGAACAAATCACTGCACAG 
CTTGGGAAGTACGGCAAAATCGAAGGGAAGAATGTGTTTTATTGGTTCCAAAATCACAAAGCGCGCGAGA 
GGCAGAAGCAGAAGCGCAACAGTCTTGGTCTTAGTCATTGTCCAAGAACCCCGACTGCCATTACCACCAT 
TGCTTTGGACACCAGGGGGGAATTGGAAAGAGAGGAAGATAGTCCATACAAAAGAAAGTGCAGGAGCTGG 
GGATTTGAAACCTTAGAAGAAGAAGAAGAAGAAAGAAGATCATGTAAAGAGGAGGGAGATAGAACTCTAG 
AGCTGTTCCCACTACATCCGGAAAGCAGATGAAGGGGTTTGAAATTTTTTTTCTTTTTTTTTCTTTAAGC 
TCTTGTTCCATTGTAATCTGCTTTGATGTGCTTTGCTTTCTTTTTCTTCTTTCTTTGTTTCGGGAAAGAA 
GAAAGACAAAGTTGTCCCATTGTACCCTACTGCTTATTTTATTCCTGACTTGTAACC 
 
>0215-94(5-31-06)_012 
TGACCGTGTATCAGATATCGTAGACTATTGGGTGACTTTTAATGAGCCTCATGTTTTCTGTATGCTGACG 
TATTGTGCTGGTGCTTGGCCTGGTGGTCATCCTGATATGCTGGAGGTTGCCACATCTGCCTTACCAACTG 
GTGTTTTCCAACAGGCGATGCATTGGATGGCCATTGCACACTCAAAAGCCTATGACTACATACATGAGAA 
AAGTACCTTATCAAATCCAATAGTTGGAGTTGCACACCATGTCTCGTTTATGCGGCCATATGGGCTCTTT 
GATGTTGCTGCTGTTACATTGGCAAATTCCATGACTATTTTCCCATATGTGGATAGTATCTCTGACAAAC 
TGGATTTTATAGGCATAAACTACTATGGACAGGAAGTGATCTCTGGTTCTGGACTGAAGCTTGTAGAGAC 
TGATGAGTATAGTGAATCTGGACGTGGGGTATATCCTGATGGCCTGTACCGCATGCTGCTACAGTTCCAT 
GAAAAATACAAACATCTCAATGTCCCCTTCATGATTACTGAAAATGGGGTTTCAGATGAGACAGACTTGA 
TCCGCCGGCCATATATTTTAGAACATTTGCTTGCTGTTTATGCAGCCATGATCATGGGTGTCCCTGTGAT 
TGGGTACCTATTTTGGACAATTTCAGATAATTGGGAGTGGGCTGATGGATATGGTCCCAAGTTTGGACTT 
GTAGCTGTTGATCGGGCGAATGGGCTTGCCCGGATTCCACGTCCTTCATACCATCTATTCTCTAAAGTGG 
TGACATCAGGTAGAATTACACGTGAAGACCGGGCACGAGCATGGAATGACCTCCAGAGAGCCGCTGAGGA 
GAAAAAAACACGTCCATTCTATCGGGCAGT 
 
>0217-94-(6-16-06)_B09 
CATGCAACAAGGGCGAATTGTGGGACTTGAAGAAGAAAGGAAACGCCGAGTGCAAGAGTGTGCACAACTG 
AAGGCCCTTGTTGAAGAACTTGAAAGAAAGGGCCTACAGAGACTGACTGACAAAGTACAGGTGCCGGTGG 
CTGCAGTTGTGATTATGGCATGCAATCGTGCAGATTATTTAGAGAGGACAATTAATTCTGTCTTAAAATA 
TCAAAGTTCTGTTGCTTTGAAGTATCCTGTCTTTGTATCCCAGGATGGATCACATCCAGGTGTTAGAAGT 
AAGGCATTGAGTTATGATCAGCTGACATATATGCAGCACTTGGATTCTGAACCAGTGGAACCTGAAAGGC 



191 
 

 

CTGGAGAGATGGTTGCATACTATAAAATTGCTCGTCATTACAAATGGGCATTGGATGAATTGTTCTATAA 
GCATAACTTAAGCCGAGTAATCATACTTGAAGATGATATGGAAATTGCACCCGACTTTTTTGATTACTTT 
GAGGCTGCAGCAGCACTCCTCGACAAGGATAAGTCCATAATGGCTGTTTCCTCATGGAATGACAATGGAC 
AAAAGCAGTTTGTGCATGATCCTTATGCACTCTATCGTTCAAATTTCTTTCCTGGACTTGGGTGGATGCT 
GACTAGATCTATATGGGATGAGCTGTCTCCAAAATGGCCTAAGGCTTACTGGGATGACTGGTTGAGGTTA 
AAAGTGAATCACAAAGGAAGACAATTTATTCGTCCAGAAGTGTGCAGAACCTACAATTTCGGTGAGCATG 
GTTCTAGTATGGGGCAGTTTTTTAAACAATACCTTGAGCCAATTAAGCTTAATGATGTCCAGGTTGACTG 
GAAGTCCATGGATTTGAGCTACTTGATGGAGGAGAAGTTCACAAAGCACTTTGGTGACATGGTGAGAAAG 
GCTAAACCTGTCCGCGGAA 
 
>0219-94-D09(5-10-06) 
GGCTTCTCTTCTAACGAGCTCCCAAGCCCTCCTCCTCCTCACCCCTCCATCCTCAAACCCCAAACCCTTT 
TCTCTCAAACCCCTCTCCCTCTCTCTCCGCAAACCCACCTCCACCTTTGTCTGCGCTTCCTCTACTCTCC 
CTTCTCCACAAACCCCATCTCACCCCAACACCACTCTCACTGCCACCACCATATCCACCATAGCCTCCAT 
AGCCATTTCCTTCTCCACACGTCTCCTCCTCCCAAAACTCCCACTCCCTCTCTCACTCTCCACCACCGCC 
ACCACAACCCTTTTCTTCGCTTCTCTCAAGGACCGTCCCCCTGGCTACCTCAACACCCCTCTCACTGTTG 
TAGCTGCTGGCCTCGCCAAATGGCTTGACATCTACAGTGGGGTTTTGATGGTCAGGGTTTTGCTCAGTTG 
GTTCCCTAACATCCCGTGGGACCGTCAACCTTTGTCCGCCATTCGTGACCTCTGCGATCCTTATCTCAAT 
CTCTTTCGTAATATCATCCCACCCATCTTTGACACTCTTGATGTTAGCCCACTCTTGGCTTTTGCGGTGT 
TGGGTACGCTTGGCTCCATTCTCAATAGCGCCAGGGGAGGAATGTACTGAGCAAGTTTTTCAGCAATAAT 
ATTCATTCATTCATTCGGGAAACATGCATGTGGGATATTGAGTTTTTCAGGCTGCTGATCAGTTTTGAGA 
TGGCCTTCAAATGCTCATGGGTCAGAAGACAATATCTAACGTGTCAAACTATACAAGCAATATCTTAA 
 
>0220-94E09(5-10-06) 
GGGCTCATCAGGGAAGGAGACAAAGTGATCATTCACATCGTCTTCTAGTTCTAGTTCTAGTTCTAGTTCT 
AAAATGGATGGTAATGGTGAGGGGGTTGCGGTTTTGGAACTTCAACCTTCTTCTTCTGGAGTTTCATGCT 
CGATTTGCTTGGATTTGGTCTTGAATATTAATGGGGGAAGATCCAGGGCTAAACTGCAATGTGGCCATGA 
GTTCCATCTGGACTGCATTGGCTCAGCATTTAACATGAAGGGAGCAATGCAGTGCCCAAATTGCCGAAAG 
GTTGAGAAAGGCCAATGGTTATACGCCAATGGCTCTGCTCGTTCATTTCCTGAGTCTAGTATGGATGACT 
GGAATCCTGATGAGGATCCCTATGACCTAAATTACCCTGAAATGCCATTTAGAGTTCACTGGTGTCCATT 
TGGTGAATTGGCTCGAATTCCTACATCTTTTGAGTCTGGTCCTAGAGCTGGGAGCTCATTTGTCTCCTCA 
GCTGTTCCTCGTTATCCAGGGTCCAATGTTCATACCCATGAAATGATACAGGTTTCCCATGCGTTTCATT 
TTCAGCAACGACCTAGCAGTTCACTAGGCATGCCCTCACCTATCATTCCTGCTGTCAGGAGAATTGATAG 
TCCTGGGGGTTTGCCTCCAGTAGTGCCAGCATCTCTACAACCTGATGGCAATGGCGGTTTTCATATCTAT 
 
>0221-94-F09(5-10-06) 
GGTAATGCAGATTATGCGATGGATATGCACCAGAAAGAACAACTTCATGACAATACTGTTTCGATGATGC 
AATCACAGCACTTTCCTATGGGTAGGTCTGCTGGATTTAACTTAGGTGGAACGTATTCATCCCATCGTCC 
TCAGCAGCAACAGCAGCAGCAACATGCTCCATCAGTCAGTAGTAGTGGTGTCTCTTTTTCACCTTTAAAC 
AATCAGGACCTTCTCCATTTACATGGCTCAGATATGTTCCCATCTTCACACTCTACGTATCACTCCCAGA 
CCAGTGGGCCTCCTGGCATTGGACTAAGACCTCTAAATTCTCCAAATACAGTATCTGGTATGGGATCATA 
TGATCAGCTCATCCAGCAGTATCAGCAACACCAGAGCCAGTCTCAATTTCGTCTGCAACAAATGTCAACT 
GTCAATCAGTCATTTAGGGATCAGGGCATTAAATCTGCGCAGGCCCAGGCTGCTCAATCTACTCCAGATC 
CATTTGGTTTGCTTGGCTTGTTAAGTGTAATAAGGATGAGTGATCCCGATCTGACATCCCTTGCTCTTGG 
AATTGACCTGACAACCCTTGGGTTAAATTTGAATTCACCAGAAAATCTTCACAAAACTTTTGGTTCTCCA 
TGGTCTGATGAGCCGGCTAAAGGTGATCCAGAGTTTACTGTGCCACAATGTTATTATGCCAAACAACCAC 
CTCCTCTACATCA 
 
>0223-94-H09(5-10-06) 
GTGAGTCACCGCAAAGGCGAACCGGAGCTACGAAGACTGAGTTGGATCAATCTCAAAGTGTTCGAATTGA 
AGACCGAGACGTCTCTCTCCGCAGATTGAAAGTGCTTTAGGCTTATTGCCTGATTCTAGATAATTTATAA 
TTCTATCCAAAGTATCCAATGGGGGAACTGGCTATGGCAATTAATCTTTCTGAGTCTCAACAATTTGCGC 
TTCAAGACATACAACATATAGCCTTCAAAGGGAAGGAAATGGAAGCTGTCTACTCTGAACAGTCAAATCA 
GGATTGCATGATCGCAGAAGCATCAGTAGATTCTACAAAAACTGCCGAAGAATTTGAGAAAGGACTTATG 
CAATATGGATGTTCACATTATCGGCGAAGGTGCCGCATTAGAGCTCCTTGTTGCAATGAGATATTTGATT 
GTCGTCATTGTCATAATGAGGCGAAGAATAGCATTAATGTTGATCAAAAGCATAGACATGACATTCCACG 
CCATCAAGTCAAACAGGTGATATGTTCACTATGTGGCACCGAACAAGAGGTTCAGCAAGTATGTATTAAT 
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TGTGGTGTCTGTATGGGGAAATACTTCTGCGAGACTTGCAAGTTGTTTGATGATGATACATCCAAGAAAC 
AGTATCATTGCAATGGCTGTGGAATTTGCAGAATCGGAGGGCGTGAGAACTTCTTCCACTGCTCCAAGTG 
TGGTTGTTGCTACTCAATTCTGTTGAAGAACAGCCACCCATGTGTAGAAGGAGCTATGCATCATGACTGC 
CCTGTTTGCTTTGA 
 
>0225-94-B10(5-10-06) 
TTTTTCTTTCTTACTCGCAGCGTTTCCTTTCAAATTCTGCAATTGATTTGTTTAGGGTTAGGGTTTGGGT 
TTGAATTCTTGATAAATAGAGAGAGAAAAAAAGATGGGGCAGCAATCTCTGATCTACAGCTTCGTGGCTC 
GAGGCACGGTGATTCTGGCGGAGTACACGGAGTTCACCGGAAATTTCACGAGCATCGCTTCCCAATGCCT 
CCAGAAGCTTCCGGCTTCCAACAACAAGTTCACCTACAACTGTGACGGCCACACCTTCAATTACCTCGTC 
GAAAATGGCTTCACCTATTGTGTGGTTGCTGTCGAATCTGCTGGTAGACAGATTCCCATTGCCTTTTTGG 
AGCGAGTTAAGGAAGATTTTAACAAGAGATATGGCGGAGGGAAAGCTGCAACTGCTGTTGCCAACAGCCT 
CAATAAAGAGTTTGGGTCCAAACTGAAGGAGCACATGCAGTATTGTGTGGATCATCCCGAAGAGATAAGC 
AAGCTTGCGAAAGTGAAGGCTCAGGTTTCTGAAGTCAAGGGTGTTATGATGGAAAATATTGAGAAGGTTC 
TTGACCGTGGTGAGAAGATTGAGCTGCTGGTGGATAAAACTGAGAACCTTCGCTCACAGGCGCAAGATTT 
TAGGCAACAGGGAACTAAAATGAGAAGGAAGATGTGGCTTCAGAATATGAAGATAAAATTGATTGTTTTG 
GGTATCATCATTGCCTTGATTCTTATCATTGTTTTG 
 
>0226-94-C10(5-10-06) 
GTTTTGCATGCCTTTATATCTTCTTCCCATATATGCAGGAGACCTGAGGAATTAGTGTGAGGCTTGTAGA 
ATTAACTGGAGCATATTTGAGAGGTAGATCAGAAATAGATTATATATATAGGCATACACACACATGCACA 
AACACCTATAATTTGATAGGTAAACAAAAATTTGTCTTAAAAGAAAAAAAAGTACAGCAGGTCTTCAATA 
TGGGGAGTTTCTGGATGTATACGCTCTGAAAGACCAACAAAACTATGAAAAATGCAGTTTATGAAATCTA 
CAATATCACTTGGTCTTTCTGCATCTACTGACAGCCAATGAAATAGGGAGCTGATAAACATTGATTAACC 
CTCACAATCGATGACTCCTGCCCCTCAGAAGTTCTTTTAAGAAAATAGAGAATGGGTTTTTGTTGATGAG 
TACTTTGTCAGTATATTGGGAAATCAAAATAAAGAAAGAATAAAATCTTCTTGGCAGTACTAAATCAATT 
TCTGTTCTATGTATTTAAGGTCTCATCTTATTGTTTTCTTGTAGGGTCGTTTTGAGATACTTTCGTTGTC 
CGGGTCTTTCATGCCGACCGAGACTCAAGGGACAAGGAGCAGATCAGGTGGGATGAGTGTCTCTTTGGCA 
AGCCCTGATGGCCGTGTTGTTGGGGGAGGTGTTGCTGGACTCCTGGTAGCTGCGAGTCCTGTGCAGGTAA 
GCCTTTTTATGTTTATGTTTCAATTGGGTGTGGTGGGTTAAATTAGCTTAGAAGCAGCA 
 
>0227-94-D10(5-10-06) 
GAAGAAGAAGTGATTCATTTGGTGTTGTGTTGCGTTGGCGTGCAAAGAAAGTAGTAGTGATATGGGGGTT 
TCGGATGAGGAAAAGATACGGAGTACGGTGAGGTTTCTGGCTACGATCTTAATCGGAGGTGTGGTTATAG 
GGGTGTCGCTATTGGGTCTATCATCGAAGCTTCATTTTCCTTTTCCTTCAAGTCTGAGTAGCTTTAATGA 
TAAGAAAAAGAAGAAAGGGTGCGTTAGGGTGTACATGGATGGTTGTTTCGACATGATGCACTATGGCCAC 
TGCAATGCCCTCCGTCAGGCTCGTGCCCTTGGCGATCAATTGGTCGTTGGTGTTGTCAGTGACCCCGAAA 
TCATTGCCAACAAAGGCCCTCCTGTTACCCCTCTCAAAGAAAGGATGATTATGGTTAACGGTGTGAAGTG 
GGTTGACGAGGTTATCCCTGATGCCCCTTATGCCATCACTGAAGATTTCATGAAGAAGCTGTTTGACGAA 
TACAATATTGATTTTATCATTCATGGAGACGATCCTTGTGTCCTTCCTGATGGTACTGATGCTTATGCTC 
TTGCCAAGAAGGCTGGTCGCTACAAGCAAATCAAGCGCACTGAGGGAGTCTCCAGCACCGACATTGTTGG 
TCGTATGCTTCTCTGTGTACGAGAGAGACCCATTAGTGACAGTAACAATCATTCTTCCTTGCAAAGACAG 
TTCAGCCATGGTCACAGCCAGAAATTCGAA 
 
>0228-94-E10(5-10-06) 
ACGCAAGTCACGGAACGAACCCACTGCTTCTTCCTCTTCTTCTTCCTCTCGACTCTAGAGAGTGAGAGAT 
CGATCAGCTGCTCACTCAAAAACACGCACATTGCTCCAAACCAATCCACCAAATTCTCAACTCACATCCA 
TTCCAGGTTTCACTCGTAAATGGCTAAAGTCAGCAAAGTGCGACGTAAGACTAACGCCCGTAATGGGGTT 
ACCCGTTCTCCATCACCATCTTGCTGTCGGAATAATTTCAAAGATGTTCACCTTAAGAAGAGACGTTCGA 
AAGCATCAGACAAGAAAGATTGGAAAAATGCAACCTGCCCAGTTTGTTTGGAGTACCCTCACAATGCTGT 
TCTTCTTCTTTGTTCCTCTTATAACAAGGGTTGTCGCACTTTTATGTGTGCCACTAGCCATCGGTATTCC 
AACTGTCTTGAGCAATACAAGAAAGCCTACACAAAAGTAACTCCCATTCAAAGTTCTCAAAATTTGGATG 
GGTTAATGGAAAATTCAAGTTTAATTTCTGGCCTGGAGCATCACAATGAAAAGATGGAAGTGCCAGAGCT 
TTTATGCCCTCTCTGTCGTGGGCAGGTGAAGGGTTGGACTGTGGTTGAGCCAGCAAGAAAATATCTGAAT 
GCAAAGAAGAGATCCTGCATGCTGGATGATTGTTCATTTGTTGGAACTTATAAGCAACTCAGAAAACATG 
TTAGGTCAAAGCACCCATTGGCCTGTCCGCGAGCAGTG 
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>0229-94-F10(5-10-06) 
GTGGAGGTTCCTGAGAATCATTCTCAACAACTGAATCCTTCTCATTCTTGCATACATCAATGCAATGTGA 
TGGATCTTGAAGAGCCACTGACAGTTCCAGAAACCTATGCCCAAATGGTCACCCCAGACCAAACACTTGG 
CCCAGCTGACAAAGTTGAGTCACAGACCATTTGCACCATTTCTAGTTTTAGTAACTCATGTCATCAAGTT 
CAAGATGAAGAAGAGAAGAAGGATGAAGAATTAACTAGCAAGTTCCAACCTTCTTTGGAGTCTATTGGTG 
ACTGTCTCCCTCCAAAAGCAATAAGTACATTGTCATCAGCGAGTTCAGAGGAAGGTCAGTTTCCTTTCAA 
TGACCTTGAAGAATTTCAAATCAGTGAGGTACACCACATGGAGTCAATATCTCTAGAGAATGTAGATAAA 
GAAAGCCCCTCATTTAGTCCTGATTCTCATGAAATCATTGAAGAAGTGAATGGGCAAGTCAATGAAAACA 
ATGAGTCATATTTGTCTTCTGAAAAGTTTGTTCAAGAGAATCCATGGACTGATCTTGAGATAGAAAAATC 
AAAGGTAACATCAAGCCCCATTATAATACCTAGAAGTCATAAGGTTTCTGGTAAGGAAGTTGGGCGGCTG 
GTAGAATCATTGCCCAATTTGTGGTCTCACACTGAAAATCCAGATGCACATGATGTTCA 
 
>0230-94(5-31-06)_014 
GCATCAAAATGCAATCTACACAAACACCATTCACCCCAATATTCTTCAAGCTTCGAATCTTAACACTACT 
ATTATTACAACTTCAAATCCTCCCTACTCTCTCTCTCTCCCCTTGCCGTACCTCCTGTGGCAACGTTGCT 
ATAAAGTACCCGTTTGGTCTCGACGATGGTTGCGGCGCACCACAGTTCAGGCACATGTTTAACTGCACCA 
CTGACTTGTTCTTCACAACACCTTCTGGTTTCTACAAAGTCCAATCCATCGACTACGACAAAAAAACTAT 
GGTAGTCTATGACCCAGCAATGTCTACATGTTCCATTCTACAACCTCACCACGACTTTGTTATGACGGAC 
ATTCAATCTGTCATAATACCTCCTTCACCGGACACCATTTTTGTACTCCTCAATTGCTCCATTGACTCTC 
CTGTACTTAACCATTACAAGAATCTTTGCTTCAACTTTTCGGGTCACTCTTGCGACGAGCTTTATGGTTC 
ATGCAATGCTTTTAGATTGTTCCATTTGTTGACTAATAGTACTCCACCATGTTGTTTTACTGGGTATGAT 
ACTGTGAAGTACATGAGCATGAATATCTTGGATTGCACGCATTATACTACGGTGATTAATAGTGATAATT 
TGAAGGGAATAGGACCTTTGGATTGGGTGTATGGGATCAAGCTTTCGTTCACTGTTGCGGACACTGGATG 
TGAAAGGTGTGCAGGGTCTGGTGGCACTTGTGGGTTTGATACTGAGACCGTGGGGTTCTCCTGCCTTTGC 
TCAACTTCTATGAATGCTACTAGAGAATGCGCTGCAGGCAGTGTTACAGATGATGGACACGGTCATGCTC 
CAATGTTATTATTCCAAGCATTTGTTTTTTATTCTGGGGACATTTCTGTGCATGAATTTATAATGATGTC 
TCGCTGTTATTTGATTTTGA 
 
>0232-94-A11(5-10-06) 
TCGGGTGCGGTAAGCTCATCGGGAGGTGGTGGTGGTGGTGAGATGTCTTTGAAAGACAAAGGCAATGAGT 
TTTTCAAAGCTGGGAATTACCTCAAAGCCGCTGCTTTATACACCCAAGCCATCAAGCTTGACCCTTCTAA 
CCCCACTCTTTATAGCAACCGTGCTGCTGCATTTCTACAGTTGGTTAAGCTTAATAAAGCACTTGCTGAT 
GCTGAGACAACAATTAAACTGAAACCCCAGTGGGAAAAGGGATATTTCAGGAAAGGATGCATATTAGAGG 
CCATGGAACAATATGATGATGCCTTAGCTGCCTTTCAAACAGCTTTGCAATACAATCCACAAAGTTCTGA 
AGTTTCAAAAAAGATCAAGAGGATTTCCCAGTTGTCGAGAGATAAAAAGAGAGCTCAAGAAGTGGAGAAC 
AAGAGATCCAATATTGATATGGCAAAGCATTTGGAGAAGTTGAAATCTGAAATGTCGGAAAAGTGGGGAC 
CTGAAGAATCCTGGAAAGAGATTTTCTCTTTCCTTGTTGAGACAATGGAGACTGCTGTAAAATCATGGCA 
TGAAACGTCTAAAGTGGATCCAAGAGTCTACTTCCTTCTTGATAATGAAAAGACCCAGACTGATAAATAT 
GCTCCAGTTGTAAATATTGATAAGGCCTTTGAATCACCCCATACACATAGCAGTTGTTTTTCATTTCTTA 
GGCAGTATGCTGATGATTCTTTCTCCAGAGCGGCCTGTGTGGTGGCTCCCAAAAGTATCATATCTTACCC 
ACAGGTCTGGAAAGGTCAAGGATCTAGAAAGTGTAAACATGGGCAACACGATGGTTTCTT 
 
>0233-94-B11(5-10-06) 
TTTTCTCCTCCTCCTCCTTTTGTACCACCGCCTCCAATTTCTGCACCAGGAGGGAATAGTGCCACTGGGG 
CAATTGCTGGAGGAGTTGCTGCAGGTGCTGCTTTGCTGTTTGCTGCCCCTGCAATTGCATTTGCATGGTG 
GCGTCGAAGGAAACCTCAAGAATTTTTCTTTGACGTACCTGCCGAAGAGGATCCAGAAGTCCATCTGGGG 
CAGCTTAAAAGGTTTTCACTACGAGAATTACAAGTTGCAACTGATAGTTTTAGCAACAAAAACATTCTGG 
GTAGAGGTGGATTCGGGAAGGTTTACAAAGGACGCCTGGCAGATGGTTCACTGGTAGCTGTAAAAAGACT 
GAAAGAAGAACGTACACCTGGTGGTGAGCTGCAGTTTCAAACAGAAGTAGAGATGATCAGTATGGCTGTT 
CATCGAAACCTCCTCCGGTTGCGTGGGTTCTGTATGACTCCAACTGAGCGGTTACTTGTTTATCCCTACA 
TGGCTAATGGAAGTGTTGCATCATGTTTAAGAGAACGCCCACCGTCTCAACCACCACTTGATTGGCCAAC 
ACGAAAGCGGATCGCATTGGGATCTGCAAGGGGTCTTTCTTATCTGCATGATCACTGTGACCCAAAGATT 
ATTCATCGTGATGTGAAAGCAGCAAACATTTTGTTGGACGAAGA 
 
>0234-94-C11(5-10-06) 
TGGCCAGGCTGAGGGTGTGACACATTCAGCTCCAACAAAGCTAGTGCTATACTTCACCGGAGCTACAAAC 
ATACTCTACACTTTTGGTGGCCATGCTGTGACAGTGGAAATTATGCATGCCATGTGGAAGCCACAGAAAT 
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TCAAGTACATATACCTAATAGCCACATTATACGTTTTCACACTAACGATTCCGTCAGCCTCTGCCGTTTA 
TTGGGCCTTTGGTGATGAGCTTCTTAACCATTCCAATGCCTTCTCTATGCTACCAAAAACTGGCTTCCGT 
GATGCCGCCGTTATCTTGATGCTCATCCACCAGTTTATAACATTTGGGTTCGCATGTACTCCATTGTACT 
TTGTATGGGAGAAGGTGATAGGGATGCATGACACGAAGAGTATTTGTTTGAGAGCACTAGCAAGGCTGCC 
AGTGGTGATACCAATATGGTTTTTGGCGATAATCTTCCCATTTTTTGGCCCCATAAACTCTGCTGTTGGG 
GCTCTATTGGTTAGCTTCACTGTCTACATCATCCCCTCTTTAGCTCATATGCTCACCTATAGAAAAGCCT 
CAGCCAGACAGAATGCTGCAGAGAAGCCTCCTATCTTTTTACCAAGCTGGACTGCTATGTTTGTGATAAA 
TTCGTTTATAGTGGTGTGGGTTCTAGTGATTGGATTTGGGTTCGGTGGCTGGGCCAGCATGACCAACTTT 
GTCAAGCAAGTTGACACATTTGGGCTCTTTGCCAAGTGCTATCAGTGC 
 
>0235-94-D11(5-10-06) 
TCCCTTTGTGGTGTAGTGGGCTTAAAGTCAACATATGGACGGACAGATATGAAAGGATCATTATGTGGTA 
AAGGGACTGTGGAAATTGTTGGACCAATTGCGACAACAGTGGAGGATGTCATGCTAGTGTAAGCACTTCT 
GCTTATGAAGATGTTCATCACTACTTTGTGTTATGTTTAGTTTCTATCTTCTAATGGATTTGTGATAAAG 
AGCCCTCCAATTTTATTTCATTGCTACAGTATATATTATTGTCAGTTCCAGTAAAACATGTCTAAGTTCT 
GCATTGCTCTACTTTTTTTTGGATAAGTAGTTCTGCATTGCTCTACATTGAATAACTCATGAATCATTAA 
TTCTTCTCCCAAATCATAATTCAATTGTGTGGGCCATTGTAGAATTTTGGGATGGCTTGAAGTGCATAAT 
CCATTTGTTCAGTCTCCTTTTTTTGGACGTGTTGCTTGAAGTCCCAGTCCTGTACATTCATCAACATTTG 
GGGTTCGAGTTATAGTCCAGTGTTACCAACACCCTCTGTGCCTCTGTGGTGCTTGGTGTTTGGGGTTCAA 
ACCCCACCTCTCCCTTCCTCTCCTATTTACCTATTAAAAAAAAAACCCATTACATCTGACTTTGATGCAG 
TTCCAAACTATTGCCTTGGTTACAGGGGAAAAAAAAATGGTTGAAAACATTTTCTTGCCTTGTATTCCTT 
CATTAATTCTGATTGACTGA 
 
>0237-94-F11(5-10-06) 
AAAAAGAAAAAAAAGAAGAGAGTGAGTGAGAGATAGAGAGATATCATATGGGGATTTATTATTATATTTC 
CTCTACAAGCAATTCGGTGATACAAAACGTACCTGATCTAACGACTGTGAAGGGGTGGGGTTCGAGCTCT 
TATGGTTATGGCTGGGCTGCTGTTGCCAAGGTTGATGACGTCGTTAGGAAGAAGGTGATCCAGTCCATGC 
AAGACGAGGAAGCCCGTTCCAAGATCGGTCGGATTGCTAAAAGCGCTACGTTTCTTGCTTGCGAGGAGGG 
CCTCAAAACCATCCCAGGTGGATCATTATTTTATAAGATTGTTTTGCAATCTCTCCACAACGAAAAGAAG 
TCTGGGCGTAATGAAGTAGAGACAAAGGCATTGCAAGCTAAGATAAGCAAAATGGAGGAAGAAATCACAG 
AATGCAAGAAATTAATTGGACGAGCAGAGATACATAAGCCTTTTGTAGATTTCAAACCAGAGAAGAGCTC 
TTCCTTTGAACCAAATGTGGATATAAAACCAGAGGATGCAATCAGAGTCTTCATGATGAAGGAATCTATA 
GGTAGGCAATTTTTGGATGATTTGATAGTTCCTACCGTCAAAATAACGAGGATGAAGTCTAAGTAGAAGA 
CAATTTTATTTCAAGGAGACAAGATGGGTGGAGTGATGAAATAATTGTTAACTATTGGGATGATAAATAT 
TTGTATGTCTTA 
 
>0238-94-G11(5-10-06) 
CTGCTATTAAATTTGCAAGAAAGTTTCAAAGACACTCAAATCCTGATGCAAAAGAGCCAGCAACTGAATT 
TATATGTTTCTCTAATTGCTTCCATGGTAGGACCATGGGTGCTCTTGCTTTGACAAGCAAAGAGCATTAC 
AGATCACCTTTTGAACCGGTCATGCCTGGAGTCACTTTTGTGGAGTACGGAAATATACAAGCTACAAAAG 
AACTAATTCAGCGAGGGAAAACCGCAGCGGTTTTCGTGGAACCTATCCAAGGTGAAGGGGGTATATACAG 
TGCAACAAAGGAATTCTTACAATTTTTGCGTAGTGCTTGTGATGATGCTGGGGCTCTCTTGGTCTTTGAT 
GAGGTTCAGTGTGGTTTAGGTCGAACTGGATACCTCTGGGCCCATGAGGCCTATGGTGTATTCCCAGATA 
TAATGACACTTGCCAAGCCTCTTGCCGGAGGCCTACCCATTGGAGCTGTATTGGTGACCGAAAGAGTTGC 
TTCTGCAATCAATTATGGTGATCATGGGAGCACATTTGCTGGTGCACCTCTTGTCTGTAACGCTGCCCTG 
GCTGTTCTAGACAAAATCTCAAATCCTAGTTTCCTAGCCAGTGTCTCTAAGAAAGGCCTCTACTTCAAAG 
AAATTTTGAAGCAGAAGCTTGGAGGAAGCTCACACGTGAGAGAAATACGTGGATTTGGGCTTATTATTGG 
AATCGATTTGGATG 
 
>0239-94-H11(5-10-06) 
CTCTCTTATTGTGTAAAAGAGCAGAAACCCTGTGTGCGTTGGGTGGAGAAATATTTTAAAGACTGCCTTT 
GCAATGTAAAAGATGATTTTTCCTTCGGTTTTGGCCTTATTAGTCTAGTGTGTTGGGGTGTGGCAGAAAT 
CCCACAAATCATCACCAATTTCCAGACAAAAAGTGGCCATGGAGTTTCTCTTGCTTTTCTACTCACTTGG 
GTTGTTGGTGATATTTTCAATCTGGTGGGTTGTCTTCTGGAGCCAGCGACGTTGCCAACACAGTATTATA 
CGGCTCTGCTTTACACAATTAGTACTTTAGTCTTAGTATTCCAGTGTGTATACTATGACTACATTCCTAG 
ACGGTTGAAGTACCGACAGATCAATTCTAAACATGAGGCTGAAGACAAGAAAAAACCATTGAGGCCTGAT 
AAGTCAGATGATTCAAGCATTCCAATACCTAGAGCTTTACCAAAAACCACTACTCAAAGAGAGTACTACT 
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ATATGTCAGCCAGATCTTTGGCAGGCAGTGGCACTCCACCATTTCGAACCTATCTCAGGGTGGCCAAAAG 
TGGTCCTTCCACAATGGCGCTTAACAGTGACTCATCATCTGAGGATGAGGCAGCTCCAACTGCATCTAAG 
TCATCTGCTAGCCAACCTATGCCAATACCAAGATCAGTA 
 
>0241-94-B12(5-10-06) 
AGGGTATACCGGCACCGACAAAACCGGTCTGCCCACACCGCTCAGGGCTTCGTCGAAAGTTTCCGGCACG 
GTGGTCGGCGGTAGATCTTCAGTACCAATGTCGGACCGGTGCGGCTATCCGCGCCAAGATTTGCACACCA 
ATGAAGACCGAACCGACCCGAGCATGTTTTATATATATGTTAATATGTATAAGAAGAGGCCTAACGTTCT 
AAGAAGAGGAATGTTCATCAATGAACAGGGTCGTTCTTATCAAAAAAAAATTTGAATTCTTATCCATGTA 
TTCCAGATTCCCCAAGCTGTAGTTGCCCATTTTTCTAGCTCTAGGGCGCTGAGTATATTATATATTGTAT 
AATGTTAACGTGTGTCAGGAGGACTAGAAAGTGGAGTAGTCTCAAATCTCAATCAAGTCTTGTCTCTTAA 
GTTGTGGTCTAGCCACTTGAGTTTTACCAAAAAAAGAAAGAGTATTTGGTTGATGGTTACCATTTGAGTC 
ACTGTGTGATTTTGTAAGATATTTTCTTTTTGCTTTTTTTATCTCAGCCACACACGTATTGTCTGAGACT 
AAGTTGTCTCCATCTCTCTTTTTCTCCTCTTTAGAGTTTAGACTTCCCACTTCAGCTCTCAGAGACTCAG 
ACAATCAGACTCACTCAGCAACCTTCGTTTTTCTTCTAAACCAGTGTTTCCCTCTCAATCTCAGGTTCCC 
ACCTAACAATTTTCCTCTTCTATTTTTTGCACTCAGCCACATAACGTA 
 
>0242-94-C12(5-10-06) 
AGCTGCTATGGAATAACCGAGGTGAGATCCGACGCTTCCGATCACCGATACAAAGAAGGTGACCCAGTTC 
CTCTCTACGCCAACAAGGTTGGCCCCTTTCACAACCCCAGTGAAACGTATCGCTATTTCGATCTGCCCTT 
CTGCTCTTCAGGTCATGTGACGGAGAAGAAGGAAGCGCTTGGTGAGGTCTTGAATGGAGATCGACTTGTT 
AGTGCTCCCTATAAACTTGACTTTAAGAAAGACAAAGACACTGAAATGGCCTGTAAAAGGAAGCTGTCTA 
AGGATGATGTCGCTCATTTCCGGAATGCAGTGCAAAAGGACTATTACTTCCAAATGTATTATGATGACTT 
GCCAATCTGGGGTTTCATTGGAAAGGTTGAAAAGGAAGGCAAAGTTGACCCCAGTGAATACAAATATTTT 
CTTTTCAAGCATATCCAATTTGAGGTTTCCTACAATAAAGACCGTGTGATTGAAATCATGGCTCATATGG 
ATCCTCAGTCTCTGGTGGACCTGACTGAGGACAAGGAAGTGGAAGCTGAGTTCATGTACACTGTGAAGTG 
GAAGGAAACAGAAATTCCTTTTGAGAAGAGAATGGAGAAGTACTCACAGTCTTCTTCTTTACCGCATCAC 
TTGGAAATTCATTGGTTTTCAATTATTAACTCATGTGTGACTGTTCTGCTTTTGACTGGTTTTCTTGCAA 
CCATTCTCATGCGAGTCTTG 
 
>0244-94-E12(5-10-06) 
CATGCACAATTGGCTTTGAAGGACACAAATTCAACTCCAGAAAATAAGGTTGTTGCGAATGAATTTCCTG 
GATTTTATAGTGAGAAGCAAGAAAAACGTTCAAGAAATAAGGATAAGCCTGATCGTGGCGTATGGGCTCC 
TCTTCGTCGTTCAGATGGAACTCATGCTAGTGAAGAGTCTTTGTCATCTGGTACTTCACAGTTGCTTCTA 
GATTCTTCAGAAGGATCTCATGGAGATATGAAATTTGAAATGGCAAATGCTCGGATTGGGGAAGTTAAAA 
ACCTTGGAAGTGGACGTAGTAGCCATTCTTCCTTAGATAATGGCTCCAATAAACATTTTGGTCGCCGTGG 
GCCAACGCATGGTGTCAAGGATGTTGATGGCTCATCAAATGTAAGTGAGGGGAAGCATTTGAGGAGAGGC 
ACTGGCTTTAATTCCCATGAGAAACAAGTGTGGGTTCAGAAACCAAGTTCTGGTTCCTAAAGTTATTGGA 
AGTGTTCACTGTCTCATTTGTTTGCAGTTGTAATTTCTGGTCATATACACGATTTTGGAACATGCATTTG 
CTAGTGGCTGGAGAGGCTGTCTCTTTTTACTAGACAGATGAAATGGAGTCTCAGCAATCAGCAATGGTTC 
CTTTTGAAAAACCCTAGAGGAAAGTAGAGTTTG 
 
>0245-94-F12(5-10-06) 
TGTCGGTGCTCCGATGGAAGAGTTTCGAGGAGAACGAGGATCGCCCCGACAAGCCTCGACGCTATGGAGT 
CACTGAGATGAGAGGCCCCCATTACACACTCTTAACCCAAAATGTTCTTCAGGATATTTTTGAGTCTATG 
GGGCAGTTTGTTGATGGATTGAAGTTTTCTGGAGGATCTCATAGCCTGATGTCAAAGGATTTCATTAAAG 
AAGTGACTAACATGGCCCACCAACATGATATATATGTTAGCACGGGTGACTGGGCTGAACATTTGCTTCG 
CAGAGGTCCATCAGCTTTCAGAGAGTATGTGGAGGAATGCAAGAACCTGGGGTTTGACACGATTGAGCTG 
AATGTGGGATCGCTTGAAGTCCCTGAAGAAACTCTACTAAGATTTGTTCACTTGATTAAGAGTGGTGGTC 
TGAAAGCCAAGCCTCAATTTGCAGTGAAGTTTAACAAGTCTGACATTCCCATAGGTGGTGATAGAGCATT 
TGGAGCTTATATTGTTCCAAGACCTCGTTCAACTGAATTTATTGAAGATGTGGATCTTTTGATCAGACGG 
GCTGAGAGATGCTTAGAAGCTGGAGCAGACATGATCATGATTGATGCAGATGATGTCTGCAAGTATACTG 
ATTCTTTACGGGCAGACATAATTGCTAAGGTCATTGAGCGTCTTGGTCTTGACAAGACCATGTTTGAAGC 
ATCAAATCCCAGAACCTCTGAGTGG 
 
>0247-94(5-31-06)_003 
GGTCAGTTCACCTCAAAGATGGAGGGAATGGTTACGGACTTAACATTGGCGAGGGAAAACCAGACCAGCT 
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TTGAGGAGTATCTGAGTAATAATTCACATGCAAATCCAGGGATTGATTTAACTGTTACTGTTCTGACTAC 
TGGCTTCTGGCCAAGTTACAAGTCTTTTGACCTCAACCTTCCACCAGAGTTGGTCAAGTGTGTCGAAGTT 
TTCAGGGAATTCTATCAAACAAAAACAAAGCACAGAAAACTTACATGGATATACTCTTTGGGTACTTGTA 
ATATCAGTGGGAAATTTGAACCCAAAACTATGGAATTGATTGTGACCACTTATCAGGCTTCAGCCCTGTT 
GCTTTTCAATTCCTCGGATAGATTGAGTTACTCGGACATCATGACGGAATTAAACTTGACCGATGATGAC 
GTTGTAAGACTTCTCCACTCCTTGTCATGTGCGAAGTACAAGATTTTGAACAAGGAGCCTAACACGAAAA 
CAATATCTCCAAGTGATTATTTTGAGTTCAACTCAAAGTTTACCGACAAAATGAGGAGGATCAAGATTCC 
TCTCCCTCCTGTGGATGAGAAGAAGAAAGTAATTGAAGATGTTGACAAAGACAGACGGTATGCTATTGAT 
GCCTCGATTGTGCGCATCATGAAGAGTCGTAAAGTTTTAGGCCACCAGCAGCTGGTCATGGAATGTGTTG 
AGCAGTTGGGTCGCATGTTCAAGCCTGATTTCAAGGCAATAAAGAAGCGAATTGAAGATCTGATCACGCG 
AGATTATTTGGAAAGAGACAAGGATAACCCTAATTTGTTCAGATACTTGGCATGAGGTGGCCTAGTTGAA 
TATCACTAAATGAATTTGTGACTATTACTGCTGC 
 
>0249-94(5-31-06)_007 
AGACTTCTTTTATTTATAACTACAAAAAAGCTCAGAAACCCAGTCTCAGAGACACACCCACGCACAAAAA 
TGGCGGAGACTGTGGTGCAACCAAGCCGATCGAGGGACCTCGACAAGCTCCTTCTCCGCCCCGGCAATAT 
TATCGGCAATAACTTCGATCCTGGCCAAGAATTGAGAGATGACCTTGCAGAATATGTAAAAGTGTTAGTG 
GTAGGAGCTGGTGGATTGGGATGTGAGTTGTTAAAGGACTTAGCTTTATCTGGTTTCAAAAAACTCGAGG 
TTATAGACATGGACACGATCGAGGTCACCAATCTCAATCGCCAATTCCTCTTTAGATTTGAAGATGTTGG 
TAAGCCAAAAGCTGAAGTTGCTGCAAAGCGTGTCATGGAAAGAATTAGTGGCGTGAATATCAAGCCACAT 
TATTGCCGGATTGAAGAAAAAGACATTGATTTTTATAGTGATTTTAGTATAATTGTTCTTGGTCTTGATT 
CAATTGAAGCTCGGAGCTACATCAATGCTGTAGCTTGTAGTTTTCTAGAGTATGACTCTGATGATAAACC 
CCGAGATGAAACAATGAAACCTTTGGTAGATGGTGGGACTGAAGGTTTCAAGGGCCATGCTAGGGTTATC 
ATGCCAGGGGTCACGCCATGCTTTGAGTGCACCATCTGGCTTTTCCCCCCTCAAGTAAAGTTCCCCTTAT 
GCACCCTTGCTGAAACTCCTAGAACTGCTGCTCATTGTATTGAATATGCCCACCTAATCAAATGGGATGA 
GGTTCATAGTGGAAAGACTTTTGATCCAGATGACCCAGAGCATATGAAGTGGATCTATAATGAGGCTGTC 
AAGAGAGCTGAGCTTTTTCGGCATTCCAGGAGTCACGTATTCTCTTACTC 
 
>0250-94(5-31-06)_009 
AGCCACTAGCCACGCCAAGACCATCATGAGGATCGGTCTCTCTCTCTTCCGCCGTGGCTTCAACTCCTCC 
AAATGCAAGACAGCGGCGAAGATGGCAGTAGCGAGGATAAAGCTGCTGAGGAACAAGAGAGAGGTGGTCG 
TGAAGCAGATGAGGCGAGACATTGCCTTGCTTCTACAGTCAGGTCAAGATGCCACTGCTCGTATCCGGGT 
TGAACATGTTATCAGGGAACAGAATGTTTTGGCTGCAAATGAGTTCATTGAACTCTTCTGTGAATTAGTT 
GTGGCCAGACTTGCAATCATTGCAAAGCAAAGGGATTGCCCAGCAGATCTGAAAGAAGGAATTGCTAGCT 
TAATATTTGCATCCCCAAGGTGCTCAGAAATTCCAGAACTTTTATCACTTCGGAAAGTTTTTGAGAAAAA 
ATATGGGAAAGATTTTGTATCAGCAGCTACAGATCTGCGACCTAACTGTGGTGTAAACCGCATGTTGATC 
GACAAACTCTCTGTAAGAACCCCTACTGGTGAAGTAAAATTGAAAGTCATGAAGGAAATAGCGAAGGAGT 
TCCAGATTCAATGGGATACAACAGAATCCGAGATGGAGCTTCTCAAGCCTCCAGAAGAGCGTATAGAAGG 
ACCTTGCACTTTTGTTAGTGCTACCAGCCTACCCATGCAGCCCCAGCCAACTCAATCTGCTGAGCCAAAT 
AAGCCAACTACTAGATCAACGATCAGTGGAGAAAATGGCAATATGGTTTTTGAGGACACTGTCTCAGCTG 
CTGCAGCAGCTGCA 
 
>0252-94(5-31-06)_013 
AGTGCGTGTTATAGGCTTTAGTGTTTGTTTGGTTTGGTTTGGTTTTTTTTTTTTTTTTCTTATATACAGG 
TTCGGTGGAGACTCGCCTGCTTCACTGTTGGAACGGCAACAAAAGCGTTTGGGACTGGAGTTTGGAATCT 
ATAAAGTTTGAAACTTAAGAAGTCTGATTTTTGCAATGGAGGTGTGTGGCAAATCCATGGTGGTAGCAGG 
GCCTGCAAACGTTATTTTTCTGTCAACTATACTAGGCCGAGATGGGCCGACTGCTGTTCACAAATGCGAC 
TGGAAATGTGAAAATGAGCGTGTTTGTGGAAATATGTACCGCTGCAAACTGACAGGACTGACTCACATAT 
GTGACAAAAACTGTAACCAGAGAATTCTGTATGATAACCATAGCTCCCTTTGCAGAGCTAGCGGGCAAAT 
TTTCCCCCTTACACCAGTGGAGGAACAGGCTGTGAGAGGCATCCGGAGGAAGCTTGAGCCAGAGAATTCC 
CCTACCGATGGCTATGCCTGTAAGCGCAGACGGGATGCACAGTTTCATCCTTCTCCTTTTGAGAGGTCCT 
TCTCAGCTGTCAGTCCAATCTGCAGCCAAGTTGGAGATGGCATGGATATGAGCTAGATCTATGATATGAC 
TGAAAAGACAAGTATCAATTTTCTTAATCATGTTCCTTTAAATTTTTCCCTTCTTTTTCCCTGGAACGAT 
TATGGAGAATAATAGAACTTAATTCGCGTAACTAAATGGTGGACCAGATGTGTCCTTCCTGTCTGTAGGA 
ACTCTATATATTTCTAATCTCATTTACTGCAATTTAACTCTTCCTTAAACAGGCTCTGTTACTTGTT 
 
>0254-94-(6-16-06)_B10 
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TGTTCGAGAATTTCTTGAGGAGTTCCTTAGCCCTTGGAATTGTGTGGATGAACAATACTATGTTCTTGTT 
GGTGCAGAAGCAAATGTAGATTGTATGGCAAGATCTGAGAGGCATTTTATTTTGGGAGTTGATGAATATG 
TGGAAGTTGTTGAGGTCTATGCTGTGACGCTACTTGCAACAGTTTTACAAGATATGCACCTCGCTATCTC 
ATGGGTTGAGAAAGCTGCACTACCTGAGGAAAAACGACAGGTACTTCTGAGGAAATTGCACTCCCTGCAT 
TCTCTTAAAGCCACCAACTTGTCACAAGGGTCCTCACCTCTGCCGGCAGATAACCATGATGGCCATTTAT 
CTTCACAGAAAGAACTGAATGTGTCTGAGGGTTCTCAAAAAGCCTTAAAAGCCACATCCCCACCTAATCA 
AAGGAATGTTACAAAACAAGCAGTTTTAAAATTGTCTGAACGAATGGAGCCATATTTCTGGTTTCGTACC 
ATCACTTTGAAGTTTGGTAATGCCCGAATGGTCATATCTAACAGAAAGATTATGCTGGGCTGTTTGATCC 
TGCTCATGTTTTATGTTCTCCGAAGGAAAAAAGCTGCTTTGAAGAGTACTGTTACAAGACAAGTGCTGTT 
CTTGAAAGGAGCTCTGGTAGATTTGTGGAAGCTCGCATTTTCATACCAAGTGAATCCTCTAGCTGCTGTT 
CAACCTCTGGCTACTACAACACGAGGACAGTGAAATAAATTTTTAGTCATTATGCTCTTTAGGTGTCCAA 
TACGGGTATAAATACAGTTATCTTCAAATGAACAGCCTCTATTCTAAAGAGGCATTGTTGTTTTAGTATG 
GATCTTGTATTTCCTCGTCAATAATGCCATGCTATTGTAATCATGATTCATGAACCGGTATGAA 
 
>0255-94(5-31-06)_004 
TTACACTCCCAAGTTGGCAAGCAAACTCTCCATAAAGTCAGAGCATCTCAAAGATCTTCCATTCCTTTGT 
ACCTTGAGATCAGAAACAAAACCAAAACCTAAAAAAACAGTGTCCCAAAACTTTGATCATTGTCTGAAAC 
ACTAAACAAAAACCCAAAATGCACGCAAAGACAGACTCAGAGGTAACAAGCTTAGCCCCATCTTCACCGA 
CTAGATCTCCTCGAAGACAAGTCTACTATGTTCAGAGTCCATCTCGTGACTCCCACGATGGTGAGAAGAC 
AACGACGTCGTTTCACTCCACACCAGTTCTCAGCCCAGTTGGATCTCCACCTCATTCTCACTCCTCCGTG 
GGCCGCCACTCCCGTGAGTCGTCGACAAGTCGTTTTTCTGGGTCTTTGAAACCCGGATCCAGGAAGATCT 
CCCCAAACGACGGGTCGCGTGGAGGGGGCCAAAGAAAAGGTCAGAAGCCATGGAAGGACCAGTGTGATGT 
GATTGAAGAAGAAGGACTTCTTGAAGATGAAGAGCGTGTAAAGGGTCTTCCTCGTCGTTGCTATGTTCTT 
GCTTTTGTGCTTGGGTTTTTCATTCTGTTCACTATTTTTTCTTTGATTTTGTTGGGTGCTAGTAAGCCCA 
TGAAGCCAGAGATCACAATCAGGAGTATAACTTTTGAGCAGTTTAAGATTCAAGCTGGTTCGGATTCTTC 
AGGAGTGGCTACTGATATGATCTCAGTGAATTCAACGGTGAAATTCACGTACCGAAACACCGGCACATTC 
TTTGGGGTTCATGTCACATCGACACCTCTAGATCTACTTTATTCCCAACTCACCATAGCCTCTGGAACCA 
TGAAGGAGTTTTATCAATCAAGGAAGAGCCAAAGATTAGTTAATGTGACAGTAATGAGTGATCAAAT 
 
>0257-94(5-31-06)_008 
TCAAAGTTCTTTTTTTGAACGGTTTAAGCTTTTTTTGCTGAATCAAAAAAATGGGTCTCAAAGGTTTCGT 
TGAAGGAGGCATAGCTTCGATTGTGGCAGGCTGTGCCACTCACCCACTTGACCTGATCAAGGTCCGAATG 
CAGCTTCAAGGCGAAACCCATGTTCCGAACCCGAACCTCCAATCTCTCCGCCCAGCTCTAGCTTTCCACA 
CGACGTCGCTTTCGGCTCCTGGGTCCATCCACGTGCCTCCTCCGCCTCTCCCCACCGTGGCGGCGAAGGT 
GGGTCCTATCGCCGTCGGCGTGCGTATCGTCCAACAAGAAGGCGTGTCCGCTTTGTTCTCGGGCGTGTCC 
GCCACGATCCTCCGGCAGACACTTTATTCGACGACCCGAATGGGACTGTACGATATTCTGAAAAAGAAGT 
GGTCCGACCCAAAATCCGGGAACATAACGCTGGTGCAAAAGATAGCGGCTGGGCTTGTAGCCGGAGCCGT 
CGGCGCCGCCGTGGGAAACCCGGCTGACGTGGCAATGGTGCGCATGCAAGCCGATGGTCGGCTCCCCCAA 
GCTCAGCGGCGCAACTACAAGAGCGTAGTGGACGCCATTTCACGCATGGCGAGCCAAGAAGGCTTGCCGA 
GCTTGTGGCGCGGCTCGGGTCTGACTATAAACCGAGCCATGCTGGTCACGGCTTCGCAGCTAGCTTCGTA 
CGATCAGATCAAGGAGATGATATTGGAAAAGGGTGTGATGAAAGACGGGCTCGGGACCCACGTGACGGCG 
AGCTTCGCGGCGGGGTTTGTGGCGGCGGTGGCGTC 
 
>0259-94(5-31-06)_012 
CCGATATTCTGGTCTGTGATTCTGATATTTGTGATGGGATTTATTGCTGGGGGTTTTATTCTTGGAGCGG 
TCCACAATCCCATTCTGCTCATTGTTGTGATAATTCTTTTCGGTTCAGTGGCTGCTTTATTCATTTGGAA 
CTCATGTTGGGGGAGAAGAGCTATCACAGGTTTCATTTCTCGTTATCCTGATGCTGAACTGAGAACTGCA 
AAAAATGGGCAATATGTGAAGGTTTCTGGGGTTGTTACCTGTGGTAATGTACCGCTTGAGTCATCCTTCC 
GGAGAGTTCCTAGATGCGTCTATACATCGACCAGTTTATATGAGTATCGAGGATGGGATTCTAAGCCGGC 
CAATTCTACACACCGTCGTTTTACATGGGGACTTCGATCATCTGAGAGGCATGTGGTCGACTTCTACATC 
TCTGATTTCCAGTCTGGGTTAAGAGCATTGGTTAAGACTGGCTATGGTGCAAGGGTGACTCCTTATGTTG 
ATGACTCCGTTCTTATTGATGTTAACCCAGAAAACAAAGACATGTCTCCTGAGTTTCTCCGATGGTTGGC 
AGAGAGGAACCTTTCAAGTGATGATCGTGTAATGCAATTAAAAGAAGGGTACATCAAAGAAGGTAGCACG 
GTTAGCGTGATGGGTGTTGTTCAGAGAAATGACAATGTGCTTATGATTGTCCCTCCACCTGAACCACTAA 
CAACTGGATGTCAATGGGCACAATGTATCTTTCCAGCTAGCCTTGAGGGTATTGTTTTGAGATGTGAAGA 
TACATCAAAAATTGATGTCATACCTGTTTAGGACATCACTCATTCAGTCATTTGTGAAATATCTTGTTCG 
TAATATCAGAAATTGGTGATGGTGGTGGTGTTTGTAGTAAAAAAGTGGTGGTAAGTATGTTGATTAATAT 
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GATGTGATTTTTTATCTTTTTT 
 
>0260-94(5-31-06)_014 
AATGGCTACTATAGCAGCAGATATGTTTGTTGGCAGGGAAAGATTTGCCACATTGCTATTAATGAGACTT 
ACGGAAACTGTCATCTTGTGGCTTTCGGAAGACCAAAGCTTTTGGGATGATATTGAAGAAGGGCCAAAGC 
CTTTAGGTCCTCTTGGTTTACAACAGTTCTATTTGGACATGAAGTTTGTCATATGTTTTGCTTCCCAAGG 
CCGCTACTTATCTCGGAATTTACATCGAGTCGTCAATGAGATCATATCAAAAGCCATGGCAGCATTTGCT 
GCAACAGGAATGGATCCATATAGTGTGCTTCCGGAAGATGATTGGTTTAATGAAGTCTGCCAAGACACAA 
TTGAAAGATTGAGTGGAAAACCAAAAGCCGTCAATGGAGATCGGGATCTTAGCAGCCCAACTGCATCGGT 
TTCGGCACATTCAATTTCATCTGTGAGATCTCATGGAAGTTCCTAAAGTGCAGTCTTCTCGTCTCCTCCT 
TGTAAATTAGGCAGCAACAGATTCCATGGTGGATATGTTGTCAGGTACTTGTATTCATAGTAAGCTTTCT 
TCATTTACCTTCCCCTGATTTTTGTTTGTCTTCTTTTTGTTCTCTTTTTTTCAACTTTCTTTAGGTTGAT 
GTTTGCATGGTAATGAGTCTAGTAATTCTTTTCACCACCTTACTGAGCAAACATTTGAATTTGTAAATGT 
TCATTCCCTCATTTGATCCTGGATCCAAATTTTATATTATTCTTTTACAAATATGGGTGGAGTTCTTGTT 
CGTCCAAGCATTCAAAGGCTGATGCATGCATTTGTAAATAGCCTAAAGCCAATTCAATTTTCTTGTTGTC 
TACTTATCACTG 
 
>0261-94(5-31-06)_016 
TGAGACCCGCCACCGACCGCCAGAGTCGTCGGATCGGGCGGGTTCCTCGGTTTGGTCGGGTAAACGGGTT 
ACATGGACACCCCGGCACAGAAACTAGGCAATCATATTGTAACCAAATTTTGAGTTGAGATTTGAGCTTA 
TTCTTTCTTTCCATGGATTCATGTTCATGGTCCAAAGCTACCACGAGAACTCATGGAACTTATATTTAGA 
CGCTCCATGAACCCAAAGGATCTTGGGAGATGTAGTCTTGTTTGTACCACTTGGCGATTACTTATTGCTG 
ACATTTGGGGGAAGAATTTCTCTTTGTTGAGAACTGCAAATACAAGTGCTACTAGGAGAATTGTGAGGGA 
CTACAAGATTTTTCAGACAGAGACTTTTAAAGGTTGCAAAGCTGAGCTTGTTGACAGCCTCTTCAACTGG 
GAGGCCATCATGATTGGTCCCAAAGATACCCCTTATGCTGATGGGGTCTTCCTCCTAAAAATCTATTTGT 
CTCAAGATCATCCATTTGAGCCCCCCGTGGTCAGATTCCTAACCAAGGTTTACCACCCAAACATTGGCCG 
AGATGGCAGGGTATGTGTTGAGAAATGCTCATCACTTACCATCTTCCAACTTCTCCTAGTTATCTATGCT 
CGCTTCTCCAACCCTGAGCCTGATGAACCAATTGATTGTGAGATTGCTCTAATGTATAAGACTCAGAGAA 
TTCAATATAATGAAAATGCAAGAGACTGGACCAAGAAATATGCTACTGCAAGCCAAAAAAGTGCAATAGA 
TTGGTCACGATTTCTCAACAACATTAAAATTTTGGAACCAACAGAATTGGTGGACTAACAATCCTAGATG 
CCTTTATTGGAAACACT 
 
>0262-94(5-31-06)_001 
TATGGACAGAGAGATGGCTTTGGAGAAAGACGTAACCAATCACAGGAAACGTCCCTACTTGGATCTTTCA 
GAGAGAGCTCCCCAAACTTCTATTGGCACAAGTCAGAGAATGCCTTGGAATGAGGTGAGTAACATTTTCG 
TAGATGGAGAAAGTACTGGTAAAAGGCTAAAGACAGGTTTCAGTATAACATGTGGACATAGCGGTGGTTC 
TAGAGGTAGAAATTCTAGGAATGATAATTTCGCATCTCAAGTAGTTGATCCAGGTTCTTGTTCCTCTGTT 
GAGGAGAAGACATGTGATGAAGCTTGCGATGAGAAAGTTATTCCGGAGGACACAGGAAATTCTGAGAGGT 
ACTTCTTTCCTCTAGGTTCACATAGAGCAAAGGATTTTGGAATAGGAGACAACACCATGCCATGGAAAAA 
GCATCCATTAGACGAAGACAATAAAATACATGACGTGGTTCCAAATCTTGAGCTCGCATTAGGGGCCGAT 
ACAAAACCCGCAAACAAGGGAATGCTGCCTTTCTTAGGTGGGACAGTAGGCAGGAAAAATAACCAAGAAA 
AGGCGCTAGATAAGGTGATAGAGGTGGAGGATGACGGAGACTCTGCATCCCTTTCCCTGTCTCTGTCATT 
CCCATTCCCAGACAAGGAGCAGACTGTAAAACCTGTTTCAAAAACAGAGCAGCTTCTTTCTGATAGACCC 
AATTTGAATACCCCACTGCTTCTCTTTGGCAGTGGCTTTGGGGACAAATAGAACTGCAGTTATGTTTCCG 
TTATGTAAATTAGCGTGGCCCCCCTCCCCCACCACTTGGTTGTGATGAATGTGTACCGGATCGTTACACT 
GATATATCCCGTGGGGATCATAGGTGAACCCATCTTCCATATGTTCATACACCATACAGGATTTACTAAT 
TTCTTTTTTTTCTTTTTTTTAAGAAAAAAAC 
 
>0263-94(5-31-06)_003 
ACAAAAAAGCTGTGCATTTTATTTGCTCATTCGTCTCACTTCAGTCCCCCACATTCAAAAGCACGAGAAG 
AAGAAGAAGCCCCCCCTCCAAAAATCACCAAACAGAGTTAAAATTCCAACTCCAAAATCCCCATTTCAAG 
CCACACAACACAGCTCCAATCACTTTTAAATTGCATTTCAGCCTGTTCAGTAATTCACACAATACAGGAT 
TTGCAATTGGAGCTGGATAGTATTGGGTCAGACGGGGTTGGAAATTATTGCTTTTGATATGGCTATTAAT 
TTTACTGGTTGGATTTGAGTACTAGAAGCAAAACCCATATGAAAAAAATGGGCTTTTTTTCCTTAGCAAT 
AGGAGTTATGGTTGATTTTTGCAAGATTTAGAGTGTTTTGGGTATTGGGTAGTGGATGTTTCTGTGTTTG 
TTGAATTGGGTTTGTTTAGTTTTTTACTTTTTGATTGAAAAAAAAATTGGGAGGGTTGGTACAGTTAAGT 
CAAAATGCTTGAGCCAGAGCTTTGTTCTTCTCGGGTTCTTTCGCCTTTTCGTGAAGAAAGTGGGGATGAG 
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GAACTTTCTGTGCTCCCCAGGCACACCAAAGTGATTGTTACTGGAAATAATAGAACAAAGTCTGTGTTGG 
TGGGCTTGCAAGGCGTGGTCAAGAAGGCTGTTGGCCTCGGAGGTTGGCATTGGCTGGTTCTGAAAAACGG 
GGTTGAAGTTAAGCTGCAAAGGAATGCATTGAGTGTGCTGGAACATCCAACTGGGCATGAAGAAGATGAT 
GATCGTGATTATGATAACTCTAGCAGTGGATCTGACATAGGTGAAAAGGATAATGATTTCTCTACTATAG 
ATTTTCAAAAGATGAGCAAACAAAGAATTCGGACAAGGCCATGGGT 
 
>0265-94(5-31-06)_007 
CCTTTTTTTTTTTCTCGCCGGAGCAGAACGGAAAGGACTTTGATGGAGGTTTTGGCGGATCGGACGGCCC 
GATCTTGCCTCCGCCGTCGGAGATGCAGTCGGAGGAGGGCTTTGCTTTGAGAGAGTGGCGCCGAGAGAAC 
GCGATTCGATTGGAAGAGAAGGAGAAGAAGGAGAAAGAGATGTTGAATCAGATAATTGAGGAAGCTGAGG 
ATTACAAAATCGAGTTCTATAGGAAGCGCATGGTTGCTGTTGACAACAACAAAGCTTCTAATAGGGAGAA 
GGAGAAGCTATTTTTGGCAAATCGGGAGAAGTTCCATGCCGAAGCAGAGAAGAATTACTGGAAGGCAATT 
GGAGAGCTTATCCCCCATGAGGTGGTGGCAATAGAGAAAAAGGGGAAGAAGGACAAAGAGAAGAATCCTT 
CTATAGTTGTGATCCAGGGGCCCAAACCCGGGAAGCCAACTGATCTCTCAAGAATGCGTCATATTCTTCT 
GAAGCTGAAGCACAATCCTCCTCCCCATATGAAGCCCAAACCACCACAATCATCAGAACCTAAAAATGAT 
GCTAAAACCACTCCTCCTGCTGCTGGCAGTTCTAGCATTGCTCCTCCCAAGGCTGCAACTGCGGCAGCCC 
CCAAGGTTGTAGCTGCTGCTTGAGATTGAACCAACTGTTTGCTTGGTCTGTTTATGTATCTGAAAAGCAA 
GTAGCTGTGAGTCAGAGATGCTGAATTTGTATGATACTTAACAGTTATGATGTGGAAGTGAGTCATTATG 
TGCATGGTAGTTTAGGTGTGTAGTATATATATATATATATATGTATGTATATGTAGAAAGGCTTCTATTT 
CAT 
 
>0269-94(5-31-06)_015 
ATGTAGCTGCTGGAGGAAGAAGAACTATGAGAATAATAAGATTCAGCTTATTCTCAAATATTTTCCTCAG 
ATAGATGATTTTGAATACTTAAAAGGAAAACTGCACTACCATCTTGACTGAATTCTTGGGAGTATGTGGC 
CAGAGTTAGTGAACAATCTGTCATTGTATGCCGACATGGAAATGAAGCCTACAAATCCTATATTTTGGAG 
AATAACTGAATTATGAACAAGGCAGTTTTTATGGCAAGGTGAAGGGTTTCCAAAAGAAGTTTTTAAGGGA 
AGTTAGGGGGTTATTGCCTTAATCTGTAGAACAAAATGATAAGCATCAGCATCAAGTCTAATTCCCTAGT 
CATTCCAAGCGAGCCTACTCCAAGTGGCCTATTGCAATTATCTGAGAGTGATCAAGTAGCGCAGTGGACT 
CATGCACCAGCCATATACATTTACAAACCCAGCAACAACATCCCATTTTCAATCGAGAAGACGAAAAATG 
CCTTAAGTCGTGCATTGGTTCACTTCTACCCCCTAGCTGGACGGCTACGCTGGATAGAAGGCGGCCGGCT 
AGAACTTGATTGCAATGCAATGGGAGTGCAAATATCAGAAGCTTATGCTGACACAAAATTGGATGAACTT 
GGTGATTTTGCACCAACTGGTGTAGTCGAAGATCTTGTCCCCAAGATTGATTATACTACTCCAATTGAGG 
AGTGGCCTTTGTTCCTGGCACAATTAACAAGATTTAGCTGTGGTGGCATTTGTGTTGGAACGGGCGTATC 
TCATACCATGGCTGATGGACTATCTGCAACTAACTTCATCAGCTCATGGGCAAAGTTGGCTCGAGGATGT 
GATTTGGAGGA 
 
>0270-94(5-31-06)_002 
CTCCTTTGTTACTCATATATTTCACCTCTTTCAATTTTCTCTCTTCAAGTTTTCTTTTACTTTTCACTTT 
TTGCGTCCCAAATGGCCACAGTTGAGGTAGCATCAGCTCCATCAGCATTGGCTGAGGTCAATGAGACAAC 
TGAGGTGACAAAGACTGAGGAGACAGTCAAGGTAGAGCCAGTGGCTGCACCCGCTGCCCCAGAACCCGTC 
ACTGAAGAACCAAAAGAAGTGACACCTGAAGCCCCAGCAGCAGAGCAACCAGCTGCTCCAGAATCTGTAG 
AAGCTCCAGTAGAAGTTGAGACCAAGGATATTGTGGTTGAGGAAACCAAGGTTGAGACAGAGGAGCCAGC 
AGCGGAGAAGCCAGCAGAAGAGACTCAAGAAGTGAAAGCAGAACCTGTTGCCGAGGAAGAGACCAAAGAA 
GAGACTGTTGAAGCCACTGAAGTAGCAGCAGCCCCAGCTGAGGTAGAGAAACCAGTTGAGGAAGAGAAGC 
CAGCTGAAGCAGCAGTGGAGCCTAGCACTGAAGTCCCAGTTGAGAAGATTGATGAATAGAGCTTTATGAA 
TGAAGTGATACTAGAAGAGGGGATCGTTTAGCTTTGGCCCTTTTGGGTGTCTTTTAATTTAGGTTGCATT 
ATTTCAAGGTTGGGAATGCTATTTAGTTCTATTTCTCTAGTTAAATTATGTTTATGATTCAGTTAAGGCT 
TTGGATGGGTTTGAAATCTCGAAGGTAGACAACGTAAGTAATTGGAGCCATGTCAGCATTCTTCCATATA 
CCTTGTATATGAAATGGTCCATATATGGAGGAAACTCTGAAGTTTATACATAGGAGGATTTAAGTGTGCA 
AGGTGGGGGGTGTGGATGTTGGTTCCAAAAGGGTCAGACGAGTTTGATATGG 
 
>0271-94(5-31-06)_004 
TTTACTTTCATGCTATTTTTTCAGTTCACACGATCGGGTTTATTGAACTTGATAGATGAATTATGTTCGA 
GTTGTGGAGATGAGCGAATTATTGTGTTCACCACCAATCATAAGGAGAAACTTGATCCTGCTTTGTTGCG 
CCCAGGCCGCGTTGACGTGCATGTGCACATGTCATATTTAACCATGGATGGGTTCAAGCAGTTGGTTTCT 
ATTCATCTTGGTATCAATGGTGACCACCAACTATATGGACCAATTGAAAAGTTTGTTGGAGAATGTAGAG 
GTTACCCCAGCTGAAATCGCAGAGGAACTTTTAAAGAGTGATGATACTAATGTTGTTCTCAGAGGGCTTG 
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TCAAATTTCTCAAGCAAAAATTGCTTCCGAAAGCAAAGGCTGCAGAGTTGAAGGAACTTTTGAAGAGTGA 
TGATGATACAGATGTTGATGTTGAAGGATTTGTGAAATTTCTCAAGCAGAAAAAACTTAAGAATGCAAAG 
GCTGCAGAGGCAGAGCAACTTTTTAAGAGTGATCATACTGATGGTGTTAATGTTGAAGGACTTGCAAAGG 
CTCCAGTGGTGAAGTGTATAAATCCAAACGAATCTTAACTGATGGGTAATTTCAAAAGAGATGGTTCGTG 
TTCTCAAGGATGGGTTCAGGTTGTTGGCTTCTAAATATCTTAGTATCAATGGTAACCACCAACTATATAG 
AAAGATTGAAGGATTGTTGGAGAATTCAAAGGCTACCCCAGCTGAAATTTGTGAGGAACTTTTGAAGGAT 
GCTGATGATCCCGATGTTGCTCTTCAAGGAGTTCTGAGATTTCTTGAGCAAAACTTGAGAATGCAATAAG 
CATGTGATGAGTTTTATAGATTTATGGGGT 
 
>0272-94(5-31-06)_006 
ACTCTGATAATCAGCTAATTGATTTGATGGAGTCTGAGAAGGAGGTTGTGGAGTTGAACAGAAACCTCTA 
TCCGAATATTGAGCCGTATAGTACTGGCTTTTTGAAGGTTTCTGACATTCACACAATCTATTGGGAGCAA 
TCTGGAAACCCCAGTGGGCATCCAGTTGTCTTTCTTCATGGGGGCCCAGGAGGAGGAACCTCGCCGAGTA 
ATCGAAAATTCTTTGATCCTGAGTTTTACCGGATCATTCTATTTGATCAGAGAGGTTCAGGACAAAGTAC 
ACCTCATGCTTGCTTGGAAGAAAACACAACACAACACCTCATTGATGATATTGAAAAGCTAAGAGAACAC 
TTGGAAATTCCTGAATGGCAGGTGTTTGGTGGGTCATGGGGAAGTACACTAGCTCTTGCGTACAGCCAAG 
CACACCCTAACAAGGTCACTGGCATTGTCCTTAGAGGGATCTTTCTTGTACGAAAGAAAGAGATTGATTG 
GTTTTATGAGGGTGGTGCTGCTGCCATATACCCTGATGCTTGGGAGCCATTTAGAGATCTCATTCCAGAA 
AATGAAAGGGAAAGCTTCATTCATGCCTACAAAAAGAGATTAAACTCTGATGATGTGGAAACACAATATG 
CAGCTGCTAGAGCTTGGACCAAATGGGAAATGATGACAGCCCATCTTCTCCCAAATGAAGAGACCATCAA 
GAGAGGTGATGATGATAAATTTTCATTGGCATTTGCAAGAATCGAAAATCATTACTTCGTGAACCGGGGT 
TTCTTTCCTTCAGATTCATTCCTGTTAGATAATGTTGATAAGATAAGGCATATTAACACTACTATTGTAC 
AGGGAAGATATGATGTTTGCTGTCCAATGATGTCAGCATGGG 
 
>0275-94(5-31-06)_012 
GGTGGATGGAACTTACAGGGAGGGATCTGAACTTCACAGTCCCACCTGAAGCAAGTGAATTTTGTTCATG 
GAGGAACCTTCCTAGCACTGAATTTGAGCTTGAGAGGCCCCTTCCCCCATTAAAGACAAATTCGCATCCC 
CATCCGAAAAAATTGCTTAATGGTTCTGGTTTGAATCTGGCAACTCGGCCAGCACTCCTTGGAAATGGTA 
GCGGGATGGACCTCTCACCTGCTTGCAACAAGAGGAAGAAGGATTTGTTTCTACATGGTAATGATGACGA 
TTGTTTTTTACAAATGAATCAACAAAATGATAGAGTTCAGGATACCGAAATTCACTCAGTTGAACCGCCC 
TGGTTAAATGAATTTAGTGGGGTAATGAGGAATATATATGGACCTGTCACGGCTGCAAAAACCATCTATG 
AGGATGACCAAGGATACTTAATAATCATCAGTTTGCCTTTTGCTGACCTTAAAAAGGTGAAAGTTACTTG 
GTGGAATAATCTCACACATGGTGTTGTGAAGATATCATCTATAAGCACAGCGTGCATGCCTTTTATCAAG 
AGAAGTGAAAGAACTTTCAAGCTCACTGATCCATCTCCAGAACATTGCCCTCCTGGTGAGTTTGTGAGGG 
AAATCCCACTACCCACCCGGATCCCAGATGATGCCAAGCTAGAAGCATATGGTGATGAAACAGGAACTGT 
TCTTGAGATCATGGTGCCAAAGCATCGTGTGGGACCAGAAGAACATGAAGTTCGTGTTTGCCTTCGTCCT 
CACCTTGGAGCAAATGAGCTTTTACTATCATGAATGAGGCTTTTATTGGAGAAACTTAAGGGTAGCTGTA 
TTGTCATTTTGTCATTACTTTGTATGAGAGAGAGAATTTTTTATACTTACGAA 
 
>0276-94(5-31-06)_014 
TTGAGCTTTAGTCGGTATGCTCCATCCCCAGACCCATCTTTGAGTATCAAATTCTATGAGCGAACTCCAG 
ATCAACAAGCAACATTGGGATATTCTGTTGACCCTTCACAGTCGGGAGATCATCGTGAGGGAACATCAAT 
GGAGCAAATAAGTGGTGCTTCTGATGAAGTAAGAAGAGAGCCACATGGATCCGTTGGAGCAACAGCTGCT 
CATCGGGCTATTGCTCAGAGTAATACTGCAGAGATTGTGGATACTGTATTTCGATACACTGCACCAGAAG 
AGGTGATGACTTTCCCATCAACCTGTGGAACTTGTGGCATCGCGTGTGAGACTCGAATGTTTGTTACTAA 
AATTCCCTACTTCCAAGAAGTAATCGTCATGGCATCCACTTGTGATGCCTGTGGTTACCGCAATTCTGAG 
TTAAAGCCTGGTGGGCGAGTTCCTGAAAAAGGGAAGAGAATTTCTCTCACTGTGAGGAACAATAAAGATC 
TTAGTCGTGATGTAATAAAGTCAGATACTGCAGGTGTGAAGGTCCCAGAGCTTGACTTGGAGTTGGCTAG 
TGGCACTTTAGGGGGAGTTGTTACAACTGTTGAGGGTTTGATTACAAAAATTAGTGAAAGTTTAGAGAGA 
GTGCATGGATTTACTTTTGGCGATAGTCTAGATAATCATAAAAGAAGCAAATGGGAAGACTTCAAAGCAA 
GGCTAGATAAGTTGAGGAATATGAGAGGTCGTGGGAGCAGAACGAGGAATTGGGTCTAAATGATATTGAT 
ACCTCATCGGCTGATGGCGCATATCACTCAACTGATACAACAATGCAAGTAAAAACAGAAGTATAAATTT 
CTCTGCTTTCATGGTTTACC 
 
>0278-94(5-31-06)_001 
AAGGAGGTGGCAGGGAATTCCAGTTATATGACTCGGGTGTATTCACAGGAAGATGTGGGACAGCACTGGA 
CCATGGAGTTGCTGCTGTTGGGTATGGCACAGACAATGGTGTTGATTACTGGATTGTGAGAAACTCATGG 
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GGTGCAAGCTGGGGAGAGGCAGGTTATATTAGGATGGAGCGCAATTTGGTTGGCAAAGCAACTGGCAAAT 
GTGGAATAGCAATGGAGGCCTCCTACCCTATCAAGAAAGGTCAAAATCCTCCCAACCCAGGCCCATCTCC 
ACCGTCTCCAGTAGTGCCCCCAACTGTCTGTGACAACTATTACTCCTGTCCTGAGAGCAATACCTGCTGC 
TGTCTTTATGAGTATGGAAGATCTTGCTTTGCATGGGGATGCTGTCCACTTGAGTCTGCCACCTGCTGCG 
ATGACTATTATTCTTGCTGCCCACAGGAATATCCCGTCTGCAATCTTAAAGAAGGCACCTGCTTGACGAG 
CAAGAACAACCCATTCGGAGTGAAGGCATTGAGGCGAACTCCTGCTAAACCTTATTGGGCAATTGGAAGT 
GACAGCAAGAGCAGCAGTGCTTAAGCAAATCTTCAATCTGGTGGATGACATGTTAAAAAGGAGTATGAAA 
GAATCATAGCAGCGATTGATGTTCTCCTTTGTGTTATTCTACCCACATTTCCATCGTTAAGATACAGATT 
GATGCTCTGTTGAAGATTATTTAGATACTGATTATGTATATAGTACTTTATTTGTTTCTGCTGCATTTGA 
AAAACCGACAGACATTTTATCTGTTTCCAAAAGACACCTG 
 
>0280-94(5-31-06)_005 
TTTATTAAACCCTCCCCCAACCATATTCCTTTAACATCTCTTATAAATAACATCCTCGTCTTTCTTTTTT 
ACCTCATACATTTCAAAAAACAAAAAGGAAGAGAAAAATGGTTGAGGGTTCGGTTTTATCGTTGTCTCCT 
AGTTTTCAATTGTACTCTGATGTCGTCGCCGCTAAGGGTGGCGGAGATTTTAACAAGCTCGGCTCTTTTG 
AGGTGCTGGAAAATGAAATAAGCTTCATACCCGAGATTTCGGATGAGAATGAGAAGAAGCAGCCGAAACT 
TGAAGATGAAGAAGAGAAAGAACACGTAGAAGAAGAAGAAGAAGAAGAAGAAGAGGAGGAGGAGGAAGAG 
TTCTCGTTTTCGTGTACGAATCCTGATGGGTCGCCGATATCGGCGGACGATGTTTTCGTTAACGGTCAGA 
TCCGGCCGATATTTCCGATATTTAACCGAGATCTTTTGTTCGGTGGCGGTTACGATGGAGATTTGAATTC 
TAAGGTCGATTCTTTGAGTCTCCGGTCACCGTTGAGGAAGCTGTTTGTGGAGTCGGCGTCGGAATCGGCG 
TCGGAATCTGACGAGCTTGAAAGAATCCCGACCGACACGTACTGCGAGTGGTCCGGCGCCGCCGCCGGGG 
GAGCAAAGGCGGTGGAGGCATCGCCGGAGATTTGCAAGAAGAGTAACTCTACTGGGTTCTCGAAGCTATG 
GAGGTTCAGAGATTTGGTTCATCGAAGCAACAGCGATGGCAAAGACGCGTTCGTTTTTCTCAACCATTCT 
TCTTCGTCGGCTGCAAACGACAAGTCGCGTAACGAAACGGCTAAGAAAAACGACAAGAAAGTCCAGCAAA 
ACGACGAGAAGCCGCCCGTTGTGGTGGCGGTGAAGGAAGCAAAAAGCAAAAGCAAAAGGGAAAGTGAAAA 
CGGCG 
 
>0282-94(5-31-06)_009 
GCTCCCAAGGACCTGCATTGTCCTAATTTCTCTTCTCTGCTCATTTTCTCGACTTGGTAGAGCAATGCTC 
AACCTCACTCTTCCTGGTCAACATCCCAACCCCGAAGCTGTTGTCCAGGAAGTTCACAGGAAGGTAAATG 
CTTCTATAGCAAGAAGGGAAATGCTACAAGTCTCTCAGAAAGACGAGGCCACATGCCTAACAGGAAACCC 
CATAGATGACTGTTGGAAATGTGACCCAAATTGGCCCAACAACAGACAGAGACTAGCAGATTGTGCAATT 
GGGTTTGGCCAATATGCTGTCGGTGGCAAGAATGGTGAATTCTACCTTGTCACTGACGACTCAGACGATG 
ATGCTGTGAACCCTAAGCCAGGCACGCTAAGATATGCAGTGATTCAGACTGAGCCTTTATGGATTGTGTT 
TCCCAGAAACATGCTCATTAAGCTGTCTCAGGAGCTCATCTTTAATAGCTACAAGACTCTCGATGGGCGA 
GGGGCTAATGTGCACATTGTGGGTGGTGGGTGCATTACTCTCCAGTTTATAAGCAATGTCATTATACACA 
ACATTCATATCCACCATTGTCATCCATCAGGTGACACTAATGTGCGGTCGAGCCCAACCCACTACGGTTA 
CCGCACAAAATCGGACGGTGATGGGATCTCGATCTTTGGATCTAAAGACATATGGATAGATCACTGTTCC 
CTATCACACTGCAAAGATGGGCTGATTGATGCAATTATGGGGTCCACAGGGCTCACAATATCAAACAATT 
ATTTCTCGCATCACAATGAGGTGATGCTGTTGGGCCACAGCGATGACTATTTGCCAGACTCAGGAATGCA 
AGTGACCATAGCATTCAATCACTTTGGTGAACAATTGGTGCAGAGAATGCCAAGGTGTAGACGTGGCTAC 
ATCCATGTGGTTAACAATGATTACACTCAG 
 
>0283-94(5-31-06)_011 
CTCGGGAAAATCATGGTGAAAGGTCCAGGTCTTTACTTCGATATCGGCAAGAAAGCCAGAGATCTTCTCT 
ACAAAGATTATCAGAGCGACCACAAGTTCACCGTCACTACCTACACTTCCACTGGAGTTGCAATCACTTC 
AACTGGAATTAAGAAAGGTGAGCTGTTTTTGGCCGATGTGAGCACTCAGCTGAAGAACAAGAACATCACG 
ACTGACATTAAAGTCGATACCAACTCTAATCTTCTCACAACGGTTACTGTTGATGAACCTGCACCTGGAC 
TCAAGACTATCTTTAGCTTTATTGTTCCTGACCAGAGGTCTGGTAAGGTAGAACTCCAATACCAGCATGA 
ATATGCTGGAATTAGCACCAGCATTGGATTGACTGCTAATCCAATTGTGAACTTTTCTGGTGTCATTGGA 
AACAATGTTGTTTCCCTTGGGACTGATCTTGCATTTGACACTGCCTCTGGGAACTTCAACAAATTGAATG 
CTGGGTTGAGTTACACCCAATCTGACCTCATTGCTTCCCTGACAGTGAATGATAAAGGTGATACCCTTAA 
TGCTTCATACTACCACATAGTAAGCCCATTGACCAGCACAGCTGTCGGTGCGGAGCTGTCACATAGCTTT 
TCAAGCAATGAAAACACTCTCACAATTGGCACACAGCATGCACTTGACCCCTTAACCTCAGTGAAGGCCA 
GAGTGAACAACTATGGAAGGGCCAGTGCTCTCATCCAGCATGAGTGGCGCCCAAAATCCTTGTTCACTAT 
CTC 
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>0284-94(5-31-06)_013 
CCCAATCACAATCCCAAATCACAAATCGCACTTCACACTTTCCAAACAGTTCGATTATCAAATATCTCAA 
AGATCCACACATCAAAGCAAAGCAAAAAAAGCTAAGCTTTGCGAAAATGGCGAACTTTCACGGACACCGA 
ATCGGGAATGTGTTGAGGTTCAGACTATTAGCCTCCGCCATTCTTCTCTCTCTTTCTCTTTTCCTCACTC 
TCTCTTTTTTCTTCACTTCTCACTCCCACGCTTCCCACTTCCACCACCTCGGATTCAAGTCTGGTTCGCG 
TAGATTTGGAAGTACCAGAAGAGCAGTATTAGCGTTGAAATCGGATCCTCTCAAGCCTCGGTTAGATCAG 
ATCAGAAAGCAAGCTGAAGATCATCGATCTCTGGCTTTGGCATACGCGCACTATGCTCGAAAGCTCAAGC 
TTGAAAACACGAAGCTCGTCAGGAACTTCACAGATCTGTCAAGGAACTACAGCGATCTTCTTGCGAAACA 
ATCTTATCATGCTTTGTTCGAAACCGATGCGGCCTCCATTGATGAATCGGTGTTGCGGCAATTCGAGAAG 
GAAGTGAAGGAGAGGATCAGAGCGACGAGACAAGCGATTGCGGACGCGAAGGAGTCTTTTGATAATCAAT 
TGAAGATCCAGAAGTTGAAGGACACGATTTTCGGATTGAATGAGCAGTTAACAAAGGCGAAGAAGCAAGG 
AGCTTTCTCGAGCTTGATTGCCGCGAAATCGATCCCAAAAAGCTTGCATTGCCTTGCAATGCGATTGATG 
CAAGAGCGGATTGCGCATTCAGAGAATTATTCGGATGAAGGGAAGGAGACTCCACCGGAGTTTGAGGATC 
CGAATCTTTACCATTACGCTATTTTCTCCGATAA 
 
>0285-94(5-31-06)_015 
TTTGACACTCATGATGCTGCAGTGACATGTGCGAAAAGCATTAACAATGCTGAATTGGGTGAAGGAGACA 
ACAAGGCCAAAGTTAGGGCCAGATTGTCAAGACCACTTCAGAGAGGTAAAGGAAAACATGTTAGTCGTGG 
AGATTTCCGATCTGGGCGTGGGTCTGGACGAATTGTCAGAAGTTCATGGGGTCGTCCAGCGCCACGTAGT 
CTCCCTATTCGTGGAGTAAGAGGAATTGGAAGTCGCATCCCACCAGTCAGTATGAAGAGACCTGGTGGAT 
TGAGAGATAGAAGGCCTGTTATGTCCATGCCAACAAGAGGCAGGCCCTTGCCTCCTCCGGCTAGGTCCTA 
TGAGAGGAGAGCACCTGTTCCTTCATACCCGAAGAGTAGCTTGAAAAGGGAATACGGTCGACGTGATGAG 
CTTCCTCCTCCAAGGAGTAGAGCTCCCGCAGATTACGTCCCTAGGGCTGTCCCAGAGAGACGCCAATCAT 
ACAGAGATGACTACTCTTCCCGTGCTCCTGGGTACTCTGATCTTCCTAGAAGTACATCCCGTCCAGCAGC 
AAGAAGAGCTTATGTGGATGATGGCTATGGCCAAAGGTTTGAAAGACCTCCCCCTCCTCCTCCAAGTTAT 
CGTGAGGGACGCCCTCGTGACTATGACTCCATTTCTGGGTCAAAACGTCCATATGCTGCACTGGATGATG 
TTCCCCCGCGTTATGCTGATTCGGGAGTCCGCCAATCTAGGGCTCGTTTAGACTATGAATATGGTGGTAG 
TGCTTCTCAATATGGGGATGCTTATGGTGACAGAGTTGGGAGATCTAATCTAGGATATAGCAGTGGCAGA 
AGTTCCATCTCC 
 
>0286-94(5-31-06)_002 
GAGCCCCAATTTCATCTGGTTGATTGGTTTTTGGTGTGTTCCCCGCTTTCCTCAGGTGGTTTAGGGATCA 
GGAATCTGAGAACTTTCAATTTTGTTCTTTTAGGGAAATGGCTATGGAGATTTGGGCAAGATAGGGATGC 
TCTTCGGCGTCAAGTGATAGAGGTCAAGTATGGTTGTGATTGGGGTGGTTGGTGTTCTAACTCGTCCTCT 
GGTTCGTATGGTGTCAGCTTATGGAAAAATATTAGAAGGGGGTGGCATTCCTTATCTCGGTTCATTATGT 
ATGACATTGGAGATGGTTCAAAAGTGTTGTTTTGGCTTGATTGTTGGTGTGGGTCCTCTTCTCTCGCTGC 
CCACTATCCTGAATTATATAGGTTAAGCTGTAGCAAAGAGGCAAGTGTGGCGGATCTTATGAGGTTCTCC 
AATGGAGTCCTCCATGGGAGATTCAGTTTTGTAGGGAGGTGCACAATCGTGAAATGGAAGCGTTCAGGAG 
CTTCATTCATTCCATTTATAGCACTCCTGTAAGGGGATCCGAGGAGGATAAGAGATATTGGCTGCCTTTT 
AAGAGAAAGGGGTTCACGGTTAGTGCTTACTACCATCTCCTTATTGGGCATAATGAGTATTCTTTCCCTT 
GGAAAAGCATTTGGAAACAGAAGATCCCCTCTAGAGTGGCTTTTTTTGTCTGGACCGCAGCCTTAGGGAA 
ATGTTTGACTATTGACAATCTAAGGAAAAGAGAGGTTTGCATTTTGGATTGGTGTTATATGTGCAAGTGT 
AACAGTGAAAGTGTTAACCATCTTCTCCTTCATTGCTCGGTTGCTTC 
 
>0288-94(5-31-06)_006 
 
>0292-94(5-31-06)_014 
TTCCTTCTTGTCTTGGTGTTCAATGGATTCGAGCAACAGTGGTCCTCTTGCCGTCTTCTAGACTACGGGT 
GTGTAAACTTCATCTGTGCATCCATTCCACTGCCCCTTGTCTCGCGACCATTGGAGTGAGTGCTTCAGCT 
GCACAACCTTCTCGCTGCCTTTGTCTTGCGGCCATAAGTGCTAGAGCTTCCTCGGTGTACTCGTCATCTC 
AGCGTCTTGTGGGCTAGATCGTCGACATCACTCCGCTATCTCATAAGATCTAGAGAACTCCTGCCGCTTC 
TTGCTTCATCTTGACATTCGTTGTCTCCACGTTGCAGCTGTTGGCGCTGGAGCATTAAGAAAGAGCCACA 
CATCAGATTCAAGCACCAATTGTCATCTCTTGGAGGCGATATTGCAGCGAGATTTCTGCTTCATCCCTGA 
TAAGTCACACGATCACGAAATAGTGTAAAAAATAATCAATTTGTATTTGTATATATGTGAATACAATCCT 
CTGTATGAATCTTTACAATGAAAGAGTACAATAAATTCCTCTGATTCGATCTCCAAGAAACGTTACGATC 
CGAAGAGGCTATGAAGCTTGATTTTGAATCGTGCTTTGATGTCTCCAAGTTGAATGAATAGTTGAATGTG 
CTTGATTTGATGTGTGAGGGCCGTTGGCTTGATCTCGAACTAGATTAAAGGAGAATCCCCACTTTGATTT 
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GAAGAAGTAGGAATAGGCCTTGATGAACAATGGAATTCTTGTGAACTTTAGAGGTGACTCTCTCTTTTGG 
CAGAGTGTCAGTAGTGTTTTTTTCTCTAAGCGTTCTCCCCTTTCTCTTATGAGAAGCCCCTATTTATAGG 
CAACTCAATGGTATTTAATTTGGGAATTTTCTCTCAGCATTTATTGAGAGTTG 
 
>0294-94(5-31-06)_001 
ATGCTTTTGCATTTTGGGACTGGGTTGGTGGCCGCTATAGTGTTTGCAGTGCTGTTGGAGTTTTGCCATT 
ATCTCTCCAATACGGTTTCTCAGTTGTTGAGCAGTTCTTAAAGGGAGCCTCAAGCATTGATCAACATTTC 
TACTCAGCACCACATGAGAAAAATATACCTGTGCTTTTAGGTTTGTTGAGTGTATGGAATGTTTCATTTT 
TTGGGTATCCTGCAAGAGCCATCTTACCTTATTCCCAAGCCTTGGAGAAGTTTGCTCCACACATTCAACA 
GGTTAGCATGGAAAGTAATGGCAAGGGTGTCTCAATTGATGGGGTCCCACTACCTTTCGAGGCTGGTGAA 
ATTGACTTTGGTGAGCCAGGAACAAACGGTCAGCACAGCTTCTACCAATTAATTCACCAGGGACGTGTTA 
TTCCTTGTGATTTTATTGGTGTTGTGAAGAGTCAGCAACCTGTCTACCTGAAAGGTGAGGTGGTGAGTAA 
TCACGATGAGCTCATGTCTAACTTTTTTGCACAGCCAGATGCCCTTGCATATGGGAAGACCCCAGAGCAG 
TTGCACAAGGAGAATGTTGCACCACATCTCATTCCTCATAAAACGTTCTCTGGCAATCGGCCCTCTCTCA 
GCCTTCTGCTTCCATCATTAAATGCTTACAATATTGGACAGTTGTTGGCCATATATGAACACAGAATTGC 
TGTGGAAGGTTTTGTATGGGGAATCAATTCTTTTGACCAGTGGGGAGTTGAGTTAGGGAAGTCACTGGCT 
ACTCAAGTCAGAAAGCAACTTCATGCATCTCGTACAAAAGGCGAACCAGTGGAGGGCTTTAATTTTAGCA 
CTGCAACATTGTTAACAAGATATTTAGAGGCAACTGCAGATATCCCTGCTGATCCTCCTACCCTTCTACC 
AAGGATATAATTTTGTTTGCCGAAACTTTTGGGC 
 
>0295-94(5-31-06)_003 
AACCAAAATCCTCAATTGTTTCTCCTCTCATTTCAAGTGCTTTCCTAAACCACTTTTGTTTCATCTCAAA 
CTTGTTTATTACTTAGTTTCTAAAATGGAAGAGATTGAGGTTCCACCATATTTTCTCTGCCCCATCTCTC 
TAGAAATCATGAAAGACCCAGTTATAGTCCCAACGGGCATAACCTACGACCGTGAAAGCATAGAGAAATG 
GTTGTTTGCAGGGAAAAAGAATACATGTCCAGTCACAAAACAAGAGCTTTCAGCTGATTGTGACTTAACG 
CCAAACCACACTCTTAGGCGCTTGATCCAATCATGGTGTACCATGAATGCTTCCTATGGAATCGAAAGGA 
TTCCAACACCGAAGCCTCCAATGAACAAGACCCAGATAGCAAAGCTCATCAAAGACGCCAAATCTCCACA 
GTTGAAGATAGAGTGTTTACAAAAGCTGCGCTCTATAGCTTCAGAAAGTGAAACCAATAAGCGCGTCATG 
GAGGCTGCTGGTGCGGTTGAGTTCTTAGCTTCAATTGTTATGACTATCAATACATTGGAACAAGTTTCTG 
ATGATGGGGTTGAAGTCCTTACAAGAGCAATCAGTGAAGCACTAGGTATGCTCTACAATCTCCATGTCTC 
TGAAACTGGGCTTAAGAGTCTTATTGGTAAAAATGGTGAATTTATTGAAACTTTGCTACGGGTCATGCAA 
AATGGGAACTACGAGTCTCGTGCTTATGCGGTTTTGTTATTGAAATCAATGATTGAAGTGGCTGAACCAT 
TGAGAATGATTTCTCTAAGAACCGAGTTCTTTATCGAATTAGTCCAAGGCTTGAAAGACCAGATTTCTCA 
GCAAGCCTCAAAAGCTGTTCTACAATTACTGGTCCAGCTTTG 
 
>0296-94(5-31-06)_005 
CAAGAGCTTAAAGAAGATCAAAGGACTGCGATACCAGATGGAATCTCACATTTGCAGAAGATGCAGACTA 
GGATTAAAGCAGTAGAAAAGACTGTTATGGAAAGGCTTGCAACACAAGAAAGCATAAACACCAACATCAA 
AGTAGAAGATGTAATGAAAGAGACTGAAGACTTCAAACCAAAAGGCAAATTGCCTCAGGAGAGAGGCCTG 
GAATCACAGAGGACTAAACCTGAAAATGGGATTTTGATGAAAGATATTCCACTTGATCAAGTCTCAGATA 
CTTCATTCTATGGGAGAAGCAAGATAGATAGTGGTAGAGCTGATGATGAGATGCTTGAATTATGGGAAAC 
TGCAGAGCAAGAGTGCGGCCAGGGTCCAATGGTCAATGAGACACAAAAGCAGGCATCTGCACCAGTAGAA 
GATGTTAATGCATGCCACAGGCTTGAAGATGGGGAGAAGAGTCAGGATCCCCCTTCAGAATTAGAGATTG 
AGAAGGAGTTGGGCATTGACAAGCTAGAGGTATCTGCAAGTGTTAGACAGCCAAATCAAGATGTCAACAA 
GGGAAAGTTCCTGGAGAGACTTGCTTCAGATGCTCAGAAATTGACGAGTCTTCAAACAACTTTACAAGAT 
CTGAAAAAGAGAGTGGAGATGAACAAGAGAAGCAAGAAGGCCAGTGACATTGAATATGAAACAATCAAAA 
GACAGTTACAGGAAGTTGAGGAGGCTATTTTGCAGCTGGTGGATGTCAATGATAAATTGACAAAAGATAT 
TGAGGATAGCCCATCATCTTTGGATGGAAGACCTTCAGTAGAGCTGGAGGAGGCTGGAAATGTCCGCAGA 
AAGAGAGCAACAGAACAGGCAACTAAAGGGTCCGAAAAAAATTGGACGTTTGCAGTTTGATTTACAAAAC 
ATTGAGTATG 
 
>0297-94(5-31-06)_007 
TGAAAAAAAAGAAGAAGAAGGGAAAGGACCAAATATACAAAGGAAAGGAAAAGAGAAAGAAAGGAAACGA 
GAGAAAGAGAGAGAAGAAAAATCAAAAGAAAGATGTATGTGAAGGCGGTGCGACCCACGGATCTGAACCG 
GAACACAGAATGGTTCACGTACCCGGGCGTGTGGACCACCTACATTCTCATCCTCTTCTTCTCGTGGCTC 
ATCGTTCTCTCCGTTCTCAATTGCTCGCCTGGCTTGGCTTGGACCATAGTCCACCTCTCTCATTTTCTCG 
TTACTTATCACTTCTTTCATTGGAAGAAGGGAACACCATTTGCCGATGACCAAGGTATCTACAACAGGTT 
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GACCTGGTGGGAGCAGATAGACAGTGGCAAGCAGCTCACTCGCAACAGAAAGTTTTTGACTGTGGTGCCT 
GTTGTGCTGTATTTGATAGCCTCACACACGACGGACTATCAGCACCCTATGCTCTTCTTCAACACGTTAG 
CAGTTTTTGTGCTGGTGGTTGCAAAGTTCCCGCACATGCACAAGGTCCGTATATTTGGAATCAATGCTGA 
TCAATGAACTGTGAAGAAATTCAAGTTTGGTTTATCCCAGTTCCTAGGCTGATCATTTTGATATTCCAAT 
TGATATCCCTGTACAGACGTTAAAACTGGAAAGGGTGTAATATTTTTCCTGTTAGTGAAAATTTTACATA 
TATTGCTTTTCATTATATTTTCAAGAGAAATACTTTCGTTGTATTTTCTCTATGTACCTGCTAATATTGG 
TGAACTCTCGTGCGATGCTATTCTAGTCCATTGTCACCTGGCGCAAATGGATTTTAGTTTATTTCATGTA 
AAATGAAAAGAAAAAAAAAAAATTGTAAAGATTGCTTTTGCTT 
 
>0298-94(5-31-06)_009 
GAATTCTTAAGCACAAATGGCTATCTATTCATATTCTAAGATCTCCTTTCTGGCCTTATTTTCTGTGTCT 
CTCTTTGCATGTGCTCTAGCTCATGATTTTTCGATTGTGGGTTATTCACCGGAACACTTGACTTGCATGG 
ATAAAATCATAGAGCTGTTTGAATCATGGATGTCAAAACATGGCAAAACTTACAGGAGCATTGAAGAGAA 
GTTGCATAGGTTTGAGATATTCAAAGACAACTTGAAACACATTGATGAGAGGAACAAAGAGATTAGCAGC 
TACTGGCTTGGGTTGAATGAGTTTGCAGACTTAAGCCATGAGGAGTTTAAGAATAAGTATCTAGGATTGA 
AACCTGCTTCGCCCGAAGCAAGAGGGTCCTCCAGAGACTTCAGTTATAGAGATGTGGTGGATCTGCCCAT 
GTCTGTGGATTGGAGAAAGAAAGGAGCTGTTACTCCAGTCAAGAACCAAGGTTCATGTGGTAGTTGTTGG 
GCATTTTCAACTGTAGCAGCTGTCGAGGGTATCAACCAGATAGTCACTGGAAATTTAACTTCATTGTCCG 
AGCAACAGCTAATTGATTGTGATAGAACTTTCAATAGTGGCTGCAATGGGGGTTTGATGGATTATGCATT 
CCAATTCATTGTCTCCAATGGTGGATTGAATAAGGAGGAAGACTATCCATATTTAATGGATGAAGGAAGC 
TGTGAAGAGCAGAAGGAAGAAATGGAGGTAGTGAAAATTAGTGGTTATCAAGATGTGCCACAAAATGATG 
AAGAAAGTCTTTTGAAGGCACTTGCTCATCAGCCTCTCAGTGTAGCTATCGAGGCCTCTGGTCAAGATTT 
CCAATTTTTATAGCGGGGGGAATATTCAA 
 
>0300-94(5-31-06)_013 
TAGAAGGGTTTTGGAAAAGGAAAATCTCTCATACAATCCTACTGTGGATTATAGCAAACAGCCCACCAGT 
TTCTCATCAAGTTACCCCTTAAATGGGCGAGAGGAAAAAGGGGTGCCTTCTGGCTCAATGGATAGGGAGA 
GATACGAAATAAAAAATTCTTATGGCGATTCTACTATTCCAAAGACATACTCCTCTTATCCCCAAAACTT 
AGTTGATACAGAAGAGAAAGTGCAAAAAGTGTCACCACCTCGCAGAAAAGTGTCTAGGGAAGAAAAATCA 
GAGAAGCTGGGGAATTGGCTGAGAAAAGATTCTAGTGGATCGGATATTTCCACCACAAGCACCAAGCAGC 
AAAATACAGGCAATTACAACACAAATAATGTTGGGTCCCGGCAATATGAACCTGAACCTCCACCTGATGG 
AAATATTAATGCTATACTTGAGGAAGAAGAGGCCTTGATTGCTGCTCATAGAAAAGAAATTGAGGACACA 
ATGGAGATTGTCCGTGAAGAAATGAAGCTGCTGGCAGAAGTGGACCAACCAGGCAGCCTTATAGACAATT 
ATGTGACCCAATTGAGCTTTGTGCTTTCTCGCAAGGCAGCAGGTCTGGTTAGTCTTCAATCTCGCCTTGC 
AAGGTTTCAACACCGGTTGAAAGAACAGGAGATACTTAGTCGGAAAAGAGTTCCTCGCTAAGGCACCTTT 
TTTGTATCTTTGAACATATCCTGTCATGTAATTTCCTTCTCTCATATTTTTGCAGTGTTCTTTTGCCAAT 
GTTGAACGGTTCTGTGTATTCAATGTATATGGACCTTCTCTGGTTATAAT 
 
>0303-94(5-31-06)_002 
AAAGTGATTAAGGGAATGTACTATTCCCTTACATTTAGTGCAGCTCGCACTTGTGCTCAAGAGGAGAAGC 
TGAATGTGTCGGTGGCACCAGACTCTGGTGTGTTGCCAATGCAAACATTGTATAGCAGTAATGGATGGGA 
CTCATATGCCTGGGCTTTCCAAGCAGATTATGATGTTGCTGATATTATAATTCATAATCCTGGTGTGGAG 
GAAGACCCAGCTTGTGGACCACTTATTGACTCTATTGCAATTAGAGCTTTGTACCCTCCTAGACCCACCA 
ACACAAACCTATTGAAGAATTATGGTTTCGAAGAAGGACCATATGTGTTCCCCAACACATCTTGGGGTGT 
ACTTATCCCACCAAACATTGAGGATGATCACTCCCCACTACCTGGTTGGATGGTTGAATCCCTCAAAGCC 
GTCAAGTACATAGACTCGAACCATTTCTCAGTGCCCGAAGGAAAACGAGCTGTGGAACTTGTAGCTGGAA 
AAGAAAGTGCCATTGCACAAATAGTCAGAACCGTTCCTGGAAAAACCTACACTCTCACTTTTGCTGTGGG 
AGATGCTAGCAACTCTTGTGAAGGGTCCATGATTGTTGAGGCATTTGCTGGTAGAGCCACAGTCAAAGTG 
CCTTATGAATCAAAGGGAAAAGGTGGGTTTAAACGTGCTGTGCTTAAGTTTGTGGCTGTTTCTACTCGAA 
CACGTATAACGTTCTTCAGCACATTTTACACCATGAGGAGTGATGACTTTTCTTCACTATGTGGACCTGT 
TCTTGATGATGTGAAGCTGGTGAGCGTTCGTCACCCACGGCGTATGTACTAAGGAGGCTAGTGTTAAAAC 
GCATATTTAGTGGCTTGGATATGTTGGATCTCTAGTCATACTATATGAGTAAGTAATTTTGTTTCTAAGG 
AAGCAATGGGTTTTTAGTGTGAGTTTAGAGCATAATT 
 
>0305-94(5-31-06)_004 
CTATCTGAGAGAGGCCACTGACACTGCTACATTTGCTCCTTCTTCCTCTAGAGAGAGAGAGAGAAAAGCT 
CTGCTATTTTCTTCATTCATGGAAGGACACGAAAGCTTTAGATATAATTGTTGATTCAAAAGAGAGAGAG 
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AGAGAGAAATACAGTCACACACAAGAGTAACCCAAAACGATGCGTCGAGCGATCTCGCTTTTGGTCCAGC 
CACGCTTCATCTTTCTCTACCTTGTGCTCTTGATTTTCCTCATCTTCGCGTTCTCCAACCCCAAAAAGAG 
TGAAGAAAAAGCAGAAGAGGTGCCTGAAATTACCCACAGAGTTTACTTCGATATTGATATTGAGGAACAA 
CGTCAAGGTAGAATCGTGATCGGATTATATGGCCAAGTTGTACCTAAAACTGTTGAAAATTTTAGGGCTT 
TATGCACAGGGGAGAAAGGCAAGGGTGCCCATGGGAAAAAACTCCACTATAAAGGAACACCATTTCATCG 
TATAGTATCTGGATTTGTGATTCAAGGTGGAGATATTGTTCATGGTGATGGCAGGGGTTTTGTATCAATA 
TATGCTGGTGGCACCTTTCCTGATGAGAATTTCAAGATAAAACATTCACATGCAGGTGTTGTTTCCATGG 
TGAATTCAGGGCCTGATTCCAATGGCTCACAGTTTTTTATCACTACAGTCAAAGCCAGCTGGTTGGATGG 
GGAGCATGTTGTCTTTGGCAAGGTCATTCAAGGCATGGACACTGTGTTTGCAATTGAAGGTGGGGCTGGA 
ACCTACAGTGGGAAGCCTAGAAAGAAGGTTGTTATTGCTGACTCTGGGGGAGATACCCAAGAGTCAATGG 
GATCAGGAAAGTTGAGTTCCTTTATACATGAACAGCAGCAAGT 
 
>0306-94(5-31-06)_006 
ATCGCCAAAATAATATAAAATAAAGCAGCTGAGCTATGGCGAAGAAGAGGAAGTCCGCAGCGACGAGCCT 
GGACGAGGTGGATCGGACCATGTACGCGTCGTTTTGCAGCGCAGCTAACTCTCTCTCCCAACTCTATACC 
CAGGCCATGAACCACCAGAAACTCTCCTTCCAAGCCGGTGAACGACAAGGCCTTGAAAAACTCTATCAAT 
GGATCCGGAGACAACAAGAAGAAGGATCTAGAGTTACAACAGTTGATATTCTCAATTACGTTCAGAATGA 
GCTGGACTATTGTGGGGAGGAGCCATCAATGTCCCCTAGAGTTCCAGTGCAACATCAGTACTCTCAACCT 
GTAACAAATTTCATGAACTCTGGTTTCCCAATCTCGTCAGGCTCATCTTGCCCAACAACTGCTGTGCAAG 
GAATTCGTTCTGAGCACTGTGACCAGCAATCCAAGAACTCAGTGTTCTCAAATGCTTTATCAAGCCCCGT 
TCGTCAGAGTCTTCAGCATTATCACATTACTCGGGGAGGGTATTGCCCAAATGGTGGTCTTCCCTTAGGG 
AATGGAGCCAGGAATAATGAACCCACAATTATTAATAACCAGAGCAGGGATTCTAGTGCTCTGAGTCTCA 
GTTCCAACGATTCTGCCATGGACATGCACGCAGATAGTCCTGCTCATGAATTCATTTACTGATATTTTGC 
CCATTTCACTAGTCCCTTGCCATGGAGTTCAACTGTTCAAGACTATGGAAGAATTATGGTGATATGAAGC 
TCTTTTTGTTCGTTTCCCATAAGAAATGAAAGCACTGGATGGAAATGATACCGTGACCTCTTAATTTACT 
TCTATTGCTGTCGTTGAA 
 
>0307-94-(6-12-06)_F05 
TGGTGCAAATCCAAGGGCTGTCGAGCAGCGCCGGAGACATCTCACGCCTCCACGTCATCCTAAAACAAGC 
CGAGGAATCGCTCCGCTCCGAGTCGACTCGGTTGTCTCCGATTCTCAACCAGCTCGACCCTTCCAACCAC 
TCTCTCGGTTATCTCTATATCCTAGAGGCTTGCACGTCTGCTTCGGTTTCGAAAGAGCAAGCTGCTATGC 
TGGTTCCCTACATTGCCAGATTTATTAGTTATTGTGCTCCAGAGCAAATTCGTTTGGCCCCTGAAAAGTT 
CATAGCTGTTTGTAAGAGGTTCAAGGACCAGGTCATGCTACTTGGAACACCAATGCGTGGGGTGGCTCCA 
TTGCAGGCAGCTGTACGGAAACTTCAGAATTCTTCAGAACATTTGACTACTTTGCATCCGGAGTTTCTTC 
TTCTTTGTTTATTGGCAAAGTGTTACAAAACTGGCCTGTCAATTTTGGAGGAAGATATCTTTGAAGTTGA 
TCAACCAAGGGACCTTTTTCTCTACTGTTATTATGGGGGGATGATATGCATAGGACAAAAGCGTTTTCGC 
AAGGCACTGGAGCTCCTACATAATGTTGTTACCGCTCCAATGTCAAGTATAAATGCCATAGCTGTTGAAG 
CTTACAAAAAATACATATTGGTTTCTCTCATTCACAATGGACAGTTCTCTACCAGTCTTCCTAAGTACAC 
TTCTTCAGCCGCTCAGAGAAATCTAAAGAACTACAGTCAGTCCTACATTGAGCTGGCGAATAGTTATAGC 
ACTGGGAAAATTGCAGAATTAGAGCAGTACGTCCGGACAAACGAGGAGAAGTTTGAAAGTGACAACAATC 
TTGGACTGGTGAAGC 
 
>0309-94(5-31-06)_012 
TCTACTCCTAGGAGCAGGGATGAAAGGAGGGGCATGGCAGATGGGTTGGATAGCCCAGATGAGCGTGGGC 
GGCTTGGTTCCCCTTCTACTCATAAAAATTCATCTGATTTCAGAAAGAGAGATGCAAGGGAATCAAGTAC 
TGGCACAGCATTAGCCAGGATTGAAACTGGTGGTGGTTCTGGGAGAAAATTGGGTTTGGATGAGTTAGAG 
CGACATGAATCTCAGAGAGATAGCCCTGTAGGTACTGGGAGAGCAAGGGAAACACCAAGGAATCGTGATT 
TAGATAGAGAACGTGCTGTGGCAGAGGCAAAAGTATGGGGTGAGAATTGGAGAGAGAAGAAGCGGGCAAA 
CGCAATGGGTAGCTTCGATGGTACATATGAGTAAATACACTAAAGCTCCAAGTCATTTTACATGAGTCTT 
CTAGGGAGGAAATGTTGCATTGGGAGTAATCATAAAGAAAGAGAATGTGCAAGATGAATCATCCTTTAAT 
TTCTTGGTTTCCATGTCCACCCAGGAAATAAAGGGGGTCTTGTATCCAACCTTGACTATTGCTTGTCTTA 
TATCATTCTTGTTGTTGAGTACAGAAACTGAACAATGCGTAATTATGTGGTAATAGAAGGAATCACAGTT 
AGATGGAACAGGGGAGAGAGGGTTGCTGTTGTGATATGGGGCATTTAGATGTAACCCCTCAGCATATAAT 
GTTGTCTGCAACATGTTCATCTATGTATCTAGGAATTTCAGGGAGTTTGTTACAGAGAGCCATGAAGATG 
TCTAATTTTTGCCCCCCATATTATATTGTCTG 
 
>0311-94(5-31-06)_016 
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AAAAGAGAGAGAGAGAGATAGAGAAGATGGTTCTGACGCAGAAGCTTCACGAAGCGTTCAAAGGAACGGT 
GGAGAGAATCACAGGTCCTCGCACCGTCTCCGCCTTCAAAGAGAAAGGCGTTCTCAGCGTCTCCGAGTTC 
GTCATCGCCGGCGATAACCTCGTCTCCAAATGCCCTACCTGGTCCTGGGAATCAGGCGAGCCAAACAAGA 
GGAAGTCATACTTGCCACCAGAGAAGCAGTTCTTAATTACTAGGAATGTCCCTTGTCTTCGAAGGGCTGC 
ATCAGTTGAAGAGGAATATGAAGCTGCAGGTGGGGAGGTTCTTCTTGATAATGAAGACAATGACGGCTGG 
TTGGCAACCCATGGGAAGCCAAAGGATAAAAGCGATGAGGCAGAAAACTTGCCTTCTATGGAGACTTTAG 
AAATCAGCAGCAAGAACAAGACTGTGAAGTCAATACCCTCACACTTTGGGGATCCAGATGAAGAAGATAT 
TCCTGACATGGCTGATTACGAAGAACCTGACAATATTGAAACAGATGCTGCAACACTTCCATCCACATAT 
CTTGTTGCTGAGGAACCTGATGATGACAATATTTTACGGACTCGAACCTATGATGTCAGCATCACGTATG 
ACAAATATTATCAAACTCCTCGTGTGTGGCTTACTGGGTATGATGAGTCAAGGATGCTTTTGCAACCAGA 
GCTTGTACTTGAAGATGTTAGTCAAGATCATGCACGCAAAACAGTAACCATTGAGGACCATCCGCACTTG 
CCTGGAAAGCATGCATCAGTGCATCCATGCCGACATGGGGCTG 
 
>0312-94-(6-9-06)_A01 
TTTTCAGAGAACCCTAAATCTCTGATCGAAAATTTCCAGCTGCTGCTGAGAGTCTCAGAGAAAAGGAAGA 
GAGATGAGCCAGAAGCCTTTGATCTACGCATTCGTGGCTCGCGGAACTGTGATCCTCTCCGAGTACACCG 
AATTCAGCGGCAATTTCAACTCCATCGCCTTCCAATGCCTCCAGAAGCTTCCTTCCACCAACAACAAGTT 
CACCTACAACTGCGATGCACACACCTTCAATTACCTCGTCGATAACGGCTTCACATATTGTGTTGTTGCA 
GATGAATCAGTTGGGCGACAAGTGCCCATGGCTTTTCTGGAGCGCATCAAAGATGATTTTGTGTCAAGAT 
ACAGTGCTGGAAAGGCTGATACAGCTCAAGCCAACAGCCTTAACAAAGAGTTTGGACCAAAATTGAAGGA 
ACACATGCAGTACTGTGTTGATCACCCTGAAGAGATTAGCAAGCTTGCAAAGGTCAAAGCTCAAGTATCG 
GAAGTTAAAGGTGTTATGATGGAAAATATTGAAAAGGTTTTAGATAGAGGTGAAAAGATAGAGCTTCTGG 
TGGATAAGACTGAGAACCTTCATCAACAGGCACAGGACTTTCGGACCTCTGGTACAAAAATCCGAAGGAA 
AATGTGGCTGCAGAACATGAAGATCAAGCTGATTGTTTTGGGAATTCTGATAGCGTTGATCCTCATCACA 
GTCCTCTCTATTTGCCACGGGTTCAACTGTGGAAAAAAATAAGCTGCTTTCTGCCAGCGGCTTCTGTCTT 
GTTTATCAAAACTTGCAATTATATATCAAGAGAAATATTATATATGTATATGTCATGACTTGGTATGTAG 
TTCAATCTAGCAACTTCCAGATACTCGG 
 
>0313-94-(6-9-06)_B01 
GGGCTATGTTTTCAAGATCATGGGAGGTTGTGACATTGCAAGGATTCCCAATGAAGCAGGGAGTGCTAAC 
TCCTGGCCGTGTCCGTCTCTTGCTTCACAGAGGAACTCCTTGCTTCCGTGGGCACGGTAGGCGCAACGGA 
GAACGGAGGAGGAAATCTGTACGTGGATGCATTGTCAGCCAAGACCTTTCTGTTCTGAACTTGGTTATTG 
TGAAGAAGGGTGAGAATGACCTTCCTGGTCTGACTGACACTGAGAAACCAAGAATGAGAGGTCCAAAGAG 
GGCATCTAAGATCCGTAAACTTTTCAATCTCTCAAAGGAGGATGATGTTCGAAAGTATGTCAACACCTAT 
CGTCGAACATTTACCACAAAAGCTGGGAAGGAAGTCAGTAAAGCTCCCAAGATTCAGAGGTTGGTCACTC 
CGTTGACTTTGCAGAGGAAGCGAGCAAGGATTGCAGATAAGAAGAAGAGAATTGCCAAGTCCAAGGCAGC 
TGCTGTTGAGTATCATAAGCTCCTTGCCTCAAGATTGAAGGAGCAAAGAGAACGTCGTAGCGAGAGCTTA 
GCCAAGAAAAGATCCAGGCTCTCTGCTGCGTCTAAACCATCTATTGTGGCTTAGGTTCATGCATCTATTG 
GGCTAGGTCGCTCTTGCTAGTCATGAAATTTTGGTTAAAAGATGAATATCTGTGAAAATTTTCTGATATG 
GTTTTCCTTGTTTTGTGAAAGTACTCTATGTTTGCTTATTTCAATGGATTTTTCATCGTATTACATCTTG 
ATGGTT 
 
>0315-94-(6-9-06)_D01 
GTCTGCATGGGATCTTTCTTCTAATGAAGAGAGCTTAATAACTAGTGTGGTATTTGCCGGCATGCTAGTT 
GGAGCATATACATGGGGCATAGTATCAGATAAGCACGGAAGGAGGAAAGGATTCATTATCACAGCAACAG 
TTACTGGTGGAGCTGGTTTTCTGAGTGCTTTAGCCCCTAATTATACATCATTGATTATTCTTCGTTGTTT 
GGTTGGTCTTGGTTTGGGAGGTGGCCCCGTACTCTCATCCTGGTTTCTAGAGTTCATTCCTACTCCTAGT 
AGAGGCACTTGGATGGTTATTTTTTCAGCATTTTGGACTCTTGGAACTATTCTTGAGGCTTCTCTTGCAT 
GGGTATGATTACCTTCTCATTTTGTCTGCTCATGCAGTTCCTTACTATATTTAGGTTGTCATGCCAAGGT 
TGGGTTGGAGGTGGCTACTTGCATTGTCGTCTCTCCCGTCATCACTCCTCCTCATTTTCTATAGAGTGAC 
ACCCGAGTCACCTCGGTATTTATGCCTAAAGGGTAGAACAACTGAAGCAATTGATGTTTTGGAGAAAATA 
GCCAGAATAAATGGAACAGAACTCCCTTGTGGCACTCTTGTTTGTGATCACCAAATTGAGTTACAAGAAA 
AGAGTAATGATCCATCAGAAGATGCAAATTTGCTCTCACCAAGAACTGAAAATGCAACCCATATGGGGAT 
AGATTCTAATATAGGGGGCATCTCGTCACTTTTTGTGCTTCTTTCACCAAAATTAGTTAGGTCTACCTTG 
CTTTTGTGGGTAGTATTCTTTGGGAATGCTTTTTCATATTATGG 
 
>0316-94-(6-9-06)_E01 
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TGCAGAACAACAACACTAGTAGTAGTACTGAACAAAACGACGTCGCTGTCAGAGACTTTCTCACATTGGC 
TCGCCAGCTCATCGATCAAGGAAAACCTTCCCAGGCTCTTCAGGCGGTCATAATGGCAATGAGAACCAAA 
GGGGGTGATGAGGCTGTATTTCAGTCTCTGCATCGTGCTCGTGAACTTTATAGAAATAGGCTGCAAGAAA 
ATGCTGCCGCTGATCAACTGGCTTGTTTGTTTGCTGAGTGTGCAATTGCTGAGGCCCAGCCTTTAAAAAT 
TGAACCATCAGTAACTACAACCAATGAGGGTGGGCCATCAATTTCTCCAGATGCTCATGGGACTTCTATT 
CTGGCAGAAAGTGGCAGAATGCAAGTGGTTCTGGATGCATTCTCAGATGGGAGCAGCTTCATTTGTTTAC 
AATGTGGGGGTCTTGTTAGTAACCATCGCAAAGACGAGCACTATGCCTATTGGTGTTGCCAAACCTGATG 
CCCAGTCTACACAAATTGGAAGGATGGAGAATGATTATACAACTCAATACAATTTAATGCAGAGAAGAAC 
TGAAATTATAATAACCGAGTAGCACATCTGTTTCGGGTAGGAAGCGACAATTAATTAAGGACCTGGATTT 
TGCAAGCAGGGTCTACAGGTTTGATGTGTTTTCCAGAAAAAGAATATTAAAGTGTGTGTAGAATAAAAAT 
GCATAACTTTGTGGATAGCAACAGGTCCCATATCTTGCTTTTTGAACCCATGTGTATCTTGCCTTCAGTT 
TGACGGTGCTGTTGACTGTGGGTATGGCAAAACTTATGTATGTTTCTTTAAATGTTGTATCTTGAGTTCT 
TCAATTAAATTAAATACAGCTTCGTTTG 
 
>0319-94-(6-9-06)_G01 
TTGGAGCCTATTCTCCGGAGAGTTGTCAGTGAAGAAGTGGAGCGTGCTTTAGCAAAATTAGGCACTGCCA 
AACTTACTGGGAGGTCTTCTCCTAAACGTATAGAAGGGCCTGATGGGAGAAACTTACGGCTGCACTTCAA 
GTCTAGGCTGTCTCTTCCTCTCTTTACTGGTGGAAAAGTTGAAGGGGAGCAGGGGGCTGCAATTCATATT 
GTTTTGCTTGATGCAATCGCAGGCCATGTTGTCACATCTGGTCCAGAATCTGCTGTGAAGCTAGATGTTA 
TTGTGCTTGAAGGCGATTTCAATAATGAGGATGATGAAAACTGGAGTCAAGAAGAATTTGATAGCCATGT 
GGTGAAAGAGCGTGAAGGAAAGAGGCCCCTGCTGACTGGGGATTTGCAAGTAACACTGAAGGAAGGTGTG 
GGAACACTAGGCGATCTAACCTTTACTGACAACTCAAGCTGGATAAGGAGCAGGAAGTTCAGGCTAGGAC 
TGAAGGTTGCCTCAGGCTATTCTGAGGGCATTCGTATACGCGAAGCAAAAACAGAAGCCTTCACTGTTAA 
GGATCACAGAGGAGAATTATACAAGAAACATTATCCACCTGCATTAAATGACGAGGTTTGGAGATTGGAG 
AAAATTGGCAAAGATGGGTCATTTCACAAGAGGCTGAACAAAGCTGGAATTTGTACAGTTGAAGACTTTC 
TAAGGCTTGTGGTTAGAGACTCGCAGAGATTGCGGAATATTCTTGGAAGTGGCATGTCAAATAAGATGTG 
GGGATGTTCTTGTTGAGCATGCAAAAACTTGTGTTTTGAGT 
 
>0323-94-(6-9-06)_C02 
GGGTCTCTCATGATGTTAATCTCTTGGGTCACAAGGATCGCTGAGGCTCCCAAGACTGACTTTGAGTTTT 
GGAAGACTTTGTTCCCGGTTGCTGTGGCACATACGATTGGGCATGTTGCGGCAACTGTGAGTATGTCAAA 
GGTTGCAGTTTCATTCACCCACATCATCAAGAGTGGTGAGCCTGCTTTCAGTGTATTGGTTTCAAGGTTC 
CTGTTGGGTGAGAGCTTCCCTGTGCCAGTATACCTGTCCCTTATCCCAATTATTGGTGGTTGCGCACTTT 
CTGCTGCAACTGAGCTCAACTTCAACATGACTGGTTTTATGGGTGCCATGATATCAAACTTGGCATTTGT 
CTTCCGGAACATCTTCTCAAAGAAGGGCATGAAGGGGAAGTCTGTTAGTGGGATGAACTATTACGCATGT 
CTGTCTATGATGTCCCTTTTGATTCTCACACCGTTTGCTATTGCTGTAGAGGGACCACAAATGTGGGCAG 
CTGGTTGGCAAACAGCCATCTCTCAAATTGGACCCCATTTCATATGGTGGGTGGCGGCCCAGAGTGTGTT 
CTATCATCTCTACAACCAGGTGTCATACATGTCCCTGGACCAGATCTCTCCCTTGACGTTTAGCATTGGT 
AACACCATGAAACGTATATCTGTCATAGTCTCATCAATCATTATATTCAAAACACCAGTCCAGCCCATCA 
ATGCTCTTGGAGCTGCCATAGCTATCCTTTGGAACCTTCTTGTATTCCCAGGCAAAGCAATGAAAAGCTT 
GGGGTTCTGCAATATAGA 
 
>0325-94-(6-14-06)_E02 
AGGTAGAAGGAAAAATAAAAATAAAGAATTGGCTTGAGAGAGACAGCAAAGAGAGAAAGAAAAATTGTTG 
CAAAATAGACAAGACTAGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTGTCTCTTGCTA 
AGGACTGGTTTGGATTAGGAATCGATGGCTAGCTTTGCAGGAACAACACAGAAGTGTATGGCTTGTGATA 
AGACTGTGTACTTGGTTGATAAGTTAACTGCAGATAATCGAGTGTACCACAAGGCCTGCTTTCGATGCCA 
CCATTGCAGGGGTACCCTCAAGCTCAGCAACTACTGTTCTTTTGAAGGGGTCCTATATTGCAGGCCTCAC 
TATGATCAACTCTTCAAGCGCACTGGCAGCCTGGACAAGAGTTTTGAAGGAACACCAAAAATCCTGAGAC 
CTGAAAGACAGGTTGATGAGAATGCTAAGGCAGTCTCAAATATGTTCGGGGGCACCAGAGAAAAATGTTT 
TGGTTGCAACAAGACCGTTTACCCAATCGAGAAGGTTTCGGTTAATGGGACACCATACCATAGAAGCTGC 
TTCAAATGCACCCATGGAGGTTGCACCATAAGCCCATCAAACTATATTGCACATGAAGGAAAGCTCTACT 
GCAAGCACCACCACATCCAACTCTTCAAGGAGAAAGGGAACTACAGCCAGCTTGAGAGCAACGGCGAAAA 
GAATGAAATGACTGAGGTCACTGCTCAAGAAATTGCTGCTGAATCATAATCCACTTCAACAACATCTAAT 
CATACTTAAGTAATCTCCACTCTTCCCTAATAGTTTTTATGATTGTGTCTTGCTTGTAAAATAAGGTCCG 
TTTTATGAACTTATGCGGGTTCTGATGTACTGTTGGGGA 
 



208 
 

 

>0326-94-(6-14-06)_F02 
TGGCAGAAATACAGGTAGCTGCTGGGATGGCAAATGCTGAGAAGTATGAAGCCAAAGCTGTGTGGCATGA 
AATATTATACCCTTCTCCTCCAGTCCGACGGATGCTAATTACTGGCTGTGGAATCCAATGTTTCCAACAG 
ATTACAGGTATTGATGCAACTGTTTATTATAGCCCTACAATCTTCAAAGATGCTGGAATTAAAGGCAATA 
CTCAGCTTCTTGCAGCAACTGTTGCTGTTGGGTTTACCAAAACTATTTTCATCTTGGTTGCTACGTTTCT 
CATTGACAAAGTGGGGAGAAAGCCTCTGCTTTATGTGAGCACAATTGGAATGACTACTTGCTTAATTGGT 
CTAAGCCTTACTCTAACTTTCATGGGGAAAGAGAAAATTGGGATTGGATTAGCAATTTTAGCAGTTTGTG 
GAAATGTAGCTTTCTTCTCAGTAGGAATTGGCCCAATTTGTTGGGTAATGTCATCTGAAATTTTCCCTCT 
AAGGCTAAGAGCTCAAGCATCTGCCCTTGGGGCAGTTGGTAGTAGAGTCAGTAGTGGTGCAGTTGCTATG 
TCCTTCCTCTCAGTGTCACGTGCAATTACAGTAGGGGGAACCTTCTTTGTTTTCGCTGTATTTTCAGCCT 
TTTCTGTTGCTTTTGTCCACACATGTGTTCCAGAAACAAAAGGGAAGACTTTGGAGCAAATTGAAATGAT 
CTTTCAAAATGAGGGAGAATGGAATAGACAAGAGCTGGAAATGGGAGATATACAGCAGTTGGTGCAAAAA 
GAATGAGGGGGTGGCATGCATGTCTGACCACTAAAGAGAGAGGTTGTAATTCTAAAATTCATTCAACTAG 
CATGGAATTATTCAAGAAATAATATGAAATTACC 
 
>0328-94-(6-9-06)_G02 
GAAAGAGGTTTACTTGCTTGCTATGGACTGGGTATTGGAAGGAATTTCCTTGGGATTCAATTGAGTTGGA 
GCCAAAAGAGGACAGCGGCCTTGCTAGCCTGGTTGATTTCAGTAGCTTGGCAGAGCAGAAGCATAGAGGA 
GGAGGACTTATGGTCGACTTGAAGCTTGGTAGAATATCTGATTTGGAAGAGAGATCTGCAGCTGGGTTGA 
AGGACTTGGGGGCTTCAACAATGGTGTCATCACCTTCAGGGTCATCAAAAAGGGCTCGTGTGCTCGGTGG 
AACACAATCTGTTTCATGTTTAGTTGATGGTTGCAAGTCAGACCTCAGTAACTGCAGGGACTATCATCGG 
CGCCACAGGGTTTGCGAGCGCCACTCTAAGACCCCAGTTGTGATTGTAGGGGGCAAAGAGCAGAGGTTCT 
GCCAACAATGCAGCAGATTCCATTCTTTGGGGGAGTTTGATGAGGTCAAGAGAAGCTGCAGGAAACGTCT 
TGATGGACACAACATGCGTCGAAGAAAATCTCAATCAGAATCCCTTTACCTGAGTTCTGAGAAATTTCTG 
TCCAATTATAAAAGGTACTAAAATCTTGCAATTCTGTAGTCCACACATATATGCTAGTGGAACTACTACT 
ATGAGAAGTACCTGGCCTGAAATTACCAGAAGTGAAGCAGAATCTATGATCTATAATCGTCAGCATCGAT 
TACTTATTACTGACAGAAAAAGATCTCCAAATTCCTTTTCCTTCATTTACAATGAGGAAAATAAAACTGT 
TCTCATTCTCACAGGAAAATGGCACTAAGCTAGGCACTCAAGCAGTCCCTAAA 
 
>0329-94-(6-27-06)_H03 
ATTTTACCTAGGTAACAACCCAATCTCTGCCGGATTTAAGTACGTTAACCTATTGACTTTCAAGCAAACT 
CAACGTATGCCTAACCTTGACCCTCTAGCCTACACGGTGGCAATGCAAGGGATAAGAATTGGCGCCAAAA 
AGCTCGACATCCCTCCGTCGGTTTTTCGACCCAACCCAAGCGGGTCGGGTCAGACCATGATTGATTCTGG 
ATCCGAATTCACTTACTTGGTGGAGGAGGCATATAATAAGGTGAGGGAGGAGATTGTGAGATTGGTGGGG 
CCAAGACTAAAAAAAGGTTATGTGTATGGAGGAATGGCTGACATGTGTTTTGATGGGAATGCAATTGAGA 
TCGGACGGCTGATAGGGAATATGGTGTTTGAGTTTGAAAAAGGGGTGGAGATTGTGGTGGAAAAAGAGCG 
GGTTTTAACTGACGTGGGACGTAGGGTCCACTGTATTG 
 
>0332-94-(6-9-06)_A03 
AACACCCAAGACAAACAGCGTAACACAAAAAATGTCGACTCTCATAGTACCTGCGACGATCCCCTCTGTG 
TCCGAAGACTGCGAGCAACTCCGAAAAGCCTTCGAAGGATGGGGAACAAATGAGAAGTTGATTATCTCCA 
TCTTGGGTCATAGAAATGCTGCTCAAAGAAAGTTGATCCGACAAACTTATGCTGAAACTTATGGAGAAGA 
TCTCCTCAAGGCATTGGATAAAGAACTCACACATGACTTTGAGAGGGCGGTGTTGCTTTGGGCACTTGAG 
CCTGCTGAACGTGATGCACTTTTGGCCAATGAAGCAACAAAGAGGTGGACTTCAAGCAATCAGGTTCTTA 
TGGAAATAGCCTGCACAAGATCTTCACATGATCTACTTCTGGCTAGGCAGGCTTATCATGCTCGTTATAA 
GAAGTCTCTTGAAGAAGATGTTGCATACCACACAACTGGGGACTTCCGCAAGCTTTTGGTTCCTCTTGTA 
AGTGCATACCGATATGAGGGAGATGAGGTCAATATGACTCTGGCGAAATCAGAGGCTAAATTACTACATG 
AGAAGATTTCAAAGAAGGCTTACAACGATGAGGATCTTATCAGGATTTTGACCACTAGGAGCAAAGCACA 
GATCAATGCTACTCTGAATCACTATAAAAATGAATTTAAAAATGACATTGAAAAGGATCTCGAGGCTGAC 
CCTAAGGATGAGTTCCTCTCAATCCTGAGGGCCACAATTAAGTGCTTGACTCGTTCTGAGGAGTATTTTG 
AGAAGGTTCTTCGTCTTGCAATCAACAAACAAGGAACAGATGAAGGAGCTCTCACTAGGGTTGTCACTAC 
AAGGGCCGA 
 
>0336-94-(6-9-06)_D03 
AACTATAGTGGACAACCTCTCGCGGGGAAACTTGGGTGCTGTAAGGGTTCTCCAAGAATTGTTTCCAGAA 
CCTGGAAGACTTCAGTTTATTTACGCTGACTTGGGTGATGCAAAAGCTGTTAATAAAATATTCTCAGAGA 
ATGCGTTTGATGCTGTTATGCATTTTGCAGCTGTAGCATATGTTGGGGAAAGCACCCTTTTCCCGCTTAA 
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GTATTATCATAATATTACATCAAATACTTTGGTAGTATTAGAGGCCATGGCAGCACATGGTGTGAAGAAA 
TTGATATATTCTAGTACATGTGCAACATATGGGGAACCTGAAAAGATGCCTATTACGGAAGTAACTCCTC 
AGGCCCCCATTAATCCATATGGAAAAGCTAAAAAAATGGCAGAAGATATCATCTTGGATTTTTCTAAAAA 
TTCAGACATGGCAGTCATGATCCTAAGATACTTCAATGTGATTGGGTCAGATCCAGAGGGCAGATTAGGT 
GAAGCTCCAAGACCTGAACTACGTGAACACGGACGAATCTCTGGTGCTTGTTTTGATGCAGCTAGTGGTA 
CTATGCCTGGACTGAAGGTTAAAGGAACAGACTATGATACACCTGATGGCACTTGCGTACGAGATTATAT 
TGATGTCACTGACCTGGTCGATGCTCATGTGAAAGCTCTTGAAAAGGCTGTGCCCAAAAAGGTTGGAATC 
TACAATGTTGGCACTGGAAAAGGTAGATCAGTAAAAGAGTTTGTGGAGGCATGTAAGCAGGCTACAGGAA 
AGCCAATCAAGGTTGATTACCTACCCCGCCGGCCTGGTGACTATGCTAAAGTGTATAGCGACCCATCTAA 
GATCGTGCGTGAACTGAACTGGACAGCACGATATACTGATCTTAAAGAGAGTTTGCA 
 
>0346-94-(6-9-06)_D04 
ATTTAATTCCATGCAATACCATACTTTTATCTATCAAAAAAGTGATATCATATTTTTGCCTAAGTGACTG 
ATATGCTGACTATCTCCCACTTTCTTGCAGAATGTGTTGCACTGGCACATTGTAGATACACAGTCTTTCC 
CTTTGGAGATACCTTCATATCCAAAACTGTGGGATGGTGCATATTCAGTTTCAGAACGATATACATTTGC 
TGATGCTGCAGAAATTGTGAGTTATGCTCAAAGACGAGGGATCAATGTATTGGGTGAAATTGATGTTCCT 
GGACATGCTCGCTCATGGGGGATTGGCTATCCTTCCCTTTGGCCGTCCAAGGATTGTCCGGAGCCACTTG 
ATGTCAGCAACGAATTCACGTTTAAAGTAATAGATGGAATTCTATCAGATTTCAGCAAAATTTTCAAATT 
CAAGTTTGTTCACTTGGGAGGTGACGAGGTTAATACAAGTTGCTGGACACTGACTCCTCATGTAAAAAAA 
TGGTTAACTAAGCATCATATGAATGAATCTCAAGCATATCAGTACTTTGTTTTGCGGGCACAGAACATAG 
CTTTGTCCCATGGATATGAAATTGTTAACTGGGAAGAGACTTTTAACAATTTTGGCAATAAATTGAGCAG 
AAAGACTGTGGTGCACAACTGGCTTGGAGGTGGTGTTGCTGAAAAAGTGGTAGCAGCTGGGTTACGGTGC 
ATTGTAAGCAACCAGGACAAATGGTATTTGGATCACTTAGATACCACATGGCAGCAGTTCTATATGAATG 
AACCACTCACAGATATCACAAATCCCAATCAACAGAAATTAGTTCTTGGTGGTGAGGTATGCATGTGGGG 
TGAACACATTGATGGGTCGGTCATTGAACAAACCATATGGCCACGTGCTGCA 
 
>0347-94-(6-12-06)_F06 
CTCTCTGGATCGGAGACCTCCAGTACTGGATGGACGAGACTTATCTCTACAACTGTTTCGCTCAGACCGG 
AGAGCAAGTTACTACGGTGAAAGTGATCCGCAATAAGCAAACTGGCCAATCAGAGGGTTATGGTTTTCTT 
GAGTTTGCTAATCGTGCTACGGCAGAAAGAGTACTTCAAACATACAATGGTAGCATTATGCCAAATGGTG 
GGCAGAACTTTAGACTGAACTGGGCAACTTTTAGTTCGGGCGAGAGGCGCTCTGATGATTCTCCTGACTT 
CACAATATTTGTTGGGGATCTGGCTCCTGATGTCACTGATTATATGTTACAAGAAACCTTCAGGGCCCGT 
TATCCCACAGTTAAGGGTGCAAAGGTTGTGATTGATAGGGTCACATCTCGTACAAAGGGTTATGGGTTTG 
TTAGGTTTGGAGATGAAGGTGAACAAATGCGTGCTATGACAGAGATGAACGGAGTTCTCTGTTCAACAAG 
GCCAATGCGGATTGGGCCAGCTACAAACAAAAATACTACTGGAGGTTAGCAACCGAAAGCTTCCTACCAG 
AATTCTCAAGGGAGTCAGAACGAGAGTGATCCGAATAATACAACTATATTTGTTGGCAATTTGGATCCTA 
ATGTTACAGATGACCATTTGAGACAAGTTTTCAGCCAATATGGACAACTAGCACATGTAAAGATACCATC 
AGGCAAAGCGATGTGGTTTTGTTCAATTTGTCGACAGAAGCTGTGCTGAGGAAGCATTGCGG 
 
>0349-94-(6-9-06)_F04 
GGAGTGGGACACCGAGTTCGGCCATGCAAGCTTGCATTCGGTCATCGGAGCCGTACAGTCCTGGATACCG 
TTGAATACACCGGTCTTGCATTTTCTCCAGCGCCTTCGCTAGTGGGTAGCTGATGGCGAAGCCGCCGCCG 
CCGTAGGCCATGCCGTACGAGAAATAAATGTTTTGCAAGTGACTCTCCGATAAGCTTCCGATGTAGTAGT 
ACTGGTTGTGGTCGTACTTGCTCAAAACGCGGACCAAGTTCTCGGTGACGAAAACGGTGTCGTCGTCGCC 
CATCACGAACCAGTGCACGTCTTCGAGCCCGAGACGGAGTGTCTCCGACACGATCCGCGAGATCCGAATC 
GCGGACCGGTGGCCCTGCCGGTTCGTGTACGAGAACTTCGAGGTGTCGCCGGAGATCATCACCGGAGGAA 
GACTCAGATCCTCCTCTTCCTCCGCCTCCGCCACCTGATCTCCCTTGTTATTTTTCGTCTTATTCTTCTT 
CACCGTTTGGTCTAGCCAGACTACCCCTCGCATTTCCTCGGGCTTGAACCAGAGCTTGATATAGTTCTTC 
CTCTTCTCCCAAAACTTAGCCGAGGCGGCGATTCCGAACACAACGTTTCGTATCTGGGTTGTCTGGCGGC 
GAACCTCGACCGCTTGATCTTGATCTAGAATCGACTGTGGTAGTTGTGATGAGGCGGAGGTGGAGGAGAC 
TTGACGGCGGGGATTAGAGAAAGGCTCGTGATCGCAGGCGCGTGAGTTAGAGACAAGCCTGAGCGTGTAG 
ACGACGT 
 
>0350-94-(6-9-06)_G04 
AGGTTTGGGAAAAGCTACGGGAGCGCAGAGGAGCACGATTACAGGTTCGGTGTGTTCAAGGCGAACCTGC 
GCAGAGCCAAGATTCACCAGAAGCTGGACCCCAGCGCTGAGCACGGTGTCACGAAGTTCTCGGATCTCAC 
TCCGGCTGAGTTCCGGCGAAAATTTCTAGGGTTGAAGCGGCTTCGGTTGCCTGCCGATGCTCAGAAGGCT 
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CCTATTCTTCCAACCAACGATCTCCCCACCGACTTTGACTGGCGTGATCATGGCGCCGTCACCGGCGTCA 
AAGACCAGGGTGCTTGTGGATCGTGCTGGGCGTTTAGTACTACAGGGGCATTGGAAGGAGCTCATTTTTT 
GGAGACTGGGGAGCTAGTGAGCCTCAGTGAGCAACAGCTTGTGGATTGTGACCATGAGTGTGATCCTGAG 
GAATATGGTGCATGCGACTCAGGCTGCAATGGTGGGCTGATGACTTCTGCCTTTGAGTACACGCTCAAGG 
CTGGTGGACTTGAGAAAGAGAAGAATTATCCTTACACTGGAACCGATCGTGGCACCTGCAAATTTGACAA 
GGACAAAATTGTTGCTTCTGTAGCTAACTTCAGTGTCGTTTCGACTGATGAAGAACAAATTGCTGCGAAT 
TTGGTGAAGAATGGCCCTCTTGCAATTGGCATCAATGCAGTATTCATGCAGACTTACATTGGAAAAGTTT 
CGTGCCCATACGTCTGTGGGAGGCAATTGGATCATGGGGTGCTTCTAGTGGGGTATG 
 
>0352-94-(6-27-06)_H04 
GCGTATTGCTGGTGGCTTCTTGGAGTATGATGAATACGTTCCCATGATTGACAAGGCTGTGGATGTGGGA 
TGTGAGAAACAAGTATCGCGTGGAGAGCCATATGCTTTCAGAGGGACACCCTCTCTGCCAACTATGGAAA 
AGAGCCCAAAAGGAATTTTCACTCGCTTCTGGGCTGCATTGGTGGCCTTCTTTGTTACCCTCTTTACTCT 
AGTACATTCCAAGGCATTTCAGGTGACTAAGAGACTTCCTGACACTGTGCCTGATAATTCCTGCAACATT 
CCTGATCTGACTGTTCAGTCAAATCCCAAGGAGGATTACCGCCCCCCTTCGCCTGCTCCAGGGTTTACAG 
AGGCAGAACTCCTCTCATCTGCTTTGAAAAAGTTGGGTGAGCTCGAGGAGAAAGTAGACATGCTACAGGC 
AAAGCCATTTGAGATGCCTTATGAGAAAGCGGAGTTGTTGAATGCTGCTGTTTGTCGTGTGGATGCATTG 
GAAGCAGAGTTAATTGCAACAAAAAAGGCTTTGCATGAAGCTTTAATGAGGCAGGAAGAACTTCTAGCAT 
ACATAGACAGACAGGAAGAAGCCAAGTTAAGGAAAAAGAAATTTCTTTGCTGGTGAATAAGAGATTCGTG 
CAGTGTGGTGGTATGTTGGTACTACTC 
 
>0356-94-(6-12-06)_A07 
CAGAACTGGCTTTCGTCTAATTTAAGGTTTCACTTCTGGGTGTTATCATGGACTCACCACAATCTGTTGT 
GTCACCATTCAAGAGCTCCCTCGTCGCTGAGCCTGAGAAGCAGAAATCAGACTCCTTTTCCAAGGGTATT 
GAGGTCAACAGCAAGGAAACTGCAGTGTATAACATAGAGGACTTCATTGGTGTTCTTGAGGTTTATGTAC 
ATCAGGCTAGGGACATCCATAACATATGCATATACCACAAGCAAGATGTTTATGCTAAGCTTTGCCTGAC 
TAGTGATCCTGAAGACACAGTCTCCACCAAAACCATCAATGGTGGTGGGAGGAATCCGGTGTTCAACGAC 
AATGTTCGTCTCAATGTTAGGACTGTTGATTCCTCACTCAAATGTGAGATATGGATGTTGAGCAGGGTGA 
GGAATTATCTGGAAGATCAGTTACTGGGGTTTGCTTTGGTTCCATTGTCCGAAGTCCTTATGAAGAATGG 
CAAGTTGGAGAAAGAGTTCTCTCTATCTTCAACTGATCTGTTCCATTCCCCAGCTGGGTTTGTTCAATTG 
TCTCTCTCATATAATGGAGCTTCACCAGAAGTAATGGCTATTCCTGCAATGCCAAATGCTTTGGCCAGGG 
ATGCAACTGTGGAGGATACAGAAATATCTGAGTCAATCCAAAGTGATTTTGATAAGATTGAATTCCCAGA 
TCCTAAGATTGCAAATGAAGACCAGTTGATGGTTTCTGAGTATTTTGCGTTACCATGTAACAGTTTGGAC 
TCTCAGAGCTCTGAGAGCTTGACCACTTCTGATACTGAAAACCAACTTAGTTCAGAAGTGGGTGGTCATG 
TTGTGGAAAGCTTCTCAACTGG 
 
>0358-94-(6-12-06)_C07 
GACTGAATGATGGCAGATAATGAGCAGGGAGAGGAAAATCCTTCACGTGGGAATGAATGGGAGGTTGTGT 
CACTGACAGCATCTGCATATGCTGCTGCTCCTGGCCCAAAAGATGTTGAACTGAAGGATGATGAGAACAG 
TAATACTTATCGAGAGGGTAGTGCAGCAGAAACATCTCATGCTTTGTTCATGTCTGGTCACTTTGTCTTT 
CCTCCCAATCAGCACGAAAATTTGCCATTGGAACCTGAACAAGGAGGTAAGGATGTGGCATCTGAATTTG 
ATATCAATGAAGCTGGTATATCTAGTGGAAAGGATGAAGAAAACTGGTCCTTGAAAGGGTTAACTGTTCC 
AGATGAGTTCTCAGGGATACAGTTTTTTGATGAGAAGGGTAATAGGTTATCTCTCCATGGTACAGAGTTT 
GAAGAAGGCACTCCTGTCCAGGGATTAAATTTGGTTGATAAAGAGCAAAGTATATATAGTGCTGCTACTT 
ATGGTTCCTTACACGGTGAAACAGCTTTTGGCAGTTCTACATTTGGTGAGAACATGGCTGTGCCAGGACC 
AAATGAATCTTCTGAGCAAGGCCTAGATTTTTCTCCTGATATCTCTTCATCCCCAACACCTGCGAAAGAT 
GAAAAACATGATGGATCCAACCTTCCTTGTGGAGCCTGGTGGAAGAGAAGGGCTGCTTCTTTGTATACTC 
ATGCAAAAGAGGCAAATACATTTTGGTCTATCTTTATTGCAGCAGCTGTGATGGGTCTTGTATTACTTGG 
GCAGCGATGGCAGCAGGAAAGGTGGCAGGCTATGCAACTTAAGTGGCA 
 
>0359-94-(6-12-06)_D07 
TATAATTTTTGCTTTGCTTATAGCTCTCAATTTTGCTTTCATTTCCAATTCCCATTTCAGCTTAGCCATG 
GATTCCTGCAGCAAATCCCTTCTTGATTCTGTTTCTCCTTTTAACTGCCTTATCTTTGATTTGGATGACA 
CTTTGTACTCTTCCAAAGTTGGAATTTCCGAATCACTCAAGAAAAACATCGATGATTTTCTTGTTGAGAA 
ATGTGGATTCTCAGAAAGTAAGGCTTCCACTTTCCGTGTTGAGCTTTTCAAAAAATACGGCAGCTCCCTT 
GCTGGTTTGAGGGCATTAGGCTATGACATCGATGCCGATGATTATCACAGTTTCGTACACGGAAGATTAC 
CGTACGATTTGATCAAGCCAGATTCTCAGCTACGCAACCTCTTGCGTAGCATTACTCAAAGAAAAATCAT 
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TTTCACGAATTCGGACAGGACCCACGCGGTTAAAGTGTTGGATCGTCTTGGTTTAAAGGATTGCTTTGAG 
CAAATCCTATGTTTCGAGACCATGAACCCGAACCTGCCTAATTCGACCCGACCCGATGAGTTCCCCGTGC 
TTCTCAAGCCGTCGATGGACGCCATGAAAATCGCGCTTGATGTTGCGGACGTTGATCCTCGTAGAACGTT 
GTTCCTCGACGACAACGTCAAGAATGTTGCTGCTGGGAAAGCTTTGGGTCTCCGAACTGTTCTGGTTGGG 
AAGACAGTGAAAAGCAAAGAAGCCGATTATGCACTGGAGAATGTCAACAACCTGGCTCAAGTAATTCCGG 
AAATATGGGTCAACGGAATGGATGGTGGTGATCAAAGGATCAGCCGTTCCAAAAGCGAAATCGAGTCCAT 
TCTGGCGATCACAGCCGTTGT 
 
>0360-94-(6-12-06)_E07 
ATGGAGGCCACGCAAAATGACGAAAATGCCCTTTCACAACCACAACCGCAACCGCAACCCCAACCACAAA 
CTCTCTCGAAGAACGCTCAGAAGAAGCTGCTGAAGCAGCAGAGGTACGAAGCGAAGAAGGCGGAGAAGAA 
AGCGCAAGAGAAGCGGCAGAAGAAGGAAGACGCGGAGCGGAAGAGGAAGGAGTGGGAGGAGACTCTGGCG 
AGCGTCACGGAGGAGGAGCGAGCGAAGCTGATAGAGTCGCGGCGGAGCTTGAGGAAAGAGAGGATGGAGA 
AGCGGTCGGAGGAGAAGGAGAAGAAGATGGAGAGGCTGAATAGAGCGATGCAGTGCGGACACAAGATCGT 
CGTCGACCTCGATTTCGCTCATCTCATGACTCCCTCTGAGATTCAAAGCCTCGTTCAACAGATTATGTAT 
TGTTATGCAGTGAATGGAAGATGTACTAGCCCTTGTCATCTCTGGTTGACTGGATGTGAGGGAGAAATGG 
GAAGCCAATTGAAAAGACTCCCAGGGTTTGATAATTGGATAATTGAGAAAGAAAATCGACCATATATTGA 
AGCATTGCAAGAGCAAAAGGAAAATCTGGTATATCTCACAGCAGATGCAGAAACTGTTCTGGAGGAACTT 
GATTTGAAGAAAATATATATTGTTGGTGGATTAGTGGACCGTAATAGGTGGAAAGGGATTACCATGAAGA 
AAGCAAAAGAGCAAGGAATCCAAACGGCGAAGCTCCCAATTGGGAATTACTTGAAGATGTCAAGTTCCCA 
GGTCCTTACTGTGAACCAAGTGATAGAGATACTCCTCAAGTTTATTGAAACAAA 
 
>0361-94-(6-12-06)_F07 
TTTGACTGTTGGAGATCATTATGACATCCAGGTTAATATCCACACTGACACCTTGAATGAATCGGGATTT 
GTGGAACATACTATTGCTTCATTTAAAGGAAGAACTATTCATGCCTATCACAGTGAAGGTGCTGGTGGTG 
GTCATGCTCCAGATATCATCAAAGTGTGTGGTGTGAAACATGTCCTGCCATCATCTACAAACCCCACACG 
GCCTTATACTTCCAACACTATAGACGAGCATCTTGACATGCTGATGGTCTGCCATCACCTTGATAAGGAC 
ATTCCAGAAGATGTAGCATTTGCTGAATCAAGGATAAGAGCTGAAACAATTGCTGCAGAAGATATTTTGC 
ATGATATGGGGGCAATTAGCATCATAGCTTCTGATTCACAAGCTATGGGTCGCATTGGAGAGGTGATAAT 
CAGAACTTGGCAAACCGCCGACAAAATGAAGTTACAAAGAGGGCCGATTGATACTAGTGAACCAGACAAT 
GACAACCTTCGTATCAAACGATATATTGCAAAATACACTATAAATCCAGCAATAGCTAATGGGCTTTCTC 
AATATATTGGTTCCGTTGAGGTTGAGAAATTGGCCGATCTTGTTTTATGGAAGCCGTCTTTCTTTGGGGC 
AAAACCAGAAATGATAATAAAAGGTGGTGCAATTGCATGGGCTGACATGGGTGATCCAAATGCAAGCATT 
CCCACACCTGAACCGGTAATGATGAGGCCTATGTTTGGAGCATTTGGCAAGGCTGGAAGTGCTCACTCCA 
TTGCTTTTGTGAGCAAGGAAGCTTTAGATGATGGAGTTAAGGCCAAGTATGGACTCAATAAAAGAGTAGA 
A 
 
>0362-94-(6-12-06)_G07 
TATGGTCTGGCCAAGCGAGCTATGAAGGTCTATGATCAAGCAACTAAGGCTGTTCCAAACAATGAGAAAT 
TGAGCATGTATGAAATTTATATTGCTCGAGCAGCAGAGATATTTGGCGTCCCAAAAACTAGGGAAATATA 
CGAGCAAGCAATAGAGTCCGGTCTTCCAGACAAAGATGTGAAGACCATGTGCTTGAAGTATGCTGAGCTT 
GAGAAGAGTCTAGGAGAAATTGATCGTGCTCGTGCAGTATATGTATTTGCGTCACAATTTGCAGATCCAC 
GATCTGATGTGGATTTCTGGAATAAGTGGCATGAATTTGAGGTGCAACATGGAAATGAAGACACTTTCAG 
AGAAATGCTTCGAATTAAAAGAAGTGTTTCTGCAAGCTATAGCCAGACACACTTTATCTTGCCTGAGTAT 
CTGATGCAAAAGGATCAGAGATTGAACCTTGATGATGCAAGAGACAAATTGAAACAGGCTGGGGTTGCTG 
AAGATGAAATGGCTGCTCTCGAAAGGCAGTTAGCTCCTGTAGTTGACAATGGCGCTGCTAAAGATAACAA 
CAGAAGAGTTGGCTTTGTCAGTGCAGGTGTGGAATCACAATCTGAAGGAGGTATTAAAGTTACTGCAAAT 
AATGAAGACATTGAGCTACCAGAAGAAAGTGATTCAGATGATGATAACAAGGTTGAAATAGCCCAAAAAG 
ATGTTCCTTCAGCTGTTTTCGGAGGCTTGGTTCGTAAGAGAGATGAGGCCGACAATGATGCAGAAGCACA 
GGATGCCACTGCTACTAAAGAGAAGGATGGTGATAGCCGCCTTGGTGCCCTAGAGAGAATAAAGAGACTA 
AAGAAAGCGTGATTATTTATGG 
 
>0363-94-(6-12-06)_H07 
ACAGCAAGTTACAAGTTTAATGAATAACTTTATGAAAGACATGCCAGTTATGTTAGAAAAAGCAGTGAAG 
AAGGAAATGGCTGCAGTAGGACCAGCTGTAGTTCGCTCAATCACTCCAGCTATTGAGAAAACAATAGCTT 
CAGCTATTGCAGAGTCTTTTCAGAGAGGAGCGGGTGATAAGGCCATCAATCAATTGGAGAAATCTGTTAA 
TGCAAAACTCGAAGCTACTGTTGCTAGGCAAATCCAAGCACAGTTTCAAACCTCCGGCAAACAGGCTCTT 
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CAGGATTCTTTAAAATCAAGTTTCGAAACATCAATTATCCCTGCCTTTGAGATGTCTTCTAAAACCATGT 
TTGAGCAAATAGATGCTACATTTCAGAAAGGAATGGTGGAACATTCAAATGCAGCCCGGCAGCACTTGGA 
ATCTACCCATTCTCCATTGGCACTTGCTCTTAGGGATGCGATTAATTCAGCATCAACAGTTACTCAAACT 
TTAGGTGGAGAATTGCTTGAGGGTCAGAGAAAGCTTCTATCTCTTGCAGCTGCAGGAGCAAACCCAAGTG 
CAGTAAATCCCTTGGTGTCCCAGCTGAGCAATGGACCTTTGGGTGGTCTCCATGAGAAGGTTGAGGTGCC 
CGATCCAACAAAGGAGCTATCAAGATTGGTATCTGAGCACAAATATGAGGAGGCCTTCACTGCTGCCCTA 
CAAAGAAGTGATGTGTCTATTGTATCCTGGTTATGTTCTCAGGTTGATCTACGTGGGATCTTGTCAATGG 
TTCCTCTCCCTTTGAGCCAAGGCGTACTGCTTTCACTTTTACAGCAGTTAGCCTGTGATATCAGTAATGA 
TACAACCCGAAAACTTGGTTGGATGACAGAAGTTGCTAATG 
 
>0365-94-(6-12-06)_B08 
ATGGCTGCGTCTCAAGCAAGCCTGCTCCTCCTAAAGCAGCTCAGAGATCTCTGTAAAAACCCGGTTGACG 
GCTTCTCAGCTGGTCTGGTTGACGAGGAAAACGTGTTCGAGTGGAGCGTATCAATTATTGGCCCTCCTGA 
TACTCTCTAGTCAGTGATCTAGTTCTTCTTCTCTAAAGTTTGAAATTTTTTAATTTATTTAGCCTTTTTT 
CTTCTTTTTTTTTAACGATGTTTGTTATCAGAGCTTTGGTTTTTGGTATATGGGTTTTATTTTGTTTTGA 
GATTGACATGATAATTGTTTGACTTGAGTTTGAAGATCATGATTTTTGTTGGTTTTTTTTTTTTTTTTTT 
TGGACGTGTGTTTATTTGTTTGGTTGTTTATTGGTTTTTCTATGGGAATTCAGTTTTGGTTTTTGTGTTT 
GATTTGACAATAGAAAGGTGGGTGCTTTTGAAGTTTTGAAGGAGTGTCTGTAATCAGTTTGCAATATAAT 
TTTCTTTTCTAAGTTGAAAATTTGAATGGTATATGATCACTGTGAATGTTTGATGGATTTTTAGTTTTGA 
GAATGGTATGTAATCACTAGTTAATGATGACCACAAATTCTAAAAATAAGCAAAATTTACATGTTCTGTT 
TATTGATCATTCAGCTTTCTTTGGTGTTTCTAATTTGGGAATTATGATTTAATATATGTATTGAATGTGT 
TGTAGATTGATGCTTTAACTCAGTTTTGGTTAGTTAAAATTGTACTTCTTCTGTTTTTCGCCTGACCATT 
ATGTAGTATTTCACTGATTTATCTCAAACTTAAGCCCTTCTACATTGTACCTATATGCTTA 
 
>0367-94-(6-12-06)_D08 
TAGCCCACTCCCCTCTCCGCCTCCAATGCCTAGCCGCTACCAAAGATTTATAATACGAAACCCTAATCCC 
TTCCGTCTTGGTTTCATTATAGTCAGACATAGAGGAGAGAAGAGAAATAGTCCGTCCACTGCTGCCTCTT 
CACCGCCACTCGATCACTATCGCCTCTTTTCTGCTGCCTCTTGAAGATTAGCCAGCTTAGATCAGTTTTA 
GATTTGTTGTTCTAATTAAATTTGTCTTTTTCCATGTTCTTGATCTGTTGTTGTTGTTGTTGTTCTGATT 
TTAGATTTGTTCTAATTAATTTTTTTTTTTAAAATTTTAGATTGTGTTACCATTACACTTAGGAGAGAGA 
AATGAGCTCGGTTGAGAAGGAAAAGAGTGAAGAAAAAGGAAAGAAGCTGATTTTTTGGGTCTGCTCTCCC 
AAAAATAACTTTGTACTTAATTGTTTGTACCGGAGATGCTCTTAGTATTTTTTTTCAGTATCTAATTTAT 
GATTTATATTTTATTTTTAATGGGTTTTGTATATAGTTATAGGATTCTTGAATAAATTTTCGGATGTTTC 
CTAAAATATTTCCTACTCTGATTTTTATTTTTCTCTTTGCCGCTATTTTCCATACTTTTTTCACTCTTTG 
CCGCTATTTTTTGCAAAATTTTCCCGCACAAAAGCTGCTATATATTTCTTGTTTTTTCTACACCTCTAAT 
TCATCACAGAGAGACCAGAGAACAAAACCAAAAACAGGGTGTTAGGTAATGATTTATCCCCTCCAGTTTT 
ATTCTTTGTCCCTCTAATTTATATATCTCTCTCCCTATTCCTAATTTCATATTTCTGTTTTATATTAGCA 
AATTTGCTCAATCTTTTACAACTTTTGG 
 
>0369-94-(6-12-06)_F08 
CCTCTGTACAGCTTTAAGCTCTCAGTGGCTTCCAATTTTCTTGGAGTTATCCCTGGAGCTGTTGTTTCCT 
TGAGTTATTATATCAGACCAAAAGGTTTGGGAATGATGAGTGATTGGCAAAGGCGCTTCAGTCCTTAATT 
CTAATTTTCAAGAACTAGATTTTACACTCCTCTAATATGGCAACTTGCATATCGCCCTGTTCTATGCCAT 
CTAGCACGCGAGTTTCAGTTGGAATACTAGCCTCCCCAAGGTGGAGAATTCTAAAGGAATCTCAAATGTG 
TATGGCTGGTACCCTGAAGATTGTTGACAGGAAGAGTAGTTTGTGGGGAACTTGCCAAAAGAATGCAGTG 
GAATTCTCTCGGTTTAAGTGCTCCGTTAATTCTCACAACATTAGCCCAAACCACAGGAGAGATACTTTTC 
TGGATCTACATCCTGAGGTCTCAGTGCTCAGAGGCGATGAAAATGTCAAGGAGAGCTTAAGTGAATCTTT 
CATTCCAAGTAACTACAATGAAGCCAATATCAAAGTTGTTGGTGTTGGGGGTGGTGGTTCTAATGCTGTT 
AATCGAATGTTAGAGAGTTCAATGAAGGGTGTGGAGTTTTGGATTGTTAACACAGATGTTCAAGCGATTA 
AAATGTCCCCGGTTTCCCCAGAGAACCGGTTACAAATTGGTCAGGAACTTACTAGGGGTCTTGGCGCTGG 
TGGAAACCCAGATATAGGCATGAGTGCTGCCAATGAAAGCAAAGCGGCAATAGAGGAATCACTTCACGGT 
GCAGACATGGTCTTTGTAACGGCTGGAATGGGAGGAGGAACTGGAACTGGTGGGGCTCCAGTAGTTGCAA 
GCATTGCAAAGTCCA 
 
>0372-94-(6-12-06)_H08 
TTCTTCGCAAGTCGGGTTCTTCTTTGGCCCCACTCGCAACTCGACTCGTTCGTGGCCAGAGAAATTACCA 
TCGTGCCCTCTTCACTGCTAAAACCCACTCCAATCTCTCTCACAATCACAGGCTCTCATTTCTGAGCCCT 
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TTATTGGTTCCCAACCTTCACTACTCTTCTGCTTCGAAGAAGCCCAGCTCTGATGAGACCCTTTTACGAG 
TGATTCTGTCAGAGATCCAGTGCTTGCAGGAGACTGATGATCATGATCGGGTTGAACAGATTCCAAGTGA 
TTTTCCTTTCGAAATTGTGGATAATCCAGGACTTCAAACTCTAACACTGAAAAGAACTTATCAAGGTGAA 
GAGATAGAAGTTGAAGTTCATATGCCCGATCTAGTTACTGGTGAAAATGATGATGATCCTGATGGGGATA 
ATAGTGAAAAGGCTAGTCTATCTAGCTTGCCACTGGTTGTTAGTGTCTCTAAGAAGGATGGACCTAGTCT 
AGAGTTTAGTTGCATTTCTTACCCTGATGAAATTGAGATTGACAGCTTGGCAGCTAAACGTCCAGAAATT 
TCTGATGAGGAGATTGCCTATAAGGGCCCTAGCTTCATTGATTTGGATGAGGACCTGCAGAAGGCTTTCA 
AGAGGTATTTAAATATAAGAGGAATCAAGCCCAGCACAATTAATTTCTTGCATGAGTACATGATCAACAA 
GAACAGTAAAGAAGAATTGTTTTGGATGAAGAAACTTAAGAAGTTTGTTGAAGCCTGAACTTTTGCCCAA 
TACAGCAACTTTGGTAGAAGAGAACTCAAGGACCAAGTTTTGATATTGTATTTTCTTCTGCATAGAGATA 
TACATTGCTGC 
 
>0373-94-(6-12-06)_A09 
CTCTCACACATAAAATTTACAGTTCTAAACCCTAATCGATCAATTCGATCCCTCTCTCTTCAATTTCCAA 
CCTCCATTTCACAGAAGATCGAGGAAGGTTTAATCGTTGAGAATCAACCATGTTTAACCGGCTTTTTGGA 
AAACCTAAACAGGAAACCAATGCTCTCTCCACGTTAGATAAATTAAACGAGACACTTGAAATGCTAGAGA 
AAAAGGAGAAAGTACTTTTAAAAAAGGCAGCTGCAGAGGTTGAAAAGGCAAAGGAATTCACCAGAGCTAA 
GAACAAAAGGGCGGCTATACAATGTTTGAAGAGGAAGAGGCTATATGAACAGCAAATAGAGCAGCTTGGG 
AATTTCCAATTGCGAATCCATGATCAGATGATATTGTTAGAAGGTGCAAAAGCAACTACTGAAACTGTAG 
ATGCATTGAGAACTGGAGCTGCTGCGATGAAGGCAATGCAGAAAGCAACGAATATTGATGATGTGGACAA 
GACCATGGATGAGATCAATGAGCAGACTGAGAACATGAAACAGATTCAGGAAGCATTGTCAACTCCAATT 
GGTGCAGCATCCGATTTTGATGAGGATGAGTTGGAAGCTGAACTCGAAGAACTGGAAGGTGCTGAGCTGG 
AAGAAGAACTTCTTAAGCCTGCAACTACTGCTCCTGCAGCTCCAGTGCATGTCCCAGCGGGCCCTCAACG 
AAACCGTCCTACACCAAAGCCTACAGCTGAGGATGATGAACTGGCTGCACTACAGGCTGAGATGGCACTA 
TAAGCAGAATTTTGCAGATATTGTTTGGGTGTAATGATGGGAGGCTATGTAAAGAATTGGCCTGATTGCT 
TATGGAGATTTCTGCCCTT 
 
>0377-94-(6-12-06)_D09 
GAGGTACAGATGCTGCATCATTTATTAGAAATAACATCCTTAGATTCATAGTTGAGGATTCCCATTTTCC 
AATTTGTGTGGAGAAGGCAATTACAAGTGCTTTTGTGAAAGCTGATTATGCATTTGCTGATGCTAGTTGT 
CTTGATATTTCCTCTGGCACCACAGCTCTAACTGCCCTGATATTTGGCAGGACGATGATAATTGCCAATG 
CCGGGGATTGTCGAGCAGTGCTAGGGAGGAGAGGTAGAGCAATTGAGATGTCAAAAGACCATAAACCCAA 
TTGCATATCTGAAAGAATAAGAATTGAGAAACTTGGTGGTGTCATTTATGATGGCTACCTCAATGGCCAA 
TTATCTGTGGCTCGTGCATTAGGAGACTGGCACATGAAGGGCCCCAAAGGTTCTGCCTGCCCTTTAAGTG 
CAGAGCCAGAGTTGCAGGAGACACTTCTGACTGACGATGATGAGTTCTTGATAATAGGCTGTGATGGCTT 
GTGGGATGTAATGAGCAGTCAGGGTGCTGTGTCCATGGCAAGGAAAGAACTTATGCTCCACAATGATCCT 
GAAAGATGTTCAAGAGAGCTGGTGAGAGAGGCACTCAAGCGCAACACGTGTGATAATTTAACAGTTATTG 
TGGTTTGTTTTTCTCCAGACCCTCCTCCTCGAATAGAGATACCTCAATCTCGAGTTAGGAGGAGTATATC 
AGCAGAAGGGCTGAATTTACTCAAGGGTGTATTGGACTGTAATTCAGGAAAAGAAGGGGAATGGCTGAAA 
GATGGATGTACATAACATTGGGTGACAATTGGTTGGCTGCATTTTACCCCTAAGCTGCCGCTACTTGCGC 
TTTCTGCTGTCACCTTTTCCACGGC 
 
>0378-94-(6-12-06)_E09 
TCCTCCTCCGACCGCCTTGTTCGTGTCTATGCTGATGGGATCTACGATCTCTTCCACTTTGGCCACGCTG 
GCTCACTTGAGCAAGCCAAGAAATCGTTCCCGAACACCTATTTGCTAGTTGGATGTTGCAGCGATGAAAT 
CACCCACAAGTTTAAAGGCAAAACCGTTATGACGGAGGACGAACGCTATGAGTCACTACGCCATTGCAAG 
TGGGTAGATGAAGTCATTCCCGATGCACCTTGGGTGATCACTCAAGAATTTCTTGACAAGCACAATATTG 
ACTTTGTGGCACATGACTCTCTTCCTTATGCTGATACTAGTGGAGCTGGGAATGACGTCTATGAGTTTGT 
CAAATCTGCTGGAAGGTTCAAGGAAACAAAACGGACTGATGGGATTTCTACATCAGACATTATAATGAGG 
ATTGTAAAAGATTATAACCAGTATGTGATGCGTAACTTGGATCGTGGATATACAAGAAAAGATCTTGGTG 
TTAGCTATGTGAAGGAAAAGCGATTGAGGGTGAACATGAGATTGAAGAAACTACAGGAGAAAGTGAAGGA 
ACAACAGGAAAAAGTGGGAGAGAAGATTCAAACTGTTGCAATGCATCGTAATGAGTGGGTGGAAAATGCT 
GACCGCTTGGTTGCTGGATTTCTAGAGATGTTTGAAGAAGGTTGCCATAAAATGGGCACTGCCATCAGGG 
ATCGAATTCAAGAGCAGCTAAGGGGTCAAGCCTCATATCTCCTACAAAATGGCAAGGAAGTTGATGACGA 
TGAAGAATATTATGATGATGATGATGATGATGAACAATATTATGATGATGGAGATTATTATTATTATGAG 
GCAGACAAGAGAGATGA 
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>0379-94-(6-12-06)_F09 
AAATGTAGTGTTACTTTGTGTTCTATCTGGCATACTTGTTTGAGTTTTCATGTGTTACAGTAACCTATTT 
TTTGGTATATACATGCTACTTCACATTGGCTGGCCTGTTTTTGTTGTCCTTTGTTGGTCACATTTCTCCT 
AAAAATCGTCATGTTTTCTATCCTATGTTAATAAAAAAGCTGTTTTTCTAATTCTCAATCTTTTTGTGCC 
TTACTGCTGTTGTGGTGCCCTTCCACTGGATGAGTTTATTTATCAGGTTGCACTGAGGGGGAAGCTGTAT 
TTCTTTCTATGTATTGTCTTTGTATTAAAGCAGTCTTCTAGCTTTCTCTGTCATTAATTTCTGTTTGCTA 
TGTCCTTATTTACATGTACGTTTGTGTTTTAATTCTAGGGCTTTAACAACGCAACAGTGCCAGCCTCAGC 
CCAGGCTACTTTCCCATACATATTTGCTGTCAGCAAGTTCTTGCAGCCAGGCACCTTTGACCTTGTAGGC 
ACCATCATTTATGAAATTGACCAGAATCCATACCAGAACACCTTCTACAATGGTACCATCGAAGTTGTTG 
AGGCTGGTGCTTTTCTTAGCATTGAATCCGTTTTTCTTGTTACCCTTGCAATTGCCCTTCTTGTCCTCCT 
TGGCATATGGATTCGTGGTCAAATTCAGAATCTTTCCAAGGTATGCACTCTCAGTCCTGCATTTTGTATT 
ATTTGACTATTGTAATGTTAAATGTAAAATCTCATTAACTTACACCCACAGCAGTGTCCAATATGACAAT 
GTTAACTTTGTCCTGATACAAACCTTCATTTTATGTGCACTTACAATGTTAGTCTTTGAAACATACTAAT 
TTTGTAGCATTGAGGGCTT 
 
>0380-94-(6-12-06)_G09 
TCACTGCAACTTTGAAGGACAAATTTTCCAACTGCCATATTTTTGGTAGACGACTTTCGACTTCAAGCTT 
GGAAGAGGAGTATACAACAAGTGATTTTAATGAAGAACATGAAGTTGTTGTTTCGGCTATTAGAAGTAAA 
GCCATGGAAAAGTTGAAGCGCAGGCATAGCAACTTGGCAGATAGCTTTTCCTGGGTTTACTCTCCTACGA 
CTGGAGAATTTTACATGACTTCAAAGGGAGGACAAAGAAAAGAGGATTATGATGATGAAGATGATGATAT 
GGAAGAATTTGTGACTGTTGGAAGTTGTCTCTCTTGCTGCTCAACTGCTTTGAGTAGGGAAGCATATTAT 
TCCATCAAGTCCAACTTTTCCCGCAGTTCCAGCTTGAATGGTCTTGATTTTCAAGAATTTTGGAGGCGAT 
CAATAATCAGAGAGTTGTGCCACTGTGAGGGGTGGCCATTTGGTCTGGGCCGTAAGGCTGTGTTACTTCC 
TCCCCTGCCTAAATCTCCATCTGAATCCTGGAAATGGCGTAAAGGCTCCAGAATAGTTAAGATGCCTTAA 
AAAGCTCTTAAGTTCCATATGTCTCGCTTCTTTTTCTACAGTCCAAGGATTTAAAAAAGTGATCAAATAA 
ACGAGAAGATTTATACTCTAGATGTTGTTACTCTCTTTAAATAGATTTCATACTGTAACATCAGTGCTTC 
AACCCAGAGGGAAGCATTTGATAGTCATTACTTCAGGAGTTTTCCGCCGCCCCGGCCTGGGGGTCAGGAG 
GTGGCTATTTATGTATAATAATGTGAGAGATCAA 
 
>0381-94-(6-12-06)_H09 
AACTTTGAAAACTTTTGCACATTGAAATGGCTCCTAGCGAAAATAAAGACCATTTTTACCCATTTTTTCC 
TCTACCACCACCCCACCAATATCCTCCATTCCCTCCAAAAGTACTGCCACCTCATAGTTCTCCAAAAGTG 
GCCCCACCACATAAACCTAATTTTCCATCTCCTCCAACTCCAAATGTGGCACCACCTCCTCACCCTCCAT 
TACCTCCAAAGGCTGCACCACCACATGGTACTCCATCCCCTCCAACGGTGGCACCACCTCATAATCCTCC 
CTCACCTCCAAATGCACCACCACCTCACGGTAGCCCACCACCACGGCCATTACTTCCGCCACCAGCAACA 
CCACCCCATCATTCTTTCTATCCACCACCACCTCCCCACACCATTTCACCCCCTTCCCCAACTGTGATAC 
CACCACCGCCTTATCCTATTTCTCCACCACCAGCACCAGGACACCATTCTACTGTTATTGTAATTGTCTT 
TGTCTCACTTGGTGGTCTATTCTTTCTTGCATTCCTTTCAGTTGCTCTGTGTTGCTTCATTAAGAAGAGA 
GAGAAAAAAACAGTGCAGAAAACTGAGATTATAAATATTGATGAACATATAAAGGTTCAGGAAGCCATTA 
TACCAGGCCCACATGGTGAACAAATCAAGGTATTATCAATCGAAGAGGATTTGCATATTGAGGAAGAGAT 
CAAGAAAAATGAGAAGGTGAGTGAAGGTCCACATATTAAACCTGCAAAGGATCATCCTCAAGCTATTCAA 
GCTGCAGCATCCTCTTCTGTGTCTAGTCATAATCGTCTTGAGCAAAAGGCCTGATTCAAAGCTACACAAA 
TAAATGTCACACAAGCAACAAAATGATTTATATTTACAAACACTATTTTCTGA 
 
>0382-94-(6-12-06)_A10 
CCACTTGTGTTTTCTTTAAGCTCTTTATGTAGCAACTAAAACGATACCAAGTTCTCGACATCAATCTTGA 
GATTGGAAACCCTAAGTATGTATGAAGGCAAACACCTCTAGATCTCACAAGAGATTCATACACACAGCAT 
GAACAACAACGTTAGAGAGCTTTTGGGTACAAAACCCTAGATCTACATAAGAGGCACACTCTTCTCTCTC 
TAAAAAGCTTTCTTAAAAACGTGTTTAGGGTTTCCTTTATATACTAGAAGAAGTAGATCTGAAACCCTAA 
TCCTTAATGGGCTTAGACAACTGTTTGGGCTTAATGATTCTACAAATACGACTCTCGATTAGTCGAGCTT 
GTTCTTCGATCAATCGAACCAGGCAGATTATGAAATCTTCTTCCTACAGCTTGTATGTTCTTGAATCTTG 
ACTTGAATCACCTTGAGCATTGTCTAATAATACCTATAGACTCTAAGATCTATATCTAGACAAGTTTGTG 
TTCACGATTTGCCAATTGTTCTAAACATTTAGAACCTAACAGTTTTGGACCTTGTTCAAAATTTCTTATG 
TTTTTGCTATTTATATTTATTTGTAAGGCTGTTTCTTATGTGAGTAGCAACTCTCTGACACACATAGACG 
CGTGAGCATATAAGTACTTTTCAACCTTGATGAACTTTATTTTTTGTTTCTCTAAATTTTTAGAGGCCTT 
TGTTGCTCTAAAAATAGCAGAGGAGAAGTTTGTCTGTACCAAAATCACGAATCTTGATACTAAAATTGCA 
ACTGCTCCATGAGCGTGCTTTACATCGGTAAGTTTATCATGTGCATTGTTTTCATGATTTTTCAATTTAC 
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ATGCTGCATGCTAATTTGTTCACATATGTCATGATATTTGATATAAGTTTAA 
 
>0385-94-(6-12-06)_B10 
TGGCAGGGAGGCTGAGAAAGCTTAACCACCCGAAGGACAAGGATGGAGTCCTCAGCTTGTCATGGATGAA 
ATTAGCGATGCTCTCGCTTTGTGAAACTCATAATGATATAAAAACCCTCATAGCTGAGCTTGAACTCCCG 
GTGTGCGACTGGGATGAGAAATGGACAGATGCATACTTGGACATCAGTGTGAATTTGCTTGATATATGCA 
ATGCTTTTAGCTCTGAAATCTCAAGGCTGAACCAGGGCCATCTCTTGCTTCAGTGTGTGCTGCACAATTT 
GGATTCCAGCTCTTCAAAGCAGTTTATCAAGGCTCGATCTTCACTTGATGCATGGAGACAGCATATTAGT 
TCAAAGAACCCTAGAGTTGAAAACTGTTCCACCATTTTGAACAAGCTTGGGGAATCACTGGATCTTCCCA 
AGGTTAAGAACTCAGCCAAAGGTAAGGTTTTAATGCGTGCTATGTATGGGGTTAAGGTGGAGACGGTATT 
TATCTGCAGTGTCTTTGCTTCAGCCTTCTCTGGTTCTGCAAGAAAGTTGTTTGATTTGAATGTTGATGAC 
AAATATATGTGGGCTCAAGCTTTTACTGGTTTGCAAACTAGCATTAATAGCGAAATTAGAAATTTATATT 
CAAGTGGAAGATTTACAGTTTTGAAAGAGCTCGAAGCTGTTGATACAAGTGTAAAGAAATTGTATCCCAT 
GATCCAAAATGGTGTGGACCCTGCTGAAGTGGAAGCATTCCAGAATTCCGTCTCAGATTTGGCAAGGAGA 
GCAGAGGGACTTTCACAGGGACTAGATCTTCTTACAAAGGAAGTTGATAGCTTCTTTTCATGTAGTTTTA 
ACTGGGCGTGATGCTTTGCTCTG 
 
>0387-94-(6-12-06)_D10 
AATGGACCTGTCTGAGTATAGGAGGAAGCTCTATGATTATCTGGTCACAAAAATGAGTGACATTGCACCC 
AATTTGGCCTCTTTAATTGGTGAAGTAGTTGCTGCTCGCTTGATTTCTCATGCTGGTAGTCTCACAAATT 
TGGCCAAGTGCCCTTCTTCTACCCTTCAGATCCTTGGAGCAGAGAAGGCACTCTTCAGGGCATTGAAAAC 
TAAGGGAAACACACCCAAGTATGGTCTGATATTCCATTCATCTTTTATTGGTCGGGCATCTGCAAAGAAC 
AAAGGCCGAATGGCTCGTTATCTCGCAAACAAGTGTTCTATTGCATCACGAATTGATTGCTTTGCAGAGA 
ACGGATCTACCGTTTTTGGGGAGAAACTTCGTGAACAAGTTGAGGAGCGACTTGACTTTTATGACAATGG 
AGTTGCACCTCGTAAAAATATTGATGTGATGAAAGCTGCAATTGAAATTAATCAAAACAAAGACACAGAG 
ATGGAAACGGAAGAAGTTCCAACAGAAGTTTCGGGAAAGAAAAGCAAGAAAAAGAAATCAAAAGCTGCAG 
CTGCGGAGAATGGTGATGCTATGGACGAGGATAAAGAAGAAACTTTGGAAGATTCTAAATCAGAAAAGAA 
GAAGAAAAAGGAGAAACGAAAGATGGAGCAACAGGATAAAGATGTGAAGAACTCAGATGAGCAGGATGGA 
ACAGCTAAGAAGAAGAAAAAGAAGAGCAAGGTTGAAGATGGAGAGGACCTGCAGTCTGCCAGTGAAATTA 
AAAAGAAGAAGAAGAAGAAGTCAAAAAATGAAGATGATGAGTGAATCAGGGATAAAAGTCCAGTGAGATA 
TCTTTGTTAAATTGTAGAAATGGGTCACTTTCC 
 
>0388-94-(6-12-06)_E10 
AAGATTGAGCAGCCCCCTGCATCTTTTCTACAAGCAATGGAAGAGTATGTGAGAGAAGCTCCACGGGGTT 
CAGCATTTGTCAAGGATCAAGTGGTTAACAATAAAATAGCTTCCCCCAAGGAAGTCTTGGCCATAGAATA 
TAAGAAGTCCCCAGAGGTGCCGGAGGCACGTCCTGAATCGCCTCCTCCACCTCCAGCTGAACCAGTCAAA 
GAAGAAGCTGCTGGAACTGAACCACCTGATTTGTTGGGTTTGAATGATCCTACTCCTGAAGCTGCAGAAC 
TAGATGAGAAGAACGCTATGGCTTTGGCTATTGTTCCAGTTGATATTCAACCAACATCTACTGCTCCAAT 
TCAAGCTAATGGAACTACAGGCTGGGAGTTGGCGCTTGTTACAGCTCCAAGCTCAAATGAGAGTGCTGCG 
GCTGGCAGTAAACTGGCGGGAGGATTAGACAAGCTTACACTAGACAGCCTTTATGACGATGCAGTCAGAA 
GAAGCAACCAGAATGTAAGCTACAACCCTTGGGAGCCAGTCCCAATGGCTGGTGTCATGATGCATCCAAC 
AGCACAAGATCCGTTTTATGCCTCAAACACAGTGGCTGCACCACATCATGTACAAATGGCAGCAATGGCC 
AACCAGCAACAGGCTTTCATGTTGCAGCAGCAGCAGCAGCAGATGATGATGATGGGTCCACAACAACCAC 
TGGCTTCAAATCCATTCGGAGCTCCTTATGGAGCCACTGTCCACCCGTATGGCTCAGGTATGCCCGTTCA 
AGCGTACAATCCATATACAGGCCTTATCTAGATCATTTGTCCAGAGAAACACATTCTTTATCGGGAAACA 
TGGGGGAGATTAGTCGGTTCTATAAATATTGAGAGTGCAAAATATGAA 
 
>0390-94-(6-8-06)_G11 
TTCCAACCAATGGTTTGGTCTCATCTATTCCTGTTTTTGGTCTCGATCTCTTCGATCCTCCGTGAATCTT 
CGTCCTCCTATGCTGCTTCTCCTAGCTCCATCATCAACCCCTCTAAAGCTAAACAAGTTTCATGGAAGCC 
AAGAGCGTTTGTGTACGAAGGTTTTCTTACGGACTTAGAATGCGACCATTTGATCTCTCTTGCGAAATCG 
GAGCTGAAGAGATCTGCGGTGGCGGATAACGAGTCCGGTAAAAGCAAGCTCAGCGAAGTTCGTACCAGCT 
CCGGAATGTTCATCAATAAGGGCAAGGATCCTATTGTTTCTGGTATAGAGGACAAGTTAGCTACATGGAC 
ATTTCTTCCAAAAGAAAATGGGGAGGACATACAAGTGTTAAGATATGAGCCTGGGCAGAAATATGACCCA 
CACTATGATTACTTTGCCGACAAGGTTAATATAGCCCGGGGTGGACACCGAATTGCAACAGTACTCATGT 
ATCTTACTGATGTGGCCAAAGGTGGCGAAACCGTGTTCCCTGAAGCAGAGGAACCCCCACGTCGTAAAGC 
TTCTGAAACGAATGGTGATCTCTCTGAATGTGCAAAAAAAGGAATAGCAGTGAAACCACGAAGAGGGGAT 
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GCACTTCTTTTCTTCAGTCTCCACCCAACTGCCATTCCAGACACAAACAGTCTCCACGCAGGTTGCCCTG 
TGATTGAAGGTGAGAAATGGTCAGCAACAAAGTGGATTCATGTGGACTCGTTTGACAAGATCTTGAACCC 
AGCTAGTGGTAACTGCACTGATCTGAATGACAGCTGTGACAGATGGGCTGCACTTGGA 
 
>0391-94-(6-8-06)_H11 
GTGCCCACTACTCAGCGTACTGGTTTGTCTTGATCGA 
 
>0391-94-(6-27-06)_E05 
GTACCGTCCCCTGGATTCGTCTGGATCG 
 
>0393-94-(6-8-06)_B12 
GGGCTCAAGCAAATCTTAAGTGTCAGGACTACTGCTGTTTTGCCTCATATTTTGCCCAAGCTGGTCCATC 
TTCCTCTTTCTGCCTTTAATGCACATGCTCTTGGAGCTTTAGCCGAAGTTGCTGGATCTGGTCTCAACTT 
TCACCTTGGCACTATTCTCCCAGCTTTACTATCTGCAATGGGCAGTGAGGAAAAGGATGTTCAAAATTTG 
GCAAAGGAGGCTGCAGAAACAGTGACCTTAGTAATTGACGAGGAAGGTGTTGAGTCTCTGATATCGGAGC 
TTCTTAAAGGTGTTGGTGATAGTCAGGCTTCAATTAGAAGAAGTTCTTCTTATCTGATAGGGTATTTCTT 
CAAGAACAGCAAGCTATATTTGGTTGATGAGGCTCCAAACATTATATCAACCCTGATTATCTTGCTTAGT 
GATTCGGATCCATCTACTGTTGTGGTTGCTTGGGAAGCTTTGTCAAGGGTTATCAGTTCAGTTCCGAAGG 
AGGTACTTCCTTCATATGTAAAATTAGTACGTGATGCTGTATCTACATCAAGAGACAGAGAGCGTAGGAA 
AAAGAAGGGAGGACCAATTTTAATACCTGGATTCTGCCTCCCGAAAGCACTTCAGCCATTACTTCCAATC 
TTCCTCCAAGGTCTAATAAGTGGGTCTGCTGAATTAAGAGAGCAGGCAGCATTGGGTCTTGGGGAGCTGA 
TTGAAGTAACTAGTGAGCAAGCTTTGAAGGAATTTGTCATCCCAATAACGGGGCCTCTTATCCGGATCAT 
TGGTGATCGGTTCCCCTGGCAGGTGAAGAGTGCCATTTTGTCTACTTTAAGCATCATGATAAGAAAAGGT 
GGGATGGCCTTGAAACCTTTTCTTCCTCAGCTTCAAACAACATTTGTCAAATGTCTACAGGATAGTACAA 
GGTTCGCTGGATGTACTCAACTAGTATTTTTTTTTTTTTTACATTTTCGCTAC 
 
>0394-94-(6-8-06)_C12 
CAGAGACAGAGAGAGACACATACACAGTCGTGTACCAGATCTCTCTCTTCTCATCGCCAAGCCAAGATAT 
AGAATACGTGAAAAATGGGGCTGTCTTTCACCAAGCTTTTCAGTCGTCTGTTTGCTAAGAAAGAGATGCG 
TATACTTATGGTGGGTCTCGATGCTGCGGGTAAGACTACCATTCTCTACAAGCTCAAGCTGGGAGAGATA 
GTCACCACCATTCCCACTATCGGATTTAACGTGGAGACTGTGGAATATAAGAACATCAGTTTCACTGTCT 
GGGATGTTGGTGGTCAAGACAAGATCCGACCTTTGTGGAGACATTACTTCCAAAACACCCAGGGACTTAT 
TTTTGTGGTTGATAGCAATGACAGGGACCGTGTAGTTGAAGCTAGGGATGAGCTGCACAGAATGTTAAAT 
GAGGATGAATTGAGGGATGCAGTGCTGCTAGTGTTTGCGAACAAGCAAGATCTTCCAAATGCCATGAATG 
CTGCTGAGATAACTGATAAGCTTGGACTTCACTCCCTCCGTCAACGCCACTGGTATATCCAGAGCACTTG 
TGCCACTTCCGGTGAAGGGCTTTATGAAGGACTTGACTGGCTCTCAAACAATATTGCAAACAAGGCTTAG 
ATTGCTTGTTCCTGAGTTTCGGGTTCCAGCAACTGCTGGAGTATAAACTGGGAATTTTCTATGGTATTCT 
GGATTTTGCTTGCCTGTTTAGTGTTACCTGTTATACCATGTTAATGGTTTCCCTGGAAGACACTGTCCTT 
TGTTACCTGTAGTTTCAGAATAATTTTAAAGATTTTTCTTTCTCGTGATATTACCTCACTAGAATTGTTT 
TGTGAATGTAATGACATTTATCTTTTGTTGGAAATTGTAGAGCTATATCATCTCTGC 
 
>0398-94-(6-8-06)_F12 
TGGTTACAAATTCAGGAAGTGAGCAATTCAAGGATCGCCCGAAGGTATTCTTTGTTATGGGAATCATTAC 
TGCGTTCAGCAGCAGAAAGCGGAGGGATTCAATTAGAGAGACATGGATGCCCCAAGGTGAAGAATTAAGG 
AAGTTGGAAAAAGAGAAGGGAATTATAATGCGGTTTGTTATAGGACACAGTGCAACTCCAGGTGGTGTAT 
TGGATCGCGCTGTTGATGCAGAAGATGAGCAACATAAGGATTTCTTACGACTGAATCACATAGAAGGATA 
TCATGAATTGTCAACAAAAACTCAAGTATACTTTTCAACAGCTGTTGCTAAGTGGGATGCTGATTTCTAT 
ATAAAAGTTGATGATGATGTTCACATAAATCTTGGTATGGTTGGTTCTACCTTGGCCCGCCATAGATCAA 
AACCACGGGTTTATTTGGGTTGTATGAAGTCTGGACCTGTCCTGTCACAGAAAGGGGTCAAATATCACGA 
ACCAGAGTACTGGAAATTTGGTGAGGAGGGAAATAAGTACTTTAGGCATGCAACAGGGCAAATCTATGTG 
ATCTCCAAAGATTTGGCCACATATATTTCTGTGAATCGGCAAGTACTTCATAAATATGCAAATGAAGATG 
TCTCTTTGGGTTCTTGGTTTATTGGTCTTGATGTTGAGCACATTGATGATCGGAGCCTCTGCTGTGGGAC 
ACCCCCTGATTGTGAATGGAAAGGCTCAAGCTGGAAATCCTTGTGCTGCATCATTTGACTGG 
 
>0400-94-(6-8-06)_H12 
GTTTTTTTTTTGTTAAGGAGTAGATACAAAAAAAGAGAGATTTGGTGAATCTGAATCTGAATCGAATCGA 
ATCGAATCAAGAAACAGGCATAGGAGAAGGAGCAGATGAAGATGATGATGATGGTGATGACGTGGAAGTG 
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GGTAATTAGAGTTATAGTAGTGACAGTTGTAAGTGTAGGAATAATTCCGTTAAAAGTGAAAGGGAACACA 
GAAGGGGACGCACTGTACACCCTGAGGCGGAGCTTATCAGATCCGGACAACGTTCTCCAGAGCTGGGATC 
CAACTCTCGTTAACCCCTGTACTTGGTTCCATGTCACCTGTAACCAAGCTAACCGCGTCACCCGCCTGGA 
TCTTGGTAATTCAAATTTAGCTGGGCATCTGGTACCTGAACTTGGGAAGCTAGAGCATCTACAGTATTTG 
GAGCTATATAAAAACAACATCCAAGGAACTATCCCTGCAGAGCTTGGTAACCTGAAAAGCCTCATCAGCT 
TGGACTTATACAATAACAACATCTCTGGAACAATTCCTCCTTCATTAGGGAAATTGAAGTTTCTTGTTTT 
TTTACGGCTTAATGATAACAGATTGACTGGGCCAGTCCCCAGGGAACTCACTGGTATTTCAAGCCTTAAA 
GTTGTGGATGTCTCAAACAATGATTTGTGTGGAACTATTCCTACCAGCGGACCATTTGAGCACATTCCTT 
TGAACAACTTTGAGAATAATCCCCGACTAGAAGGTCCAGAGTTGCTAGGACTTGCAAGTTATGACACTAA 
CTGCTCATGAAGATGAATGATGCCGCAAAACTCAACTTTGCACGGAATAGATATGTATTTCATAAATTGA 
AAGTGTGTTACCTACAGTGTAGTGGGATTGGTGGTAAATTCAATCCCTCATATATAACTATTTGTAAATT 
TTACTATACTGT 
 
>0426-94-(6-16-06)_B01 
GAACTTCGGAGTAACCAGACTGAAAGGTGGCAAGCAGTAGGCATGTTGAAGCACATTTACTCTTTTGTTA 
ATCTGCCATGGGAGTTAAAGAAACATGCCATCGACTTTTTGCTTTGCATCACTGACGAAAACATCTCCCA 
AAAATGTGATGAACATATAGACTTCTCATCTTATATGCCTAGTCTTTTTGCTGCTTTACAGGCTATTAAA 
ATGGTCATCATGTATGCTCCAGATACTGTGCTAAGGAAGCTTTCCTTTGATGCATTTAAAAGGTTACTTG 
CTGATATTCCAACTTCTCAGAGGTTTGACATTTTAAAAGCTTTGATTACAAATAGTGACTCTTCCTCAAT 
GATTGCAATTCTTATAGATCTTGTCAAAGGGGAAATGTACATGGAAAATCGCAAAAGAATATCAACGGGA 
AATAATGAAGCTCAGCAAACTGGAAATAAAGAATGCCCAAATCCATTTTGTTGGAATGCCAGCGTCCTTG 
AACTGGTGGAGTTTGTTTTGAGGCCTCCGCAGGGAGGACCTCCATCCCTTCCTGAGCATGGTGATGCGGT 
TCTATCTGCCCTCAATTTGTACAGATTTGTATTAATAACAGAGTCAACAGGAAAAACCAACTACACTGGA 
GTGCTGTCCAAGGAAAATTTACAGAAGGCATACAATGAGTGGCTCCTACCTCTGCGAACCCTTGTGACAG 
GCATAATGGCAGAGAATGGGAATGATTGTGATCAGCTTGCATTTGATGCAGTCTGTACCTTAAACCCGGT 
TGAGTTGGTTTTGTACAGGTGTATTGAGCTTGTTGAAGAAAAGCTGAAATAATCTACATAAAGTTGTCAC 
TTATGTGTATCCTATTA 
 
>0427-94-(6-16-06)_C01 
CTATGGAAGCGAATTGGGTGAGGAAGCACTCTCAGTTTATTTGGAATATGTCTCTGGTGGCTCAATCCAC 
AAATTACTTCAAGAATATGGTCCCTTCAAGGAACCTGTCATTCAAAATTATACCAGGCAGATTGTTTCTG 
GGCTTGCCTACTTACATGGAAGGAATACAGTGCACAGGGACATCAAAGGGGCAAACATTTTAGTCGATCC 
TAATGGCGAAATCAAGTTGGCTGACTTCGGCATGGCTAAACATATAACAGCAGCTTCCTCAGTGCTCTCT 
TTCAAGGGTAGTCCTTACTGGATGGCGCCTGAGGTTGTAATGCATGGAAATGGCTACAATTTAGCTGTGG 
ATATTTGGAGCTTGGGATGTACGATTCTTGAAATGGCAACGTCCAAACCACCTTGGAGTCAGTATGAAGG 
GGTGGCAGCACTATTCAAAATTGCTAGCAGCAAAGATATCCCTCATATACCTGAAAGCCTTTCAAATGAT 
GCAAAGAGTTTTATAAAGCTATGTTTGCAGCGAGAACCTTCAGCACGCCCTACAGCCGTAGAACTACTAA 
ATCATCCTTTCATTCGAGATCAGGCAACTACTAGAGTGGCTAACATGAATGTGACCAAGGATGCGTTCCC 
TTTCATGTTTGATGGAAGCCGAACACCGCCGGTGTTAGAACTCCATTCAAATAGGACAAATATCACTTTG 
ACTGAAAGAGATTATGCAACAATGCCAGTTGTTACCACCAGTTCAAGTGCTTTGAGAAGCCCAAGGGATA 
GTGCAAGAACGATTACATCTTTGCCTGTTTCTCCCTGTTCAAGCCCATTAAGACAGTATGGAACTGCACA 
CAAGAGCTGCTATTTATCTCCTCCTCACCCAGCTTATGCTATGGCGGCACAAGGGCGGCTACAATTTCAG 
TGAGTACTCATCATATACAATGAGA 
 
>0429-94-(6-27-06)_B06 
TTTATCAAGCTTTTGAAGCAGGAAGATTCTGTGGCCAGCACATACCGTGATCACGTACATTCGCTGAGCA 
AAGGGGTCTCTGCTCGTGCTGTGATGAGTGAGCTCTTTGGAAAGGCTACTGGGTGTTGCCGAGGCCAGGG 
TGGTTCGATGCACATGTTCTCAAAAGAGCACAACGTGCTTGGTGGCTTTGCTTTCATTGGTGAAGGGATT 
CCTGTGGCTACTGGTGCAGCATTTTCCTCCAAATATAGGAGAGAGGTATTGAAGGAGGCAGATTGCGATC 
ATGTGACAGTGGCATTTTTCGGAGATGGGACTTGTAACAACGGCCAGTTTTTTGAGTGTTTGAACATGGC 
AGCATTGTGGAAATTGCCGATTGTGTTTGTTGTGGAGAATAACTTGTGGGCTATTGGGATGTCACATGTG 
AGGGCGACTTCAGATCCTGAGATTTGGAAGAAAGGGCCTGCATTTGGGATGCCAGGTGTTCATGTTGATG 
GTATGGATGTTTTGAAGGTTAGGGAGGTGGCAAAGGAGGCAATTGGAAGAGCTAGGAGAGGAGAAGGGCC 
GACATTGGTGGAATGTGAGACATATAGGTTTAGAGGACACTCATTGGCTGATCCTGATGAGCTTCGTGAC 
CCTGCTGAGAAGGCACACTATGCTGCTAGAGATCCCATCACAGCATTAAAGAGATACATGATTCACAACA 
ATCTAGTCACTGAACAAGAGTTGAAGACCATAGAGAAGAAGATAGATGAGGTGGTTGAGGATGCTGTTGA 
GTTTGCAGATGAGAGCCCTCATCCACCTCGCAGTCAGCTATTGGAGAATGTGTTTGCAGATCCAAAAGGT 
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TTTGGAATTGGACCTGATGGGAGATATAGATGCGAGGATCCCAAATTCACTCAAGGTACTGCTCATGTGT 
AACCTTTCAAGCTCGGACGTCAAGCAATATGTCTTCTGGTTTTAGTCCATGGATGCTCGGTTTATATTTG 
AGCTTTCACTA 
 
>0430-94-(6-16-06)_F01 
GCTCCTCGGCTATTGCATCGTCGCCGCCTCCACCACCGTCAAACTCCCCCAGATATTGAAAATTTTGAAG 
AATGGAAGTGTTAGAGGCCTTAGTGTTGTGGCCTTTGAGCTTGAAGTAGTTGGCTACACCATTGCACTAG 
CGTATTGTCTCCACCAAGGGCTTCCCTTTTCAGCTTATGGGGAGTTGGCATTTCTTTTGGTCCAAGCTAT 
AATTTTGGTTGCCATAATCTACTATTATTCTCAACCTTTGGGTGCCACAACATGGATCAGGGCATTACTA 
TATTGTGCTGTAGCACCTACCATCTTGGCTGGTCAAATTGATCCCCTTCTCTTTGAAGCACTATATGCAT 
CTCAGCATGCAATTTTTCTCTTTGCCAGGATCCCGCAGATATGGGCAAACTTTTCGAATAAAAGTACAGG 
CGAGCTCAGCTTCTTGACATGTTTTATGAATTTTGCCGGTTCCATTGTGAGAGTTTTTACCAGTCTCCAG 
GAAAAAGCACCAATAAGTGTTGTTATGGGCTCTGCAATTGGTATTGCAACCAATGGTACCATCCTGAGTC 
AGATAATTTTGTACCGAAATGCTCGTGCCACAGAAGAGAAGAAAAAGAAGTAGAACAAGAAGATGCGGTG 
TCATCTGTCATCCTCAGCAGGTGGTGCAACTGGCCAACTTCACAAGTTCATCAGTACTTAAGGTGTCATC 
TTTCTTCGAGTGTAGCTGAA 
 
>0431-94-(6-16-06)_G01 
CATGAGCGTCAAGAGCTTGACAACTTCTTGGCACAGTATTTGTTAGTTTTGTGCAGTTTCAAAGAGCAGC 
TTCAGCAACATGTCAGAGTCCATGCCGTAGAGGCTGTCGTGGCTTGCCGTGAAATAGAAAATACCTTACA 
GGCCCTTACAGGAGTAAGCCTGGGTGAAGGCACTGGTGCAACAATGTCAGATGATGAGGATGATATGCAG 
ATGGATTTCTCTCTCGATCAATCTGGTGGTGACGGGCATGACATGATGGGATTTGGTCCACTGCTTCCAA 
CAGAATCTGAAAGGTCACTTATGGAGAGAGTTCGGCAGGAATTGAAGATTGAACTGAAACAGGGTTTTAA 
GTCAAAAATTGAAGATGTTAGGGAGGAAATATTAAGAAAAAGAAGGGCAGGGAAATTACCAGGTGACACA 
ACTACAGTGTTGAAAAATTGGTGGCAGCAACACTCAAAGTGGCCTTACCCAACTGAGGATGACAAGGCAA 
AACTGGTAGAAGAGACAGGGTTGCAGCTGAAGCAAATTAACAATTGGTTCATCAACCAAAGGAAGCGTAA 
TTGGCACAGCAACTCTCAGTCTGTTACCTCTTTAAAGTCC 
 
>0433-94-(6-27-06)_D06 
ATATGTCATAAATGGGGTCGTTATATTCTTTGCTTGGCTGGTTGCCAGAATAATCCTGTTCATGTATCTT 
TTTTACCATTTCTACTTGCACTATGATCAGGTAATAACAATACCTGTATATGTTCACCTGGTGAATATTG 
TATCTGTTGTACATCTGGCAAGCACACCTTATGTTTTATCTAAAACTAACATATAAAAAAGGTTGCACCC 
AATGCACAAAGCTCCCACTTTTGCAGGTTCTGGGAGAGGTCATGGTGGGTAGTCTTACCCCCATTTAATG 
GAAAGGCTGATTCCTGGACTTGAAGCCTCGACCTGTTGCTTTTGGTGGAACGAACTTACCTTCGCACCTA 
TGCACTAACATATGAGAAGCTTAATTTGCCAAATTTTGTTGCATCTTGTTTTTAATCATGTCAGAAATGA 
TTGGGTCACAGTCTCCACTTTGTGCATCATAATTAATGATTCATTTCTCACCAAGATGATGGATGAAAGG 
AATTAGTCTTTAGGACTGCAGTACTATTTAGTTTGATTTTAGGTCCTGACTTTTGAAGACTTTCATAATG 
CCATCAACCAAACATGTTTATGCGGAAAATTACATATCATAAAATGGGTTAATAGCATGGTACTCCACCG 
ATAGACACAATATTTAGTGACAGTTATTGGTAGATAAAGAATGTTTGCATGGATCTGTCACATACAAACT 
AAATTGATATCCAGATATTTCCATTTTTTGGTATCCATTTGCTTAACTGAATGGAACTTGGCCAATATGC 
AGAATCATTATGTATTCATGTTATTGTTCTCTCACAAAACAGGTTAAGCAGTTGCGGACCTTTGGGTTAT 
TTTTAGTATCTGTGGTGCCATTGGTGCTAACTGTCATGAACTTGATGTGGTTCGCGAAGATAGTCAAGGG 
ATTAAAGAAGACAATAGCCAAGACGCAGTGAAGGACACATCAATTACTGACATTTTGACTGCAAACGTGA 
TTGGAAGGCTTAAACCATTATCATCATCGGCTTC 
 
>0434-94-(6-16-06)_B02 
GAATTCCACAACTGGGTATATCGATTATGATAAGTTAGAGGAGAAGGCCTTGGATTTCAGGCCAAGGTTG 
ATCATTTGTGGTGGGAGTGCATATCCAAGGGACTGGGACTATGCTAGGTTCCGTTCTATTGCTGACAAAT 
GTGGAGCACTTTTGCTTTGTGACATGGCTCACATTAGTGGTCTTGTTGCTGCTCAGGAAGCTGCAAACCC 
CTTTGAGTACTGTGACATAGTGACAACCACAACCCACAAGAGCTTGAGAGGTCCCAGGGCTGGTATGATC 
TTCTACAGGAAGGGGCCAAAGCCAGCCAAGAAGGGCCAGCCAGAGGATGCAGTTTACGATTTTGAAGACA 
AGATCAACTTTGCTGTCTTCCCAGCCCTTCAGGGTGGTCCTCACAATCACCAGATTGGTGCACTTGCTGT 
TGCTTTAAAACAGGCCATGACACCTGGCTTCAAGGCCTATGCCAAACAAGTTAAGGCCAATGCAGTTGCC 
CTTGGAAACTACCTCATGGGCAAGGGATACAAGCTTGTCACTGGAGGAACTGAGAACCACCTTGTTCTCT 
GGGATCTTCGCCCTCTTGGCTTGACTGGCAATAAGGTTGAGAAGCTCTGTGACTTGTGCAATATTACTGT 
GAACAAGAATGCCGTGTTTGGTGACAGCAGTGCCTTGGCTCCTGGAGGAGTACGAATTGGTACCCCGGCC 
ATGACTTCAAGAGGGTTGGTTGAGAAGGACTTTGAGCAGATAGGCGAGTTCCTTCACCGAGCTGTTTGTG 
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TCACCTTGAGCATCCAAAAGGAGCATGGAAAGCTATTGAAGGACTTCAACAAGGGCCTGGTGAACAACAA 
GGACATTGAAGCCCTCAAGACCGATGTTGAGAAGTTTTCATCCTCCTTTGACATGCCTGGCTTCCTGATG 
TCTGA 
 
>0436-94-(6-16-06)_D02 
ACCCCCATAATCGGAACTTTCGCCTCCAAAATATAAACCATGCATTCCCGTTTTACCCTTCGTTTTCCTC 
TGTATTTCCCAATCTGCACTCTCCTATCTTCTCGCACAACATCCTTAATCGGAGCTAACCACACTTCCGC 
TCGTTTCTGCTCTCGCTAGCAACAGCTACAACAACCCCTTTTTTTTCTCTATCTCTAACAATCTAATTTT 
TCATTCACAAAAAAAGTGTGCATATTTCTAACCATGGACTCGACCTCATCCAAGCCGAGCTTCCTGAGAA 
ACATTTTTGTACGCTTACTCTTATTCGGACTTTTCATCATAGCCGTCCGATTCACCTACGTCGTAACCGT 
CACAGGCGAATCATGCACCGTTGGTGACTTCTGTTTCTTCTCGTTACCTGAATCTTTCAATTTCGTCATC 
ACAACGAGTACGAGTCCAGAAGCTTCCTCGGCTATTTCAGTCAAACCATCCAACGGTGGTGTTAGCGACC 
TCTACACCAGCAAAGATTGGATCAAGGCCGTCCATTTCTACTCCTCGATTTTCCAAGATCTTATCGCCCA 
CGGTTACCTCTCGCCGGACTCGAAGTCTTTAACCGTAGAGACACGAACCGGACAGGAAGTCTACGCTTTG 
AGACAAATCGGAGTCGAGGACTCGATCGGTATTTTTAAAAAAGCCTCGGGTCCTTTGGTAATTAAAGCGC 
CACAGAACCGAATCCCGTTCGACAACAACACGTTTGACTTCGTTTTCATCGGCGAGGGAAAACTCGACAA 
CGCGTCTCGGCCGTTGGATCTGTCTTCGGAGATCGTACGGACAGTAAAGCCCGGAGGTTTACGTGGTGGC 
CCACATAGTCCCCACAAAAGATACGTATAGTTTCAA 
 
>0437-94-(6-16-06)_E02 
TGAGCAAAAATGGTGTTGGCTCAGTTAGGAGGGAGCATATCGCGTGCTCTTCAGCAGATGAGCAATGCGA 
CCATCATCGACGAGAAGGTCTTGAACGAATGCTTGAACGAGATCACTCGTGCTCTTCTTCAATCCGATGT 
CCAATTCAAGCTCGTCCGCGACATGCAGAGCAATATCAAGAAGATCGTCAACCTCGACGACCTCGCCGCC 
GGTCACAACAAGCGCAAGATCATCCAGCAAGCTATATTTAATGAACTCTGCAAAATGCTGGATCCTGGGA 
AGCCTTCTTTCACTCCAAAGAAAGGGAAAACAAGTGTTGTTATGTTTGTAGGTTTACAAGGGTCGGGAAA 
AACCACAACATGTACAAAATATGCATACTATCATCAGAAAAAGGGCTGGAGGCCTGCCCTTGTGTGTGCA 
GATACATTCAGAGCTGGTGCTTTTGATCAGCTGAAGCAGAATGCCACTAAAGCTAAGATTCCATTTTACG 
GAAGCTATACAGAATCAGATCCTGTAAAAATTGCAGTGGAAGGTGTGGAAACATTCAAGAAAGAAAATTG 
TGATCTGATAATTGTTGACACCAGTGGGCGTCACAAACAAGAAGCTGCTCTTTTTGAAGAAATGCGTCAA 
GTTTCAGAAGCAACGAAACCAGATCTTGTTATCTTTGTTATGGACAGCAGCATTGGTCAGGCTGCATTTG 
ACCAAGCTCAAGCTTTCAAGCAAAGTGTTTCAGTTGGAGCTGTAATTGTTACCAAAATGGATGGGCATGC 
AAAGGGAGGTGGTGCTCTTAGCGCTGTTGCAGCAACAAAGAGTCCTGTTATATTTATTGGAACTGGAGAG 
CATATGGATGAGTTTGAAGTTTTTGATGTTAAACCATTTGTCAGCCGTCTCCT 
 
>0438-94-(6-16-06)_F02 
GCTCTAATTGATGGTCTTTGTAAAAATAATAGCATCCAAGCAGCCAAGAAGCTGTTTGATGACATGTTGG 
ACAAGGGTATGATTCCTGATAAAAATGTTTACACCGCTTTAATTGATGGGAACTTAAAGCATGGTAATAT 
CCAGGAAGCTTTGAGTTTGCGAGACAGAATGATTGATTTGGGTCTGGAGTTTGATCTGCCTGCCTATACT 
TCCTTGATTTGGGGATTTTCCCAATGTGGTCAGGTGCAACAAGCAAGAAAGTTTCTTGATGAGATGATAG 
GGAAGGGTATCATTCCTGATGAGATTCTGTGTATATGTCTATTGCGGAAGTATTATGAGCTAGGGAATAT 
GGATGAAGCTATTGATTTGCAAAATGAAATGGTGAATAGGGGTCTACTTACTGGCAGTGGTGATCTTGAG 
GTTCCTAATTTACGAACTTGAGAGAGAACAATTTTGGTAATCCTTAGTTTGGGGCTCCATTGAATATTTG 
AATCAGAACCCCATAATAATTGTACCTTTTCCTAAGTGTAAGTACAAGGACCCAAGAATACAAAGTTCCT 
CACTGGTTTCTGACTAGATGGCATGATGTTGCAAAATTGTGGGTTCTTTCTGGTCTTGCCATGCAAATTC 
TCCCACAGAATGGGGTTTTGGTTTAAAGTTCTCAAGTGACCATCATCAGAGAAATCAACCTTTAATTTTC 
TGTCAAGCTGGGTGGTTCCTGCGCTGGAAGGATGTTATGTCTGGGCTCAACTAAGTAATTTGTGTGGAAT 
CAATCAAGTGAGAGCATTTGTATGTATCCAAGAAACAAGTTCAGTTGAATTGGGTGTTGCTTTGATTGCT 
AGGAGAAGCAAGGGAAGATCAATGCCACATTCATTCCTGTATCTTGGGTTCTTCTAGTATGCTATG 
 
>0439-94-(6-16-06)_G02 
CTACTTCTTCTTCTTCTTCTTCCTCACTGGTCCTCCTCGTCCTCCTACTCTGCAGCGCGTGGCACATGAT 
CCCCACCCTATCCTCCGCCAACATAGAAGCCTATCCTTCAATCCCAGGAACCCAAACAACCACGGACTTT 
TCAAACAATGGCGAGCTTGATCTTGTACCGGTTCGCCGGGAGGTCTACGGCGGCGGCCGAATCATCGATA 
TTAGCCACCGGTTCACGCCGGACATGCCGTCGTGGGAATCGGTTGATGGGGTGGGTCAGTTTCTGTGGCT 
TCCGAAGAGCATGAAGAATGGCTCGCTCGCTAACAACTCGGAGATGAAGCTTCCCACTCATACGGGTACT 
CATGTTGATGCCCCGGGACACGTGTTCGATCACTACTTCGACGCTGGCTTCGATGTCGACACGCTCGACT 
TGGATGTGCTCAATGGTCAAGCATTGTTAGTTGATGTTCCAAGAGACAAGAACATAACTGCTGAAGTTAT 
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GAAATCCTTAAATATCCCCAGGGGAGTACGTCGTGTCCTTTTCAGAACTTTAAATACTGACAAGAGGCTT 
ATGTTTAAAAAGGAGTTTGACACAAGTTATGTGGGATTTATGAAAGATGGGGCACAATGGTTGGTAGACA 
ACACAGACATCAAACTTGTTGGAATTGATTACTTATCTGTTGCTGCCTATGATGATTTGATCCCATCTCA 
TCTTGTCTTGCTGGAAGACAGGGAAATCATCCTTGTGGAAGGCCTAAAGCTCGATAACGTCCAGCCAGGA 
ATATACTCTGTCCATTGCTTACCTCTAAGGTTGCTTGGTGCTGAGGGATCACCAATAAGATGCATTCTCA 
TCAAATAAATAATAGTT 
 
>0440-94-(6-16-06)_H02 
AAGTACATAGGAGCCTAGCTGAGCAGGCTTTTAGGCAACAAGCAGAGGTGATTTTAGCTGACGGACAGTT 
GACAAAAGGCAGAGTAGAGCAGCTTGATGAGTTGCAGAAGCAAGTTGGCTTGCCTCCACAATATGCGCAG 
AAGATAATAAAGAGCATAACCACTACGAAAATGGCAGCTGCCATTGAAACAGCTGTAGGTCAAGGAAGGC 
TTACAATAAAGCAGATAAGAGAACTTAAAGGAGCAGGTGTAGAATTAGATAGCATGATATCTGAGAGCTT 
GCGAGAGAACCTCTTCAAAAAAACTGTGGATGAAATTTTTTCATCAGGCACTGGAGAGTTCGATGAGGAG 
GAAGTCTATGAAAAAATCCCATCAGATCTCAGCGTCAATGCTGATAAGGCAAAACGTGTTGTTATTCAGC 
TTGCACAAAGTAGATTATCAAACTCTTTGATTCAGGCCGTGTCCCTGCTAAGGCAGAGAAATCAAAAAGG 
AGTGGTTTCTTCTCTTAATGACTTATTGGCTTGTGACAAAGCTGTACCTGCCACGCCTGTGTCATGGGAG 
GTGCCAGAGGAGCTAGCCGATCTTTATACTATATACCTCAAGAGTGAGCCAGCACCAGAGAAACTGTCTC 
GGCTGCAGTTTCTGTTGGGGATAGATGATTCAATGGCAGCTGCTCTCCAGGAGATGGGGGATAGAAATGG 
TCCTGTTGGTGTAGAAGAAGAGAATTTTGTATTTTGAGTGTGGTAAAGGCACATTCAAGGGGCAAATGGC 
TCATTTTATCTGCCTGTTTACTTTGACAAAGGGAGAGAAAATCGTATGTGGTGGTGAAGACAAGAGTTTG 
ACGAAATCTGGGTAGCAAGTTCTCAATGACATCAAATGAAATTCAAGA 
 
>0442-94-(6-16-06)_B03 
 
>0444-94-(6-16-06)_C03 
AAGAGAGATGCTTCTGCTAAGCCAAGCTCCAAACCTCTCAGCTAAGCGATGTTCTCTCTCATCCTCTCCG 
CTTAACCCCAAATTCACTAACCCAAAACCCTTCCTCTTCTCCAACCGCAAACCCAAACTCACTTCCACTT 
CAAAACCTCTCAATCTCACTCTAGCAAAACCAGAAGGAGGCATCGATTCCAGCTCTGCAACCAAACCAAC 
CACACCTTTTCACAATGACCAAACCGTTTTTGTGGGCCAAGAAAACGTTCCCTTGGAAGGTGTCATTCAG 
TTCGATAAACCCACTTCGGATTCTTCTTTTTCTTCACGTTTGAACAAATGGGGTCGGGTTGCTTTGCTTG 
CTGGTGGGGATGTTTTGGCTTTGCTTTTGTTCGCTGCAATTGGAAGGTTTAGTCATGGTTTTACTGTTTT 
TGACACTGAGACACTGCGCACGGCTGACCCTTTTATTGCTGGGTGGTTTTTGAGTGCTTACTTCCTTGGA 
GGTTATGCGGAGGATGGCCGTGGAATTAATGGTCTTTCAAAGGGTGTCATTGCTGCTGCTAAGTCATGGG 
CGCTGGGAATTCCATTGGGAATAGTTATAAGGTCTCTATCATCAGGCCATTTTCCCCCATATAACTTTAT 
ACTAGTAACAATGGGAAGTACTGCTGTTTTACTCGTTGGATGGAGAACAATACTGTACAACCTTCTGCCC 
AATGATAAGAGCAACAAGAGTGATGTATATCGCCGTGGCAGCCCATTTGAACTGTTTGAGTTGCTCACAT 
CATTAGTACGAAGGTGGTGATGATGAAAGCCATTTGCTGTGTGCTTGTAGCATCTTATCTTCCACCAAGA 
CATTAGTTTTCTCAATTTTGTCTTCTTGTAATCCTTGTACTGACCAGCTGTAAAGTAACATGTGAGCAAT 
ATCTTGAATTGATTTATATGCTCAATG 
 
>0445-94-(6-16-06)_D03 
ATCTGAAAATTTCAAATTTTTTTAAAATATCTCAAACGCAGAGAGAGAGAGAGAGACTGAGAAAACTCTG 
AGAAATGGAGAGAAACACACCAGTAAGAAAGCCTCACACATCCACCGCCGATCTGCTTACCTGGTCGGAA 
GTCCCTCCGTCTGAATCTCCGGCCACTGTTTCCGGCGCTCGCTCTCACCAGCCGTCCGATAAGATCAGCA 
AAGTCCTCCATGGAGGTCAGCTCACTGATGAAGAAGCTCAGAGCCTATTGAAAACGAAGCCATGTTCAGG 
ATATAAATTAAAAGAAATTACTGGTAGTGGTATATTTGCGGCCAACAGTGAGGATGGTACATCGGAATCT 
GATGCAGCCAGAACAGGACTACGTGTTTATCAGCAAGCTGTGAATGGAATTAGTCAAATTTCATTCAGCG 
TGGAAGAGAGTGTTTCACCCAAGAAGCCTACCTCTCTCCCTGAGGTAGCAAAGCAGCGTGAATTAAGTGG 
GACATTGCAAAGTGAGTCAGACTTAAAGAATAAGAAGCAAATATCAAATGCCAAGAATAAGGAGCTCAGT 
GGACACGACATCTTTGGACCTCCTCCTGAAATTGTACCTCGGTCAGTGGCTGCTTCACGCACCTCAGAAT 
CAAAAGAAAGTAGAGACATGGGGGAACCTGCACCTCGAAATTTACGCACGTCTGTCAAGGTTTCAAATCC 
TGCTGGAGGTCAAAGTAATATTATGTTTAGTGAAGAACCGACTGTCAAGACAGCAAAAAAAATACATAAC 
CAGAAATTTGCCGAGCTGACAGGCAATGATATTTTTAAGGGAGATGTTCCTCCTGGATCTGCTGAAAAGC 
CACTGAGCACAGCTAAGCTGAGAGAAATTAGTGGCAGTAACATCTTTGCTGATGG 
 
>0446-94-(6-16-06)_E03 
GTTGCTTGATACAAAGACTGGCAGCAATTTGCTTCAATGGCCAGTGGAGGAGGTAGATAGTTTGAGATTG 
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AGCAGCAAAGAGTTTGACAAAGTGGAGGTCAAGGCAGGATCAGTTGTTCCACTAAATATAGTATCAGCCA 
CACAGTTGGACATTGTCGCAGAGTTTGAGTTGGATAAGGAGGCTTTGGAGAGGACAGCTCAAAGCAATGT 
GGAGTTCAGCTGCGGCTACAGTCAGGGAGCAGCTCAACGTGGTGCATTAGGGCCCTTTGGACTTCTTGTT 
CTTGCAGATGAGAGCCTTTCTGAGCAAACTCCTGTGTATTTCTATATTGCCAAAGGAACTGATGGCAATC 
TCACAACTTTCTTCTGTGTTGATCAGTCAAGGTCTTCTGAGGCAACTGATGTTAATAAACAAATTCATGG 
GGGCTATGTTCCTGTACTGAAAGATGAAAAATTATCTGTGAGGTTACTGGTTGATCATTCAATAGTTGAA 
AGCTTTGTTCAAGGTGGGAGGACATGCATCACATCACGTGTTTATCCAACAAAGGCAATCTATGGGGCTG 
CTCGGCTATTTCTGTTTAACAATGCTACTGAGGCCACTGTTACTTCCTCACTCAAGATATGGCAGATGAA 
TTCTGCATTCATACACCCCTTCCGTGCTAAGTGAAATGTTTATATTAATTAAAGAAGAAGAAGAAGAAGG 
GAAAGGAACAGAAAGTGCTCCTGTGGCAATCTACATGATGCTGCATCAAA 
 
>0447-94-(6-16-06)_F03 
GAGATCGCATCGCATAACATTACATTACATTTCCCCAAAAAGCGAGAGAGAGAGAGAGCGCTCGCTCGGG 
ATAGTTCGTCGAAACGAACCGTGGCTTCCTCAGGTCCCACGCGAAGAAAGGCCGCCTCTTCTTCATCTTC 
ATCTTCCGCTACTACTTCTTCGGTACCCATACGAAGGGCGTCGTCGCAGTCTGAGGTCGATTACCCTTTC 
TGGCAGCAGAACTGGTTCATTGGATTTCTCTTCCTAATGGCTCTCGGATTCTTCGCCCTCGCTCTTTTCC 
TCTTCCTCGGCCTCGATTCTGAGGACGGCTATGCCTCCTACGCCACCGCCTCTTCTTCCTCTGAAGGCGT 
CGAGATTACTTATGGATCAGTTCTTAAGCTGATGCATGAGAGGTCCAAGTTTCGGCTGCATTCTCATGAT 
GTGCCATATGGTTCTGGTAGCGGCCAACAATCAGTTACTGGATTTCCCAATGTTGATGATGCCAATAGCT 
ACTGGATTGTTAGACCTGAGCCTGGAACATCTGCCAAACAAGGTGACACCATCAAAAGTGGGACAATCAT 
CAGGTTGCAACACATGAGGACCAGAAAATGGCTGCACAGCCATTTGCATGCATCTCCAATATCTGGCAAC 
CTAGAGGTGAGCTGTTTCGGGGGAGAATCTGAATCTGACACTGGTGATTATTGGAGGCTGACGATTGAAG 
GGAGTGGGAAGATTTGGAAGCAGGATCAAAGGATTCGGCTTCAACATGTGGACACTGGTGGCTACCTTCA 
TAGTCATGACAAGAAATACTCCCGCATTGCTGGAGGACAGCAAGAGGTCTGTGGTGTCCGAGAAAAGCGT 
GCCGACAATGTCTGGTTAGCAGCCGA 
 
>0449-94-(6-27-06)_G06 
CGTGTCCTTCGGGTCTCACAGAGTCACAGCCAAGCAAGCAAGCTAAGCTCAGATAGAAGATAGAGAAAAG 
ATAAAAGGTTTTGCAAAGATGGAGAGCATGCATAGCTTTTGGCAATTGGGTGACGAGCTTCGAGGACAAT 
CAAAAGTCTCGGAGGATCACAAATGGTTAGTGGCTGCTTCAAAATTGGCTGAGCAGACAAGGATAAAGGG 
CGAGCGCATGAATAACCTTGATCTCTCCAAGGGCCCAACTGAAATGAGGACAAGGGAGAAGTTTGGGTTC 
CAGGAAGACAACAAATTTGAAAGCCTCAACTTCAACATGTTGAACTTGGACTCTAAATTAACTGAAAGTG 
TGAACAAAAGTTCTTCCCTCAGGAACGGTATTTATAATATGAATGCAGTTTATCAGAAAAACAATGCAAC 
CCTTATGGGAAACATAATGGGTACCAAGTATAGTGGCAATAACCTCATCAGCAAAGCATCCAACGACAAC 
ATCAGTAACAATAACTCCAACAACTCCACAGCCAACAACAACAATGAAAATGCCAACTCCAACAATGCAG 
TTGACAAAAGGTTCAAGACCTTGCCAGCAACAGAGACACTCCCACGGAATGAGGTGTTGGGAGGATACAT 
CTTTGTATGTAATAATGACACAATGCAGGAAGATTTAAAGCGACAGCTATTTGGTTTGCCTCCAAGATAT 
CGGGATTCTGTTCGGGCAATAACCCCAGGCTTACCTCTGTTTCTCTATAATTACACTACTCACCAGTTGC 
ATGGAATCTTTGAGGCAACAAGTTTTGGGGGATCTAACATTGATCCAACTGCTTGGGAAGATAAAAAATG 
TAAAGGCGAGTCAAGGTTTCCTGCTCAGGTGAGAATCCGTGTTAGAAAAATCTGCAAGGCTTTGGAAGAA 
GATGCCTTTAGGCCAGTCTTGCATCACTATGATGGCCCCAAATTCCGCCTTGAGCTCTCAGTTCCA 
 
>0450-94-(6-16-06)_H03 
AATGGACAAGTCGAAGTTTGGCAAGAGATATGAAGGCAAAGTGGCCATTGTCACAGCTTCGACTCAGGGC 
ATCGGCTTCTCCATTGCCGAGCGTCTTGGCTTGGAAGGTGCCTCTGTCGTCGTCTCTTCTCGCAAACAGA 
ACAATGTAGATGAGGCAGTTGAAAAGCTCAAAGCTCAAGGAATCAAAGTGTTGGGTGTCGTTTGTCATGT 
GTCAAATGAACAACAAAGGAAGAACCTCATAGACAAGACTGTTCAGAAATATGGGAAAATAGATGTGGTT 
GTATCGAACGCAGCTGCTAATCCTTCAATTGATGACATTTTGCAAACTCAAGAATCTGTCCTGGATAAGC 
TATGGGAGATAAATGTCAAATCGTCCATACTTATTTTACAGGATGCAGCTGCTCACTTGCAGAAGGGTTC 
TTCAGTGGTTATTATTTCCTCTTTTACCGCCTACCAACCACCAGCTACCATGGCTATGTATGGGGTGACT 
AAAACAGCCCTTCTTGGGCTTACGAAGGCCCTTGCAGCTGAAATGGCACCAAATACGCGTGTAAATTGTG 
TTGCTCCTGGTTTTGTACCAACAAGCTTTGCAGCATTCCTTACAAAAAATGATGCTATTAGAAAGGAGAT 
TGAGCAGAGGACTTTACTTAACAGGCTTGGTACCACACAGGACATGGCTGCTGCCACTGCCTTTTTGGCA 
TCTGATGAA 
 
>0451-94-(6-16-06)_A04 
AAATCAAATGGGTCTCGCTTTGCTTTTGCCTCTTGCTTTCTCTGCAGATTATTCAGGGTTATAAAGACTC 
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TGAAACTGCAAGAACTCTAAAGCTGGAGCAGGGGAATGCTGCTCATGAGGTACATTGTTCAAGAGAAAGG 
AGTAGGGCTGCACAGAAGATAATTGAGGAGTATCTAATGCCCTTTGTGGAGAAAGAACGATATCAAATGT 
CAAGAAGGTGTAGGCTTCACTCAGACAATGACCTTTACAGAGATCAGGAACAACACAAGATCCGTGTAGA 
AGTAAATGAATGGAAATGTGGATACTGTAGAAAAAGGTTTTATGAAGAGAAATACCTTGATCAGCATTTT 
GACAATAGACATTATGATTTGCTGAATGTGAGTCACAGCAGGTGCTTGGCAGATGTATGTGGTGCATTGC 
ATTGTGACCTTGTGATGGACTCCACTCCTCGCAAAACTAAGTGCAATCCTGCTGCTGCTTCAAGGAATCA 
ACATCTGTGTGAGAGCCTAGCTGACAGTTGTTTTCCAGTCAATGAGGGTCCTTCAGCAAGCCGCCTTCAT 
GAATTCTTCCTACGGCAATTCTGTGATGCCCACACTTGTAAAGGTGGTCAGAAACCCTTCTCTAGGGGGC 
ACAGGAAGACTAGAAATGTGTTCTACCTTATTGTTTCCATTTTGACTATGATGCTGTTGCTGCTTTTCTA 
CATCTTCATTTATATGCACCAGAGGGGAATGAAAGGGGGAACGGTACAGCTGAAGCGCATCTCAAAAAGT 
GTGCAAAAGAAAAAGCCCTCGTAGTTGGTAATTTTTCCATAAACCATGATACCTGATTCTTTTTCTATAG 
GTTTCTGTGAGAGAGAGAATGAGAGGAGATGTATCGTATCGTTACAATTTAAAAATCAGTTGATATTTCT 
TGTTCCATTATCTGCATTTTTTG 
 
>0452-94-(6-16-06)_B04 
TCGGTTTGTTCTTAGGCTATTATCCTCTCCAGGCAACGCTCAGACTCTGAACTTGAATTCTGATGAGCAA 
GCATGCGTACGCTTTGACAAGTTTGGATTATGCATCTCTTGGTCTGCATGTCTTTTCATTTTTATGATGC 
AGGTATCTAGATTGAAGGTTTAAGTCTTACAGTCGGTGAGATATCAGAATTAAGATGGTGTTGCATTCCT 
ACTTTACATAATTGTTGATATCAGAGGCTTACCATAGCAGAGTATGTCCGATCAGCTCCTAGAAACTTTG 
GGAGAGGATTATTGCAAGAATTCTTTGTACTATGCCAAACTTGATTCTCGAAAGATAGCACTTTGAACTT 
GGGTTGATGACTGAGTTGGATGAGAACTTTAGACATCTGGATGTTCTAACATCAAAAGTGTATGTTTAGG 
GGTTGACTCAATATATGGTTTCTTATCTCCTTCTGAAAGAAACTTAGGTCGATTAGGGGGAGATTTCTTC 
TGTTTATCTTTGACTTGTCTTGCAGTTGAGCATTGAAAAGTTATTTTCTTCTACTCCAATACTCAGAAGT 
GAAAGGATCACCTACTTGGAACTATCACTCTTTCATCATTCTTCTGTATACAGTTAGTCATCGTGTGGCT 
CTTTTGTGAATGTGGTAAATGTGATGACTTGAGCAGTTAGTTTAGGCCTTTGTCTTGGTCAGCACGATGT 
TTTGGAGATCCACCAAACTCTAATTAGTATGTTTGAATGTTGAATGCGTTGAACTGATAGTAAAACAGGC 
CTATTATTTCTTCTTACCCTGCTTTATGTTTTCATGCTTGCAATTTGCTTTCTGATGTTTATAGCATATA 
CCATATGATACAATCCCAGGATGTTTATCCGCATTCTTTCC 
 
>0453-94-(6-16-06)_C04 
AAGTGGCCTTATTGGAATCGTACAGAAGGGGCTGATCACTTCTTTGTTGTGCCCCATGACTTTGGAGCCT 
GCTTTCATTACCAGGAAGAGAAAGCAATTGAACGGGGCATTCTTCCATTACTCCAGCGTGCTACATTGGT 
TCAGACCTTTGGACAACGGAACCACGTGTGCCTAAATGAGGGTTCAATCACTATTCCTCCATATGCTCCC 
CCTCAGAAAATGCAAGCACACTTGATTCCCCAAGAGACTCCACGGTCCATCTTTGTCTACTTCCGTGGCT 
TGTTCTATGATGTTAACAATGACCCCGAAGGTGGTTATTATGCTAGAGGTGCAAGGGCAGCAGTTTGGGA 
GAACTTCAAAGACAATGCACTTTTTGACATCTCAACTGACCATCCAACCACCTATTATGAAGACATGCAA 
AGAGCTATATTTTGTTTGTGCCCTCTGGGATGGGCTCCATGGAGTCCTAGGCTTGTTGAAGCAGTGGTAT 
TTGGTTGTATTCCTATTATTATAGCAGACGATATTGTTTTACCCTTCGCTGATGCTATCCCATGGGAAGA 
AATTGGAGTGTTTGTGGCAGAAGAAGATGTCCCTAACCTGGATACAATTCTTACATCTATACCACCAGAA 
GTGATTCTAAGGAAGCAGAGATTGCTTGCAAATCCTTCAATGAAATCGGCAATGATGTTCCCACAACCTA 
CACAACCTGGAGATGCTTTCCATCAGATACTGAATGGACTGGCTCGCAAGTTGCCTCATAAAAAGAACAT 
TTACTTAAAGTCTGGTGAAAAGCTTTTGAATTGGACTGCTGGACCTGTAGGGGACTTGAAACCTTGGTAA 
TAGAAGTGGTTTAGCATTGTATTATG 
 
>0454-94-(6-16-06)_D04 
GAGTGTTAAGAATGCTGAAGTTCCTATCAAGAGTTCGGATCGAGTTCAATGCCTTGGATCCACGCACAGC 
CTCGTGCATGGAATTCTTGGCACAGTGCAACGCTCCCAAGGCCAAAGAGTCCAACCCTGCTTGTCAAATC 
CAAGTCAAACGCAGAACCGACGACCACCCTCCCCAAATCACCGTCACTTTCGTCAACGGAGTCGAAGAGG 
TTTACGACGCCACATCCACACCGGCCCAGACCATAAGGACTATGATTCTCGATAAGGGTCAGTTCCTCGA 
GACCGAGCAAATGTTCCGTGAAGCTGGTGAGGCTTGGCCTGTTTTTATCCCCGAAGAGGAGCTCCGCCAG 
CACGCACCTGGCACCAAGCCGAGGAAAGCAGAAGAGAAGAAGCAATAAATGTATCTTATCTGGTATACAT 
AGCTTGGGATCATTATGGATGGTGGGTGGTCAGATTTTGCTTCACAGAACATTTCATTTTTGGAAAGAAA 
ATGCCATGTCAGACATGATGTTGAACTATTCTTTTGGTTTGTGCTGCTAGCATGTTTGTTCTGCTTCACC 
ATGGATGCATCATCGGGTGAATCACTGTGATTTAATTGATTCCTCGCTGTATGAGTTGTGGATGTTGGGA 
AGTCTTTTTGCTCCTTTGATTCATCCTCTTATGGTCATAAAAGAAAGAGTTGTGTGCATAATAAGGGCAC 
GGTATGGGCACATTAAAAGGTCTTACTTGAAAAATGCCTATACTAGATAACAAAGAAAAGCTAGTCTGCA 
TTTCCCATGCACCAATTTGAATTTATATATTGACACAAGATAGCGAAGGACCAATACTTTTGCCTTTGGG 
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ATGGCTTGCAATATTAAGCT 
 
>0455-94-(6-16-06)_E04 
GAGACTTGCCTCCTCCTTTCAGCCTTCCGAAGGAAAGCCTGCAACAAGGATTTTAAGTCTTGCAAGTAGG 
GTCAGGAATGCTTTGAAGCAAGCTGACAGGCCTCAGTTTGTATCTGCATTTTGTCAATCAAACTGTGGTG 
ATGTGAGCCCAAATGTTCTTGGTGCATATTGCACAGACACTGGATTGCCTTGCGATTTTGATCACAGTAC 
CTGCAATGGTAAAAATGAATTATGTTTTGGTAGGGGACCAGGTTACCCTGATGAATTTGAGAGTACTCGT 
ATAATTGGAGAAAGGCAATTCAAAAAAGCTGTTGAACTGTTTGACAAAGCATCTGAGCAGCTGAAAGGGA 
AAGTTGATTACCGACATGCATATCTAAATTTCTCCAGCCTTGAGGTCTCACTTCCTAAAGTGGGAGGGGG 
TCAGGAGGTGGTGAAAACATGCCCAGCTGCAATGGGCTTTTCTTTTGCTGCAGGGACCACTGATGGTCCC 
GGAGCATTTGATTTCAATCAGGGAGATGATGAGGGGAATGCATTCTGGAGGGTGGTGAGGAACTTGATAA 
GAACACCGAGTCAGGAACAGGTCAAATGTCAGCTTCCAAAGCCTATTCTGCTTGATACTGGGGAAACGAA 
GAAACCATATGACTGGGTACCCTCGATACTTCCAGTTCAAATTTTGCGGATAGGACAACTTGTGATTCTC 
AGCGTTCCTGGAGAATTCACAACCATGGCCGGCAGGCGCCTCCGTGATGCTGTTAAGACGGTGCTTACTT 
CTAAAGGTCAAGGAAAATTTGACAGCAATGTCCATATAGTCATTGCAGGGCTGACCAATACATATTCACA 
GTATGTGACCACCATTGAGGAGTACAGAGTGCAAAGATATGAGGGAGCCTCCACGCTGTATGGTCCACAC 
ACACTTGATGCC 
 
>0457-94-(6-16-06)_G04 
ACCCACTTGGCGCTGGCTCCACCGTTACTGGTTGCTATGGCTAAGAATGATGATGTAACGGGCGGTTGTG 
ATCTGAGTTCGTTGGAAGAGGTTGTGTGCGGCGGCGCTCCGCTTGGGAAGGACGTAATCTCCGCTTTCCT 
CGCAAGGTTTCCGAGAGTTGCTATTCTGCAGGGTTATGGGCTTACTGAATCGACAGGAGGAGTGTTCAGA 
ACATGGGGTGCCGTGGAGAGTGTTCACTGGGGAGCAGCAGGGAAGCTTTCAGCAGGTTTTGAAGCTAAAA 
TTGTGAACCCAGACACAGGTGATGCTTTGCCTCCGGGCAAGCAAGGGGAGCTTTGGATTAAAGGACCCGC 
GATTATGAAAGGTTATGTTGGTGATCCCGAAGCAACTTCTACCACCTTGGTAGCTGATGGGTGGTTGAGA 
ACAGGTGATCTTTGCTATATTGATGAGGAAGGGTTCCTTTATGTTGTAGATAGGCTTAAAGAATTGATCA 
AATGTAAGGGATACCAGGTAGCTCCTGCAGAGCTGGAACATGTGCTTCAATCTCATCCAGAGATAGTTGA 
TGCTGCTGTTATACCATACCCAGATGAAGAAGTTGGTCAGGTGCCAATCGCTTTTGTGGTGAGACAACCT 
CAAAGCAACCTTGATGAAGCAGAAATAATGGATTTTGTTGCAAAACAGGTTGCACCATACAAGAAAATA 
 
>0459-94-(6-16-06)_A05 
TCCCCACACCACGAAGAAGAAGAAGAAGAGAACGACGCCCAAGTCTTTCTCGACGAATCCGACATCATCC 
ACGAAGTCCCACTCGACGAAGAAGATCTTCCTGATGCAGATGACGAAGCCGCCTCTGATGCTGAAGTTTT 
TGAGGAGCCTGATGATGATTCTGTGCACGTCTTCACTGGTCATACTGGTGAGCTGTACACAGTTGCCTGC 
AGCCCAACCGATGCTACATTAGTGGCAACTGGAGGTGGAGATGATAAAGGGTTTCTTTGGAGGATTGGTC 
AAGGAGATTGGGCTTTTGAGCTCCAAGGTCATAGGGATTCTGTTTGTAGTTTAGCCTTTAGCACTGATGG 
ACAGTTGCTAGCATCTGGATCCTTGGACGGAATCATTCAAATCTGGGACGTACAGTCAGAAAATCTCAAA 
TGCTCATTTGAAGGGCTTGGAGGGGGCATTGAGTGGATCAAGTGGCATCCGAGAGGACATTTGGTATTAG 
CTGGCTCAGAGGATTGCACTGTTTGGATGTGGAATGCTGACAAAGGTGCCTGTCTCCAGACATTTTCAGG 
ACATGGTGGCAGTGTCACTTGTGGTGATTTTACCCCTGATGGTAAACTAGTCTGTACTGGTTCCGATGAT 
GCAACTTTGAGGATATGGGATCCAAAAAGTGGTGAAAACATTCATGTGGTAAGAGGTCATCCGTATCATA 
CTGAAGAACTTACATGCCTGGCGATAAGCCCTGATTCTACGCTTGCCCTTACTGGTTCTAAGGATGGTTC 
CGTCCACATTGTAAATTTAACAACCGGGAAGGTTGTCAGTTCGCTGGTTTCGCACTCAGATTCGATTGAA 
TGTGTTAGTTTTGGA 
 
>0460-94-(6-16-06)_B05 
AGTCTCTCTCTCTCTCCTCGCAAGTCATGGCCCAGTGGTCCTCAAGCTTCAGATAAAAATGAGAGAAAAA 
TTTACAACTGTTACACTTCTCAGCTCTTGAATTTCCGTGAGCTCAAATTTTTTCTTTTGTGTTTTTTTTT 
TTTTGGGTGTTGTGGAGGAAAAGAAGCATTTCTAGGGTTTTTGTGAGCTATAGTTTTGTGTGAAAAAGAA 
TGCCGGCGAACCGATCGAAATCTGAGAAGCACGATGCGGCGGCGAAGCCGGTCCGGCGAGACCCGTACGA 
AGTGCTCGGTGTCTCCAAGAACTCCGCGGATCAGGAAATCAAAAGCGCTTATCGAAGAATGGCTCTCAAG 
TACCATCCTGACAAAAATGCAAATGATCCTAAAGCAGCTGATATGTTTAAGGAGGTCACCTTTTCCTATA 
ATATCTTGTCTGACCCAGACAAACGGCGTCAGTATGACACAGCCGGTTTTGAGGCTGTTGAATCAGAAAG 
CCAAGAATTGGAGCTAGACCTTTCAAGTTTAGGAACTGTGAACACCATGTTTGCAGCACTTTTTAGTAAA 
CTTGGTGTGCCAATCAAGACCACTGTATCAGCAACAGTCTTAGAGGAGGCACTTAACAATTTGGTTACTG 
TTCTTCCACTACCATTGGGGCAACCTATATCTAAGAAGGTTGAGAAGCAATGTGCTCACTTCTATTCTGT 
CAGGATAACAGAAGAGGAAGCACGATCTGGATTTGTATGTCGAGTGCAATCGTCTGACAAAAGCAAGTTC 
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AAGTTGTTGTATTTTGATCGGGAAGAGAATAACGGCTTAAGCCTAGCGCTGC 
 
>0462-94-(6-16-06)_D05 
CATTGTGACTCAAGCCTGGTCAGTGAGACCCCAACAACTCCAACAACAAAGCAAAAACATATTCATCTTA 
GCAGGACAAAGCAACATGGCCGGACGTGGAGGCATGGTCAGCAACACCATTACCGGCATACCCACTTGGG 
AATGGGATGGCATTGTCCCACCCCAGTGCTCTCCTAACCCCTCCATTCTCAAACTCAGTGCAAACCTGAC 
GTGGGTTTTAGCCCATGAGCCTCTCCATTCGGATATTGATGTCAACAATACTAATGGGATTGGACCAGGC 
ATGGCTTTTGCTAACTATGTGTTGGGTAAAGATCCTAATTTTGGGATCATTGGTCTGGTCCCTTGTGCCG 
TAGGAGGGACTAAGATAAGTCTGTGGAAAAAAGGGACTTTCCTTTACAAACAGATGATGAAGAGGGCTCA 
AGCTTCTGTGCAAAATGGTGGGACAATCCAGGCGCTTCTTTGGTATCAAGGAGAAAGTGATACAGTGAGT 
CAAGAAGATGCCAAATCCTATAAAGCAAAATTGGAGAAGTTTTTCTTGGACGTCCGAGATGATTTGCAGT 
CTCCTATGCTCCCTATAATCCAGGTGGCTCTAGCATCAGGTTCAGGACCTTTTAAAGAGATTGTTAGAGA 
AGCTCAGATGGGAATTGACCTAATGAACCTGCGAACCATTGATGCCAAGGATCTGCCACTTGAACCGGAT 
AACCTGCATCTAACCACGGCAGCGCAGGTTCAACTTGGGAAGATGTTCGCTGATACATTCCTTAAATTTC 
TACCCAGTGGTCCTATTGTGAGTCCTATTGGCAGTAGTGCACCTAGGAATTCTTCTAATTTTGTTGTTAA 
CATTTTGATAGCTCCATTATTACTATGTATCA 
 
>0463-94-(6-16-06)_E05 
TTTCAAGCAATTTTATGGGTCTGTGACCAAAACAGATTATCTGACAATGCGACTGGGCTTCATTATGACT 
CATTGCAGAGGAAACCCAAAGTTTAATTTCCACAAGTACATGATTCGTGCCCTTGAAGCTGATTTCAGGA 
AAGTCGTAGGAATAAGTTGGTATCTATGGTTATTTGTGGTCATTTTCTTGTTGCTGAATGTGGCTGGTTG 
GCATGCGTACTTCTGGATTGCATTCATACCCTTCATTCTTCTACTTGCTGTGGGCACTAAGTTAGAGCAT 
GTAATTATCCAGTTGGCCCATGAGGTTGCCGAGAAACATGCAGCAATTGCAGGTGCTTTGGTAGTCCAAC 
CTTCAGATGATCACTTCTGGCTCCATAGGCCCCGGATTGTTCTCTTGCTGATTCATATCATCCTGTTTCA 
GAATTCATTTGAACTGGCATTTTTCTTTTGGATATGGGTTCAATATGGATTTGACTCATGCATAATGGGA 
GAAATCAGCTATATCATCCCAAGACTTGTTATAGGGGTATTCGTTCAGTTCGTCTGCAGTTATAGTACCC 
TACCACTATATGCAATTGTCACACAGATGGGAAGTTCATTTAAAAAGGCTATATTTGAAGAACACATACA 
A 
 
>0464-94-(6-16-06)_F05 
AACATGCAAAAGTCTGAATTCTTGAAAGCATTATCCGATATGTGGAAAGATTTTGACTCCCGTGTATTGC 
GGTATAAGGTATTACCTCCTCTTTGTGCAGAGCTTCGAAATTTGGTAATGCAACCAATGATTCTGCCCAT 
GGTTCTCACGATAGCAGAGTCTCAGGATAAAAATGATTTTGAACTATCAACGCTACCGTCCCTTGTTCCT 
GTATTAAGTACTGCCGCAGGCGAGACGCTATTGCTGCTTGTGAAGCGTGCTGACCTTATAATCAACAAGA 
CTAGTCAGGAGCACTTAATAGCACATGTCCTACCTTTGATTATTCGGGCTTATGATGAAAATGATGCTCG 
AATACAAGAGGAAGTTTTGAGGAAATCTGCGTCCCTTGCAAAGCAACTTGATCCTCAGCTAGTGAAACAA 
GCAATGTTGCCTCGCATTCATGGCTTAGCTCTTAAAACAACAGTTGCTGCGGTTAGAGTCAATGCATTGT 
TATGCTTAGGAGAGTTGGTTAACACACTTGATAAACATGCTGTTTTGGAAATCTTGCAAACAATTCAACG 
TTGTACAGCTGTTGACCGTTCTCCTCCTACCCTTATGTGTACCCTTGGTGTTGCAAATTCAATACTTAAG 
CAGTATGGAGTAGAATTTGTTGCGGAGCATGTCCTTCCGCTAATCGCGCCCCTTCTTACAGCTCAACAGC 
TAAATGTTCAGCAGTTTGCTAAATATATGCTCTTTGTCAAAGATATTCTCAGGAGGATAGAAGAAAAACG 
GGGAGTTACTGTGACTGATTCTGGAATCCCGGAAGTAAAACCTTCCCCTTCTGTTAATGGGCTTCTGTCC 
CAAGAATCATTAAGCAAAGTAAGTGGAACTGTCAGCTCTAC 
 
>0465-94-(6-16-06)_G05 
TCGCACTCTCACTCGCACTCGCACGCGACCTTTGATTGAGCTCGCAAATGGCCGCCGCGATCTTAGCTCG 
CAAATCGCTTCACGCTCTTCGTGCTCGTCAGCTCGCTGTTTCTGCACAAGCATTGCAGGGTTCAAACCAC 
TATGGACTGCGGTTCAATGCTCACCCATTCAGCACTAAAAATGATGATGAAGAATATGAGAAACTTACAA 
AAGAGATTTCAAAGGACTGGAATACTGTTTTTGAGCGAAGCATAAACACACTGTTTCTCACTGAAATGGT 
TCGGGGTCTGATGCTGACACTCAAATACTTCTTTGAGCCAAAAGTTACCATTAATTATCCATTTGAGAAG 
GGCCCCTTGAGCCCTCGTTTCCGTGGTGAACATGCCCTCCGTCGATACCCAACTGGAGAGGAACGTTGCA 
TTGCATGCAAACTCTGCGAAGCAGTATGTCCTGCACAAGCAATCACAATTGAGGCGGAGGAGCGAGAAGA 
TGGTAGCCGGCGGACTACTAGGTATGATATTGACATGACAAAGTGCATTTATTGTGGATTCTGCCAAGAG 
GCTTGCCCTGTTGATGCTATTGTTGAAGGACCCAACTTTGAGTATGCAACAGAGACTCATGAGGAACTTC 
TATACGACAAAGAGAAGCTTCTTGAGAATGGGGACCGATGGGAATCTGAGATTGCAGAGAACCTCAGATC 
TGAAAGCCTATATCGCTGAATGCTCCACCAATTGTTTCTCTGTAGCTGGATGCTTGCATCTCTTTACTTT 
TTGACA 
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>0468-94-(6-16-06)_B06 
AGCGAGGTGGACTTACTGAGAAGGTTGCAAGAGACAAGGTATTGGTCTTCCGCTTTGTTGATGTTGGGAA 
GCTTCCTCCTCCTGTGCTTCAATTTGTGGAAGTAGCATTCGGTTATACACCTGATAATCTCATCTACAAG 
AACCTCGACTTTGGGGTAGATTTGGACTCAAGGGTAGCTCTGGTTGGTCCCAATGGAGCTGGTAAGAGTA 
CACTGCTGAAGCTGATGACAGGTGACGTGGTTCCTACTGATGGCATGGTTCGGCGGCATAATCACCTTAG 
AATTGCACAGTTCCATCAACATTTGGCTGAGAAACTTGACCTTGAGGTGTCTGCCCTTCAGTACATGATT 
AGAGAGTACCCAGGAAATGAGGAAGAGAAAATGAGGGCAGCAATTGGGAAATTTGGACTGACTGGTAAAG 
CCCAGGTGATGCCTATGAAGAATTTATCAGATGGGCAAAGGAGCCGGGTGATCTTTGCATGGTTGGCGTT 
CAGGCAACCTCAGTTGCTGCTGCTGGATGAGCCAACTAACCACTTGGATATTGAGACCATTGACTCACTG 
GCTGAGGCATTGAATGAGTGGGATGGGGGTTTGGTTCTTGTTAGCCATGATTTCAGGCTTATTAACCAGG 
TTGCCCATGAGATATGGGTGTGTGAGAATCAAGCTGTTACCCGGTGGGAGGGTGATATTATGGACTTCAA 
GGCGCATCTCAAGCGAAGGGCTGGTTTATCTGATTGAGGCCTTTAGGCGGGGGTGGATCCATCATTTGAG 
AGAGTATTATTA 
 
>0503-94-(6-8-06)_C01 
TTCTCTTATAGATAGGGGTGGCCCCTATTGATAAAAAGATGAGCAAAACTCACTTGAAATGGGTTGATCA 
TGTTCTGACGAGAGTAAGTAAGAAAGTAACAAAGAGTATGACTTCAGATTGAATAGAATTGCAAAAAAGA 
ATACGTATGGTTGACCCCGAGTAGTCTGTTCAAGATCATAGCTGATTTGGTATTAAGGCTTGGTTGTTGT 
TATTTTGGTGGCTGGAGAAAGCATCAATGAATTGCTCTAGTTGCCTGGAGTAAGCAGCTGCGATAGGAGC 
AGAAAACATTCTGTGCAAGTTCTTTTCACAGTTTCCTTGAGATCGTTCCAGTTTTATCGAATGCATGAGC 
CTGCTTCTTTAATGAAAGAAATGTCTGAATGAGGAAATTAAGATCATAATTTTTGTGTGGTACAGCTGTT 
GTTCAGCACACAGACCTTAAATATTGGTAAGAGAGTGCTTTCTGAGGATACATCCCCATTGCATTGACTT 
GATCCCTTAGGTAGCTCAACTGTAAACTTATAGCTTGTTATAGTTTGATTTTTTTTCCTGTTTGGAATGG 
TGGTGTAGCATTGTTGCTTCCTAGTCTGCTGGCAATTTGCAATTCTTTTTCTGGTGTAATAAGTGCAATG 
TTGTTTTGAAGACACAAATGCTTTTCTGAAGGGTAAATTAATAGGGGAGTTGCTTCATATGGTAACCATG 
TGTTTGTCCCATCAATGTGATCTAAGTAAAATTATATGCATAAAGCAGTTTTTTCAATATACATCTTTCT 
TACTTATCAAAAAAAAAAAAAAAAAAAGAACGAGGAAAAGTTAGCATTTGGTATTAGAAATATTGATGGG 
 
>0506-94-(6-8-06)_F01 
TACCTTCTTTCTTTGTCAGAGGTGCGTGGAACCAGAGCGGAAGAAACTCAAAGCCATGTTCACAGAATGT 
ACTTCATGGGTCCCAACACATTTAGAGAACCGTGGCATCTTCCTTACTCTCCTCCCAATGCAATTATTGA 
AGTAGTGTATGAAGATGCATTTAACAGATTTATTGATGAGATTAACTCTGTTTCTGCATATGATTGGTGG 
GAAGGGTCAGTTCACAGCATACTTTCAGTTCTCGCATATCCTTGTGCCTGGTCCTGGAAGCAGTGGCGTC 
GAAGAAAAAAAATTCATCGCCTTCAGGAATATGTGAAGTCTGAATATGACCATTCATGTCTGCGCTCATG 
TAGATCCCGAGCCCTATACAAAGGGATGAAGGTTGGGGCAACACCAGACTTGATGGTGGCATACATTGAT 
TTTTTCCTAGGAGGTGATGAGAAGCGATTGGACATGGTATCAATTATTCAGAAGAGATTCCCTATGTGTA 
TAATTTTTGGTGGGGCTGGAAGCTATATGTCACCTTATAACCTTCACAGTGATACATTGTTGACCAATCT 
TCTTGGCCAGCACGTCCCAGCAACTGTTTGGACACGTTTAGTTGCTGGTTTGAATGCTCAGTTGAGGACA 
GTGAGGCATTGCTCCATCCGCTCTGCACTTATGCCTGTTATTGACTGGATAAATAGTCATGCAAACCCTC 
AGCTTGAGTTCCATGGGGTTAAAATTGAGCTCGGATGGTTTCAAGCAACAGCTTCCGGTTACTATCAGCT 
GGGTATTTTGGTAGCATTTGGTGA 
 
>0507-94-(6-8-06)_G01 
TTTGAGTTCTGGATCAACAACAGCTTTAACAGAAGGCATCCCGAGTTATCTGTTTGCTGAAAAGCTTGTT 
CCTGTAATGGTAGATCTTTTTCTACAGGCTCCAGAAATTGAAAAGCATATCATATTTCCCGAGTTAATTC 
AAAGTCTTGGAAGGTGTATGATGACCAGGAGGGACAATCCAGACAGTGCACTATGGAGATTAGCTGTTGC 
AGGCTTCAACCGCATTCTGGTTGATGATGTCAGCAGATTAACCTTAAATGGTGGACCAAGTTCAAGTATC 
AGTAAACCTGCAAGAACACGTATCTGGAAAGAAGTTGCAGATGTTTATGAAATATTCTTCGTTGGATATT 
GTGGGAGAGCTCTTCCTTCCAATTCTCTCTCACTTGTAGCACAAAAGGACGATGAGTTGCTTGAGATGAC 
CATCTTAAACATTCTTGGTGACAACATTCTTAAGTCACCGATTGATGCACCTTTAGATATTTTGCAACGA 
CTAGTATCCACCTTGGACCGTTGTGCGTCACGCACATGCTCGTTGCCTGTTGAGACTGTGGAACTTATGC 
CTTCCCACTGTAGCAGATTTTCCTTAACTTGCTTACAGAAGTTATTTACCTTGAGCAGTTACAGCAAAGA 
AACCAATCATTGGAATTTGACAAGATCTGAAGTCAGCAAAATCTCAATCATGATGCTCGTGACCAGATGT 
GAGTACATCTTGAACAGATTTCTCACTGATGAGAATGACTTAGGTGAACGCCCATTGCCAGCAGCTAGGC 
TCGAAGAAATAATATTTGTCCTTCAAGAACTGGCACGTCTGATTATTCATTCAGACACAGCATCCATCCT 
TCCTTTGCATCC 



226 
 

 

 
>0509-94-(6-8-06)_A02 
TTTCCTTCCTTCAAAACCCAGAAATAGTTCCACTCCCATCTCTCTCTCCAAACCCCACAAGCCCTTCACT 
GTCCAATGCTCCGTCGCAACTGCGTCGTCGAGAGACCATGCAGTGAAGTATGTGAAGGCGAGGCAGATCG 
TAGACAGCCGTGGCAATCCAACGGTGGAGGTGGATCTTGTTACTGATCAGCTTTACCGATCGGCAGTCCC 
CAGTGGAGCCTCCACGGGGATCTACGAAGCTTTGGAGCTTCGTGATGGTGACAAGTCCGTTTATGGTGGC 
AAAGGTGTTCTCAATGCTGTTAACAACATTAACCAAATCCTCGCTCCAAAGCTCCTCGGCATCGATGTCC 
GGGACCAAGCTGATGTGGATGCTATAATGCTGGAAATTGACGGAACACCCAACAAGTCAAAATTAGGCGC 
TAATGCAATATTGGGAGTATCCCTAAGTGTGTGCAGAGCAGGTGCAGGAGCAAAGGGGGTGCCCTTATAC 
AAGCATATCCAGGAAATATCAGGAACAAAGGAGCTTGTTATGCCAGTTCCAGCTTTTAATGTGATAAATG 
GAGGCAGCCATGCTGGAAATAGTCTGGCCATGCAAGAATTTATGATA 
 
>0511-94-(6-8-06)_C02 
CAGTGTCCTTTTTGCAAAACTGCGAATTATGCTGTGGAGTATCGTGGTGTGAAAACAAAGGAAGAGAAGG 
AATTGGAGCTGATTGAAGAGCAACGTGTCATAGAAGCGAAGATTAGGATTCGGCAGCGGGAAATTCGGGA 
TGAAGAAGAGAGAGTGCTGAAAAGGCAAGAACTCAGCTTCTCAAGTGGAAATATGGAACCTGTGGCAGTT 
ACATCTTCTGTCGAAAGTGAGGAAATCATTGCTTCCCCAATGATTAGACCACCTCCACCACAACTCCCAT 
TACCTAGGACAAATCGGGATGATGAGTTTGACCTGGATCTTGAGGACATAATGGTCATGGAAGCAATTTG 
GCTTTCCATTCAGGAGAACAGCAGACACAGAAATCCTGTATATGTCGGTGCTCCTTCTGAGCAATATGCT 
ACAGATCGCTATGTCTTACCTGCGATGACTACAGCAGCTGGATCCTCACCTTCCCCATCTGGAGGTCTTG 
CTTGTGCCATAGCTGCCTTGGCAGAGCGTCAGCAAATAGTTGGAGAATCTTCTGTTAACCCTAACAGAAA 
TATGTCAGCAAGCAACATGCTTCCACAAGGTAGCAGGCTTTACAACAGGGACCATGAAGATATAGAAAAT 
TGCCCAACTGCAGCGAGCTCCAGTGAGGCATCAACTGATGGTAGGATGACATTGACAAGGGATGATGGAG 
AATGTTATGGGGACCGTGGATCAGATGTGGTTGAAGCAGGAACCAGCTATGCGAGCTCTGATGCCACAGA 
AGATGCTTCTGCAATGCCACAAGCAGATGAAATGGTGGGCAACCTTCAAAATG 
 
>0513-94-(6-8-06)_E02 
AATATTATACATGCATAATCATCATCAAGATTGTTACACTCAGTCATTTACAAAAGCTCTTGAAGGTTCA 
ATGCTAACATACAGCGATTAAACTTTATTTTTACAACAAAAAGGAGGATGCGGCAACAGGATTGGTATAG 
ATGCCTTGCAACCCAAGCAAGACTATCTTCTCTTATTAATTTATAGTTCTGGATTAGAGCTCATAATTCC 
AATTTCAGTTCTGCAAAAAGGACTCATAGTAAGGCCAATCTGAAATTATTGAGGATTTGGAGGACGGCCA 
TTAGCAGCAGAAACTCGGGATCCCCATTCCAGCAGCTCTTTGCTGGTGTCATCCTTGTGCACAAATACTT 
CGATGAAACATAAAGAATCCTTTTGTGCGCCTGTTGCTGTTGCAATCGCTTCTGTCAGTTCTTCCTCTGT 
ACGTACCTTGGCAGTCCAGCATTTGCCTTCACCATTGTGGATGGCATCAACAAGGGCAGTGTAGTCCCAG 
TTCTTAATCACATTGTATGGGCCATCATGAATCTCTACTTCAATTGTATAACCTCCATTATTAATCAGAA 
ATATAATGGTCCTTTGTCCACATCGAATCATTGTTGAAATGTCCTGAGCGGTAACCTGAAAACTACCATC 
ACCGATGCAAGCAATCACACGCTTATCTTTGGCAGCCTGTGCATATCCAAGAGTGGCACCTACTGACCAG 
CCAATAGATCCATACTGCATCTGGGAATTCATACCCGCAGTTCTCAGGGGAGGCGGAGCTTCTGACAGTT 
GAACCATGAGTCCCCA 
 
>0514-94-(6-8-06)_F02 
GAAACCAACAATGACTTCAGAGTAGAACTGCAAGGAGCTTGAGTTCGTGGAGCTCATATTCTAGGTACTT 
CACCATGATACTAAACGGGTGCACAATGCCCTCTGGGCGTGATTTTATGAGTTCCAGGTTGTCTAAGACC 
ACCACAGCTAGTGGCTCATTTTTCACATGCAGTCCTTGTTTGCCTGCCAAAGCCATCTTCTCAAGCATAA 
GTTCACAGGGATCTCATCAAGAGGGTAAGCCACTCTTGCACCTCTCAGCTGCATCAACCCAACTTTTAAG 
CGGGGATCAGGGTAGCCTTCTACGCACAATCCCCTTGTTACCAAGGCGACAAAAATCTCGTATGACTCCT 
CAGGCATCCAAGGATGTTCCATACAGTTTCCGTTTCCCTCCAATGACCAAGAAGCCAAGATGGTGGTGGA 
GGACATTGGCATGCCTCCCCTATTTAATGCCTCTCCACGAGACATGGATGTATGCTGAGACAGCATATCA 
CCTGCACCCCTTCTTGGAAGACTTTGAATTCTTAACGTACCCATTTCTTGGAGCCATTGGGCGGTTGCCA 
AGCTGGTTCTTGATGGCATACTTTTTTGTAGCATATCTTGGAATTGTGAGAAGAAAGGAATGGCCTCACT 
TCTTCAGATTTCATGTGGTGATGGGTATGTTGTTGGAGATTGCATTGCAGGTGATAGGGACTGTGAGCCG 
CTGGATGCCACTTGCTTTCTACTGGGGTAAAGTGGGGATGC 
 
>0515-94-(6-8-06)_G02 
AAGGAAGCACTAGCAGTTCCAAGGCCTCTTCTAAGGCTTCACTTGATCAATCCCAGCCTTTCCAGAGAAA 
TGGTGCTATTGCATTACTTCTTGGTGCATTTTACTTGCTCAGTAAGTATGCCACTCACTGTACCTGGGTC 
ACATCAGAGGCATACTCATCTCCCTCAATTGTCTTGGCTGCAAGAGGTGCTCATGGCAACAGGGTCATCT 
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TTGATGATTATCGTGAGGCATACTTTTGGCTTCGACAGAATACTCCTCAAGATGCTAAGGTGATGTCATG 
GTGGGATTATGGGTACCAGATCACTGCAATGGGAAACAGAACTGTTATAGTTGATAATAACACCTGGAAC 
AATACACACATAGCTACTGTTGGACGTGCAATGTCATCTTATGAAGATGAGGCATATGAAATTATGAGGT 
CGCTTGACGTGGATTATGTATTAGTTGTCTTTGGAGGTGTTACTGGCTATTCTTCTGTTGATATTAACAA 
ATTTTTGTGGATGGTGAGAATTGGAGGTGGAGTTTTTCCTATAATAAAGGAACCTGATTATCTTGTTAAT 
GGCGAGTACCGCATTGACAAAGGAGCAGCTCCCAAGATGTTGAATTGTCTAATGTACAAGCTGTCTTATT 
ATCGATTTGGAGAGCTGACAACAGAATATGGCAAACCTCCTGGGTATGATCGTGCCAGGGGGGTTGAAAT 
CGGAAACAAGGATATCAAACTGGAATATTTGGAAGAGGCCTTTACAACATCTAACTGGATTGTTCGTATT 
TACAAAGTTAAACCTCCTAATAATAGGTGGTGAGTCTTTTTCATTCTCTCTCTGCA 
 
>0517-94-(6-8-06)_A03 
TTTGAGAGAGCCCCCAACTATCTTGAGGCCTACAGAAGGTCACTCAGAGCAGGAGGCTGTTGAAATTGCG 
GTGACAAAATTGCTTCTGAGATCATATTATGACATCGTCCGGAAGAACATTGAGGACTCTATACCTAAAG 
CAATTATGCACTTCCTGGTAAACCATACAAAACGTGAGCTGCACAATGTTTTCATCAAAAAGCTTTACAG 
AGAGAATCTGTTTGAAGAGATGTTGCAGGAGCCTGAGGAGGTAGCAATGAAGAGAAAGCGCACTCGAGAC 
TCACTCCGAGTTCTTCAACAGGCTTTCAGGACATTGGATGAGTTGCCTTTGGATGCTGAAACAGTTGAGA 
AGGGTTACAGTTTTGGTGCTGATCCGACAGGGTTGCCAAGGATACATGGACTGCCAACATCATCGATGTA 
TTCTACGAGCAGTTCTAGTGATTCATATTCAGCATCTCCAAAAAACCCGAAGTCACGAAAGTCTTCTCAC 
TCAGGGGAGCTTCAGCCACCATTTTATGGTAACGCAGATTCTAATGGAAGTGGACGCTCTTACATGCCAG 
GTCTCTATCCGACAGTGGATGCATGAGGCATTTGAATTTGCTGTGTATTGGTCCATGTCTTATTAACAAT 
TACAAGGCATATATTCATTTGACTGCCCTGTCCAACTTTGGAGATGGTTGGAATTCGAAAGATGGTTGGA 
ATTCGACCTGCCAGGGCTGGCTCATCAGGGAGTCGGCATTTTCTTCTAACTAGTTTTGTGCAAAGCCAGA 
TTTTGGTATTGCTTTCATCTTTATATATTTCTGTTTTGTTCCTCCAATATTATATAGGTTTTAATTTCAT 
TGTTTACAAGGGTCGAAAAA 
 
>0518-94-(6-8-06)_B03 
TGGGAAGAGAGGGACCCATTCGGCCAAGCAAGGAATTTGAGGTTCTAAGATTTTTGATGATGGACCTAGT 
GATGTGATTGGTTGATTTCATGATGCCCGATTGAGGTAAAATTGATTGGCCTCCTGAGACTCAAGTTGTA 
AGGCAACCGCTGGATTCACAGGTGCATGAGACCTATGAAATGTAAGACACCCGCTACACAGTGGTGCATC 
AGAAACTTCCTAGTAAGGTAGGCGATGCCGTGGCTGAAGCTGAAAGCAGGTACATTGGACTATGTCAACT 
AAAAGACGGTACTTCAGCAACACGTATAAGATTGGCACACAAGCAAATAAACCAATGACAAAAAAGATCA 
ATGGCAATTCCTGGTGATTATGATTATTCGAGCAAAAGGATGCAGAAAATGCAACCATCATGGCAGCAAT 
TGAGATGAAAAGTGTAGTGACTCCAATCATCAACTTAACAGGTAACGACACAAGGAAGTCCTCATATGAA 
TAACGTGAGGTAAGGATGCTCAAGAACGTAATTAGGGATGTTGAAGAGCAAAATATTGCAATTGCGCTTG 
AAACCGAATAGGCCAGGCCTAATTTAGGACTTAGGTGGTTTAATTTATCATCTGATTGGTAAGAAAAGGC 
TATAGTTCCAATTAGTGTTGCAACCACCATAGATGATTTAGCCATATTCATCATCCACTCCTCTCCCTGC 
TTCCTTAACTTCTTGTGGCTCTTTGCAAATAAAACATATGGTGTTTCC 
 
>0519-94-(6-8-06)_C03 
AATTGTCAGAATGTCAGTCATGTGGGTTTGTCTTCTCTGACACATGGTGCTGAGTACCTGCAACATCTTT 
TTCTAGCATACAGTCTTTCTGTGACTGCTGATCTAGCAAAATGTCTGCATAATATTTCCAGGTTGCAGTC 
TATTAAATTAGATGGTTGTTCAGTTACAACTTCTGGGATAAAAGCCATTGGAAATTGGCTTGCGTCACTT 
AAGGAGCTGAGCTTAAGTAAATGCAAGGGAGTGACTGATGAATGCCTATCCTTCCTTGTGCAAACACACA 
AAGAACTGAGGAAGTTAGACATAACATGCTGTAGCAAGATAACATATGCCTCTATAGATAGCATAACAAA 
TTCATGCACCTCCCTCACTTCTCTAAGGATGGAGTCCTGTAGTTTGGTTTCAAAGGATGCTTTTGTGCTG 
ATTGGACAGCGTTGCCGATTCTTGGAGGAATTGGATGTCACAGATAATGAAATTGACAATGAAGGTTTGA 
AGTCCATCTCAAGATGTTCCAAACTTCTCACCTTAAAGCTTGGAATTTGCTCGAACATAACCGATGATGG 
GCTTATCCATGTTGCAAATGGTTGTTCCAAGCTCAAAGAGCTAGATTTGTACAGATCCTCTGGAATAACT 
GACGAAGGCATAACAGCAATTGCTCATGGCTGTCCTGCACTGGAGATGATTAACATTGCTTACAACGATA 
AAATTACAGATACTTCATTAATATCCTTGTCAAAATGCATGCTGTTAAAAGCACTTGAGATTCGAGGATG 
TCATTCTGTGTCGTCAGTGGGTCTATCAGCCATTGTTATGGAATGTAGGCAACTTATGGTGCTGGACATA 
AAGAAGTGCACCAACATTAATGATAATGGAATGATTCCAGTTGCTCAATTTTCCAAAAACCTTAAACAGA 
TAAACTTG 
 
>0520-94-(6-8-06)_D03 
TAAACTTGATCATGAGCCATCATATTTCTCTCAAAGGCTTGCAGCTCTGACTCCTGGATTTGCTGGAGCA 
GACATTGCAAATGTCTGTAACGAAGCTGCTCTAATTGCTGCTAGGGGTGAGGGAACACAGGTCACAATGA 
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AACATTTTGAGGCAGCTATAGATAGGATCATTGGTGGTCTGGAGAAGAAGAACAAGGTGATAAGCAAGCT 
GGAGCGACGCACTGTTGCCTACCATGAATCAGGTCATGCTGTTTCTGGCTGGTTCTTAGAACATGCAGAA 
CCCTTGTTGAAAGTCACAATTGTTCCTCGTGGTACAGCAGCTCTTGGATTTGCCCAATACGTTCCTAATG 
AAAACCTTCTCATGACTAAGGAGCAGCTTTTTGATATGACATGCATGACCCTTGGTGGTCGGGCTGCTGA 
ACAGGTGCTGTTGGGGAAGATCTCAACAGGAGCCCAAAATGACTTGGAAAAGGTGACAAAGATGACCTAT 
GCTCAAGTAGCAGTGTATGGTTTTAGTGACAAAGTGGGCCTCCTCTCTTTTCCTCCAAGGGATGATGCAT 
TTGAGATGACCAAGCCCTACAGCAGCAAGACTGCGGCAATTATTGACAATGAAGTGCGAGATTGGGTGGG 
CAAGGCATATAAACGCACAATCCAACTCATAGAGGAACACAAAGAACAAGTGGCTGAAATTGCTGAGCTG 
TTGCTTGAAAAGGAAGTTCTTCACCCAGAGGACTTGCTTCGAGTTTTGGGTGAACGACCTTTCAAATCAA 
GTGAGATTACAAACTATGATAGATTTAAGCTAGGTTTTCAAGAGGAAGATCAGAAGACTATAGAGACCCC 
TGCTAGTGCGTCTGAG 
 
>0521-94-(6-8-06)_E03 
ACCAAAACTGAAAAATGCAGAGAGCCCTGACTCTCAAACGCCTCCACCACCACCACCACCACTTCAAACC 
CCTTACCACAACCACCACTATTATCCCTAAACCCCCTCTTAACCCCACCGCCACTTCCACTTCCACACAA 
CACCCTTTCTCCACCACCACCTCTTCCTCTCAGCTCCCCAAAATCAAATACCTCGCCTGCACAGCTGGTC 
TCCTCTTCCGCGGCGCCATCATTTACGACTCCTTCTCTTTTCCCAAACACAACAAACCCCAACAACCCAA 
TTCCTATGACTATAACCTCAAGCTCAACTTTAAAGTCTTTAGCCACCTCATTGAACTCAAACGCGAACGC 
GATGAACAAGCTTGGAACTTTTTGAAGACCCAGATTCGTGTTTACAGTCGAGAGCTGTATTTTGCCAAAT 
TTGGGTTGATAGAGATACTCTCCAGGGACTCCTTGCACCGCATTCCTCCTTGTGGGGACGCTATAAGGGA 
GTGTTTGGAAGCTATTGATGAAATCCAGCAAGCTTTACTCCAACTCGACACTTCAATGGACATGTGTATG 
AGGAGTTCGGTTACCAAGTTCTTTTATTTCAGGAAATTCAAGTACTGGGTTGCGGCAATCGGAAAATCTA 
AGAGGGAAGTTTTGGATCTTTTCGAGTATCTTCAGAAGCTTGAGCAACAAAAAACCAGGAGGAGTAGGGA 
ATACTAAATAACACAAAGGTGAAGTGGGTTTTTTTTTTAGGACTTCAAGTTCAGTCTTTGCTTTTCGTTT 
AGTTTTTGTTAATGCCTTTGGATGTGCTCTCTTAACTCCGTAAATTTTTGTTAGATATAAGTTGAGAGTG 
AGTGACAGAGAGGCTCTGAGGAA 
 
>0522-94-(6-8-06)_F03 
ATTTTGGCGAACGTCACGGCCCCAACTTCCACTTCAACGACAAATCTCCCTTTCCATTTCCCCAAACCAA 
CCGTCGCCTCCTCGTTTGTGAAACCAAAAAGATTGCCCAACTTTGGCAATGGAAGAAAGTGCAGACCCTG 
AGAACCAGCTGATGATCGAAGGAAATGTTCCAAAAACTATGCAAATTGATCCAAGAAGAGCTAGGTTCCC 
ATACTGCATTGTGTGGACACCCCTTCCTATTATTTCATGGCTGATTCCTTTCATTGGTCACATTGGCATA 
TGCAGAGAGGATGGAGTGATCTTGGACTTTGCAGGGCCCAATTTTGTGTGCGTGGACAATTTTGCATTTG 
GATCAGTAACCCGCTACCTTCAAATTAGCAAAGAAAAGTGTTGCATTTCTCCCTATCCTTCTGTTTACAA 
TAGTGAGGATGGATACATTCCGGATGAACCTGGACGAGAAGTATCGACATGGGATGATGCACTACGAAAG 
AGCACTCAGGAATTCCAACACCGATCTTACAACCTCTTAACTTGCAATTGCCACTCTTTTGTAGCAAACA 
ACCTAAACAGGTTGGGCCTTCATTCGGGTGGGTGGAATGTGGTGAACCTCGCTGCTCTCATATTCCTCAA 
GGGTCGTTGGGTGAGCACAGGATCAGTGGTGCGATCTGTCTTGCCATTCTTTATATCATTTGCTCTTGGA 
CTTGCATTCGGGGGTTTGACATTCCTAACTTACTGGGCCTTTTTCACCTGCTTTCTTGTTGGTTGGTTTC 
TTCTGGGCACTTACTGTTTTAAAGATTTGATCCAGTTGTAGAATTTCTGTTACTTGAATACTTGGATGTA 
TAAAACTGCAGTTCAACAATTGTATTTTGATTCAGATACCTACATATGCGGAATTACTAGGGAATATTTT 
CA 
 
>0523-94-(6-8-06)_G03 
TCTTATATTTTCAGTGTTTTCTCCAGTGAATTCACTTAGCTATAATTACTACGAAAAAACATGCCCTCAT 
GCTGAATCAATCATTGCTTTTGCTGTCAAGACTGCAACGTTGAAAGACAAAACAGTTCCAGCAGCACTAC 
TCCGGTTGCATTTCCATGACTGTTTTATCAGGGGCTGTGATGCTTCTGTGTTGCTAAACTCACACGGGAG 
CAACAAAGCAGAAAAAGATGGGCCACCTAATCTTTCCTTGCATGCACTTTATGTCATTGACAGTGCAAAA 
AAAGAACTAGAGACTTGGTGCCCTGGCGTGGTCTCATGCGCTGATATTGTAGCTCTTGCTGCCAGGGATG 
CCGTTGTCCTATCTGGAGGTCCAAGTTGGGATGTGCCAAAAGGAAGGAAAGATGGAAGAACATCAAAGGC 
TAGTGAAACAGTCAAATTGCCAGCTCCAACCTTCACCATATCTCAACTGCAACAAAGCTTCTCTCAAAGA 
GGTTTGTCCTTGGATGATCTAGTGGCTCTTTCAGGAGGGCATACTATAGGATTTTCCCACTGTTCATCCT 
TCCAAAAGAGAATCAACAACTTCAATGCCACGCATGACGCCGACCCCTCGATAAACCCAGCCTTTGCTGC 
AAAGTTAAGGGGTGTTTGTCCCAAAAACGGTAATTCAAAGAATGCCGGTACCACCATGGATCCCTCTTCA 
ACAACCTTTGATAACACGTACTACAAGTTGATCCTCGAAAAGAAGGGCCTGTTCTCTTCGGACCAAGCCC 
TGCTCAGTAATCCAAAAACGCAGAACTTGGTTTAAAAAATTTGCCACTTCAAGGGAAGCTTTTAGCA 
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>0524-94-(6-8-06)_H03 
GCGAGTACCTTGAAAACTTGGGGCGTGGCAGCAAGCTTTGCGACACTTGCAAGTCCGTCTCGGCAGCGCT 
GTTCTGCCGAGTCGACTCGGTTTTCTTGTGCTTGACCTGCGACTCCAAGCTCCACTCTCGGCACGAGCGC 
GTGTGGATGTGCGAAGTCTGCGAGCAAGCTCCGGCGTCCGTCACGTGCAAGGCAGACGCGGCGGCTCTGT 
GCGTCACGTGCGACTCCGATATCCACTCGGCCAACCCGCTCGCCCGCCGCCACGAGCGCGTTCCGGTGGA 
GCCTTTCTTCGACTCGGCCGAGTCGGTCATCAAATCGGGCGCTCCGCTCACCGATTTGCTCGTGGTCCCG 
ACCGATCACAACGAGTCGCCAGAGGCCGGGTCGTGGATTCTCCCAAGCCAGAACTTCGTGGAGGATCCGG 
ATGTCAAACCCGCCGACTTGCTCTTCACTGCCGAAATGGAACCGTTTCTCGATTTCGAATACCCGAACTC 
GTTTCATAATTCGGGTACTGATAGTGTCGTTCCTGTTCAAGCTAAACCGGTTTCGGCTCCGATTTCCGAA 
ACTTGCTTCGATATCGAATTCTGCAAATCCAAGCTCTCTGCATTCAACTATTCCTCTCACTCTCTTAGCC 
AAAGCGTTTCGTCCTCGGAAGTTGGAGTTGTACCGGACGGGAATTCGATGTCCGATATTTCGTATCCTTT 
TGGCCGAAACATGAGCGTTGATCCGAACGTACCGGTTTCGGGGACTACGGCCCAGGCTGCGACTCAGTTG 
TGCGGGACTGATAGGGAAGCAAGGGTTTTGAGGTACAGGGAGAAGAGGAAGAACCGGAAATTCGAGAAGA 
CAATCCGATACGCTTCGCGAAAAGCCTACGCCGAAACTCGGCCGAGAATCAAAGGCCGGTTCGCGAAACG 
TACAGAAATGA 
 
>0525-94-(6-8-06)_A04 
TAAGATCAAACTTTTTGGGAACAAAGTTCACAATCTTTGATGGGCAGCCACCTCATGCAGGTGCCAAGAT 
TACAAAAAGCCGCTCCACTAGGATGGTGAATTCAAAACAAATTTCACCAAGGGTACCTGCTGGCAACTAT 
TCAGTAGCTCACATCTCATATGAACTTAATGTGTTGGGTTCCAGGGGTCCTAGGAGAATGCAGTGTACCG 
TGGATGCCATTCCTTCCTCTGCAATTGAACCTGGAGGAGTAGCCCCCACGCAGATGGACTTTTCCCTTGG 
AAATGTAGACTTCTTTCCCTCAATGCCTTTTCTCCGATCTAAATCACATCACATGGATACTTTCTCATCT 
GGACCACTGGCCAGTCAGAAAGATGGAGTTCTGGTATTAAAAAACAAGGCTCCCAGGTGGCATGAGCAGC 
TCCAGTGTTGGTGTTTGAACTTTCATGGACGAGTGACAGTAGCTTCGGTGAAAAACTTTCAATTGGTGGC 
TTCTCCAGAAAATGGTCCAGCTGGACCAGAGCATGAGAAGATCATCCTCCAGTTTGGGAAAGTTGGGAGG 
GACTTGTTTACCATGGATTTCCGGTACCCTATCTCAGCATTCCAGGCATTTGCAATCTGTCTCAGCAGCT 
TTGACACCAAGATTGCTTGTGAGTGACACTTATGAACAGGAGAAGCATGGTTTTAAAGGTCATATATAGC 
AGGTTGTAATGCAATAAATTTGGAGAAGGTAATTGAAAATGGTGTAACAACATGCATCTCTGGAGAAGAG 
TCTGGGCCGATTTCTTACTTCTTTGGCTGGGATGTAGACCTTGTTGAAAGACCGCGAGAGTGTATGAATT 
TAAAAGAAAGTCTTGAATTTGGGAAGCTAGCCACCCAGCGGTCTCTGTATGATTCATCCTGTTTGTGTAA 
ATAGTAGCTTTTTTTTG 
 
>0526-94-(6-8-06)_B04 
GAGCTAGACTACCAAACAAAACCAAGCAATAACACTAACAACACCACCAGCACCACACGATTAAAACTCT 
TTGGCATCAACGTCCAAGAAGATGAAGACCCCGTAGAGTCCACCAAATCCCCATCTGGGTCATCGGAATC 
AAGCTCTTTCCCTCCCTCCGGTGACCGGAAATACGAGTGCCAGTACTGTTGCCGAGAGTTCGCAAATTCA 
CAAGCACTTGGTGGGCACCAAAACGCTCACAAAAAAGAGAGGCAACAACTCAAACGTGCCCAGTTACAAG 
CCACCCGAAACGCCGCCGTTGCCTACGTCCGCAACCCCATAATCTCAGCTTTCGCTCCGCCACCTCACCT 
CCTCGCTCCGCCTGGCTCCGTCGTAGTACCAGGTGGCTCAGCTCAGCCTTCATGGGTGTATGTCCCACGC 
GCCGCACCGCCCTTCCACGTGTCACATGGGAGCGTGTTCACAAATAATGGTAACGGTGCTGTTAGTGTTA 
TTTCTAGTAGTAATAGTAGTAATAGTACGAGTGGTAGAGGAGGATCAGGGATGTTATCGTATGGTGGTGG 
TGTAGGGGATTCGTCTGCATTTTCCATGGGCTCTCAGGTAGTACAGGCCCGTACCCATAACAGGGTTGAT 
GGGCCATCGTTGAGTAGGTTCTCCAAAGGCGATGGTGGGCCCAGTTTTGATGAAGCATTGGGGCTTGGAC 
TTGCATCTCAGCCTTGCTCCGGCTGCACCTTAGGCTCGGCTCGGCTCGGCTCGGCTTGCCCTTGAATAGA 
TGATTTAAGGGTTTACCAAGTGGTTTGGGTTTGGCTCCACTCACAAGCTTGATGTTTATCATCTCAAATC 
GGATCTTGTACATTTTTCCACAATTATTTATTTATTTTTTTTCTCTT 
 
>0527-94-(6-8-06)_C04 
GAAGCTTGAATTTGGAGTATCTCACAACCAGATATTTGAGAGGCATTGTCATCTTCCATCATTCTTCCAG 
TTTCATTGAAAAGACTTCTTGCCTTTTTTTTTTTTTTTTTAAATAAAAAAAACTTCTTTACTTTTCTTTA 
GTTATGCATTTGTCTGAATGATCACTTGGCCCACTGCACAGGACCCTGGCTGTCCATTTTACTGACCCTT 
TCCAAGTGAGCACACGTATTGCAGATAAATGCAATGATGGAACTTTGCTTCTACAGGTGATGCTACAATC 
AGAAGTGAAGGCCACTTTAACCATAAATGATGCTTGGCTTGATCTTCAAGATGGATTTGTTCATACCACA 
AAAGGTGATGGGAGACCAACTTCAGGCTTCTTCCCACTTGTCATCTCTCCACATTCCAGAGCAGCAATCC 
TGTTCAGCATATGCTTAGAGATGTTGAATGCTGAAGATGAAGCTAAGGCACTGCGACCAGAGAGCATATT 
AAATATCAAATATGGCATTTCTGGTGATAGAACCACTGGAGCACACCCACCTGTGGCTGTAGAATCTCCT 
GGACCTGAGGGTGCTAGACAGGACTTGATCTTCAGGAGTTCTCTTGTTTTGCAGAGGCCTGTGCTTGACC 
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CATGTCTGGCTGTTGGTTTTCTTCCTCTGCCTTCTGGTGGCCTTAGAGTTGGGCAACTTGTTAGCATGGA 
ATGGAGGATTGAAAGGTTAAAGGATTTTGAGGAGAATGAAGTTTCTAAACACAATAATGAGGTGTTATAT 
GAAGTCGGTGCAAATTCAGATAATTGGATGCTTGCTGGGAGGAAAAGAGGGCATGTTTCTCTCTCCACAA 
AGCAAGGGTTGCCAAACTACTTTTGCCACTTACAAGATTTTGTTG 
 
>0528-94-(6-8-06)_D04 
CAATTGAAACAGGCACTGCTCTCAGTTTCTGCAGAGAGTATGTATGATTATCAACACACCTGGAGTCCAG 
TATTGGATTCTGGCAGACCTATTCTAAGATCTGGGTTTGATCTTGCCAGAGACCTACTATCAGATGATGA 
CTTTCGGGAAGTACTGCATCGAAGATATCATGACCTATACAACCTTGCTGTGGAATTGCAAGTCCCACCT 
GAGAACAACTCAGATGGACCAGATCAGTCTTTATCCACAAGTAATGAAACCGACAAAGTTGATCCAACTT 
TTGGTGGTATTGCCAAGGGGGTGGAAGCAGTTCTGCAGAGACTGAAGATCATTGAACAAGAAATCAGAGA 
TTTGAAACAGGAGATCCAAGGGCTGAGATATTATGAACACAGACTCCTCATCGAGCTTCATCGCAAAGTG 
AACTACCTAGTGAACTACAATGTCCAACTTGAAGAGAGGAAAGTACCCAACATGTTCTTTTTTGTTAGAA 
CAGAAAACTACACGAGGAGATTGGTCACAAACATGATATCTGGGATGAATGCACTCCGGCTTCACATGCT 
CTGTGAGTACCGGCAAGAAATGCATGTTGTTGAAGATCAGATGGGTTGTGAAATGATGCAAGTTGATAAC 
AGGGCTGTTCAATGTTTGGCTCCATACATGAAGAAGTTTATGAAATTGTTAACATTTGCTCTTAAGATAG 
GAGCTCATCTAGCAGCTGGGATGGGAGAAATGATACCCGATTTGAGCAGGGAAGTTGCCCACCTATCCGG 
CTCTTCCCTTCTTTATGGGGCAGGAGGAGCAGTTGCTGCAGGTGCTGTGGGGGCTGCAGCTATGGGA 
 
>0529-94-(6-8-06)_E04 
ATCTCCAAAGACAAAAGCATCGTTAGCGTATGGTTGCCGCTATCGTGCGCACCCATCTTCTCCTCTAAAA 
CGCCTAACCTTCACCACTCTTCTTCTCCTTCTTCCCCAATCCCAAAATCGCTGTTACAGTTATCGCTCTC 
TCTCTCCTTCTCTGTTCTTATCACGCGCTACCAAAACTCTTCATCACTCTCTCTCTCCTCACTTCCCAAA 
CCCTAATTTCCTCACGGGCAACTCTTTCTTCTTCCCCATGGAGCGATTCTGGAGTGGAAGTGGCATTAAT 
AAGAACAAAGCAATGGTGGAGAACTTGCAGACTTATGGTGTGGTCAGATCGAAGAAGGTAGCTGAAGTAA 
TGGAGAAAGTTGATAGAGCTTTGTTTGTACCTGATGGGAATGCTCCTTATTATGACAGTCCCATGCCTAT 
AGGATATAATGCCACTATTTCTGCCCCTCATATGCACGCTACTTGCCTTCAATTGTTGGAGGACAATTTG 
CAGCCTGGCATGCATGCTTTGGATGTTGGTTCAGGAACTGGGTATTTGACAGCTTGTTTTGCATTGATGG 
TTGGACCACAGGGTTGTGTAGTTGGCGTGGAACATATTCCTGAGTTGGTTTCTTCGTCAATCCAGAATAT 
TCAGAAAAGTGCTGCTGCTCCATTATTAAAAGAAGGTTCCCTTGCAGTGCATGTTGGCGATGGAAGGCAA 
GGTTGGCCAGAGCATGCACCTTATGATGCTATTCATGTTGGGGCAGCAGCACCAGAAATCCCACAGGCAC 
TTATTGACCAGTTGAAGCCTGGAGGAAGAATGGTTATTCCTGTTGGAAGCATTTTCCAAGA 
 
>0530-94-(6-8-06)_F04 
CGTTTCGAAAAGAAAAACACCAAAAACTCGCACCGGCGACTTCTCCGATCTCCGGTCATCTAAGGTCCGA 
CCAATTCAACCCGATCTTCATTTGGAATAGTACAAGGTTAGGGACGATGAGTGAGGTGTTCGAAGGATAC 
GAGCGCCAATACTGCGAGCTCTCGGCGAATCTCTCCAGGAAGTGTACGGCAACTGGTGCTCTTAATGGCG 
AGCAAAAGAAACAAAAGGTTTCTGAGATAAAGGCTGGAATTGATGAAGCAGAATCTTTGATTCGGAAAAT 
GGATCTTGAGGCGAGAAGTTTGCAACCTAATGTCAAGGCTGTGCTTCTTGCTAAGTTGAGGGAATATAAA 
TCAGATCTGAACAATCTGAAAACCGAAGTCAAGAGAATTGTATCAGGCAACTTAAATGCTGCAGCCCGAG 
ATGAGTTGTTGGAATCAGGCATGGCAGATACACTCACGGCATCAGCTGATCAGAGAACAAGACTGGTGAC 
AACAACAGAGAGATTAGGCAAATCTGGAGACAGAATTAAGGAAAGTAGAAGAACCATGCTGGAAACAGAG 
GAGCTTGGTGTTTCAATTCTTCAAGATTTGCATTCTCAGCGACAGTCTCTCCTGCATGCTAATAACACGC 
TGCATGGAGTGGATGATAACGTAGGAAGGAGCAAGAAAATTTTGACGAACATGTCAAGGAGAATGAGCAG 
GAACAAGTGGATGATTGGCTCCATAATTGCAGTTCTTGTCATTGCTATTGCCTTGATCTTGTACTTCAAA 
CTTAAATAGTCAGGAAATGTTCTCTTGTTGGGCTTGTGGGTGTCTCTGTGGTACACCGATTTTTTTAATT 
TCTTCTTATATTGTGCTTGGCTTGGTTTTTCTGGGAGCGTGCAATGAGTGATAACATAAGATATTTAGCT 
GTTTAGTAACAGCGACATGG 
 
>0531-94-(6-8-06)_G04 
AGAGAGAGAGAGAGAGAGAATGATACAGGTACTCTATACCGTGATCGTGGCCCAAATGGCTCTGATCCTA 
ACCCTCCTCTTCAGGACTCCATTGCGAAAGCTCGTCATCATAACCTTGGATCGCCTCAAGCGCGGCCGGG 
GTCCTATCATGGTCAAGACCATCGCCGCCACCGTCGTCGTCGTCCTCACGTCCAGCGTCTATAGCATAAT 
CAAAATTCAGCACCGTACGATCGAGGGTGGAGTCGCCAATCCGACGGACGAGGTCCTCCTGTCCAAGCAC 
ATGCTCGAAGCTTCTCTTATGGGATTCATGCTCTTCCTCTCACTGATGATAGATAGGTTACATTATTACA 
TCAGAGAACTTCGTTTACTTAGGAAAACCATGGAGGCTGCAAAGAAACAAAATCGTAATTTTGAGGATGG 
GAAGAATGGCAGTCCAGAGGAGCTTAAAGCCATGGGAGAAGAGATTGCTACATTGAGGGCAAAGATCAAG 
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AAGCTGGAATCTGAATGTGAGACAAAAGCAAAGGAGGCAAAGACAGCAGAAGCTGAAGCTGAAGCTTTAA 
GAAAGCAATCTGAGGGATTCCTTCTGGAGTATGATCGATTGCTGGAAGACAATCAAAACCTTCGCAACCA 
ATTAGAGTCAATTGACCAAAGTTTGACACAGCCCGATAACAAAAAGAATATGTGAGGGAGCACATACCTA 
GTAAGGAACAATTTTCTAGGTCTATATCTATGTGTATGAGTACTTTAGAATTGCATTTAGGAGAAGGAAA 
GAAAATGCAGGGGTGCAGTTGTTACAATTGGTCTAATTATGTTTATATGCAAAGCATGGTGAAAAGGG 
 
>0532-94-(6-8-06)_H04 
AGCTGTAGCAAAGCGAAAAAGCAATGTCCATGTCGATGCTCCAGCCATGCCTCTCAGGCTCAACGCTTTC 
ATTCCCCTTCAAACGCACCGTTTTGGTGTGCTGCGCTCCGTCGCAGCAGTCCCACGTGGCGCTGGTGAAC 
GGACCGTTGCTCGACGCTGGGGTCCTCCAGCGAACCGAGATCCGTTTCGGTCTTCCTAGCAAAGGCCGCA 
TGGCCTCCGATACACTAGATCTTCTCAAAGATTGTCAATTGTCTGTGAAGCAAGTGAATCCACGGCAATA 
CGTTGCGCAAATTCCTCAGCTTGCCAATTTGGAAGTTTGGTTTCAGCGGCCAAAAGACATTGTTCGGAAA 
TTGGTCTCTGGAGATCTAGACCTTGGTATTGTCGGTTTTGATACAGTCAGTGAATATGGCCAGGGGAATG 
AAGATCTTATTCTTGTTCATGATGCTCTTGAGTATGGGGACTGCCATTTATCACTGGCTATTCCCAAATA 
TGGGATTTTTGAGAACATAAATTCTCTAAAAGAGCTTGCAAAAATGCCTCAATGGACTGCTGAAAAGCCT 
CTGCGAGTCGCTACTGGATTCACCTACCTAGGTCCTAAATTTATGAAAGAAAATGGACTAAAGTATGTGA 
CTTTTTCAACTGCTGATGGAGCACTGGAGGCAGCTCCTGCGATGGGCATAGCTGATGCAATTTTGGACCT 
TGTGAGCAGTGGAACAACACTGAGAGAAAACAACTTGAAAGAAATTGAAGGTGGAATTGTGTTGGAAAGC 
CAGGCTGTTCTTGTTGCAAGCCGGAAAGCATTGATCCAGAGGAAAGGTGCATTGGACATAACACATGAGA 
TTCTTGAAAGATTGGA 
 
>0533-94-(6-8-06)_A05 
AAAAGAAAAAAAGAGAAAAAAAAAAAAAAAGCAATGTCGGCAGCGGCAGCGATCCGGTGGTGCGCGGCGG 
TGTCAGCCGTGATTCTGTTTTTTCTTCTCATTTCTCCATCGACTGCGATCTACTGCGACGAAGACGATTG 
CTATGATCTCCTCGGGGTTACGCAGAGTGCTAATGCTTCGGAAATCAAGAAAGCTTACTATAAGCTCTCT 
CTCAAACATCACCCGGATAAGAACCCCGATCCCGAATCGAAGAAGCTGTTTGTGAAAATTGCCAATGCAT 
ATGAGATTTTGAAGGACGAGGATACGCGAGCCCAATACGATTATGCAATTGAACATCCTGAGGAGGTATT 
TTACAATACAGCTCGTTACTATCAGGCATATTATGGTCACAAAACAGATACCCGTGCTGTCCTTATTGGC 
CTTCTTCTTGTTCTCTCAGCATTTCAGTATCTCAACCAGTGGACAAGGTATAATCAGGCTATTGAAATGG 
TCAAGAAGACGCCTGCTTACAAAAATAAATTACGAGCCTTGGAACTTGAACGCAGTGGAGGAACAACAAA 
TAGGAAGAAGAGTAACAAGCAGACGAGCAAGTATGAACATATATCAAAAGCTTTTTGTCTGTCATATAAG 
ATTCCATAGATGTCATTTTCTTGTATTGACAATCGTCCATCAATGTGGACACTTTATCCTTTCAAACTCT 
CCCATTTTTGGCTAATCCCTATCATTGGGCTTTCCATTCTATAATTTTCAAACTATGGTTAAAACAAAGT 
GAGTTATGTTCTTATAGCAGGAAA 
 
>0534-94-(6-8-06)_B05 
ACGATTCGATACGCCCACAATCCTATTCCTTCCCAAAACAAAGTGCGAGAAAAATAAAACCTAGACAGTG 
AAAGAAACCAGAAATGGCTGCCTCATCGGACGATTTCTCGGTGTTGGTCCTGGCTTCGGATCTTGGCGTA 
GATGCTCGACCCTTCTTGGCTCACAGACAAGGAGACAAAGAAGAAGAAGAAGAAGAAGAGCAAGAGAACT 
GGCATGATTGCTCTGACCAGTACCTCTTCCCCGACGAAGACTTCTCCGATCTCGATCTCCTCCAGTTCTT 
TCGCCTCCAAGGCTCAGACAAGCACGGCAACCGCATTTTCCGTGTTGTGGGAAAGTACTTTCCTGCTGTG 
GTTGTGAGTGGAGAGAGGCTGAAGAAGTATATTTTCCACAAAATATGCAGTGAAGTGCCAGAAGGGCCAT 
TCTGCATTGTTTACATGCATAGTACTGTGCAAAAGGAGGACAACTCCCCCGGAATGACTATCTTGAGGTG 
GATTTATGAAGAACTTCCCTCGAACATCAAGGAGAGGCTTCAAACTGTTTATTTTATTCACCCTGGGCTT 
CGCTCAAGACTAGTTTTTGCCACTCTTGGCAGATTCTTCCTTAGTGGAGGCTTATATTGGAAAATCAAGT 
ATGTGAGCCGCCTGCAGTACCTTTGGGAAGATATTAAGAAGGCAGAGGTCGAGATTCCTGAATTTGTGAA 
AAACCATGATGACATTCTTGAGCATAGACCACTAACAGACTATGGCATTGAACCAGACCCTTCACACTTG 
GCTGAAATTCCTTCCATGGCCTACTCATTTGGGAGGTATGAAGAGAGATGGGCATCAAGGGAGTATATGT 
CATAGTTTAGCTATTCTAAGAAGTA 
 
>0535-94-(6-8-06)_C05 
CAATTGATCAAGCAGAGAGACTCTGCTAATCAGGAGGCTCATATGTGGCGTTCTGAGCTTGCAAAAGCTA 
GAGAGCGTGTTGTTATATTAGAAGCAGCTGTTGTGAGAGCAGAGGAAAAGGTCAGGGTTGCAGAGGCGGA 
TGCTGAAGCTAGAATAAAGGAGGCAGTACAGAAAGAGTCAGCTGCTGTGAGGGAAAAGGAAGAGCTTCTG 
GCATATGTAAATAAGTTACAAACACAACTCCAAAGACATCATATTGATACTAAGCAAGTTTTTGAGGAGA 
AGACCGAGTCTTGCTCAAGTATTGATAACACTCTTCCACTGACGAAGCATGTAGACTTGTCGGAGGAGAA 
TGTGGATAAAGCATGTCTCAGTGTTTCTAGGGCAGTCCCAGTTCCTGGGGAGAGTGTAGTCCACGTGGCA 
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GCAGATCAGGTCAACCTCCGGCCAATTGGAGATGGTGAATGGAGCGATATTCAGGCAACAGAGGCAAGGA 
TAGCTGATGTAAGAGAAGTTGGTCCTGAGATTGAAGGAAGCAGCTTGGATATTCCTGTTGTTAGCCAACC 
AGTTAATAACCACCATGAACAAGGAGCAAACTCTTTTCATCAGCCTTGATATTAAATATCCACAATTACA 
TAAACGAAAATTTTCAAATGTAGGGATTGGCACATATTCAGTTACAGGAAAATGTGAACTTTCTCGACCT 
ATTTCTTTTCCTTTATTTCTTTCATGATTGAGCTATGAACAGTTTAAACTGATATCTATGTAATGTTATT 
TGATTCCCTTCCCAGTGGAGGACAGTTAATATAAAGTG 
 
>0536-94-(6-8-06)_D05 
ATCTGTGTCTTTTTAGACCTGAGATTACAGCAAAGTCCTCACATTCTTTTGAGGCTTTGAGAAAGAGACA 
CAGACACAGACATGTTCCTTCTTGATTGGTTCTATGGTGTCCTTGCATCTCTTGGCCTATGGCAAAAAGA 
GGCCAAGATTCTATTCTTGGGTCTTGACAATGCTGGCAAAACCACTCTTCTGCACATGTTGAAAGACGAG 
AGACTAGTGCAACACCAGCCAACTCAGCACCCAACTTCGGAGGAGTTGAGTATTGGGAAAATCAAGTTCA 
AAGCTTTTGATTTAGGTGGCCACCAGATCGCTCGCAGAGTCTGGAAAGATTACTATGCTAAGGTGGATGC 
AGTGGTTTACCTTGTTGATGCCTATGACAAGGAAAGACTTGCAGAATCAAAGAAGGAGCTAGATGCCCTC 
CTTTCAGATGAATCCCTGGCTAATGTTCCGTTTCTTGTGCTAGGGAACAAGATTGACATTCCTTATGCAG 
CTTCAGAAGATGAGCTACGCTATCATCTAGGACTGACCAATTTCACAACTGGCAAGGGAAAGGTGATCCT 
TACAGAGTCCAATGTCCGGCCCTTGGAAGTTTTCATGTGCAGTATTGTTCGCAAGATGGGCTACGGTGAA 
GGCTTCAAGTGGCTCTCCCAATATATCAAGTAGAGGTAGAGTAGGGGGATAATGATTGGCACTGTATTCT 
TGTGGTAACCTTCTGCAATTTTGAAGCGCTTGACTGCAATGAGATTGGAAGAGAAATCTTTTACTATTTA 
TTTCATTGGAATTGAAGGAGTTTCAACTGCATAATTTTTTTATCCATATAACGTGCAATTTCAAATTTGT 
CTTTTCCAAACAAGCTTTGACATTGGGCTAT 
 
>0537-94-(6-8-06)_E05 
GCATTATTGTCTACCTTGATTGCAGGGTTGCTTAAATGGAGGACACTCAAGAAATAGAGGATAAAACATC 
TGAAGCAATTTCAGATAATGCATCACAAAAGAAAGAGGAAACTCGTGATGAAATGCTTGCTAGGCACAGG 
AAAGAGATATCACAGCTGCAGAACAAGGAAATTGGGCTGAAAAAGGCAGCAGCCAAAGGTAGCAAGGCTG 
AACAGAAAGCTAAGAAGAAGCAGGTGGAGGAAGAGGTTTCTCAACTTTCTGCTAAGCTTAAAGAAAACCA 
TGCCAAAGAACTTGCCTCATTAGGCTATACTGGCAGTAGTGGAAATGGAAAAGGCACTATTGACACTTTG 
GTGAAAGCAATAGCTGGGGTTTCTGTTACTAGTCAACCTGACCAATCAAAGGATTCAAAGCCCAGTAAGA 
GTGCAAAGAGGCGAGAAAAAAGAGCTCAGGAAGAAGCAGCAAGAGAGCAAAGAATCCAAGAAGAGCAGAG 
CAACATTATAAGTGATCAAATGGTTGAAAATGAGAAACTGGAAAGAAAGCTTGAACCCCTTGGTTTGACT 
GTTACTGAAATAAAGCCAGATGGGCACTGCCTCTACCGAGCTGTAGAGGACCAGTTAGCCCTCCTCTCTG 
GTGGTTCATCTCCTTACACATACCAAGAGCTTCGAGAAATGGTGGCTGCTTATATGAGGAAAAATGCATC 
CGATTTCATCCCATTTTTCCTGTCAGAGAATGTGTTAGAGGGTGATTCTGATAATTCAGTTACAGAGAGA 
TTTGAGAATTACTGCAAAGAAGTGGAGTCAACTGCGGCATGGGGAGGCCAACTAGAGCTCGGTGCTTTAA 
CTCACTGCCTTAGAAAACATATCATGATATTATCGGGG 
 
>0538-94-(6-8-06)_F05 
TGTTTGCAAATTTTTTTACGTGATCTACCTGATTGTTTGAATGATGATCGGGTGGTGGAAATATTTATTA 
ATGCTAATAGACAACAAAGATCAATCATGGTTGGGCCAGCCTCATTTTCCCTATACTGTTTATTAAGTGA 
AGTTGCCATGAACCTTGATCCTAGGTCAGGTAAAACAGCTTGTTTCCTAGAAAAGCTGATTGAGTTTGCT 
GAAACAGACCGACAGAGACTATTGGGGCTTCATCAATTGGGATGTGTGAGGCTGATGAGGAAAGAGTACG 
ATGAAGCTGAACATCTTTTTGAGGCAGCTTTGAACGCAGGCCATATTTATTCTGTTGCAGGTTTGGCTAG 
AGTTGGTTACATCAAGGGTCATAAACTTTGGGCTTATGAGAAGCTCAGCTCTGTAATTTCCACTGTTACC 
CCACTTGGTTGGATGCACCAGGAGAGATCATTATACTGTGAAGGTGATAAGAGGAAGGAGGACCTTGAGA 
AAGCAACTGAGTTGGACCCAACTCTTACTTATCCCTACATGTATCGGGCCGCTTCATCAATGAGGAAACA 
GAATGCTACAGATGCGCTTCAAGAAATTAATCGGGTTCTTGGGTTTAAACTTGCATTAGAATGCTTGGAG 
CTTCGGTTTTGCTTCTTTCTGGCACTTGAGAATTATCAGTCAGCCCTTTGTGACGTTCAGGCTATTCTCA 
CACTTTCCCCCGATTATAGGATGTTTGAGGGACGGGTGGCAGCATCCCAGCTCCGTACTCTTGTACATGA 
GCATGTAGATAATTGGACTACAGCAGATTGTTGGATGCAATTGTATGAGCGGTGGTCTTCAGTTGATGAT 
ATTGGGTCTCTGTCCGTTATCTACCA 
 
>0539-94-(6-8-06)_G05 
AATGTGAGCTTACGTTACATCCCAGTTTCGTTTATGCAAACAATAAAGTCATTCACTCCTGCTACCACAG 
TTGTTTTGCAGTGGCTTGTTTGGAGAAAATACTTTGACTGGCGAATTTGGGCTTCTTTGGTACCCATTGT 
TGGAGGAATTCTTCTCACATCGGTTACAGAGCTTAGTTTTAATATGTTAGGATTCTGTGCTGCCTTATTT 
GGCTGTCTTGCTACTTCCACAAAAACTATCCTTGCCGAATCTCTGTTGCATGGATACAAGTTTGACAGCA 
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TAAACACAGTGTACTACATGGCACCTTTTGCAACCATGATTTTGGCAGTACCTGCAATGCTACTCGAAGG 
AAATGGCGTTTTGGAATGGCTTCACACCCACGAGTCTCTTTGCTCCTCCCTCATCATTATTTTCAGCTCC 
GGAGTGTTGGCTTTCTGTCTTAACTTCTCCATCTTTTATGTGATTCACTCCACAACTGCCGTCACATTCA 
ATGTTGCTGGAAACCTTAAGGTTGCAGTTGCTGTCCTTATTTCATGGCTGATATTCCGAAACCCAATTTC 
GGGTTTGAATGCCGTTGGATGTGCCGTGACACTTGTTGGATGTACATTCTACGGATATGTGAGGCACTTG 
CTCTCACAACAGCCACCAGGAACCCCTACCCCTCGAACACCCCGGACACCCCGGACACCATTAAATCGGA 
TGGAGCTGCTCCCCCTTGTAAATGATAAATTAGATGATAAAGTCTGATTCTGAGATGATGTTGAATGTGA 
GGATCCTGGCAGAGGTTAATAGGGGGGAAAAAAAGGTACAAAAGAAAAAACAGACACTTCGATCTCTTTG 
TTCTGTAAACTTGCATCAGTTCACTAGAAAATTTTAATATATGCATTTTG 
 
>0540-94-(6-8-06)_H05 
TTGGCCCTTAAAATTGAGCCAAGACGTGCGTCAAATGCCCATTGCAAAGGAACAAGCATTTCCCTTAGAT 
ATCAAGTCTGTCTGGGAAGGCATGGAGGAATGTAAGAATCTTGGCCTCACTAAGGCCATTGGTGTCAGCA 
ATTTCTCTTGTAAGAAGCTGGAGGAGCTTCTTTCAGTCGCCAAAATTCCTCCGGCTCTCAATCAAGTCGA 
GATGAACCCACTTTGGCAGCAGAAGAAATTGAAAGAGTTCTGTAAGGCAAAGGATATTCATATCACCGCT 
TACTCTCCATTGGGTGCAAATGGGACTAAATGGGGAGACAATAGGATTGTAGAGTGTGATGTCCTGGAAG 
AGATTGCTAAGGCACATGGAAAAACTACTGCCCAGATTTCTTTGAGATGGGTGTACGAGCAGGGGGTGAG 
TTTGGTTCCAAAGAGCTTTAACAAGAAAAGGATGAATGAGAACCTTCAGATCTTTGATTGGTCCTTGACT 
GAGGAGGAGTCGAGCAAGATCAATCAGCTTCCTCAGCGCAAGGGAGTAACGTTTGCCTCTATTTTGGGAC 
CCCATGACCTTGTGCTGGAGCTTGATGCAGAGACATGATGCTATAATCTTATTGGTGATGCTTCAATAAA 
ATATATATATATATTAATAATTAGTGACACATCAGTTTGTAAGATTTATTTATATAATAAAACTTATAGT 
ATTTCTAATATCACTCAAATTCCAATAATGTTCTTGTCACGAGCTAATTAAATTCGAATGATATGGAACT 
CTAGGATCTACCATGTATTAGTCATTGGTTTCCAAGCCATACATTAAGGCATGTGGCTTTGA 
 
>0541-94-(6-8-06)_A06 
AGAGTCTGTGTCTCATCTCATCACTCCCAAATCCAATATCACCTTTACGTTTCAATTCCCAATCTCTCTC 
TCTTTCTTTGTATTGAAAAACGAGAAATAGTAGAAATGGCTGGTATCCGATTGGCTCCGGAGGACCCAGA 
GCTCTCGTCTCAGCAAAGCCGAGGCGCAGTGGTCTCCGATCTCATCTCCGACGACGAGCGCTCCGTCGCC 
GCCGACTCCTGGTCCATCAAGAGCGAGTACGGCAGCACTCTCGACGATGACCAGCGCCAGACCGACGCCG 
CTGACGCCCTCTCCGCCGCCAACTTCCCCCCCGCCCCTTCCTCCGATTACAGTTCTGACAAGGAGGAAGT 
AGAGGCTGAAGAAGCAGTGCAATCGATGCTAGGGCTTCAGAGTTATTGGGATTCTGCTTATGCCGATGAG 
TTGACAAATTTTCGTGAACATGGCCATGCCGGTGAAGTTTGGTTTGGAGCTGATGTCATGGAATTAGTTG 
CTTCTTGGACCAAAGGTTTGTGTATTGACATTTCTCATGGTCAATTACCGAATCATGTTGATGATACCAA 
GTCTGAGCTGGTTGATCAGGGTGATAAATATCTGTCTACATGGAGTGTTCTTGATATTGGGACTGGCAAT 
GGTTTGCTTCTTCAAGAACTTGCTAAGCAGGGGTTCTCTCATTTAACTGGAACTGATTATAGTGAAGGGG 
CAGTTCAGCTTGCTCGAAGCCTTGCTGATCGTGATGGATTTGCCAATATTAATTTTTTGGTTGATGATGT 
TCTTGAGACAAAGTTAGAAAGACAGTTTCAACTCGTCATGGACAAAGGGACTTTAGACGCTATTGGGTTG 
CATCCTGATGGCCC 
 
>0543-94-(6-8-06)_C06 
GGCTGAGGCTTTTTATTTTATTTTTCATACAGTGGTTGTTATTATTGATATTCATTGTTTGATTGGATGA 
AGCGTAATGCATATGCATATCTGTTAACTAATGACTGTTGGAACCCTGAATGTTGGAATTTTATTTTTAA 
AGTTTCTCATAGGCTATTTGGGACTAGTCTGTTCCTCACCAGTTTACATTCTTACATGTGAAGCACTGCT 
ACATGGGAAGTTTGAGTATCGTTATGTTGAACGTTTGTTTCTTCCTTCCTTCCTTTTTTTTAATTTTAAT 
TCTTTGATTCTCCATTTCCCCAAATTCACAATGTTGCTGGAAGATTAAATATTGAGATATCTAATATTTC 
TCCTCCATATCTGCTGCCAATGATGACCCTATCGTAGGCTTGTACTGATTGCTTAGATGACTGCAACTTT 
TAAAAAAACTAAGGGCTGAGGCTTTTTGCTTTTATTTTTCAATGATTGTTTAATTGGGTGCTTGCATTCT 
AGCTTAACTGGTGATTCCTTATTTTTTTTTTAATATAATATTTTTTTTGTGGTTTTTTAGTCACGCATTC 
CAGAGGTTTGCTGTGAGAACATCAAAGAGTATCGATGAAATGATTAACAAGGGTACATTTCCTGTTTTTC 
CAATCACTGTAGTTTCCATTAGTCTGCACTTCTGAGCATTATTTAATCACTGGGTGATGGTTTGTTCGTG 
CAGCTGCTTCGAAGCAGCGAGATGTTGCTGAGCAGGTGAAGGAATTCTCTAAGAATTTCGAGTCATACAA 
AAATCAGTAATGCGCCGAGATGGAATTGGTATTGTGCCCATATGTATATGATTGCCCCAGATTCTTGTTC 
CTTCTTTGAGAGTGACGAAAATGAGTTAGTAATTTTAGGA 
 
>0544-94-(6-8-06)_D06 
ATTCCCGAAGAGCCATTGCTTGCTTCGAACCCGGACCGGTTCTGCATGTTTCCGATTCAGTACCCGGAGA 
TCTGGGAGATGTACAAGAAGGCCGAGGCCTCGTTCTGGACCGCCGAGGAGGTCGATCTCTCCGGCGACGT 
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TCGTCACTGGGAAAACCTAACCGACGACGAGAGGCACTTCATCACTCACGTGCTCGCCTTCTTCGCCGCC 
TCCGACGGCATCGTTTTGGAGAATCTGGCGGGAAGGTTCATGAAGGAGGTCCAGGTTTCGGAGGCTCGCG 
CTTTCTATGGCTTCCAGATTGCGATCGAGAACATCCACTCCGAAATGTACAGTCTCTTGCTCGAGACCTA 
TATCAAGGATTCGGCCGAGAAGAACCGGCTGTTCCACGCGATGGAGACCGTTCCTTGCGTGGCGAAGAAG 
GCCGAGTGGGCCTTGCGGTGGATCGACGGCGGAGAATCGTTCGCGGAGAGGCTCATCGCCTTCGCTTGCG 
TGGAAGGCATTTTCTTCTCCGGTAGCTTCTGCGCGATATTTTGGCTAAAAAAGCGCGGGTTAATGCCCGG 
ACTGACCTTCTCCAACGAGTTGATCTCGCGAGACGAAGGTCTCCACTGCGATTTCGCGTGCCTGCTCTAC 
ACTCTCTTGCGCAAGAAGCTGAGCGAGGAGCGCGTGAAGGGGATCGTCCGCGATGCGGTGGATATAGAGA 
GGGAGTTTGTGTGCGACGCGCTGCCCTGCGCGTTGGTTGGGATGAACGGCGACCTAATGAGCCAGTACAT 
CGAGTTTGTGGCTGATAGGCTTTTGGGCGCGTTGGGGTGTGGGAAAATCTAC 
 
>0545-94-(6-8-06)_E06 
AGTTGTACCCGCCATTAGTGAAGAGGATGAGGCATGCATCCAAGCCATGCTAATCTCCACCACGCAAATA 
TTTGGTTGGGTCCTAAAAGCAGCCACTGAGCTTGACCTGTTTGGGATCATTGCCGGAGCAGGCCCCGCTG 
CTTGCATGACACCCACAGAAATTGCTTCACAGCTTCCAACACAGGACTCGGAAGCGCCTTCTCGGTTGGA 
TCGTATGCTGCGCCTTCTTGCTAGTCACTCCGTTTTGACATGCTCTATCCACACACTTGAAGATGGTAGG 
GTTGAGAGACTCTATGGACTCACACCAGCCTCTCAGTTCCTTTTTGAAAAAGAGGATAGAGGGTCCATGG 
CTTGTTTTTCAGCTTTCAATTCACACCGAGCCATTTACGAGGTCAGCATGCATATGAAGGATGCAATCCT 
TGAAGGTGGGGATCAATTTAAGAAAGTCCATGGAATGCCCATGTTTCAGTATATGGACAAGGATCCAACT 
TTCAAGGAGATGTTCTTGAAGATAATGGATGATCATTCCACAATGATCATGAAGAAAATTCTTGAGGTAT 
ACCAAGGATTCGAGGGGCTAACGTCATTGGTTGATGTTGGTGGTGGAATTGGAAAATGCATGAATATGAT 
CATTTCCAAGAACCCTACCACTAAAGGCATTAACTTTGATTTGCCACATGTGATACAAAATGCACCATCT 
TATCCTGGGTTTCTTTCAACACTAGACATATATAAGGATTATTTTAAAGGCCCTCACATATGCATTGAGT 
GATCTAGTGCCTTATTATCTCTGAAAGAAGTTACTGCGTCTTTACGCCAAGGGTTTCGTAACCAAGGAGC 
TTCTTGATCTTCATTG 
 
>0546-94-(6-8-06)_F06 
TATTCTTCTTGAAAGAGTGACACTTGTTAGTGAAGTTGGTGGTGCAGAACTGTCAGTGGGATTTTTCAGG 
CCAGAATTGCCATTTCTTTTAAGATATGGGTGTTGTTACTGTTGGTGAATTGAAGCCAAGCATATCAGGA 
AAGAGGTCATTTCGTCCAAGTTCCAGTATAAGGCATGCCACAGAATGGCCAATATCTGATGTTTCTAGCG 
ATCTTACTGTCGAAGTAGGAGCCTCAAGCTTCGCACTTCATAAGTTCCCCCTAGTTTCTCGGAGTGGAAG 
AATACGAAAATTGTTGTTGGAAGCAAAAGAATCAAAAGTTACACGCATAAGTGTCGCTGCTGTTCCTGGT 
GGACCAGAGGCATTTGAGCTAGCTGCAAAGTTTTGTTATGGAGTAAATGTTGAGATTACACTCTCAAATG 
TGGCTATGCTACGTTGTACAGCTCATTTCCTGGAAATGACTGAGGAGTTTTCAGAGAAAAACCTGGAAAG 
TCGAACTGAGGCATATCTAAAGGAGATGGTGCTCCCAAATATATCAAGCTCAATAACTGTTCTTCACCGA 
TGTGAAAGCCTATTGCCTATAGCAGAAGAGGTCAACCTAGTTAGCAGGCTTATCAATGCAATTGCAAGTA 
ATGCATGCAAGGAGCAGCTTACCTCTGGATTATTAAAGCTTGACCATAACTTCCCTGCAAAAACTATACC 
AAACATGGAACCAGAAACACCGGCAGACTGGTGGGGGAAATCACTCACAATGCTTAATCTTGATTTCTTC 
CAACGGGTTCTGACTGCAGTAAAATCCAAGGGCCTAAAACAGGATATGATTTGCAAAATTTTGATAAACT 
ATGCCCATAATTCTCTTCA 
 
>0547-94-(6-8-06)_G06 
TGTGGCACATCCACTGATACCTAGTATTATACAAGATGGCAATGGTTTCAATGGCATTCTCGCTCCCTTC 
CTTAACCCCTCCTAAATTTCGCCGAGTCAACAGGTATTCGAGAGGTATGGCATATGCAAGTGTGAGTAAA 
GAAGCGTTAGGAGTGCGAGTGACAGAAGGAGAAGGCAACTTGCCTAAGGTTGTGCTCACTTCTGCTGGGG 
GTAGTGAGGCTGATATATACTTATATGGAGGTTGTGTCACATCCTGGAAAGTTGCAAATGGCAAGGACCT 
CCTTTTTGTTCGGCCAGATGCCATATTTAATAAGAAAAAACCAATCAGTGGTGGCCTTCCACATTGTTTC 
CCTCAGTTTGGACCTGGCCCAATACAGCAGCATGGATTTGCAAGGAATTCAGATTGGTCCATTGTTGATT 
CTGGAAACGTGGAAGGAAATCCTGTTATAACTCTAGAACTAAAGGATGGTCCTTACAGTCGTTCCATGTG 
GGATTTTAGCTTTCAAGCTTTATACAAGGTCATTCTAAATACAAAAAGCCTTTCCACCGAACTAACAATT 
ACAAATACAGACAATAAGCCATTTTCATTTTCTACTGCCTTGCATTCATACTTCCATGCTTCTGTAACAG 
GGGCATCAGTGAAAGGTTTGAAAGGGTGCAAAACTCTGAATAAAGATCCAGATCCAAAGAATCCCCTGGA 
GGGCAAGGAAGAAAGGGATGTGGTCACTTTTCCTGGATTTGTAGATTGTGTCTACCTGGATGCACCTAAT 
GAATTGCAACTCGATAATGGCTTGGGTGATATAATATCTATCAGGAACACAAATTGGAAGGATGCTGTTT 
TGTGGAACCCATATCTGCAGATGGAAGCTTGCTACAAAGATTTTGTTTGTG 
 
>0548-94-(6-8-06)_H06 
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GGTTCTCTAGTAAGAATCAGACCATGGCAACCCGTATCAGCTTCGCATGCTTTCTTTTACTCCTCACAAT 
CTCAACCGTTGCAGAGTCAGGTTCAATAGGAATCAACTATGGCCGAATCGCCAACAACCTGCCCACACCA 
ACCCAAGTGGTAAAGCTCCTCAAAGCCCAAGGACTCACCCGAGTCAAGCTCTATGACACCGACTCAGACG 
TTCTCACTGCCCTAGCCAACTCGAACATATCAGTAGTTGTTGCTCTCCCAAATGAACTCCTCTCTTCCAC 
AGCGAAAGACCAATCATTCGCTGACAATTGGGTTCAAGCCAATATCTCAAAATTCTACCCCGCCACAAAA 
ATCGAAGCCATTGCCGTAGGCAACGAGGTCTTCGTAGACCCAAACAACACCACACAATTCCTCGTAGCCG 
CCATGAAAAACATTCACTCCTCCTTAGTCAAGTACAACCTGGACTCCGGCGTTAAAGTCTCGTCCCCTAT 
AGCCCTCAGTGCCCTCCAAAGCTCGTACCCATCTTCAGCCGGGTCGTTCAAATCCGAACTGATCGAACCC 
GTTATCAAACCCATGTTGGATCTCATTCGCTCCACCGGGTCCTACTTCATGGTTAACGTGTACCCGTTCT 
TCGCTTACACTGGCAACTCGCGTCAAATCTCTTTGGACTACACGCTGTTCAAGGCAAACCCGGGTGTCGT 
GGATTCGGGTAACGGGTTGCGTTATAACAACTTGTTTGACGCTCAACTCGACGCGGTTTTCGCCGCCATG 
TCAGCAATCAAATACGACGACGTTAAGGTCGTCGTCACCGAAACTGGCTGGCCCTCACTGGGTGACAGTA 
ACGAAGTCGGTGCGAGCC 
 
>0549-94-(6-12-06)_F10 
GGCCTTGGCGTCGCCGCCATGTCCTACGTGGCTATCGACTACCTCCGCCACATATCGCCGACGTGGCACG 
CGCGTCTTCAGCCGGCACTGTGGTCTATTCTCGCTCTAGCTGCGGTGATTCGTGTCCCCTTCTACAAGCA 
CTGGTTCTCCGAGTTTCGTGCGGCCATACCATTTGTAGCTTCCATGCTCTTCATGCTCTCAGCTCTCCTC 
TTCGAAGCTCTCTCTGTACGCTTCGTCACCGCCGTGCTCGGCCTAGACTGGCACCGTGATACACGTCCTC 
TTCCGGACACTGGCCAGTGGTTACTACTGGCACTTAACGAGAAACTTCCCCATGTCATAGTTGAGATACT 
GAGAGCTCGTATTATTGGACTGCACCATTTCCTAATGCTGTTTATGATGCTGGCATTCTCTGTACTATTT 
GACTCTGTAGAAGCTCCTGGCCTTGGCCTAGGTGCAAGATACATGTTCACCATGGCAATTGGACGTCTTC 
TTCGGGCCATATCATTTGTATCTACTATTTTGCCATCAGCCAGGCCTTGGTGTGCTACTGCTCGCTTCAG 
AGTCCCTGCATATCCTCATCATTGGGCTCAAAAATATTATGTACCTTATGCTTCAGATGCTAATTCTATT 
CGCCAATTAATCCAATGGGATATAGCCTATGCTGATACTGGGAAATACCTTGGTGACTATCAGCCAGACT 
GGGGTTCAATGAGCTTCCTAATAGATTACCTGCGACCCACTGCTTCAGAAGGATCCTCATGGTTCAGTCT 
GCTAAAGAAAGCTGGAGGTGGCTGCAATGACCTCCTATACAG 
 
>0556-94-(6-12-06)_H10 
GATACGACCTTGCGGTCACCACTTTCTCTCCAGATGGTCGTGTTTTCCAGATCGAGTACGCTGCCAAAGC 
CGTCGACAACAGCGGGACTGTTATTGGAATCAAATGCAAAGATGGGATTGTTATGGGTGTGGAGAAGCTA 
ATAGCATCGAAGATGATGTTGCCTGGTTCCAATAGAAGAATTCATGCTGTTCATCGCCACTCCGGAATGG 
CTGTGGCAGGACTAGCAGCAGATGGAAGGCAAATTGTTGCCCGGGCCAAGTCTGAAGCTAGTAATTATGA 
AAGTACGTATGGCGAACCAATTCCTATCAAGGAACTTGCTGACCGTGTTGCTAGTTACGTGCATCTGTGT 
ACGCTTTATTGGTGGCTGAGACCTTTTGGATGTGGAGTTATTCTTGGAGGCTATGACAGAGATGGACCAC 
AACTGTACATGGTTGAACCATCTGGTGTTTCATATAGGTACTTTGGTGCTGCAATTGGCAAGGGCAGACA 
GGCAGCTAAAACAGAGATTGAAAAGCTGAAGCTTTCAGAATTGACTTGCCGCCAAGGGGTTATTGAAGTA 
GCCAAAATCATTTATGGAGTACATGATGAGGCAAAGGACAAGGACTTCGAATTGGAATTGAGTTGGGTCT 
GTGATGAGTCAAACCGTCTGCATCAGAAGGTACCAGATGAGCTTCTACAGGAAGCTAAGGCAGCGGCCAA 
AGCAGCCTTGGAAGAAATGGATGCAGATTAGTAGAGCATTGCCATTGTTAACTTGTTTTTACATGGTTGC 
ATCTGAAATTGTCATTATATCATTCCAGAA 
 
>0562-94-(6-8-06)_H07 
AAACTATCATTGGGTGTGGATTCAATTATAGTTTAACCTCTGGGGTCACAGGTTTCGGCATTGTTGGCCT 
TGGAGGCGGCAAGGCTTCCCTTGTGTCCCAATTGCATTCTTCTATTGGTGGTAAGTTCTCCTACTGCTTG 
ATGCCATTTATTTATTCCCAAGACAATACCTCAAGCAAATTGAATTTCGGTAGTCATGCCGTGGTTTCGG 
GTTTTGGAACCGTGTCTACTCCCTTAGTACTCCACAAACCCCTACACAACCACTACTACCTAACACTCGA 
AGCAATGAGTGTTGGCAACAAAAGATTGGAGCTAAGTAGTTCTTCTGCCTCTGGAGGCTCAAAGGGCAAT 
ATTTTCATTGATTCAGGTTCCACATTCACATATTTCCCAGCAGAGTTCTACTCCAAGTTCGAATCAGCAG 
TAGCAGCAGAAATTAATTTTCAGTGCATTGATGACCCAAATCACATTCTTACTCTTTGCTACAGTAATTC 
AAATGATATACATGTTCCAGGTATCACAGCACATTTTAGCGGTGCAGATGTGAAGCTGAATCCAAACACC 
ACCTTCTATCAAACTACTGATGATATTTTGTGCTTAGCTTTCGCTGCTAGTGAACCATCCATCTTCGGTT 
ACTTGGCCCAGTCCAACTTGTTGGTAGGCTATGACCTAGTGGAGAAAACAATATCTTTCAAGCCAACCGA 
TTGCACCAAGCTCTAAGCTGAAAA 
 
>0566-94-(6-8-06)_A08 
GGCCGCATACCAGCCAGTAAAGTAACATCTATTTCTATACAACTGTTAAGGAAAGGTGGACCAGATGCTG 
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TTTTTGAGCGTCTTTGCAATCTTCCAAAGGGGTCGACATGTATAGTTAATGCAGCTAGCGAAAGAGACAT 
GGCTGTATTTGCAGCTGGAATGATCAAGGCAGAATTGAAGGGAAAACGTTTCCTATGCCGTACTGCTGCT 
AGTTTTGTTTCTACTCGCGTTGGAATTATCCCTAAAGCCCCAATTTTGCCAAAGGATCTAGGAATAAACA 
AAGAAAAGAATGGTGGTCTAATAGTTGTGGGGTCATATGTTCCAAAAACAACTAAACAGGTGGAAGAGCT 
CAGACAACAATGTGGCCAGATCTTAAGAAGTATTGAGGTTTCTGTTGATAAACTTGCAATGAGGTCTGTA 
GAAGAGAGGGAAGAGGAAATCAGTAGAACAGCAGCCATGGCAGATTGTTTTCTTAGGGCTCATAAGGACA 
CTCTAATACTGACCAGTCGGGAGCTCATCACTGGAAAAACTCCTTCTGAGAGTTTGGAGATCAATTTCAA 
AGTGAGCTCAGCACTGGTGGAAATTGTTAGGCAGATCACTATAAAACCTCGTTACATTCTTGCAAAGGGT 
GGAATTACCTCATCAGATCTTGCTACAAAAGCCCTTGAAGCAAAATGTGCCAAGATAGTTGGACAAGCAT 
TGGCTGGTGTTCCCTTGTGGCAGCTAGGTCCTGAAAGTAGACATCCTGGAGTTCCATACATTGTTTTCCC 
GGGTAATGTTGGTGACAGTAAAGCGCTGGCCGAAGTTGTGAAATCTTGGGCTCGTCCCCTTAGACTTTCA 
TCTACAAAAGAACTTCTTTCTAA 
 
>0567-94-(6-8-06)_B08 
TCTCTCTCCAAACCCTACTACCTTCACCACCTCACCCAAACCCTCTTTCTCTCCTTCTTATCACACTACT 
CCTCATTTTATCAAATTTCCCAACACATCCCAAACCCCAACCCACCTCATTGTCAAACCCCTCACCACCC 
ATTCCCCACGCTCTTCTCTCTCATCCATCATCCCACGCGCCACCGCCAACCCCTCCTCCTCCCCCACCTC 
AACCACCCAAACATCATTCCACGGCCTCTGCTACGTCGTCGGCGACAACATCGACACCGACCAAATCATC 
CCCGCCGAGTACCTCACCTTGGTCCCCTCTAACCCCGCCGAGTACGAAAAGCTCGGCTCATACGCCCTAA 
TCGGCCTCCCTTCCTCTTACACCACGCGGTTCGTTGAACCAAACGAGAACAAATCCAAATACTCCATCGT 
GATCGGCGGCTACAACTTCGGCTGCGGCTCGTCTCGTGAGCACGCGCCCGTGGCTCTTGGCGCTGCTGGA 
GTGGCGGCGGTGGTGGCGGAGTCGTATGCCCGTATATTCTTCAGGAACTCGGTGGCGACGGGAGAGGTTT 
ACCCTCTGGAATCGGAGGGGAGAATATGTGAGGAGTGTAAGACTGGTGACACTATCACCATTGAGCTCGC 
GGAGAGCCGTCTGATCAATCACACGACTGGGAAGGAGTACAAGCTGAAGCCCATTGGGGATGCTGGGCCC 
GTCATCGAGGCCGGTGGCATTTTCGCTTATGCGAGGAACACTGGCATGATTCCCACTAAGTAATTCAGCC 
TAGAATTTCAGAGCTTTTATAGGAGGTGCATTGCAGGAGGCTTTCAGTTGTACGGATGCTAGTGGATCCT 
TTCTTCCA 
 
>0568-94-(6-8-06)_C08 
TGGTATCCTCGTTGCCAATGTGTTGAACTACTTCTTTGCCAAGATTGAAGGTGGTTGGGGATGGCGTTTG 
AGTTTGGGTGGTGCTATTGTCCCTGCAATTATATTAGCAGTGGGTTCATTGTTTCTTCCCGATACCCCGA 
ACTCCTTGATTGAACGTGGTAAAAAAGAGGACGCCAGAGAAAAACTTAAGAGAATTAGGGGTCTTGAAAA 
TGTTGATGAGGAATTCAATGACCTTGTCATGGCTAGTGAATTATCAAAGCAAGTGGAACACCCTTGGAGA 
AACTTGTTACAAAGAAAATATAGGCCACACATGGCTGTTGCCACCCTGATTCCCTTCTTTCAACAACTCA 
CTGGCATCAATGTGATCATGTTCTATGCACCTGTCTTGTTTAACACCATTGGGTTCGGAGACAATGCTTC 
ACTGATGTCTTCTGTGATCACTGGCCTTGTTAATGTTATTGCAACCGTTGTTTCAATCTATGGAGTTGAT 
AAATGGGGAAGGAGATTCCTCTTCCTTGAGGGTGGAGCCCAAATGCTTATCTGCCAGATCATTGTTGCAG 
CTTGCATTGGTGCTAAATTTGGAATAGATGGTAATCCTGGTGAATTGCCCAACTGGTATGCAATTGTTGT 
GGTGCTCTTCATTTGCATCTATGTTGCTGCATTTGCATGGTCTTGGGGTCCTCTTGGCTGGTTGGTGCCT 
AGTGAAGTTTTCCCACTCGAAATTCGATCAGCTGCCCAAAGTATCAACGTGTCAGTGAACATGGTTTTCA 
CATTTGTTGTTGCTCAAGTCTTCTTAAATATGCTGTGCCATTTGAAGTTTGGGCTATTCCTTTTCTTTGC 
CTTCTTTGTGCTGGTAATGACCATATATATCTACTACTTCTTGCCTGA 
 
>0570-94-(6-8-06)_E08 
GCCTTCTTCTCATTGGTTCCCCCCAAATTCCCCTATCAGATAAGCCCCTCTCTCTCTCTCTCTCTCTCTC 
TCTCTCACATCTTCCGCGGCTTGTTCGAATCCAAGACATTTGGTTATAGAGAGAGAAAAAAGTATTGGGA 
TAATCCATGGCTTCGAGTATTGTTAATGTGCCTTTCCAAGCAATGAAGGGTGTAGATTGCCACTATGTTG 
GGCTTAAGCCATCAACGAGTTCAAAGTTCAGTTGTGTTAAGACTGCAATAAGGGTTCGTTCTCCACGTCT 
TTTTGTTGTAAGGGCGAGTGAGAAGCATGATGGACCCTTTAAGAAGTTGGGGTTGAGTGACGCAGAATGT 
GAAGCTGCTGTTGTTGCCGGGAATGTGCCTGAAGCCCCTCCTGTGCCACCCAAGCCAGCAGCACCAGCTG 
GAACTCCTGTGGTCCCTTCATATCCACTGAGTCGACGTCCTCGTCGTAATCGCAAGTCACCTGTACTGCG 
GGCTGCATTCCAGGAAACTCAAATATCACCTGCTAATTTCGTCTATCCACTTTTTATTCATGAAGGTGAG 
GAGGACACACCTATTGGAGCTATGCCTGGATGTTATAGGCTTGGGTGGAGACATGGACTTGTGGAAGAGG 
TTGCAAAGGCTCGGGATGTCGGTGTCAATAGTGTTGTGCTCTTCCCCAAAGTTCCAGATGCTCTCAAGTC 
TCCAACGGGAGATGAATCATACAATGACAACGGTTTAGTGCCTCGAGCAATACGGTTGCTCAAAGACAAA 
TACCCTGATCTTGTAATCTACACTGATGTTGCATTAGATCCATACAACTCTGATGGTCATGATGGTATTG 
TCAGAGAAGATGGTCTTATAATGAATGATGAGACCACATACCAACTATGTAA 
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>0571-94-(6-8-06)_F08 
GGGATTTGGATTGGGCTTTGAAAGGCTTGTGCAATTTGCTACAGGAATAGAAAATATAAGAGACAATCCC 
TTTCCCTCAGACGCCTGGTTCAGCTGAATTTTAATGATGAAGTTACCGTGGATGGCTGCTGTCTGTTGGT 
GCAATGAGTGCACAATAGCTACCTGGAGCAGGGAGGTGGAGACGGTAGGGTTCCGTTTGTTAAACAAGCG 
GTAGGGTTCCGTTTGTTAAACAAGCAAGACATCAAAGAGACATAGAATTGGCTATATGCATGCTGCCATA 
GTGCCATGACAAATCAACAGCTAATTGATAGTGGAAACCGGATGATGGACAAGACTGATCAAGCCATTGG 
AGGTCATAAAAGACTGTTCAAGACACCATCAATGTTGGAACAGAAACTGCAGCTGCACTCAAGCATCAGA 
CTGAACAAATGAGTCGGGCTGTTAAGTGTTAATGAGCTGGACTATCCATTCTCGATCAAGAAAGCTTCTC 
AACTTGTGAAGGAACTTGGTTGCAACTGATAGGAGTGTTATGGCATTACTCTTCCTTATTATTGCCGTTG 
GAGTCATAGCCATCATTATTGTAAAGCTCGTGAACCCAAACAAGGACATCAGGGATATTCCAGGATTAGC 
CCCACCAGCAATGGGTTGGAAATTAGTTTGGAGTGCTAGTTAAAAATTTAGAAAAGGATCATCTAATGAG 
ATTGCAATGATGATTTTCCATCTCATGGATGGAACATCAGCTTAGTTCGTGATGCTGCTGGTGACGCCTG 
TTTATAGAGCTGGTCTAGACTCTAGTTGAGTATGGATTTCTTTCAAGTAATTTTTCTGCA 
 
>0572-94-(6-8-06)_G08 
GCGGACGCGGATTCCGACGAAGAAACCCGACTCCCATTCAAGAACAAACTAAAACCCGACTCCACCATCC 
TCGAAATCCTGAAGGACCTCACCGCAGCCACAGCCGCCGCATCCTCCTCCTCCACCAAAACCCTAACCCT 
AGCCGACATCGACCTAGACGCCAAATGCCGCGAAGTCACCGAGCTCAACCTCCTCTCCGTCCAATCCGAA 
ATCGAATCCCAAATCCTCAAAATCGCCCGCTCCATCCTCGCCGGCAACGGCTTCGGCTTCGACGTCCCGT 
CCCGCTCCGCCACCAACCAGCTCTACGTCCCCGAGCTCGACCGCATCGTGCTAAAAGACAAAACTACCCT 
CCGCCCTTACGCCAACATCTCCACCGTCCGCAAAACCACCATCACCACCCGCATTATCCAGCTCGTCCAC 
CAGCTCTGCGCCAAGAACATCCACGTCACCAAGCGTGACCTCTTCTACACCGACGTCAAGCTCTTCCAAG 
ACCAATCGCAATCCGATACCGTCCTCGACGACGTCTCCTGCATTCTCGGCTGCACTCGATCGAGCCTCAA 
CGTGATCGCCGCCGAGAAAGGTGTCGTCGTCGGGAGGCTGATTTTCAGTGACAATGGTGATATGATTGAT 
TGCACGAAAATGGGAATGGGCGGAAAGGCGATACCGCCTAATATTGATCGAGTTGGGGATATGCAGAGTG 
ATGCTCTGTTTATTCTGTTGGTTGAGAAGGATGCTGCTTATATGAGATTAGCTGA 
 
>0576-94-(6-12-06)_E11 
CACACACAGTAAGTGAAAGAAAGAGATGGATAGGTATCAGAGAGTGGAGAAGCCAAAGGCAGAGACAGCA 
ATAAACGAGAACGAGATTCGAATCACTACACAAGGCCGAATGAGAAATTACATTACCTACGCCACCACTC 
TCCTCCAGGAGAAAGGGTCTGATGAAATTGTCCTTAAAGCAATGGGCAGAGCAATTAATAAGACTGTGAT 
GATTGCTGAACTAATTAAGAGAAGGATTGCTGGTCTACATCAAAATACTTCAATTGGATCAACTGATATA 
ACTGACACGTGGGAGCCACTAGAAGAAGGCCTTCTTCCTCTGGAGACCACTCGTCATGTTTCAATGATCA 
CAATTACTTTTTCAAAGAGGGAGTTGGATACTTCATCCACTGGATACCAGCCTCCTCTTCCAGATGATCA 
AGTGAAACCATTAAATGAATATGAAGATGAAGGAGAGAGCTCACCTAGGATGCGAGGCAGGGGACGCGGT 
CGTGGAAGGGGTTGGGGCAGGGGCAGGGGTAGAGGTAGAGGATATTATAATGGGCCTGGGGAGTATAATA 
ATGGGGATGGGTGGGATGGTGGACGTAGTTTCGGCGGCAGAGGTCGTGGCCGTGCAAGAGGCCGTTTTTA 
CCAGGGTCGAGGACGAGGAT 
 
>0577-94-(6-8-06)_B09 
ATCTCTCTCTTTCTCCTCTTCCTTAACAAACATGAGTCGTCATCCTGAGGTGAAGTGGGCCCAGAGGGCA 
GACAAGGTTTTTATTACAGTGCAATTGCCAGATGCCAAAAATGCTAAGGTTAATCTAGAGCCAGAAGGTG 
TTTTTACCTTCTCTGCCAGTGCGGGAGCGGAAGACCACCTTTATGAGCTGAAGTTGGATCTTTTTGATAA 
GGTTAATGTAGAGGAAAGCAAAATAAATTTAGGAGTAAGGACCATATTCTGCATCTTGGAGAAGGCAGAG 
AGCGGATGGTGGAAGAAACTATTGCGTGGAGATGGCAAGGCCCCACATAATATCAAAGTAGATTGGGACA 
AATGGGTGGATGAAGATGAAGAGACCGGTCCTGGTGCTGACTTGGATTTGGGAGGAATGGACTTCTCGAA 
ATTTGGTGACATGGGAGGCATGGGAGGCATGGGTGGCATGGGAGGCATGGGTGGCATGGGAGGTATGGGC 
ATGGGAGGCATGGACATGGGAGGTATGGGCATGGGAGGCATGGGCATGGGTGATGATGCTATGGGTGATG 
ACTTTGCTGACAGTGATGATGAAGACCAAGAAGTTTCCAAGCCAGACTATGATAAATTAGAAGAAGGTGC 
AAAAGCAGGACATGATGCTGCTAAGAGTGAGGGTGATGCTCCAGAAGAGAAAAAAGAAGCTGCTCCAAGC 
ACATAGGCTTATGATGGTTTAAAAATTCTTAACTATGGCTTTGATTTAAATTCGTGGGGTGAAATTTTCG 
GTCTTAATGACTGTATCAATGCGTGTCATTTATTCTAACAGAGTTGATGGTGGTGATGTTCGAATTTGCA 
CAATATTTGGTGTTGGCTAAGCATTGTTTTCTATC 
 
>0578-94-(6-8-06)_C09 
TGCAATCACAGCCTCCTCAACTTATAGACCTTTCTCAGCTCCACAACAATACCCATCACCCCAATGTGGT 
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CTCCACAGGCCTCCGCTTATCCTTTGGAGACCAACAACAACAACAGCAATTACAGCAGCAACAACAACAA 
CAACAACAACAACAACAGCAGCAGCAACAACAGCAACAACATGTTTGCCACTCATCTCCTTTTCAATCTG 
TAATAACAGATGACTATGCAACTCAAATCAAACAACAGCGTGATGAACTCGAGCAATTCCTTCAAGCCCA 
GGGAGAGCAACTGAGGCGCACATTAGTGGAGAAGAGGCAGAGGCACTACCGTGCTCTGCTGGGCGCAGCA 
GAAGAGTCGGTAGCTCGTAAATTGCGAGAGAAAGAGGCGGAAGTGGAGAAGGCCACGCGCAAGAACGCGG 
AGTTGGAGGCACGCGCAGCGCAACTTAGCGTCGAGGCGCAGGTTTGGCAAGCCAAGGCTCGGGCCCAGGA 
GGCCCAGGCTGCGTCTCTACAGCTCCAACTCCAGAGGGCTATAATGAGCGGAGGCGCCTCGGCGCAGGAT 
AGCAGGAGGGTCGAGGATCAGCTAGGGTGCGCCGTGGGCGTAGATGGTCAGGCGGAGGATGCCGAGTCGG 
CATACGTAGACCCGCACCGTGTCGTCGTGTCCAGACCGAGTTGTAAAGCGTGTCGGAAACGTGCCGCGTC 
GGTGGTTCTGTTGCCGTGTCGGCATCTGTGCCTCTGTACAGAGTGTGACCAAGTGGCTCAAGCTTGCCCA 
CTTTGCCTCATCATGAGAAACTCCAGTGTTGAAGTTTACCTTTCTTAGGGCTTATTCTTTGCTCAAAGCC 
CAAATTGTCGATAGCCCAGGCCCGGTAAGAGGCCCAATCAGATGATTGTCCCTTTTCTTTTTTCTTTTTT 
TT 
 
>0580-94-(6-8-06)_D09 
AGAGAGCAGAAGCTGAAGGCTGAGAGATTGAAACGGGCAAAGATGTTTGCAGTCATGATAAAAAGTGGAG 
CTGCACCATTGAAAACGGAACCATTGCGTGGCTTATCAGCAGAACCATCAGGGTCTGGAATTTCTGGATC 
AGGTACTGAGGTTGAAAATTTTGTGGGCAAAGAAAGAGAAGGCAGTTCAGTTCCAGTCGATGTGGATGAT 
AAGATTGAGAAGTCTGAAAAGAAACTTTCTGTTGATGAATATAATGAACGGCGATCTAAGAGGAGTTACC 
GTTCAAGATCTAAAAGACATGAAGAACAAGAAGAAGGGGAAGTTGAGGAAGATAAAGAAGAGGAAATAGA 
GGAGGAACAAGAAGGGGAAGATAAAAGGGCTCACAAGCACACTCGGAAAAAGCACCGGTCTCATCGGTCT 
TCACACCACAGTAGGGAAAGGCATAAGCACCGGAAAAGACATTCTTCTAAGGACAGAGATTCTCGACATC 
GGCGTAAGTATGATGACTCTTCTGATGATGAGCATCAGTACTCTCAACATCGGGATGAGCATGATACTCC 
CTCCAATAATGAGCATCGGCATTCTCAACATCGTCGACATCGGGATGAGCGTGACTCTTCTGATGATGAG 
CATCAACACTCTCGACATCGGGATGAGGATGATACTCTCTCCAATAATGAGTATCAGCGTTCCCAACATC 
GACATAAACATGATAGTTCCTCTGATGATCAACATCGGCACTCTCGACGACGTAAGCATCATAGCTCTGA 
CGATGAGCATGAACACCGAAGCAGATCTGTTAGGCATAGGAAATCTCAGTCTTACAAAGAAATGGAC 
 
>0581-94-(6-8-06)_E09 
TACTAGGAAATGCCACTGGGGTACGTGACCCTAAAGGGTATGTGTATAACAACATGTTAGATGCGCAAAT 
TGATTCTATTAGGTCAGCTATCAATGCTTTAGGCTTTGGAAACATGACCATTGAGATTACTGTATCAGAA 
TCTGGATGGCCTTCTAAAGGTGACCATGGTGACAAAGCAGCTACACCACAAAATGCAAAGACTTATAACA 
CTAGGTTGATTGAACGTGCCCAAGCCTATAAAGGTACACCCATGAAGCCTAAAGATAAGATTGAGATATT 
TGTGTTTGCTTTGTTTAATGAAAACAAAAAAGAAGGAGATGAGACTGAGAGAAATTTTGGGATGTTTAAT 
GGGGATGGATCTAAGGTATATGATGTGGATTTGAGCTGCCAGTTTTGTAGCAATGGAGGGACATTGGGGT 
TTGGTGAGAAAGTATCTGGTGCAGCCAGGGGTCCATCAGTTTGGTGTATAGCTAAGCCACATTCAGATGA 
CAAAGTGCTTCAAGCTGTGTTGGATTTTTGCTGTGGACCTGGTGGCGTGGACTGCAGAGAGATTTATGAA 
AGTGGGGATTGCTTTGAGCCTAACAAGCTTCTTGCTCATGCATCATATGCCATGAATGCTTATTATCAGA 
TGCATGGAAGGAACTATTGGAACTGTGACTTCAAAGGCTCTGGCCTTGTTGCCTTCAGTGATCCAAGTTA 
CGGGACATGCCGGTACCCTCAACAGTGATTCATGATCAAGAAATGACAGAGGTCTTAATGTGGTTGACAG 
CTCTCTTGTGTTGTTTGTTAGTACTATCAGTTAAAAGTAAGTTGTGAAATTTCGAATATGCCTATTACTA 
GGAACATTGGATTGATTTTGTCCCTACCATTTTATCAAAAGAAAGAAAAAATATTTACCATAAGTCAAAA 
AAATCTGATGCTACTGTGAGA 
 
>0583-94-(6-8-06)_F09 
AGAGAGTACCCACCTGTGAAAGTAATGCAAACAGCGGTAGTTGGCACGAAAGGGGTGCTCAGCTACAGAT 
TAAATCTTGACAATTTCCCTGCCAATGCTCGAGCTTATGCATACTTTGCTGAAATTGAAGACTTGGGTGC 
CAATGAGACTCGGAAATTCAAATTGAGCCAGCCTATCATGCCTGATTACAACAATGCAGTGGTAAATATA 
GCCGAGAATGCCAATGGGAGCTACACTCTTTATGAACCCAGCTACATGAATGTGACTCTGGAATTCGTTC 
TGTCATTCTCCTTTGCTAGGACCCGGGATTCTACTCGAGGGCCACTTCTAAATGCGATGGAAATATGTAG 
ATACTTAAGGATTGCTCCAAAGACCGACGGGCATGACTTGATTGTTGCCAATGCCCTTCGTTTGATGTCT 
GCTGAAAGCATTTGGACAAATGAAGGAGATCCTTGTGTCCCAACTCCATGGGAATGGGTAACCTGTAGCT 
TAACTCCACCACCGAGAATTACGAAAATTTTGCTGTCAAGAAAGAGTGTGACTGGTGAAATCCCATCCGA 
GCTCAACAACATGGAGGCGTTAACAGAGTTGTGGTTGGATGGTAATTCCCTCGTAGGGCCACTCCCTGAC 
ATAAGTAATCTCATCAATTTAAAGATTGTGCATATAGAGAACAACAGATTGAATGGTTCATTACCTTCTT 
ACCTCAGTAGTTTGCCAAGCTTGCAAGAACTGTACATACAGAACAACTCTTTTACTGGGGGAAATACCTT 
CAGGATTGATAAATGGGAAAATCATTTTCCACTATGGAGATAATCCCCAACTACATAAAGAAGTACAGGA 
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CAAGAAGCATTTTAAGTTGATACTTGGAATATCAATTGGAG 
 
>0584-94-(6-8-06)_G09 
ACAATGGAGGACATTTGGAAGAGAGCGAAAGGCTTGGCAGAAGAAGCGGCGAGGAGATCTCAGACTCTCA 
CGAGTTCCGTTAACATTTCCGATTTGGTCACCGAAACCACCAAGAAATCCATGGAGCTTGCTGCCGAGGC 
TTCCAAGAAGGCCGATCAGATCAAATCCGCCGCGCTCGATCAGATTCAGATTCAGCAGATCAAGTCTCTC 
TCCCTCTCCGACATTATCCCCGCTCAGCTCTCTTCGCTCGGAAATTCTTCCGCCTCCTCGTCCGCCTCCG 
CTTCCTACTCCGAATCGGAGCTCCGCGCTTTCGGTGTCACTGACGATCTGAGAGACTTCGTCAAGGGCCT 
CACTTCTACTACATTCCAGAACTTCCCAATCCAAGAGGAAGCAGAGGCGTCTGACGTGACGACCACGGTG 
TCGAATGTGCGTAAAGATCTGACGGAGTGGCAGGAGAAGCACGCTACAATTGTTCTCACTACTGTTAAAG 
AAATTTCAAGATTAAGATATGAATTATGCCCACGTGTTATGAAAGAAAGAAGATTCTGGAAAATATATTT 
CACACTTGTGAACAGCCATGTGGCCCCGTTTGAGAAGCAATACATGGAGGAGCTTAAGCTCAAAGCAGCA 
GAGGACATAAAAGATGATAAAGCGAAACAAGCTTCTGAAGAAAATGAGAAAGCAGAAGGGGTGGAGAAGA 
GCTTGAAGGGTCAAACTTCCAACGCTTCGGCTGAGCAGGACTTGGATAAATTTCTTTTGGGAGATCTTGA 
AGACAGTGATGGGGGTGGAGA 
 
>0587-94-(6-8-06)_B10 
TCCTCGCTCTCGCTAGACAGACAGACGCGCACTTCTGAGTAAAAAAAAAAAAACGACTTTTGCAAACAGC 
AGACAATGACTTCACACCATGCCCATGACCATAGTCATCATCATCACGACCATGGCCATGACCATGATCA 
TCAACACCACCATCATGATCATGACCATGATCATACTCATGGGGATTCAACAACAAAGTCATGGGTGGGC 
CCTGATGGGAAGGTGTACCATAGCCATGATGGACTGGCACCACACTCGCATGAACCCATATACTCCCCAG 
GCTACTTCAGCAGAAGAGCTCCACCACTTCTCACCAGGGATTTCAATGAAAGAGCTTTCACTGTTGGCAT 
TGGTGGCCCTGTTGGTACTGGGAAAACAGCTTTAATGCTGGCTCTCTGTAAATTGTTGCGGGACAAGTAC 
AGTCTTGCTGCAGTGACAAATGACATATTCACAAAAGAGGATGGTGAGTTCTTGGTGAAAAATGGAGCAC 
TTCCTGAGGAAAGGATTCGTGCTGTAGAAACTGGTGGCTGCCCACATGCTGCGATTCGTGAAGACATTAG 
CATTAACCTTGGTCCTCTCGAGGAGCTTTCTAACTTATTCAAAGCAGACATACTTCTTTGTGAATCAGGG 
GGAGATAATTTAGCTGCCAACTTCAGCAGAGAACTGGCTGACTATATCATTTATATAATAGATGTATCTG 
GTGGTGATAAAATTCCTCGCAAAGGTGGTCCTGGAATCACCCAAGCCGATCTCCTAGTAATAAACAAGAC 
TGACCTTGCACCAGCAGTTGGAGCTGATTTGACTGTTATGGAGCGTGATGCACTTCGAATG 
 
>0588-94-(6-8-06)_C10 
GACCTTTTAAACACCGCGCATGAGCAGTAGCAGAGAGAGAGAGAGAGATGAAGGGCTTAGGAGTAACAAC 
AGCCATGGTGACAGTCCAGTTCCTTGAGGTGGGCTTGAACACTATGCTAAAAGCAGCCATGAGTAAAGGG 
ATGAGTAACTTTGTTTTTGTGGTTTACTCAAATGGCCTTGCCATCTTCGTTCTTCTTCTAGCTTCCTTCA 
TCTTTTACAGAAAAAGAAGTCTTCCTCCACTGACAGTTTCATTAGTCTGTAGAATCTTTCTTCTTGGCCT 
GCTAAGTTGCTCTGTGCAGAGCTTCATGTTTACTGGGATAGGGTACAGCTCTCCAACTTTGGCCTCAGCT 
ATGGTTGATCTGACTCCGGCTTTTACTTTCATATTTGCCATCATCTCCAGGATGGAAAAGCTGGACTTGA 
GAACCCAAAGCAGTCTCGCTAAGTGTATTGGCACCATGGCTGTTTTCCTGGTAGCTGCACGAAGTGTTGT 
TGCTACATGGGCATGTCGCAAGAAGGGTCCTGTCTTTGTTGCATTATTTAGCCCTCTAGGGATGGTCATT 
GCACTTGTAATGGGTGTTACTTTTCTCGGGGATACTCTCTATCTTGGAAGTTTGATAGGAGCAACTGTAA 
TAGCTCTTGGGTTTTATGCTGTGATATGGGGGCAAACACAAGAAGAGAAGACCATTGAAAACAGAGGAAT 
TTGTAGCTTTGAGTCATCTTCTGCTAAAGTACCTCTTTTGGAAAACAAAGGCTTGGATATCTAGGACACT 
TGCACAAGAAATTAAAAACCAGCTATAGCTTTGGTTTTATGTTTTTTCACTAAAGTTGTTGAAATGTGGT 
GAAAGATACATTCAACAACCATGTGTGTGTGTATATATATATATATTAATCTAT 
 
>0591-94-(6-8-06)_F10 
CGCTTTCTCCTCAACTGTCTTCCCTCGGGACGCCTCGTCTGGGCCCCTCCATCAAGGTGTGGGACCCTTA 
CAACGTTCTGGCACCGCCTCCGCCTCTGCCGCCGCCGCCGCCGGGGGTTTTCTCCAGAAGCTTCTCGTCC 
AATGCGATCGACGATGATCGGACGGTCGTGGAGGTGTTTTTGATTAACCACGGGGAGTGCGAGCTCAATC 
TGAGGCCTGATTTTGTCTCCGGACGGTGCCCCGAGGCGGCATTGACGGTTGCCGGGAAACGGCAAGCCAG 
GGCGTTGGCTGTGTTCTTGAATTCCCAACGGGTTAGGTTCAATGCTGTTTTTTCTTCGCCGTTGAATCGG 
GCCAGGTCAATGGCCGTTTCGGTCTGTCAGGAAATGAATTTTGCAGAGGACCAAATACAATCCTCAGATG 
CATTAGTGGAGATGAGTCATGGGCATTGGGAGGGCTGCCTCCGGTCAGAAATATACACACCTGAAACTCT 
CAGCCTCATTGACAGATTCCAGCCTGATTTCTCTGCACCATCTGGAGAATCACTTAGGCAAGTAGAATTC 
CGGATGGTTCAGTTTTTAAATGGGACAGTCCTTGGAATGCCTGAAAAGCTGAGATCAGATTTTCCCTCAC 
TCCACAACTCCCATGCTCTTACCAACTCTAATCATGACCGAGATGGGCCTTCTGCCCCATCAGCCCACTG 
GGATTTGCTTAACAGGCACCGACAAGGGCTTTCGAGGAAGAAGTCTGGAAAGAGCAGGCTACAATATGTG 
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ACTACTGGGGGATCATGA 
 
>0592-94-(6-8-06)_G10 
TGTTGTTTTCTTCAAGATTATTGAGAGATTTCCCTTTCCTCTTTGTTGTTTTGCAGTACCAATTTTCACT 
CCAATTTTCACTACTTATCCTAATAGCAGAGAAGTTAGTACAAATGAAGTATATCTCTGAATCGGTGCTG 
TTTTGTGATTGGCTAAAGTGCTCGCTGAAGCTGGAATATATGTGTCTGGACTCGGAGCAGATGGCGGAGT 
ATAACCCCTAAGAAGCTTTCGGCGTAGCAAAGAAAACTCCGGCGTGGGTGCTGGTGCAGCTTTGTGATTG 
GTTGAAGCTGGGATATAGGTGGCTGGATTCGGAGTAGATGGCCGAGTATAACCCTTAAGAAGCTTCCGGC 
GTAGCAAAGGAAACTTCGGCGATGGTGTATGTGCAGCTTTGTGATTGGTTGAAGAGCTTGTTGAAGCTGG 
GATATAGGTGTCTGGATTTGGAGCAGATGGCTGAGTATAACCCTTAAGAAGCTTCCGGCGTTGGAAAGGA 
AATTCCAGCGATGGTGTAGGTGCAACTCTGTGATTGGTTGAAGCTGGGATATAGGTGTCTGGATTCGGAG 
CAGATGGCTGAATATGACCCTTAAGAAGCTTCCTGCGTAGCAAGGGAAACTCCGGCGAAGATGCAGGTGC 
AGCTTTGTGATTGGTTGAAGTGCTTGCTGAAGTTGGTATATAGGTGTCTGGACTCGGAGCAGATGACCGA 
CTATAACCCTTAAGAAGCTCTCGGCGTAGCGAAGGAAACTCCGGCGATGGTGCATGTGCAGAGTTGTGAT 
TGGCTAAAATGCTTATTGAAGATGGGATGTAGGTGTCTGGATTTGGAGCAGATGGCTGAGTATTATAACC 
CTTAAGAAGCTCTTGG 
 
>0594-94-(6-8-06)_A11 
ACTGTGTGTTAAGATTATTGGTACATAACAATTAATTAAGCTTTTAGGCATTCAATATGAGCCTGTGTTG 
TTGGTACTTGTTCCAGCATTGTTTGTTTCGCTTCGTGGAAAGTACCATGTCTCTTGTTTAAGTGATGACC 
TTTCTTTTTTGTGCGCATTATCAAATTCCAACATTCTATTCTGTGGTTGAACATTTTATCCTTCTCTTTG 
ATTGTTTTCTTAAGGACAGCTGTGGCCAAATAACATTGTGACATACTGACATGCGAGCTTTCATGTTCCA 
ATATCTTTCTTTAATGCTTATGAGATAGACCCTAGAAATTCAATATCCCTTTTTTTCTTTGTTTCTTTTT 
TGTCATTTTGATGCAGGTATTGCAGTGGATGGAGGATGCAGGAATTCAACCATCAAATGGAATGTACTAT 
GATATTCTTTTCTTTGCTCAAAGAAGTGGTGGTGCTGAATATGCTGTTGTCATTCAAGAAAGAGTTGATT 
CCTTGAAAAGAAAAGTTGGGGATCAAATATCTGTGAGCAAATAGAGATCCTTCTCATCCAACCTTACCAT 
GGACAAATGGAGCAAAAGCATATATAGCCCAATCCGCAAGAGTCACCATCAACTTGCTGGAGGATTGCTA 
CATTTAAGTTGTCTCTTTGTAGAGGGGGTGACCAGGGATCACCTGAGCAGTAGCTTGTTTGCTCTGGGGC 
AGTTATGAGCCGGATTTTGGCGTTGCGCAGGTTAAGCAAGATCAAGCTGTGTTCATTATATTTAAGAGAG 
TTCCAGCAGCTACTAGATATCAACCTTGCTATTGACATCTTGAATAAGAAAGTCAACCTTCTTGGAAGGC 
TTTTGTATGTGGCTGCAGATATAAAAAACTTAAAGCAAAGGG 
 
>0595-94-(6-8-06)_B11 
GGAGCCAGTTGTCTGAAAAACTGTTATATGGGAAAGCTGGTGATGTTAAAGATGCTTCACGGTTGTATGC 
TTTTACATCTCGGGCTGGGATATCAAATGCTAGAGAGAATTCTGCTGCTAAAGGATATATTGCAGATCGA 
ATATTTGCTCCATATTCGGTTTATAAGGGCAAAGCTGCACTGTCTGTGACTCCTGTTCTCCCAACTTTCA 
CCAAGTTGGATTCTGGTAGTCTTGTAGTTGATCGCCGCGGTGTCATGATGATGAAGTTCTTACCTGCTAT 
TGGTGAGCGCAAGTATGATAATGAGAAGAGACAGATGTTTGCTTTGTCTCCAACAGAGGTAGGGTCTATG 
ATAAGCTTGGGTCCAAAAGATTCTTGTGAATTCTTCCATGATCCATCAATGCTATCAAGTAATGCGGGTC 
AAGTCAGGAAGAGCTTAACAATCAAGGCTCATGCAGATGGTACTGGCTATCTTATTTCTTTGAATGTTGT 
CAACAATATTCTTAAAACCAAAGAGTTCTTCACTGTTCCTGTCACAACTGCCGAATTTGCAGTGATGAAG 
ACAGCTTGCAGCTTTGCTTTGCCCCACATCTTGGGTTGGGACCGGTTAACTAATCATCCGTCAAGAGACT 
CAAGACGCACAGTGGGGCTCCCATCAAAGGTGGATCCACAATTCTTGGATTCGGAGTGGGACAAATGAAG 
TCATGACTACTGGATCAACAACTTTTGGATTTAGAATGATGTTCCAATTGCCATTTGTAATGTTGTCCCT 
GTGCATTGGTCATCAATTCGGAAGAGATTGTTTTGTGGGCTTTGCTAAAACTGTGTGCCTTTATTATGTA 
GACTTGTTGTATTCTAT 
 
>0596-94-(6-8-06)_C11 
TCTGTCTGATGATGAGAAACGATCCTTATATGACAGATATGGAGAGGCTGGACTTAAAGCTGGTCCAGGC 
TTTAATGATTTCAGCAATCCCTTTGATCTGTTTGAGTCGTTATTTGAAGGCATAAATCAGGGAGGAAGAC 
CTTCTAGGAATAGAGCAGTTGATGGTCAGGATGAGTATTACAATCTTGTCTTAAACTTTAAGGAAGCAGT 
TTTTGGGGTTGAGAAAGAGATTGAGATAAGCCGACTAGAGAGCTGTGGGACTTGCAATGGTTCAGGTGCT 
AAACCAGGGACCAATCCATCCAAATGTAGCACTTGTGGTGGGCAAGGACAGGTTGTCTCATCAGCGAGGA 
CCCCATTAGGTGTCTTCCAGCAGGTAATGACCTGCTCTTCTTGTGGTGGGACTGGGGAATTATCCACCCC 
TTGCAACACGTGTTCTGGGGATGGTCGGGTAAGAAGGACAAAACGGATAAGTCTGAAAGTTCCTGCTGGT 
GTGGACTCTGGTAGCCGTTTAAGGGTCCGAAATGAAGGAAACGCTGGAAGACGAGGTGGGACTCCTGGTG 
ACCTCTTCGTCATTATTGAAGTTATGCCAGACCCTGTCCTTAAACGTGATGACACCAACATTTTGTATAC 
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CTGCAAGGTTTCCTACATTGACGCGATCTTGGGAACTACAATCAAGGTTCCGACAGTGGATGGTGTGGTT 
GATTTGAAGATTCCTGCTGGTACCCAACCAAACACGACTCTTGTAATGGCCAAGAAGGGTGTTCCTCTAT 
TGAATAAGAGCAACATGAGGGGCGATCAGTTGGTTCGTGTGCAGGTTGAAATCCCAAAGAGATTGAGCTC 
TGATGAGAGAAAGCTCATTGAAGAACTCGCTGATCTAAGCAAGGGCAAGACTGC 
 
>0597-94-(6-8-06)_D11 
GAATCGGATTCGGTGGCTTTAAGCTTAAGGAAACAAACAAACGATGAGGCCGATTTTCGTGGGAAACTTT 
GAGTACGATACTCGCCAATCTGAACTGGAACGCTTGTTCGGAAAGTACGGGAAGATTGAGCGTGTCGACA 
TGAAATCTGGTTTTGCTTTTGTTTATTTTGTGGATGAACGTGATGCTGAAGAAGCTATTCGTGGCGTTGA 
TAATAGGCCGTTTGGTTATGACAGGCGTAGGCTGTCAGTGGAGTGGGCAAGGGGTGAACGAGGTCGGCCT 
CGTGATGGATCTAGGTCAATGGCAAACCAGAGGCCTACCAAAACCTTGTTCGTAATTAACTTTGATCCAA 
TACGCACAACTGTTCGCGATATAGAAAGACACTTTGAACAATATGGAAGGATTCTTCATGTCCGAATTCG 
ACGTAACTTTGCATTTGTCCAGTTTGAGACTCAGGAGGATGCTACCAGAGCTCTTGAGGCTACTCACATG 
AGAAAGCTATTAGACAGAGTGGTTTCGGTCGAGTATGCTTTGAGGGATGATGATGATAGGGGTGACAGGA 
GTTACGATAGCCCTAAAAGAGGAGGTTATGGTGGGCGTGGGGTTAGTCCTTACCGAAGGTCACCAAGTCC 
AGTGTATCGCAGGCGCCCAAGCCCTGACTATGGTCGTCCTGGCAGCCCTGTTTATGATAGGTACAATGGA 
CCAACATATGACAGGCACAGGGGTCCTGATTATGGTAGGAACAGGAGTCCTGAATATGGCCGATACCGAA 
GCCGATCACCTGTTAGAAGGTCAAGAACTTGAAAGAGAAACTCCTGGTTCTGGGGAAGTGGTGAATATGT 
AGCTTG 
 
>0598-94-(6-8-06)_E11 
TCATCATCAATGTCAAACTCCAAACTCTCCTACCTCTTCCTCCTCCTCCTTCTCCTCCCTCTGCCTCTCC 
TCCTCATCCTCTACCTCCTAGTCCGCCCCCGCCCGGTCAAAATCCCAATCAAGAACCGCCACGTGTTCAT 
CACCGGCGGATCCAGCGGCATCGGCCTCGCCCTGGCCCACCAGGCCGCGTCGGAGGGCGCGCGCGTCTCC 
ATCCTCGCCCGATCCCCCGACAAGCTCGAGCAGGCGAAGGAGGCGATCCAACTCTCCACCGGCATCGACG 
TGGCGGTCTTCGCCGCCGACGTCAGAGACTACGACGCCGTTTCCAAGGCCATCAGCGAGGCCGACCCTAT 
CGACGTTTTGATAGTCAACCAAGGCGTGTTCGTTCCGCAAGAGCTGGAGAAGCAAGAATTGGATGAGGTC 
AAGTTCATGATAGACGTCAATCTCATGGGCAGTTTTCACATGATCAAAGCCGCTCTACCGTCCATCAAAA 
ACAACCGTACTGACCGTGGGCCCGCCTCGATCGCTCTCATGTCATCCCAAGCCGGTCAGGTGGGTATATA 
CGGTTACACGGCGTATTCAGCGAGTAAGTTTGCGCTGAGAGGTTTGGCAGAGGCGCTGCAACAAGAGGTT 
ATAGCTGATGACATTCATGTCTCTCTTATATTTCCTCCAGACACTGACACTCCTGGCTTAGTTGAAGAAA 
CCAAGTTAAGGCCACAGCTCACCAGTATCATTGCAGCCTCCTCTGGTGCAATGAAAGCTGATGAAG 
 
>0599-94-(6-8-06)_F11 
CGTGGTAGTGGCTTGGGGACTTCTAGCATCTTGGCTGCTGCTGTTGTGAAAGGACTTCTCCAGATAACTG 
ATGGAGATGAAAGTAATGAAAATGTTGCCAGACTTGTTTTAGTGTTAGAACAGTTAATGGGAACAGGAGG 
TGGCTGGCAGGATCAAATTGGAGGTCTGTATCCTGGAATAAAATATACTGCAAGTTTTCCTGGAATTCCA 
TTGCGACTTCAAGTCATCCCCCTCCTCGCTTCTCCTCAATTGATTCTAGAGTTGCAGCAACGCTTGCTTG 
TGGTATTTACTGGTCAAGTTCGACTTGCAAACCAAGTTCTGCTAAAAGTGGTAACTAGATATCTTCAACG 
AGATAACCTTCTTATATCTAGCATCAAGCGTCTTGCTGAATTGGCAAAGATTGGGAGGGAAGCTTTAATG 
AACTGTGACATTGATGAGTTAGGGGAAATAATGTTGGAGGCTTGGAGGTTGCATCAGGAACTTGACCCTT 
TCTGCAGCAATGAGTTTGTTGACAGGCTCTTTTCATTTGCCGACCCTTACTGCAGTGGCTACAAGCTTGT 
GGGTGCTGGTGGCGGGGGTTTTGGATTGTTACTTGCCAAGGATGCTGACTGTGCCAAGGAACTGAGGCAA 
TCATTAGAAGCGGATTCAAGTTTCGACGCGAAAATCTATGATTGGAACGTCTTTTTGGAATAGTAATTGT 
GAAGAGGTTATTAAAAGGTAGCTTATAATATTATTATCATGATTTTTTTTAAAGATATGATGATTATTTA 
TTCTTTACTGGAGATTAAGATTCTTGTTCAAATTGATGAGGTGTCATTCTGTAAATTCTGTAAGATGAAA 
GACCAGAAATATATTACAAATGGAAGTACCAATGTACCAATG 
 
>0603-94-(6-6-06)_C01 
AAGAAGAAAAAAAATAATAATAATAAGAAAGAAAAATTAAAATGGGGGATCAAATAGCAAGAGCAGAGGA 
ATTCGAGAAAAAAGCAGAGAAGAAGCTCAGTGGCTGGGGATTGTTCGGTTCCAAATACGAAGATGCGGCT 
GATCTCTTTGACAAAGCCGCCAATTCCTTCAAGCTCGGCAAATCCTGGGATAAGGCTGGATCGACATATG 
TAAAGTTGGCAAACTGTCATTTGAAGTTGGAAAGCAAACATGAGGCAGCCCAAGCTTATGTTGATGCTGC 
TCATTGCTATAAGAAATCATCTATAAATGAGGCCATATCTTGTTTAGAGCAGGCAGTAAATATGTTTTGT 
GAAATTGGAAGGCTCAGCATGGCTGCAAGATACTTCAAGGAAATTGCTGAATTGTACGAGTCCGAACAGA 
ACATTGAACAGGCTATTGTTTACTTTGAAAAGTCAGCTGACTTCTTCCAAAATGAAGAAGTAACCACTTC 
TGCCAACCAGTGCAAGCAGAAAGTAGCTCAATTTGCCGCTCAACTAGAACAATATCAAAAATCGATTGGG 
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ATTTATGAAGAGATAGCACGGCAGTCCCTCAATAATAACTTGCTGAAGTATGGAGTTAAAAGGGCATCTT 
CTTAATGCTGGTATTTGCCAGCTGTGCAAAGGGTGACGTTGTAGCAATTACCAACGCTTTAGAGCGATAT 
CAGGAATTGGGATCCCAACTTTTTCTGGAACACGTGAATACC 
 
>0604-94-(6-6-06)_D01 
GCAAAACCATGGCGATTTTTCAGGACCGGTTGATGGGAAACTGAGTTAGTGGCAAATAAAGCACAGTAAA 
AGGACAGCCCACTAAGGAAAAAAAAGAGAGGGAGAGGGAGAATAATCACCCTTCAAAATTTTTTATTATC 
CTTCTTTGGTTTTTCATGCTGGGTTTTTATTTTTGAGGTTTGGTTGCTTTAATTTTCACTCTTCAAATTG 
GTTTTACACCCTGTGAAAATTTTTGTTTTTTTATTTTATTAAGGACCTTGTATATTTTGATTTTCTGATA 
TAGAAACTAAATTTTGCTGAAGTAGTAGTCACAAAACACAAAAGGTAAAAAAAAAAGGAGGGACAGAAAG 
AAAAGCAGAAGAGCCATTAAAAGGAACAAAATTACAAAAGCCTCTTCTTTGTTATGCTGTGTCTAGTGCA 
TGCACATCTGATCATGACTGGTGAGAGTTTCTTTGCATGTCGGTTGTGAGAAATATAGAAGCTGAGCAAA 
ATAGAAAGAGAGGAAGTTACTGTAAAAGAGCGAGAAAGTCGGGGAAAAAGTTACCACCTTTCCCATTAAT 
TTTTCTTTTTCTTGGGTTTCTCAAGTCTTCAGAAAATGGAGGTCACAGAAGTTTATTAACAGTGCAGAGA 
CAGAGAGGCAGAGATTGGGGTTTTTCAATTCATGGAGTTCCTTTTTGGTTTTCTGGTTTCTGGGTTTCTT 
GAGAATGGTGGATTTGACTGTACTAAAACCACTCTTTACTCCAAAATTCTCTAATATATAGGAAAAATCT 
TAACCTTCTTCAGTGCGGCTAATAAGATTTGGAGCTATGCTTAGAAAAA 
 
>0605-94-(6-6-06)_E01 
TTGTTATATATTTATTCCCTTGGATCTTATTGTTCACTTCTCTTTAACAAAAACCCATAAATTTCATGGC 
TTTTCCTTCATCAATGATTGCCTCCATCTCCATCTTGGTCTTCATGACCTTCCAACTCTCATACTCCATA 
CCCTTCATAGTGCTTCATGGCATTGGGGATCAGTGCTCCAATCGAGGAGTTAAACAGTTCACTGAGCTAC 
TGAGCAACTATTCTGGCGCTGAAGGATATTGCTTAGAAGTTGGAGATGGAACATGGGATTCCTGGTTTAT 
GCCTCTTGAGGAACAGGCTAAAACTGTTTGCAACAAGGTGATGGAAATGAATGAACTGAAACAGGGTTAC 
AACATCGTTGGTCTCTCCCAGGGTAATTTAATAGGTCGAGGTGTTTTGGAATTTTGCAATGGAGGACCTC 
CTGTTAAAAATTTTATATCTCTAGGAGGACCTCATGCTGGTACTGCTTCCGTTCCTCTATGTGGTTCTGG 
TGTTTTGTGCATTATTGCAGACAGACTACTCAAGTCTGAGATCTACACTGACTATGTCCAAGATCACTTA 
GCTCCCAGTGGTTACCTCAAATTACCAAATGCTATTCCAAACTATTTAGAGAAATGCAGATTTCTTCCAA 
AGCTTAACAATGAACTCCCTGACGAGAGAAACTCCACTTATAAGGAACGGTTCATTAGCTTACAGAACTT 
GGTGCTTATTATGTTTGAGCATGACACTGTTTTGATACCTAAGGAAACTGCCTGGTTTGGATATTATCCA 
GATGGGGCCTTCAAGCCAATTTTACCTACGCAACAGACACAGCTTTACATAGAGGATTGG 
 
>0606-94-(6-6-06)_F01 
GTTGAACATGGCTAAGAATGGTGGAGAAGCGAGTGGGAGAACTTCGTCGGGATTCCCACAGGTGGTACTC 
AATGAGAGGATCCTTAATTCAATGTCTCGAAGATCTATAGCTGCTCATCCCTGGCATGACTTGGAGATTG 
GACCAGGCGCTCCATCAGTTTTCAACTGTGTTGTTGAAATTGGAAAAGGCAGCAAGGTTAAGTACGAGCT 
TGACAAGACAAGTGGCCTTATAAAAGTTGACCGTGTTCTCTACTCATCTGTTGTTTATCCACACAACTAT 
GGTTTCATCCCACGAACAATTTGTGAAGACAGTGATCCCATGGATGTCCTGGTACTGATGCAGGAGCCTG 
TGCTACCTTGTACTTTCCTTCGTGCTCGTGCTATTGGATTAATGCCTATGATTGACCAGGGTGAAAAGGA 
TGACAAAATCATAGCAGTATGTGCTGATGATCCTGAATTCCGCCATTACAAGGACATCAAGGAGCTTCCT 
CCACATCGGCTTGCTGAAATCCGCCGTTTTTTTGAGGACTACAAAAAGAATGAAAACAAGAAAGTTGATG 
TGGAAGACTTCCTGCCAGCTGAGTCTGCCATTGAAGCCATCAAGTACTCCATGGACCTGTATGCGTCCTA 
CATTGTTGAAAGCTTGAGGCAGTAACTTACCTGGAAACTAACTAGAATGGCTGTGACCACTAAATTATGA 
TGGGCTGATTGACTTCTTGCTGCATGCCTGTCTGCCCAAGTTTTATATCACTTGCATAAACATTAGTAAT 
GTTGGTATGAATGGTGCTTATGCAGCACCTTTAATACTATCAACTTTTCTATAAATGTCTGTAT 
 
>0607-94-(6-6-06)_G01 
TCTCCCTGTTCTCGGCGCACCAAATCTGGATCGACCACTGCTCCTTGTCGTACTGCGCGGACGGTCTGAT 
CGATGCGATAATGGGGTCCACAGGGATCACAATCTCCAACAATTATTTCTCGCATCACGACGAGGTGATG 
CTGCTGGGTCACAATGATCAGTACACGATGGATTCTGGGATGCAAGTGACGATTGCGTTTAACCACTTCG 
GTGAGGCGCTGGTGCAGCGTATGCCTAGGTGTAGACGCGGGTATATCCACGTGGTGAACAATGATTTCAC 
ACAGTGGCAGATGTATGCGATTGGTGGAAGTGCTAATCCCACGATTAATAGTCAGGGTAATCGTTACACT 
GCTCCCTCTGATGAAAATGCCAAAGAGGTGACAAAGCGAGTGGACACGGACGAGGGAGAGTGGACAGGGT 
GGAACTGGAGGACAGATGGGGACATAATGGTAAATGGAGCATTCTTCGTACCCTCAGGAGCTGGGGCTAG 
TATCCAGTACGCCAGGGCATCCAGTGTGAATCCCTTTTCTGCTGGACTCATTAACCAGCTGACCATGAAC 
GCCGGCGTCTTCGGCGGACCCAGAGATGGGCAAGATGGCAGTGAGCCTATCTCAAGTGGGACCAGCCCCG 
GTGGCACCAGCAATGGCGATGGTGGGTATAGTGACGGAGGGAGTGGTGGCTACTTTTGACATGATATTCA 
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AGAACGCGGTGGCACCGCCCGCGTCATCTACTATTACTACTACA 
 
>0609-94-(6-6-06)_A02 
TTCCATCTTGTAACCGATGAAATAAATTATGCTCCAATGAAGGCTTGGTTTGCCATGAACGATTTTCGAG 
GAGTGACTGTTGAGGTTCAAAAGTTTGAAGACTTTAGTTGGTTAAATGCTTCTTATGTTCCTGTTCTTAA 
GCAACTTCAAGACTCTGAAACTCAAAGCTATTATTTCTCTGGCAATAGTGATGATGGCCGGACTCCAATC 
AAGTTTCGGAACCCTAAGTATTTATCCATGCTTAACCACCTCAGGTTTTATATCCCAGAAGTATTTCCTG 
CATTGAAGAAGGTGGTATTTCTCGATGATGATGTTGTGGTTCAAAAGGATCTGTCTGCTCTTTTCTCCAT 
TGATTTGAACAGCAATGTCAATGGAGCTGTTGAGACATGCATGGAAACATTTCATAGATACCACAAGTAC 
TTGAATTACTCTCACCCTCTTATAAGAGCGCACTTTGACCCTGATGCATGTGGGTGGGCTTTTGGGATGA 
ATATTTTTGACCTGGTAGAGTGGAGGAAAAAAAATGTAACTGGTATCTACCACTACTGGCAGGAAAGGAA 
TGTTGACCGGACTTTGTGGAAACTTGGCACACTGCCACCTGGATTGTTGACATTCTATGGATTGACAGAG 
GCTTTGGATTCCTCATGGCATGTTTTGGGGCTTGGCTACACAAATGTTGATCCTCAGGCGATAGAGAAGG 
GTGCTGTACTGCACTTCAATGGAAATTCAAAGCCATGGTTGAAGATTGGGATTGAAAAATACAAGCCCCT 
TTGGGAGAAACATGTTGATTATTCTCATTATCTATTGC 
 
>0611-94-(6-6-06)_C02 
GGTTGTGTAGCCCGTATTGCTGCCAAGCTTGAGATGATGCAACCAGGTTCCAGTGTTAAAGACAGGATTG 
GATATAGTATGATAAAAGATGCAGAGGATAAGGGTCTGATTACACCAGGAAAGACTATTCTCATGGAGAT 
AACAAGTGGCAATACTGGCATTGGGTTGGCTTTCATTGCAGCTGTCAAGGGTTACAGACTAATACTTATC 
ATGCCAGCTTCATATAGCATTGAGAGAAGAATTGTGTCCCTAGCTTTTGGAGCTGAGTTGCACCTTACAG 
ATCCTACCAAGGGCATTGATGGTGCTCTTGAGAAGGCTGATGAGCTCTTAAACAAATTCCCTAATAGTTA 
TCTGTTAAAACAATTTGCAAATCCTGCCAACCCAGAGATCCATTATGAAACCACTGGCCCAGAGATATGG 
AGAGATTCAGCAGGGAAAGTTGATATTTTGGTTGCAGGGATAGGGACTGGGGGTACAATAACTGGTGCGG 
GGAATTTCCTGAAGGAGAAAAACCCAGAGATTAAGGTGTATGGGGTAGAACCGGTTGAAAATGCAATCTT 
GAATGGAGGACAACAAGGCAAGCATCTGATTCAAGGAATTGGTGCTGGTTTTATCCCTGATGTTCTGGAT 
GTCAATGTGTTTGATGAAGTTATTCAAGTATCAAGTGAGGAAGCTATTGAAACTGCTAAGCTGCTTTCCC 
TGAAAGAAGGTTTGCTGGTGGGGATTTCATCTGGTGCTGCAGCAGCTGCTGCAATGAAGGTGGGAAAGAG 
GCCTGAAAATGATGGAAAACTTATTGTTGTGATTTTCCCCAGCTCTGGAGAACGTTATTTATCTACTGCA 
CTCTTTGATTCCATTAGGAGAGAGGCGGAAAACATGACTTTTTAGTGATGTCTTTATATGTCC 
 
>0612-94-(6-6-06)_D02 
ATTCTCAATCAACGTGTTGCAGCTCTTGAAATCTGCTCAGATGCAACATGGATTGAGGCATGGCGATTAC 
ACTCGCTATAGGAGGTATTGTACTGCTCGGTTGAGGAGGTTGTACAAATCACTCAAGTTCACTCATGGCC 
GCGGTAAATACACCCGAAAAGCCATCACTGAATCCACTGTCACTGAAGTTAGGTTTCTTCATCTTGTACT 
TTACACGGCAGAGAGAGCTTGGAGCCATGCCATGGAGAAGAGGCAGCTTCCAGATGGTCCAAATTCGCGT 
CAGCGTATCTATTTGATTGGTAGGCTGAGGAAAGCAGTTAAATGGGCTACACTGTTTGCTCAGTTGTGCG 
CAATCAAGGGAGATTCCAGAACGTCGTTAGAAGCTGAGGCTTATGCCTCCTATATGAAAGGGAACTTGTT 
GTTTGAACAAGATCAGAACTGGGACACAGCATTAATGAATTTCAAAAGTGCCAGGGCTGTTTATGAGGAA 
CTTGGCAAATATGGGGACCTAGAGAATCAAGTTTTGTGCCGAGAGCGTGTTGAGGAGCTAGAGCCTAGTA 
TTCGTTACTGCCTACACAAAATTGGCGAATCAAATCTACAAGCCTCTGAGCTTCTGCAGATTGGTGAGAT 
GGAAGGTCCTGCCCTGGACCTTTTCAAAGCTAAATTGGAGGCTGTCATGGCAGAGGCAAGGTCTCAACAA 
GCTGCGTCCATGACAGAGTTTCATTGGCTTGGTCATAGGTTTCCAATATCTAATGCGAAAACTCGGGTTG 
CCATTTTGAAAGCTCAAGAATTGGAGAAAGATTTACATGGTCCAGCCGCAGATTCACTGCCAGCAGAGAA 
AAGACTGG 
 
>0613-94-(6-6-06)_E02 
AAGCAGTTGATTGAGAGGCTGATTTATGCTGAAGGTGCAGAGAATGGTATGGAGTTCACAATTGTGAGAC 
CTTTTAACTGGATTGGACCCAGAATGGATTTCATTCCTGGCATTGACGGTCCAAGTGAGGGCGTTCCCAG 
AGTTCTGGCATGCTTTAGCAATAATCTACTGCGTCATGAGCCACTCAAGCTTGTGGATGGTGGTGTTTCC 
CAGAGAACATTCGTTTATATAAAGGATGCAATTGAAGCTGTTATGTTGATGATTGAAAATCCCGCTAGAG 
CCAATGGCCATATTTTTAATGTGGGCAACCCTAACAATGAAGTTACAGTTAGGCAGCTTGCAGAAATGAT 
GACTGATGTTTATTCAAAAGTAAGTGGTGAACCTTCTCTGGAAGAACCTACAGTTGATGTGAGCTCCCAA 
GAATTTTATGGTGTGGGATATGACGATAGTGATAAGAGAATTCCTGACATGACCATCATCAATAAACAAC 
TTGGTTGGGACCCCAAGACATCGCTCTGGGATTTGCTTGAATCAACTCTCACCTATCAACACAGGACATA 
CGCTGAGGCTATGAAGCAGGCCATTGCAAAACCAGCTGCCAACTAAAGCAAATTGGTGTTTGGTGGCACT 
TAAGAGAAGGGGGATTCTTGCTTAGGTTGCTGTTGTCTACAATTCTTTTTACGGAAGTCCTATAATATAT 
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GTTAATCTTTGATTCCCACATACCCTATTTTTTGTTTTTTTTGTTTTGTTTTTGTTTTTTTTTTTTTTTC 
GTTTCTTTCTTCTCTCTGCTGTCACTGGTCTTATAGCTGAAGTAGCTCA 
 
>0614-94-(6-6-06)_F02 
TGATTAATCACCAGAGGTTTTCATTTGAAAATCCCAAATGTACAGATCCACATGTGAAAGCTAATGCACT 
TCTTCAGGCCCACTTTTCAAGGCAAACTGTTGGTGGGAACCTAGCATCAGACCAGCGAGAGGTGCTTCTT 
TCTGCAAGTAGATTGCTTCAGTCAATGGTTGATGTTATTTCAAGCAATGGCTGGCTGAGCCTTGCTCTTC 
TTGCAATGGAAGTCAGCCAAATGGTGACACAGGGCATATGGGAGCGTGATTCCATGCTTTTACAGCTTCC 
CCACTTCACAAAGGAGTTGGCCAAGAAATGCCAAGAAAACCCTGGAAAGAATATCGAGACCGTTTTTGAT 
TTGGTGGAGATGGAGGATGATGAGAGGCGTGAGCTGCTGCAGATGTCAGATGAGCAGTTGCTTGATATTG 
CACGATTTTGCAACCGTTTTCCCAATATTGATATGACATATGAAGTGCTTGAGAATGACAACGTGAGGGC 
TGGGGAGGATATCACGCTGCAAGTCACTCTTGAGCGAGATCTAGAGGGAAGGACGGAGGTGGGACCTGTT 
GATGCTCCCAGGTATCCAAAGGCCAAAGAAGAAGGGTGGTGGCTAGTTGTTGGTGATACCAAAAGTAACC 
AGTTGCTTGCCATCAAGAGAGTTTCCCTGCAAAGGAAGGCAAAGGTTAAGCTTGAATTTGCTGCTCCTGC 
AGATGCTGGAAAGAAGCCATACACCCTCTATTTCATGTGTGATTCATATTTGGGCTGTGACCAGGAGTAT 
AGCTTCAGTGTTGATATCAAAGAAGCAGCAGCCCGGATGAAGACAGTGGGAGAGAATAAACAGGTCATCC 
TTTTTATTTGCTTTT 
 
>0616-94-(6-6-06)_H02 
ATACCCATCATTGGTGGAGGCTTATGGATGGCAAGGAATAGCACATCCTGTGAGAGTTTCCTCCAAACCC 
CACTTCTAGTTGTGGGTTTTGTCGTCCTTGTTATTTCCCTAGCTGGTTTCATTGGGGCATGCTTTCATGT 
AGCATGGGCACTTTGGGTTTACTTAGTGGTCATGTTGTTCCTTATTGGAACTCTAATGGCTTTGACTGTG 
TTTGGTTTTGTGGTCACAAGCCAAGGTGGTGGTGTTGAAGTACCTGGTAGGGTTTATAAGGAGTATCGTT 
TACAGGACTACTCACCTTGGTTGAGGAATAGGATTAAGGATCCTAATTATTGGATGACCATTAGGAGTTG 
TATACTGGGCTCTAAGACTTGTGCCAAGATTGCTCTTTGGACACCTCTTGATTATCTTGAGAAGGACATG 
TCTCCAATACAGTCTGGTTGTTGTAAGCCACCAACTTCATGCAATTACAACATGGCAACAGCGGTAGCCC 
AAGACCCTGATTGCTACCATTGGAACAATGCGCCCGACTTGTTGTGCTACGAGTGTGATTCTTGCAAGGC 
CGGGGTGCTTGAGAATGTGAGAAGGGATTGGCACAAGCTCTCTGTTCTTAACATTGTCATGCTTGTGTTC 
CTTATTGGGATTTATTCAATTGGCTGCTGTGCTTTCCGAAACACAAAACGAGCTGAAACTGAATACCCTT 
ATGGCGAAAACCGAGTCAAACATATCAAACCCAGATGGGATTATCACTGGTGGAGATGGTTGCAAGACAA 
AAGAGAAGGGCTTTATTAGCTATAAAGAAGTTCTGATGTTCTCTCAGATTCAGTTTGTGTTCC 
 
>0617-94-(6-6-06)_A03 
CCACAAATGTCTCGATCTACGGAGATGTTGTCTCTGTCCGAGCTTCTCCCTGACAACGTCGTATTCGACA 
TCCTGACTCGGCTGCCTGTGAAATCCTTAATCCGATTCAGGTGCGTTTCTCATTCTTGGAACTCCACTAT 
CACAAACCCCATTTTCATTACAAAACACCTCGATCTAGCAAGTTCATTATCCGACATCAACAACAATGGT 
TATCTGTTATTCACGCCACTAAGAAATTACCCGGACCCTTCATCTACCCAACAATGGACTACGTTTGTTT 
ACAATACCAACCGCACGTTGACCCAGATTTCAAGGTTTGAAATTCCCTTTCCCAACCTCATAATTGGCTT 
CTGTAACGGCGTGTTCTGTATTGCTGCTAAAAATGATGACTCTGATGAAAAAGATCTTACACGCTCTTTG 
TATTTGTGGAACCCAAGCATTAGAAAGTTAAAGAAGCTTCTAGCTACTCATCCAGCTGATCGAGCCGTTT 
CTGGATTTGGGTATCATCCTCAAAACAATGACTACAAGATTCTGAGAGTTACGTTTGCTATACAACAAGT 
GACACGAAAACCCGCTGAGGCCGAGATTTACACACTGAGTACTGATTCGTGGAGAAAGGCTGTAATTTCG 
GTGGAGTCATTTAGTGGCTCTGATTCTGGACCCAATGGATCAGTTGATGAGGTATATTTCCCAACCCGAT 
TATGTTTTAATGGAGCTTTGCATTTTATAGCATTTTCTGGGGACCATAAGTTCATCTTGTCCTTCGACAT 
TAATGATGAGAGATTCCGTGAGATATTGCTGCCTCAGAATTACTTGGAAGGAA 
 
>0619-94-(6-6-06)_C03 
AATGGTTGTAAAGTTTAAATTATAGATCTACTTTATAGGTTTCTACATGGGTCCCGTTTGGATGATGAGA 
AAATGTAGGAAATGGAAAGGATTTGAATGTCAAAGTTTCCATTTTTATCGATGGGATCAAAGAATTTCCA 
TTTTTGGGATCTGGGAAAATGGATAGCTTATCTCAACCGAGCTGGGTTTTAGGATTTGGCTCGGTTCGAT 
TTGTGAGATCTTCATTTCCTGTGGATATGGATGGAGCTGAAGGAAAAAGATACATTTTTCGATGTATATA 
TATATATATATTTTCCATTTTCTCAGCAGCCAAACAGGGGTTTGATCTATCTTTCGATGGGGAGATCCAG 
TTGATGCTTTCTATTTTTTGTATTTAGCTTTAATGTTTATTCTGCCTGATGATCCATCAGATTTGTCATA 
TTAGATTTTATGTTTGTTTTATATTCAATTTGTCTGTAATGAGATTTTCAATGGCAATTGGCAATCTTTG 
GTTCAAATGCTGTTAGTGGGTAACTGGAAACATAGCAAAGTTTGAATCTTTTGTGATTGATTTTGCTCAA 
TGTGTAGTTGTCATGGATGATGATGCGTTGAATATGCGTAATTGGGGTTACTATGAACCATCCTTCAAAG 
GACATCTTGGTCTGCAGCTCATGTCAAGCATGGCAGACCGTGATTCAAAAAATTTTCTGCCTGGACGTGA 
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TCCTAATAGCATGATGATTAACCCAGCAAATGGAACTTATCATCCTCGGGATTGTGTTGTTTCGGAAGCA 
CCCGTCCCTATTAATTATGCGAGGGACAGTTGGGTAAACCAGAGAGATAAGTATCTCAATATGTTGCCTC 
CCAATCCTAATTATGCTGTTCTCCCAGATACGTCTGGAGCTCATTCATTACAGATGATAC 
 
>0621-94-(6-6-06)_E03 
CGCTAGTGACAGCCATGTCAATGCTGGTGCGTTATTAGGAGTTGGGATCGTAAATTGTGGTATCAAGAAT 
GATTGTGATCCGGCACTGGCACTTCTAGGAGAGTATATAGATAAAGAAGACCCATTCATTCGGATTGGGG 
CAATAATGGGCCTTGGGATTGCATATGCTGGTGCTCAGAATGAGCAGTTACGGAGTAAATTGGCTCCTAT 
ACTCAATGATACTAAAGCTCCTCTTGACGTGATTGCTTTCACTGCAATCTCATTGGGTTTAATATTCGTG 
GGTTCTTGCAACGAAGAGGTTGCTCAGGCAATTATATTTGCATTGATGGACCGAAGTGAGTCAGAGTTGA 
CGGAGCCCCTAACTCGTCTTTTACCACTTGGGCTTGGTCTTCTATACCTCGGGAAGCAGGAAAGTGTGGA 
GGCAACGGCTGAAGTTTCTAGGACCTTTAATGAAAAAATCAGAAAATACTGTGATATGACATTACTTTCC 
TGTGCCTATGCTGGAACAGGGAATGTTCTTAAGGTTCAAAATCTTCTGGGTCATTGTTCACAACATCTAG 
ACAAAGGTGAAACTCACCAGGGTCCTGCTGTGCTTGGAATTGCTATGGTTGCAATGGCTGAAGAATTGGG 
GCTTGAGATGGCAATTCGTTCATTAGAGCATCTTTTGCAGTATGGAGAGCAGAATATTCGCCGTGCTGTT 
CCTTTGGCTCTTGGTCTCCTTTGCATATCAAACCCTAAGGTCAATGTTATGGACACATTAAGCAGACTTA 
GCCATGACACAGATTCAGAAGTAGCAATGGCTGCAGTAATGTCGTTAGGTTTGATAGGTGCGGGCACCAA 
CAATGCTCGAATAGCTGGCATGCTTCGTAATCTTTC 
 
>0624-94-(6-6-06)_H03 
ATCTCTCTGTCCCCGTGGCTCTGAGCACAAACAGAAGAAGAAGAAAATGGGTACACTGTGTGGGCTTACA 
GTGACCACAATTCTCTTGTTTTTTCTCCTCTTCGTCTCTCTATCTCACTCCTTCTACCTTCCTGGCGTTG 
CTCCTCGCGATTTCCAGACTGGAGACCTCTTGCCAGTCAAAGTGAACAAATTATCATCTACTAAAACACA 
ACTTCCATATGACTACTACTATCTAGACTATTGTAAGCCTGACAAGATTTTGAACAGTGCTGAAAACTTG 
GGGGAAGTTCTTCGAGGTGACCGCATTGAGAATTCTGTCTATACTTTCCAAATGAGGAAGGAGCAATCAT 
GTCAAGTAGCCTGTAAAAAAAAGCTTAATGCTGAAACTGCTAAGAATTTTAAGGAAAAAATCGATGATGA 
GTATCGAGTTAACATGATTTTAGATAACCTTCCAGTTGCTGTCCTTAGACAGAGGAGGGATGGAATTCAG 
TCAACAACTTACGAACATGGTTTCCGTGTTGGGTTCAAAGGAAACTATGCTGGGAGCAAAGAGGAGAAAT 
ATTTCATTAATAACCACTTGAGCTTTAGAGTCATGTATCACAAGGATCTTGAGACTGATTCGGCTCGGAT 
TGTAGGGTTTGAGGTTACTCCAAACAGCATTAATCATGAATACAAGGATTGGGATGATAAAAACCCTCAA 
TTAGCAACGTGCAACAAAGACACCAAAAATTTAGTGCAAGGTAACGTCGTTCCACAAGAAGTTGAGACAG 
ATAAGGAGGTTGTTTTTACATTTGATGTTTCCTTTAAGGAAAGTGATATCAAATGGGCATCTCGTTGGGA 
CACATACCTCCTCATGAATGATGATCAGATCCACTGGTTCTCCATCATAAACTCTCTGATGATTG 
 
>0625-94-(6-6-06)_A04 
AAGCAGAGCATTCACACAGCACAACGCAACGCAACAGATCTAAGATCCAAACCTCAATGCGCTTCGCTCA 
TTTCCTGATCTGAGGATATAGTTCAGTTTTGCGGACGCATTGTTTTATACAAAAGTGGCTATGTCAAGGA 
GGCAAGTAGGCTCCACACGGCGTGGTGGAAGTCTTCCGTTTGTGGGAGTCATAAATTCAAAATCGAGATC 
TTCTCCCTTAGTATCTGTAGTTCTTGTCGTTCTGGGAGTAATCCTTCTTATCGGCTATGCTTCTCGAAGT 
TCTCGTAGCTCAGGTGCATTTGGAGGAAGTAGAGAAGCAGATAGCAAGGTTGAAGGCGACTTTTCATGCA 
CAGCAGAAGTTGAGAGAGCAATACCTTTTCTAAAGAAAGCATATGGTGACAGCATGCGCAAAGTTTTGCA 
TGTGGGCCCTGATACTTGTTCAGTGGTCTCCAAATTGTTAAAAGAAGAGGAAACTGAGGCATGGGGTGTG 
GAACCGTATGACATAGAGGATGCTGATGGAATCTGCAAGAGTCTTGTGCACAAAGGCATTGTTCGTGTGG 
CTGATATCAAGTTCCCTCTACCCTATAAAGCAAAATCTTTTTCTCTTGTTATTGTGTCAGACACATTGGA 
TTACCTGTCTACAAAATTCCTGAACAAGACCCTTCCAGAATTTGCTAGAGTGTCTTCTGACGGTCTTG 
 
>0626-94-(6-6-06)_B04 
CACGCGCCTCCTGATCGAGCGGAACCCGTGGGACTACTTCGACATCGGCGTGCCCTACCCCACCGGATTC 
CACCCCAGGTCCGACTCCGACGTCGCCGAATGGCAAAGCTTCGTCCGAAACCGCCGCCGCACCAGCCTCT 
TCTGCTTCGCCGGCGCCACGCGCGGCGCAATCAGGAACGACTTCAGAGGCTTGTTGCTTACCCAATGCCG 
GAACGCCAATGACACGTGTACGGTCGTCGATTGCGGCGGCTCCAAATGCTCCAACGGCACCTCGGCCATC 
CTCGAAACGTTTTTAAGATCCGATTTTTGTCTGCAGCCCAGAGGCGATAGCTTCACCCGCAGGTCGATTT 
TTGATTGCATGGTGGCCGGTTCGATCCCGGTTTTTTTCTGGAAGCGAACCGCTTATTACCAGTACGAGTG 
GTTCTTGCCGGGAGAACCGGAGAGTTACTCGGTTTTTATAGACCGTAACGCGGTTAAAAACGGTACGCTA 
GTGGAACACGTGCTGAAGCGGTATAGTAAAGAGGAGGTGAGGAAGATGAGAGAGAAAGTGATCGATTATA 
TACCGAAGTTAGTGTATGCGAAACCCCTAGAAGGGTTGGAGAGTGTAAAGGACGCGTTTGATGTGGCCAT 
TGATGGTGTGCTACAACGGTTCAAGGAGCAAGAGGAGTGGGGATTCAAGTGGTAATAGAATATAGAGAGA 
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GAAAATCTGGGAAATTAGTAATAGTGATTAGTGACCAGTTTTTACAGTTTTTTATTTTTTTGTTTTTGTT 
TTTGGGGGA 
 
>0627-94-(6-6-06)_C04 
ATCCCCCAAAAAAGTTTCGCCTCCGCTGGCAAAACGATTGTGATCCGATTCACGTTGATACGTGGCTCCG 
TACAGCGATTACGCGCGGCTTTGAAGCGCTTGATCTCGACATTTATCTTCCCCCTCCTGACCATTTCATC 
TTGCCCTTTACTCTCTTCAATTACTGTAAAACTTTAGCTGTTTTGAAATTGGCTGGCAGCATTGTTCTCG 
ATCCTCCATCATCTTCAGCCATGGGGTTCCCGAGTCTCAAGGTTTTGCATCTCCACTTAGTGGAATATGC 
AAACCCGGGCTCTTTCTCCAGGCTCCTTAGTTGCTGCCCTGTCCTTCAGGATTTGGCTGTACAAATATTG 
GGGAACAAAGACGGTGAAAACAATTTTAAAATCATTGTGCCAACGCTGAAAAGATTACAATTTTGTATCC 
ATATTCCAAACTACAAACTTGAGATAAACGCCCCATGTCTCGAGTACCTTTATTTCGTAGGTAATGTAGG 
CAAACACGTTTTGTTGGCTAACCTGTCCAACTTAGTTGAAGCAGTTCTTGAGACCTCGGATTCGTATGTA 
AGTGTTCGTTGTTTAACTGAATTATTTGATGGGTTTCAAGAATATGGAAAGAGGGTATGGGCCTTCCTCA 
GAGCTCTCTATAATGTTAAATCACTACATTTGGACTCATCTACCACAGAGTGCCTTTGCAATGCAATTGA 
TTTTGATGATCCTCCCATGTTTCATAAATTGGCTTACTTGAACTTTGGGTACGGTCATCATTGTCTTATG 
GAGAACGTGCTACCACTCTTGCTTCATCAGGCTCCTAAACTTGCTGTATTTATCTTTGATAAGAAATGGA 
GAAATTGTTGTGTTGATGAAAGGGAGAGACTGTTTCAGTCTTGAGAA 
 
>0628-94-(6-6-06)_D04 
AACAAAGGAAAAAAAAAAAGCAAAAAAGTAGTGGTGGATGGCAAAAACCAACAAGTATACCTCCATTAAC 
TTCAATCAGATCTACGAGAAAACCCTTCCTTCCAATTCCAATCCCAACTCCAAACCCATCAAAAAACCAT 
CTTCCTCTTCATCTTCCTCTTCACCCTCTTACTCTGCAATCTCTTCTCCCAAGACCCATGGCCGCATGTT 
GGTCCTGACCCGACCCACACCCACATCCAAGCCCAAACCCATCACCACTCCATCACCACCTCCACCACCA 
CCACCGCAACCTCTTTCCCCACAGCCCCAGCAAAGCCAGCTGATCCCCGAACGGACCCGGTCTGATCCCG 
GTTCGGACCAGATTTCTCTTCGTCCGTTGGGTAGTACCGGTTCCGGTTCTCCTGCTCTGTCACCGGTTCC 
GAGCTTTGAAAGGGACAAGGAGGTGGTGGGTGTGGTCACGTCTCCGAAGCCGGACAAATTTGTGCCTCCG 
CATCTTAGGCCCGGTTTTTCAGGGAGGGAGGAGCGGATTGGACCGGATGTGGTCCGGGTCAGGGAATCGG 
GGCGGAACAATTTCGGGTCTCCGGGTAGGTACGGAGAGGATGGGCGGCCCAAATCGGGTGGTGGGTATGA 
GAGGATGATGAGGGGTGATGAATCGGAGCTGGGAATGGCGAATCGGCCAAGATCGAGTGGAAGCCGGCCT 
GGTTCGAGTGGATGATTATTTTGGTGAATTGATTCTGTCCTGCGGACAAGGATGGGACGTACTTGATGCC 
ACAAAGGGATTCTCTATAGGGACCAACTTCTGTCATTTTTCTCTCTGGAACTGGCCTTGATTTTCAGAAT 
GAACAGAATTTCAATTTTTGGAAGA 
 
>0630-94-(6-6-06)_F04 
TCCCCAGAAATCGCAGGACTGGTGACTCAAGGGGTTTTGCGTTTGTGCGGTACAAGTACGCGGACGAGGC 
GCAAAAAGCCGTGGATAGGCTAGATGGAAAAGTTGTTGATGGTCGGGAGATAACGGTTCAGTTTGCAAAA 
TACGGGCCAAATGCCGAGAGGATTGACAAAGGTAGGATTAGTGAATCGTTCTCAAAGTCAAGCTACAGGT 
CAAGAAGTCGCAGTCCTCGGAGAAGGTACCGTGATGACTACAGAGATCGGGATTACAAGAGAAGAAGCCG 
CAGTCGAAGTTTGGATAGGTATGATCGTGACTCACGATCTCGTGATAGGTATCGCGGGAGGGACAGAGAT 
TATCGTCGCCGTAGCAGGAGCCGCAGCCGCAGTGACAGTCCTGATTACTACAGGGGCAGGGGAAGAGGCC 
GTTATGATGATGAGCGCCGAGGTCGAAGCCGAAGCCAAAGCCGAAGTCGATCTATGGATAGTGCCTCTCC 
TGCTCGGCGTAGTCCTACTCCTCGCAGAAGTGCTTCCCCGCATAAGTCTCCATCTCCTAGGGCTGGAAGT 
CCTGATAGGCATAGTGGTGATAGAAGGTCCCCAACTCCACATGGTGTTTCGCCTACAGACCGTCCTGCCG 
ATTCTCGAAGTCAATCCCCTTGAAAGTCAGATGTTGATGAATGATTAATGCGGGTTGTGTGGAAGTTCAT 
GAAGACATATTGAGTAGTGCACTTGTGGCTGTTAACACTAATGTTGAGGAGGCTTGATCGTCTTGCATGT 
TCTTATCAGAATGTTAAGTGCTAGTTTTGTTATGTTCGGGAACAATGAGTGGGGCTTGATAGGCGGATGT 
TGAATTATGGCCGTTGATGCTGTATCTAAATTGTAGATGGATGATCGTGATAGCGATGCTGG 
 
>0633-94-(6-6-06)_A05 
TATGGCAAAGGCAACCGTTGAGCTTGACTTTTTTGGAATGGAGAAAGAGAGTTCTTCCTCTTCTTCCTCT 
TCCTCCAAATCCCAGTTCCAAAAGTTTCTCGATCGCCAGAGAAGCATTCGAGGAATGCAGAGTGCTATTT 
CGAAGATTAACCCTGAGGTTCTGAAATCTGTGATTGGGTCTGGTTCGATGAACAATGGCTCAGGTTCAGT 
GCCCTCGAGTCCAACCAGAGAGCAAATTCTCTTCCCTGTTTTGCCTGTCTGTTCTGCTCCTACACTCAGG 
CCTAGTTCGGAGAAACTTTCAGATTCAGCTCCTTTGACTATATTTTACAATGGTACTGTCTCCATCTTCG 
ATGTGCCTCGAGACAAGGCGGAGACCATTTTGAAGCTTGCTGTGGATGGAACCTCGAAAGCTGTTGAAAG 
TACATTGGACCCAAAAATTGCAGTTCCTTCAAGCGACCAAGAACAACTACTCCAAACACTTAAAGGAGAT 
CTGCCAATTGCGCGACACAAGTCGTTGCAAAGATTCTTAGAGAAGCGCAAGGAGAGGCTGACTTCCGTTT 



247 
 

 

CGCCTTACAGTTGCTACACCTAAATAATACGCGTTTTTAGAAGACCAAAGGAAGGAGCTATCCATCCAAT 
GCAGACCATATTGAAATTATAAGAAGAAGATGATGAACCGCACATATATAATATATATAATAGCAGTTTT 
AGAATACTTTTGTCCTTTTGTCCTTCAAGGATTTCAGCTTATTATTGTAGTAGCTTTTTACTTGCTTGGA 
CAAAATGGTACCACTGGCTTTAGATTTAGCTTTACTTAAGTTAAAGTAGGGACCGCTTTT 
 
>0634-94-(6-6-06)_B05 
AGTCATAACAAGGCTGGAGTCCATGCACAACAGTCTTGTTCATAAAAGGCGTTGGAAGGTTTATACACTC 
TCTCTGTGTGTGTGGGGGTATTGGGGTGGTGTAGCTGTAGGTGTAGGTGGGTGCATGCATGCATGCGGTT 
AACAGTAAGTTTCATGTTTAAAATTTGATTAGTTCTATGTAGAGAAAAGAAGAGGGAAGAGAGAAAACAT 
GAGAGTTTAAGTGGTTAGCCCTTGTGTCCTACATCCATGGAACAAGAGCTCCAAAGACTACATCTTCACT 
TAGAAAATGATACATTACAACAGAACCCATTTTTATAATGGGAATCACATACATAAATCAATCACAATTT 
TGATTTGATTGCTTCAATCTCACAATTTCATCAAACAATCAATTTCTTAATTTATTCCAATCCCATGATC 
TTCTCCAAGAATCAATGCCTTGATTTGGTCTTCAATGATATGGAAAGTCTACTTTCCTACATTTTATAAC 
CAAATAAATTTTTTATGATGTTAACTATTTAGTGGCCTAAAGTTGCATATGCAAAGGCAAAGCACTTCTT 
TCAATTTCTGGCTGTTGGCCTGTTTGTAAAGTGGGGTCCACAGTCCATGTTTAAATTTGGAAATTGCTAA 
AGATGTTATAAATTTTCCTACAAAACCTTCACAAACTAATGTGCAAAAAAATGTAATTAGTTGATATCAA 
CAACGTAATTAATGTCAGAATAACTTTTTTGTGATTAATGACACTTCAGTTTGTAAAGGTTATATAGTAT 
CCTTAGTATCACTCTTAAAGGTTTTTTAATTTAAAATTTTTTTTTTTTTAAATTTTTAAAATTTAAAATT 
TTATTTATTTATTTATTTTTTTTTTATGTCTAGGATCGTCAAATA 
 
>0635-94-(6-6-06)_C05 
ACAAGAGCAACTCTCACGCTTCAGGGGACCCCTCTAACCCATGTCCCATCTGCCTCGGACCCATCCTTCA 
AGATTCCTATCTTGACAAATGTTTCCATAAGTTTTGTTACAATTGCATTGTACAGTGGACCAAAGTGGTT 
GCACGCAAGCACTCTAGCCCACCTACTTCTGTAAAATGTCCTCTGTGCAAGACGGAAAATTTTTCTATAC 
TGCATGGATATGATGGAAGTTCATTTCAACGGCATTACATTAATCGAGATTTTGGATATAGGTATCGTCC 
TTTTGATTTCTTTTCTTTCAGTTATTTTCCCCGGCAGTTATTATATTTCTATATTTATGTTACTTCATGT 
AATGGTGTTGCAGCTTTCTCTTAACAAGAGCACACAAGTATAGATTACAGTGCTATTACACTGAACCAGG 
TCTTATGCTGCTTGTCATTCTATTTATTGGTTCTTCTTAATGCTACCTGTTTGTAACATTATTTCCTGAC 
AAAATTACTATTACCTGTATTTATGCTTTTCGGTTAACCATGTGTTCAATCAGGTATCGTAGATGACATA 
TTCAACGTACTATGGTATTGGAAATCTCATAAGTATCTTCAGCCAAACCATTGGCTCCAAAGTTGGTTGA 
AAAGGGAAATACAAGCTCTTATACAGGTCTGCAAATTAGCCAGTCTAATGTTTCCTTATGAACACTATAA 
ATTGATTGTAGACTATGACATAGAACACAAGCTGCATGTAATAAAACATGTTGCTAATCCTGAATGAAGC 
TTTCAAACCATTTAATATCATGTTAGCATCAGCCGATTTGCATGAAATAAATTCTAGAGAAAAAATCTAT 
ATATCCACCAACTCAATTTTTGCTGGGCATCCAAAGCTGACTATGGCCAATCTTATTCATTAAATTGAAA 
AGAAAAAAACAGA 
 
>0636-94-(6-6-06)_D05 
AGAGAAACCAAACCAAACCAAACCAAACCATGTCACTCTCCTCCTCAGCTATTATTCTATTCCCCAACAC 
TCCAATTCCAAAACTCTTCTTCTCTTTCCTCCCCACTCCTCCACCCTCACTTTCCCTCTCCCTCACTCCC 
AGAACCATAAACCTCTCAACCAAACGCCACTCCTTTCTCCCCCTCCAAAACGACGACGTCTTCGAATTCG 
AAGATGAACTCGTCATCGGCGACTGTGTCGTATTCGAAGAAGGCGTATTCGACGACCCATATCTCCAAAA 
CGACGTTGAAGAAGAACCCCAAACTCCCAAACCAAACAAAAAACACAATAAACCCATTTCGGAAATCGAG 
CCCGAGAATCTAGTCCCTGAAAAGTGGAAAGAGGTTCAAGCTGAGATTAACATAACGAAGAAAGAGAGGC 
GAAAGATTGCTCAGGACTTGGAGTTCGGTAGCAAAGTCGAGAAGAGGAGGAAAGGGTACGAACCCATTAG 
AGATGGGAATGCGGTGAAGGAGTACTTGGAGTTTAAGAAGGAAAAGTTGGGGCAGCTCAACCCACTTGTG 
CTCAATAACCCAACTAGTTTTCCTGAGAAAGAAGGTGAAGGTGAAGGTGAAGGTGAAGATGAAAGGAATG 
GGTTTCAGTATTCAAGTGAGCGAGTGAAGCCCAAGAATCCAAGGTGGGCAGTGTATGGTAGGGGGTTGGA 
GGATTTGACGGAGTTCTTCAATGGTGAGAATTATGAGCCTGGTGAAAATAAATCCGAAGGCCGTCCTAAG 
ATGTTTACAAAAGAGGAAAAGTATACGCTGAATAGGAAGATACCTGATGTGGCAGCTGCTACTTGTGTCA 
AATGGCTACCTTTGCACACTCTTGCTGCATCAAGGAGAGTTTTACTTCGTGAATGCTTTG 
 
>0638-94-(6-6-06)_F05 
GGAAGTTCCGTATCATTCTCGGTCGGTCGGAAACTTCCATCATTTGCTATCTGTGTGGCTCTAAAATTGG 
AACTGAAGGATGTGACATATAGATTTAATACATTTAATTGTTTTATCTACATGAACATCATTGGTTTTGA 
AAGACTGCTCTTGTCTGCTACTTTTACTATAGAATCATCATCTTTTATGTGGTTCTGCTATATAAGAGAT 
AGCTATTTGGAAGACATAATTCTAGGGGATTGGAATGACATTGAGTTTCGATTTGAATGTTCAAAATATG 
ATCCAAAAATAGCAAAAATTACAATAGAAAGGTGCGGAGTCCATGTATCATGCATTTGTCCTCCTTGCAA 
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CTTCGCAGCAAATAGCTATGTAGTCCACCATTGAAGAAAATGAGAAACCATTGACCAACCTATGCCAGAC 
GTCCCCAAAAACACTACCTGTCCCACTTCGGATGGCTTTGAATCCGATTCGGACTCTGGAAACGGAGCTC 
TCGCCCAACCCTTCCAATCTCCCACACTTATGTCAATGATGGTTCCAACTCCAAGTTATATCCCTCATTA 
AAGAAGGCAAGAAATCTTTATCGAAATTAGATGCCAAGGTATGCCTCCTTCTTCTGTTCTCTAGGATCCT 
CTGTTCTGGTATTTTGATGACTTCATACTTGATGGAACTGGGTTGAAGTCAGCATCCTCTGTTCTTGATT 
GAACTTCAAACAAATATGCCAAGTTGTGGTGATGAAAATTCTTTAGGAGGCACGAGAGGAAGCACATCAA 
GTATTTGATAAAATGTTATTTTGGGCTGAATGAATGAACTCACTCTCTTACTTTACAAAAGAGTAGGTTC 
GATATACATATAATGCAAACATCATCAACTTCATTGTAAGTCCAGCTTGCA 
 
>0639-94-(6-6-06)_G05 
ACATCATCAAAGGGGTTGCTTCGGGGCTTTTATATTTACATGAAGAGTGGGAACAAACTGTGGTTCATAG 
AGACATCAAAGCAGGCAATGTGTTACTGGATTCTGAATTTAATGGAAGGCTGAGTGATTTTGGTCTTGCT 
AAGCTATATGAGCATGGCTCAAACCCAAGTACCACAAGGGTAGTTGGTACTTTGGGTTATTTAGCACCTG 
AGCTCACACGCACAGGCAAGCCTACAACAAGCTCAGATGTGTTTGCTTTTGGTGCTCTGATGCTAGAAGT 
GGTATGTGGTAAAAGACCCATTAACTCTAAAGGATTGCCTGAGGAGCTCATGTTGGTGGATTGGGTGTGG 
GAAAAGTGGAGAGTTGGATCAGCTCTTGAAGTTGTGGACACAAAATTGGAGGGTATATTTGATGAAGCTG 
AAGCTGTTTTGGTGCTCAAACTGGCTTTATTTTGTTCAAATGATATAGTGGAGGCACGCCCCACAATGAA 
GCATGTCGTGAGGTACTTAGAGGGAGAGTTAGTGTTGCCTGAGGAAGTGGCAACCCCAAATGCACATTAT 
AATACAAAGGGTGCTCGAGGGTTTGAGGATTTCTACTTTCAATCGTTTCCTACTACATCTTCATGTTTTG 
AGAAGGGAAGTACTTGGTCTTCAGTTGGGAATGATGAAGATGCTGATATTCAAGCAGCTTTTACTTCACC 
TCTTCCCCTTTTTAACAAAGACAATGGGAGGTAGCCATGTTATAGAGTTACAATTCTTGTCTAATTTTCT 
TTCCAATTTTCTTCTTGTAGTTACCACTGAAAAGATTTACTGTAAATGTCACTGCAAACATGTTACTAGT 
CTAGTCTAGTTATCCACATCTCCTTGTAGATGCATCAGCACCATTT 
 
>0640-94-(6-6-06)_H05 
TTTCTGAAGCCCCTTTCCTGAAACGAAAGCTTAAACCCTAAACCCACACAATGAAACGCACTCTGCTTCG 
AAATGTCACTCTCTACACTCGCAATCTACTTCTCTCCCCTCCCATTCAAAACAACCCAATTCCAAGTCCT 
TCCTCACTCGCCGCCTCGACTCGGCCCCGACTCAGACTCAGGTTCTACTCCTCCGAGAACGACTCGTCCT 
CGTCCTCGTCCACTGAAAACCCTAGCTCTGCTCCAGATCCAGAGACCAGCTTGGCACAACCCCAGAAGAA 
AGATGTCTCCATTGACGTCGAGGACGTCAGTAACAAAGAGCTGAAAGCGCGGATAGAGAAGTACTTTAAA 
GGTGATGAGGAGGCACTCCCATCGATCCTTGAAGCGATTCTGCAGAGGAAGTTGACTGGGAAGCATGAGG 
AGACAGATGATGAGTTGGTAGATGAGTTTCAGATGGAGCCACTGGATGATGTTAAGGACAAAGAATTTGA 
ATCGGATTTTGAGGAAATGCACGAGACGGATGAGGAGATTGATGATTTGTATGATGTGAAACCTATAGTC 
ATGAAGAGAATGGTTAAGGATGAGTTTTTTAACATGGATGACCAGAAGTGGGATGGTCTTGTTAAGGATG 
CCATTGATCATAAGATCATGAAAGACACAAAGGAGTGCGAGGAGATTTTAGAGGATATGCTTAAATGGGA 
CAACCTCCTCCCAGATGAGATAAAGAAAAAGGTGGAAGAGAGATTCAATGAGCTAGGGGATATGTGTGAA 
AGGGGAGAGATTGAAGCCGAAGAAGCTTATGAGTTGTTTAAGAAATTTGAGGATGAGATGGTAATTGAAA 
GTCAGAAGATAATGGAAGCTGA 
 
>0641-94-(6-6-06)_A06 
GAACTTCCTTATGCAAATCATGGGCATGTCGTACTAGCAGACCCTTCCCCCATTTTGTTTTATCCTATTA 
GTAGCACGGAGGTTCGCTGTCTGGTTGACGTACCTGGACAGAAAGTTCCATCTATTGCAAATGGTGAAAT 
GGCAAACTATTTGAAGACTGTCGTGGCCCCTCAGGTCCCCCCTGAAATATATGATTCTTTTGTTGCTGCT 
ATTGATAAAGGTAACATTAGGACAATGCCCAACAGAAGCATGCCAGCTGCTCCCCATCCTACTCCTGGTG 
CCTTGTTAATGGGGGATGCATTCAACATGCGGCACCCCTTGACTGGGGGAGGAATGACTGTGGCATTGTC 
TGATATTGTTGTGCTACGGAATCTTCTTAGGCCTTTGAGAAACTTAAATGATGCACCTACCCTCTGCAAG 
TATCTTGAATCCTTCTACACCTTGCGTAAGCCAGTGGCATCCACCATTAATACTTTGGCTGGGGCCTTGT 
ACAAGGTCTTTTGTGCTTCACCTGATCAAGCAAGGAAGGAAATGCGTGAGGCCTGCTTTGATTATTTAAG 
TCTTGGAGGTGTATTCTCAGCAGGACCAGTTTCTCTACTCTCAGGGTTGAACCCTCGCCCATTGAGCTTG 
GTTCTGCATTTTTTCGCTGTTGCAGTATATGGTGTTGGCCGCTTATGCCTGCCCTTTCCTTCACCTTCAC 
GCGTCTGGATTGGAGCCAGATTAATTTCGGGTGCATCAGGAATCATCTTCCCCATAATCAAGGCCGAAGG 
AGTTAGGCAAATGTTCTTCCCTGCTACTGTTCCAGCTTATTACAGAGCTCCACCTGTTAAGGGAGATCAT 
TAAAGTAATGTAGCTAAAAATTGGCTGCAGTCAAGATGGGCAATCAGTTCGGCATTTGCCTT 
 
>0642-94-(6-6-06)_B06 
GCCGCTGAGAGTCTACTCCGATCATGGCCTTCTCGTCCCGCCTTTTGTCCAAATCCAAACAGTTTTGTGG 
TAGCCAAATCACCTTTCAACAAACACATGCTATTCCAGCCCGTTGCTTTGCCAAACAAGCTGATCGCCCT 
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GCTCTAAAGGGAGATGAAATGTTGAAGGGCATCTTTATCGAGGTTAAGAATAAATTTGAGACAGCCATGG 
GGATACTTCGCAAGGAGAAAATCACTATTGACCCGGAAGATCCAGCTGCTGTTGCTCAGTATGCCAAGGT 
CATGAAGACAGTGAGAGAAAAGGCTGACTTGTTCTCAGAATCCCAAAGGATTCAGTTCACCATACAATCA 
CGAACTCAAGATATTCCTGATGCACGAGCATATCTGTTGACATTGAAGGAAATACGAATTAAGAGGGGTC 
TCACCGATGAACTTGGTGCAGAGGCAATGATGTTTGATGCACTGGAAAAAGTTGAAAAAGAACTCAAAAA 
GCCCCTTATGAGGAATGACAAGAAAGGAATGGCTGTTCTTATGGCTGAGTTTGATAAAATCAATAAGAAG 
CTTGGAATTCGAAAGGAAGATTTGCCCAAGTATGAAGAACAGCTAGAACTCAAAATTGCCAAGGCACAGC 
TAGAGGAATTGAAGAAGGATACTCTTGAAGCAATGGAAACTCAAAAGAAGCGGGAGGAATTCAAGGATGA 
GGAAATGGTTAGTCCGAAGTCGTTGGATATCCGAAACTTTATCTAAGATTGAGATTTGCCTTTTACTTGT 
TTGTTTGGGGTTAAATAATTGTATGGGCAGAGTGAAAACCCTCAATTTTTGTTTGGGAAATG 
 
>0643-94-(6-6-06)_C06 
CTCTCTCTCTCTCATCATAGAAAAACAAAACAAAAAAAATATCAGAATTTAGTATTCACACTCATTTCCT 
CTACACTGTTTCTCTCTGTGTGCAATGTAGTTCGGCTGACACGTCATCGGACTGAATGGCGAAGTGTCAC 
AGAAACAACGTCGGATCTCTAGTCCTCGACGGCCCCACCACCGGCGGCCACTCTCGCATATGGACCTCGT 
TCTCCGGCTCCGCATTCCGCCGCAAACTCTTCAACGCCATGAGCTGTGGCGGCGGCGGTTCCCGCCACCG 
CCCCAAGAGCGATTTCGTCGCAGAAACCAGATCGGTCTCGAAACCCTCGAAACCACCGGAGAAGCCGAAG 
AAGGCCAAGTCGGAGAAGCTCTCCGATCTTCTCAACATGGCGGAGTGCTCCTCGTCGGAGACAGACACCG 
AAGCGGAGACGAAGAAGAAAGTGGAGGCCCTGGAGGAGCTGAAGCTCGTAGCTAAGGAACTGCAAGGCGA 
GGATTCAGCGAAACGAAAAGCCGCCGCCAGCAATGTGAGGCTTCGCGCCAAGGAAGACTCGGAAGCCAGA 
GCCACTCTCGCCATGCTCGGAGCGATCCCTCCTCTCGTCGGAATGCTTGATCATCACGAAAACGACGCCG 
AATCTCAGATCGCTTCGCTCTACGCGCTTCTCAATCTCGGAATCGGCAACGACGCGAACAAAGCGGCCAT 
TGTGAAAGCTGGTGCTGTTCACAACATGCTAAAGCTTATAGAATCTCCAAATGCTCCAAACCCCATTAGT 
GTCTGA 
 
>0644-94-(6-6-06)_D06 
CATTGTACAACGGGGTTTTGCTGATAAATCTGGGGATAGCATTGTTCGCTTTGGTGGCCATTGAGTAGCA 
GTCAGAAACTTGGGCGTACCTATGCTGTTCTTCTCTTCTGTTCTCTCCTTCTCGATGTTTCTTGGTTCAT 
CCTCTTCACTCACGAGATTTGGGACATTTCTTCTGACTATTATGGGACATACGTTATCTTTTCAGTAAAA 
CTCACTCTGGTAATGCAAACCATTGGGTTTACTGTAAGGTTGTCATCCTCGTTGTTATGGATTCAGATCA 
TTTCAGGCTGTAGATGATGATATTTCAGCTAGCCTGACTCGAATGGTTTGAAGTTGAGTACAGTATCCAT 
GAAAATTTTTCCTTGGTATCCACTCTCCGTAAATATTGTTATGAGGTTTCTTCTGCTTAATGCGGCCAAG 
ACTATGTGAGAGTAAGTTTTGTACAGTCACAATTTCAGACATTTTTTTTCCCTGGGTAGAAGTGCTGCTG 
GTCAAAGCGAAAGGAGAACCCATGTCCAGTATATTCTGTGAGTGAGACAATGTCAAAAGGTTTTGCCATT 
TGAGAGCTGTATTTGACTTCATGTTATGAGTTTTAATCCTGCAAAACCCATTCTGGCAAATCCTTCAAAG 
GTTTGGATCAGGATTCAAGACTGACTTGCATATGGGTGTACTTTCCTGGCCATGCCGTCATATTGGCATG 
TCAGGCTGTCAGCTACACCTAGGCAGTGCAGTTTAGCTCACAATGAACTCTGATTTGCCTGGGGTGGGTT 
CGCCAATGTGGCGGAGTTCAGCAACCCCAGTCAGTGGCATTTTGTTCCCC 
 
>0645-94-(6-6-06)_E06 
ACAAATTCATGGTCATCCGCAGTCATCTGCTTTACTTCCTAATCCTCACATGCCTGCTCTTCCTTCCCCT 
AGAATGAATGGTCCTAACCAACCTATGCCTAATCTCCCTTCCCCACAAATGAATGGTCCTCCCCTTTTAC 
CTTCCCCAACTTCTCAGTTCCTCTTGCCTTCCCCAACTGGTTACTTCAATTTGTTGTCACCGCGTTCACC 
TTATCCATTGTTCTCACCCGGGATGCAGTTTCCTCCACCTTTGACACCCAATTTTGCATTTTCACCAGGG 
ATTTTAGGACCAGGGCCTCAGCCTCCACTTTCACCAGGCCTATTTCCAATATCCCCTTCAGGGTATTTTC 
CTGTCCCAAGTCCAAGATGGAGGGACCACTAATACTTGTCCTAGCATCCTATGCTTTGAGCTGGTTTTTC 
TTGATCAGAGGTGCTTATCATCATTATGTGGAGTCATCTACTTCTCGTAAGAGTTTCTCTTGAAAATGTA 
ATGTACACTGCTGTTGTAAGAAGTCCTTTGGTCATTGTAGTGTTTGTATCTCATTTTCTTTTCTTATTTC 
TCATTTGTTGATACCCATCTTGCAGCTTGTCTTGAAATAATAGATCTGTAACAGCTGCAATCTTTGTTTT 
TTGGACAAGTTTTACATTAGGCAATGTAGTGAAGACCAGACAACTCAACTGAACAATTGGACAGAGCTGT 
AACATGAAAGGAGGTAGGATTACAGACATCAAAATTTTTAATGTAGGTTGCCTAGTGCAAGGACTCATGC 
TTTTGTAATATTTTGACTGTAATATTATTCACTTTCAGTTTGAAGTTA 
 
>0647-94-(6-6-06)_G06 
CTCGTCTCTGCAACTGCAATCCTCTAGTTTCAGAGTTCTCCATCTCCATCGTCTTCCAGTGTCTTCGTTT 
TGGGGCAGTGATCTCTGCTCCTACAACACTGGAGGAGGAGGAGTAGCTCTCAACCTCGATGCTGCTGCTC 
CTGCTAAACACAACAACAGGAAGAAGAAGAAGAAGAACCTTCTTTGCTCCGATCGTGGAACCTTTAGGAT 
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TTTCGCAATGTCCAATGGCTCCCCTCCTCCTTCGTTCAAGATGAACCTCAACGAATACATGGTCACTCTA 
GAGAAGCCACTCGGTATCCGATTCGCTCTCTCCGTCCACGGCAAAGTCTTCGTTCACGCTCTCAAGAAAG 
GGGGAGTGACTGCTGTTCTAAATTTCCAAAGTGGAGTTGAAACAGAAAATTGGGGAATCAATTCCAATTC 
AATCAACCAATCATGCCAAAGATCTAATATTCTCATGATCAACTATCCTATAAGGGAAGGAGACTCTTTT 
GATATGAGGAAGAAGTTACCATTTGGCGTGGGACTTCTATTACGCTTGTTGAAAAAGAACCATCGTGTTT 
TTGTTACTTGTACTACTGGTTTTGATCGATCTCCAGCTTGTGTGATTGCATACCTGCATTGGATGACAGA 
TACTTCCCTTCATGCAGCTTATAATTTTGTCACCGGGTTACATACTTGCAGGCCTGACAGACCAGCAATT 
GCTTGGGGCAACATGGGATCTTATAGCTATGGTAGAAAAAGGTGAACATGATGGTCCTGGAACCCATGCT 
GTGACGTTCATATGGAATGGGCACGAGGGAGAGGATGTAAATTTGGTAGGTGATTTTACTGG 
 
>0648-94(6-6-06)_H06 
GGCCCAGATGCTCCGCGGCGGCGTCATTATGGACGTGGTGAACGCCGAGCAAGCCCGGATCGCTGAGGAG 
GCTGGCGCGTGCGCCGTAATGGCGCTTGAGCGCGTGCCGGCTGACATCAGAGCCCAAGGCGGCGTGGCTC 
GCATGAGCGACCCTCAGCTCATCAAGGAGATCAAACAAGCTGTGACTATTCCAGTCATGGCTAAAGCTCG 
CATCGGCCACTTTGTGGAGGCCCAAATCCTTGAAGCCATTGGAATCGACTACGTCGACGAGTCCGAGGTT 
CTAACCGTGGCGGACGAGGACAACCACATCAACAAGCATAACTTTCGTATCCCTTTTGTTTGTGGGTGCC 
GAAACCTCGGCGAAGCCTTACGTAGGATTCGCGAAGGCGCGGCGATGATTCGGACCAAAGGGGAAGCCGG 
AACCGGGAATATCATCGAGGCCGTGAGGCACGTGCGCTCCGTTATGGGAGATATCAGGGTGTTGAGGAAC 
ATGGATGATGATGAGGTGTTCTCCTTTGCAAAAAAGATCGCTGCTCCTTATGATTTGGTGATGCAGACCA 
AGCAGCTTGGGAGGCTTCCGGTGGTTCATTTCGCCGCCGGTGGGGTGGCGACGCCGGCTGACGCGGCGCT 
CATGATGCAGCTCGGTTGTGATGGTGTGTTTGTTGGCTCTGGGGTTTTCAAGAGCGGTGACCCGGCTCGG 
AGGGCTCGGGCGATTGTGCAGGCTGTGACTCATTACAGTGACCCGGATGTGCTTGCTGATGTGAGTTGTG 
GATTGGGTGA 
 
>0649-94-(6-6-06)_A07 
CTGTGAAGGTTGCTCCTATTGGCAAGGATAAGGAAGGGGTGGTCATGTGGACCATATGTTTACCAATACA 
AATGCAGCACATGGAGCTGCCTTGCAACAGTAAAATTCATTTCCAGAGCCCAAGTTGAGCCAATACCATC 
AAACAATATCCTCTTTTGGCCCTTCTACTTCAAATGGATCTGGCATTGAGACATTATCTGGACAGCAGTT 
TCTTTGGGGAAGTCCAAATCTGTACTCAGAGCACACCAATTCTTCGGCTTGGCCAAGACCATCTGTGGGA 
CATCCTTATACATCTAATGGAAAGGGCCATGCCTTTCCATTCTCGGGTCGGCATGGCTCTTTGCTTGGCT 
CGTCCCAGCCACTTCACCATCATCATGTTGGATCTGCTCCTTCTGGTGTTCCGTTTGAGAGGCACTTTGG 
TTTCTTCCCAGAGTCACCAGAAACTTCATTTGTGAATCCTGTTGCTTATGGAGGCATGGGCTTGGGTCCT 
AATGATGGAAATTTTATGGTAAATATGGGTGCTCGTGCTGCAATTAACCCTGGCATTAATATACCTGGGA 
GCATGTCTGAAAATGGTTCATCAAGTTTCAGAATACGGTCCTCGCCAAGGCTTAGCCCTGTATTTTTAGG 
TAATGGTCCTTACCCTGGACTGCCACCTACCAGCATGGAGGGCATGACTGAGCGAGGGCGGAACAGAAGG 
GTTGAAAATAGTGGGAACCAGGTTGATAGCAAGAAACAGTTTCAGCTTGACTTA 
 
>0652-94-(6-6-06)_D07 
AGAATTTTATTCTTGGGCTCTCAGGTGGATGATATGACAGCAGATTTGATCATAAGCCAGCTTTTATTTC 
TGGATGCTGAAGACTCAAAGAAAGATATTAAATTGTTTATTAATTCACCTGGTGGCTCTATTACTGCTGG 
CATGGGTATATATGATGCGATGAAGTTGTGTAAGGCAGATGTTTCAACTGTTTGCCTGGGCCTTGCTGCA 
TCTATGGGTGCGTTTCTCCTTGCTGCTGGTTCAAAAGGGAAGAGGTTCTGCATGCCAAATTCGAGAGTGA 
TGATCCATCAACCACTTGGAACTTCTGGAGGCAAAGTGACGGACATGAGTATACGAATAAGAGAAATGAT 
GTATCACAAAATTAAGCTGAACAAAATCCTGTCAAGAATCACAGAGAAGCCTATAGAGCAGATTGAAGCT 
GACACAGACCGTGATAATTTCATGAATCCTTGGGAAGCTAAGGAATATGGGCTCATTGATGAGGTTATTG 
ATGATGGCAAGCCAGGATTAGTTGCACCCATCGGAGATGCATCACCTCCACCAAAAACTCGGGTGTGGGA 
TCTGTGGAAAGTTGAAGGGGGTAGGAAAGCCAAGAAGAATTTACCCACCGAGCATACACTTTTACAGAAT 
GGATATAAAGGGGGTCAAGAAGGTGATGGGGAGAGGGGCACCGAGCAAGAAAAAGCAAGCTCCTGCTCCT 
CTATGAGGCTTAACTTCAACTCTTCCCTGCATCTCTACTTAGTTTACCTGTAATGTTCATCTCCCAAAAC 
AGTGGTTATTGCTAATTTGTGCTTGTTTAATGATTCCTTATACTCATTCAGTGCTCAAGGTGTATTTCCT 
ATATATTTTGAGCTTT 
 
>0653-94-(6-6-06)_E07 
AAATACGAGAAGAGAAAGAGAAACCCAGACCCCAAAACCTCAGCGCTCTTGGTTATTGACGTGCAGAACT 
ACTTTTCCTCCATGGCCCACCCAATCCTCCCCAACCTGCTCCAAACCATTCAGCTCTGCCGACGCGCCTC 
CATCCCTGTCATCTTCACGCGCCACTCCCATACTGACAGCGACGGCGGCATGCTTGCGGAGTGGTGGAAC 
GGCGACCTCATCATGGACGGGATAGCGGAGGCGGAGCTCATGCCGGAGCTGGAGAGGCTGCCGGAGGACA 
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TGGTGGTGGGGAAGAACACGTACAGCGCGTTCAGGAACACGCGCCTGGAGGAGCAGCTGCGCGAGATGGG 
TGTGGAGGAGGTGATCGTCACGGGTGTCATGACTAACCTCTGCTGCGAGACGACGGCGCGTGAGGCTTTC 
GTCAGGGGGTTTAGGGTCTTCTTCTCCACCGACGCGACTGCCACGTCGGAATTGGAGCTGCACGAGGCCA 
CGCTCAAGAACTTGGCATACGGTTTCGCTTACTTTGTTGATTGCAAGAGGCTTCAAGAGGGCCTCTTTGG 
GAATCAATGAAAGAAAATTAAGGTATATTAAGAGCACACATGCCAAGGAAAGGCTGTACGAGGGCTAGAG 
TGGCTTTCCATCAAGATTGCTAACTAGGCTTGGGAGATCAGTAAATCTTCTTTAACTTTTTGGGATGCAA 
TCTCTGTCAAAGGGGATGCTAATGTTGTTTGGTTATTATGCCTTTTATATTGATACTATCCTGAGAATGT 
ATCTGCTTGTTTAGATCATTGTCACTGTATGATAGAAATTGACATTTG 
 
>0654-94-(6-6-06)_F07 
AACTGGGGAAGTACTAACAAGAGCCTCAAGTGTTGGGGGGATGATGAATAAAAAAACGAGGAAGTTGTCT 
AAGATTCCGGAAGAAGTTCGAGGGGAAATAGAGCCGTACTTTCTGGATTCTGATCCTGTTGTGGAAGAGG 
ATAGCAGAAAACTACAAAAACTTGACGACAACACTGCGGACTATGTTCGCACTGGTCTCGCTCCTAGATG 
GAGTGATTTAGATGTCAACCAGCATGTTAACAATGTGAAGTACATTGGCTGGATTCTTGAGAGTGCTCCG 
TTGCCAATCTTGGAGAGCCATGAGCTTGCTGCTATGTCTTTGGAGTATAGGAGGGAGTGTGGGAAGGACA 
GTGTGCTGCAGTCTTTGACTGCCACCTCTAGCAATGGTGTTGGCAATTTGGCTAGTCTTGCTGACATTGA 
GTGCCAGCACCTGCTTCGACTTGAGGATGGGGCTGAGATTGTGAGGGGAAGGACTGTGTGGCGGCCTAAA 
TATGCCAAAAACTTTGGGACTTTTGGTCAGCTTCCAGCGGAAAGCGCTTAATTTTGTGAGTGCTGGAATG 
GCAATGCTCTCTCTCCCTTCTGTGTGCCCCTCACTTGTGTAGAATCCTGCATGTGTTTCTTGGATTTATA 
TATGTTTCTTCTTTATATATATATATATATATATTCCTTCTCTTTTGTCTCCCCTCGAAAAGAAAAGTAG 
CCCCATTGTAATTACCTCTTGCTGTATTCTCTCTCTCAAAGGCTCGCTAAAGGACAAATGTCTGCATTCT 
GGCAGTTAACCTTAGCTGTTTGGGATCCCAGGGCGACTGGGCGAGTTGTCTTATTTAATGGCATGACATG 
TATAATTTTTTTTTTTTTTTTTTTCCTTTTCATTATTATTC 
 
>0655-94-(6-6-06)_G07 
GGGGGCCTTTTGTCTGAAAAAAAAGTGTCTTGTTCTTCTTCACAAATCTCTCTCTTCTTTCTGTTCCAGG 
ATTTTTGGTGTTTTGAGGCTGTTCTTTTTTGGTGGTGAACCATGGCTGTTGAGGTTGTGGGGTTTGAGAT 
GATCCAAGCACCAGTGGAGATTGTAGCTGAAGAAGACACAGTCGCTACTGTTTTGCATGGGAAGGAAAAT 
GGAATATTGGATCAAGGGCCAGGGCTTGAGGAGCCTATAAAATTTGGTTCACATGGAGATGAACCGGTTA 
AAGTAGAAGGAAATGATGTCTCAGATGCCAACTTCCCTAAGGATGCAGTTGATGAGTGGCCTGCACCTAA 
GCAGATCCATTCATTTTATTTTGTTAGGTACCGTCCATTTGATGACCCAAAAATAAAAGCCAAAATTGAT 
CAGGCTGATAAAGAGATTCAGAGGAAAAATCAAGCCCGATTTCAGATCACTGAAGCACTAAAGGCAAAAA 
GGTCGGATCGAGCGGAGTTGATTTCTCAGGTTAGAGCTCTGAAAGATGACAACAGGCAGTTCAAATCGAT 
ATTGGATGAGAAAAGAAAGGAGATGGAGCCTCTGCAACATGCTCTTGGCAAGCTGCGCAATGCAAACAGT 
GCTGGTCGGGGTAGTGGTTTATGTTCATCTGAGGAAGAGCTTAACAATGTGATCCAGAGTTTGCAGTACT 
ACATACAGCATGAGAGCATTCCATTGTCTGAGGAAAAGAAGATCCTTAAAGAAATCAAACAGCTTGAAGG 
GACAAGGGAAAAAGTAATTGCTAATGCTGCTATGAGAACAAAGATTC 
 
>0656-94-(6-6-06)_H07 
TTTGAACGATGTTGCTCTCAAGATACTGCAAAATGAGGTGGCCACAGTTCCCATTATCTATTCATCTTCC 
GAAGACGGATCGTTTCCACAATTATTACATCTTGCTTCACTTACTGGAATTCTAAAATGTATTTGCCGAT 
ATTTTAGACATTCTGCAAGCTCATTACCTATCCTCCAACTGCCAATTTGTTCAATTCCTGTGGGTACATG 
GGCTCCTAAAATTGGAGAATCAAATCGTCAACCGTTAGCAATGTTGAGACCTAGTGCTTCTCTTCGTTCA 
GCATTAAATTTGTTAGTTCAAGCTCGAGTAAGTTCAATACCAATTGTTGATGACAATGACTCATTACTGG 
ATATATATTGTCGGAGTGATATAACAGCATTGGCTAAAGACAGAGCTTATACGCATATTAATCTTGATGA 
AATGACAGTTCATCAGGCATTGCAGCAGTTGGGTCAAGATTTATACTCTGCTTATGAGCTAAGGAGTCAA 
AGATGTCAGATGTGTTTGCGCTCTGATTCACTCCATAAAGTTATGGAGCGATTGGCAAATCCAGGTGTCA 
GACGGCTTGTCATTGTGGAGGCTGGCAGCAAGCGAGTGGAAGGCATTGTTTCACTCAGTGACATTTTCAA 
GTTCTTGTTTGGCTAATTCAAATCAATGATTGATGATATAATAGAAGAGGCTTGTGCAATCACTTAAGAT 
TTCCAGATGTTTATGGGCATCATCACCTGCTCAACTGTTCCATAGAGACTCAAGTAGTTTACACGATGAC 
TTGATCTCGTTTCGCTAAAATATACAATTGGATTGGCAATTGGATTGGCCTCTTGCTTCAACGCCTGCTT 
TTTTTAGGATTTTAGGCTAAAGAAAGAGGCTGTAA 
 
>0657-94-(6-6-06)_A08 
AACCCTTTAGCTCCAATGGGGATTGATTTAGTCGCAGGAGGCAAGGTCAAGAAGAGCAAGCGTACGGCTC 
CAAAGTCCAATGATATATACCTTAAACTCCTCGTCAAGCTTTACCGGTTCCTTGTTCGGAGAACTGGCAG 
CAATTTCAATGCGGTGATTCTCAAGCGCTTGTTCATGAGCAAAGTAAACAAGCCTCCACTTTCATTGTCT 
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AAGTTGATCCGATATATGGAAGGAAAGGATGGTAAGATTGCTGTGGTTGTGGGGACTGTGACTGATGATA 
TTCGGGTTTATGAAGTTCCTGCTTTGAAGGTTACAGCACTTAGGTTTACTGAGACTGCAAGGGCCAGGAT 
TGAGAAGGCAGGCGGTGAGTGCTTGACGTTTGATCAGCTGGCGCTAAGGGCTCCATTGGGACAGAACACG 
ATTCTTCTTAGAGGTCCAAAGAAGGGTCGTGAAGCAGTGAAACATTTTGGTCCCGCTCCTGGTGTGCCAC 
ACAGCCACACCAAGCCCTATGTGCGAGCAAAGGGAAGGAAGTTTGAGAGGGCTAGAGGAAAGAGGAACAG 
CAGGGGATTTCGAGTTTAAGTTGATTTTAGTAATTGTTGAGCAAGAAGTGTCATTTCTGACTTTGTCAAT 
CCAAAGTTTTGCTAGACTATTAGGTACTTATGGAGGTTATTTGTCATTCTTATTTTGATATGCACTCTGG 
GCAATGATCATTTAATGTTTGTTACTTAAGAGACTTGTTTTTACTTTTGTTACAAACCGGTTTGTTTAAA 
AGTGTATCTGGGTTCATCTATGATATTCAAGTTTTGTTAAATGGATCTAGTGAATGATGATTGTTT 
 
>0658-94-(6-6-06)_B08 
CAAGTATCAGCGGGCAGCAACAGTACTTGAAAGGGAAAAACAGTAAGAATGCTAATGTAGTGTCGGATAG 
GAGCAACAGAATTCTCAATAAACCTATGTGGAGCTTCTTTATGCGCCCTCCAGATAAAAAGCCTGACCCA 
GAGTCAATTATGGATGGATCTGAAAATGAATGTTTGGAGCAGACTACTTCAAATATAGATAATGCAGGCT 
CAGAATCAAATGAAATTCATCGTTTTGAACTTCTAAGGACTGAGCTAAGAGAACTTGAAAAACGGGTCCA 
AAGAAGTGCTAATCAATCAGAAAATGAGGAGGAGTTTAATGTTACAGATGATGATGATAATAATCAGTGT 
GATGTTAGAGGTTCTCAATTGGTCCAGGTTCAGAAGAAAGAAAGCATCATCGAAAAATCATTAGTCAAGC 
TAAAAGAAACTAGCACGGATGTCTTGCAAGGAACCCAGCTTTTAGCTATTGATGTTGCTGCTTCTATGGG 
ATTGCTCAGAAGGGCCCTGGTAGGAGATGAATTGACAGAAAAAGAAAAGAAAGTTTTCAAAAGAACGATG 
ACTGACTTAGCATCAGTTGTTCCAATTGGCGTTTTGATGCTTCTTCCTGTTACTGCAGTTGGGCATGCAG 
CAATGTTGGCTGCTATTCAGAGATATGCACCAGCTCTGATACCATCCACATATGGACCTGAAAGATTGGA 
TCTCTTGAGGCAACTTGACAAAGTTAAGGAGATGGAAACCAGTGAAGATAATCCGAATGAAAATGGGGAG 
GAACTAGCCTGACTAGAAGCCAATGCAAATTATGTACAGCTGTCAAAATTGAAACGCTATTTTCAATTAT 
GTGGTGGCATGATTTTATTCTTTTAAAAGC 
 
>0659-94-(6-6-06)_C08 
CTGCACGATTAGAAAAGCAGTTTATTGATTTTTTGTTGGAAGAAAAAGCTAAAGGGAACATTCCTAATGG 
GAAAATGAAGAAAAAACATTGGCCATTTGTCACAGATGTGTTTATCCAACGAACTGGAAAACACTATCAC 
CGCGAGCAAATAACCCAAAAATTTAATCAGCTTAAACAGAAATACCATGCGTTTTCCCTACAAATTGGTA 
GATTCGGAATGGAATGTGATCTTGTTACCAACACCGTCCCAGCAAGGTCAGAAGCAGTGGCGGTGAGTGT 
TATACATTTAATTTATTTCCACACCATTCATTCTTTAAATTCTTCATGTAAACAATCCCATATATACCAG 
TGTCTCTAATCCCATGTATACCACATCTTGTCTGTTTCTAGTTGAACCCTAGGTGCAAGGACTTTTATAA 
AAAGGGGCTGGACCACTATGAGTTGCTAAGACAGCTCTTCCACACGGGCACGGCAACCGGATTTTTACAA 
ACATCCTCTGCGCAGGGAGTACACGTCAGTGTTGAACCTGATAGTTCAGATGATGTGGTCAAGCTTCCCC 
CCCCCAGATATGGGGCAATGCAGCAACCCAAAAGGGAAGCAGCCAGCTCACCCCGACACCTCAACCGGGA 
AGAAGAGAAAAGCAGGGTCCTTTGATAGAGCCACTGATGCTATCGTGGAGACGGAGATGTCAAGGAAAAC 
GGGTAGTGATAAGGACAGCGGAAGTCAAAAAACCATAGAATCTGCACAAGCTCCTGATCCCTTATCAATG 
GTAAAGGCCACGAAAATTGTGATCTCTATGGCTGACTCTCTTAGTAATGAAACCATGTTCCAGGTCCTTG 
AAATATTAGAAGAGCCCGAA 
 
>0660-94-(6-6-06)_D08 
CTTTCCTCAGATGCACAAGGAGGGTTTCAGGATAAAAAATCACTGGTTGTTTGCTTTGGGGAGATGTTGA 
TTGACTTTGTGCCAACAGTTGGTGGCGTTTCACTTGCTGAAGCACCTGCTTTCAAGAAAGCTCCTGGTGG 
TGCTCCTGCTAATGTGGCTGTTGGTATTTCTAGACTAGGTGGTTCATCGGCTTTTATAGGAAAGGTAGGT 
GCTGATGATTTTGGGTATATGTTGGCCGACATTTTGAAACAAAACAATGTTGACAATTCAGGCATGCGGT 
TTGAACCCACTGCAAGAACTGCACTAGCTTTTGTTACGCTCAGAGCTGATGGTGAGCGTGAATTCTTATT 
TTTCCGTCATCCAAGTGCTGATATGCTTCTTCTTGAATCTGAACTTGATATAAACCTTATTAAGAAGGCA 
GGGATCTTCCATTATGGTTCAATTAGTTTGATTGAAGAACCATGCAGGTCAACCCATCTTGCTGCGTTGG 
GCATTGCCAAAAAGTCTGGTTGCTTCCTCTCCTATGATCCAAACTTGAGATTGCCATTGTGGCCATCAGA 
AGAGGCTGCTCGGAAGGGCATAATGAGCATATGGGATCAGGCAGATTTTATTAAGATAAGTGAGGACGAA 
ATTAGATTCCTTACTGGTGGAGATGATCCAGATGATGATAATGTCGTGTTAAATAAGCTCTTTCATCCTA 
ATCTTAAGCTTTTGGTTGTCACTGAAGGTTCAGAGGGTTGCAGATATTTCACT 
 
>0661-94-(6-6-06)_E08 
CTGGAGGTAGCAAAGTTGCAGGATGACAATAGAGCACTTGATCGGCTTACTAAATCCAAAGAGGCTGCTC 
TTCTTGAGGCTGAGAGAACTGTTCAGATTGCTTTGGCTAAAGCATCCTTGGTTGATGATCTGCAAAACAA 
AAACCAGGAGCTAATGAAACAAATTGAAATATGCCAGGAGGAGAACAAAATCATGGACAAAATGCATCGG 
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CAGAAGGTTGCAGAGGTTGAAAAGCTAACCCAAACTGTTCGTGAGCTTGAGGAGGCTGTTTTGGCTGGTG 
GTGCTGCTGCTAATGCTGTGCGTGATTATCAACGAAAAGTGCAAGAGATGAATGAGGAGAGAAAAACTTT 
AGAACGGGAAGTAGCTCGTGCGAAGGTTACTGCAAATCGTGTTGCCACTGTAGTTGCAAATGAGTGGAAA 
GATGCCAATGACAAAGTGATGCCTGTTAAGCAATGGCTTGAGGAAAGAAAATTTTTTCAGGGAGAAATGC 
AACAGCTTCGTGATAAACTGGCAGTAGCTGAGCGCACTGCAAAGGCAGAAGCGCAGCTTAAAGAAAAATA 
CCAATTGCGATTCAAGGTTTTGGAGGAAAGGCTTAAAACGTCTAATGGTAACTCTCGCATTGCCTCAGAA 
GGGAGAACCATAAGCAACGGATCTTCAAGGCGTCAGTCTCTTGGTGGAGCAGAGAATTTCTCAAAGTCAT 
CCTCCAATGGGTATCTATCAAAGAGAACTTCAAATTCACAATATGGGCTTCTCAGATCAAACAGTGCTAG 
CACATTATTAAAGCATGGTAATATCTCGAATAGATCATTTGATGGTGGTAGTAGATCACTGGATAGAGGT 
AAGCTGATACCAGATGCAAGTGG 
 
>0663-94-(6-6-06)_G08 
CGGAAGCTTTGTCTAGAGTGTCTAGACTCAGCAGTTATGGATACTAATGAATGCCAGCCTCTTTATATTG 
AAATACAAAATTTCTACGAAGGTTTACATATGAAAGTGGAGCAGAAAATTCCAATGCTCTTGGTTCAGAG 
ACAAGCACTAAATGTGGCCATGGATGGAGAAAAGAATGGTCACCATCACATGCGTGAGACCAGAGGACTT 
TGTTTGTCAGAGGAACAGACGGTTACCACTGTAGGAACTACTTCCCCAGTCTTTAATTCCAGCCGTTTTT 
CTTGTAATGATATCTGTATATTGGATCAGACATCTATAACTAGTTCAACAATGTTACCAGATCTCTAGGG 
GGCCACGGATGGCGGACAACCAATTTATTGACATGATAACTGAGCCTCGTAGGCTGATCCGTAGGTGTGA 
AGTAACAGCAATTCTTGTTTTGTATGGCCTTCCTAGGTTGTTGACTGGGTCAATCCTGGCTCATGAGATG 
ATGCATGCGTGGCTCAGGCTTAAAGGTTACCCCAATCTTAGTCCAGAGGTTGAAGAGGGTATCTGCCAGG 
TCTTAGCGCATATGTGGATGGAGTCTGAGATCCTTTCAGCATCTGGAAGTGATGTTGCTTCATCATCATC 
TTCGTCATCACCCTCTTCTTCCTCGTCATCAAAAAAGGGTAAACGATCTGAGTTTGAGAAGAAACTTGGT 
GAGTTTTTCAAACACCAGATTGAGACAGATGAAACATCAGCTTATGGAGATGGATTCAGGAAAGGAAACG 
AGGCGGTGCTCAAGTATGGCCTGTAGACTACTCTTAAACATATTCAAATGACAAAAAACTTTCCTTATTG 
ATATGTGGTATTTTCCC 
 
>0664-94-(6-6-06)_H08 
CACATCCTTTTACTTTTATTATTATTAAAATATTACTCTACTAAATCAAATTATATATATATATATATAT 
ATATATATTTTTTTTTTTTTAACTCTTTAAGAGCTTGACAGCTATTCTCTCTTCCTAGATTACTCGAATT 
TTTGTCAGATTTCTTTGGTTTTCTTGTTTCCTTTTATGGTTCTTGTGTATCCTATGATTTCATAACTTAT 
TTTTAAGGTTATTGATCCATTGAAATTCTTTGGGGTTTAACAAATAATAATAATGCAAGCAGCTCAAGCA 
GTTTCCAGTGGAGTAGCAGAGAGTTCTCCTCAGGTAGATATCCAAATAGACAAAGTTTCAGACCCAGGAC 
CAACCGGGAGGCGTCCGGATATCGCACTTCAAATACCCCCTAGACCCATAGGATTTGGCAATAGTCGAAG 
TGGAAAGGGTTTGCTCCAATCTCAAGGCTCCGCCAAAGGCAGTTCATCATCAGGAGGCATCTTGCGGGGA 
TTAAGCTTCAAGAAAAAGGGGACTTTATCTGATGGTGAGAGAAGCTTCCTTCTCAATTCAGACCCCAAAA 
CCGCCCCTGAAAGTCCAATTATGGCCAACCTCAAGTCTGCACTTTCATGGAAAAGATGTACCTCTCTTCC 
GGTTACACCTGCAACAAACTTGTCCCCTTCAGTTTCCACACCTGCTTCAGCGAGGACATATGATGAACGG 
CATAAGCCACATAAAGCTGTTCAAGCTATGGTTTCAAGGTCCCTGTCTGTGCCTGGGCAAAATGTTGTCA 
TTGTAAGATCTGTATCGTTTGCTGTCCAGAAGGAGCATGCCCAGACAGATCCTAGTGATGATCAAATAAC 
TTCCATTCCGACAGAA 
 
>0665-94-(6-6-06)_A09 
CCATAATCTCCATTTTCTTACCTCACACCAAATCCATTCACTTCAACTTCCCTGCTATTTTCAATTTTGG 
TGACTCAAACTCTGACACCGGCGAGCTTATCGCCTCCGGGATTGAGAGCCTTGTCCCTCCTAATGGACAG 
AGTTACTTCCAAAAGCCATCTGGGAGATACTGTGATGGCCGTCTCATCATTGATTTTCTCTTGGATGAAA 
TGGACTTGCCATTCCTAAATGCCTATTTGGATTCAGTTGGTTTGCCAAATTTCCGAAAAGGGTGTAACTT 
TGCAGCTGCAGGGTCAACTATACGTCCAGCAACACCAACATCTGTCAGTCCATTCTCATTTGGTGTTCAG 
GTGGCTCAGTTTCTCCGATTCAAAGCCCGGGTTCTTGAATTGCTACCTGAAGTCTGTGCAGGTAAGAAAC 
TTAGCAAGTACCTCCCAGAAAAAGATTATTTTGAGAAGGGGCTTTACATGTTTGATGTAGGCCAGAATGA 
TGTTGCTGGTGCATTTTATTCCAAATCATTGGATCAAATACTTGCTTCAATTCCAGCGATTTTGGTTGAG 
TTTGAGACAGGAATACAGAAACTGTATGATCAAGGTGCTAGAAATTTTTGGATACACAACACGGGTCCTC 
TCGGATGCTTGCCTCAAAATGTAGCCAAATTTGGAACTGACCCATCACAGCTTGATGAGTTAGGATGTGT 
CAGTCAACATAATCAAGCTTCTAAACTCTTCAATCTGCAGCTTCATGCTCTTTGTAGAAAATTACAGGGC 
CAATTCTCGGATGCAAATGTCACATACGTGGATATCTTTACTATTAAATACAACCTCATCGCAAACTACT 
CCCGATATGGATTTGAACAACCTATTATGGCCTGCTGTGGGTATGGA 
 
>0666-94-(6-6-06)_B09 
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CACCTTTCAAGGGGAACCCAGCAGCAGTGTGTTTATTAGAGGAAGAGAGAGATGAGCAATGGCTGCAAGC 
TGTGGCGGCTGAGTTCAACATCTCCATGACTTGTTACTTGACTCGCCTCACTGACACAGGATCCGACTCT 
CTTGAGTCACCCAATACTAGGTTCCATATCAGATGGTTCACTCCTGTAGCTGAGGTTGAGCTTTGTGGCC 
ATGCTACATTGGCAGCTGCACATACATTGTTTTCATCTGGTTTGGTGAATTCCAACATTATTGAGTTTGT 
CACACTATCCGGAATTCTAACTGCTAAGAAGTTCCTTGAAATTAAGGCATCTGATAGTTCAGATATTCAG 
AATGGTGAAGCGCAAGAGTGCTTTCTTATTGAATTGAATTTACCTACTGTTCCAGCAATTGATGTCAATT 
CTGCAGAAGTTTCATCAATTTCCAGTGCCTTGAATGGTGCTTCTGTGATTGATATAAAGAAAATTACTAC 
TTCAGATGCCCTCTTTGTTGTACTCCCATCAGGAGAAAGTGTAATTGAAATACAGCCAGAGTTTGATGCT 
ATATGTAAATGTCCTGGACTGGGGATAATTGTTTCAGGGGCTGCTCCCTCAGGATCTGGGTTTGATTTTT 
ACAGTCGGGTCTTTTGGCCAAAACTTGGGATCAATGAGGATCCTGTTTGTGGGAGTGCACATTGTACACT 
AGCACCATATTGGAGCAAAAAACTTGGGAAGTGTGATCTTGTTGCGTATCAGGCATCAGCTAGAAGCGGA 
GTACTAAACCTTCATCTAGACGAACAAAACCAGAGAGTACTACTACGAGGAAAAGCTGTTACCATCATGG 
 
>0667-94-(6-6-06)_C09 
ATTGGAGACAAAGAAATTTGTGCCGAAATGGAGATATTGCAGCAGAGATTTGATGCTTCTCCTTTTCTGA 
ATGAATCAGAGTCTGCAGCTATTGGTCCTATGTCTGACTTGTGTGAGGTTTCTGCATTGAGACAATCGAC 
ATTTTCTGAATTTCTTTTAGATGTAGGATGGCTAATTAAGGAGCCTGCATCAGAAAATTTTCAGCAGTTT 
ATCACTGCTTCACAGATTCAAAGATTTAATAGTCTTTTGAGCTTTCTGATGTGTAATGACTCAACCACAA 
TTTTGGAGAAACTGTTACAGAAACTGAAGATTGTGATAAGCAACATGGAATTTAACAGCGTGGCTAAAGG 
CACTTTTGATGCTGATTTGAGTTTACTACAGAAATACCTTGACAATGCAAGAGCTATTCTTTGCAAAAAA 
CATAAGAATAGTGAAAGTTCAATGCAATTGGGAACTGTGCCAAAAGGTGATCATTTTTCTGAAAGCCGCT 
TTCAAGAGAATGTGCTCTCGGTTTCAATCAACAGGAAGGATATGGAGATAATCACAAATGATAAGTTGGG 
GGTAGAGACATGTTCAGCTTCTACTTGTAAAAGTGAGACTGTACCCCTGTTGAATAGAGAGGTTGTCATG 
AATGTTAACCCTGCATGGCCAAGAAACTCATGTGGTCGCATTTTTTCTGGGGCAATCTTAGGCTCTCGCC 
CTGGTATATTTGTAATTGGCTTTGCCGCTGTTTGTTTAGGGATGTGTGCCGTTCTACTTCACCCTCACAA 
GGTTAGCGAATTTGCAGTTTCTATTCGCAGGTGTCTGTTTGATAGAATCTAGAGAAATATTG 
 
>0668-94-(6-6-06)_D09 
GTCTATAAAACTGCAAATCCAACCAAATTTTAGGGTTTCCAATCCGTGTCCTCGGATTTCTCTCTATCCT 
CTTTCTTACGAACCCTTCATTTATGGGGGACAATCATAATATTATGATTTGGACCATGAGATGGAATGAA 
AGTTGTTCTTCTTGATCTTGATCTGACTGAATTTTGGTGGGTTGATTATTTGTTATGGATTTGGAGAGTG 
AAAGTTCAGTTCTTGAATCTGTGGAAGATAATGAAGTAACCCGAGAAATAATGCCCCATGATGATGACAA 
TGAGATAAATAATAATGGGTCTTGTCCTAATGAGATTGATAAGTTGGTTTCTGGTGAAAATTCTAGTGCT 
AATAATACATTGGTAATAGATACAGGAGGAAAATATTTTGAAAGTGAACAACCTGCGAATTCACCTCCAC 
TAGATGCTAAATCTCCTGGTGGGGGGTCACCTCCCACAACAAAAGGATATGGCTTAAAGAAATGGAGGAG 
AATTAGGAGAGAGTTTGCTAAGGATGTAAGTCCAAGTATAGATACTGGTAAAATTTTGAAGCGGGGTTTG 
TCTGGTGCTGCAAATCCTACTAAAGCTCAGCATATCCCTATTCAGATCAAGCAAAATAGTGAGGGTTCAG 
TAGGATCTGCAAATGTATTTAGAACTGACGGGTTTGCAACCCATGGTTCTACTTCGGATTCTAGGTTTGC 
AGCTGGGGCTGCTTTTGCTGCAGGTACAGATTCGGAGAACAGTGAGGATCGGAGTAGCAAGTCTTCCACA 
GCAGCTAGTGTTCCGAAGATGAAGTATGATCTGCCTGCAGTGTTGGGACATCCACGGGAGAAGAATAGGA 
TGAAGAATATTAGTGGGAAGAGTTC 
 
>0671-94-(6-6-06)_G09 
GAGGAGAGCGTGGAGGCTTCGGCAGAGGCTTCGGTGGAGGACGCCCCAGAGGCGACCGCGGACGTGGTGG 
ACGCCGCCGCGGGAGACGCGAGGAGGAGGAGAAGTGGGTGCCAGTCACAAAGCTTGGACGCCTCGTCCAT 
TCCGATAAGATAAGATCCCTGGAGCAGATCTACCTCCACTCGCTCCCAATCAAGGAGCACCAGATCGTGG 
ACAAGCTCTGCCCTGGTCTCAAGGACGAGGTCATGAAGATCATGCCCGTTCAGAAACAGACCCGTGCCGG 
TCAGAGAACTCGCTTCAAGGCCTTCGTCGTCGTCGGTGACAACAACGGCCACGTGGGGCTCGGTGTCAAG 
TGCAGCAAGGAGGTTGCTACTGCTATTCGTGGCGCTATCATTTTGGCTAAGCTCTCTGTCATTCCTGTCA 
GGAGAGGATACTGGGGTAACAAGATCGGTAAGCCTCATACGGTGCCCTGTAAGGTCACCGGAAAGTGTGG 
TTCCGTTACCGTTCGTATGGTTCCGGCTCCTCGTGGTGCCGGAATTGTGGCCGCTAGGGTTCCAAAGAAG 
GTGCTTCAGTTTGCTGGTATTGATGATGTCTTCACTTCCTCCAGGGGTTCCACTAAGACTCTCGGAAACT 
TCGTCAAGGCAACATTTGAATGTCTGCTGAAAACTTATGGCTTCCTTACACCTGACTTTTGGAGAGAGAC 
TCGCTTCACAAAGTCTCCATTCCAAGAGCATACTGATCTGTTGGCAAAACCAACTGGTAAGCTAGTCCTG 
GAGGAGCCTGAAAGGAATGATGCTTGAGCTAGTTCGGGTATAACAACGATGAGATGAATGTGCCGTTAGA 
CAACTTTTTTTTGAGTATATG 
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>0672-94-(6-6-06)_H09 
CTACTTGAGACAGTGTGCAACGTGAAAAGCTCAGAGACAGAGCACAGCCTTTCATACCATCATCTACTTT 
TCAAGTTTCAACTAATTTCTGTCTTTCCTCTAAAAATGGCCGAAAATGATTCGCTGTCAGGCTTCCTCGC 
CTCTGCTGTGGATGCAGCGAAGAGAGCTGGCGAGATAATTCGTAAAGGGTTCTATGAAACCAAACATGTG 
GAGCATAAAGGCACGGTGGATTTGGTAACAGAAACTGATAAGGCATGTGAAGATCTCATTTTTAATCATC 
TCAAGCAGCTTTATCCCACACATAAGTTCATTGGTGAAGAAACTACTGCTGCTTTTGGTGTTGTGGAATT 
GACCGATGAACCCACGTGGATAGTTGATCCTCTTGATGGAACCACTAACTTCGTCCATGGGTTTCCCTTT 
GTATGTGTTTCAATCGGTCTTACAATTGGAAAGGTTCCTACAGTTGGTGTTGTTTACAATCCAATAATGA 
ATGAGCTTTTTACTGGAATCCATGGAAAAGGTGCGTTTTTGAATGGAAACCCTATAAAAGTTTCATCTCA 
AACTGAACTGGTGAAGTCTCTCCTTGCAACTGAGGCTGGAACTAAACGTGATAAGCCAACATTGGATTCC 
TCTATGAACAGAATTAATATCTTACTCGCCAAGGTGAGATCCCTTAGAATGACTGGCTCTTGTGCATTAA 
ATCTCTGTGGAATCGCATGTGGAAGGCTTGATCTATTTTATGAGCTTGGCTTTGGGGGTCCATGGGATGT 
GGCAGCTGGTGCAGTAATTGTAACAGAAGCTGGAGGACTTGTGTATGACCCATCCGGTAAAGA 
 
>0676-94-(6-6-06)_D10 
AAAAAGAATTGGGAGTGTTTAGGTGTGGCCTGGTTCACTTCTCACACACTATAGTCTTCACTCTCAGGCC 
TCAGCTTCATTTCACCACCACCGTAGTGTGCCAGAAAAGAGGGATATCTCATTCATTATACATCACACAG 
AGAGAAAGCCACAGATCTTTTATTCAAGAGAGAGAGAGAGAAAAAAAGGTCAGGTTTTAGAGAGAGAAAT 
TGAGTGATTTTTAAATTTCATTGCTTTTTTTTCTTTTTTTTTTTCTTTTCTTGGTGGGTTTGAAAGAAAA 
AGATGGAAGAGGCAAAGGTACTAGCTCAACAACAACAGCAGCAGCAGCAACAACAACAACAACAAATGAT 
GCTACAGCAACAACAACAACAACATCAACAACAGCAGCAACATCAACAACAACAGCAGCAGCAGCAATTG 
CTGCTATTGCAACAGCTACAAAGACAACAACAAGCGGCGGCCATGTCTCGGTTCCCTTCAAACATCGATG 
CCCACTTGCGTCCTCTCAGACCCATGAATCTGGCTCAAAACCCAAACCCTAACAACGTTAATCATATCCC 
TAATCTTCATCCTAACCCTAACAATCCCACCCCTCCTCCTCAACAACAACCCCAACAGCCGCAACAGTCT 
CAGCAACAACAGCAACAGCAGCAGCAACAGCAGCAGCAGCAACAACAACAACAACAACAGCAACAGCAAC 
AGCAACAACAACAACAGCAACAACAGCGGATCCGACCCGGGAACCAGGTGGAGCTCCAGATGGCTTACCA 
GGACGCCTGGCGGGTCTGCCACCCGGACTTCAAGCGCCCTTTTACTTCTCTCGAAGACGCCTGCGAAAGG 
TTACTACCCTACCA 
 
>0678-94-(6-6-06)_F10 
TGGGACGCACAATCCTCTTCTTTCTCACTCTCACAACAGTAGTGCTGTTAGAGCTAACCACAACCATCAC 
AGCCCACAACATCACCGACATTCTCTCAGGCTTCCCAGAGTACTCAGACTTCAACAACTACCTCACCCAA 
ACGAAACTCAACGACGAGATCAACAGTCGCCAAACAATCACTGTCCTTGTCCTGAACAACGGTGCCTTGT 
CCGCCCTCACAGCCAAACACCCCATCTCCGTCATTAAAAACGCGCTCAGCCTCCACGTCGTCCTCGACTA 
CTACGACCCGACCAAGCTCCACCAAATCCCAAAGGGCTCGACTCTCAGCACCACTCTTTACCAAACTACC 
GGAAATGCCCCTGGAAATCTAGGCTTTGTCAATATCACCGACCTCCAGGGTGGCAAAGTCGGCTTCGGCT 
CGGCTGTTCCCGGCTCGAAACTCGACTCGAGCTACACCAAAGCGGTCAAGCAAATCCCTTACAACATTTC 
CGTGATCGAGATCAGCGCGCCGATCATCGCCCCGGGAATTTTAACGGCTCCGGCTCCGACGGCTTCCGAC 
GTTAACATAACGGCCGCGCTTGAGAAGGCTGGGTGCAAAACTTTCGCGTCGTTGATTAGCTCTAACGGCG 
TGCTTAAAACTTTTCAGTCAACGGCTGATAAGGGTTTGACCGTTTTTGCACCGAACGACGAGGCGTTTAA 
AGCTGCTGGAGTACCTGATCTAAACAAGCTCTCTAACGCTGATAGAGTCTCGCTCTTACTCTATCATGCA 
CGCGCTGGCTACACTCCCAAAGGAACTTTGAAAACCACCAAGGATCCGATCGACACTTTGGCGACTAACG 
GTGCCGCAAAGTACGATCTGAAAGTCACGACGGCCGGA 
 
>0679-94-(6-6-06)_G10 
AAGTGGGAAGGTGGTCAGTATGAAGGTGATGAGCACACACGGCTGGAAACTCTTCATACGGCCAAAGAAC 
TGGGAGCTGATTACATTGATTTTGAGCTCAAGGTGGCTTCTAATCTTATGGAAGAACTGAAAATGAATTG 
TCACAGTGGTAGCAAAGTTATTGTATCATGCTATGTGAATGGTGTGACCCCTTTAGAAGAAGATCTGAAC 
CGTCTTGTCATGAGCATGCAATCTACTGGAGCAGATATTATCAAACTTGTCATAAATGCAACTAATATTA 
CAGAAATATCAAGAATTTTTCATCTTCTCTCACATTGCCAGGTTCCACTAATTGCATACTCAATAGGTGA 
AAGAGGTCTTATAAGCCAGATACTGTGCCCAAAATTTGGTGGTTTTCTGGTCTATGGATCTATGGAAGGA 
AACTCAGTTCCAGGACTTCCTACTTTGGAAAACCTTAGACAGGCTTATAAAGTTGAAGATATTGATGAAG 
ATACTAAAGTTTTTGGGCTCATCTCCAAACCAGTTGGCCACAGCAAAGGCCCTCTATTGCATAATCCTAC 
TTTCAGGCGTGTGAAATATAATGCAATATATGTCCCAATGTTTGTTGATGACCTCAAGGACTTCTTCAGT 
GTCTATTCTAGCCCTGAATTTGAATTTGCTGGATTCAGTGTTGGGTTTCCATACAAAGAAGCTGTAGTTG 
AATTTTGCGATGAAGTCCATCCACTTGCGAAGGCAATAGGTGCTGTCAATACTATTATAAGGAGGTCAAG 
TGATGGGAAATGGGTTGGCTATAATACAGACCGCGAGGCATCAATAACTGCAATTGAA 
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>0681-94-(6-6-06)_A11 
GAGGTCTGGCGCGAGATCGTCTCCGGCGAGCGCAGGGTCTGCAAGCAGGAACAACACGACGACGACGAAA 
TGATGACTCTGGAGGACTTTCTAGTCAAGGCCGGGGCGGTACAAGACCAAGACCAAGACCAAGACGAAAA 
CGAAAACGAAGAAGATGTGAAGATGAAGGAGGAGCGCCTTGGTGGTGGTTCCATTCTCGCCTTCCCTAAT 
AATAATATTAATGGTTCAGCCAGAGTCGGTAAGAGGCCTCGCGTCTTGGAGCCCTTGGATAAGGCTGCAC 
AGCAGAGGCAACGCCGCATGATCAAGAACCGTGAATCCGCCGCAAGGTCCAGGGAGAGGAAGCAGGCATA 
CCAAAATGAATTAGAATCACTAGCTGTTAGACTAGAAGAGGAGAATGGTGTGCTTCTTAAAGACAAGGCT 
GAGAAGACTAAGGAAAGGTTTAAGCAGATCATGGAAAAAGTTATCCCAGTTGTGGAGAATCGAAGACCAC 
CACATGTCCTCCGAAGAGTTCGCTCCTTGCAGTGGTAGATTTTATATGCTTGAGGTGTGGAATGAAAAAG 
AAACACCCTTCACTGACTTAGGGGTATAAAGTAAAACATTGGAACTGGAAATTAATCATCTTTTAAATTA 
GATATTTTAACCTGATGGTTTGTCTATAAAAGCAATCGTGGTTTTGACTACAGGAGAAAAAGGGATTGCA 
ACCCATCTCTTGAAAGGAAATTACTTATAGCTGAAGAAAAAGGAACTTATGTTGGAGTTAAAGATAGAAA 
TGAAATTGAATTATGTAGTTAGCAAATGTTGCACTGTGAGTTTGTCTCCCCTAAATGCTGATGTATGGGA 
GCAACAGAGGATTCTGGGCTAGTATATAATATACTTATCTATGTCTTGACAGCTTTGG 
 
>0683-94-(6-6-06)_C11 
CTCTCCGGTGTACGGAAAAGTTGTGGAATAGAGCAACATTGCCAACGAAGAAACTCTGTGAAAGAGAGAG 
AGAAAGAAAAAAGAAAGAAAGAGGGTTAGATATTTAGTACCCGTGAAATTTGCTGTCAAAAGGTCAAAAA 
ATAGGGGTCTTTGTAGAATAAATTCGCATTTCCCTTTTTTTTTTCCCTATAAGTAGCTCTCTCTAACAGG 
GAAATCAAATCCCGTCAATTTCTCTCTCTCTCTCTACCTCTCCTCTGTTCTTGTCTGTTTTCTGCGTATC 
CTCTGTTCTCTTTCTGTTTTCTGCGTATCCTCTGTTTTCAAGAGAGAAGCTGAAACTTTGTCCAACTATT 
TTCTGCTTCTTTCTGTCTCTAAAATCTCACTAAAAACCATGATTTATGATAAAGGGCCAATGCAATCAAA 
CCTTGATTGCTTCCTTCACTGCACAACCCCTGTGGTCCAATCCCAATTTCTTCCCAAGACTGAGATTAGA 
AACCTTAATCGTCTATGGCATCCATGGGAGAGAGAAACAGTTGAATATTTCACCTTAGGTGATCTTTGGA 
ATTGCTATGATGAATGGAGCGCATATGGGGCTGGAGTTTCGGTCGCCTTGAACAACGGCGAGACCTTAGT 
TCAGTATTATGTGCCTTATCTCTCTGCAATCCAGATTTACACAAGTAATTCGTCTGTACACGGTTTGAGG 
GAAGAGACTGAGTCAGGGGACTATGAGATGCGGTCCTTTAGTGATTCATGCAGCGATGAGAGCGAGAGTG 
ATAAGTGGAGATGGGATGGATGTTCGTCAGAGGATGGAGGGTCTGAGCAAGACAATCTTTGTCACCCAAA 
TGATAGATTGGGGAACCTTTATTTTCAGTACTTTGAGAGATCAACTCCTTATGGAAGA 
 
>0684-94-(6-6-06)_D11 
CTGCTTGTGACCGTTGTGTCCACCAAACTAAGGTTGCCTATTTCTCCAAAGCTTCAGCACTTTCATCTGG 
GGCTTGTGGGTATGGTTCCTTGGCATTAGGCTTCAACAGTGGACACCTTGCTGCTGGTGTGGCTTCTCTT 
TATAAAGATGGAGCTGGCTGTGGTGCATGCTTTCAGATAAGATGCAAGAACACAAGTCATTGTACCAAAG 
AAGGAACTATAGTGACATTGACTGACCTCAATAGGAACAACCAAACAGACTTTGTTATCAGCAGCAGAGC 
ATTCATGGCCATGGCTCAGAAGGGTATGGGCCAAGACATTTTGAAACTAGGGATTGTCGACGTGGAATAC 
AAGAGGGTACCTTGTCAATACAAAAATCAGAATTTGGCTGTACGAGTGGAAGAATCAAGCCAAAAATCAA 
ATTACTTGGCAGTGAAATTTCTATATCAAGGAGGTCAAACAGAAATAGTTGGTGTTGATGTAGCTCAGGT 
TGGTTCTTCAAACTGGGGCTTCATGAGCCACAACTATGGGGCAGTTTGGGACACAAGTAGAGTGCCATCA 
GGGGCATTGCAATTCCGGTTTGTGATCACAGCAGGGTATGATGGGAAGTATATTTGGGCACAACATGTCC 
TTCCTGCTGACTGGAAGTCAGGGGTGGTATATGACTCAGGGGTTCAATTCACTGATATTGCACAAGAGGG 
TTGTTCTCCATGTGATGATGAGACTTGGAAATGAGGGATCCTGTTAATGCTAGTGTGAATATATATACAT 
ATAGGTGGGTTCCTTGTAACATGCATTGAATTACTTGATTTAGTAGTTTA 
 
>0686-94-(6-6-06)_F11 
GCTGAGCATCTAAGCACTGCACCAGTGTGGCAAAGGGATTTTTTTCCACCACCACCTGAACAAGCAAAGG 
TCACTCCATTGCGAAACCTACCACCACCAATGCCCAACTATACACTCAACCATGCAAATGTAGACATAAC 
GCTAGATCACATCAACCAGCTCAAGCAAGAATTTCGTCAATCAACTGGACACACTTGCTCTTCTTTCGAA 
GTTGTAGCTGCCAAATTTTGGAGCCGTCGAACACAAGCTATAAACTTTAAGCAAGATACTGAACTCAAGC 
TTGTGTTCTTTGCAAATTGCCGCCAGCTCTTGAACCCTCCCTTGCCAAAAGGTTTCTATGGCAACTGCTT 
CTTCCCAGTGACAATCACAGCTTCAAGTGAGTCACTCACACAGGCATCAATTTCTGATGTTGTGAAGCTG 
ATCCAAGAAGCAAAGGCTAAGCTCCCAACTGAGTTTGACAAGTACAAGAAGGGTGAGTCTATCAAAGATG 
GTGAAGATCCAATTTCACCACCACCTGCTTACACCACACTATTCATATCAGAGTGGGGCAGACTGGGATT 
CAACCAAGTAGACTACGGGTGGGGCCCGCCAGTCCACATTGTTCCAATCCAAGGCTCAAGTATCGCACCA 
GTTGGTATTGTGGGGTCCTTGCCTTTGCCAATGAAAGGTGCTCGATTGATGACATGGTGTGTGGAGGAGG 
CTCATCGCCAACCTTTCCTCAATCAGATGACGACTTGACAATAACATGAATCTACCCCGAAAAAGATCCA 
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AAAGTATAATTTCAGTGGTTTAGACCATTTCAAAATCCTTGAACCCCTTTGCTTCCTTTAGCTACATCAG 
GGATAAATAAAACATGAAATCAAGGTATTTTGTGTAATAAATAAT 
 
>0687-94-(6-6-06)_G11 
AAGGAGAAGAAGAAATGGCAGAGACGGCGTCGAGTGGTGAAGAAGCTTCGGCTTCAGCACCAGTATCAGT 
ATCAGATTCTTCAGAGCAGCAGCAAAAGAAGGAAGCTTTATCTTCATCTGAATCATCGTCATCTTCTTCT 
TCTTCAACATCAATAGCATCAATGGCAGAGGATCTGCAACGCACTGTGATCGAATCCACTCGTTCTCTCC 
AACACAACTCTTCCACTCATCTCCGTACCTTACAGGACTTTGTACCACATGCTTTATCTCAGTATAGAAG 
CTATGAAGATGCTTTCATCTCCAAAATTAAAGATGAGGTAATGCGTGTGAGGGAACATCCAGCCGAGGCT 
GCTGGGATTGCCTTAACCTCTGCTTTCATTCTTCTTCCAGGTCCGAGAAGGTTCTTGTTTCGTCATACAT 
TCGGTCGACTACAAAGTGAGGAGGCACAGTTTGTTAAAGCAGAGAAGAATGTAAAGGATTTTAATATTTC 
AGTGGATCTAATGAAGAAGGAGAGCAAAAAATTGCTTGAAAGGGCAGAACTCGCTGAAAAGGATATGAAA 
TACGGCCATACTGAGCTCAGGGATGCTGGAAGTCAAATTCAACGCCTTGCGAAATCAGTCTACAAGGTTG 
AAACTCAAGCTGCGGATTTGATGGACGGGCTGCGAGAAATCCCTAGTAGGGAGGCTTTGAAACTTCGAGC 
AGAGGTTGCTACTATGACAGCACATCTGAAGCGGCAGAGGACTGCAATAAACAAACGGATAATGAAGATT 
TCTGATTTGGGGGTTCCTGTGTGATTAATAAGAAGAATATCTTGATAAATCCTGCCTCCCGCTCCCTTTT 
TTTTCCCTCCCTTCTTCATTC 
 
>0688-94-(6-6-06)_H11 
AGCTAATCCTGAACCCCAGTGCAAGCTTGATGCCCTTATGCCCTCTATAATCTCTCTACCCTTCCTTCTA 
ATGTTCCGAGCCTCCTTTCAGCTGGCATCGTCAGTGGTCTCCAATCGCTTCTTGCTGCCTCTGGCGATCA 
AACGTGGACAGAAAAAGTCATAGCTGTCCTTATAAATTTGGCTTCAAGTCAGTCAGGTAAGAATGAAATG 
GTATCAACACCTGGTCTTATTAGTGGACTGGCATCAATATTAGACATTGGTGAACCTATTGAGCAGGAGC 
AGGCTGCCTCATGTCTCTTGATTTTGTGTAATGGAAATGAGAAATGCAGTCAAATGGTTCTACAAGAAGG 
GGTAATACCTGCATTGGTGTCAATCTCGGTGAATGGGACCTCGAGGGGGAAAGATAAATCTCAGAAACTC 
TTGATGCTGTTTCGGGAACAGCGACAACGAGACCAACCACCTGCTGAAATGCAGCCAGCTGAAAGTAGTA 
AGAATGCCATGGCTGGTCCAGACTCAAAGCCACTATGTAAATCGACCTCTAGAAGGAAGATGGGGAAAGC 
TTTTAGCTTCTTCTGGAAAAGCAAGAACTACTCAGTTTATCAGTGTTAGGACATCAGTGTTGTAAATTTC 
TGTTTTATCATCTTTTTCATTTCTTCTGTCCTGTTCCCATGGGCATCACGTATTTTTTTGTTGAGAGAAG 
AGATGTACAGGCCCCTGTAATTTATGAATTTTTTGGGTTTTTTCTTTTTCTTTTTTTTTTTTTTTAATTA 
ATTTTTTTTCCTCTTTTGGGTAGGAATACATGTATTTGTATGTCAATCTGTAAGCCTTA 
 
>0690-94-(6-6-06)_B12 
ATAACTCGGTAAATTAAAAAGAAAGAGTCATGGAAAGTAAAAAAGTGAAGCCACAGCTGAAGAAAAATTT 
GTGGAAGCCAGAGGAGGACTTGATTCTGAAAAACTATGTGGAAACTCACGGTGAAGGCAACTGGGCTACT 
GTCTCTGAGAGATCAGGTTTGATGAGGGGCGGGAAGAGTTGCAGGCTAAGATGGAAGAACTATCTGAGAC 
CTAACATCAAACGTGGTGAGATGTCCAAAGAGGAAGAAGACCTTATCATACGAATGCATAAGCTTCTCGG 
CAACAGGTGGTCACTGATTGCTGGCCGGCTTCCTGGCCGAACGGATAATGAAGTGAAGAACTACTGGAAT 
ACCCATTTGAACAAGAAATGCCTTCTAGGCAAAAGAAAAGCGACAAACTCAAACAACCATGAAGAGGAAG 
ACAACGAAGAGAACATGAACAAGAAGAATAAATTGGGTCCACCATTTCATTCAGAGCCCCATGGAAGCTC 
ACTTATTAGTTTGACAAGCACCACAAAATTGGGTTTGGAAGAAGGAAGCAGGAAAGAAGAGAGCACAGTG 
ACAGAGGGTAATCGGATGGATTATTATACAAGTAGCTTCAACTGTGACAAAATGGATTATCCAATAATGC 
CTGAAGCAGCAGCAGGAGGAGCAGGGAACAGTGCAAGTTTCGTCTTTGACGATGAGCCTCTTATAGCCTA 
CATGGATTCTTTTATCTTGCTCGAGGCATTTGGATGTGGTGGAGAGGAGTTGTAGGCACATGTCACAGAC 
TCACAGTCACAGATGCAGTCTACTCTGTCGTAGGAATGAACCCCACACACACTCTGTACAGTGCCGCTGC 
ATGACCCCTCATCTGACAAAACAGCACTCCCAAGATTTATGAGTGAGTGATTCCCAGGA 
 
>0691-94-(6-6-06)_C12 
GAAGAGCTTGAAAAGCTCAAACTCCTCGAGGATTTCAGGTATTATCAGGAACTGGAATCTGGGTCATTAT 
GGATTCGGGTGATGAGGGCAGAGGAGATGGACGACACAGTTGCTTTGCTCGCTGAGTCCTTTGCTGAGTC 
CATGGTTTGGCCTTCTGGTTACCTTTCGTTGTTGAGGTTCTTGGTGAAGCAGTACTTGATTGAGAGACGG 
GCTCTAATGCCTCACACTGCCACGCTTATTGGGTTCTACAGAGAAAAGGAAAATGAAAGACTAGAAAATG 
AAGAAGAAGAAGAAGAGGAGGAAGAGTTGGCGGGGACTGTGGAGGTTTGCTTTGATAAAAGGGGTGCAAA 
TGCTTCTCCTCCTACGCCTACTCCTCCTAAGAATTCGCCTTATATTTGTAACATGTCCGTGGATAAGCCA 
CTTCGCAGGAGGGGCATTGGCTGGCATCTACTTAAAGCAAGTGAGGAATTAATTTCTCAAATGAATTCCA 
CAAGAGAGGTGTACTTGCACTGCAGAATGATTGATGCAGCTCCATTCAACATGTACATAAAAGCAGGTTA 
TAAGGTTGTGAATACAGATAGCATTTTCATCCTGTTGATGTTGCAGAGACGAAAGCATTTGATGTGCAAG 
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AAACTTCCAGTTCTAAGAAGCCCTTTTGATATGTCAGATTCTGATGAGGAATAAATATGTTGAATGGACT 
TGTGGATCATAACATATATCCATGAGGATATATGCCAATGAGGTTGCGATCATCATTCAGCTGGGTTAGA 
TTTTGGCTAGGAGGTGAACCTGATGTTTGAGCTTCTCCTTGCTTATATTATATTATTTGTATGTAGAGTT 
CC 
 
>0693-94-(6-6-06)_E12 
TTGATGGAGTACATGGATTCTTTGAAGACCTCGAGAAATTTCTAGAATTTCTCATGCAATCTTTCTCTCC 
GGAATTCTCTAAGATCTTCCTTTGCATAAGTTAATCACACATTCTATAGAAGGTTGGAGAAAGGCATTAA 
TTAGAGGATATTCACATTTCAAAGCTTTGTGTTCTATTTTTTGTTTATTTTATTTTATTTTTCAAAATCC 
ACACTATTGAATTAAACCCAGTAGTCTAATTAGGCTCAGCATGCAGAAAGTTTTCCCATAATATTGAATT 
AAATAAAATAAAGTAATGCTTTATGTATGTGGGCACAGAAAGTTCTGAATTTTGAATTTTTATTGTAAGT 
TTGTTTGTTCATTTTGTTGATGAGTTTGAGTATTAAGTTGAAGTAACTAGCTCAACAGCTATTATAGGCT 
GTTCACATTGCTGGGACAAAAGGAAAAGGATCAACTGCCACATTTCTCTCCAATATTTTACGAGCGGAAG 
GGTATTCTGTTGGATGTTATAGCAGCCCACATATTCAGACTATAAGGGAACGCATATCATTGGGAAGATT 
TGATCCTCACTGCAATGGCATTCACCCTATTTGCTCGAGAGAATGTTGACATTGCAGTTATTGAGGCTGG 
GTTGGGAGGTGCACGGGATGCAACAAATATTATTTCTAGTTCTGGACTTGCTGCATCAGTCATAACTACA 
ATAGGTGAGGAACATTTGGCTGCACTTGGAGGTTCTCTGGAAAGCATTGCCATGGCAAAGTCAGGAATCA 
TTAAACATGGCTGCCCAGTTAGTTGGTGCTGGGTGGGCCTTTCCTTCCACACATTGAATGCATTCTACGG 
GATAAAGCATTGTCAATGTCTTCTCCTGTAGTATCAGCATCTGATGCTGGAAATCAAAGTA 
 
>0694-94-(6-6-06)_F12 
TCCTAATTCACCTCCTGCTACTTCTGCTCCAGTCCACAGGGGGGAAGGCCCAGCTCCTGCAATTGCAGTA 
GCTGCTCTATCTTCACCTCATACAACTGTGGGAGAAGAATCTTCACAACTGACTTCTTCAGTAAATTCTC 
CCCAAGCTGACCAGGTTTCAGCCTCAGCATCAGGCTCAACTGTTCTTGCTGCCAATCAACATGGATCGGA 
TAGGAGGTCTCCTAGTCAATCGTTACCAAGTGGTCCAGATAGAGCAGGACCTTCAGAAATCCAATCACTT 
TCAGAATCAATAAAGTCTCGATTAAATGCAGTGTCTATGAGATACAAAGAATCCATTTCAAAAAGCACAA 
AAGGATGGAGGGAGAGATTATTCTCTCGTAACACTTCGATGTCAGACATTGGTTCTGAAGTTAGAAGAGA 
GGTAAATGCGGGGATTGCAACTGTATCACGCATGATGGAGCGTCTGGAGACAAAAGAAACTGGTAGAACA 
AGTTCTGCATCTGAATCAACTAGTATAGAGAATAGCTCAGTTACAGAATCAGACAACCAGCGCACATCAG 
AGACTAATGGTGACATTTCGTTGGGAGACACAAATAAGCCAGCTGCATGTGCTGCTGGTTCCAGTTCGAC 
ATAAGCGTTGTTTCTGCAATTGCATCACTCAAATCATTTCCTTTAGAAAAGGTGGAACTTTCCTTTCCTA 
GATATGGCATGCTGTGGATATGATGCTTAGACATCCTCTTCAGGCCACTGCTTATCCTTTTACATGTGAA 
AAGAGCACTGGGCGATTGATATATATTTTGAAATAAATAAACAAGAGAGAGACCTCTTCTAATGTAGAAA 
CTAATATGTGTTTGTAAATTGATTTATATA 
 
>0695-94-(6-6-06)_G12 
TGAGAGAGGCGGAGAGCAGAGAATCAGAGAGAGGCTGAGGACAGACTAGAGAGAGGCGGAGAGCAGAGAG 
TAGAGAGAAAGGTAAAATTTTTAGGGTTTTGATTTGTGATTGTTTTGTGGTTAATCTCTTAGACCGGATT 
TGTAGTTTATCTGGTTGATTTTTGGTCAATGATTTTGTTTAGAACCAATGTACTTCCACTTGGGTTGGGA 
TAAGAAGTAATAGAAGAGTGAGAGCAATTAACAAGATTTTATGGGTTTATTGTTTTGTATATAGAAGCAA 
TATATACTTACTGAAAAGCTAAATAAACAGAAGCATATATAGAATCATTCTAAGGGACTTTGTTGACTAG 
TTGAAGTTGCCTTTGTTTGGTTGCAAGTACTTTGGAGATATATAAACAGATGGATCCTGCACTTTGTGTG 
GACCCATGATAAATGTTAATTTTTGTTTTGTGCTGCCCAGTTTGCTATGATAGCAAATGGTTTTCTTTGA 
AATATCGGAATCTAGTTGTTGATCATTCATTCATGTACTTGATTCTTATTTAAGGGACCCATATAACCCC 
CATATGAAGTTTAAGTAGCCATCACTCATCACAAGTTAGTTGTCACAGAAAGAGGGTAGAAGTTCGAGTG 
AAGTGCACCATTTCAGGAAAGTCATATACTAACCAAAAAGCCCAGCACTGGCAGAATTAGCATGTGGAAA 
AAAATCCTCAATCGCCAAGAGATATTGTTTTCTGTTAGGCAATACTCTAGAATTTCTCCTCCACAACCTG 
CTTACGCTGACCCGGTAATCCGGGTTTCCAACAACGTAGCCCAATTGGGTGGCCCAAAAGAAGGTCCAAA 
GCCTCGGCAGCTCCTGTCTTTGCCTCCATTTCCTGCTCATCCTCTACCCAGAAAGAACTCGTTCAGCATC 
CCTGG 
 
>0696-94-(6-6-06)_H12 
CACACAATTTCTTATAAATAGTATTATAAATACCACACCCTTCCAAATCTCCCACCAAACCCCTCATCTG 
CAAAATCTCCAAGAAAGTGAGTTGAAAAACACAACACGAACACAAAAACAAACACACCCACATAGAAAAA 
ACAAAAAGAAAAAACTCTCTCTCAGAGAGATATGATGTGGAATCGATCAGAGGACAAGATTTTCGAGCAA 
GCACTGGTGATGGTCCCTGAGGATGTTCCAGACAGGTGGCAGAGGATTGCAGAGCAAATTCCAGGAAAGT 
CACCGAGAGATGTGAAGGAACACTATGATGATCTTGTACATGATGTGCTTGAGATCGATTCTGGTCGAGT 
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TGAACTACCGAGTTATGCTGATGATAATGACTCCGACTCTGGTGGACATGGTGGATGGGACTCACCGAGT 
AATCAGAATCAGATCTCTTTCTCGAATCATAACAAGCCTAAGCACTCTGACTCCGAAAGGAAAAAGGGTA 
CTCCTTGGACTGAAGAAGAGCACAGGTTATTTCTAACTGGACTGAAGAAATTTGGAAAGGGTGATTGGAG 
GAGCATTTCAAGGAATGTGGTTGTGACTAGAACACCGACTCAGGTGGCTAGCCATGCCCAGAAGTACTTC 
CTTCGTCAGAATTCGGTGAAGAAAGAGAGGAAGAGGTCAAGCATCCATGACATTACTGCGGACAACAATC 
CGGTTGCTCTTCCAGTCAATCAGAGTTGGCTTCCACCTCCAGGTAGTGCTGTTCAACAGCAACAGGCTTA 
TCAACCGATTACCTTGCCACCACATTTGCCTGGTCAAGTGAGCCCAATGGGGTACCAAAACTTTGGCTTT 
CCAATGTAAAGATGCACAGGA 
 
>0698-94-(6-12-06)_G12 
GCTCCATTGATAGCTACACTTCCCTTGGAGGTTCGGGGGAAAATTGGCGACTACATAATTGGCGTGTTTA 
AAGTGTTTCAAGATCTTGACTTCAGTTTCATAGAGATGAATCCATTTACATTGGTGAATGGGGAGCCATA 
TCCCTTGGATATGAGGGGAGAATTGGATGACACTGCTGCATTTAAGAACTTTAAGAAGTGGGGTAACATC 
GAGTTTCCACTGCCTTTTGGAAGAGTCCTGAACCCTACAGAAAGTTTCATTCACTCCTTGGATGAAAAGA 
CAAGTTCATCTTTGAAATTCACTGTGTTGAACCCAAAAGGACGCATCTGGACAATGGTCGCTGGAGGTGG 
TGCTAGCGTTATATATGCTGACACTGTTGGCGATTTGGGTTATGCACAGGAGCTTGGTAACTATGCAGAG 
TATAGTGGAGCTCCAAATGAGGACGAGGTGTTGCAATATGCAAGAGTTGTTATTGATTGTGCTACTGCAG 
ACCCCGATGGTCGTAAGAGAGCCCTTCTTATTGGAGGGGGTATTGCTAACTTCACTGATGTTGCTGCTAC 
TTTCAATGGGATAATTCGAGCCCTTAAAGAGAAGGAGTCCAAATTAAAAGCAGCAAGAATGCACATCTAT 
GTTCGAAGAGGTGGTCCAAACTACCAGACTGGTCTGACAAAGATGCGTGCTTTGGGAGAGGAACTCGGAG 
TACCCATTGAGGTGTATGGACCTGAGGCGACCATGACCGGAATCTGCAAACAGGCGATAGACTGCGTCAT 
GGCTGCAGCCTAATTCCACAATAATTTTTGCAACTGAGAGTCAACATGTGTCAGTCTG 
 
>0699-94-(6-12-06)_H12 
TCTGCTTCGCAGTTTTCATTTCAATCTCTGGCTTGGTACTATTTTCATTTCTGATAGGGAATATGCAGAC 
ATATTTGCAATCCACAACTACAAGATTGGAGGAGATGAGAGTCAAAAGGCGGGATGCAGAACAGTGGATG 
GCACACCGTTTGCTCCCTGAGGATTTGAGAGAGCGGATTAGGAGGTATGAACAGTACAAATGGCAAGAAA 
CTAGAGGTGTTGATGAAGACAATCTGCTTCAGAATCTTCCCAAGGATCTTAGAAGGGACATAAAGCGCCA 
TCTCTGCTTGGCTCTGCTCATGAGAGTACCAATGTTTGAAAAGATGGATGACCAACTGTTGGATGCATTG 
TGTGACCGTCTCAAGCCAGTTCTATATACAGAGAAAAGCTACGTTGTTCGGGAGGGAGACCCAGTTGATG 
ACATGCTCTTCATCATGAGGGGCAAGCTATTGACCATGACAACCAATGGTGGAAGAACCGGCTTCTTCAA 
TTCTGAATATCTTAAGGCTGGTGACTTTTGTGGAGAAGAACTTCTTACTTGGGCTCTGGATCCTCATTCC 
TCATCCAATCTTCCCATCTCAACAAGAACTGTCCAAGCCCTTACAGAAGTTGAAGCCTTTGCTCTTAAAG 
CCGACGACTTGAAGTTTGTTGCCTCTCAGTTCCGGCGACTTCATAGCAAGCAGCTTCGCCATACTTTCAG 
GTTTTATTCTCAGCAATGGAGGACTTGGGCAGCTTGTTTTATACAGGTAGCCTGGCGCCGCTGTAAGAAG 
AAGAAGCTTGAAGAGGCTCTTCTGGCAGAGGAGAATAGGTTGCAAGATGCATTGGCCACGGCTGGTGGGA 
GCTCGCCAAGTTTAGGTGCCACCATTTATGCCTCGCGGTTTGCTGCTAATATACTTCGCACTTTGC 
 
>0701-94-(6-7-06)_A01 
GGGGTGTCACCTTTTAATGGATTCACATATGATCACATCTATGGAACCAAGATTGGTGGGACCATTTTCG 
ACAGGTTTGGCCGTCGGCACACAGCTGCTGAACTACTTTCTTCTGGGAACCCTCGGAAGCTCACTGTATT 
GATTCATGCCTCTGTCCAAAAGATTGTATTCGACACAACAGGAAAGCAACCAAAGGCTGTGGGGGTCATT 
TTCAAAGATGAAAATGGTAACCAACATCAAGCAAATCTCGTAAATAAGGCAAAGAGTGAAATCATATTGT 
CTTGTGGAGCAATTGGGACGCCTCAAATGCTACTGCTAAGTGGAATTGGACCAAAAGCTGATCTTAAAAA 
GCTCAACATTCCAGTAGTGCTTAATAACAAGTTTGTTGGGAAAGGCATGGCTGATAACCCCATGAACACA 
ATATTTGTTCCCTCTAATAGGCCAGTTGAGCAGTCACTCATACAAACTGTAGGGATTACAAAGAAGGGTG 
TGTACATTGAAGCTAGCAGCGGATTTGGACAATCCAAAAATAGCATTCACTGCCACCATGGTATCATGTC 
AGCTGAGATTGGGCAGCTTTCCACAATCCCACCAAAGCAAAGAACACCAGAGGCCATTAAAGAATACATC 
AAAAACAAGCGGAACTTACCTCATGAAGCATTCAAGGGAGGCTTCATTCTAGAAAAGATTGCCAATCCCA 
TATCAACAGGTGAGCTCAACCTGATCAACACCAATGTTGATGATAACCCCTCTGTCACCTTCAACTACTT 
CAAACATCCGTATGATCTTCAACGCTGCGTTGATGGAATTCGCATGGCCACGAAGATTGCCCAGTCAGAA 
CATGTAACAAACTTCACAAGGTGTAACAAGGGAAACTGTGGATAAAATACTTAA 
 
>0702-94-(6-7-06)_B01 
GAATACCCTATTGTTCTCAACCCAGATGATTTTTTGCTGAAGCCTAAACTTGAAGACCCAAATCCCACAT 
TGCTTGTTAACCCTGTTATCGGTTGGCAAATATCGCAAGCCGATTCTGAAGTCATTGAAATGGGAAAAAA 
GTTCTATACTAAGCTAAAGCGGAAGCTCAAGAACCCAATAGATTTTGATAAGGATGAGTTTTTACTTATT 
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TTGAATCAGTTTCTTGAGAAAATTAGGGACAAAGTTGGTGTTTCCATTGGGATTGATTTATCTGAAAGTG 
GGTATACTCGGGCCTGGATTGAACGGCTAGGGTCTTTCATGGGTAAAGATGTTGCTGGTTTGGTTTTGGA 
TGGGTGTGTGGATTTTGAAATTTGGGATTTGGTCGAGGTTCTGATTGTTAATGGGGTTATTGATCATTCT 
TGTTATTCGAATTTGGTCAATAGACTTGTGGCAAAGAAGAGGTCAGACTTGTTATGTCTTTGTATTAAGC 
ATGCATCGGATCTTGGGGCATCTGAATTACTTGCTATTTTGAAGTATTTCCTTTGTCCGGCGAAAGATGC 
TTATGGTAGTATGGTGGATGTGAGGAAAGAATGGGAGAAGCAGGCTTTGTCAGCAATTGAGAAAGCAAGT 
GAAAGGAGTGTCACGGGGAAGAAAGCGCGTTTGGCGAAGGAGGCTTCAATTTTGCTTATGGTGGCACATG 
ATGGGTTCTCTGCATCAGAGCTTTGTTTGCACTATTTGCTGGCGTCCTCAAACATTGATGCAGTGACATT 
ATCGTCATCAATTGGAAAATTTGAATGGTAAAGAGATGATGAATTTGATTCGGTATTTGGGGAAGTGG 
 
>0704-94-(6-7-06)_D01 
ACAACAAGAACACCCTCCTCGTTATTATTCTCAGACTCAGACTCCAACCTTAGAAGACGACCCGACCCGT 
ATCCACCGCACCTGGGTCGGACTCTCAGACCACCACAAAGTGTTCCTCACCCATGCGCATGGCTAGGCAC 
CAACCAACTCTCGCTTCACTCCTCAAATCTCAGACAACCACCCCACTTGTCAAGGGGCCGACCCATCGCC 
GCAACGGTGTCGCTTAGCCTCCCCACTGCAAAGCCAGAGAGAGCTTCTTCCTCCACTGTGAAAATTCCCA 
AATGGTCAAGGAGTGCAATAAAGGCATTTGCTATGGGAGAGTTGGAAGCCAGGAAGCTCAAGTACCCAAC 
TACTGGGACTGAATCCCTTCTCATGGGGATTCTTATTGAGGGAACTAGTCTTGCTTCAAACTTTTTGCGA 
GCAAATGGGATTACTCTATTTAAGGTGCGTGAGGAAACTATCAAGTTACTTGGGAAAGGTGAAAGGTTCT 
TTTTTAGTCCTGAGCATCCTCCTCCAACTGAAGCGGCTCAAAGGGCCCTTGACTGGGCTGTTGATCAGAA 
ACTAAAATCTGGTGATGGTGGGGAAATTACGACATCTCATATGCTTCTTGGCATCTGGTCTGAGGTGGAA 
TCACCAGGTTATAAGATAATGGCTACCCTTGGCTTTAATGATGAGAAAGCCAAAGAGTTGGAGTCTTTGA 
GTTCAGAACCTGGATTTGTAGATGATTGATACATTCATTTGAGGTTTGTTACCATACTTGTAATTCTATT 
TTTTTGGAGATATATTAATGTTCTGTTCTTTCCTTC 
 
>0707-94-(6-7-06)_G01 
TTATAACTGGTGGAGGTCGAGGATCGCAATGTTGATGACTTGGGTGTGGAGTCTAAGGCTTTCACATAAC 
TACTTCAGGCGTGAAAATTGGCAGTGGGGCGCTAGGGAGGACTGGAGGTTCACTGATATGAGCCGACAGT 
ACGGAAAACACTGGTGGTGGGTTTCATTCTTCGCCGTCTACGCCTCTCAGCAGGTGTTTCTGATTGGAAT 
ATGCCTCCCACTGTACGTTGTTCATTCAGTCGAAAAGCCATTGAACAATTGGGATTTTGTTGCAATCATT 
GTCTGTATGTGCGGTGTTGTTATCGCATACTTTGCAGACACTCAACTCCATGAATTTGTGACTAGAAACA 
ACAAACTAAAGGAGCTTGGAAAGCCAGTGGTGCCCAACCTTGACAAGGGCTTGTGGAATTATTCGCGACA 
TCCGAATTACTTTGGAGAGCAGTTGTGGTGGTGGGGACTTGTTATATTTGCATGGAACCTGGGGCATGGA 
TGGGCCTTTGTTGGAGCACTTATCAATAGTATGTGCTTAGCTTACGTCACTAAACTTGTGGAGGAGCGGA 
TGTTGAAACAAGATTACAGAGCCGAGGCATACAGGCTGTACCAGAAGACAACTTCTGTGTGGATACCTTG 
GTTCAGGACATCCAAAATAGGAGGAAAAGATAAAAGCACTTGATTTGATATTTCGTTTGTAAGCTCTGTT 
AGTTTTCTTTATCAGCATTAGTATTTATATTGTGTGTTCCTGCCTTGATATGTCAAGAGTCAAGACTTGC 
CTATGTAATTTCTTTATTTCAAGGGAAAAAAATGATGGATTGTGCTTAGCCAAATAGATCTTTGTATGAT 
ATTGTACAAAATCTTTCTGCGTATGCTAAAGAAGTT 
 
>0708-94-(6-7-06)_H01 
TGCTGACAGGTTTCTTAAATTATCTTTGCAGCTTCTTTCAAGATACTCAAATTGGTTGTCATCTGGATTG 
GCTGCCCGGAAGAAGGGTAATGCAGTCTCCAGCTCTGGATGTGAATGGGCTGTTTCAGCTGTCCCAGAAG 
ATTTTATTTATATTATTCATGATGTAAATTGCCTGGCCTTGGAGGTTTGTGGTGATTACCTGGGACAAGT 
ACTTCAAATTCTTTCTTCATGCTCTGCTGCTGTTCTAGATTTGGTAAAACAGAGTATTTTACATGGTGGA 
AAGTCATTGGAGGATTTTGTGCCTCTGGTTATTAACATAATAATAGAGGCACTGGTTGAGAAGTCTGTTG 
AGGACTTGAGACAGCTGAAGGGAATAACCGCAACTTATAGGATGACAAATAAACCTCTTCCTGTCAGACA 
TTCACCCTATGTGTCAGCGGTATTGCGACCCCTGAAGGTTCTTTTGGAAGGAGAGCGAGCTACAATATAC 
TTGACAAGGGAAACTAGGAATGAACTACTGCTTGGTGCTGCAACTGAGATTACTGGTCGTTATTACGAAT 
TAGCTGCTGATCTTGTCAGTGTGGCGAGGAAAACAGAGTCTTCACTTCAGAGAATACGGCAAGGGGCTCA 
AAGACGAGCTGGAGCAAGCTCAGATGTGTCGGATAATAATGTGTCTGACACAGGCAAGATTTGTATGCAA 
TTGTTCCTTGATATTCAGGAGTATGGTCGCAATCTTGCTGCCCTAGGGGTTGAAGCAGCCACTATTCCAG 
CATTCTGTTCCTTGTG 
 
>0709-94-(6-7-06)_A02 
GATGAGGCAGTTGCTTATGGTGCTGCTGTACAAGGAAGCATCTTGAGTGGAGAGGGTGGTGAAGAAACCA 
AAGATATCCTTCTCCTGGATGTGGCTCCCCTGACCCTCGGAATTGAAACTGTTGGTGGAGTGATGACCAA 
ATTGATTCCAAGAAACACTGTTATCCCAACAAAGAAATCTCAGGTTTTCACTACTTACCAGGATCAGCAG 
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ACTACCGTCTCCATTCAGGTCTTTGAAGGTGAAAGGAGTCTCACAAAGGATTGTAGGAATCTTGGGAAAT 
TTGATCTTTCTGGAATTCCTCCAGCCCCAAGGGGAACCCCTCAAATTGAAGTCACATTTGAAGTTGATGC 
AAATGGTATCCTAAACGTTAAGGCAGAAGACAAGGGCACTGGTAAATCAGAGAAGATCACCATCACAAAC 
GACAAGGGTCGCCTGAGTCAGGAGGAGATTGACCGTATGGTTCGTGAAGCGGAGGAGTTTGCCGAAGAAG 
ACAAGAAGGTGAAGGAAAAGATTGATGCTCGTAACAGCCTGGAGACCTATGTCTACAACATGAAAAACCA 
GGTCAGCGACAAAGACAAGCTTGCTGACAAGCTTGAGGAAGATGAAAAGGAAAAAATTGAAACCGCTGTG 
AAGGATGCCCTTGAATGGCTTGATGACAACCAGAGTGCCGAGAAAGAGGACTATGATGAGAAGCTCAAAG 
AGGTGGAAGCCGTTTGTAACCCAATCATTTCCGCTGTTTATCAGAGGTCAGGTGGTGCCCCAGGAGGTGA 
GTCAGAATCAGTGGAGGATGATGATTCACACGATGAGCTTTA 
 
>0710-94-(6-7-06)_B02 
GCTCTCTCTGCCTTTTCTGTTTGCCGCACCATTTGGTCCAATTTCAATGACAGACGAAGAAAAGATTCGT 
CGCAACAAGCGACTTCCAAGGTTTGCAACCAAGGTGATGGCGACTCTGTTGGCCCAAGCACAACAGCTGA 
GGAGAGAGAGCAGGACATTGTCACAGAGAATGATTTAGAACACCTATTGCATCTTTTTGGGAGGGACGGA 
GAGATGGAATGGCAAAGTATGATGGAGAGGTCTACTCCTAACATGTCATACCAAGCTTGGCGCCATGAGC 
CAGAGACAGGCCTAACAGTTTACCGCAGTAGAACAGTCTTTGAGGATGCAACTCCAGAGGTGGTTAGAGA 
TTTCTTCTGGGATGATGAGTTTCGACCTAAATGGGATACCATGCTTGCATACTCCAAAATACTGGATGAA 
TGTCCACATACAGGGACATCAGTTGTTCACTGGATAAAAAAGTTCCCTTTCTTCTGCAGTGATCGAGAAT 
ATATCATTGGTCGAAGAATATGGGAGTCTGGGAAAACGTATTATTGTGTGACAAAGGGAGTGCCCTTTCC 
AAGTTTGCCCAAGCAAGACAAGCCTAGACGTGTTGAGCTTTATTTCTCCAGTTGGATTATTAGGGCTGTG 
GAATCTCGTAAGGGCGATGGAGAGTTGTCTGCGTGTGAGGTTACACTTTTACATTACGAAGACATGGGGA 
TTCCCAAGGATGTGGGCAAAGTTGGGGGTCCGTCATGGAATGTGGGGGAGCTGTCAAGAAATTGCACTCT 
GGCATGAGGGCATACCAGAATGCGAGGAAGTCTGGGGCTCCTTTGTCTAGATGTGCACGGATGGCAAGGA 
TTCACCAC 
 
>0713-94-(6-7-06)_E02 
CGCCCCCTCCTTGAAGTTGATCCTCCTCCCTCTGCTTCTGGTGATGGCTCTGAGCAGAAAGTCCCTGAGA 
AGCCTTTGGAACAGGAACCAATGCTTGCTGCTAGAATTACTATTGAGGATGGCCTCTGTCTTCTTCTTGA 
TATTGATGATATCGATCGGCTGCTACAGTTTAGTCAGCCCCAGGATGGGGGTACTCAGCTCAGACGTAGG 
CGACAGATGCTGCTAGAAGGTCTGGCGGCATCACTTCAGCTTGTAGATCCACTTGGCAAAAGCAGCGTCT 
CTATTGGCCCGACTGCCAAGGATGACCTTGTGTTCCTACGATTGGTTTCTCTTCCTAAGGGTCGAAAACT 
CCTTTCTAGGTTCCTTCAGCTTCTCTTCCCTGGTAGTGAGCTTGCCCGAATTGTTTGTATGGCTATTTTC 
CGTCATTTAAGGTTTTTGTTTGGTGGCCTTCCATCTGATAAAGGAGCAGCTGAGACAACCACAAATCTTG 
CAAAGACAGTTTCCTCATGTGTTATGGGCATGGATTTACGAGCACTTAGTGCTTGTCTTGTTGCAGTTGT 
TTGTTCATCAGAACAACCACCACTCCGCCCTGTTGGAAGTACTGCTGGAGATGGGGCCTCCATTATTTTG 
AAGTCAGTCCTTGAAAGGGCAACTGAACTCTTAACTGATCCTCATGCTGCTGGCAACTGTAGCATGCCAA 
ACCGTGCCCTGTGGCAGGCTTCATTTGATGAATTCTTTGCTCTTCTGACTAAGTACTGTCTGAGTAAATA 
TGAAACTATTGTGCAATCCATACGTTCACCTACCCAACCAAGCACAGAAGTTATTGGATCAGAGGCAGCC 
AGAGCTATTAGTAGAGAAATGCCTGTGGAGCTTCTACGTGCCAGTCTTCCTCACACTGATGA 
 
>0714-94-(6-7-06)_F02 
CTTCCTCTTCTTCCTATTGTCCCTTTGCCTTTTGAGGTTTTAACAAGCTAAGAGGGGTCTGGTTTGTAAC 
AATGGCCACTGCTAAGTTCGTTGCTGCCTTGCTCTTGGCCCTCATTGCCCTCTCCATGCTTCAAACCATG 
GTTATGGCTTCTCATGGGCATGGTGGACATCACTATGACAACACTAACAAGTTTGGACCTGGGAGTCTCA 
AGAGCTACCGTAAGTACAGATTCTTGCACTCTCTCTTTATTTTCTTCTTTATTTATTTTTTCACCAAAAA 
ATCTAGAGATACTGAAAAACCAATCCTTTCTGAAGAAATGAAAATTTACCGTAGGGAAAGATTATTTCAC 
ATAAGTAACTACTATTAATTTTACAATATTGTCACCATTTACCATAATTAATGTTTTTTATTTTTTATTT 
CACGACCATGTAGTCGAGATATTTTGACAGTCTATCCCTCACTCAAACAGTCAAACAATTCTGCCTGTGG 
TCAAAAACTCTTTTTCACACTTTCTCACTTTGGGATCTTTGGGGTCTACACTTTGACTACTGTGGTGAGT 
AAAGAAATGATTATGTTTTTCTTGGGTGGAATTTTTTAAAATGACTAGAATGCCCATCACAATGCACGAG 
GAGGTGCAGCAAGACCCAATACCATAAGCCCTGCATGTTCTTCTGTCAGAAATGCTGCAAAAAGTGCCTG 
TGTGTGCCCCCAGGGTATTATGGGAACAAAGCTGTGTGCCCTTGCTACAACAACTGGAAGACCAAGGAGG 
GAGGCCCCAAGTGCCCCTGAATCAACTCTCAATTTTCCATCCTTGTCCTTCCTATCCTATATATGTTTTT 
TTTTTTTCCTATCACCTAGCATACTACTACTGCATTTTACTGCTAACTTTT 
 
>0716-94-(6-14-06)_H04 
AGACCTTACGCAACCATGGTCACCATTTCTCACTTCCTTTGTGGGAACGAGTGTTTGAATCGGTTCTATT 
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TCCAATATTTGACTACGTTCGACATGCCATTGATCCTTCTGGGGGGAGCTTGCCAGGGCAGGGAACTGAT 
AGTGAAACAGGTGATCTTGATCAAGATGCATGGCTCTACGAGACATGCACATTGGCCCTCCAACTAGTTG 
TAGATCTTTTTGTTAAATTTTATAACACAGTCAATCCACTTTTGAGAAAAGTGTTGATGCTTCTTGTGAG 
CTTTATTAAGCGTCCTCACCAAAGCCTTGCTGGTATTGGAATTGCTGCATTTGTCCGTTTGATGAGCAAT 
GCAGGGGATCTGTTTTCTGAGGAAAAGTGGCTTGAAGTGGCTTTCTCATTGAAAGAAGCTGCTAATGCCA 
CAGTTCCTGATTTCTCTTTCATTCTCAGTGAGCATGCTTTACCTAGAGAAAATAATGGGGAATCAGGGGA 
GTCTGATGTGTCTGGTGTGCCGGATAATGATTCAGAGAGCCTAAGGACACACCATTTCTATGCTTCTTTG 
ACTGATGCTAAGTGCCGAGCTGCTGTTCAACTTTTATTGATTCAGGCAGTGATGGAAATCTACAACATGT 
TTCGGTCTCACCTTTCAGCGAAAAACAACTTGGTCCTCTTTGCCGCTATGCATGATGTGGCATCCAGTTC 
TCATAAGATCAATAGCAATGCTGTGCTACGTTCAAAGCTTCTAGAGTTTGGCTCAATGACCCAAATGCAA 
GACCCTCCACTATTGCGGCTTGAGAATGAGTCTTACCAAATTTGCTTCACATTCTTACAGAATCTTATAC 
TGGATAGG 
 
>0717-94-(6-7-06)_A03 
AAGCCAAAACCAAAACCAAAACCAAAACAAACAAAAACTAATGGCTCTGCAGCTATGGGAGGCACTGAAG 
GAAGCGATCCCAGTGTACACGGGCCTCTCTCCAGCGACCTTTTTCACTGTTCTTGCTCTGGCGTTGGCTG 
TGTACCACGTGGCTTCCGGTCTGTTCGGGTCCTCCGATCAGCGGCCGAGGGAGCGCGAGGAGGAGAGTCA 
GCCACTTCCTCCGCCGGTCCAGCTCGGAGAGATCACCGAGGAGGAGCTCAAACAGTACGATGGTACTGAT 
CCTAAAAAGCCTTTGCTCATGGCCATCAAGGGCCAGATCTACGATGTCTCTCTCAGCAGAATGTTTTATG 
GACCAGGTGGACCTTATGCACTGTTTGCTGGAAAGGATGCTAGTAGAGCTCTTGCAAAGATGTCTTTTGA 
AGATAAAGATCTGACCGGGGATGTATCTGGTCTTGGTCCATTTGAACTTGAGGCTTTGCAGGACTGGGAA 
TACAAGTTTATGAGTAAGTATGTTAAGGTCGGAACCGTCAAGAAGTCTGTTCCAGAAACTGGTGATGGGG 
CACCCACCAGTGAACCTACAGAATCTACAGACCGTGATGTTGCTAAACCTGCCGAAGATGGTCCATCAGA 
AACCGCAGCTGTTAAAACTGAGGAAACCCCTTCTGGTGCTGATGTTGCAAAAGAGTAGAGGTGGAGTATT 
TCAAGCGCCAATAATGCAAAACTTTTGTAAACAATTTCTAATGGAGACACTGAAGGAGGGTAATATTGTG 
TGCGTGTATTTCATCAATCATGTTATACTCATAAGGATATGGTTAAGATTGTAGTGTAGGATACCCTACT 
TATGAACGAAC 
 
>0718-94-(6-7-06)_B03 
AGCTCTCTACCTCTCATACTTTTGGGTCCAGCCACTAGGAAAGGGAAATCCTTTCATGCAAGAGAGATTC 
CATTCCTATTTTCCCCTCACGAACCATAAACTTGGTGTTACCAGTTGCCAAGTCTAAGCTCTTTCTACTG 
TAGGCTTTCGGCTCCTCTGCCTTCAAGTAAGGGAGAAGTTATATGAGTATTTGGTAAGTCATGGGGTTAT 
TTTAAAGTATATGATGCATTAAAAGGGTTTTTGATTAGAGGTATGACATATAAGCATGTTTCAAACAAAG 
GTATGTCCGTGAGCTTTCGAAACCTTATGTATATGATTTAAGCATATTGATATTATTACTAATTCCACGA 
TCATGATGTTTAAAGAAAATAAAGGAAATTCTTTTATTATGAAATGTTATGCAAACTATGAAATGTTTTC 
GGGTTATGATCTCTGGTGATTTGAACTCTGCTAGTAGGGATTAATTATTGGCTTTCCATGAAAAATGTTA 
TCTAATTGGCCATTAAGTGGGATTGGCTTTGCTATACCCACCCTTGTTGGTTACGGCAAACTTGTGAAGG 
AAGTCAACCAACCCCTATGGTTGAATGTATGTATTATGATGTGATCCCGGGAATACCTGGCATTGTGGGG 
AATGTTGGATGCCTAGCATCGTGGTGTTAGAAGCCTCCCAAATAAGTACAGATTTATCAGATATGGACTA 
ACCAATAAGTTATTTATGAACAACTATATTATGTTATTAATCATGATAGAATGATTTTGTTTAAATGCAT 
TTTGAAAAGTTAAAAGCTCTCATGAAAAGAAGTTTATGATGAAAAGAAAAGCTGTTCTTTAAAGATAAGA 
GTTTTTGAAGTTTTGTTACGCTTTAAAAATAAA 
 
>0719-94-(6-7-06)_C03 
AACTTGCAACAGCAGTCTTTGTGCACACCGTAATCAATGCTTTGGAGCATTCAGTGATTGCCCTTACATG 
GTCTCTTATGTCTCTGCTGAAACTTCTACTTCTGGGATATTGGTAGAGGATCTTCTCCACTTAACAACAG 
AAGATAGTCATCAGGAACTTGTTGAGGCATATATCACATTTGGCTGTGGACAGGTTCAAAGTGGTTCATT 
TCTGGACGTTGCAGCTCCCAATGGTTTGCTTGGGCTAGGTATGGAGAAGTTATCAGTTCCTAGCATTTTA 
TCCAGCAAAGGTTTTACAGCAGATTCATTCTCCATGTGCTTTGGACGTGATGGGATTGGAAGGATCAGTT 
TTGGAGACAAGGGTAGTTCTGATCAAGAAGAGACACCTTTTAATTTGAACCCATCACACCCAACTTATAA 
CATCACTGTTACTCAAATTCGAGTTGGCACAACTCTGATTGATGTGGATTTCAGTGCGCTTTTTGATTCT 
GGGACCTCTTTTACATACTTGGTTGAGCCAACCTACACCAGACTTGTACAGAGTTTCCATGAACAGACTC 
AAGATAGGCGGCGACAATCTGATCCAAAGATCCCTTTTGAGTATTGTTATGATATGAGTCCTAATGCTAA 
TGCTAGTCTGGTACCTAGCATGAGTTTAACTATGAAAGGTGAAAGCCAGTTCACTGTCTATGATCCCATA 
ATTGTCATCTCTACACCGAGTGAACTTGTTTATTGCCTGGCTATTGTCAAGGGCACAGAACTGAATATAA 
TTGGACAAAACTTTATGACTGGCTACCG 
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>0720-94-(6-7-06)_D03 
CTACACAAAATATAATAGCTGGAATGGCATGGAAGTGAAATTTGAACGGGAAATGAAGGCGGTCGATGAG 
TCTGGCATTTGTTCACCGCCTTTGTGGAAAACAAGCCCACCCAGAAGTCCCCAACACAGAGCAAATCACT 
ACAGAAGCTTATCTCCAACATCAAGAACCCAAGCCATTGCCAGAGGCCAAAGGGAGCTCATGGAAATGGT 
CAAGAACATGCCTGAGGCTTGCTATGAGCTTTCCTTGAAAGATATTGTGGAGCAACCAAAAGTACTTGAA 
GCTAGAGAACGAGAAAGTAGTGTGTCAGAAGAGAGGGATTTGGGCACTGAGGTTTTGTATAAGAGGGAGA 
ATAGTAAGAAGAGGAATGATAAGAGGGCACAACCACAAGTAGTGAAAAGAAGTGCAAGCATAAATAATGG 
AGGGTTTTATCTTAAAATGGTGTTTCCTGTATCTTTAGGTTCTAAGAAGAACAATAATAAAAAGAAGAAG 
AATGATCAGTCTTCTGTGACAAATACAAGTGCAAAAGTTTCTCCTAAGCCTATAGTACAAGATGGATCTT 
CAAAGGGTGTAGATAAGGAGTGGTGGAAGAAGAGAATTTCAGTATCTGGTGAGAGTGAAAGTGGCAGGTC 
GAGTAGTAATAGCATGAAAAGCACTGGAAGCAGTAGCAGCAGCAGCAGTAGCAGCAGCAGAAGAAGCAGA 
AGCAGCAACAACAGGAAAAAGAGTGGTGGTTGCTGGTCCTTCATCCGCAACAAGAGAAGGCAATTGCGGA 
TCGAATGAGGTCCCTAGCTCTAATAAAAATAGGAGAGCACAATATATGCCATGTAATTATTCTCCCAATA 
ATGCTTAGTTCAGAGGAGTATAGATTATCTGAGTTTGCAAATTAGTGTGTTTATTATTATATTCTTTACA 
GATTTTG 
 
>0721-94-(6-7-06)_E03 
GTGTTTGTCAATACTATCATGACAACGCCCCAAGATTTGTGTTCACACCCAACTGCCTTTTTCCATCAAG 
CCTATGAAATAGGCCTAAATAAACAAACAAACTCTCAATAGAAACAGAAACCAAAGACAACATCAAAACG 
TTACTGTTCTGTTGTTCCACCCTGGTTCAATGCTTTTTGTAACGGTCTCTTTTTGATGGAAGATGATGAA 
GAAGAGGACCTGTGATCTCTGTGTTTGTGTGGGGATTCATGAATTTAGCTACAGGTAGAGGTTTTTAAAT 
GATGATGGTGAAAGAGCAGAGGGATATAAAACCTCTTTTATTGAAGTTTGGAGTGGCTTTAGCCATCTCT 
TTTGCTGGATTTCTCTACTCCCGCCTCAGAACCAAAAGGATCAATCCCTCACCACCGCCGCCCTCACCAC 
GCTCTTTGGATCATGGGAATGAAGTTAATTTAAAAGGTGGAAGAGCTTGGCATAAAGATGATCTTCTTGG 
CGGAAAAACAACATCCATTTCCTCCAATACCGTTTCTGTTGCGGCTGAATATGATGAGACATTCATACCG 
AAGGTCTGTGTTGACTCCATAGCTGGATTCTCTCCCAGCAGTAAAAGTAGTGGAGATAAAGAAGAGCTCC 
TCTTGCCAGAGTTTAATGATCTTGTGAATGAACTTGACTTTGCAGCTGCAAAGGCTGGCTTTTCTCCAAA 
GACTGATGTTGAAACACCCAGGTCAAATATAGATACTTCAAAAGCCTTTAGAAGTACTGAAAATGATGAA 
TATGAGCAAGAGATCTGGCACCTGAGGAACATGGTCAGAGTGCTTCGGGAGAGGGAGAGAAATCTTGAAC 
TCGAATTGCTTGAGTATTATGG 
 
>0724-94-(6-7-06)_H03 
TAAAAAACAGGAAGTACCAAATAGACCCTCAACGCAAAGACCCTTTGGGCTTAACATCGCTGAGTTCAGT 
TCAGTCATCAGAAATGGCATCCTCTGCACTCGCACGAATCTCCAATCTCCAAAGACACTTCGATCCCACA 
GAGTCAAACAACAACAAGGGTGGCAGTGATGGGTTTTGTGGAGACTTAATAAAGATTTCTCCAGAGGTTT 
CTGAAGCCTTGTTACGTGGGGATGCGGTGGTTGCTCTTGAATCCACCATTATTTCACATGGAATGCCATA 
TCCTCTAAATTTGGAAACTGCAAAGGAGGTGGAGGCCATTGTTAGGACCAACGGAGCTGTTCCTGCTACT 
ATTGCAATTTTAGATGGCATACCATGTGTAGGATTGAGTATGGAAGAATTGGAGAGGCTTGCCATTTTGG 
GAAAAAGAGTTCAGAAGACAGCTCGGAGGGACATTGCGCTTGTTGTGGCTTCCAGAGGGAATGGTGCAAC 
TACTGTCTCTGCTTCAATGTTCTTTGCTTCTATGGTTGGCATCCCTGTATTCGTCACTGGGGGGATTGGA 
GGAGTACATAGACATGGCGAGCACACGATGGACATATCATCTGATCTTACTGAGCTTGGAAGGACCCCAG 
TAGCAGTTGTCTCTGCTGGTGTCAAATCAATATTAGATATTCCCAGGACCCTGGAATATTTGGAAACACA 
GGGAGTTTGCGTTGCTGCCTACAAAACCAATGAGTTTCCAGCATTTTTTACGGAAACAAGTGGCTGCAAG 
GTGCCTTGTCGTGTAGATAGCCCAGAAGACTGTGCTCGGCTTATAGATGCAAACACGAGACTGAA 
 
>0725-94-(6-7-06)_A04 
CTCTGGCAACTGAAAAGCGTGGTTCATGCACGCGTTCTGTTGTGGCTGAAAGTGCTGGTAATGGTGTGAC 
CTCTTCACTGAAAGCCAACAATACATACTCCCCCCAAGCTACAAAGAATTCGCAGCCAAACTCACCTCTG 
TCACTAAGGAAGCCCTTTCTATCTGACACAAAGAAGTATCACGATGAAGAAGATAGTTGTTCTGTTGCTT 
CCTCTACTGCTGCATCTGTGCGAACAGTTAAATCTAGGGTGACTGTTGGATCAGCTCCATCATTTAAAAG 
TGCTCAGCGTGCAGAGAAACGGAAGGAGTTTTACATGAAGTTAGAGGAGAAACACCAAGCTCTGGAGGCA 
GAGAAAAGTGCATGCGAGGCAAGGACCAAGGAAGAGCAAGAAGCAGCTATCAAGCAACTCAGAAAGAGCC 
TGGTAATCAAGGCAAAACCAGTACCTAGTTTCTACTATGAGGGTCCACCACCTAAGGCTGAACTCAAGAA 
GTTGCCATTGACTCGGCCCAAATCACCAAAACTAATCAGTGTATTACGGAGAAAGAGCTGCAGTGAAGTA 
ATCAACTCATCTCATGAGGAAAAGGAGGGTATATGTGGTCGGGCTCAGCGTCATAGCCTTGGTGGTCAAA 
GAGAGGAGCCTGCTACTTTGAGCACTCCCAAAACTAAGGGTCAGATCAGTGGCCGGAACACTAATGGCAA 
TTACAAAGTCAAGGAGAGTCCAAAGCAGGAAGAGGAGACAACAGAAACAAATCTGCCTATGATCAATGAG 
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CAGATGAATGCAGACATTACTGTTCATTAATGAATTTGTGTCTTACCTTTTTTTTTGTCTAACTTTCAAG 
TGGGATAAATTCTTCATTTTCCTTTG 
 
>0726-94-(6-7-06)_B04 
GTCTCTTCGAAAGGGAAAGGGAAAGGGAAAGGGAAAGGGGTTTTTGAGTTTGAAGGAGGAGGAAGTGGAG 
GAGGAAGTAAAGGAGGAAGCAGAAGGAATGTGGGCGGGCATGGTAGCAGAGCTTCTTGGAGAGATAATAA 
AGCGGGTGGAGAGGAGCGAGGAACAGTGGCCGAACCGCCAAAACGTGGTGGCATGCGGTTGCGTCTGTAA 
GCGTTGGAGAGAAATCACCAGACAAGTGGTTCGCTCCCCTTCCCCTTCCCACATCTCTGCTGTTCCCAAA 
ATCACTTTCCCTTCTTGCCTCAAACAGCCAGGACCCCGCCACATTCCTCATCAATGTCTTATCAAACGTA 
ACAAGAGGACCTCAACCTTTTACCTTTATCTTGCCCTCACTCCCTCATTTACAGATAAGGGAAAGTTTCT 
CTTGGCAGCACGGAGGTATAGGCATGGTGCTCACACTGGGTTTATTGTATCACTTGATGCCGATGACCTG 
TCTCAAGGAAGTAATGCTTATGTTGGAAAATTAAGCTCGGACTTTCTCGGGACAAATTTTACAATCTATG 
ACAGCCAGCCACCACACAGTGGTGCAAAACCCTCAAGTAGCAGAAGCAGCCGCCGTTTTGCAAGTAAGCA 
AATTAGCCCTCAAGTTCCTGCTGGCAACTTTGAGGTTGGGCAGGTCTCTTACAAGTTCAACCTTCTGAAA 
TCTAGAGGTCCAAGGAGGATGGTTTGCTCGTTCAAGTGCCCGTTGCCTGGAGAAGCTTCCAACAGCAAGT 
CTCTGGACAACATCAATACGAAGAAACCAGAGTATTCTATGTCTGGATATACAGTTTTGAGGAATAAAGC 
TCCTAGGTGGCATGAGCATTTGCAG 
 
>0727-94-(6-7-06)_C04 
ACGAGAATTGCTCATTGATCATGTTGGTCATCGTTGCTGCTGGGGAAGTCGTCCAGCTCGGACGTGGAAG 
ATTCATACGGTTGAAGACTGCAATGTTTATGTAGGAACGCTAGATACGTTTATAGAGGAAAGGGAACTTA 
TAACAGAAACAGAGGCCTACCTCGGTGGAAATATTGATGGAAAGGATAATGGACCTGAACTTGGAATCTG 
GGAATTGGATTTAAGGTCTCAGTTCCCTCTCCTATTTACTTCTTACGAAGAATCACGGGCAAAAATTCCC 
CATTCTGAAACCATTGAGAAATGCTCAGGATGTGATGGACGGGGAAATATTGTCTGTCCTACATGCAATG 
CAAACCAAGAACCTGGATTTTTTAAGGAAAATCAGATGACTGAATGCCCTGCTTGTTATGGAAGAGGTTT 
AATTGCCCATAGAGATGGATCAGACACAAAATGTGTGAAATGTAATGGCAAGGGAAAGATTCCTTGTGCA 
ACTTGTGCATCTCGTGGACTAATTAAATGTGAGACATGTAATGCAGGTGGTTCTCTTCGGTCACACAAGG 
TTGCCATTGTTCGATGGAAGACACTTTCAACTCGAAAAGTTAGTGCAACAAGTGGAGCAGCATCAGTTCC 
TGATGAAGTTTTCCACAGAGCCAAAGGTGTCCAGTTGTGCAACACTCAGGCATATCAATGCACTCCTGCC 
TTTTTTGCTGATTCTTTCTCCCTCAACAAGTTTTCTTCTGAAGTTATTGCGGAGAGAGCACCTGTACCTC 
CCTCTGCTAGAGTCATATGTGAGAGGCATACCATCTCCGTTGTGCCAGTTACGCGTGTCACCATGTCTCA 
TCGCAATCGATCCTTCAGTTTCTATATTATTGGCTTTAGCA 
 
>0728-94-(6-7-06)_D04 
AAAACAGTGCTTCCTGGCAAACTGATTCACTTTCAAGTTTTCTTGATTTTCCTGTAAATACCCCTATCGA 
GAATAGTCAGGTAGAAAGCAGTAGTTGTAATGCTGCACTAGCATCCGAGGAATTTACTAAATGGGCTGAC 
CAGCTAATCGCTGATGACGATGCTTTAGCTTCTAATTGGAATGAGCTTCTTGGTGACACTAGTGTTACAG 
ATTTGGAACCAAAGATGGTATTCCCGGTGTCCAAATCATCTCCAAATTTTCAAGCACACCAGTCCCAAGT 
TCCTCTGCAGCTTCCTGCTACTTCTGGAGAGATTCATGCTGTTGCTAACCCCTCTTCCTTGGCAAATAGT 
GCCCCAGCCAAGCCACGCATGCGTTGGACACCAGAACTTCATGAAGCCTTTGTGGAGGCTGTCAATCTCC 
TTGGGGG 
 
>0729-94-(6-7-06)_E04 
TTTGTTCTTCTGCTGGGTTTTCATTCTTATTCTTTTTTATCTTTGCCTTTCCTTTGAGGGGTTTTTGCCA 
CTTTTGCTTTGCTTCTTTTGTGGGTGTTTGATATTTTTCATGTCTCAACAAAGGCAATTTCAGATGGTGG 
GTGGTAACAACAACAATCCGGGGCAGTACAATGACACAACTTTAACCAAAATCTTTGTTGGTGGGTTGGC 
TTGGGAGACTCAAAGGGATACAATGAGAAGGTATTTTGAGCAGTTTGGTGAGATCTTGGAAGCTGTTGTT 
ATCACGGATAAAAACACTGGGAGATCCAAGGGTTACGGTTTTGTTACATTTAAGGATCCAGAGGCAGCCA 
TGAGAGCATGTCAAAACCCATCTCCCGTGATTGACGGAAGGAGAGCAAACTGCAATCTTGCATCTCTTGG 
TGCCCAGAAGACGCGTCCACCAACTCCTCAACATGGTTCAGGAAGGTTTAGACCGGCAACTGGCTTGGTA 
GCTTCACCTGCTTATCATGGATCCTCATCTGCATATTACCATCAACCAACTGGTCAATACACATTTCCTT 
ATTCAGCTTATGGGTAAGCTAGAAAGATCCTAGGAAAAAATCTCAAGACTAATTAATACTTTGTTCTATT 
CATTGGTTTATTATTATTCCCTATCAATCTGTGTTTTTTTCACCCTTTAAAAATCTTTTTGGTCAACTTT 
CAGGTACACTGGATATTCCCAAGATGCTATGTATCCTATGAACTATTACAGTGTTTATGGGGGTCAACAA 
TTCTCTCCTTATTATGCCACGTCTGGGGCAGCAGGACCACCTGGGATGTACCACAATTTTTACCCATTCT 
ATGCACAATACGCACAAAGTA 
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>0730-94-(6-7-06)_F04 
ATGTTAGTTTGTACAGCAGTTATGACAATGGTGGTGGCAATTATCTCTTGTTAATTGCTGTGGTGTTTTT 
TAAAATATTAGCCATTGAAACTCTGACATATCTAGCCACTGTTGCACTATTTTAAATTCTACAAGTGGTT 
GCATCATCACAAGTTAATAAAGGAATAAGTAAGTTTTATCTATTATAGACCGCAAGATTCCTGCACTATA 
ATTCCAACCTCATTCTCATAAGTATTCAATACAAATTTTGCTTTACTATGTTAGGATTTTATAACTATCA 
AATTTAGATCTTATTGACCTATTTGGACATTATTGTGGTCTATTTGGGTTCTAAGTACGAGTGGTTGTGT 
TCATGGATTAAATTCAGTGTATTTATTGGAAAGTTTTGAGCTGTTTTCGAGTTTATTCACTTGGTTCTTT 
GATTATCAGTGGGAAATGTAGAGACAAGCAGCAATTCAGGAGGTGGATGGGGAAATCAGTGGGGGATTCT 
GCAATATGCTTGAACCAGATTCAGAATTTTCTGCCACTTTGACTTCTTTAGAGTCCAACGAGGGAGTTCT 
AAACTGAATCTAGTTTTGACCCTCTTTGAGGATACCAAGGAATGAGGCAAAGCCAGAAGAGGTGCCCCCT 
AATGAGGTCTCCAGCCTAGCGGCTTCCTACACAAGTGCATTTTCTTCAAGATGAAACTACAAACTTTAAG 
ATGTATGAAACCATTAAAGAGGAGCTGGCAAAACTTGAGCTTTGGCTGGACAAATCAAAAGTGGGAAGCC 
AATAGTTATCAGTTCTCCAAATTGATACAATGATCTTCAGGTTAAATTGAAGTGGATGAGCTGGTAGATT 
GGTCTTGTCAGTCAAAAATCATTTTTGTTCAATGACGCATCC 
 
>0731-94-(6-7-06)_G04 
 
>0732-94-(6-14-06)_A05 
GAGCTCCCACTGGAAGTGGGAAAACCATATCTGCTGAGCTTGCTATGCTTCGCCTCTTTAATACTCAGCC 
TGATATGAAGGTTATTTATATAGCACCATTGAAGGCTATTGTTCGGGAAAGAATGAATGATTGGAAAAAG 
CGTCTTGTCTCTCAGCTTGGAAAGGAGATGGTTGAAATGACTGGAGATTATACTCCAGATATGATGGCCC 
TCTTGTCAGCTGATATCATAATATCTACTCCTGAGAAGTGGGATGGTATCAGTCGTAATTGGCATAGTCG 
AAGCTATGTCACAAAGGTTGGTCTTATAATTTTGGATGAGATTCACTTGCTGGGAGCTGATCGTGGTCCT 
ATCCTTGAGGTTATTGTTTCAAGGATGAGATATATATCCTCACAAACAGAGCGCGCAGTACGGTTTGTAG 
GCCTTTCGACAGCTTTAGCAAATGCAGGTGATTTGGCTGATTGGTTGGGTGTTGGGGAAATCGGTCTCTT 
CAATTTCAAGCCAAGTGTGAGGCCTGTACCTCTTGAAGTTCATATCCAGGGTTATCCTGGAAAGTTTTAC 
TGCCCGAGGATGAATAGCATGAATAAACCCACATATGCTGCAATATGCACCCATTCACCTACAAAACCAG 
TTCTTATATTTGTTTCATCTCGTCGCCAAACAAGGCTTACTGCTCTGGACCTCATTCAGTTTGCAGCTTC 
AGATGAGCATCCAAGGCAGTTTCTTAATATGCCAGAAGAAGCATTTCAAATGGTTCTATCTCAGGTCACT 
GATCAGAACCTGAGGCACACATTACAATTTGGCATTGGGTTGCACCATGCTGGTTTGAATGACAAGGATA 
GATCTCTGGCTGAGGAACTTTTTGCAAACAACAAGATCCAGGTATTGGTTTGTACCAGCACATTGG 
 
>0733-94-(6-7-06)_A05 
TAATGTGGCTTTTTTAATCAAAACCATGGATACCCAGATGAGAAATTTTGGGCTAAAAATTTTTTCTTTG 
GTGACCATTTTTATGATTCTTATTCAAAATTCAAGTTCCACGGTGGCTGATTCCAGCGGAGATGAGCTAT 
TGGAAACCATGGTGGAGGAAGATGAAAATGAATTAGCGTACTCTAGCAGAACTCATGGGAGGGCTGATGA 
GCTGGGAGCCATGGAAGATGATCCATGGCTAATGGTGCAGAAGAATGGGAACCAATTTGTTGTTAATGAC 
CAACCTTTCTATGTAAATGGATTTAACACTTACTGGTTGATGGTATTTGCGGCGGATCAATCCACAAGAG 
GAAAGGTCTCAGACCTGTTCAAGCAAGCATCTTTGGTGGGTCTAACAGTTTGCAGGACTTGGGCATTTAA 
TGATGGACAATGGCGAGCTCTTCAGAAATCTCCATCAGTTTACGACGAAGAAGTTTTCGAGGCCTTGGAT 
TTTGTGGTGAGTGAAGCAAAGAAATACAAGATCAGGCTCATATTGACACTAACTAACAACTGGGATGCAT 
ACGGTGGCAAAGCTCAATATGTAAAATGGGGAAAAGCTGCTGGCCTGAATTTAACATCGGACGATGACTT 
CTTTTCTGATCCAACACTCAGGGGCTACTACAAGGCGCATGTTAAGACAGTACTTAATAGAGTCAATACA 
CTCACAAGTATAACTTACAAGGATGACCCCACAATTTTTGCTTGGGAACTGATGAATGAGCCTCGATGCA 
CCTCAGATCCCTCTGGTAACAAACTTCAGGAATGGATAGGAGAAATGGCAGTCTATGTGAAAAGCATTGA 
CCCAAAACACTTGGTGGA 
 
>0734-94-(6-7-06)_B05 
ATACAGATTGGGGAGACCATTGCTGACAAAATATCTGGGAGGCCTTTACCAGCCATTAAGGTGGAAGAAC 
CAACTGTCAAGATGGCATTCTCTATAAATACTTCACCATTTGTTGGACGTGAGGGAAAGTATGTCACTAG 
TAGAAACTTGCGAGACCGGCTCTACCGTGAGCTTGAGCGTAATTTGGCTATGAAAGTTGAAGATGGAGAA 
ACGGCAGATACATTCGTTGTCAGTGGTCGTGGTACTTTACATATCACCATATTGATAGAAAACATGCGAA 
GAGAAGGATATGAGTTTATGGTGGGACCCCCCAAAGTTATTAACAAGAAGGTGGATGACCGCTTGCTGGA 
ACCATATGAGATTGCTACTGTAGAAGTACCAGAAGAACACATGGGGTCTGTAGTTGAACTTCTCGGCAAA 
AGGCGCGGGCAGATGTTTGATATGCAAGGGGTTGGGTCGGAAGGAACAACATTTCTTAAATATAAAATTC 
CAACACGTGGCCTTCTTGGTTTGAGAAATGCAATTTTAACTGTTTCTCGTGGTACGGCGATTCTCAACAC 
AATATTTGATAGCTATGGACCTTGGGCTGGTGATATTACTACCAGGGATCAGGGTTCACTGGTTGCCTTT 
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GAGGATGGAACAACTAGTTCTTATGCCCTTTCTAGTTCACAGGAGAGAGGGCAGATGTTTATTGGTCCTG 
GGGTGGACGTTTATAAAGGTCAAATAATTGGCATTCATCAGCGGCCTGGGGATTTGTCCCTTAATGTGTG 
CAAGAGAAAGGCTGCAACTAATATCCGTTCAAACAAAGAGCAAACAGTGGTTCTTGATACCCCATTGGCT 
TATAGCTTG 
 
>0735-94-(6-7-06)_C05 
GCCAGAATGTAAATAGAACGGTTGATTTATGTACGGGGAGGATTATTCAAATTTTGGGTGTGAGGCAAAA 
TACATAATTAGAGGAACAATGGAGGCTAACATATGTGATGTTAATCACTTGGATTCGGATGTCCTTTTGC 
CTCCACGAAAGCGTCTTCTTGCTGGATTGAAAAAGCAAAGCTCGGAAGTCGATGGTGCTTTGCATCTCTC 
TCTAGTTGCTTCTTCTTCTACTTTCACGTCTGCATCTGCATCTGCATCTGTTTCTGGTTCTGCGTCTGCT 
CCATCTTTTGCATCGTCAAGCGATTATGTAACTCGTCTTAACAATCTAGTGAGTTCTCATCCAAATAATC 
CTAATGTTACACCAGAGGAGATAATTGAGGCCTCAAGATCAACAGCTATGGCTGCAGCTAAGGCTGCAGA 
GACTGCAAGAGCTGCAGCCGAAGAGAAGGCTGCAATAGCGGCAAAAGCAATGGCTGCTGCCAAGAGTGCT 
TTAGATCTGGTTGCCTCATTTTCTGAAGAGGCAGCCAGTAAGGAAAGATACCTGAAAAAAAATAAGCAGA 
AGAAGCATGTCCCAGTTCAGCTCTTGTACAAAAAATACCAACCAATTGAGAATAACAAGACCGACGAAGA 
GTTGGCCCGTACATTGCATCGAGCTATTAACAGCTCTCCAAGAATCTCAAAGAATTCTCCAAGTTCTGAC 
TGGAAGGGTCATAAACACAGGAAGCCTAAAATCTCAGCAAGTCCTGAGAAAAGTAGGGAATCCAATGGGG 
CAATCTTATCAGAAAGAATCCCAAATCCTCCATCCATGTGTAA 
 
>0736-94-(6-7-06)_D05 
ATCAGTCAGGATAAGAAGGATTATACATGTCTAAAAAGGAAATTCTTCAGGCTGCGGAGTTTCATGCTGA 
GAGTGGGCTTAAAGAGTGGGTCACTGCGATTGTGAAGCTTGAGGTGAATGAGGATGGTGGTGCTGACGTG 
CACTTTGAGGCCTTTCAGATGAGTGACAATTGTGTGAAATTGTTTAAGGATGGGTTGTTCGAGACCGAGA 
TTGCTGAAGACGATGATCCTAAACTTTCGAAAATGAAGAAGGATGTGGTTGTTGGGGTTAAGGATACTAG 
GGAGGTTGACAATGATTTTTTCTTGGTCGTGGTTAAGATTTTCGATCACCAGGGTCCATTGTCATCAACG 
TTTCCCATTGAGAATCGGATTACCCATGTGACGCTTAAGGCGCTGAAAAATCATCTGGACAGGACGAAGA 
GTCTTCCTTTTGTGAAGCGAATATCCGATTTTCATTTGCTGCTTTTACTGGCCAGATTTCTAGATCTCAA 
CGCTGATGTTCCTGCCCTGGCAGAGTGTGTTCAGAGACAGACAGCAGTACCAGAGGGTTACCAGCTCCTA 
ATCGAGTCCTTGGCCAGCTCTTGAAGTTGCTTATTTGCCCTTTTAAGAACTGTTATATCTTTATCATTTA 
GGATGTATACGACAATGCATTTATGCTTGATTTGATTAGGTTCCCTTGTGCAATGCATTGACCCAAAAGT 
GGTTTTGGTGCCGCTAATCTAAGTAAGTTATATAAAGGATCCATGCAGTGGCAGTTTAAGTGTGTATCAA 
AATGACAGTAATATATTTGCGTTGGATCATCTAAGT 
 
>0737-94-(6-7-06)_E05 
AGCTATTTAACACCAACTCACCAAGAAAGAAAAACAAAAATGAAAAAGTGGAAGAAGAAGAACATTGGTA 
GGCATTTAGAGAAAGAAGGATGGAGATTACAAGGTGTTTATTGACGGGGTTTGAGGCAAGCAAGGCATAC 
TTGTTCCTGGCTTTGAATGAACTATTCCTTGCTGTGTTCATGATTTTAATAGAATCAGTTACCTCAAGTG 
GAGTCAGTGCCCTTGTCATTGTGGTCTACGAGCATGTCATTGCCACCATTCTCTTGGCAGTTCTCGCTTT 
CTTCCTCGAAAGGAACGAAAGGCCTCCTCTCTCCTTCAAGATACTATGCTATGCATTCCTGTTGGGGTTG 
TTACAGATTACACTTTGTCAGCTGCTAATGACAATAGCCCTGCAATTTGTATCATCGAGTTATGAAAGCA 
TTGGAATTAACTTGGTCCCCTCTGTAGTATTTGTAATGGCCCTCTTTTTCCGTCAAGAAAAACTCAAGTT 
TTGGAGCATCAATGGGCAGGGCAAGATATGGGGTCTAGTCCTATCGGCTGCCGGGGCATTGGTTTTAGTG 
TTGTGGGAGGGCCAGTTTTGCTAACCTCTAGGTTGTCTAACATTCAAGCAACTAGTGATGGTGTGATTGG 
CCTCATAATGATCGTTGTTGGAGTACTTGCAACATGCTTTTGGAATATTATGGTGAAGCATGTCACTCAA 
TTTTACCCAGCAGAACTATCCTTAAGCGCAATGATGAGCTTCTTTGGCACCATCCAAACTGCTATAGTAA 
CTGTATTTGTGATATCGTGGTCATCTTGGGAACTAAAGTGGGAAGGAGGGCTTGTCTTGGTTACCATATT 
ACTTGGAGGAATTGTGGTGACAGG 
 
>0738-94-(6-7-06)_F05 
GTCCATCAATAGGTTCCTGTTTGGTTACAAAGAAAATGAGGGAAAACTCAAAACTTTGATCATTTCCATT 
TTTCTTTTCTTGGGTCTATTTTATTTTCCTCTTATTTCTCGGCTACCAAACCGTTTTGTTGGGTCCTTAA 
ACAAGAACCCCACTTGTAGAATTTGTGTGGAAAGCATCTTTTTGATCATGGAAGCTCCTGAAAAATCCGA 
AGAAACTGTCTCAAATTATACTCCAAGGATGGCCGGAACTGTCAACTGGGGCACAGCAACTGTCGTTGGA 
GTGTTTGCAGGCTTGTTATATGGAGGCAGTAGGGAGGCATCTGCTTCTGTTAGCAAGGATGCAGAGGTAA 
TGTTGAAGCTAGGGAGCACAGCAGATAAACGTGAGCAGCATCGACTAATGAGAGATGCAATGGAAAAAAG 
ATTTGTACGAGTCGCTCGTGGCTCCTTAATTGGTGGAGTACGCCTTGGAATGTTCACTGCCGCATTTTAC 
AGTTTACAGAATCTGCTTGCAGAGAAACGAGGTGTGCATGATGTTCTCAATGTTGTTGCTGCTGGTTCAG 
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CCACTGCTTCGACATTTGGTCTAATTATGCCAGGATCACTCCAATGGCGTGCAAGGAATGTTGCGCTGGG 
TTCAGTTTTGGGAGCGGCAATATGTTTCCCTCTTGGTTGGCTTCAGCTGAAGCTTATAGAGAAAGCAAAT 
GAAGGAAATGTGGCGGCTAATCCTGGTTCAGAAACAAGGAGTGGTGTTGGTGCAGCAATAGAGAGGCTTG 
AGGGAAATTTGAATAAATAAAACAAAATAATTTGGAGGGCCCAATCTAGAATTTTTCATGG 
 
>0739-94-(6-7-06)_G05 
TTTGATTTGATGAAGTTCTTCTTATTGGAATAAGAAATAAGATGAGTGCCTATATTACATTGGAATTGGA 
GCATATTCTCAAGGAGATACTTCAAGTGGTCAAACCTCAGCAAGACGATAGGTCAACACGGTTGCAAGTC 
ATTAATGAATTACAAGGAGTAGTTGAATCTGTGGAAAGCTTGAGAGGTGCAACAGTGGAGCCATTTGGTT 
CATTTGTGTCCAATCTGTTCACAAGATGGGGTGATCTGGATATTTCAATCGACTTACCCAATGGTGCATA 
TATTTCATCTGCTGGAAAAAAGCGCAAACAAAATTTACTTGTTGATTTCCAAAAAGCTTTGAGAAAGATG 
GGTGGATGGCGCAGGATAAAATATATCCCCAATGCAAGAGTTCCAATCCTAAAGTTTGAGAGTAGCCGCC 
AGAGCATCTCTTGTGATATATCGATTGATAACCTGCAGGGCCAAATGAAATCCAAACTTTTATTTTGGAT 
TAGTGAGATAGATGAGCGTTTTCATGACATGGTTTTACTGGTAAAAGAATGGGCAAAAGCACATGATATA 
AATAATCCAAAAAGTGGAACGTTCAACTCATACTCTCTTAGTCTGCTTGTGATCTTCCATTTCCAGACAT 
GTGAGCCTGCAATTTTACCACCTCTTAGAGATATATACACAGGAAATGTTGCTGATGATCTTCAAGGTGT 
GAGAGCTAATGTAGAGAGACATATTGCAGAAACATGTGCTACTAACATACGCAGGTTCAGGCAAAACCGA 
ACCAGAAAAGTTAATCCCAGTTCTTTGTCTGA 
 
>0740-94-(6-7-06)_H05 
TTAACCATTGCCACCTCTTAAAATTCCAAACATGGTGGCAAAAGTTCTTGCATATCTGATCCTCTTAGCT 
GCAATCTCTAGCACTGTCACATCCGATCCTGACACCCTTCAGGATCTCTGCGTCGCTGCTCCTTCTTCAG 
GGGTAAAGGTGAACGGGTTTGCATGCAAGGAAGAGGCAAATGTTACAGCAGCTGATTTCTTCTTTGACGG 
CCTAGCTAAGCCAGGGGTTGTTAACAGCTCAGTTGGATCACTTGTTACAGCGGCCAATGTGGACAAGATT 
CCAGGCCTTAACACACTAGGTGTTTCACTGTCCCGTATTGACTATGCACCTGGTGGCCTTAACCCACCTC 
ACACTCACCCTCGCGCCACTGAGGTTGTGTTTGTGTTAGAGGGAGAATTGGATGTTGGGTTCATCACTAC 
AGCAAACAAGCTCATCACCAAGACCATCAAGAAAGGTGACATCTATGTGTTCCCAAAAGCTCTTGTTCAT 
TATCAGAAAAACAATGGTGACAAGGCGGCTTCTGTGATCTCTGCCTTCAATAGCCAATTGCCTGGCACTC 
AATCCATTGCTGCTACACTTTTTACGGCAACACCCGCCGTGCCAGACGACGTTTTAACTAAGGCCTTTCA 
GGTTGGTACCAAGGAGATTGACAAAATCAAATCAAAGCTTGCTCCCAAGAAGAGTTAGAGCTCACCTAAT 
TTGCTCCCGGAAATTGTTTGCTCTACTTTTTTTTTCCTCAAAAATAATCTGTATATGAGTCTTAAAATGG 
TACTCTGTAATAAACTAATAATTTGAGAAAAGCTGTTTATTTGTA 
 
>0743-94-(6-7-06)_C06 
TTGGTGGGGGGTCTCTTGGACGAGTTTATCGAGCTCAATTCAATGATGGGAAGGTTCTTGCTGTGAAAAA 
AATCGATTCATCTGCCCTTCCCAGTGAATTGTCAGAAGAATTCACAGAGATGGTTTCAAACATCTCCCAG 
TTGCATCATGCAAATGTCACAGAGCTAGTTGGTTATTGTTCGGAGCATGGACAGCACCTGCTAGTCTACG 
AGTTCCATAAAAATGGCTCACTGCATGAATTCTTGCATCTGTCTGATGATTACAGTAAGCCGTTGACTTG 
GAACTCCCGTGTCAAGATTGCTTTGGGAACTGCACGTGCACTAGAGTATCTGCATGAGGTTTGCTCTCCA 
TCCGTAGTTCACAAAAATATCAAGTCAGCCAACATATTACTGGATGCAGAACTCAATCCTCACCTTTCAG 
ACTGTGGCCTGGCAAGCCTTGTCCCAAATGCAGATCAGGCATTGAACCATGATGCAGGATCTGGATATAG 
TGCACCTGAGGTTGCCATGTCTGGTCAGTATACTCTAAAGAGTGATGTATACAGTTTTGGAGTGGTAATG 
TTGGAGCTTCTTAGTGGGCGTCAACCATTTGATAGTTCAAGGCCAAGATCTGAGCAATCCTTGGTTCAAT 
GGGCAACACCTCAGCTCCATGATATTGACGCTCTTGGCAAGATGGTTGATCCAGCACTCGAAGGGCTCTA 
CCCAGTTAAATCACTCTCCCGGTTTGCTGATGTCATTGCTCTTTGCGTCCAGCCGGAGCCTGAGTTTCGA 
CCACCTATGTCAGAAGTTGTTCAAGCGCTGGTTCGGTTAGTGCAGCGAGCTAACATGAGTAAGAGAACAA 
TTGGAAATGATCAAGGAGCATCCCAGAGAGCTGACAAGCCAGACACTAATGAGTGAATCCATGCTTCAAA 
 
>0744-94-(6-7-06)_D06 
GTGCAAGGTTTTGAAACGTTTGTGTCAAGTTTGAAAAACAAGTCATTTCGCCCAAATAAAGAAGGAAGCG 
GAGTTGATCTGGTCTTAAGCTGCGTTGATAATTATGAAGCAAGGATGGCTGTTAATCAGGCTTGCAATGA 
AATGAATCAGACATGGATGGAGTCAGGTGTATCCGAGGATGCTGTTTCAGGTCATATTCAGTTGTTGATA 
CCTGGTGAAACAGCCTGTTTTGCATGTGCACCTCCTTTGGTTGTGGCATCTGGAATAGATGAACGGACAC 
TGAAGCGTGAAGGTGTTTGTGCTGCATCTTTACCTACCACCATGGGAGTTGTTGCCGGGCTTCTTGTCCA 
GAACACACTTAAATTCTTGCTAAATTTTGGACAGGTTTCTCCATACTTGGGATATAATTCTCTTAAAGAC 
TATTTCCCAACCATGGAAATGAAGCCAAACCCTCAGTGTTCAAATGTAGCTTGTCTAAAACGACAGCAAG 
AGTACATTGTTGCAAAGCCAGCTAGGGATGCTGCACTTAAAGCGAAGATGGAAGCTGAAGCTTTGTTGGT 
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TCCAGAATTCCCACTTCATGCTGACAATGAATGGAGCATAAGTGTCGTTGATGATAGTGGGCTAGATAGC 
ATGGATGCAACCAGTTCTGATACTCTCCCGGAAGGTCTTGTCCGAGAGCTCCCAAATGCAGACAAGTCTC 
AAGAACTGCCGACTTCTGAAGCTCCACTTACGTCTAATGATGACTTAGAAGATCTTAGGAGGCAACTTGA 
AGCTCTCAATTCTTGATACCCCCAACAGTTCCCCACCCACCATGCTAATTTCTTTACCAAGTTAAAGA 
 
>0745-94-(6-7-06)_E06 
GGAAGCCCATCTGGGGCTGAGGAAGAAGGTGTGGAAGGTGGTGATGGTGTTGGTAGTGGTTTGGATGAAG 
GCATGGCTGCACCAAGTGCAGCCCTTGGTGTGTCTCCTCCTGACTTGATGGGTCAGTCACCTCCTCATAG 
CCCTAGGGCCACCCAGTCACCTTTGATGTTCACTCCTCAAGTCCCAGTGGTTCCACTACAAAGACCAGAT 
GAGATGTATGCTTCGAGCCAATCATGGACACCAACTGCTTCAGGGTATGAAGACATGTGCACTGAGCAAG 
GAATTCCTACAATGATTACATGGAGCTATGATGGAAATGAAGTAGCTGTGGAGGGATCGTGGGATGATTG 
GAGGACAAGACTGCCCCTACAGAGATCAGGAAAAGACTTCACCATCATGAAAGTTCTACCATCTGGTGTT 
TACCAGTACAGGTTTATTGTTGATGGACATTGGAGGTATGCTCCTGAGTTGCCCTGCATCCAAGACGAGG 
CAGGCAATGCTTACCATGTTTTGGACTTGCAGGACTATGTTCCCGAAGACATTGAAAGCATTTCCAGTTT 
TGAACCTCCTCAGTCCCCAGAGTCAACTTATAACAATATGCCACTTGGATCAGAAGATTTTGCGAAGGAA 
CCACCATTGGTTCCACCACACTTACAAATGACTTTACTTAATGTGCCTTCATCCCACATGGAAATTCCAC 
CTCCTTTATCAAGACCTCAACATGTTGTGCTTAATCATCTTTACATGCAAAAAGGGAAGAGTGGCCCTTC 
AGTTGTAGCACTTGGTACAACTCATAGGTTTATAGCCAAGTATGTGACAGTGGTGCTCTACAAGTCCTTG 
CAGAGGTAAACATACACATCCATGTCAACATTGTAATCTTAACACTTTTATGTAGTAATATATGTTGAGA 
GGTAATG 
 
>0746-94-(6-7-06)_F06 
CAGCAGTAGTCCCAGGCCAAAACGACTCAGGATCTCTGTTCAAACCAACTTTCTGGACCAAAATGACCCA 
CAACGCCAACAACAACAAGAACAAGAAGAAGGAGACGATGAAAGTTACGAAGAAGAAGATGAAGAAGAAG 
AAGGAGAAGAAGAAGAAGTCTCTTATGACGATGAAGAAGACGACACTGAAGAAGAAGAAATCGAAGAAGT 
AGAAGAAGATGAAGAAGAAGAAGCACAACGAGGAAACCAAGGTTCTGATGTCACTGTGGGACCCAGATCC 
ACCATTGGTAATGATAGCCACGTTATTCATGTGGGTGACGGTTCCATTTCCGTGACTCTCACTGATCCCG 
AAGTCCTCGATTGCTCTATTTGCCTGGAGCACTTGTCCCCTCCTGTCTTTCAGTGTGAGAATGGGCATAT 
AGCTTGCTCTTCCTGCTGCAACAAACTTAAGAATAAATGTCCCTCCTGCTTTTGGCCTATTGGCTATAAC 
CGTTGCCGAGCCATTGAGAAGGTTCTAGAAGCAGTCAAAATTCCGTGTCAGAATTCTAAGTATGGTTGCA 
AAGAAGTGGTTTCTTACAGTAGGAAAAGTGACCATGAGAAGACATGTATATATGCACCTTGTTCATGCCC 
CCTTTCACATTGCAAATTCATTGCTTCATCCAAGCAGATATATGTTCATTTCAGCAGCAAACATACAAAT 
TCTGCAATTGGCTTCAAATATGATTCCAACTTCTCTGTTTCCTTAACTCTTACTGACAAATTTCTTGTCC 
TCCAAGAACAGAGCAACGGTGTTTTGTTTGTTCTTAATAATTGTGTTGACCATCGTGGGAATGTGGTGAC 
AATTAATTGTGT 
 
>0747-94-(6-7-06)_G06 
AGGAGCGGCCTGTCCTTTTTAAGTATTGTGCAGAAGAGGTGGCAAATATGAGGCATAATGCATTGTTTAG 
AAGATTTATAAGTGCTCTTACGCGTGGAGGACCTGGTGGATTGCCTCGGCCTATAGAAGTGCATGCTCAT 
GATCCCTTACGATATGTGGGGGACATGCTAGGTTGGCTACATCAGGCCTTAGCATCTGAACGAGAACTTG 
TTCTTGCGTTACTAGATCCCGATGCTGTGGTAGATACTGGACCAACTGCAAAGAGATTTTCTACAAGCCT 
GGAGAGCGATTCTGGGAAGACAGAGTCTGACATGACATTTGTTCTGGATAGAATTTTTGAAGGAGTTTGC 
CGGCCATTTAAAGTGAGAGTTGAACAAGTTTTACAGTCTCAACCTAGTCTTATAATTTCCTATAAACTCA 
GTAATACCCTGGAGTTCTACAGCTACACTATTTCAGATTTACTTGGGAGAGAAACAGCTCTCTGTAATAC 
TCTTTGGGCACTGAAGGATGCTGCTCAGAAAACTTCATTTGATATTCTGAAAACTCGAGGAGAAAAGCTT 
TTACGGTATCCCCCCCTAGTTGCTGTTGATCTTTCCCCTCCACCAGCAGTAAGAGAAGGGGTCTCTGTGC 
TTCTTGAAATAATTGAGACCCATAACAGTGTGATGGTTCCAGCTTCAGGGAAGAAGCCTGATTTTGGTCC 
AGTTATATCTGCTTTACTTGATCCTATTATTCAGATGTGTGAGCAAGCAGCAGAGGCCCACAAATCCAAA 
GGTGCTGGTTTCTCATCAAGAAGAAGTAGAATGAATTCTGACCCAGGACAAATAAGTAAATCATCAGTTG 
ATGCTCTCCTATCAAGCAGCAGCTCTGTTCCATCCT 
 
>0748-94-(6-7-06)_H06 
GTTTTAGGCTTACCGAGTGGTGAACTTGTTGCTGTGAAGAAGCTTGTTAATTATGGAAGCCAGTCATCTA 
AAAGTTTGAAGGCTGAGATTAAGACATTAGCAAAGATCAGGCATAAGAATGTTATTAAAATTCTTGGGTT 
CTGCCATTCTGATGACTCAATCTTCCTAATTTATGAGTTCTTACAGAAGGGGAGCTTAGGGGATTTGCTT 
CACAGGCTGGGTTTTCAGTTGCTGTGGGGTGTCAGATTGAGAATTGCAATTGGGGTTGCTCAAGGATTAG 
CATACCTTCACAAGGATTATGTCCCGCACTTACTGCACAGAAATGTAAAGTCAAATAACATTCTTCTGGA 
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TGCAGATTTTGAACCAAAACTTACAGATTTTGCACTTGACCGAATTGTGGGAGAGGCTGCATTTCAGTCA 
ACCATAGCTTCAGAATCTGCATTATCATGTTACATTGCTCCAGAATGTGGGTATATTAAGAAGGCGACTG 
AACAAATGGAAGTCTACAGCTTTGGTGTTGTATTGTTGGAGCTAGTGACTGGCCGACCAGCTGAGCAAGC 
TGAATCAGCAGAATCCCTTGATATTGTGAAATGGGTGCGAAGGAAAGTTAACATTACGAATGGGGCATAC 
CAAGTTCTTGACCCCAATATATCAGATTCTTCCCAACAAGATATGCTAGGGGCTCTGGATATTGCTCTCC 
GATGCACTTCTGTGATGCCAGAGAAACGGCCATCCATGTTTGAAGTTGTGAGAGCACTTCAGTCCCTCGA 
CTCAAGGTCTCCCCTTCCAAGTACAGAGTTCTCTACTTCTGAAGGGCACTCAGTTTTAGTCTGAACATTG 
AATCA 
 
>0749-94-(6-7-06)_A07 
AGGGAGAGAAGGAATTGTGTAGAGAAAAGTGAGTAGTGAGAGGTGAGCAACAATGGGGGATTATCACTTT 
GTGTACAAGGATTTAGAAGGTGCGTCGACGCAGTGGGACGATATTCAGCGAAAGCTTGGGAATTTACCTC 
CAAAACCACCAGCTTTCAAGCCCCCATCATTCACTCCTGCCCCAGATGAATCCTCTGCTCCAAAAGACAA 
GTCTTGGATCGATAACAAAACCGAGGATGAGCTCGAGGATCTCCAGGACGACCCAGATCTCGACGACGAT 
CGATTCCTCGAAGACTACAGGAAAAAGAGGTTGGCTGAGATGAGGGAAGCAGCTAAGGTTGCAAAGTTTG 
GATCGGTGATTCCAATTACAGGATCAGATTTTGTGCGAGAGGTTTCACAAGCTCCATCTGATGTTTGGGT 
TGTTGTGATCCTCTACAAAGAAGGAATCCCAGAATGTACACTGCTAATGCGATGTTTGGAAGAGTTGGCA 
ACGAAATACCCAGCAACAAAATTTGTTAAGATAATATCTACAGACTGCATTCCTAACTACCCTGATCGTA 
ATCTTCCAACGTTGATAGTGTACAACAATGGTGCAGTGAAAGCAAATCATGTGGGCATTCATAGTTTTGG 
CAGGAGATGCACTCCTGAAGGTGTTGCATTAGTTCTTTGCAATTCAGATCCTGTACTTAATGATGGCCTA 
AGTGGGAGTGATCCGTCAAGTAAAGCTGTGATTGATGGAGTTCGCAGGAGTTTCTTAGAGAAAGTTGTGA 
AAGCGCATGAAGATGATGATGATGGATTTTCAAGTGATTAAATTATTAGACTTTCTTTCAGGCTTAGCAG 
AAAAAGTTGTATTCAATGAAGATGAA 
 
>0750-94-(6-7-06)_B07 
TGGTGCAGCGTCTTCAGGGCATGGAGCAGCGGCAACAACAAATGATGTCATTCCTAGCAAAGGCTGTGCA 
GAGCCCTAGCTTCTTGGCTCAATTTGTGCAGCAGCAAAATGAGAGCAACAGGCGCATTACTGAAGCCAAC 
AAAAAACGAAGGCTCAAGCAAGAAGGTATTTCTGAGAGCGAACATTCTACTACTTCTTCTGATGGACAGA 
TTATTAAGTATCAGCCTCCAATGAATGAGGCGACTACAAGGCTTAGGCAGATCATGAAAATGGATGCTAA 
TTCCAGGCTTGAACCTTTTAAAAACAATGATAGTTTTCTGATTGCTGATGGTTCATCTTCATCTGATGCA 
ATGGACACTGGTAGCTCTCCAAGCCGTATATCTGGAGTGAGACTGCAAGAGGTAGCACCAACAACAGGGC 
AGTCATCTTATATGCCTTCATCTTCAAGGGTAGCTCCAAGGGTATCAGGGAATGGACCCTCAGCTGCAAC 
TTCCGAAATTCAATCTTCACCTCGTGCTGTAACTTCTGATAAAGTTACAACACCATTCCCAGATATGAGT 
GTGCTGGTTGGAGCACAAGATGCACCTTCCATTTCAATTCCTGAGGCAGATGTAATCATGCCTGAGCTCT 
CTCAAATACCTGAAATGATGCCTGGGAGTATTGTTGATATTCCTGAACAAACTTACATTGGACTTGAGAC 
GGGCAAGAGTGGATTTCTAGATCCCACTTCTTTGGAAGTGAATGGGCCAATTCCCATAGACATTGATAAT 
ATTTCCCCAGATCCTGATATTGATGCCTTGCTAGACAATTCTGACTTTTGGGATAACTTCCTTGTGCAAA 
GTCCAGTGCCTGA 
 
>0752-94-(6-7-06)_D07 
GCGAGACAGATATTGGAGAAGATACCGGGAAACAACGACACACACGTGTCCTACTCTCAGGACCGTTACA 
TCTTCCACGTCAAGCGCACCGATGCCCTCACCGTCCTCTGTATGGCTGACGAAACCGCCGGAAGAAGAAT 
TCCGTTTGCGTTTCTTGAAGACATTCACCAGAGATTTGCTAGGAATTATGGCCGCGCGGTTATTTCAGCC 
CACGCTTATGCAATGAATGACGAGTTTTCGAGGGTTTTGAGTCAGCAAATGGAATACTACTCGAGCGATC 
CCAATGCTGATAGGATAAATCGGTTAAAAGGTGAAATGAGTCAGGTGCGGAACGTTATGATAGAGAATAT 
TGACAAAGTTTTAGAAAGAGGTGATCGCCTTGAATTGTTGGTTGACAAAACGGCTAACATGCAAGGAAAT 
ACCTTCCGCTTCAGAAAGCAAGCTCGCCGTTTCAGAAGCACAGTGTGGTGGAGAAACGTCAAGCTCACCG 
CTGGACTTGTACTCTTGCTGCTAGTGATTGTTTATGTTGTGCTGGCTTTTGTTTGCCATGGTCTTACACT 
ACCCACCTGCCTGAAGTGAAGAGTGATATCAACCCAGATTTGCATTTGATTTCCTGTTTTCAACGTTTTT 
TTCCCCTTCTTGATGTGGGTATATGAGGTTCTTTTATTTGAGCTTCTAATGTTGTAAGTTTTCTCCGATT 
CTTATTTATGCAGTTTGAAATACTCAATGTCACTACGTGTGCCGTTTGAGTATTACTCATCGACCGTAGT 
ACTGATAGTAGATTTGAAGTGGTTCAGGTTCTTTGTCGTCTCAAGCCATGGCTTGATTTTC 
 
>0753-94-(6-7-06)_E07 
GGAATTCTACACCTATCAAGGAAAATTTAGTTGAAAATAAGTCGCCGAAGAAAACAGGTCCACAAAGCCC 
TGGGATTGCGGTTGCGGCTGCTGATTCTCCTGCTAATGAGGTTGTTGATACCTCGATTGAGCAGCTTTAT 
GAAAATGTTTGTGACTTGCAAAGTTCAGATCAGTCTCCCTCTAGGCGTAGCTTTGGATCTGATGGTGAAG 
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AGTCTAGGATTGATTCAGAGTTGCGCCATCTTGTAGGAGGGGAGATGAAGGAGGTGGAGATAATGGAAGA 
AGAAGTGGTTGATAAGCCTGTATATGATTCTCGTAGTGACTCAAGCTCTAAGAAGGGAAGTTCATCCACT 
AATAAGAAGTCGGTGAAGGTGGACAAGACTCAATCTCTAAGTTCTAAATCTGTTTCTCCAAGAAAATCAA 
AGAAACCTTCTCACTCGCAGTTGGACTCTGAAGCATCATCAAAATCAAGTCCTAAGGGCAAAAGTCCTCC 
TGAGAAGCCTTCTATGGGTAGGCGGAATGATAAGAGTTTGAAAAAACAAAACTCTGGTGCCTCTCTTGTG 
AAGAAGCATAAAAATTCTCCTTTGGGAGGGTCTAAGTTACAGGATGGATCTCAGGATCCTGCTGAATCAG 
AGTTAGCCAATCCAGATCTAGGACCCTTTTTACTTAAGCAAGCAAGGGATTTGATTTCTTCTGGGGATAA 
TTCTCAGAAAGCACTTGAATTAGCTCTCCGAGCAGCAAAATCATTTGAAATATGTGCAAATGAGAAGCCC 
AGTTTAGAACTGGTCATGTGTTTGCATGTTATAGCAGCGATATACTGCAGCTTACGCCAGTACAGTGAGG 
CAATTCCAATTCTTAATCGTTCGATTGAGATTCCATCTAT 
 
>0755-94-(6-7-06)_G07 
TCTAAGCTCTCTCTTTCTTTTCAATGGAGGCCAAGCTGTTAGGAGTTGCCTCTCCTGCCATTACAGCTCC 
TTCTCATACTTCCAGATTTTCGAGACCCATTTCCCCTTTTGTCCAACAGACCAGGCAGAATCTCTCTTTC 
AGCTTCCGAGGTTCAAGCTTGCCCAAAAGAGGCATTCAATCTTTCCAAGCTGCTGCAACTTCCACTGGTT 
CATTGGCAATAAAGAAAAGGGTGGATGTGAGTGATAACTTGACACTAGAGGGTATAAGAAATTCCTTAAT 
TCGACAAGAGGATAGCATTATATTTAGCCTTTTGGAGAGAGCTCAATATTGTTATAATGCAGATACATAT 
GACCCTAATGCTTTCTCCATGGATGGGTTCCATGGCTCTTTGGTCGAATACATGCTCAAAGAAACTGAAA 
AGCTTCATGCTCGGGTGGGTAGATACAAGAGCCCTGATGAGCATCCTTTTTTCCCTGATGACCTCCCAGA 
CCCATTGTTGCCACCTTTGCAATACCCACAGGTTCTACGTCCTTTTGCTGACTCAATTAATATAAATAAG 
AAAGTCTGGGACATGTATTTTAGAGATCTTGTCTCAAGATTAGTCGAGGAAGGGGATGATGGAAATTGTG 
GATCAACTGCTGTTTGTGACACAATGTGCTTGCAGGCTCTGTCAAAGAGAATCCATTACGGTAAATATGT 
AGCGGAGGCAAAATTTCAAGCCTCTCCAGATGCATATGAAGCTGCCATTAGGGCACAGGACAGTCAAACA 
CTGATGGATATGCTGACATACCCAGAAGTTGAAGAGGCAATTAGAAAGAGAGTAGAAATG 
 
>0756-94-(6-7-06)_H07 
TCGTTGAAGGTGGCTTGTTATCTGATTGGCAAAATCAAAATAAAAAACAAACCCCTTCTCGAGGGAGGAA 
TTCCAATCCGAATAACAAATCTGGGTCTGTGTCTGTGTCCAAATCTGGAAGCTTTGGTAAAAGCAAAACT 
TCTGGTTCTAAAATTGAACCTCGGAAAATGGGTGGGAATGCTATTGGATACCGATACCCTGCGCTCGACA 
TTGAGAAGGGCAGTAATGGAGATGACAGTATAGATGAGTCGTGCCCCATTGTTTTAGTGGATTCAAAGGA 
GAAGCAAATTGTCGCTTATGTAGACCAAATGCCATCTTCGGAGCCTCGTGATGTGGAATTTACTTATGAC 
TACCATTCAGATTTTGTATTAGGTGATGGCTCTCATCAAGGCTTGGGATTCCAAGCTGAAACTGAAGGAA 
CCTCATCCTATGAGAAGGAAATTAATGCCGATGAGAACATTAATGATGAGGTAAGTCAGATGTCTGAAGA 
AATTTTGGCTGAGGTATCTCCTCCAGGAAAAAATTCGGGGTTCTTGTCTATTGGAGGCATGAAATTATAC 
ACCCAAGATATATCTGATGAGGAAAGTGATGAAGAAGACAATAGAGAGTCTCTAGATGAGGAAAGCAATG 
ACACTTCTGAGCCTGGAGGAGCAGTTGGATCGTCTGAAAGTGATAGCTCTGAAGACTCATCTGATAGTGG 
TTTAGATATTGATGATGAAGTTGCGGAAGATTACTTAGAAGGAATTGGTGGAAGTGACAATGTTTTAAAT 
TCCAAATGGTTGATGGAACAAGTTTTGGATGA 
 
>0759-94-(6-7-06)_C08 
AATCTGATAAACCAATGGTTTTTTTACAGAGCAGAGGCAATCTATTAATCTTTCTTCTCCTTACCACATG 
CGTGATTGATAAAGCACAATGCATCAGAATTCCGGATCGGATTTCGGAACCCGCGAGGGACCCACCTAGC 
CAGCAGCCCTTGAAAACAGCGGTTTTCGCTCTCGGAAGCTTTTGGAGGTCCGAATCCGTGTTCGGGTGCT 
TGAATGGGGTCGTACGGACCACAGTTGGTTATGCCGGCGGATCCAAATCCAACCCGGAGTACCGAAGCTT 
GGCCGATCACGCCGAGTCCGTCCAGGTTGAATATGATCCCAGGCTGATTGGTTTCAAACAACTTTTGGAG 
GTTTTCTGGTCCAGTCATGATTCTAGGCAAGTATTTGGGCAAGGTCCTGATGTGGGTAGCCAATACAGGT 
CTATTATATTTACTAATGGAACTGAAGAGTCTAGAATGGCTGCTATCAGCAAAGAAAGAGAGCAAACTAA 
GTCAAGGAGCAGCATTGTGACTACTCAGATTCAACAGCTGGGAACGTTTTATCTCGCAGAGCCTGAACAT 
CAGAAATTTGAGCTCAAGCGAAATCCCTTCTTTCTTCAACTAATTGGAAACCTGCCAGAAGAGGAGCTTG 
AGAGGTCAAGTCTAGCCACAAAGCTAAATGGCTATGCTGCAGAACTTTGCCCTCCAAGGGTTCAGAAGCA 
GATTGATGCAAAAATAAATGACATTATGAGAAAAGCTGACAAGCTCCTGTGATCGCACAACAATCAATTT 
GAGCA 
 
>0760-94-(6-7-06)_D08 
ATTTTTTTTATAATATATATATGTGTGTGTTATTGATCTCCAATTCATTATCTTGTTGTTATTGCAATTT 
TTGATTGTGGGTTTGAGAGCTTCGAAAAGAGAAAAAAGATAGTAAATTTACAATCAATCTGATAGATTAT 
GATCTGGGTCATTGATGATTTGAGAGTTGGAAAGCTGTGATCGATTCTGTGAATGAAGAAGGATGGGATT 
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GGAATCGGTTGGGGTTTTGAACGTTGAATTGAAAAAAAAGCTCGAGCCCCAATTGAGCAATCGGGTTTAC 
GGGTCGGTCCGATCGGTGATCGGGTAATTGAATTGGGATTTTTATTTTGTTGTGCTTTCATTGTTGTGTT 
GTGTGTGAAAAAAAAAGGGGTGTGATTGAATCGATGTGGAAGGTATTGGGTGAGGTAAATTTGAAGGTGG 
GAGTTTGATTTTAGGGCTTCTGAATTTGGGTCATGGATGAGGTGAGCCCTAGCAATGAGGGTAAGGATTT 
GGGTGGCGGAAGTGGTGGTGCCGATGACTTATCGGCGGTGGCGATGGCGGCTGCAGCCGGGTTGAGTTGG 
CGGCCGAGGCAGCTGTCGTTTAGTCCTTATTATACTGTGAACAAGGTCCAAGCTTTGCGTGTTGTTGTGC 
GGAGACCTAAGCTACTACGTCTTTACGCTAAGGGTTTTGTGACCAAGGAGCTTTCTGATCTTCATTGTAG 
ATGAACTGAAGAATTTTGCAGCCAACATCTTTCTCAAGTTAATGTGTTAGTCATGTACTGTGATCCATGC 
ATCATTGATTAGTCACGTACTGGGATTCATGCATTGAATGGAGAGATTGCCGCTACAATACAAGTCCAAT 
TGAGTATTGGGGTAATGTTTCAACTGTAGGTTGGTATTAGGTATTGTGATTCCTTTTACTTGTAACCGCT 
TGTTTTGA 
 
>0762-94-(6-7-06)_F08 
TTATAAGACCCCCACATTGCCCTATACCCCTGGTATGGAGGCTGTTGGGGTGGTGACAGCTGTGGGTCCT 
GGACTAACTGGCAGGCAAGTTGGAGACCTTGTAGCTTATGCTGGTGGTCCAATGGGCGCATATGCTGAAG 
AGCAGATTCTTCCTGCAAACAAAGTTGTGCCTGTTCCTTCCTCTGTTGATCCTATTGTGGCAGCATCCGT 
CATCCTCAAGGGTATGACAGCTCAATATCTACTCCGCCGTTGCTTCAAGGTTGAACCTGGACACACAATC 
CTTGTTCATGCAGCAGCTGGTGGAGTTGGTTCTCTATTAAGCCAGTGGGCTAATGCCCTAGGTGCCACCG 
TCATTGGAACTGTCTCAACGAAGGAAAAGGCAGTTCAAGCCAAGGATGATGGATGCCACCATGTTATAAT 
CTATAAGGAAGAGGATTTTGTTGCTCGTGTCAATGAGATAACATCAGGCAATGGGGTTGATGTTGTCTAT 
GATGCTGTAGGAAAAGATACCTTCCAGGGATCATTGGCATGCTTAAAGCCGCGTGGGTATATGGTGAATT 
TTGGTCAGTCATCAGGTACACCAGATCCACTTCCATTGTCTGCTCTTGCTGCGAAATCCCTGTTCTTGAC 
CAGGCCTTCCCTCATGCAATACACTGCAACTCGGGATGAGCTACTGGCAACTGCTGGGGAGGTATTTGCT 
AATGTCGAATCTGGTGTCTTGCGAGTTCGAGTAAATCATACCTACCATTTGTCTCAGGCGGCTCAGGCAC 
ATGCAGACCTTGAAAGTAGGAAGACTACTGGATCCGTTGTGCTGATACCATAAAGGTTGATAAGTCCTTC 
CAATTATCTTATTGGTTTATCCATTTGAAATG 
 
>0763-94-(6-7-06)_G08 
ACATCAAGGAAGCAACACCAGAAGGTGAAGAACTAATTAAATGTGGCAAGCTGAACTTGGTTGATTTAGC 
AGGGTCAGAAAATATATCTCGTTCTGGTGCTCGGGAGGGTCGTGCTAGAGAAGCTGGAGAAATCAACAAA 
AGTTTACTGACTTTGGGAAGAGTCATTAATGCTCTAGTAGAGCATCTTGGCCATATCCCATACAGGGATA 
GCAAGCTTACACGTTTACTTCGTGATTCACTGGGAGGAAGAACCAAGACGTGCATTATAGCCACAGTTTC 
ACCTGCTGTCCATTGTCTGGAGGAAACATTAAGTACACTGGATTATGCACATAGGGCAAAAAATATTAAA 
AACAAACCTGAGATTAACCAAAAGATGATGAAGTCAACTCTAATCAAGGATCTTTATGGTGAAATTGAAC 
GCCTGAAGGCAGAGGTCTATGCAACCCGTGAAAAAAATGGAGTCTATATTCCAAAGGAACGATACTATCA 
GGAGGAGAGTGAAAAGAAGGCTATGGCAGATCAGATTGAACAAATGGGGATTATGCTAGAAACCCATCAA 
AAGCAACTTGAGGACTTGCAAGATAAATATAATGTCCAAATTCGGCAATGCTCTGATTTGAGCAATAAAC 
TTGATGCCACCGAGAAAACCTTGAATCAAACCAGCACATTGCTTGCCAACACTGAGGAAGAACTCAAGAA 
ATGTCGGTATACTCTGAGGGAGAAGGATTTTATTATCTCTGAACAGAGAAAAGCAGAAAAATGCACTGGC 
TCATCAAGCTTGTGTCTTAAGATCTGACTTGGAGAAAGCTCTTGAGGATA 
 
>0766-94-(6-7-06)_A09 
TTTCTCTGAGAGATCGGCCATGGCTTCCCGCTCGAACTTAGTTTACACCGCCAAGCTCGCCGAGCAGGCC 
GAGCGCTACGATGAGATGATTGATGCAATGAAGAATGTTGCAAAGCTTGATGTTGAGTTGACAATCGAAG 
AGAGGAACTTGCTCTCTGTTGAGTATAAGAATGTGATTGGTGCTAGGAGAGCATCATGGAGGATCCTATC 
CTCAATAGAGCAGAAGGAAGAATCAAAAGGAAATGAATACCATGTGAAGCAGATTAAGGAGTATAGACAG 
AAGATTGAGTCAGAGCTATCAGTCATTTGTAATGATATAATGACAGTGATTGATGAGCATCTTATTCCTT 
CAGCTTCTGCTGTTGAATCAACGGTGTTTTACTACAAGATGAAAGGAGATTATTATCGATATCTTGCTGA 
GTTCAGGACTGGTAATGAGAAGAAAGAGGCTGCTGATCAGTCAAAGAAAGCTTATGAGACTGCTTCCACT 
GCAGCTGAGGCTGATTTGCCCCCTACAAATCCCATTCGATTGGGTTTGGCATTGAATTACTCAGTTTTCT 
ATTATGAGATCATGCATTCAGCTGAAAGGGCCTGCTACCTTGCAAAGGAAGCTTTTGATGATGCTATCCC 
AGAGCTTGACAACCTCAGCGAGGATTCGTACAAAGATAGCACCTTAATTTTGCAGCTTCTTAGGGACAAC 
CTCACCTTGTGGACTACTGAAATCCCAGAGGATGGAGAAGATGCCCATAGGATTAATGGCACTGCTAAGG 
TTGGCGAGGTGGAACATGCAGAGTGATGTAAATGGTGGCTTACAACTCTCTGTATCTGGGGATGGAGCAT 
AAGTCCTATTCTTGGCTGAAAATAGGGCTTATTGATCTCTTCTTC 
 
>0767-94-(6-7-06)_B09 
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TCCGCCTCCTCGGCCATTGCGTCAAACGCCGCCGTCCCGACCCCGAAACGACGACGACCACCTCCTCGTC 
GTCCTCGCCGTCTCCCTCGTCGATCGAGTCGCGAAGGAACTCCGTGCGCGCTTGGGGCGGCGCGCCTCTC 
CACTCGGCGGACCCGGAGATGTTCGAGATTATGGAGAAGGAGAAGCAGCGGCAATTCAAAGGGATCGAAT 
TGATCGCCTCCGAGAATTTCGTGTGCCGTGCGGTGATGGAAGCTCTCGGAAGCCATTTGACGAACAAGTA 
CTCGGAGGGAATGCCCGGAGCGCGATACTACGGCGGAAACCAGTACATCGACGACATCGAGAATCTATGC 
TGCGACCGCGCATTGGCGGCGTTCGGCCTCGAACCGGAGAATTGGGGAGTCAACGTGCAGCCGTATTCGT 
GTACCTCGGCGAATTTCGCGGTTTACACGGGGCTTTTGTTGCCCGGTGATCGGATTATGGGGCTGGATAC 
GCCGTCAGGTGGGAACACGAGTCACGGGTACTATACCCCGAATGGGAGGAAGGTTTCGGGGGCGTCGATT 
TTCTTCGAGAGTTTGCCGTATAAGGTGAATCCGCAGACTGGGTATATTGATTTCGATAAGTTGGAGGAGA 
GGGCATTGGATTTTAGGCCTAAGATATTGATTTGTGGAGGGAGTTCGTACCCGAGGGAGTGGGATTATGC 
AAGGTTTAGGCAGGTTGCGGATAGGTGTGGTGCTGTTTTGATGTGTGATATGGCGCAAATTAGCGGGCTT 
GTTGCGGCTAAGGAGTGTGTTAACCCTTTTTGACTACTGTGACATTGTCACCTCAACAACTCATAAAAGT 
CTTCGAGGTCCTAGGGGAGGTATAATTTTTTATAGGAAGGGTTTG 
 
>0768-94-(6-7-06)_C09 
TGGCAAAAGCAAGCAGGAAAGTGGAAGACCAGGAGCAGAGCTTCATTTGAGAGTGAAACTGGATCCTGAT 
CCAAGATACGTTTTCAAGTTTGAAGATTTGACCAGATTGAGTCCTCAAATAGTTCAACTTCAAGGTTCCA 
TTAAGCAGCCTATCTTCAGTTGCAAGTTTAGTCGAGAAAGGGTACCCCAGGTGGATCCATTGAGCACTTA 
CTGGTCAGTTTCTGCTGATGGTTCTGACCTAGAGATGGAGAGAAGAGAAAGGAAGGGGTGGAAGGTGAAG 
ATACATGATCTCTCTGGCTCGGCTGTTGCCGCTGCCTTTATTACAACTCCATTTGTGCCAGCAACAGGTT 
GTGATTGGGTGGCCAGGTCCAACCCAGGAGCTTGGTTAATTGTTCGCCCTGATATTTGCAGGCCTGAGAG 
TTGGCAGCCATGGGGAAAGCTTGAGGCATGGCGTGAACGTGGCATCAGAGATTCTGTCTGCTGTCGATTT 
CGCCTTCTTTCTGATGGCCAAGAGGGAGGGGAGCTTCTCGTGTCTGAGATTTTTATCAATGCTGAAAAGG 
GTGGTGAGTTTTTCATAGACACTGACAGACAAATGCGAGCAGCAGCAGCAAGTCCAATACCAAGCCCGCA 
AAGCAGTGGAGACTTTGCAGCGTTGGCTCTAGCTGTTGGAGGTTTTGTCATGAGCTGTAGAGTGCAAGGG 
GAAGGGAAGAGTAGCAAGCCATTGGTACAACTGGCCATGCGACATGTAACATGTGTGGAGGATGCTGCCA 
TTTTCATGGCACTTGCAGCAGCTGTTGATCTCAGCATTGAGGCATGCAGGCCCTTCCGTAGGAAGATCAA 
GAGAGGGTCTCACCATTCTTTGTGATGTATGT 
 
>0770-94-(6-14-06)_B05' 
CCATGGCTTCAACAAAGAACGACTACGTTGCCTACTCCCCTCTCCCTCCCAACCCCACAGCCCAAAACGT 
CGTCTTCCTCCCTCTATACCACCCCGCTCCAACACGACGCCATCTTCTCCTCCGCAAATTCCTCATCGGC 
GCCACCTCTCTCCTCCTCCTCTCCCTCTCCATCTATTTCCTCTACCCCTACGACCCCACCATCCAACTCG 
CCCGACTCAGACTCAACCGCATCAAAGTCAACTCGTCCCTAGGACTCACTCTCGACCTCTCGTTCTCTCT 
CACCGTCAAGGTCCACAACCCTGACCTCTTCTCGCTCGTCTACGATTCCCTCGACGTGTCGGTGGGGTAC 
AGAGGGAGAGAGCTAGGGTTCGTGAGCTCCCAAGGTGGCCGCGTCAGGTCCAGAGCTTCGTCGTACGTGA 
ATGCCACGCTCGATCTCAACGGGTTGGAGGTCATTCACGACGTGTTTTACTTGCTTGAAGATTTGGCCAG 
GGGAGTGATCCCTTTCGATACTGATACCCAAGTCAATGGCGTTTTAGGGTTCTTCTTCTTCAAAATTCCT 
CTCAAGGCAAGAGTATCCTGTGAGGTGTATGTAAATACGAACAACCAGACAATTGTCCACCAAGATTGCT 
ACCCTGAGTGATGGGGTAGATATTGTATAAATGTTGCAGAAATTCTTAGTGACAATTGACAAGATTGGAG 
CTGAACATTGAGTTGGGTGTCGGAGGTAAATTATTGAAGGCCTTGGGAACCAAGTGAAGAATACAAATAC 
TGGATCCCTGTTTATTCTTAGTGCATTTGTGGCCCAAAATTCTGAGGGATCATTGG 
 
>0773-94-(6-7-06)_G09 
CATCTTCCTGGTAATATGGAGAACCCAGATGCAAACCAGCTCCCTGAAGCAGATGCACTGCCAGATGGGT 
TTGTTGAGAGCTCCACAGAACCAGTGGCTCCTCCAACTCCAACCGTTGAACAAGAGAAACCGCTTGGTGA 
TTACAAGGAGGATAGTTTCTCGGATCTTGATCATTCTGATAAGTTGTCTGCAAATGAGTTTCAAACAAGC 
CAAGCTTCGGAAGGCTTGGGGGAAGTGTCCAGTGAGGGCTGTACGGAGCAGACAGAAGGAACACTGGTCT 
CGCCGGATTCAGCTAATCTCTCCGAGGCTTCAGTAGGAGTATCTGGATGCAGCGAGGTAAAGGAACAAGT 
TCAAGCGAATTGTCAAAGTTCAGAGAGACCTACTGAAGGAGGCTCAGAAGCATCAGTAAATAATATGAAG 
GATACATCTTCATCAGATGGTCTTGATACTTCGAAGAACAGAAAAGAAACCACTGAAGCCAAACGTAAGG 
TGAAGCGTGCCTTCAAATCAGAAAAGGAGTTTTTGGAGTTCACTTTGAAGTACCAGCAAGTTCTTACAGA 
AAGAGATGCTGCCATTGCTGTTCGAGACAAGCTTGAATCACTGTGTAGGGAGTTACAACGTCAGAACAAA 
ATACTAATGGATGAATGCAAACGGGTATCCACGGAAGGGCAATCCCTGAGATTAGATTTATCGTCCAGGT 
TCCAAGATGCAATCAAGGATGTGAGCAATAAGCTAGAAGAGCAAAAGGATGAATGTCTCTCTCAGCTAAA 
GGAGAACGAGATGTTAAGAACTAAGCTAAAGCAGCTAGCTGAACAGTATACTCTTTCTGAACAGCAATTT 
GCACAGAAGTTAAAGCAGAAATCGCTGGAACTTCAGCTTGCTGATCTGAAAATT 



273 
 

 

 
>0774-94-(6-7-06)_H09 
TGAGCTCAACATATATCACAAACATGTTCTACAGAGGCAGTAAATTTATTGATGGTGGTGATGGGCGTGA 
AATGGGCGCGAAACGTCAACGGGTTGTTGATCAGGGACCTTCATTCTATGGGACTTCCCCTGCTTCAAGT 
TTTATGTATAATCCAGCTCCTTATACAGCCTATGTTAACCAACCTCCACCTTTCCCTGTTGTCCGAGTAC 
GTGGTCTTCCATTTGATTGCACAGAAACTGATGTGGCTGAGTTCTTCCATGGTCTGGACATAGTTGATAT 
TCTTTTTGTCCATAACAATGGCAAGTTCTCTGGGGAAGCATTTTGTGTTTTGGGGTATCCTCTCCAAGTT 
GATTTTGCCCTTCAAAGGAATAGGCAGAACTTGGGCAGGAGATACATTGAGGTTTTCAGAAGTAAGAGGC 
AGGAGTACTATAAAGCGATAGCAAGGGAGGTTTCAGATGCTCGTGGTGGTTCACCACACCGAAGGGCCCC 
AAGGGCTAAATCTTATGATGAGGCAAAGGACTCAGCTGAACACACTGGGGTATTGCGGTTGAGGGGATTG 
CCATTTTCTGCTGGCAAGGATGACATAATGGAGTTCTTTAAAGATTTTGTGTTGTCAGAAGACGCAATTA 
ATATCACATTGAACTCGGAGGGGAGGCCTACAGGGGAAGCATTTGTGGAGTTTGCAAGTGCAGAAGATTC 
GAAAGCAGCAATGGTTAAAGATAGGATGACGCTTGGGAGTCGATATATAGAACTGTTTCCATCCTCGAAT 
GAAGAGTTGGAAGAAGCAGTCTCTAGAGGGCGGTGACTTCTTATTGTGCCTTTTTCTTT 
 
>0776-94-(6-7-06)_A10 
CTCTAAGCTCTGCTTCCTCTTCCTTTGCTTCCTTCACGCCGAACCTCCAACACCGCCACAGCCTGATCGC 
TGAAATAGAACGAAGGAAGAAAACCAGCCCAGACAAAAGCTCACGCCTTCACCTCTGATTCCTCTGCTTC 
CTTCACGCCGAACCTCCACCACCGCCACACAGATCACAAACCCACTAAACAGTACAGCTCGCTTAAACCC 
CAAATCAGAACTAGAACGAGTTAGGCAAAACTTTCTGGTTTCCTCTGCTTCCTCTCTCTTCCATCCTCTA 
CTTCCTCTTGCCCAAATCTCCACCACACCACACACCGAAGCATACTGCCACACAAGTCATCGTATTCGTT 
GCTAGAGCTTGTAAACATGCCGGAGCCACCGTGAGCATGGTGTTGCGATGCAAAGGATGTGGAAGACGAA 
AAGCAAATGGCAAATGTTTGGCAAAGGACTAGAGATCTTGGTGTCTACAGCTATTAAATAGTTCTCTCTT 
TGGAAAATCTTCATCGGTATCGAGTAAGGGTGGAGATGAGGTGTCAGATTTGCAGTCACCAATTTGAAAC 
TGTAAGCCATATCTAGTGGGAGTGCCCATTTGCACAAAATGTGTGGGCTTTATTCAGAGGTTGAACACAA 
AAATGCAGCTAGCAGGAATTAGAGAAGTGGGTCGTTATAGCGTGGGCAATATGGAATGCGAGGAATGAAT 
TTTATTTCGAACATTTCCAAACTCATCCAAAGGTGATCCTCAACTTGGCGAATGGCTTGTATGAAGAATA 
CCAACGTCTTATGGATAGGCACTGAGTGACTTGATGTACCATCTTTTTGAGCTGATGTACTCTTTCTTTT 
GTCTTTTTGTACTACCATTTACTTGAGCCCTGACTTGGAT 
 
>0777-94-(6-7-06)_B10 
ACTGTGAGTGCAACTGCTACCTGTCCTCCAACTGAGGCACCGCCATCAGTTGATCAAAATCCAACTCCTG 
TGAAAGCAGCACTACCAGTGAAAGAGGATGATGATGTTAATTCCACTACTTCAAGTGCTACACCTCATGG 
GACTCCTAGTGAGCGGAGGAGCAGTGGTTCTGGATTTTCCTTCAGGTTGAATGAACGAGCTGAGAAACGA 
AAGGAGTTCTTTTCAAAGCTAGAAGAGAAGATTCAGGCAAGAGAAGTAGAAAGAAATAGCTTGCAAGAAA 
AATCAAAGGAAAACCAGGAGGCGGAGATCAAGCAACTGAGAAAAAGCCTGACATTTAAAGCTACACCCAT 
GCCAAGTTTCTATAAAGAGCCACCTCCAAAAATTGAAATAAAGAAGCATTGTGTCTACTCATTCATCTAG 
ATACCAACTACACGTGCAAAATCTCCAAAGCTTGGAAGGCAGAAGAGCACTTTGAATGCGAGAAACAATT 
CCTTAGAAGGTGATGGACCTTGTCTCAGCCCACATCTCAGCCTATCTCCAAAGCTTGGGAAGAACAAGAA 
TTCCATTGCTGCAAACAACTCTTCAGAAGGTGGTGGCTCTTGTCTTAGCCCACGTCTTAACAGAGGACAG 
AACAATTCAACCAAGGGATTACAGGCAAAATCTGATAAAGATGCTGCTTCAAAGAAACCGATTAGAAAGT 
CCCAATCCGGGCTTCAACCTCAGGAACTTGTAGTCGCTAAAACTGAAGGAAAGCCTGCCAACTCTAAACC 
TGAGGCCCCAGGAGAAGAAACCAAAAACCAGGCTCTGCATGTTTCAGAATGCAAAGATAAGATGGACTTG 
GAGTCTGCAG 
 
>0778-94-(6-7-06)_C10 
GAGTCACAGAGAAAAACAGAGAGACTGAAACAGAGTCACACACAGAGAGTGAAAGAGAGAGAGAGATGGG 
TGGGGTGACTTCGTCGATGGCGGCCAAGTTCGCCTTTTTCCCACCGAACCCACCTTCGTATAAGCTTGTG 
AAAGACGAGCTGACTGGTCTTTTGCTTCTCAGTCCCTTTCCTCACCGTGAAAACGTTGAAGTTCTGAAAT 
TGCCTACTCGGCGAGGCACTGAGATTGTTGCTATCTACATTAGGCACCCTATGGCTACTTCTACTCTGCT 
TTACTCTCATGGAAACGCCGCCGATCTGGGCCAGATGTACGAGCTCTTCATTGAATTGAGCATCCACCTT 
CGTGTCAATCTCATGGGGTATGATTATTCTGGGTATGGGCAATCATCTGGAAAGCCTAGTGAGCAGAATA 
CATATGCAGATATTGAAGCTGCATATAAGTGTCTTGAAGAGAGCTATGGTACTAAGCAGGAGGATATCAT 
CCTTTATGGGCAATCTGTTGGAAGTGGCCCCACTTTGGACCTTGCAGCTCGACTGCCTCAGTTAAGAGCA 
GTTGTTCTGCACAGTCCCATACTCTCTGGCTTAAGAGTTATGTATCCTGTAAAGCGTACATATTGGTTTG 
ACATTTATAAGAATATTGACAAAATCCCATTGGTTAATTGTCCTGTTCTTATCATTCATGGGACTTCAGA 
TGAAGTTGTTGATTGCTCCCATGGTAAGCAACTCTGGGAACTGTGTAAAGAGAAGTATGAACCACTATGG 
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CTTAAAGGGGGAAACCACTGTGATTTGGAGCTCTATCCTGAGTATATC 
 
>0779-94-(6-7-06)_D10 
CTCTCTCTCTCTCTCTCTCTGTGGCAGCTCGCTGTGTGTTGAGCAATGGATCGCGCACAGTTGGTTCTGC 
TAGGGTTACCGCTCTTCCTCCTCTTCTCTGACCTCGTAAGCCTCTTCACTCCATCACCACCTAAACCAAA 
CCCTCACTCCCACCATCACCACCATCATCAACAACCACCACCACCTACAATTACCAAAGATAACCTCGAC 
TTTCTCACACAGACCCAGCCAAACGGTGTTGGAGGAATCGGTATTGGCAACACAGTCAATATCAATTTCT 
GTGCTTCTTGCTCTTACAGAGGGACTGCAGTGACCATGAATAAGATGTTGGAGACTGCTTTTCCTGGAAT 
TGATGTTAGACTTTCAAATTATCCACCAAGCTTGCCAAAGCGTCTACTGGGAAAATTGGTTCCAGCAGTG 
CAGATTGGAGTTGTTGCAGTTGTAGTGGCAGGTGAACAAATTTTTCCGATGCTTGGATTTATGACACCAC 
CTCCTTGGTATTATTCTTTGCGTGCAAATAGATTTGGGACCATTGCCAGCTGCTGGCTTCTTGGCAATGT 
AGCGCAGTCCTTCCTACAAAGTTCTGGGGCATTTGAAGTTTACCTCAATGATGAATTGGTTTTCTCTAAA 
CTACAGGAGGGAAGGTTTCCCGGTGAAATTGAATTGAAAGATCTCGTCGGCAAAAGGTTGGCCAACTCTA 
GAGTTGTAGACGGCCTGGGAAATATGTGGTCATAGTTCACAAGCCAGATATGGAGGGTTCTCAATGAATG 
TGATTGGAGGTGCAAAATGAGTCCAAACTGGGAGTTATTTGGGACTTATGTTATTTTTGCACAAATCTTC 
TGTGTATTAAAATTTGAAACTGCATGG 
 
>0780-94-(6-7-06)_E10 
TGTAAGCTCTCGAACCTTCTCTCCTCCATGGCGGCGTCCCAAGCAAGTCTCCTCCTCCAAAAGCAACTCA 
AAGATCTTTGTAAGAACCCGGTCGATGGGTTCTCGGCCGGTCTGGTCGACGAGACGAATATCTTCGAATG 
GAGCGTTACAATTATTGGACCGCCGGATACTCTTTATGAGGGAGGATTTTTCAATGCCATTATGAGCTTT 
CCATCGAATTACCCAAACAGCCCTCCGACAGTGAAATTTACTTCGGAAATATGGCATCCTAATGTTTATC 
CTGATGGCCGCGTATGCATATCAATTCTTCATCCTCCTGGTGAGGACCCAAATGGCTATGAGCTTGCAAG 
TGAGCGCTGGACGCCAGTGCATACAGTTGAAAGTATAGTTTTAAGTATAATATCAATGCTTTCCGGTCCT 
AATGACGAATCACCTGCAAATGTTGAAGCTGCTAAGGAATGGAGAGATAGGAGAGACGAGTTCAAGAAAA 
AGGTTAGCAGATGTGTGAGAAAATCACAAGAAATGTTATGATCCAGCAGGCCACCAATGCCTCTTCTCTG 
CTTGTGGGTGCCAGAGGGGTCTTAAACTGTGTTGGGGGGGACTGGACTGATTGACCAGGTAATGTGTTCA 
TCCTTGTACCATGCCATCGAAGTTCTTGCGCCCGTTTATTTAGTTCTTTTGTTTTATCTAAGAATGGTCG 
AATTGTATGACTTGGAACATTTATGTAATTCAAAAATGCTTTGGTTAGTGTTTGATGACAAGCATTCTTG 
TTCGATACTTAATGTCATCTGCTTGAGTAACTTTGGGGATTTTTACTAGGTGTGGACTTCGGTCCAGACC 
ATATTTGGGAA 
 
>0782-94-(6-7-06)_G10 
GCCTCTTTGGAATATATTGGCTCTTACTCAAAAAACCTTTGTGATTTCCGCCTAGTCCTGCTTGACCGAG 
AAGAGAGGATAACCGATTTGCCACTTGACCATGGTGTCCAAGCTCTTTTGAGGGGCTGTGAAAAGCTTAG 
GAGGTTTGCGTTCTATGTCCGACCTGGGGGCTTGACTGATGTGGGTCTCAGTTATATTGGAAAGTACAGC 
CAAAATGTGAGATGGATGCTTCTTGGTTCTGTTGGAGAGACTGATGCAGGGCTTTTGGAGTTTGCTAAAG 
GCTGTCCTAGCTTGCAAAAACTAGAAATGAGGGGCTGTATCTTCAGTGAGCGTGCACTGGCTGATGCTGT 
GTTGCAACTCACTTCTCTGAGGTATTTATGGGTGCAAGGATATAGAGCATCTTCAAATGGTAGCGACCTT 
ATGGCAATGGCTCGTCCATTCTGGAATATCGAGTTAATTCCTGCTAGACGAGGAGGTGTTCCCAATGCTC 
TTGGGGAGATGGTGATTGTTGAGCATCCAGCCCATATACTTGCATATTACTCCCTTGCTGGACCGAGAAC 
TGATTTTCCCAATACTGTTATCCCTTTGGATGCAGAAGCCTTTGTCACCGCGTAGAGCTGTATATACTAC 
TCTGCAGAGGAGTCTTTCCTTGCCACGTCTTGTTTATATTTTCATGTAGCTTTTTTCCCCTTTTGATGAG 
GGGTTTTTCTATTTTAAATTACATTTTTCTGCCCTAGTTCTAGACATTAGTCCTGTAATAAGTTTGGGTT 
TCCTTATGTAATTTGGAAGCACTTGCATCTTTCGTGCTACCAATCTCACTGTCCTGTTGGGGGGTAGTTC 
GCC 
 
>0785-94-(6-7-06)_B11 
GAGAGAAACAGAGTCAGCCATGGCAGCTCGCAAGAGAGCTCAAACAGCCACAGCCACAGAACAAGAGAAA 
CCCAAATCCCAAGACCTCACCACAACAGCAACAACAACAAAAACTGCTTCTACTACTACTAATTCAAATG 
AGCCTCCAACTGCGCCACTGAAATCCAAGACAAGTTTTATTCTCAAGCTCTCGCTTTTGCTCTTAGCTCC 
TTACTTCTACCTCATATTCCACCACTACAACATCGACCGTGACCTCAAGAAATCCATCCTCATCAATGCT 
GTGCTCAGCCTTATTGGGTTCCTCGTCACCGTCAAGATCATACCCGTCGCTTCCAGATACGTCCTCAGGC 
GCAATCTCTTTGGCTTCGATATTAACAAGAAGGGCACCCCTGGAGGCACTCTCAGAGTGCCTGAATCATT 
GGGTATAGTTGTTGGAATTGTTTTCTTGGTCGTGGCTATCTTATTTCAGTATTTTAACCTCACATCAGAT 
TCAAATTGGCTTGTCGAGTACAACGCGGCATTAGCATCCATCTGCTTCATGACATTACTTGGGTTTGTCG 
ATGATGTCCTTGATGTCCCTTGGAGAGTGAAATTACTGCTGCCATCATTTGCTGCTCTTCCTTTGTTGAT 
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GGCCTATGCTGGGCATACAACTATTATTATACCAAAGCCTCTCATTCCATATGTTGGCCTAGAGATTCTT 
GATCTAGGATGGATATATAAACTATATATGGGGCTTTTGGCGGTTTTTTGTACAAACTCTATAAATATCC 
ATGCTGGTTTGAATGGACTTGAAGTTGGCCAAACAGTTGTCATCGCATCTGCTATTTTGATACACAATAT 
CATGCAAATTGGA 
 
>0788-94-(6-7-06)_D11 
TCCTCCTCCTCCTCTTCTTGTTCTCACTGCGCCACTCCTCCGCCGCTTACTCCATCGGCGTCAACTACGG 
CACCGTCGCCAACAACCTCCCACCACCTTCCCAAGTGGCCAACTTCCTCAAAACCCAAACCACCATCGAC 
CGCGTGAAGATCTTCGACGCCAACCCTGACATCCTCAAAGCCTTCGCCAACACCAACATCTCTCTCACCG 
TCACCGTCGGAAACGGCGACATTCCAGCCCTTTCCAAACTCCCCGCCGCCCAGTCCTGGGTGGCCAATAA 
TATCCTTCCATTTCACCCTCAAACCAAAATCAACATCATCGCTGTTGGTAACGAAATCCTCGCCACAGCA 
GATAAGAGCTTAATCGCTCACCTTTTGCCTGCCATGAAAGCTTTGAAGTCAGCCTTGGACTTAGCAAAAG 
TGACTGATATTCATGTCTCCTCGCCACACTCGCTTGGGATTTTGTCATCTTCGGAGCCACCGAGTTCGGG 
TCGGTTCAGACGCGGGTACGACAAGCTTATATTCGCTCCGATTCTCGATTTCCACAGGCAAACCAAGTCG 
CCCTTCTTGGTGAACCCGTACCCGTTCTTCGGCTTCACAGCACGGACTTTAAACTACGCGCTGTTCAAAC 
CGAACGGTGGCGTTTTCGACAACGTCACGGGTTTGAACTACACCAACATGTTCGATGCGCAGCTTGACGC 
TGTTTACTCGGCGATGAAGAAGGTTGGATATGGTGACGTAGACATTGTTGTTGCTGAAACTGGGTGGCCC 
TCTGTTGGTGACCCGACCCAACCCGATGTGAACTTGGCCAACGCGTTG 
 
>0789-94-(6-7-06)_E11 
TGCGGTTAAGTCCCTTGTAGTAGATTTGGAGCAAGATAAGCTATTCAGTGCTCATCAAGACAACAAAATC 
CGTGTGTGGAAGATCAATAACAACAACAATGATTACAATACCCCAAACCAAAAGTACAAGTGCATAGCCA 
CTCTTCCAACGTTGAATGATCGTTTTTCAAGGTTTTTCTCGGCCAAGAACTACGTAAAAGTACGTAGACA 
CAAGAAGTGTACGTGGGTACACCATGTTGATTCTATTTCTGCACTTGCTATATCCAAAGATGGGTCTTTT 
TTATACTCAGCTTCGTGGGATAGGTCGTTCAAGATTTGGCGAACCAATGATTTTAAGTGCTTAGAGTCTG 
TTGGGAATGCACACGATGATGCAATCAATGCTTTAGTATTGTCCAAAGATGGTTTTGTTTACACTGGTTC 
AGCTGATAAGAAAATCAAGGTGTGGAAGAAAAAGCAAGCTGTGGACAATTACAAAGAGCATTCATATTCA 
CATTCACTAGTGGCTACATTAGAGAAGCACAAGTCAGCTGTGAATGCATTGGCTCTAACCAGTGATGGGT 
CTGTGTTATATTCAGGAGCTTGTGATCGTTCAATTCTTGTGTGGGAGAAAGATAGTGAAGCTATAGATAG 
TAATTTTGGTCAAATGGTGTTAGTGGGTGCTCTTAGAGGTCACACCAAAGCTATATTGTGCTTGGCTGTG 
GTGTCCGGTTTGGTGTGCAGTGGCTCAGCTGATAACACTGTTAGGATCTGGAGGAGAGGAATCGAGAAGA 
GCTATTCTTGTTTGGGTGTGTTGGAAGGACATAGACGCCCAGTTAAGTCCTTGGCAGTGGCTCTTGATGG 
TAATAATAATGGTGGTAAAAGTGGTTCTTCA 
 
>0790-94-(6-7-06)_F11 
TTTGATGGGGAAAAAATCACAGGAACTGATCACCAAATCCCACATTTGTACGATGTCAATAGCTTCCAGT 
GCTATCTATCTTCAAATGTCCCAGAGATAGGTGTTAATGGATCCATAAATCAGGCATGGTCAACTCAATC 
TATTTACTTAGAAGGATTAATTTTCCATATTTCACAGCTAACTTTGAGGTCATTAAGGAAATCAATTCCA 
TGTATCATGCAGGTTAGGTATTCATCTACAGGTGGCATGTATGTTACAGCATCTAAAGATGGTGCTGTTC 
GGTTATGGGATGGAGTAACTGCGAATTGTGTGCGATCTATAGTTGGTGCACATGGAGCAGCTGAGGTCAC 
TGGTGCAAATTTTACAAAGGATCAAAGATTTGTTCTCTCCTGTGGGAAGGATTCTACCGTGAAGCTTTGG 
GAAGTTGGCACTGGAAGATTGGTCAAACAATATCTTGGAGCTACACATCTGCAGCTGCGGTGCCAGGTAT 
GTACAGAAAGCCTTCTTTTAATAATTTGTGCTTTGAGCATCTTTGATACCGGGTATATATGTCTATGCAC 
TCTTTAATAAATCTCATTTTACTGATTGAACAAAGTTTCTTTCTAAACTAGTTTGGAGAGAAACTCTACA 
AACTCCTCATATATCTCTATATTGAGTGTGAATTTTGAAAATCTAGCCGTTAGATTGCATGTTCTTATTA 
TATTCTTTATGCATGTAAAATTTCAAGAGGATCAAAAATCAATTGCTATCTCTTCAAACAAATGTTGAAA 
TCTCAAATTTTTATGATCTAAAATTGTGTATAAAAAATAAGTTTATTGATCGAATAGTAAATAATATCCA 
ATTTGAACGAAATTTGATTTGCATGTTAAGAACTTAAGGAACAT 
 
>0791-94-(6-7-06)_G11 
TCTCTCTAAAATTATTCTCCGTTTACAAGAGTTAACAAAGATGGTGTGTTTTGATCTTTCCATTTTACTT 
GCAAGAAGGTCCAACATCAACATGTGGAAGGGTGACAATCATGAAGATGTCAACCTTGTTGCCTTGTGCA 
ATCAGTGCCATCTCTCCTGTGACAATCAAGGAATCAGTGGTCGATCTCGCGACCGTGGAAGACCAACGAC 
GATATCGTTAGGCACGGTTTCTGTCACCAGTGGTTGCAAAGTGGGAGACGATGGGAGGAAGAAGGGAAGA 
GAAGGGTCTCGATGTGCTAATTCTCAACATTACCAGCACTAAGAATGCCTCGAGCACGTGCTCAAACATG 
TGAAATGGGTGTCATGTAACATTATTATTGAGTTCATGTAACCCATTGATCGTAGAATCCATGTTTAGCA 
TAATTCTTAGTCTTAGAGGGTCATTAGAGTCTGTTGTTGTTGCTGTTCTAGACATCATGCTCACTGGTTT 
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CTGTCCATCGTCGCCACCATTGCTAGTCACTGCTGCCGCCATCGGCCACCACGTTTCAGCGGTTGTTGCT 
GTTCGGTCATCCACCACTACCAACACCTCGGTTGGGAGATTACAGAGTGATCAAGCATTAGAAATTTGTT 
TTTCGAGTCGCAACCAAGCAACAGAATATAATTCATTTTTCTCGGTAGAAAGAAGATAAGAGAACTAGAG 
AAGGAAGGGTGTCCTTGTGGCACCTCTCGACATTACCAGCACTAAGAATGCCTAGCTCAATGTTGTGCTC 
GAACTAATGAAATGGGAGTCATGTAACATTATTAGCAGGTCGTGTAAGCCATTGATGATGGTTATGCGTG 
TATAGAGAAAAATT 
 
>0792-94-(6-7-06)_H11 
CTGGAGGATGGGGTGGCTCAAAGCTTGAATTGCTGGAGAGAATGATCAAACAGCTTTTCCCAGAAGTGGT 
TGGTCAGAATTGGCCTCCCACATTGGTGAAACCTGTTTGGAACACAGTTTGGGAGACCAAGACTGCTTGT 
TTAAGAGAAGGGGTCTTTAGGACCCCTTGTGATGAGCAGCTCCTAAGTGCATTGCCTCCTGAGTGCCACA 
ATGCAAGGGTTGCTTTCCTTACTCCCAAGTTTGTGCCGCCACAGAAGATGGCCTGCGTGGTTCATCTTGC 
AGGCACTGGGGACCATACCTTTGAACGGAGACTGCGCCTTGGTGGGCCTTTGTTGAAGGAAAACATTGCA 
ACCATGGTGCTTGAGAGCCCTTTCTATGGACAAAGACGCCCTATGATGCAGTTTGGTTCAAAACTTTTGT 
GCGTTAGTGACTTGCTTTTATTAGGAAGGGCAACCATTGAAGAGGCCCGCGGACTGTTACATTGGTTGGA 
CTCTGAAGAAGGGTTTGGCAAGATGGGTGTTTGTGGATTGAGCATGGTGTGTAAAAAGAAATGTATATAT 
TGTTAACTCTACAAGTGGAGCACTCACACCCCAAAGATAAGCCTCTTTTTTCCCTCCGAACTTTGATGGT 
TTTTGGGAATTCAGGAGGTGTACATGCTGCAATGGTTGGATCACTTTACCCTACACCTGTTGCAACCCTT 
CCTTTTTTATCACCACACTCTGCTGTTGTGGCATTCTGTGAAGGAATATTACAGCATGCTACTGCATGGG 
AGGCACTAAGA 
 
>0793-94-(6-14-06)_C05 
AAAAGAGAGACAATAATGTCTCAGCTCACTAGTTTTCTCTTGGTTCTTTCTCTTTGTGCTTTTGCTCCTC 
TTTGCTTCTCTAGCAAGACCAAAGGTGGTTACCTTTACCCACAGTTTTATGACCACTCTTGCCCAAAAGC 
TCAAGAGATTGTAAGGTCCGTACTGGCCAAGGCTGTGGCCAAAGAAGCCCGTATGGCAGCTTCAATTCTC 
AGGCTCCATTTCCATGATTGTTTTGTCCAGGGCTGTGATGCTTCATTACTGTTAGACAGCAGTGGAAGCA 
TAGTCAGTGAGAAGGGGTCAAATCCTAACAGGAATTCAGCTCGAGGTTTTGATGTCCTCGATGAGATCAA 
ATCTGCACTGGAGAAAGAGTGCCCTTGTACAGTATCTTGTGCTGACCTTTTGGCCATAGCTGCAAGAGAA 
TCCACTGTTCTGAGAGGTGGGCCCAGCTGGGAGGTACTATTAGGCAGAAGAGACTCCAGAAGTGCAAGCT 
TGAGTGGTTCTAACAACAATATTCCTGCTCCAAACAACACATTCCAGACCATCCTCACTAAGTTCAGGCG 
ACAAGGGCTTAATATTGTTGATCTTGTTGCCCTTTCTGGGAGCCATACAATTGGAAATTCCCGGTGCACC 
AGCTTCAGGCAAAGACTGTACAACCAGTCAGGAAATGGACAGCCCGACTACACACTTGATCAATCATATG 
CGGCCCAATTGAAAACCCGATGCCCAAAATCTGGTGGTGATCAGAACCTGTTTTTCTTGGACTATGTCAG 
CCCAACAAAGTTTGATAACTACTACTACAAGAACATATTGGCTTCAAAGGGCCTTCTGAACTCTGATC 
 
>0795-94-(6-7-06)_C12 
GTTTCAAAAGTTTAACAGTTTTATCAGAATTTCTCTCTCTCTCTCTCTCTAATTATGTGACAGTTCATGA 
CACAGGGCTCATTCTATGTAGAAGCAGCCTTCCTCTAACACTCAGCAAGTTAGAAGAAAGCCATGTCTTT 
AGTTAGGTCCGCAGGGCTATCTGCGCCATCATATAGAAATTCCAAGCTCTATTCACTAAAGGGGAGTGAT 
GACAGCCCCAGCTTGTCCGCCCAAATATTAGGTTCTGAAAAGCATAAGACTATATATGTGACTGATTCGT 
ACTCCAGTGAAAGTTATGAGAAGTATTTCCTTGACTCCCCAACAGAAGAACTTATACAGCCATCTAGTTC 
TGGCATCTCTGGAAATTCATTTCATCCAGATGGCATCTCCATGGGCACTCGAAACCCATTTGACATTTCT 
TTGATGTCCATGAGGCATCGTGATGCCTATCAATCCAATTTTGAATCGGATTACTTGGAAAGCCAAAGCC 
CGGATCCAATAGACTATGATGAAGATAAGATGAGACTGAAGTTTCAAGAATTGGAAAGAGCACTGCTTGA 
AGATAATGATGATGATGATGACGATGATGATGACGATGACATTTTTGGTACAGATCACAGCATGGAAATT 
GACGGTGAATGGGCTGACCCGGTTCACAACACATTGCTCCATGACTCTCCTAAGGAATCTTCATCTACAG 
ATTCAAACCTCAGTAGCATCAGCAGCAACAAGGAAGTATCACAAGTATCTCCTCGTACTCCCAGACAAAT 
GCTACTTGATTGTGCTGGTGCACTTGCAGATGGAAACTTCATGGAAGCATCAGCTATGATAAATAAACTC 
CGAAATATGGTCTCAA 
 
>0796-94-(6-7-06)_D12 
ACAAACTTTTCTCATTGATCTCACAACTCACTCACAAAGATCTGAGTTCTCAAAGATCTCTTTGACCCAT 
ATAATGCCAGCCAGCTACGGATAAACTTCTTAAAAAAAATTTGAGATTTTTAGTGACCCTTTTGCCATTT 
TTGGTCTTTGGAGTTTGGATATTGTTTGTTGGTATAGGAATTACTAAGATGGATGGAGATAATAGTTTGA 
ATATGCGTAACTGGGGTTACTATGAACCACCAACACCATCTCTTAAAGGCCATCTTGGTCTTCAGCTCAT 
GTCCTCAATGCCTCAAGAACAACAAATCATCAGGGGACGCAATGCTATGGTCATTGCCACGGGAAATAAT 
GGAACTTTGCACCATAGGGATATTGGGGTTTCACATTCTGCATTCCCCATGGACTACATGAGGGATGCTT 
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GGATTAATCAAAGAGAGAAATTTATTAATGTGTTACCCACACCAAACCCTGGTTATTCAGTTTTGCCCGA 
GACATCCTCCTCTCATCATATGCAGATGGTTCAACAACCACCTGATATGTCCAAGGATGAAAGGATGATT 
AGTGTAGAAGAGACAGGTGTTGTGACGGAAAATGGACCTATTAAGAAAAGGCAGGCAGCGAAAGCCCCAA 
AAACCCCAAAAGAGAAGAAGGCTAAGAGAGCCCTGCGTGCACCTAAGGCTGAGAGTAGTCCCTCTACTCC 
ACGAGCAAGGTCTACCACTAGGAAAACCACTGAGATTGTTATAAGTGGGGTTGATATATCCGGGATTCCA 
ATACCAGTTTGTTCATGTACGGGGACACCTCAGCATTGTTATCGATGGGGCTCTGGTGGGTGGCAATCTG 
CATGTTGTACCACTGGTATGTCAATGTATCCCT 
 
>0797-94-(6-7-06)_E12 
TCCTCAGTAATAGCCCAAAAAACATGGGAGCTAGAGAACAACATAATCACCGTAGACCCTCCTTCTTCTT 
CATCATCAACAACAACAACAACAACACCAGCACCAACAACAACAGCAACAACAACGACGAGTCCGGACCC 
AGCGTCGGACGCAATATTCTATTACGACGAATCGGCGCAGACCAAGTTCCAGCAAGAGAAGCCCTGGGCC 
AATGACCCTCACTACTTCAAGCGCGTCAAGATCTCCGCACTCGCGCTGCTCAAGATGGTGGTCCACGCGC 
GCTCCGGCGGTACCATCGAGGTTATGGGCCTCATGCAAGGAAAGACCGATGGCGATGCGATTATCGTGAT 
GGACGCTTTTGCTTTGCCCGTGGAAGGGACGGAGACTAGGGTTAATGCTCAGGCTGATGCGTATGAGTAT 
ATGGTTGATTATTCTCAGACTAACAAGCAGGCTGGACGGTTGGAGAACGTGGTTGGCTGGTACCATTCCC 
ATCCTGGCTATGGATGCTGGCTTTCGGGTATTGATGTTTCAACACAAATGCTAAACCAGCAATTTCAGGA 
GCCTTTTTTGGCAGTTGTTATTGATCCAACAAGGACTGTCTCTGCTGGAAAAGTTGAGATTGGGGCATTC 
AGGACATACCCAGAGGGATATAAGCCTCCAGATGAGCCTGTGTCTGAGTATCAGACCATCCCTTTGAATA 
AGATTGAAGACTTTGGTGTACACTGTAAACAGTACTATTCTTTGGATATCACTTACTTTAAGTCTTCTCT 
TGATTGCCACCTCCTGGATCTGCTATGGAACAAGTATTGGGTGAATACCCTTTCATCTTCACCTTTATTG 
GGTAATGGA 
 
>0799-94-(6-7-06)_F12 
AAAGAATTCAAACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATGGGAAACATATCGTGTGTGTTTTGT 
GGGTGCGTAGAGCAAGCGAGCGTAGGAGTGGTGGAGAGGTGGGGCCGGTTCGAGAAATTGGCTGAGCCTG 
GCCTTCACTTCTTCAACCCTCTCGCCGGTCAATGCTTCGCCGGTTATCTCTCCACCAGAATTTCCTCTCT 
CGATGTCAAAATCGAGACCAAAACCAAGGACAATGTTTTTGTGCAATTGATTTGCTCAATTCAATACCGA 
GTTATTAAAGAAAATGCTGATGATGCATTTTATGAGTTGCAAAATCCCAAAGAGCAGATCCAGGCTTATG 
TATTCGATGTTGTTCGAGCTCTAGTTCCGAGAATGAATTTGGATGATCTCTTTGAACAAAAGGGCGAGGT 
TGCTAAATCTGTCTTGGAGGAACTTGAGAAGGTGATGGGAGCATATGGATATAGCATAGAGCACATGTTA 
ATGGTTGACATAATACCTGATCCCTCTGTGCGCAGGGCAATGAATGACATAAATGCAGCTCAAAGACTTC 
AGCTAGCTAGTGTATACAAGGGTGAGTCAGAGAAGGTGCTCATAGTCAAAAGAGCAGAAGCTGAAGCTGA 
AGCCAAATACCTAGGTGGTGTTGGTGTGGCCAGGCAGAGGCAGGCAATCACAGATGGCTTAAGAGAGAAC 
ATTGTGAACTTCTCTCACAAGGTGGAGGGCACCTCGGCAAAGGACGTGATGGATCTTATCATGGTCACTC 
AATACTTTGATACGATTAAAGAACTCGGCAACTCTTCAAAGAACACTACTGTGTTTATTCC 
 
>0800-94-(6-7-06)_G12 
CTTGTTCTTGATGCGTTTGTGCTGTGTAGGATTTTCCAGAAGAGTGGGACGGGGCCGAAGAATGGGGAGC 
AGTATGGCGCTCCGTTTGTTGAGGAGGAATGGGAAGATGATGACGTGGAGGTTTTCATGCCCGGTGAAGC 
GGCTGCGGCTGCTGCTGCGGCTGAAGAAGTGATGGTTGGTGATGATGCATTTGTTGAAACGAATGACCTT 
GACCAGAATCTTGAGATAAATATTCCATCCGAAAATCCTCTTCCGTTGAACTTTTATTTTGGGGAAACGA 
GCAACCATGCTGAGCATTCTGGGGAGTTCATTGAAGATGATCAAAAGCCTATCATAGGCACTGGTGAAAC 
CTCTGAGCCACAGTATGACCAATTTTTAAACATACCAGAACAATATGGGATGGATACAAATCCAATCAAA 
GATGAATATTATGTTGAATCAAGCAATAATGTGAATCCTGCTGAAGTCAATTACTCACTTGGAGGATTTG 
TTGAATCAAGCAATAATGTGAATCCAGCTGAAGTCAATTACTCGCTTGATGAATTCTACATGGATGCTGC 
TGATAATGCTCCAATGGGTGATGGATTATATCTTGAAGCTAATGATCTTTCAAATCCTGTGGAGGCAGAT 
CCTGAAGGTTTTGACATGCTTGATGAGTACCTAACATACTTTGATGCAGATGATGACAACTCACAACATT 
TAACATTTGATCCCTCTGAAATCATGGGGACTGATAACTCTGTTTTTGACCAAGCACCCCAGAAGCATGA 
GAATGGAGGAACTGACCAAGTCTTCAACGAGACTCTACATCTGCCAGAGGCACAACACAACAATGATGCC 
TCATCTTCAAAGCATAAGCCA 
 
>0801-94-(6-5-06)_A01 
TGGAGACTTGTTGTAAAGCAAGACCAGACTGTTATATGGGCAAAGCCATTGACAAATAGCTGTTACTTAA 
AGAGAGAACGTGGGACATTGCCCCCTTTGTGCAGTTCTGATGATGACCCAGATGCAACTTGGAATGTGTC 
CATGAAGGCATGCATCTCCCCATACTCTAAGAAGATGCACAAGGAAAAGGGAAGCGGACTAGTTCCTTGG 
CCACAAAGACTTTCTGCTGCACCACCTCGCCTGGAAGAAATTGGTGTGAGACGTGAGGAATTTCAAGAGG 



278 
 

 

ACACTAGCATTTGGCATTTTAGAGTGACTGAATACTGGAAGCAGATGAAATCTGTTATCCAGAAGAATTC 
CATCAGAAATGTCATGGATATGAACTCAAATCTTGGTGGGTTTGCTGCTGCCCTTAGTGATAAAGATGTC 
TGGGTGATGAATGTTGCTCCTGTCAATGCATTTGCCAGATTAAAGATTATATATGATCGAGGCTTAATTG 
GAACTGTTCATGACTGGTGTGAAGCATTTTCTACATATCCACGGACGTATGATCTTCTGCATGCCTGGAC 
ATTATTTTCAGATATTGATGAGCGTGGGTGTGGCATAGAAGATCTACTAATTGAAATGGATCGAATTCTA 
CGGCCAGATGGTTTTGTCATCATTAGAGACAAACCCTCAACCATTAACTATATTCGGAAATTTCTGACTG 
CCTTAAGGTGGGATGGCTGGGTATCAGAAGTAGAACCAAGGGTTGATGCTCTCTCCTCAACTGAAGAAAG 
AGTTTTGATTGCAAGAAAAAAGTTGTGGGATGACGGAATTATGAAAATGTAAATTCTTTTGTGCGTCCAG 
CCAGCCAGGCATGTGAGTCTGCACTTTTGGGAGCATCTAGGCCACAACTGAACAGAAAGTTTGCAGTGCT 
GGGAGCATGGAAATTGCTTTCAGTCGCTCTTTGCGACC 
 
>0802-94-(6-5-06)_B01 
GCACCAGCACCTCCGTCTGAAGATGTCTGCTGGGATCTTTACATCTCCGGTTGCTGCTGTATCAGGCTTT 
GTTGGCTTGAAATCAAACTCCACAAAGCTGCCTGCAGTGAGAGAATCTATTGGATGGAGCCAGAAAACTA 
TCTCCAATGGTTCTAAAACTTACTGCATGAAGACATGGAATCCCATTAACAATAAAAAGTTTGAGACACT 
CTCCTACCTCCCTCCCCTCTCTGAGGATTCAATTGCAAAGGAAATTGACTACATGATGAAAATGGGATGG 
ATTCCTTGCCTTGAGTTTGATGAGGTGGGGAGTGTTCGTAGAGAGCATAGCCGAATGCCAGGATACTATG 
ATGGGAGGTATTGGACACTCTGGAAGCTACCCATGTTTGGGTGCAGTGATGCCTCTCAAGTCCTCAATGA 
AATCCAAGAGTGCAAAAAGACTTACCCAAATGTTTATATTCGCTGCTTGGCTTTTGACAACAAGAAACAA 
GCTCAGTGCATGGCCTTTCTCATTCAGAAACCCACCACCAGTGCTTAAGGTGCTTGCTTTGGGCTTTTTT 
TACCTTTCTCTTCAAAGATTTTCAAACCCAATGTTTATTTATTAATCCCTTTATGCGGAACCAATAAGAA 
ATTTGGGTGTTATGCACTAGCAAAGCATCTTTGGGAGAAGATACTCATGAGCTTTTTTTTCACTCTTTTT 
GTTAAAAAATAAATATCTTTCATATGATCTGTGATATGTAATTAACTCATAGATTCTGGCTTATTTGTAA 
TAATCTACTTCTATATATATATTATAATGTGGGACATTACTAGCCCATGGTTTTTTAGGTT 
 
>0803-94-(6-5-06)_C01 
TCTCTCTCTCTCTCTCTCTCTCTCTCACATTCTTCTTCTTCATCCTCCTCCTCCTCTTCCTCTTCCTCGG 
TGTCTCAACATTAATTAATTAAATAATGACAGAATTCAGGTCTCTGAGTGTAGACCTGATGGAGCGAATC 
CTGTGTCTCCTCCCTATCCCAACTCTGATCCGTGCTTCCACAGTCTGCAAACTCTGGTACTCCATCATCT 
CCTCCTCAACCTTCTCTTCCTCTTCCTCTTCTCTTCATCCATGGTTTTTCCTTTACGGCCTCCACAACAC 
CTCCTCCAAGAACAACCAATCCTTCGCCTTCGACCCCATCTCCAACCTCTGGTTCCGCCTCCCTTCCAAC 
ACTTCCTTCTCCAACAACAACACCACTTCCGCCGCCGGCTTCCTCTTCACCACCGCACCCACCTTCTCCT 
TCTCCCCAGTCCTCTCTCGCCACATTTCCACCACTTCCCCTTTACACTACTCTCGCCACAACCCTCTCCT 
CGGAGTCTTCTATTCTAGCCACAACCCCAACCACAACCGACCCAGTTTCATTGTTGTCGGCGGTGTCAGA 
TTCATCGGCAACCTCGTCGACATCGAGGACCGTTTAGCCGTCGAGATGTACAACCCCGATCTCGATTCCT 
GGGACATCTGTCCTCCATTACCCTCCGATTTCCCAACTGGGTTTTCCTCCTCGTCCTTATCTTCAGCCTT 
ATTCAAAGGCAGATTCTATGTGTTCGGTATTAACTCTAGCTTTGTCTCGTCCTTCGATTTAGAAAGCCGC 
GTTTGGAGTAATGTCCAAACGCTTAGACCTCCTGGGGTCAGCTTTTCTTTCCTGATCTCCTGTAAAGACC 
GCCTTGTTCTCGCTGGAATATGTAATTCGCAAGCTGGGTCGTCCTTTAATCTGTGGAGGATTGATGAGAA 
AACTATGGAGTTCAGTGAGTTTGCTATTATGCC 
 
>0804-94-(6-5-06)_D01 
CTTTCGTGCATAGATTGCGGACAAACATTTGGGCAGCAAAGCGTTCAAAGTCACACTCAATGTATTACTG 
AGGCGGAAAAATATGGTCCAAAAGGCCAAGTGAAAGTTTCAAATGGTTCGAGCGCCAAGCCCAGCAAGGA 
TTCAAAGCAACAAGTTGATTTTGATATAAATGTTGGGTTATCTGAACGCGCACCATGGTTTTGTAGCCTC 
TGCAATACCAGCACTACTAGTAAGCAGACCCTGCTTCTCCATGCCGAAGGAAAGAAGCACAAGGCAAAAG 
CCCGAGCTTTCCATGCCGCAAAACAACCACCTAAGCAGGCAGAAGAATCTGCTCCAGAGACAAAGCTTCC 
AACTGAAGATACTCAAAAAGATGAATTGCTTGACAAAAAATGCACAAAGGAACCAAATTCGCAAGATCCA 
CCTAAATCTGATACTGAGCATAACAAGTCAGAAGCAGATAAAGGAAATTCACCATTGAAGAAAAAGAGAA 
AACTTGATGCATCTGCAAAAGATGATTCAAGAAAAAAGACCAAGGATGATACTCCCGGTGACTTAGGTGA 
TGGGGAAGTTATTCACAGCGAAAAAGCAGAAGCAGATGAAATAAAGAGTCAGTTGAAGAATGATACATTG 
GCAGAACCTAGCTCAACCAGAGAAGATACGAAACAGAAAATAAAGTGGAAGAAGCTGATCACATCAGCCT 
TGAAATCTAATCCTGATGGAGTTCTGAAGATGAGGAAATTAAGAAAACTTGTTCTCAAGGCTCTCCATGA 
ATCTGGCACAACAGAAGATGAAATCAAACTCAGTGATACGCTTGAGCACAAGATCAATTCAAGCTCTAGA 
TTCATGGTAGAGAACAAGTATGTTCGGCTGGTGGCTAAAGATTGAAGCACATTTTGGAGAGAGCCTA 
 
>0805-94-(6-5-06)_E01 
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GCCTCCTCCTCTTCCTCCTCCCAAGGTAATTCCAGGGATGTACTGTGGGCAGGAGTTTGGGGGGGCGGCG 
GCAATGCCTAATTATGGGTATACTTCATCTATGTTTTACAGGGGAGTGCCTCCAAATGGCTCTCCTCCTT 
GGAGACCGGACGATAAAGATGGTCATTTTGTTTTCGTTGTCGGAGAAACTTTAACTCCTCGATACAGGAT 
TATTGGCAAAATGGGTGAAGGGACATTTGGACAAGTCTTGGAATGCATTGATAATGAAAAGAAAGAAGTT 
GTGGCTATCAAAGTTGTCCGTTCCATACACAAATATCGAGAAGCAGCTATGATTGAAATTGATGTCTTAC 
AGAGGCTCGCTAGACACGATGTTGGTGGGACCCGTTGTGTGCAAATACGGAATTGGTTTGACTATCGTAA 
TCATATTTGTATTGTATTTGAGAAGCTTGGACCAAGCTTATACGATTTTCTTCGCAAAAACAGCTACCGT 
TCATTTCCCATTGATCTTGTTCGGGAGCTGGGCAGACAACTTTTGGAGTCTGTAGCATTTATGCATGAAT 
TGCGCCTGATTCACACTGATTTGAAGCCAGAAAACATTCTTCTTGTTTCCTCTGAGTATGTCAAAGTGCC 
AGATTATAAGTTTCTATCACGGTCAACAAAAGATGGTTCATATTTCAAGAATCTTCCCAAGTCAAGCACC 
ATTAAACTCATTGACTTTGGAAGTACTACATTTGAACATCAGGACCACAGTTATGTAGTGTCAACTCGTC 
ATTATCGTGCACCAGAGGTCATATTGGGTCTTGGGATGGAACTATCCTTGTGATTTATGGAGTGTGGGTT 
GCATACTTGTTGAACTTTGCTCTGGAGAGGCACTTTTTCAAACACACGAAAACTTGGAACATCTTGCC 
 
>0806-94-(6-5-06)_F01 
ACCTGGGTTCCTGAAGGGCGGGTGGTTAGGTCGTAACTACTGCCCCCGCCGGCTGAGTCTCCGAGCGGCC 
GGGCTCGGAAGCCACGAGCCAGCTGAGGCGTTCTCCGCTTAGTGCCTACGGCATGGGTCAGCTCTTTCTG 
CCACCTCCGCCTTCGCGGTCCTCACCTCTTTGCGGGTGAAGTTACCTTTGGGTTTCCAGACCTTGGGGGC 
CTGAGGCCCAAACTCGGGACGAACCCCTAACCCACCTCTCTTTTCCTGTCATTCTCCAACTCTTACTTTG 
TACCACGGAATCACTTGGCCTTAAAGCTAGCCAGCTCGGCCGTGCCTTGAGGCCAGGTTCGAGAGATAAA 
GGTAACCGTGGGGAAAGCGGCCCCCCAGTGGACAAAGGCGGAGGCAAGAATAGAGCAGGCCTGAGGGCCA 
TAGGCGATGAGAATAGGCAGTTGAGGGGTGAAAAAGAAAACAAACAAACAACAACAACAAACCCTGAAGA 
GTACTGAAGATTTAGAAGGGACTGGAAAGGACTTGTTGCGCAATGGAAGAATCTGACTCTGAGAAAACGA 
CGGAGAAAGAAAATCTGGGGCCGAGAATGGATCCACCACTAGGGGAACCGGAAGGATCGCTTGGGTGGGT 
GCTACCAAATACAGCCATGAAGAAAAAGGTGCTGTTGATGGGTAAAAGTGGGTCTGGTAAGACCAGCATG 
AGGTCTATTATCTTTGCAAATTATATTGCCAGAGACACACGTCGCCTTGGCGCAACAATACTAGACCGTA 
TACATAG 
 
>0807-94-(6-5-06)_G01 
ACAAGGGTGTTCGGATCAAGGAAGAAAGTATTCCTTGGGAAGAAACTTATAGAATTTGCTCTTCCAGCTC 
GTCATGGGGATGGTGTCATGCTTTTGAAGAGCTATCTCTGCTGATATTCATTATATATAGGTGGTATCAA 
CATACACTAGATGTTTAATTATGATTCTCTCTTCTTCCTTTTTTGGCAGATACGGGGGTGGAAGGTTTGG 
GAAAAGGAAATTATTCATGAAAATGAAACCTTGAATGGTATATTAGTGAAAGATGATAATTACTTACTGC 
TTGTTGCTACTAGATTACATTGTCAGCATGGAAAATTTCGTTCATGCTGAATTGGGTGTGTGCCTATTAT 
TCAGATCCTCAAAGATTCAGGCTTACTCATGAGACATCCTTTGTAAGAGACCACACTAGTTTCTGGACTA 
AAACAGCAATCTCCTTCTACTTTGTCTGCTTCTGGCGACAGTTCTTCAGATCTGTTCGTAGGGCTGACTA 
TTTGACCATGCGACATGGATTTGTTACTGTTCATTTAGCACCCGGAAGTAAGTTTGACTTTCAAAAATAT 
ATCAAGAAGTCATTAGAAGATGACTTCAAGGTAGTTGTGGGAATCAGTCCACTATTATGGGCTTCAGTAG 
TTTTCTTTCTGCTTATTAACGTCAGTGGATGGCAGGCTATGTTTTGTTTGTCCATACTTCCTCTACTTGT 
AAGAAACTCATTACAGAAATTATCTGAA 
 
>0808-94-(6-5-06)_H01 
GTGGGAGTAATGGATCATCAGAATTTGGTCCCTCTCAGGGCTTATTATTTTAGCAGGGACGAGAAGCTGC 
TTGTCTATGATTACATGGCTATGGGAAGCTTATCTGCTCTCTTACATGGAAACAAAGGAGCAGGAAGAAC 
TCCATTGAATTGGGAAATCAGGTCTGCCATCGCCCTTGGAGCTGCTCGTGGCATTGAATATCTGCACTCT 
CAAGGCCCTAACATCTCTCATGGAAACATAAAATCATCCAATATTCTTCTCACCAAATCCTATGATGCCC 
GAGTTTCAGATTTTGGTCTTGCACACCTTGTTGGGCCCTCCGCCACTCCCAATCGAGTTGCTGGCTACCG 
TGCCCCTGAAGTCACTGACCCTCGGAAAGTGTCCCAGAAGGCAGATGTTTATAGTTTTGGCGTATTGCTC 
TTGGAACTGCTAACTGGGAAGGCCCCCACTCATGCCCTTTTGAATGAGGAAGGAGTTGACCTACCCAGAT 
GGGTGCAGTCCATAGTTCGAGAGGAGTGGACTTCTGAGGTTTTTGATCTTGAGCTCCTCAGGTACCAGAG 
TGTCGAGGAGGAGATGGTTCAGCTCTTGCAGCTTGCAGTAGATTGTGCAGCCCAATATCCCGACAAACGC 
CCATCCATGTCTGAAGCGACAAGACGCATTGAGGAATTATGCCGTTCTAGCTTGCGAGAAGATCATGACC 
CACAACCCGATTTCATCAATGTTGCAGCAGATGATGAGTCTTCTCGGTGAGTTCCTTGGGCCCTGCCAAC 
ATATTCTCCAAATGGATTGTAGAAGAAACTTCATTGCTTTGTTATGCCCATATCTTGCGTGGTAATTCTG 
GTGTTTTGGTTGTATCATTTGAATCCGGGCCGCCTCATCTTCTTTAATCAACTGTCAATTTTATTTTTTT 
CTTTTGCTTATTTC 
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>0810-94-(6-5-06)_B02 
AAAGAAGAAGAAGAAAAAGCTAAGCGAAAATGAGTGGGGAATCTGATCAAAAGCACTCAACAACGAAGCC 
AATTGTTGAGTCTGATCCCAAATTACACAACGATAAAAATAGCGCTAATTCTCCTCACTCCACCGACTAT 
GCTCCTTACCCTAAGCTCGATCCAAACGACGTCGATCCTCCGCCGCCTCCTCAAGACGACACGTGGAGCA 
GCGTTCCCATGCAATCGCAATCGCAGCCGAAATCGCAACCGTCAATTCCGACGGAGAATCCAGTGCACAG 
CGAAGCTAGGGCTCCGATCGCCGACGACGCCGCAACCACCATGCCGACCGAATCCAATCCATACATATCT 
CCTGCTCCGGCGCCGGCTCCTTCCTCCGTCAAGAATACGGTGGAGTCGGTTAAAGATGTGCTTGGGAAAT 
GGGGGAAGAAGGCGGCGGAGGCAACCAAGAAGGCTGAGGATCTCGCTGGGAACATGTGGCAACACTTGAA 
AACGGGTCCTAGTTTTGCTGATGCTGCTGTGGGAAGAATTGCTCAAGGAACAAAAGTTCTTGCAGAAGGT 
GGTTATGAGAAGATCTTTCGATCAACTTTTGAGACTGTGCCAGAGGAGAAGCTTCAAAAGACATATGCTG 
CCTATCTATCCACATCTGCTGGACCAGTAATGGGAACTTTATATCTGTCGACGGCAAAACTTGCATTTTG 
TAGTGACAATCCACTTTCTTACAAAACTGGCGACCAGACTGAATGGAGCTATTACAAGGTGGTTATTCCA 
TTACACCAGTTGAGGGCAGTGAATCCGTCAACAAGCAAAGTCAAGCCAGGGGAAAAAATACATACAGGTT 
ATCTCTGTTGACAACCATGAATTTTGGTTTATGGGCTTTGTAAACTATGATAGTGCAGTGAAAAATCTGC 
 
>0811-94-(6-5-06)_C02 
ACTACTGCATCTGTTGAAAATGTTGGACTCCTTGGACTGACTCACATAGGGAGCAGAAGAGTAGTGCAGA 
TTTCAACTGCTTTCATGATCTTCTTCTCCATATTTGGGAAGTTTGGTGCATTGTTTGCATCTATTCCTTT 
ACCAATATTTGCTGCCATATACTGTGTTTTATTTGGCTTTGTTGCTGCTGTTGGGATCTCATTTATGCAG 
TTTGCAAACCCTAATTCCTTGAGAAACCAATATGTTTTGGGCCTGTCCCTGTTCCTGGGGATATCAATAC 
CTCAATATTTTGTCATGAGCACTGATATGAATACTGGTCATGGACCAATTAGAACAGGTGGTGGATGGTT 
CAACGACATTTTTAACACAATATTCTCATCACCGCCAACTGTGGCAATGATTGTTGGGACACTGCTTGAT 
AACACGCTTGATGCAAAGCACGAAGTTAATAACAGAGGACTTCCATGGTTAATTCCCTTCCATAGGAGGA 
ATGGAGATTCTAGAAGTGATGAGTTCTACAATTATCCCATGAGGTTAAATGAGTACCTCCCCACCAGATT 
TATCTGAACTCTTAAACCTGTTATTGTATATTAGATATATATTTACTATGAACAAAATATTGGTTGTGTT 
TTTTATGCAAAACAAGGGGTATTCTAAATATAGAAGTAATAATGTCACCAAAGGTGAGCCCGCAGAGTAC 
TTCCCTAGTTCACTTGACCTCATATCTCCATGGCTGCTTGATATCCCTGCCCAAGTGCTAGCGTGACTAC 
TGACTAGTTTTTCCCAGTAGCCCATATGGAATTCTTGGTTCACTTGGTGTGTCCACTACTTGGTTGGGAT 
GAGTTCCAAACACTTGATCTTTAGTGTGAGTTCCACATTGTTTATTCACTAAAATATTACCAACAAGAGC 
GCTTGCGGCCTCATATTGTTTAACATCCCTT 
 
>0813-94-(6-5-06)_E02 
GGGTCTAAAGTGAACAATCACACAGGCCTAATTGTTGGTGTTTCTGTTTCAGCTACTTTGGTTATAATTT 
TGGTGATTGGTTCGGCTTTTTACCTCATAAGGAAAATCAAGAACGCTGATGTGATTGAGGCCTGGGAGCT 
TGATATTGGTCCACACAGATTTACTTACAAGGAGCTTAAGAAAGCAACAAGGGGTTTTAGAGATAAGGAG 
CTAATCGGGTTTGGTGGGTTTGGTCGAGTCTATAAAGGGACACTGCCAAATTCGAACACCCAAGTTGCAG 
TTAAGCGAATTTCGCATGAATCAAAGCAGGGTTTGCAAGAATTTATATCTGAGATTGCTACTATTGGTCG 
ACTTCGACATAGAAATTTGGTTCAATTATTAGGATGGTGTCGGCGAAGAGCGGATTTGTTACTTGTTTAT 
GACTTTATGCCTAATGGAAGCTTGGACAAGTACATCTTTGATGAGCCTAAAGCAATTCTGAGCTGGGAGC 
AGAGGTTTAATATTGTCAAAGGTGTGGCTGCAGGGCTTTTGTATTTACATGAAGAGTGGGAACAAACTGT 
GATTCACAGGGACATCAAGGCAGGGAATGTTTTATTAGATTCTGATCTAAATGCAAGGCTTAGTGACTTT 
GGTCTTGCTAAACTATACGAGCGTGGCAGCAATCCAAGCACTACAAGAGTTGTGGGCACGTTGGGTTATC 
TAGCCCCCGAGCTCACACGCACAGGCAAGCCTACAGAAAGCACAGATGTGTTTGCATTTGGTGCTTTGGT 
CCTAGAAGCAGTATGTGGTAGAAGACCCATTGAGCCTAAAGCATTGCCTGAGGAGCTAATGTTGGTGGAC 
TGGGTGTGGGAGAAGTGGATACTTGGAGCAATTCTTGAAGTTGTGGATTCAAGGTT 
 
>0814-94-(6-5-06)_F02 
GAAACTACTTCAGTATGGCTGGAGGTCTCTGAGGTGAATGGTGATGATGTGGTTTGCTTGATAAAGAATT 
CTGCTACCTTGTCTGGGTCGCTGTACACTTTGCATGTCTCCCAAATTCATATTGATCTACCTACACTCAC 
TGATAAAGATAAGGAGGTTATAAGGACATGGGGTGCTAGAAACAACATAGACTTCCTCTCGTTGTCGATT 
ACACGGCATGCAGAAGATATTCGCCATGCCCGGGAATTTATTTCTAAATTAAGTGGCCTCCATCAAACTC 
AAATTTTTGCAAAGATTGAAAACGTAGAGGGGTTGACTCATTTTGATGAGATCCTAAAAGAAGCAGATGG 
TATCATTATCTCGCGTGGGAACTTGGGGATAGATCTCCCACCAGAGAAGGTGTTTCTATTTCAAAAGGCT 
GCTGTTTACAAGTGCAACATGGCTGGAAAGCCAGCAGTGGTTACTCGTGTTGTGGACAGTATGACTGACA 
ACCTGAGACCTACTCGTGCCGAAGCAACAGATGTTGCCAATGCAGTATTGGATGGGAGTGATGCGATTCT 
TCTAGGTGCAGAGACCCTGCGGGGATTGTACCCAGTAGAGACCATTTCTATTGTTGGAAAGATTTCTGCA 
GAGGCAGAGAAGGTTTTCAATCATGACCTATACTACAAGAATACTGTCAAATATGTTGGAGAACCAATGA 
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CCCACTTGGAATCTATTGCTTCCTCTGCGGTTCGTGCAGCCATCAAGGTGAAGGCCTCTGTAATTATTTG 
CTTCACTTCATCTGGAAGAGCTGCAAGGTTAATTGCAAAATACAGGCCAACAATGCCTGTCTTGTCTGTT 
GTCATCCCTCGGCTTCAAACAAATCAACTCTGCTGGACTTTTACTGGTGCTTTTGAGGCAAGGCAATCAC 
TAATTGTTAGAGG 
 
>0815-94-(6-14-06)_E05 
TTCTTATCCGAAAAGAACGAATGGAAGCTCGTGCGTCTGCGCATTTTTTGTGTCACTTTTACGGGTCAAG 
CCGCCGGCTTGTGATTTGTGAACGCACAGTTTGAGTTTGCACCAAGAAACGCACACCTTTTTCTGGGTGC 
TATGGTACCAAAAAAACACAGCTTCTCTCTTCATCTACTTGAAATACAATTCCTGATATAATAACACAGT 
ATACAGAAGATGGGTAATCTGCTTTGTTGTGTACAAGTTGACCAATCCACTGTGGCTATCAAGGAGAAAT 
TTGGTAAGTTTGATGAAGTTCTTGAGCCAGGATGCCATTTCTTGCCTTGGTGCCTTGGAAGTCAGCTTTC 
TGGTCATCTCACTCTTCGGTTACAGCAATTGGATGTGCGATGTGAGACTAAGACAAAGGACAATGTATTT 
GTCAATGTCGTTGCCTCTATTCAATACCGTGCCCTGGCAGACAAGGCAAGCGATGCCTTTTACAAACTCA 
GCAACACAAGAAGCCAAATCCAGGCCTATGTGTTTGATGTAATCAGAGCAAGTGTCCCAAAGCTCACCTT 
GGATGATGCTTTTGAACAGAAAAATGACATTGCCAAAGCTGTAGAAGATGAACTTGAAAAGGCCATGTCT 
GCTTATGGGTATGAAATTGTTCAAACGCTCATTGTTGATATAGAACCCGATGTTCACGTCAAGCAAGCAA 
TGAATGAAATCAATGCAGCTGCAAGAATGAGGGTGGCAGCCAATGAGAAGGCAGAGGCTGAGAAAATCTT 
GCAAATTAAGCGAGCTGAGGGTGAGGCTGAGTCGAAGTATTTGTCTGGGCTGGGTATTGCTCGCCAACGT 
CAAGCAATTGTTGATGGATTGAGAGATAGTGTG 
 
>0817-94-(6-5-06)_A03 
GTTGACCGTTCTATAAAAACCTAGAATTCTCTCTCACTCACTCACTCACTCACTCACTCTTCCGTCAAAT 
TTCAATGGCGTCCGTACAACTACAAGCCTCAATCCCTGCTGCAATCTCTGCAATCCGTACTCGCAAACCG 
TACTCGTCTTCCTCTTTCACACCTTCTCCGCCGCTGGTTTCCTTCGCTGCTAAGTCGCCGGAGACTCACT 
GGAAACGCGTTGGCCGGAGATTCGCCAGCAGAGCTATGGTTCAGCAGGCCGTACAAGGAGCTCCCGCCGC 
CTATGCCAAGGAAATGGAGAGGCTTTCCGCTAAAGAATCCCTTCTTCTCGCCTTTAAAGATTCTGGGGGT 
TTTGAAGCCTTAGTAACTGGTAAGACGACGGAAATGCAGCGCATTGATGTGAATGAGAGGATAACTGGTC 
TGGAGCGGCTCAATCCCACACCTAGACCAACAACGTCGCCCTTTCTGGAAGGTAGATGGAATTTTGAGTG 
GTTTGGGTCTGGAAGTCCAGGATTATTTGCTGCTAGAATTTTATTCGAGAGATTTCCTTCGACTTTGGCT 
AATTTGTCAAAAATGGACGTGGCGATCAAGGATGGATATGCAAAGATTACAGCAAATTTGAAATTATTGA 
ACTCGATAGAAAGCAAATTTATTCTTTCCACCAGGTTATCTGTGGAGGGACCACTACGAATGAAGGAGGA 
ATATGTTGAAGGGATTATTGAGTCCCCAACAGTTATTGAAGAAACAGTACCAGAACAGCTAAAAGGTGCG 
CTTGGCCAGGCAGTTAACACAATGCAACAAATGCCTGTTCCTATTCGGGATGCCATTTCCAGTGGGCTGA 
CAATTCCTATAAATGGAGCC 
 
>0818-94-(6-5-06)_B03 
CAACAACCTCTGCGAAATCCAGCACCACCACGGCTACGGCCATAGCAATGGAAGACGAGCGGTCTGAAAC 
TCGAGACAGCTGCTACTACCCTGGGTGTAGAAAAGATGCAAATTGCAACTGTGAGATTTGCTTGGCTAGC 
ATCAATGCCACGCTTGATCTCATGCCCGTCAGTGTCCACAAAACCACACTCACAAAGCTCTCATCTTCTC 
GTGCCCAAAACAATGACGTCGAACGCACGCCCATCTCTTTCAATGCTTCGATTTTGTCCACCCCCAGATC 
GAGCTCTCGCCCTGTTTTGGCCTCCCCGGTTCTCAAATCGAGCGCGAGATCGAATTTGATGGAAAGGATG 
GAGAAGAGTGAAAAAGAGTGGGTTTGGAAGGGTTGGTTTGTGAAATTGGTGGTGGGTTTGAGCTTGTTTT 
TTGTGGTGGAGTTTG 
 
>0821-94-(6-5-06)_E03 
CTCAACTCTTCAATTTCTCCTCATACAAATACTCAGACAGCCTAACAGTGGTGGGCATCTCATTCTGCAC 
CGCCATAGTCTGCGAGGCCATCTCCTGGCTCCTCATCTACCGCACCAACTCCTACAAATCCCTCCGCTCT 
TCAATCGACAAAGCCGCCAAAAAACTCGAGACCATGAAAACCGAATCCCCAAACTCTTCCTCCTCCTCCG 
TCGCTAAAGTCAAAATCAGCAACAAGAAATCCAAGACCAAGAAGATCGATCGCGTCGAGACGAGTCTCAA 
GGAATCCAGCCGCGACCTTTCTCTCTTCAAGTTCAAGTCCGGTGCCGTGGTCGCGCTTGTTCTCTTCGTC 
GTTTTTGGCCTCCTAAACTCCTTGTTCGAAGGCAAGGTTGTGGCGAAATTACCGTTCAAGCCCTTCGGGA 
TCGTCATGAAGATGAGCCATAGAGGTTTACACGGCGACGATGTCACCGATTGTTCGATGCCATTTTTGTA 
CTTTCTTTGCTCGATTAGCATTCGCACCAATTTGCAGAAATTCTTAGGGTTCGCTCCGCCACGTGGCGCC 
TCGTCCGGCCTCTTCCCCATGCCTGATCCCAAGACCAATTGATCTCATCTGGTTTGCGAATCTAGTCTCC 
CTTTTTGTTTTTCATAATTTTTAGGTCATGTGGAATGCCTAAAAGGAACTGATTTTTTGTTTATGAATAT 
TTGGGTTGGATTTGAAATTCCTTGACCTGAAAATAATTGGGTGCCACTTCCTAATTAGTTTTCGTTTTTT 
AGCTTATTGATTTGCTCTTTGAATGGAAAATTCAATGTCTTTTACTGTGGGGTTATTGCAATGCTTGTGC 
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CATTTGGTCATCTCATTTATGTGAGGTTAA 
 
>0822-94-(6-5-06)_F03 
GTTTGGTTACCAAAAGAAACTAACAAAAAACAAAAACAGAGAAACAACCTTTTTGGTTTCATTGTTTTAG 
GGTTAGGGATTTTGTTTCTGCTTTTGTTTAATTTTGTGTTTGATCTTCCAAACACAAACTCTAAAAAAAA 
TAAAAAAAGATGGAAGGAGAGTTTCAAGACTGGGAGGTGCTTCCCAACTCGGAGAGTGGCGTGGTTGACT 
CGTCCGAGTTAGATGAAACAAATCAGAGAGAATTCGAGGGAATCGAAGGTGACTCGGAGGGGATGATTCA 
GTCTGATTACTTCTCGCTGGAGAATCAGGAGAGGTATGCAAAGACTACTATTGTTGCCGCGAGCGAGGCT 
GGTGATTCGGTTGAGTCAGACAATCCGAGTTGGGTTGATCCCGGGTCGGAGACTCGGTTTGCAAATAAGA 
GCTCGGGCGAGCTCTGGTCCGATTCGAGCAGCGATCGTTCTGACGAGCGTAAATCCGGTGACTTTGATGC 
TAAACAGGAACTGGGTCTTTCGGAAACTGTGAAAAACCTAGTGGGTTTTCAAGGGATTGAAGAAATGAAA 
TCGCTGGATGGAAATTCGGCTAAATTCGATGACTTTGATGTGAAGAACGAATTGGGTTCTTCAGAAAATG 
CGAAAATCCAAGTGGGTTTTGAAGGGTTTGGTGAAATTCAGACCCGGGATAAGGATTCAATCGGGTTCTG 
GGCTGATTCTGGTGATGATGCATTGGTTTCAATGAAATTTGGTGATGATTATGTTAAGCAAACAGAGGA 
 
>0823-94-(6-5-06)_G03 
GATCAAGAAGCCACCTCAGAGCTACTGCCCATCAATTTTGATGGGTTGTCAAAGGCAGTGAAGAAGGGAG 
ACACCATTTTTGTTGGTCAATATCTGTTCACTGGAAGTGAAACTACTTCAGTTTGGCTGGAGGTTTCTGA 
AGTGAAAGGGGAAGATGTAGTTTGTGTATGTAAGAACTCTGCAACACTGGCTGGGTCATTGTTCACTTTG 
CACGCCTCTCAAGTTCATATTGAGCTGCCTACCCTCTCTGATAAAGACAAGGAGGTTATAAGTACTTGGG 
GTGGGGAGTTCAAAATAAAATTGACTTCCTCTCACTATCATATACCCGGCATGCAGAAGATGTTCGCCAG 
GCCCGCGAGTTTCTTTCTAAGACGGGTGACCTCAGTCAGACTCAAATTTTTGCAAAGATTGAAAATGTAG 
AGGGGTTAAACCATTTTGATGAGATCCTTCAAGAAGCAGATGGTATTATCCTTTCTCGTGGGAATTTGGG 
CATAGATCTCCCACCTGAGAAGGTGTTTTTATTTCAAAAAGCTGCCCTCTACAAGTG 
 
>0824-94-(6-5-06)_H03 
ATAAATTCTCTCTTTCTCTCTTTCTTTCTTTCTGCGTTTCCCTTTCTTCACCTGCAAACTTCAATCTCTC 
TCTTCCCCAAATCTTCGAAGAATCAATGGCGAACAGTAATCTTCCTCGAAGAATTATCAAGGAAACCCAG 
CGGCTTCTCAGTGAACCAGCTCCCGGAATAAGTGCTTCTCCTTCCGAAGACAATATGCGATACTTCAATG 
TTATGATTCTTGGTCCAGCTCAATCTCCTTATGAAGGTGGAGTGTTCAAATTAGAATTGTTTCTTCCTGA 
AGAATATCCAATGGCAGCTCCTAAGGTTCGCTTCCTGACCAAAATATATCATCCTAATATTGATAAGCTT 
GGAAGGATATGCCTCGATATTCTTAAGGACAAATGGAGTCCAGCCCTCCAAATCCGAACAGTATTGCTGA 
GCATCCAAGCTCTTTTGAGTGCTCCAAACCCTGATGATCCACTTTCCGAGAACATTGCAAAGCATTGGAA 
GACAAATGAAGCTGAAGCTGTTGAAACAGCCAAGGAATGGACCCGTCTGTATGCAAGTGGAGCCTGATGA 
GCTTGTTGGTCAACATATCAATCTCTAAAATGTCTGTTAAACTTGATGGTTGGTTTGTCATTTGGTATTA 
AAAATATGAATGGAAAAATGATCTGTGACTTGATCTATGAAAGATGAATCTTCTTGAGAACATCAATTAA 
CTGAGAGTCATCATCAGGAATGAACAAATGATTTCTGAGTTGATCAATGAAAGATGATTCTTCTGAAGAA 
CTTCATTTATTTGATAGTCATCTTTAATACTTGAAAGGCTTTTTCATCTTTTGAAGAGCCTGCTTTTAAG 
ATCTGCATGATTATATTGAAGTTTGATATCGATTTTTTTGTGCACTTCAACTTTAATTTTA 
 
>0825-94-(6-5-06)_A04 
ATAGGAGGAAGCAGTTTGAGCTTGAGGATTTGCTTAGAGCTTCGGCGGAGATGCTTGGAAAAGGGAGCTT 
GGGGACGGTGTATAGGGCGGTGCTCGATGATGGAGCAACCGTGGCTGTGAAGCGGCTCAAGGATGCGAAC 
CCGTGTGCGAGGAAGGAGTTTGAGCAGTATATGGACTTGATAGGGAAGCTTAAGCATCCAAATATTGTGA 
GGTTTAGAGCTTATTACTATGCCAAGGAAGAGAAGCTTCTTGTCTATGATTATCTTCCTAATGGGAGCTT 
GCATTCACTTCTTCATGGGAATCGGGGTCCGGGGAGAATTCCTTTGGATTGGACTACAAGGATCAGCTTG 
GTGCTAGGAGCGGCTCGAGGACTTGCAAAGGTTCATGAAGAGTACGAAGGATCGAGAATACCACATGGGA 
ATGTGAAATCTTCGAATGTACTTCTTGACAAGAATGGTGTAGCTTGCATTTCTGATTTTGGGCTTTCCTT 
GCTTTTGAACCCGGTTCATGCCATTGCAAGATTAGGAGGGTACAGGGCTCCTGAACAAGCAGAAATCAAG 
AGGCTGTCTCAAAAGGCAGATGTGTACAGTTTCGGGGTCTTATTGTTGGAAGTTCTAACAGGGAAAGCTC 
CATCTCAATACCCTTCACCAACTCGGCCTCGGATGGATGAAGAGGAACAACTGGCTGTGGATCTTCCCAA 
ATGGGTTCGGTCGGTTGTGAAGGAAGAGTGGACTGCTGAAGTGTTTGATCAAGAACTTTTGAGGTATAAG 
AACATTGAGGAAGAACTTGTGTCAATGCTTCATGTGGGGTTGACTTGTGTGGTGCCACAGCCTGAAAAGA 
GG 
 
>0826-94-(6-5-06)_B04 
TGGGGACCTCCTGTTCCTCCTCACTATTCTCCTTATGCACCTCCTCCCCCTGGTTCAACCATGTATCCTC 
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CTGTCCAGGGTCAACCTATGCCACCTTATGGTGTACAGTATCCTCCGCCTGTGCAGCCAGTTCCCCCTGG 
TGCCCCTTCTCAGCCTCCAACTTCAAGTGAAGCACAACAAAGTTACCCTCTTGGAGTGCAAACTGAAAAC 
AGTACTTCTGCTCAATCTATACCAACCAATATGTATGGGAACTCTATGGCTGCAGCGCCACAACCTACAT 
ATCCCACATCTTCATATGGCTATCCATCTTATTACAGTGCAGTTCCACCGCCACCTCCGCCTCCTGCATC 
TGTTCCTGGCTCAACTGCTGATCAATCACAGAGCATTGGAAATGTTCCTTGGGCCACAAATCCACAGGTT 
CCCCCTCCTGGTTCTTCTGCAGAGAAGACAAACTATGGTGCAGATGCAGAGTATGAGAAGTTTATGTCAG 
AGATGAAATAATTTGGGTTCTTTTGTTACCAACAAGTTGATAGGCTGATGTTTCATGGAGATGTGTCAAC 
CTGATTTCTTTCCTCTTGCCATGATTTTGTTGGAAGTTGGGACTCACATCTTTAACCTTGCTGTGCTGTT 
ATGACATTTGCAGAGACTTGGAGTAGTTCAGCTTGTAGAGTCTTGTATTGGAGAAGCCACTTATATGATT 
ATTATTATGAATCTCTGGGTGCTCTTGTAGGACTTAAAATTCTTTTGGTGCTTGCTTGTTACCTTTTACA 
GAATGTCTGTCTCCTAATGTTTTCTTTCTATCAGTTATCTGAACTTTTTTCC 
 
>0829-94-(6-5-06)_E04 
TACCTCCTGGTGTTTATGACCCTGAGAGCATGAGGCCTGCTTACTTACCAAATGGTCTAGAGCCAAATGG 
AATGCGCTATCCTGAAACACATGGAGAGCGCCATTTGAGATCTGATTCAAGCAGCAGTTCTTTGTTGGCT 
TCCACAGGAATTGACTCTGATTTAATAAACGGAACTCGAGGACCAACTCCTTCACCTGGAGATCTGCCTG 
GAACTGATGAAACTAACATATACCACCAAAACCGGGTGCTTATGACTGCCAATGGGACTGATGAAAATCC 
CAATGTCAGGCTGCCAAATGGTGGAGGGGTTCAGCAAAGTGGCAGCAGTGTGTCAGAGGCAGTTGATGGC 
AAGGATTCTGGGTCTTTCCAAGATGGTGAGAATGGTATGAGATCTAAAAATTCTGCGCTGCCTGTTAACA 
GCAATCAAGTTGAGGCAGAATGGATAGAACAGTATGAGCCTGGTGTATATATAACTCTTGTGGCCCTGCG 
AGATGGAACTAGAGATCTCAAACGAGTTCGCTTCAGCCGAAGAAGATTTGGAGAGCACCAAGCTGAGACT 
TGGTGGTCAGAGAACCGTGAAAAGGTTTATGAGAAGTACAATGTTCGTGGGTCAGACAAGTCATCAGTTT 
CTAGCTATGCTGGACGCAGATCAGAGGGAGCTCTGTCACCATCTTCCCAAACTTAGCAAATCGGAGGGAG 
GGATGGAGGGAGGGAATGCCATTCACACTTTTTGCATCGGTAATTATGATGATTTTGAAGCGAACACATT 
TTCTTTTTGGTACTTCTTTCCTTCCTTCTCCCCCCCCTTCCTCTATTTTTTTTTTTTAATTATTTTTTTC 
TTTTTTAGAATCATTTTTGTTCCGTCCAATTAATTTCTGGGTATCTGCCTTTACATATCTCTTGTATTG 
 
>0830-94-(6-5-06)_F04 
GTTCGAGCTGAGCATTCTCAGATTAGTCCGCAGATGGCACCATCATGGTTTGACCAGTATGGAACCTTTA 
AAAATGGACAGATGCTGCCAACATATGATGTGCGGAAAAAGGCTTTGGAGCAGCCTTTCATTATTGGAAA 
GCCATCTGACAGTTTGCTTGCTCATAATTCTGTGGAGCAAGTTAATGCTACTGCTGATGCTAGTCATCCT 
GGTAATGTCCAGCAAAGTTCTACCTCCACATCAATGGCAAATGATCAGTTCTCATCCCCTCATTTATTGC 
CTCCTGATGTCCCTGATCAAAGCCTGGTTGTTGTGAGACCCAAGAAGCGTAAAAGTGCTACGTCCGAACT 
TATACCATGGCATAAGGAACTAACAGAGGGTCCCCAAAGGCTCCAGAATATCAGCACGGCAGAATTAATC 
TGGGCCCAAGCAGCAAATCGACTGATTGAGAAGGTGGAAGATGAAGCTGAAGTAGTTGAAGATGGACTAC 
AGATGCTTAGGCTGAAAAGAAGGCTTATTTTGACAAAGCAGCTTATGCAGCAACTGCTTCGCCCTCCTCC 
AGCAGCCTTTCTATCTGCAGATGCTAGCTCACACTATGAGAGTGTGGCTTACTTTGTTGCTAGATCAGCC 
CTAGGGGATGCATGCAGTGCAACCTTTTGCTCTGGAAGGGATACCCTTGTGCCTCTTGACGGCAGAAACC 
TCCTGTCCGAGAAGCTTAGAACATCTGGGAGAATTGATGATCGATACTTCGCGAAGGTTGTGGAAGACTT 
TATTGGCGAAGTGAGGAAGCTGGAAAATGATCTGTTGAGACTGGAGAATAAAGCCTCAATATTAGACTTG 
AGAGTGGAATGCCAGGATCTGGAGAAGTTTTCTGTCATC 
 
>0831-94-(6-5-06)_G04 
TGCGAATTTCTTTCTTTATCATTCTTTCATCTCTTGGAATTGAGTCTACTAGGGAGGAGCCACCAAGAAC 
TGGCAAGCACTTTGTGCTAATTCATGGAGCATGCCTTGGAGCTTGGTCTTGGTACAAGCTTGAGACACTG 
CTAAAATCTTCAGGGCACAACGTCACTGCACTAGACTTAGGCGCTTCTGGAATCAACCCACTGCAGGTAA 
ATGATCTCCAATCAAGTTCTGACTATTTCAAGCCTTTGAGGGACTTCATGGAAGCTCTTCCTTTTCATGA 
AAGAGTAATCCTTGTTGGTCATAGCTATGGTGGGTATGCAATTTCTCAAGCCATGGAATATTTTCCAAGT 
AAGATTTCTGTAGCTGTTTTTGCCACTGCCTTCATGCCTGGGCTGACCCTCAACTATTCCACCCTCAATC 
AAATGAGAGTGAGCCAACAAGGCCCTCAGCTTGACAATCACTTTACATATGACCAAGGCCCAAACAACCC 
TCCAACTACTTTAATCTTCGGGCCCTTGTACTCGGCATCAGAATTGTTCCCGCTTAGTCCAATTGAGGAT 
TTGACACTGGCTACCTTGTTGTTGAGACCATTACGTTTGTTTAGTGATGAAGACCTGTCAAAGCAGCTAA 
TGCTGTCTACTAAGAAGTATGGGTCAGTTAAAAGGGTTTTCATCATAGCTGAAAAAGATAAGACGATGAA 
GAGAGATTTTCAATTGTGGATGATTGAGAGAAATCCACCCAATGATGTGGTGGAGATCAAAGGATCAGAT 
CACATGGTCATGATGTCTAAGACAATAGAGCTTTGGTCTCGTCTCC 
 
>0833-94-(6-5-06)_A05 
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TTTGGGTTTCAGAAACCTAATCTTATCGCAGCTCTCCACCATGACAGTTTTCTCTTCCACAAAGCAAGAT 
GATCGTGACCAACATCCAAGGACCTCTTATTTTAATTCCCCACCGTTGGATATCTCTGTTGCGTTCCCAC 
AAGCAACTCCAGCTTCCATTTTCCCTCCTTGTACGTCAGACTATTATCAACTTGATGATCTACTGAGTCC 
TGAGGAGCAGACTCTGAGGAAGAATGTAAGAGAGTGTATGGAAAAAGAAATAGCCCCAATAATGACAGAG 
TATTGGGAGAAGGCGAAGTTTCCCTTTCATATTATTCCAAAACTTGGTGCCTTGCGTATTACTGGCGGCA 
CAATCAAGGGTTATGGGTGTCCTGGTCACTCCATTACTGGAAGCGCTGTTGCTACAGCAGAAGTTGCTAG 
AGTTGATGCAAGCTGCTCTACTTTCATACTGGTGCATTCATCTCTGGCAATGCTAACTATTGGTGAGATC 
TCCATATTACCTTTCAATTGTCTTGACCTGATAAAAGTAGTGGAAGGGTTTTATTTATTTTAATTTTTTA 
ATTAAGAAAAACAAGACGCTGTTAATAAATCTTAATATTACTTGTCTGGACTGCCAATTATAGCATTGTG 
TGGATCGGAGGCACAGAAGCAAAAATATCTGCCTTCTTTGGCAGAGTTAAAAACTGTAGCGTGTTGGGTA 
AGAAGCCCTTGGCATTCTATTACCATATGGGATTCCAAAAACACATTTAATATGAGTTTCTGTCAAACTT 
TAGTTACTGAAATATGTTGTTTCCACATCTTAAGGCTTTGACCGAGCCTGAATATGGAAGTGATGCTAGT 
GCATTGAAAACGATAGCAACAAAGG 
 
>0834-94-(6-15-06BAD)_H10 
ATTTTCCCTTCTAAAAGAAGAAAGGTAAATGCACCTGAAGTTGTTCCTTCAACAACATTACCTGCTAGAA 
GAAAGGAGAGATCACTATCATCGTTGGTGGTAAACACTCCTAGAGTATCGACACAGGTTACTATGACTGG 
AAGAAGATCAAGAGCTGTTGCAAGAAAGGCTGCTGCTTTACAGGGCTCCAGGTTTTCCATTGAGAAACTC 
GTTAAAAAGGAGGAAGATTCTGTGCGAGATCATCCTGACAGTTCAAGCTCACCTGAGACTTCAAATAAGT 
TTCCTCAGAATACTAGGCAGGGGTCTGATGCTAAATTAGAAGCTGCGCAAACCAACACCGAAGGTCAAGG 
GCGAAAAACCAAAAGCAAGGAAATGAAATTCAGATCAAAAGTTGAGGTTGAGAAGAATATCACTGATCCT 
GTCTCTTCAGAACTAGGAAAACCCAAAATTTTGCGAAGGGTGAGACGAAAAAGGAAATCTGCTTTTGGAG 
AATCAGAAATTTCACCCCAAGCTGTGCTAGAAGCTGCTGGTGGTAAACATGAAAGAAGATTTGGTCCAGT 
TTGGTTCTCTCTAGTAGCTTCAGAAGACCAGGAAAGGAAATGCACCTTTGCCACAAA 
 
>0835-94-(6-5-06)_C05 
GATGATGGAATTGCTCCTGATCATCGACCAACAAATGCCTGCACGAGAGTTGTAGCATATCTTTCCCGTG 
TGCTTGAGTCTGCATTCACTGCACTGGAAGGTCTTAACAAACAAGCATTCCTGACTGAATTGGGAAACCG 
CTTGCATAAAGGGCTGCTTAATCATTGGCAGAAGTTCACTTTTAATCCCAGTGGGGGACTGCGGCTGAAG 
CGTGACATAACTGAGTATGGAGAATTTGTGCGCAGTTTCAATGCTCCTTCTGTTGATGAAAAATTTGAAT 
TGCTGGGCATCATGGCAAATGTCTTTATTGTTGCTCCTGAAAGCCTCTCGACTCTATTTGAGGGTACCCC 
TAGTATCCGAAAAGATGCACAAAGGTTTATTCAGCTTAGAGAAGACTACAAGAGTGCAAAACTCGCAGCC 
AAACTTAGTTCCTTGTGGCCAAGCTTGAGTTGATATGGAAGTGGAATGCTGATTTAAATTTGACTTTGAG 
ATTTCTTGAATAGTTCATAGCAAGCTGTTACTAAGCTGTGGAGACCAACTCCTCAAGTTGAATTAATTTG 
GTGGCACCTGAACCAGTACGAGATTAAATTAATGGCCATGCTGATGAGCTCATCTTTGGACAGAAAATTC 
AGTACAATAGATTTTTTTTTTTTTATTATTATTATTATTTAAATTTCTTTCTTTCTTGGAGTGTATATTT 
TTTGAAGGTATGGATAGGATGAGCAATAGGTTTGTATTCATTTAAGGAATTAACTTATGTTAGGTTCAAT 
AGCTCTTGTTTGTGTGTCGAGGAAATTCATGTCCCGGTGTGCACCCTTGTAAATGATACTTTTTGGG 
 
>0836-94-(6-5-06)_D05 
ACACAAAACAAACACACACAAAATCACAGAAAAAGCACTTTCTACTTATATTGAGGATAATGGACATTCC 
ATTCTTCGCAAGCCGCCGCTGGAATACGAAAACGACGCCGTCGTCTCGGAAAGTAGTGCCGATCCCCGTC 
CAATTCGTCGGGTCGGGGCGGGGCGGATCGGAGTCCGACTCGTCAGCGTTGAAGATCCAGAAGGTGTTCC 
GAGGGTTTCTGGTGAGGAAGAGCGTGAAGAAGATCGCGGCGATCAGGAGAGAAGTCGATGAGGTGGAGAG 
GCGGATCTCGAGGGAGGAGGCGCTGGAATCGATGAAGAACGACCCGAAGGAGAGGCTGAGGGTGAACGAG 
ACGCTGATGAGCTTGCTCTTCAGGTTGGATTCGGTGAGAGGCATCGATTCGGGGGTTAGGGATTGCCGGA 
AGAGTGTGATCAAGAGAGCGATCGCGTTGCAGGAGTTTTTGGACTCCATTGTTGCTGATGAACAAACCCT 
AGGCGATGTTGATGAAGCTTCCGACTCCTCCGGAATCGGTGAAAAGCAAGGTAAAGTCTCTGAGCCTGAG 
GTTGAGATTTCTGGTGCTAATTGCAATTTGTCTGCGAATTGTGATGAGTATGAGAAAATACAAGTTGCTG 
AGTCTATGAGTAATTTGAGTGAGCCTGAAGAGACTCTAAAATCTGCTGCTGATTTAGTTTGTAATTGTAA 
TTTGTCTGCGAATTGTGATGGTTTAGAGTCGGAAAATCGTGTTGATTTTGATGAGTCCGAGAAGATTCAA 
GTTGCTGAGTCTATGAGTAATTTGAGTGAGCCTAATGAGACTCTAAAATCTGCTGCTGATTTAGTTGGTA 
ATTGCAATTTGTCTTCGAATAATGAAGGTTTAGAGTCGGAAAATCGTG 
 
>0838-94-(6-5-06)_F05 
TAAAACTTGTAAATCTCTCTCTCTCTCCCTTTGCTAGCTATACAAAAAATCCAACAACAATGGTCTCTGT 
GAGGACCCAATCTAAGCATGTGTGTGTGATCGGGGCTGGACCATCAGGGCTAGTAGCTGCAAGGGAGTTG 
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AGGAAAGAAGGCCATAGTGTGGTGGTTTTGGAACAAAACCATGATGTTGGAGGCCAATGGCTATATGATC 
CAAATGTTGAGGTTGAGGATCCTCTAGGAAGGAACACTTTTCTAAAGGTACATAGTAGTATTTATAACTC 
TTTGAGGCTCACATCTCCTAGGGAGATCATGGGGTTCACTGATTTTCCATTTTTGGTCAAGAAAGGTAGG 
GACATGAGAAGGTTCCCTGGCCACAAAGAACTTTTTCTGTACCTAAAAGATTTTTGTGAATGGTTTGGGT 
TAAGGGAGATGATAAGGTTCAACACAAGGGTGGAATATGTGGGTTTGTTGGATTCTGAAGCCATTGGCAA 
AGATTTGAGATGGGTTGTTAGAAGTAAAGAGAAGAAGACTGAGAAAGTGGTGGAAGAAGTCTTTGATGCA 
GTGATTGTAGCCACTGGTCATTACTCTCAGCCTAGGCTGCCTTCCATTAAAGGCATGGATGCATGGAAAA 
GGAAGCAAATGCATAGTCATATCTACAGGGTTGCCGAGCCATTTCACAATGAGGTTGTTGTGGTGGTTGG 
AAACTCCTTAAGTGGACAAGATATATCAATGGAACTTGTGGAAGTGGCAAAGGAAATTTACCTCAGCTCT 
AAATCTCTTAACATTTCGGAAGGTCTATCAAAAATTCTCTCCAAACATGACACCTTGCATCTTCGTCCAC 
AGATAGAGTCTCTTCATGAAGATGGACGGGTTCTATTTGTAGATGGCACTTGGGTTATTGCTGATACTAT 
CATATACTGCACAGGG 
 
>0839-94-(6-14-06)_C06 
TGCTGCTTTCTATATCTTTTCCTCCAACAAACCCAAAGGCTGCTTAGATCCTGAGAATTTCAAGCAGTTT 
AAACTTGTAAAGCGCACACAATTGAGCCATAATGTGGCTAAGTTCAGATTTGAACTTCCTACACCAACTT 
CAGTTTTGGGTCTTCCAATCGGACAACATATAAGTTGCAGGGGCAAGGATGGCGAAGGTGAAGAAGTGAT 
CAAACCATATACTCCAACGACATTGGATTCTGATGTTGGACATTTTGAACTAGTTATAAAGATGTATCCA 
CAAGGAAGGATGTCACACCATTTTCGTGAGATGCGGGTTGGAGATTATCTTGCTGTAAAGGGACCCAAGG 
GCCGTTTCAAGTACCAACCTGGCCAAGTTAGAGCATTTGGCATGATTGCTGGAGGCTCTGGAATTACTCC 
CATGTTCCAAGTTGCTAGAGCCATATTAGAAAACCCCAAAGACAAGACAAAGGTGCACCTTATTTATGCC 
AATGTTACATATGAGGACATTCTTTTGAAGGAAGAACTGGATGGTCTTGCTAGTAACTATCCTGATCGCT 
TCAAAGTCTACTATGTCTTGAATCAGCCTCCTGAAGAGTGGCATGGTGGTCTTGGCTTTGTATCAAAGGA 
GATTATTCAAACTCACTGCCCTGCACCGGCCCCTGATATTCAGATTCTGAGGTGTGGTCCACCTCCCATG 
AACAAGGCCATGGCTGCACACCTCGAGGCCCTTGAGTATACATCTGAGATGCAGTTCCAATTCTGAATTT 
CTTTTGCAAGGTCTTTAACCTTGACGATTGCCCTTGAATGTACATCTGATATGCAATTCCACTTTTGAAT 
CTCTTTTGCAAGGTCTTTAAAGTTTAACCTTGATTTGGACTGGCTTTTATTACTTTCAAGTATTGAAGAA 
CAGACATTATATCCTGGGAATTTAATGTCTTTTTCTAAAGTCTAAATGG 
 
>0841-94-(6-5-06)_A06 
TTTTAGTCGCTCTTCTTCTGAAAGGCAGCTAGGGTTTTAAAAACGCTTCCCCTCAAAATCTGCATTCTTT 
TGGCCTCTCGCACACACAACTCAGAAAGAGAAAAGAAAAAACAAAGACACACAGATGGGGAAGAAAGCAA 
AGGGTTCGCGAAAGGGAAAGAAAGCATGGAGAGCAAACATAAGCAGTGCAGACATCGAAGACTTCTATGA 
GAAATCCACAAAAGACGCTCTCTCCGGTGGCTCTCTCTCCTCCGCTCCCAGTGACTCTCTCTTCTTCGTC 
GACAAGTCCACTGATCTTTCGGTGAAGCGGAAGATTGAAAAACATAGGGAGAAAGTACTCCGCTGCGACA 
GCGTGCTACAGAAGAACCCTTTTGTTCAAGCAGTGCCGTCTTCAACACTGAAGAAACCCAAGAGAAAGCA 
GATGGGGGTTTCAAAAGCAAGTGATGCTACTCAAGTTGGTACCAAGGATGATTCAGCTATGGTTGACATT 
TGGGATGACAAAGGTGAAGACAACCGCAAGTCCAAAAAGAAATTGAAACATTCGGTTATTCCAGCAGTAG 
AAGTTGAGCATCCAGGTTGTTCATTCAATCCCTCAGAAGAAAGTCATAAGGATGTTTTGGCTCATGCTGT 
TGCGGAAGAAATGCAGAAAGTCTATCAGAATGAGTTGGGACCTCAGCCAGTCCCATTAACTGTTCCTGGC 
AAAGTTATTGATGAAGAAGAGATGTATTTTATCGATGCGGATAATGCAAGTGATGATGATGATGAGATGA 
ATGTGGAAAATGAAAATGAGGATACTGCACAAGAGAAAAGATCTAGCAAAATAAAGAGGGTGACCCGAGT 
TGAGTTAAATAAGAGAGCTAGACGTAAAGAAAAGATGAAAAAGGAAGCAGAGGCTAGAAAGATGGAGGGA 
GTTTCTAAAGAAA 
 
>0842-94-(6-5-06)_B06 
TTGGACGCGGAATAGTGACTGATGCAATTACAACTCCTGTGGTTAATACTTCTGCTTACTTCTTTAAGAA 
GACTTCTGAGCTCATTGATTTCAAGGAGAAACGCAAGGCAAGTTTCGAATATGGGCGGTATGGAAATCCG 
ACCACGGTTGTTCTTGAGGAGAAGATAAGTGCGCTCGAGGGGGCTGAATCGACCATGATAACGTCATCTG 
GCATGAACATTAGCACGGTCATGTTGATGGCACTGGTTCCTGCTGGTGGGCATCTTGTGACGACGACAGA 
TTGTTATAGGAAGACTAGGATCTTCATTGAGAACTTTCTTCCCAAAATGGGGATCAAGGCTACAGTCATT 
GACCCTGCAGATGTTGGAGCCTTGGAATCTACACTGAATGAGAACAATGTTTCTCTTTTCTTCACAGAAT 
CGCCTACCAATCCTTTCCTCAGATGTGTTGACATTAAGCTGGTTTCAGAGCTTTGCCACAAGAAAGGAGC 
ATTGGTCTGTATAGACGGTACCTTTGCAACACCCCTCAACCAAAAGGCCCTGGCCCTAGGGGCCGATCTT 
GTTCTGCACTCTGCAACAAAATACCTTGGGGGCCACAACGATGTACTTGGAGGTTGCCTTAGTGGTTCTG 
AGAAGTTGGTCACAGAAGTTCGTACTTTGCATCATGTTTTGGGTGGTGCTCTCAATCCGAATGCCGCATA 
CCTGATCCTCCGAGGCATGAAGACACTGCATCTTCGTGTACAGCAGCAGAATTCAACAGCGCTAAGGATG 
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GCCAAGCTTTTAGAGGCACATCCTAAGGTAGCGCATGTCTATTATCCTGGGTTGCCAAGTCATCCTGAGC 
ATGAACTTGCCATGAAGCAGATGACTGGTTTTGGTGGTGTGGTCAGTTTTGAGGTTGATGGAGACCTAGA 
CACCACCATACAGTTCATTGACTCACTG 
 
>0843-94-(6-5-06)_C06 
AAACTCAAAGACACAGAGAGAGAGAGAGAGAGAGAAGGAGAACTCCTCCATCAAAACATGGCCAAGAAAG 
ACCAAAAAATGTCAGAAACAGAAACAGAAGAAGAAGAAACTGAAGCAGAATCTATGTCAGAGTCAGAGTC 
TGGGTCTGAAGAACAAAAACAAGAATCAAAAGGTGGTGGAATAGACTACATTATGAGTCTTCCTGATGTG 
CCTAGGAATCTCCCACCTCACGTTGAGCTGCAAAGAACCCGTGTCTTCGCCAACATTGATGCTCCCACCC 
ATACAGACTCTATACAATACTCTGGTGCTTTTGCATCTGTAGGACTCGATAATAGCTTCCGGTTGGACCA 
ATTCCGCAACAACTTTAGAGTTGAAGTGATTCGATTCTCAGATGATGGCATGGACATGGAGTTTGATATG 
ATTGGTATTGATCCAGCAATTGCAAATGCATTTCGGAGAATCCTGATTGCTGAGGTTCCAACTATGGCTA 
TTGAAAAAGTTTTTATTGCAAACAATACATCACTAATCCAAGACGAGGTGCTTGCCCACAGGTTGGGTCT 
CATTCCAATCAGCGTTGACCCAAGGCTTTTTGAATATGCAGAAAACAATGCACCAAATGAAAGGAATACC 
ATTGTTTTCAAGCTCCATGTTCAATGTGCAAAGGACTTAGAAGAAGAAAAGGGCCAATCTAAAAATAAAA 
AAGAGGAAAAGAAAGTTCCCCCTCGTATCACAGTAAAAGCCAAGGATTTGAAATGGCTGCCTAAAGGAAG 
CGAGTTTTATTTAGAATCAGAGGATTCAAATTCCAATTCATCCTCAAAATCGAAAACATATACTTCATTT 
ACTTGCAGCCAAGATTCTCTCCCGGAATTTTCCAACAATAAAATTGGATTCAAGGAGCCACTTGATGATA 
TTAATATTGCTAGACTTGG 
 
>0844-94-(6-5-06)_D06 
AGGGAGAATGGTGTCCTTGCTTAAAGTGAACCATCAGCAACACTTTGCGGTTTTCTCCAGTGGTATTAGA 
CCCAACAACAGGACTTTTCATCGCAAGTCATCTTTCATCTCAATGTCTTCCAGGTCACCCACAACAATTC 
AACATCTTCACAATACAGTGTCATCATCTTCGAATCACAACCTCGACATTCCCATCATGGTAAATGGTTG 
TTCAGGGAAAATGGGGAAAGCTGTTATCAAAGCAGCAGATTCTGCAGGACTTAATATTGTTCCTCTATCA 
TTTGGCTCTGCAGTGGAGAATGGAAAAACTGTGCAGGTGTGTGGGAAGGATATTCTCATACATGGTCCTG 
ATGATAGAGAAAATGTTCTTGCATCTGTCTTTGATGAACATCCAAATTTAGTTGTTGTGGACTACACTGT 
GCCATCTGCAGTAAATGATAATGCAGAGCTATATTGTAAAGTTGGAGTACCCTTTGTGATGGGAACTACT 
GGTGGAGACAGAGACCGGTTATATAAGACAATAGAAGACTCTAAAGTTTATGCAGTAATTTCCCCACAAA 
TGGGTAAACAGGTTGTTGCATTTCTTGCAGCCATGGAAATTATGGCAGAGCAATTTCCTGGGGCCTTCTC 
AGGTTACTCCCTACAGGTGATGGAATCCCATCAAACAAGCAAAGTGGACACATCTGGAACTGCTAAAGCT 
GTTATTTCTTGCTTCCAGAAATTGGGGGTGTCTTTTAATTTGGACCAAATACAAATGATACGGGATCCCC 
AGCGACAACTTGAGATGGTGGGAGTTCCAGAGGAGCATTTGTCTGGTCATGCATTTCATATGTATCATCT 
GACATCACCTGATCAAACAGTTTCCTTTGAGTTTC 
 
>0846-94-(6-5-06)_F06 
GATCAAGGTTGATCTCCTTGTGGATGTGCCTGTTATTGGAAGAATAACTCTACCACTTGAGAAAACTGGA 
GAGATCCCTATACCTTACAAGCCTGATATTGATATTGAGAAAATAAAGTTTGACAGATTCTCCTTTGAAG 
AAACTGTTGCAGTACTTCACTTGAAACTGGAAAATAAGAATGATTTTGACTTGGGGCTTAATGACCTAGA 
CTATGAGGTTTGGCTGTGTGATGAGAGCATTGGATCTGTAGACCTCCAAAAATCTGCAAATCTTGTGAAA 
AATGGAATCACTTATATTGATATTCCCATCACCTTCAGGCCTAAGGACTTTGGCTCTGCACTTTGGGACA 
TGATTAGAGGAAAAGGCACTGGTTACAGCATGAAAGGAAATATTAATGTGGATACACCCTTTGGAGCAAT 
GAAGCTGCCCATCACCAAGGAGGGTGGTACTACCCGTATCAAGAAGAACAAAGAAGATGGTGGTGATGAC 
GAGGAGGAGGAGGAGGAGGAATAGAGGCGACATTGGCAGGAGTGGTCATATTAGTAGCTGTGGTCTGTTT 
ATCAGTAGTGGTCTATTAGAATAATAGATAAATAGGCACTTGAACTTGTGGTTTTTACATATAGCAGTGA 
TGTACATCTCTTGCAAGGTGAAGTTTAGTAGTTTTATATATGTGTGTTTATGAATGTATTATTCTAATGG 
ATATGAGGTCTGGCGCTTTTTAGCTTGTATGTCTACTCTATTGTTGAGATGTTTGAGCAGGAGATGAAAT 
TGTTGTCTTTCACTTGTGATGTTGTTGATATTAATGAATCGACTTACCATAAGAT 
 
>0847-94-(6-5-06)_G06 
AAAATTAAAAACCCCGACTGAAAAACCGCCGTGTCTACTCCAGCTCGCCAAGAAGAGAAGCCGCCGGAGT 
CTGGAAAAGGACGCCGGAGCCGCCGTTTTCCTGTGGTAGTGGCCAAGAGAATTTTGGTGCTGTGGTGTTT 
TTTATTATGGAGATTAAGACAGATGTAAAAGAAAGCTCTCTCATTCTGCTGAAGCAAGGAGCTGAAGCTA 
GAGTTTTTGAGTCAAATTTTGTGGGAAGGCGGTCTGTTATTAAGGAACGTTTCTCAAAGAAGTATAGGCA 
TCCTACTTTGGACTCTAAAATAACTCTTAAGCGCTTAAATGCGGAAGCCAGGTGCATGACAAAAGCAAGA 
CGACTTGGAGTTTCTACTCCAGTGTTGTATTCTGTGGACCCTGTGCTGCACACACTAACGTTTGAGTATG 
TGGAGGGTCCTTCTGTCAAAGACATACTCCTTGAATTCGGGTCACATGGTATTATTGAAGAGCGATTGGA 
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TGATATTGCTTTACAAATTGGTGATGCAATTGGAAAATTGCATGATGGTGGTCTCATCCATGGTGACTTG 
ACCACATCAAACATGTTACTTAAGAGTGGTACCAACCAGCTGGTCCTTATTGACTTTGGTTTGAGCTTTA 
CTTC 
 
>0849-94-(6-5-06)_A07 
AAAAACAAAAAAAAATAAAAACCTAAAAATTCCCAATCTCTCAGACACAGACACACACATAGATAGATAG 
ATAGATTCATTCAGAATCATATCCCATTTTCTCTTTCACACTCTCTCACCACCACTTCATCAAATGCTCT 
CTCCTTCTTCATCTTCGTCTCTTTGACCCACATTTCCAGTGAGTGAAGTTCTCAGCTCCCTCATTCTCAT 
GGATTCGCTTCCGATTTAGGGTTTTCGCCAGATGTTATGAAGAAAAGCTGAGAATTATAAATAAAAATGA 
CCGGTTCTTCCCTATTCGACGACAATATCAATGGCGTTCTGGATGAAAATTTTGATGACATATTTAGGAT 
TTTTGATTTCCCTTTAGAAGATGTGGAAGGAAATGTGGGTGTTGAGGACTGGAATGTGAAATTTCAAGGG 
CTCGAGCAGCCATCGTTGGATTTTTTGACAAGTTACTCATATGGGCCTTCCCCTAAAAACGGCAATGATG 
CTTTAAAATTTCCCAACATCAATGATGCTGTAAAATTTCCCGAGGTTGTGAATATCTCTGCTCTGCATGA 
TGAAAATTCTCCACTAAAAGGACTGCCAGTCACTGTAGAAGCCACCTCAAGTAGAAGCGCTCTCCTTCAC 
AAATCTTCGGATGTCAAAGGTTTGCGTCTCTTCCAAACCTCCAGTCCAGTTTCTGTTCTTGAAAGCAGCA 
GCTCTTGCTCAGTTGAAAATTGCACAACTGTTGACCCCAAAACTACCATCCCTGTGAAGCGTGCAAGACA 
CAAGCGTCCACGACCATCAAAGTCTAACAGTCAATTCAGAGTTCCTTTCTTTTGCTCCACTTCCTCTGCT 
TCCAAAATATCCCCTCCT 
 
>0851-94-(6-5-06)_C07 
ATCAGAGCAAGCAGTGTTATCACTATATGCCGTTGGACGTATCTCAGGATGCACTGTCGATATTGGTCAT 
GGAAAGATAGATATTGCTCCAGTAATTGAAGGTGCCGTTCAGCATATTGCCTCTAGAAGATTTGAAATTG 
GAGGTATTGATTTGACAAAGTTACTTGCTCAAGAGCTTCACAAATCTAATCCGCTAGTTAATATCAGCAT 
GTCTGATGTTGAGAAAATAAAAGAGCAATATTCGTGTTGTGCGGATGATGAACTTGCTTATGACAAGACC 
AAAAATTCATGCCAGATAGAGAAGCATACCCTTCCTGATGGACAGGTGATAACAATTGGAAGAGAGAAAT 
ATACTGTTGGCGAGGCTTTATTTCAACCATCTTTGTTGGGTTTAGAGGCACATGGAATTGTTGAGCAGCT 
AGTTCGGAGTATATCAACAGTGTCATCTGATAACCACCGGCAGCTGCTAGAAAACACTGTACTCTGTGGT 
GGCACTGCTTCGATGCCTGGTTTTGAAGACAGGTTTCAGAAAGAAGCTAGCCTGTGCTCATCTGCTGTTC 
GTCCTGCTCTGGTCAAGGCTCCAGAATATATGCCGGAGAATTTGACAGTGTGTTCAGCATGGGTGGGAGG 
TGCAATACTTGCCAAAGTTGTCTTTCCCCAAAATCAGCATATAACCAAGGCAGACTATGATGAAACAGGA 
CCTTCCATTGTTCACCGGAAATGCTTCTGACAATATTCATCTGAACGAATTCTCAATTGTTTATTTGGTT 
AATCATTCCTTCTTGTATTATACCATATAATTATGTAGTAGGAAAAAAATGAGATTACTGGGTTCTGAAT 
GCAGAATGAAAGTCTTTTAATTTCTTAGGCGATCTAACATATTGTAGTTCATTGGTTCACCTCTTTTAAA 
AGATTGGCTTCTTATACTCCATGTACTGCATGAA 
 
>0854-94-(6-5-06)_F07 
CCTTGGTGGTGGTGGCTGGTGGCTGGCTTGAGCCTTGCAACTGCAAGTGAGTGATGGCCCGCAGACTCTA 
TTCCCGTCTTTTCCATTTCCATTTGCAGCAACCGTCTGTTTCTCCAAGATTATATATCCTTTCTGGAAGC 
GCCTCAAGATATCCCTTTAATTTGGGGGTTTTCCCGGCATTTCAAGCATCACGAGCCTATGCTCCAGGTG 
GGCGCAAACATTATGATCTTTTTGGCAATGGAAAGCTGGGTGATGAAGATTTCAGAAAAACATGGAAGAA 
AGAGATGGATGAAGATACTTCTCTGTGGACAGGGAGTGAAGATGAAAGAGATGATGAAAAAGATCCTAAA 
AGTCGTCTTGAAGAAGAAATTCGGAGAGTGAGACAGCAGGCAAAGGAACATTCTGACCTAATTGATGCTG 
ATGACAGTGATGAATTAAGAAGTATATGGTCTGGAAGTGATGAGGAGAAGACGTTGTGGACTGGTAGTGA 
GGGTGATGACGACGACGATATTCCTACAGAAGCCTACCCAAATGAAAGTAGTGATAAGTACATAGACAAA 
TTGTTTGAGTTTGAGGAAATGCCTAAATATCGAACAATCTCTGAATTATTGAAAGCTGAAAATGAACCAG 
AAGAATTGTCCCCAGGAAAGCAAGCTAGGAAAATTGCAGTTGAAAATGCCTTGAAAAAATTGAAGAAAGG 
TCCAGATGGGCGTTACTCCAATGTGTGGGAGGTCATGAGTGATATAGATATTCTAATTGGAGCATTTGAA 
AGGGTTGTTTCTGGACCAGAGTACACGGAGCTTAGACAGG 
 
>0855-94-(6-5-06)_G07 
GATCTATTAGCCATGAACAATGCTGATTTTATCATCACCAGTACATACCAGGAGATTGCAGGAACAAAAA 
ATACTGTTGGCCAGTATGAGAGCCACACAGCTTTCACTCTTCCAGGGCTTTACCGAGTTGTTCATGGCAT 
TGATGTTTTCGACCCAAAGTTTAATATTGTCTCTCCTGGGGCAGATATGTGCATATATTTCCCATATTCT 
GAAAAGGAAAAACGACTTACAGCTCTACATGATTCAATTGAAAAGTTGTTATATGATCCTGAGCAGAATG 
ATGAGCACATTGGTACATTGAGTGATCGATCAAAGCCCTTAATTTTTACCATGGCAAGGCTGGACCATGT 
GAAAAACATAACAGGGTTGGTTGAATTGTATGGTAAGAGCACCAAACTGAGGGAACTGGTAAATCTTGTG 
GTGGTCGGTGGCTATTTTGATGTAAGTAAGTCCAAAGACAGAGAAGAAATTGAAGAAATTGAGAAGATGC 
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ATCTTCTTATGAAGAATTATAAGTTAGATGGTCAAATTCGATGGATATCAGCCCAAATGAATCGAGCACG 
TAATGGTGAGCTATATCGCTACATAGCAGATACAAAAGGTGCTTTTGTTCAGCCTGCATTTTATGAAGCA 
TTTGGACTTACAGTCGTGGAGGCAATGACTTGTGGCCTTCCCACATTTGCCACTTGCCATGGTGGTCCTG 
CTGAGATTATTGAGCATGGTATATCAGGGTTTCACATTGATCCGTATCACCCTGACCAAGCTGCTACACT 
TATGGCGGATTTCTTTCAAAAATGCAAGGAAGATCCAAGTTATTGGAAAAAAATTTCTGATGGGGGACTC 
CAAAGAATTTATGAAAGGTATACGTGGAAGATTTATTCTGAAAGGCTAATGACATTAGCTGGAGTTTATG 
GCTTC 
 
>0856-94-(6-5-06)_H07 
TCGTGGGAGCGGCACTGGCGAGACCGAGAATCTTCTTCACTCGGCTGCTCGGTCGGGTGACCTGAATGCG 
GTGCAGTCCATCTTGAGCACCAACAACCCTTTGTCCATCATCGTCAATTCTAGAGATAAGCACTCTAGAA 
CTCCACTACATTTAGCTGCATGGTCTGGCCAAGCAGAGGTGGTGAGTTATCTCTGCAAGCACAAGGCTGA 
TGTTGGTGCAGCCGCCATGGATGATATGGGTGCAATTCACTTTGCTGCACAGAAGGGACATTTAGAAGTC 
ATTCGAACTCTGCTTTCATCTGGAGCCTCCATTAATGCTTTTACTCGCAAGGGCTTGACTCCTCTACACT 
ATGCTGTCCAAGGATCCCACCTGGAACTTGTTAAGTACTTGGTTAAAAAAGGTGCAAGTCTGAGTGCCAA 
GACAAAAGCAGGGAAGACTCCAGTTGATCTTGCTAACAATGAAGAAATTCTCTCCTTTCTGGAGGAATAC 
GAAAGGTCATCTAAGAAAAGAGATCTTCATGGTAGACAGAAGGCTGGAGAATCTGATTCAAAGCCATCTA 
TGCAGGAAAAGGAAGAAAATACTGGTGATAAAGCTCCTTCAGTTGTAAATGATGAACTAGAGAATGAAAA 
GGTGGAGATGAAGGATGATGAAGATAATAGGAAGGAGGCCTCGTCAGAGCCAAAAAAGGCACGAATTGCA 
CTCAATCACCTTCTAACTGCAGATGACGATCTAGAAGATGAAGAACACTTGTGAGGCTATACAACAATTG 
TGGTAGAGTGACTATATAACAACATTATGAATTTTGCTTTGTACAACATTATGAATTGCTTCATTG 
 
>0857-94-(6-5-06)_A08 
AACCCAGTGTTGGGCCATTTCTGAGGCTGAGGAAAGGATAGCCTAGAGGAGAAGAAGCACCCATGTTCTA 
AGAGACACAGCTCCTTGCAAATTGCAACCAAACAAACCATCATGTCCATTTCCTTGGCCTTGTTTTCTCC 
TCCAACCCAACCCCCACTCCTTTTTCCCTCTTCCCCTTCCACCAAACCCCACCTAACTCTTAAGCCCCAC 
CTCTCTCTCAGACCATCCAAGTTCCTCACCACCACCAAGGCCTCAGCTGAAATTGGTGCTGGTACTTCAC 
CCACAGCTGCTACTGCACTTGAAATACAACCAGACCAGAAGGTAGCTGAAACTCCCCAGCAGGTAGTTAA 
GAAAGATGAGAGCTCTGTTGGAGCCAATGGGTCCGCGGGGGCTATGGAAACTGAAGAAGATAAGGTTTTG 
AGTCAGTTTGTGGACCCCAAATGGGTTGGTGGGACTTGGGACTTGAGCCAGTTTCAGAAAGATGGAAAAA 
CTGACTGGGATGCTGTTATTGATGCTGAGGCTAGGAGAAGAAAATGGCTTGAGGGTAACCCGGAAACATC 
CAGTAATGATGCCCCCATAGTTTTTGACACATCTATCATACCTTGGTGGGCATGGATAAAACGGTTCCAT 
CTACCTGAAGCAGAACTACTTAATGGCCGCGCTGCAATGATAGGCTTCTTCATGGCTTATCTGGTTGATA 
GCTTGACTGGGGTGGGTTTGGTTGACCAAATGGGCAACTTCTTTTGTAAAACTCTACTGTTTGTAGCTGT 
TGTTGGAGTCCTGCTGATCCGGAAGAATGAAGATTTAGAGAATTTAAAGAAACTGCTGGATGAGACAACC 
TTTTATGACAAGCAATGGCAAGCAACCTGGCAGGACGAGAAGCCTGGCAGTTCCAAGAATTGAGTAGTGA 
CATTTCTATTCCTGAGTTTGCCCCTTCAAATTCAATCATCAA 
 
>0858-94-(6-5-06)_B08 
TGTCGGCCGTGCATCTCATCAAGTTTATCAACCCGGTGGGGCGCCTCCAATTTCATCCACGAGCAAGCCC 
ATATCAAATAGATGGAGAGTTCTCTTGCCAGACGGGTCCTATGGCATATACCCGAAGCCTAGAGCCCTGG 
AAACTTATGAAATATTGGATGTTGTGGAGCATTATCGCAGGGCAGCATCGAATGCCATTCGAGCAGGTTT 
TGACGGAATTGAGATTCATGGGGCCCATGGCTACCTCATCGACCAATTTTTGAAGGATGGGATCAATGAT 
CGAACAGACGAGTATGGTGGCTCAATTGACAATCGATGCAAATTCTTATTGCAGGTGGTTAAAGCAGTAG 
TGGCAGCCATTGGTGCAGAACGAGTTGGAGTGAGAATTTCTCCAGCAATTGATCACCTTGATGCCACAGA 
CTCAGACCCACTTGGCCTAGGCTTGGCAGTGATTGATAGACTTAACAAACTCCAAGTAGAACTTGGCTCA 
AAACTCACTTATCTTCATGTGACTCAGCCTCGATACACAGCTTATGGGCAGACAGAATCTGGAAGACCTG 
GCAGTGAAGAGGAGGAAACTCACCTAATTAGGGCCTTCAGAAAAGCTTATCAGGGAACCTTTATCTGTAG 
TGGTGGCTTCACTCGAGAGCTAGGAATGCAAGCTTTGGCTCAAGATGAGGCTGATTTGATATCTTATGGT 
CGCCATTTTATCTCAAACCCGGACTTGGTCATGAGGTTTAAGATCAATGCGCCCCTAAATAAGTACATTA 
GAAAAACTTTCTATACACAGGATCCTGTTGTTGGGTACACAGACTACCCTTTTCTGACTAAGGGAGGAAA 
GGAGGGATTGTCCCGTCTCTGAACTGAATAATTGCTTGTATGTTACTCTAATAATTG 
 
>0859-94-(6-5-06)_C08 
ATGGATTGGACAAACATTTGCCTGGAACCTCTGATATGTCCACAGCAGATTCAGCAATTGACAGATATGC 
TTCAGCACTAGAGAAATATGTCCCAAAGCGCATTCCTTATGGGCCACGTTTTGAAGCTAATGTGCCAGAA 
TGGACTGGTGTTGCTTCTGAAAGTGACCCTAAGTGGTTGGGGACCCGGGTCTGGCCTTTGGAAAAAATAG 
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AGCACAGATATCTCATTGAAAGGGATCCTATTGGTAAGGGAAGGCAAGATTCATGTGGCTGTGAAGTGCC 
TGGTTCCATTGGATGTGTCAGGTTTCACATTGCTGAGAAAAGGTTGAGAGTGAAGTTGGAGCTGGGCTCA 
GCTTTCTACCAATGGAAATTTGATAGGATGGGTGAGGAAGTTAAAATTTCTTGGACTGCGGAAGAAGAAA 
AGAAATTTGAGGCTATACTGAGGTCAACTCCTCCTCCTCTTCAGAAGTGTTTCTGGGCTCAAATTTTTAA 
AATTTTTCCTACCAAGAGCAGAGCTGATTTGGTGAGCTACTATTTCAATGTATATCTTCTGCAGCGCAGA 
GGATATCAGAATAGAGTTACTCCAAATAACATTGACAGCGATGATGAAGAAGAATCTGGATTAGTAACTA 
ATGGTAATGGGCATGAGGCAGACAAGTCACCATACTCCATCTTGTATTCCCCAAAGAAACCATATGCCAA 
TTTTAGATAGCTTTTGAACGTTGATTACCATCAAGTGATTTAGTGAGAATGTGAAGTCTGGAAGTTTTGG 
TTCTACTTTTGGTGATTTTCAATATAAACAACCTTTTGTCTGCTGTCAGTGCAGAATCATCACTCAGTGA 
ATATGAATATCCTATAGATTGAGGAGAAATTTTGAAGAAAAAGTTGACAC 
 
>0860-94-(6-5-06)_D08 
AATGAATACAGTAGTAAAGATCCGGGTGCACTTAACACTACAGACCAACTCATCAAGGACTTGCCAAATT 
ATGATATAGTTTTCCACATAGGAGATATATCATATGCAGATGGATATGTTGCAGATTGGGACCAATTCAC 
AGCACAGGTGGAGCCCATTGCATCGGCTGTTCCATATATGGTTGCCAGTGGTAATCATGAACGTGATTGG 
CCGGATTCAGGTTCCTTCTATACAGGTACAGATTCAGGTGGAGAATGTGGTGTGATTGCTGAGACCTTAT 
ACTACGTTCCTGCAGAGAACAGAGCAAAGTTCTGGTATTCAACGGATTATGGCATGTTCCACTTTTGTGT 
AGCTGATAGTGAGCATGACTGGAGAAAGGGTTCAGAGCAATATAGGTTCCTTGAGCAATGCCTTGCATCA 
GTTGATAGACGAAAGCAACCTTGGTTAATCTTTGTTGCTCATCGTCCCCTTGGGTATTCCTCTAATGATT 
GGTTTGGCGAAGAAGGCTCATTTGAAGAACCCATGGGAAGAGATGACTTGCAGAGGCTTTGGCAGAAGTA 
CAGGGTTGATATCGCTTTTTATGGCCATGTCCATGCCTATGAAAGGACATGCCCCATTTACCAGAATGTA 
TGTGTTAATTCAGAAGAATCCCATTATTCGGGTACCATGAATGGAACCATCCATGTTGTTGTTGGAGGTG 
GAGGGCACCACCTAGGATCATTCTTTGACACAATACCCAATTGGAGTTTATACAGAGATGCTGACTGGGG 
ATTTGTCAAAATGACAGCTTTCAATCGCTCTTCTCTCCTCTTTGAGTACAAGAAAAGCAGAGATGGAGAG 
GTATATGATTCCTTCACCATTAATAGAGAGTACAAAGATGTCATTTCTTGTG 
 
>0861-94-(6-5-06)_E08 
ACTACAACAACAAGAAAAACATCATCAATGGCTGCAGCAACCGTGAATGAGCACCTTCCCACACCCTTGG 
ATGCCACTTCTGAACCACCTCCACTGTTTGATGGAACTACAAGGTTGTACATCTCTCTTACATGCCCATT 
TGCACAGCGCACATGGATCACCAGGAACTATAAGGGATTATATGACAAGATTAAAGTAGTTCCAATTAAC 
CTTCGAAATAGGCCTGCTTGGTACAAAGAGAAAGTCTACCCTGAAAACAAGGTACCCTCATTGGAACACA 
ATGGAAAAGTTATTGGGGAGAGCCTTGATTTGATTAAATATATAGACAGCAACTTTGAAGGGCCTTCTCT 
TCTCCCCAATGATCATGCTAAAAAACAGTTCGCTGAAGATCTGATAGCCTACACCGATACCTTCAACAAG 
ACAGTGTACACATCATTCAAAGGAGACACAGTTAAAGAAGCTGGTCCTGCTTTTGACCACCTAGAGAATG 
CTCTTAGTAAATTTGAAGATGGGCCTTTCTTCCTTGGCCATGAGTTCAGTTTGGCGGACGTAGCTTACAT 
CCCATTTGTTGAAAGATTCCAAATCGCCTTTTCAGCATTGTGGAATTATGACATCGCTGCAGGAAGGCCT 
AAACTTGCAAAGTGGATTGAGGAGGTAAACAAGATTGATGCTTATAAGCCAAACAAAAGACGGATCCCAA 
TGAGCTCGTTGAACACTACAAGGCCCGCTTCTTGGCTCAGTAGCGAAC 
 
>0863-94-(6-5-06)_G08 
AAACAGCACACCAAACCGCCGATATTTTCTTTCTCCAACCGTATCGGGTTTCGTAATTCGCCGAAAAAGC 
CATGGCCTGCGCGAATCTCAATGCGGCGTCGTCTCAGTGGATCGGACAACAGTCTTTCACTCAGCGTCGA 
GGATCGTCTTCGTCTTCGACTCGGTTCGCGACTCGCCGAGTCTCGTTTCCGATCCGCGCCAAGGCTTACA 
GTGAAGAACTCGTCCAAACCGCCAAAACAATTGCATCACCTGGTCGTGGGATCCTTGCAATCGATGAATC 
CAATGCAACATGTGGGAAAAGGCTATCTTCGATTGGCTTGGAGAATACCGAGACCAACCGACAGGCATAC 
AGGCAACTTTTGTTGACCACTCCTGGCCTGGGAGAATACATTTCTGGTGCCATTCTTTTTGAGGAAACAC 
TGTACCAGTCGACCACAGATGGGAAGAAATTTGTGGACTGCTTGCTTGATGCGAAAATTGTTCCTGGAAT 
CAAAGTTGACAAGGTGTAATTTTAATAGAATGTACAAATTTTTTCTATTGGTGCTTTATGTGATTTTGTG 
TGTAGTCAGCTATGTGTTCCCCTGGTTCTCAATTTTCAACTTTTTTGGGATTCAGGGCTTGGTTCCCCTA 
CCAGGATCAAACAATGAGTCTTGGTGCCAAGGTTTAGATGGATTGGCTTCAAGATCTGCTGAATACTACA 
AGCAGGGTGCTCGTTTTGCTAAGTGGAGAACAGTAGTTAGCATTCCTTGTGGCCCTTCTGCTCTAGCTGT 
TAAGGAAGCTGCATGGGGACTTGCACGTTATGCTGCTATTTCTCAGGACAATGGTCTTGTGCCAATTGTG 
GAACCTGAGATTCTTCTTGATGGGGACCACCCAATTTGAGAGGACACTTGAAGTGGCAGAAAAGGTCTGG 
TCAGAAGTCTTCTTTTACTTGGCTGAAAACA 
 
>0866-94-(6-5-06)_B09 
GCCTTGTACTAGGGTTAGGTCTCACAGCTTCAGCTCAAGAAAGTAGTTCTCCATCAAAGGCACCAAAGAA 
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TAAAGCCTGTTCCAATTTCACTCCCACAAGTTTTGAGCCATCTTTGACGTTGGGTCTTTCTGGTGAGAGT 
CATCACCAAGTAATCCCCAGAAAGATTATTGATGTGAACAAAGGTTATGAGGAATCCATTGATTTGTATC 
GTCAAGCTTCGCCTCCTCACAGCGCTGTTTCATCCTTCTCTAGTGGCAGGGTCAAGAGGGAGAGAGACCT 
TAGCAGTGAAGAGGTTGAGGCTGCAGACAGAGTCTCTTCAAGAATCAGTGATGAAGATGAAGATGGTCCT 
AATGCAAGAAAGAAGCTTAGGCTCACCAAGGAACAGTCTGCTCTTTTGGAGGAAAGCTTCAAACAACATA 
GCACTCTCAACCCTAAGCAGAAGCAAGCTTTAGCAAGGCAGTTAAATCTACGGCCTAGACAGGTTGAAGT 
TTGGTTCCAGAACAGGAGGGCCAGGACCAAGCTCAAGCAAACTGAGGTGGACTGTGAGTTCCTGAAGAAG 
TGCTGTGAAACACTGACTGATGAAAATAGAAGGCTACAAAAAGAGCTACAAGAACTGAAAGCATTGAAAC 
TAGCCCAACCCTTGTATATGCATATGCCAGCGGCCACTCTTACCATGTGTCCCTCATGTGAAAGAATTGG 
CGGTGTCGGTGAAAACGCTTCAAAGAGCCCCTTTTCAATGGCTCCTAAGCCTCACTTTTACAATCCCTTC 
ACAAATCCTTCTGCAGCTTGTTAGTGCATGAGCTAGGATTTGGGGGAGAAATTAAACAAAACAAAGTTCC 
CCATAACCGG 
 
>0867-94-(6-5-06)_C09 
 
>0870-94-(6-5-06)_F09 
CAAGAGTTCTCGACCTTGAGAGGCAATTTTGCAGAGAGCAATGAGGCTGACACAGCTGAAAAGTCTGTTG 
TGTGGCCACCTTCACTAGATGATGAAAAGAATGATGTGGGTTCGGCATCAAAAAGATATGGTTCAGAGAG 
CTGGATGGCCTCAGGGAGGCATGAACCAACTTGCACAGATTTATTGTCAGGATTTGGGGCTACTGCTGAT 
TCCTCCAATGGGATTTGTACATCCTTTGTTGACCAACCTGGAGTAGCTGTTAATCTTCTAAGAAAACCAC 
CAGTGAATCTGGAAAGCAAGTTTAACTTGCTTCCTAGTCCGTGGCCCTTCATGTCATCCAGTCTCTCACT 
TAACTTTTCGGACTCTAATCTGAAAGGTCCTGCGCAAGGTGGTGATGGGGTTTATCAAGCACAAGGAAAT 
CCTAGATATGGTGGCCCTACTGAGTATCCTGCTCTTCATTGTCATAGAGTTGAGCACTCGCAAGGAAACT 
GGATGATGCCTCCCCCATCCCAATGTTTTGAGAATCCTGTTCATTCAAGAGACTCAATGCAAAAACCCAT 
GCTGGTACAACAATGTGAGGCTGTGAAACCTAAGGATGGGAACTACAAGCTCTTTGGCATACCCCTTATC 
AGCAATCCTGTTACAAAAGAGCCAGTCGTGGCACCTAGGAACACGATGAATGAGCCAACGGGTCACGTGG 
TTAATACTTCACACCAGGCTCATACTCTTGACATTGATCAAAAGTCA 
 
>0871-94-(6-14-06)_G06 
TTTCTTGGTGGGTTTTCTAGCAATGGTCTCATCTGTTCATGGTAATAGTGGTGGAGGTTGGACTAATGCT 
CATGCTACCTTCTATGGAGGTGGTGATGCTTCTGGGACAATGGGTGGAGCTTGTGGCTATGGGAACTTGT 
ATAGCCAAGGGTATGGGACAAACACTGCAGCTTTGAGCACAGCTCTGTTCAACAATGGGTTGAGCTGTGG 
GTCTTGCTATGAGATTAAGTGTGTGAGCGACCCCAGGTGGTGCTTGCCTGGCTCCATTATGATTACAGCC 
ACCAATTTCTGCCCACCAAACAATGCTCTTCCTAACAACAATGGGGGTTGGTGCAACCCTCCCCAGCACC 
ACTTTGATCTCTCTCAGCCTGTCTTCCAGCACATTGCCCAATACAAAGCTGGAATTGTGCCTGTGGCGTA 
CAGAAGGGTACCCTGTAGTAGAAAGGGAGGCATAAGGTTCACCATCAATGGCCACTCTTACTTCAACCTT 
GTCCTAATCACAAACGTTGGTGGTGCTGGTGATGTCCACGCTGTTTCCATCAAAGGGTCCAGAACTGGTT 
GGCAAGCAATGTCAAGGAACTGGGGTCAGAACTGGCAGAGCAACACTTACCTCAATGGCCAAGCCCTCTC 
ATTCAAGGTCACCACCAGTGATGGCCGTACTGTGGTCTCTAACAATGTTGCTCCGGGTGGTTGGTCCTTT 
GGGCAGACCTATAGTGGTGCACAATTCTAGACACGACAAACCCATTTGTGTCTTTCCTCTAAGTTTTAGC 
CTAATAGTTTGCTAAGGATTATATTTATGATTTTATAATATTTTACTAAGTACTACCAAATTAGTATACT 
AGGATATTAGATTTAGTATACTAAATTTGTGGGG 
 
>0872-94-(6-5-06)_H09 
TTAGCAGTGTTACCACAATGTTTTAAGCATTATAAAAGTTGATTTTTTTATTCAAAAGTGAGGGTGTAAA 
AGTGATATTATTTCTCACTTTTAAAGGATGCATTTATCTCCACCCACTAGGATTTTTGACCCTTCCCTCT 
CTTGCTTCTTCTTCATTTTTCTCCCCATGCTTCAATTACTAATAAGTTTATGATTTAACAAAAAAAGAAT 
TTATTATTGTTATAGGGTAGAAAAAATTGGGGTAATTCTAAATGTTCACTACCCCCCTGACATGGGATCA 
TCAATCATTGATGAAGTTGCATCATGCATGATTGTGGGAGTCGAGCCATCACAGATGCTCTTAATTCTAG 
AGTAACTAACTGTAGTCTATACTGGTGCTTCTGATTCTTTATTTAATTGCAATACTTATCCATATTATCG 
TATTTCGAGTATAGGCTGCTTTTCTATATAATAACTATATTTCTTTGTGCTTTGTTAATCTTTGTGCTTT 
ATATTCTGTACCATGCTGTCCCTGATTGACATTCTAATTTGAGTTCCCATGAATTCACTTGGGAACAGAG 
GATAAGTATTCCTGAGATAAGGGACCATGAGTGGCTTTTAAAGAACCTTTCGGCAGATCTCATGGATGAA 
AGGACAATGAATAATCAGTTTGAAGAGCCTGATCAACCCATGCAAAGCATTGATGAAATCATGCAGATAA 
TTGCTGAGGCTACCATTCCTGCTGCTGGGACCCCCAGTCTCAACCAGTATCTGACTGGCAGCTTGGACAT 
TGATGATGACATGGAGGAGGATCTGGAGACTGATCCTGACCTTGACATTGATAGCAGTGGAGAGATAGTC 
TATGCAATGTAATGGGATCGA 
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>0881-94-(6-5-06)_A11 
CAGTGAACTCAGTTCCTAAGTTGAAGATCACAATTCACAGCTCACGCCTATAGCTTACCTGGAAAGGCAT 
AGACTTTGATTGAATGGGGGAAAAAAATGAAAGTAACCCATTAGGCTGAAAAGCTTGAAAACTAACTTAG 
ACCCCCAAAAAAAAGACATGAAGAAGTGTAAAATGGAAAGTGAAGAGAACAGCCAATTGTGTGCTTCAGG 
ATCTAGACACACGCGTTCTCAGGCAGCTCCAGAGTGGACTGTAAAGGGTGCCCTCATTCTTGCAAATGAG 
TATGCTGCTGTTGAAGCAGATTGTTCAGATGCTTTGTCTAGCTACCAGAAGTGGAAGATAATAGCTGAAA 
ACTGCACTGCTTTAGATGTACCGCGAACTTTGAATCAGTGCCGGAGGAAGTGGGACTCCTTGGCTGCTGA 
GTATGGCAAGATCAAGAAGTGGGAGTTGCGGTCCAGGAGTGGTTCGTATTGGTCTCTGGAAAGTGAAAGG 
AGAAGAAAATTTGGGCTTCCAGAGGATTTTGACTACGAGCTGTTCAAAGCAGTTGATGATTTCATGAGTG 
CAAGGGAGAACCGATCAGATACTGAGCCAGAAAGTGACCCAGAAGCAAAGGCAGAGATGGCTGATGCAGT 
TGAAGAACTAGGGTCCAAGAGGCAAAGACGGCGGTTCACATCTCAGAAAAGTTGGCTGGAAGGAAAGCCA 
CTGAAATGCCACATAAAGGAAGAGCCTTCAAGAAGGTCCACAGAAGAAAAGCCTCAGAAAAAGACGCCTT 
GAAGATCCTGTGAATAGCCTAACAGAAGAAAATCCTCAGAAAAGCTGCATTAAAGGAAAGCATCAAAAAG 
GCCATGTAGAAGAACCTGTGGAGAACCCTATAGAAGAAAAG 
 
>0883-94-(6-5-06)_C11 
AAGGGGTCACAGCTCTTCAACAAAATTGTGCTTTTTCTACTTGGAGAAGGGATATAAAACCTTGGGATAT 
AGGGGAGGCCATCAACAGTGCAGTGCCAGGAAAACTTAGGGTCATATCTGTTTCTGAGGTATCACGCATA 
TTCCATCCTAATTTCTCTGCCAAATGGAGGCGCTATCTTTATATTTTTCCATTGAATGATTGGGAGGATG 
GGGAGCAAAATAGTGAGAGTAGGGAGGATCTTGAACATTTTAGATGTAGTGAAAATGAGGGTGACCAGAA 
AATTGGACGTGTTGAATGCAACGGGGAGACTGTTGAAAACCAAATTATCAATGATGAGGAAGAGCTTGAA 
AGTGGAAAGAAACCATGTAACTTCCGTATAAGCAGGGTTAACCAACTTTTACAGCAGCTAGAAGGAAAAT 
TATTATCTTACAAGATATTTGCTCGTGATACCAAAGCCTCGAGAAGTGTGTAAGAATAAAAACCTTTGAT 
TGCTTTTGGAACTTGTGTTTCTTGGAAACCCAGGCTTGTATGTATGTATAAGGTAATAAGTTTCTGGTTG 
ACATAGTCTCCCTTTGTAAATGCATGGTGGAGGGTAAGATCATAGGATCAAGACCCATCGGGGGTGTTTG 
TAACTTTTTAGTAATTATAAAAAAAAGTCTTTTGTTAGATTTTTAAGAGTTATACTTAAGACTTTATCAG 
ATATAAGTATAGATGAAAAAATAAAATTGGACACGAACACTTTGCTAGTTAGGTCATTTTATATATGAAT 
TCTCAATTTACTTGCTGGATTGGCTACATTAATACTTATATCTAAATTTTTTGATGGAGTGAGTGTATCG 
CTCTCCAACCCTCCACCTCCAACC 
 
>0884-94-(6-5-06)_D11 
ATTTCTGGGTTGTTTGGTAATTTACTAGTTGATACGTTTGCTCTTGGCCCTGTGGCACCCTTCGATGCTG 
CTTCCTGCTTTCTTGCTATTGGGATGGCCATCATTTTATCATCATGGACAGAGAACTACGGAGATCCTTC 
TGAGAGCAAGAACTTGCTAACCCAATTCAGGGGTGCTGCTGTGGCGATTGCTTCTGATGAGAAAATTGCA 
TTGCTTGGTGCAATACAGTCACTGTTTGAAGGTTCAATGTACACCTTTGTGTTTCTCTGGACTCCTGCTT 
TGAGCCCAAATGACGAGGACATCCCTCATGGTTTCATCTTTGCAACATTTATGTTGGCTTCAATGATGGG 
AAGCTCCCTTGCATCTCGGTTGATGGCCCGCTCATCACCCAGAGTAGAGAGCTACATGCAGATTGTTTTT 
GCAGTCTCTTCTGTCTCTCTCCTGCTTCCCATTGTGACCAGTTTCATGGTGGCACCTTCCAAGGTGAAAG 
GTGGAAGCATCTCATTTGCAGGCTGTATTCAAGTTGTTGGCTTCTGTGCTTTTGAGGCTTGTGTGGGAAT 
ATTCTGGCCGTCCATTATGAAAATGAGGTCCCAATACATTCCAGAGGAGGCCAGGAGCACCATCATGAAC 
TTCTTCCGCATTCCTCTCAATATTTTTGTGTGCATTGTGCTGTACAATGTTAATGCGTTCCCCATCACAG 
TCATGTTTGGCATGTGCTCAATTTTCCTCTTTGTAGCATGTTTGTTGCAGAGGCGGCTCATGGTGATAGC 
AGAAAAGCCAAAGACACAAGACTGGACATCATTGAAGGAAAAAGATACCGAGGCAGACCCATTAAACATC 
TAATTGATTTTGAGCAACAGAACTAGGAATTTTCGAGAGGTCGGAAGCGGCTGATTGAGGGTGTATTCAT 
TTTATAGTGATGGCTAAGTTATG 
 
>0885-94-(6-5-06)_E11 
AGAAAGAGAAAGCCAGAGGCAGAGTTAGAGTTAGAGAGCCACTTAAACCAGCTCGCAAATCAAGAACCAA 
AACCAGAAAGCCCAAGTTCCTCAGTCTCCGCTTAGAACTCTCCTCAGAAAACTCAAATACTACTAGCTCC 
ACCCAAATGATCGAAAACCATAAAACCAATAGTACCCACCAGCAACAGCAACAACACCAGCTAAACCTTT 
TCCCTTTACACCCAGAAAACCAAGTTGAAGACAAAGACATACACGACGAAAACGTAGCGTTCCTCTTCAA 
CAGTACAGAGAGCGGTGGTGCAAGCCTCAACTTCCTTGGATCATCTTCAGAGGAAGACTCACTCTCTCCC 
CCAACACCATCGCTAACATACCCTTATGGAAGCGAGGAAGCTAATAACAATGGTGACTGTAGCAACTACA 
GTGCCAGTAGATCCAAGCTTTTAAGAACAGCCATGAGGATCAAAGAGAGAGACCCGAGTGAAGAGAAGTG 
GGTGTGTTACTCTGAAGTGGTGGAGAAGAAGCAGAAGGTGGAGCTAGAGGAAGTGAGTAGCTGTACAAAG 
CGGACTATGACGACTACGACGACGATGAAGACACAGGGTTTGTTGTCGTTGAAGCTTGATTATCAGGGGA 
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TCATGAATGCTTGGTCTGATAAGGTCCCACTTTATATTGAAGGAGAGTCCCCACAGACTGTACCTGTGTT 
GCATGATGAAGCCAATGTGTTGGTGGATGGGTGGGGAAGCGTTGGGAATATATGGAGGGTTCCAGAAATG 
GGCAGTAATGATGATATTGGTTGTAGAATGAAAGTGAAAGAGGAGGAATTGGAATTGGAATTGAAAGGCA 
AAGATGGTTGGAAGATGAGGCACAGAGAAGCTAGTGTGTTGAGATACAAGGAGAAGAGGCAAAACAGACT 
CTTCTCGAAACGTAT 
 
>0886-94-(6-5-06)_F11 
GAAAAAGCACTCATTTTTCCCTTCGGTTTTGTTAGAGAATGACTTGGTTTGGGAGGATGATGAACTTGTG 
TCCCTAAAATCCAAGGAGGTAGAGACCCATGTGTGTTTGAGCAATCTGATCTCAGATGGGTCTCTAATGG 
TGGCTAGGAAAGAGGCTGTGAATTGGATTTTGAGGGTTAAAGCACACTATGGGTTCTGTGCTTTGACTGC 
TGTTCTTGCTGTGAATTACTTCGATAGGTTTGCTTCAAGCCTCACGTTTAAGAGGGATAAGCCCTGGATG 
ACTCAACTTGCTGCGGTGGCTTGTCTATCTCTGGCTGCTAAGGTGGAGGAAACCCAAGTGCCACTTCTTT 
TAGACCTGCAAGTGGAGGAATCCAAGTATGTGTTTGAAGCAAAGACTATTAAGAGAATGGAGCTTCTGGT 
GCTGTCCACTCTTCAATGGAGGATGAACCCGGTGACCCCAATTTCATTCTTTTATCACATTATCAGGAGG 
CTTGGTTTGAAGAACCACTTGCATTGGGATTTCCTGTTGAGGTGTGAGCGCCTTCATCTCTCTGTCATTG 
CCGATTCAAGGGTTACAAGTCACCTTCCATCTGTATTAGCTACTGCAACGATGCTTCATGTAATTAGGGA 
TATAGAGCCTTATGATCCGCTGGAATATCAGAATCAGCTTATGAGTGTACTTAAAATTAGTGAGGAAAAA 
GTCAATGAGTGCTATAAGCTGATCCTGGAATTATCTAATAGCCTTGGCCACATTCACGACCAAAGCCGCA 
AGCGCAAGCATCTGTCCATACCCAGCAGCCCCAATGGCATCATTGACGCATCTTTTAGCTTTGATAGCTC 
CAATGACTCATGGGCTGCAGCG 
 
>0887-94-(6-5-06)_G11 
TGAAGGAAACCCAAGGGACAAGTTGGTGCAATGGTCTCATGGTGCAACCGGCATGGCCCTTACCTTGTGT 
AAGGCATCCAAGGTGTTTGGAGGAGATAGAGAATTTCGTGATGCTGCAATAGAGGCAGGAGAAGTGGTAT 
GGAAAAATGGGTTGGTGAAGAAGGTGGGACTTGCAGATGGTGTGGCTGGGAATGCCTACGCGTTCCTATC 
CCTCTATCGGCTCACGGGAGAGAGTATATATGAGGAGAGAGCAAAGGCATTTGCAAGCTTCTTGTATCAT 
AATGCAATGAACCTTGTGACAGATGGGCATGCTAGTGGGGCTGGCCATGCCTCCTCTCTTTTCCAAGGAC 
TCGCTGGAACTGCTTGCCTCTGGTTTGATCTGCTTGCTCCTGAAAAATCTAGGTTCCCAGGATATGAACT 
GTAGGTAAAAATGAGGAGAGTCAAAACCAAATTCTCCATATGAGTTTCAAAGTAGGACCCTAACACACAC 
ATAAATGAATGCGTATGATTTGCGAAATGCTCTAATGTGATGATGAGAAATTATTCCGTATATATATATA 
TATATATATGAGGTATATCGATAAGTCTCTTTCCCTTTTATATAAAGGTGAGTCTTATGTATAGGTGAGT 
CTTGTGTATGAGATTTATAGATGGAACACATCCTTACGTGAGAAGAATTTCAATGCGAGTACAAGGTTGG 
GATGTCCATGAAGTGGGCAATCTTGCAATGTATATTATTGAGTTAGGCCTTAATTTATAATCTTGTATAT 
TATCCCAACTTGTGAGAAAGAGTGCTTATATTAA 
 
>0888-94-(6-5-06)_H11 
AGAGGGTAATCCAAAGCCTCGTATCTTTAGATTGCCTCGGGAAGGTGCTATCATCAATCGGTGTGGCTTC 
AATAGTGAAGGAATTGTTGCTGTTGCGAAGCGGTTGGGTGCCCAACATGGTAAGAGGAAGTTGGATGAAA 
CTTCAAGAAATCCATCTTCCTCCACTGATGAAGTAAAACACGGAGGCAAAGCTGGACCTGGAATTCTTGG 
GGTCAATCTTGGAAAGAATAAGACAAGTGAAGATGCTGCTGCAGATTATGCACAAGGGGTTCATACATTG 
TCTCAGTATGCTGATTACTTGGTGATTAATGTTTCTTCACCGAATACTCCAGGATTGCGTATGCTTCAGG 
GAAGAAAGCAATTGAAGGACCTTGTGAAGAAGGTTCAAGCTGCTCGTGATGAAATGCAATGGGGAGAGGA 
GGGCCCACCCCCTTTGCTTGTAAAAATCGCTCCAGACCTGTCTAAAGAAGACCTTGAAGATATTGCAGCA 
GTTGCCCTAGCTCTACGCTTGGATGGATTGATAATATCAAATACAACTGTTTCAAGACCAGATCCTGTAA 
GTAAAAACCCAGTGGCTGTGGAAGTTGGTGGCTTAAGTGGGAAGCCTCTTTTTAATCTCTCTACCAACAT 
CTTGAAGGAAATGTATGTTCTAACAAGGGGAAAGATCCCTTTAATAGGCTGTGGGGGTGTTAGCAGTGGT 
AGGGAAGCATACCAAAAAATCCGAGCTGGTGCAACTCTCGTTCAGCTTTATACGGCATTTGCTTATGGGG 
GACCTGCCCTTATTCCTCAGATCAAGGCTGAGCTGGCCGAATGCTTAGAAAGGGATGGTTTTAAGTCTGT 
CATTGAAGCAGTTGGTGCAGATTGCAGATAACCATACTATTCTCAAGGACCACAATTATGAACATATCCT 
G 
 
>0889-94-(6-5-06)_A12 
GGTCCATGTAGAATGCATGTGTTGTGGGGTTCACAACAAAAGAGGAGATTCCAGAGGTGTAGAACTCCGA 
CTCCAAAGACGAAGAAGAAACTGTCAACCAACACATGGCATACATCACCAAAAACCCTACCTCTCCCGCT 
TTGGATGGCTTCGAATCCGATTTCGACGCTGGAAACGGAGCTCCAAACTCTGGAGACGGAGCTCTCGTCC 
AACCCTTTTGACGGTTCCGGCTCATGATGTAGGGCTTCCAATGGATACCACAAATAGCATACCACAAATG 
GCCCATACCTTTGTCAATGATGATTCTGACATCAATTTATATCCACCATCAAAGAAGACAAGAACATCTT 
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GATTGAACTTCAAATAAATATACTTCCATCTGAAAAAAAACCTTGATGCCAAGATGGCACCTTGTTGCTT 
TGAAGTAATTGGATATTTTAATTAGTGAGGATGGGCAAGGCCACAATTTCATCATTGTTTGGATAACAAC 
TGTACCTCGTGGGATGCAGCAAACGCATGGTAAATGGACACTCCTGTTAAACAACATGTTATGCTCTTCA 
GCAGGTTACTTGGCAGTATGGCACATGATTGGATGTTGAAGGTGCCAAGAGAAAAGGTGCAATTAAAGGA 
ACCAATTTAAGCAGTTCAAAAAGTTTCTTTGTTGGTTGATTTGTAGATGGATGATGTTGTAGATCTTTTA 
GTTTCATGTCAATTTTAATACAAAAATTTTCACTTCAAATTTCTTTGGTAATCCTGATGATAGAGTAATG 
TTTTACCATGCCATGTACATGGTGGTGTTGGTTGATCATTTTTAAGAGGATTATGATGTATTTAATTTAG 
TGTATCATGTTTTTCTTTTCCTTTGTTTGTGCATGGGAAGAA 
 
>0890-94-(6-14-06)_E07 
TTTTCCTTCTGTGGGTTCTTCAGTTTCAGCTTCTTCTTCTTCATCATCTTCATCTTCTTCTTGTTCCTCC 
TCATTGAGCAGAGCTAATGTTACTGCTGGGACCAAGAGAAGTGCTGATTCTGTTGCTGCTGCTAATGGTG 
CCAGCAGTCAGGTTGTGGGATGGCCTCCTATAAGATCATATAGAATGAATAGTTTGGTCAACCAAGCAAA 
ATTACCAGCCACTGAAGAATTCAACTCACTGATTGGGAGCAGTAAAAACAGCAATACTGTGGTTGGGAAG 
GGAACTAACAACTGCAGTGACAAGAACAATGGTAGTGCCAAAGAAAATGGGCGCTTAAGGAGTTCTCTGT 
TTGTGAAGGTGAATATGGATGGAACTCCTATTGGAAGGAAGGTTGATCTGAGTGCACACAGATGCTATGA 
AACCTTGGCACAAACACTGGAGGATATGTTTCACACATCAACTTCAACAATAAGCTCAATACGATCAAGT 
GGGGAGGAACATGACAAAGCAACAAGATCATCAAAAATGCTGGATGGATCATCTGATTTTGTGCTTACAT 
ATGAAGACAAAGATGGAGACTGGATGCTTGTTTGGGGATGTTCCTTGGGGGGATGTTCATTAACTCTGTA 
AGGAGGCTAAAAATTATGAGGACATCTGAAGCTAAGGGACTTGGTAATGCTCCAAGGTCAGAAGAAAGGA 
ATGGGAGGCAAAAAACCAATCCCATCTAGACCTGGTTTTCAGAACTTTAGCAACTGACGATACATGGCTT 
GAAAGTGATATACAAAAGAGAGAAAAAATTACAGCATAGTCAATGCATTTTGAAAAGTAATGATTGATCC 
ACGGCTCTTCTATTTGTTTTGGGATTGTGCTTTTCTTGAATATATATTTGTATATTTTTTTCTG 
 
>0891-94-(6-5-06)_C12 
ATTGCTGGACATCTGCATATTGTGAAGGAGTTGGTAAACATGTTACCCACAGACAAATTAAGAATGACGG 
ATAAAGATGGTAATACGGTTCTTGGTTGTTGTGCTCTTGTTGGAAACACCGAGATGGCAAAATGCATAGT 
TGAAAAGTGTCCAATGTTACTTAGCATTGGCAGCGGAAACAAGTTTGACAAACTCATTCCAGTCGTGATG 
GCTCTTACTTGTAACTCCAATTCAATAGCTACGGCTCGATATCTCTATTCTGTAACTCCTCCAGGAAGTC 
TAAGTCCTGGAAAGGGCAGTGTAAATGGTGCTACGTTTGTTACTCGATGCATTTATTCAAAAAATTTTGA 
TATGGCTTTGGATGTGCTGGAAAAATTCCCTACTTTGGTGACTGCTTTAGATATCGAGAAGGAGTCCCCT 
GTGCTGGCATTAGCTAGCATGTCTTTTCCATATACGAGTGAAAATCAGCTCATATCTTGGAAACGATGGA 
TCTATAACTGTATACACATTCCCGGAGTTGATGACATCAATCAAATTCCTTTAAGCATCCAAAAACTAGA 
AAAGGGAAAAAGTACTCAAGTAAGAAATATCAGATTAGGAATCAGACAAACATATGATTATGAATCGAAG 
CACCAATACAAAAAACTTCTACTTCGCATGTGCCAAGAGTTTCAGTGTTCAAGTGATAAACAACTAGAAA 
AGGGTCTTGTTTACGAGGCCATCTTCAAAGCAACCAAGAAGGGGATGGTTGAGTTTGTTACTGCTATTTG 
GAGCGCATGTCCTGAACTTGTGTCGGCCGAGGAAGAGTTCACATGGAGAAACCCATTTATGTGCGCCGTT 
CTATACCGTCAGCATGAAATATTTCGTCTTCTGTACTGTTTTAGTTTGAAGGACTCAATATTAGCGGCAA 
CAGATTACGAA 
 
>0892-94-(6-5-06)_D12 
AGAGGGATAATAGAGTGTATGCCTTCTTTGCCCAAGGTCTTACTCCTTTGATAAAAAAAGGTTGCATAAC 
AGAGCCCATTAGTGCATCAAGCACCGATAATTATCCTGATGAAAGCATACAGAATACCTTGGAACCGGAG 
GATAGAATTGAGTCAGGAGCTTCATACTGGTCAAGTAAAGGAGAAACTGACCCCAACATTCCTGAGATAT 
TAACGTATAAGTTGGTTGCCCAATTGTGTGTTGTTACTGAAATCCAAGTTCAACCATTCCAAGCATATTT 
TCAGTATGGCTTCCCTATATATTCATCCAAGGCAGTTCGATTTAGACTGGGCTGTTCCAGACATCCATTG 
GAATTGGACGATGACATCAGAGAGGATATGTTAATTCATCACCGATGGAGTGATGACGATTTTATCTGGA 
CGTATACTTCACCAGAATTTCCAGTGGCTCAGGAGAACGAATTGCAAAAGTTCAAGTTACCAGAAGCTGT 
TCTTTGCATTGGAGGGATTTTGCAGGTCGAGCTATTGGGTCGGGTTCAGAAACAAGAAATTGATGGATTG 
TATTATATATGTGTCTCCCATGTTCAAGCTGTTGGACGACCACTCTCATCCCCATTTGATATTGATATGC 
TTGATTCCTCGGGAAAGTGCACCTTAAAATACAACCCCGAAACACTGCGTTGCCAGTCATCAACACAATT 
GTTGGAGGGAGAAGCAGACACACCTTCTCGCCTGCGTACATTCACTACAAGATTGTTACAGCTGCTCGGG 
AATGGACCAGTTGGTAATAATGAATTAGACGAGGAGCCACCTGTCTTGTA 
 
>0894-94-(6-5-06)_F12 
GAATTCGAGGAGGAAAAGACGGTTAAGGTTTTGTATGAAGAACAGCAAGGCCTTGAAGACGATGATGAGG 
TAGAGCTTGGTGATGAGGAAGAGGACGGTGAAGAAGATGATGAGGATGATGATGGAGATGAAGACGATGA 
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TGATGATGATGATGGAGATGAAGATGATGATGAAGACGAAGATGATGATGTGCAGGAAGTTTTGCCTTCC 
TCTGGTGGTCCTCCGGTGCACTCTGTAGATGACGAAGAGGATGATGATGAGGATGATGACGATGAAGACG 
GTGATGACGACGACGACGATGATGGTGAAGGCGATGATGACGATGACGACGACGACGATGATGCTGAAGG 
AGACGATGATGAAGGTGAAGAGGAGGATCTGGGAACCGAGTACCTTGTCAGGCCAGTAGCCCGTGCCGAG 
GATGAGGAAGATGCTAGTGATTTTGAGCCAGAGGAGAACGGCGGTGAGGAGGAAGAAATCGATGAGGAGG 
ATGAAGACGAAAATGGTGGGAAGGTTGATGTTCCGGCAAAGAGGAAGAGATCGGATAAAGATGATTCGGA 
TGACGATGATGATGGTGGAGAGGATGACGAGAGACCATCCAAGCGATAGGGTTGGGCCTCTACTTGGTTT 
GAGGACTGACCATTGAAAAAATAGGTCAATCTCTATTTCTCTCTCTCTCTAAAAATCCATCTCCTCTTTG 
TAGAAAAGAAGGATACAATGGTTCATGGTTTCTGTTTTTTTTTTTAGTTCCTGTATTATCATGGTAGCAG 
TATTAGGGTCACAAGTCTCTCTGGTTATGCCCTAGTTATGTGGGACTTTTAAGAACTATT 
 
>0895-94-(6-5-06)_G12 
TAGCAAATCCACAGGGAGCCGTCCGATCAACATTCGAGAAAGCAGTAGCTTCATCAGGATTGAATTTCGA 
TCCAGCCTCACTGGACGGCAAGGACTGGGGCGCACTCGATCTTTTCCGCCAATTCCTCTTCGACCAAACC 
CACCTCTCTCAAGTTCCGATTCTGAATGGTGAAACTATCAAATGGGTTCAGCCCAATACATTGGTTCGGT 
TCCGAGGAATGATACAAGACATGTTGGGTAATGAATTTTACGTTGGTGCTTTTAAGGATGGTGATGTTTG 
GAGAACCAACAAGTTTATGGATGTTTCTCACTTCCCTATGCCTATGGCTTCTACTTCTTCCCCTCATATG 
CGAGTTTGGGAGCGCCGTTTGCTTTACTGTGTTCCCGTTCCGGGGCGGAATTCTTGGACTGAACCATCGT 
CTGAATTGGTGGTGAATCGATGTGTGGATTGCACATCCCAACAGAGAGAGAAGCGTCGGAGAATGGATGA 
TGAACCCGTTGATCACATGGATATGCTTGTCTCAGATGAGGGATTTCAAGGTTCCCCTAGTACCAAAAAG 
ATGAAAGAGGAAGGACACCCTTCCATGTCTTCTCAGACTATGGAGCCTATAAATGAAGGCATTTGCTCTC 
ATATGAGTTATGGTACCCAGCATTGAACAGCGATTCTCTTCCTTGTCTTGTTAAGATATATGATTCTCC 
 
>0896-94-(6-5-06)_H12 
AAATCCAGGGACAAGTCCACTCTCCATATATCTCTGTTTCTCTTCCCTAATAAGGGTATAGTTTACTTTT 
ACTTACAGAAAAAAAAGGGTATAGATATAGATAGGTAGATTTGAATATTGACTGAATTATTTTTAGTTCG 
AGAATGGGAACTCCGGAATTCCCAGATCTCGGTAAGCATTGCTCCTTTGACGATTGCAAACTCATCGATT 
TCTTGCCCTTCACATGCGATCGCTGCCGCCAGGTGTTCTGTTTGGAGCACCGAAGCTACATCAAACACAG 
TTGTCCAAATGCTGACAGACAAGATGTCACTGTTGTCATCTGCCCACTCTGTGCCAAAGGAGTTCGCCTA 
ATTCCTGATGAAGACCCAAACATTACTTGGGAGACACATGTCAACACCGAGTGTGATCCGTCAAATTATG 
AGAAAGTCACAAAGAAGAAAAAATGCCCTGTCCCTGGTTGCAAGGATATCCTAACATTCTCAAACACAAT 
CAAGTGCAGGGACTGCTTGGTAGACCATTGTTTGAAGCACAGGTTTGGACCCGACCACAAATGTCCTGGG 
CCGAAGAAATCAGAAGCAGGTTTCCCATTTATGGGTCTTTTAAGTAGGAGTAGAAAAGAAGAGTCAAAAC 
CCAACCGAGCTCCAACTTCATCTTCCTCTGCGTGGGCTACAAGCATTCTTAATGCAGCTTCAACAGTTCG 
AGCCTCAGCTGAAGCAAGCATGTCAAAATTGAGCACTGAAATTAGCCAAAAGTGGCAGATTGCAAAGGAT 
GGGATGGGGCAGAGCAGCAGCAGCAGTGGTGGGATTGGACAAGAGGAGTGCCCACAGTGTGGTGCAAAGT 
TCTCCTCTGTTACAACTCTGGTGGA 
 
>0897-94-(6-14-06)_G07 
CTATCCCACACCTGGAAGTGATACTGGCGGTGGTGGCGGAGGTGGCGGTGGAGGCAGCGGCGGCGTTGGT 
GGCAGTGGCACCAACAATAATGATCCGAAAACTGGAAAGCCTAGCCAATTCATGCAACCTCCTTCTCCTT 
GGATGAGCCAAAGGCCTCCACTTGATGTTAATGTTGCATATGTGGAAGGGCGGGAAGAGGCAGACAGAGG 
AACTTCTAATCAACCACTGACACAGGACTTCTTCATGATGTCTTCTGGAAAACGAAAACGTGAAGATTTA 
CCTCCTCAATATCAGGCTGGTGGATTTATACCCCAGCAAGATGGAGCAGGGGATGCTACTTCTGAGGTGT 
TTGAGATTGAGGTAAGTGGGGGAAGCACTTCTCTGGGTGGACATGGCATAGTCACCAGTGCAAATAAAGA 
GATGCTAGCGCATGCAGCAAGGTCTTGTTCAAAGATGCCTCAACTTGATGGACCAATTCCTGATCCTTAT 
GAAGATGTCATTTCTACTCCCAATATATACAATTATCAAGGAGTTTACAATGAAGACTACAACATAGCAA 
ACACACCAGCTCCTAATGATGTACCAGCAAGTACTCCTGCTGTAGTTGCTCAAAATGATGTTGGAGAAGA 
TGACGATGATGAGCCCCCCTTAAACGAAAATGATGATGATGATTTTGATGATGTGGACCAAGTAGAGGAG 
CAAAACACACAGCATTTAGTTTTGGCACAGTTTGATAAGGTGACGCGTACCAAGAGCAGGTGGAAATGCA 
CGCTGAAGGATGGCATTATGCACATAAACAATAAGGACATTCTCTTTAACAAGGCAACGGGAGAGTTTGA 
CTTCTGATTTTGTTGGAATTTATCTATTTTGCCATTTCCTG 
 
>0898-94-(6-14-06)_H07 
AAAAATGGAGACTCTCTCCCTATCAGCCTCTGGATCCATTACAAAGCTCAGTAGCTTTGCTGTACTGCTT 
GTGGTGTTGTTTTTTTTCTCAAGTTTTACTTCAACAGAAGCTTATGATGCACTTGATCCAACTGGAAATA 
TCACAATCAAATGGGATGTAATAAGCTGGACACCAGATGGCTATGTTGCTACTGTTACAATGTATAACTT 
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CCAGCAATATCGCCATATTCAAGCACCAGGGTGGACATTGGGGTGGACATGGGCAAAGAAGGAAGTAATA 
TGGAGCATGATGGGGGGCCAAACAACAGAGCAAGGGGATTGTTCAAGATATAAAGGGAACGTTCCACATT 
GCTGTAAGAAGGATCCAACGGTTGTGGATTTATTGCCAGGAACTCCATACAACCAGCAGATTGCTAATTG 
CTGCAAAGGGGGAGTATTAAACTCATGGATCCAGGACCCAGGCAATGCAGCAAGCTCATTCCAGGTGAGT 
GTGGGTGCTGCAGGAACAACTAACAAAACTGTCAAACTACCTAAAAACTTCACCCTGAGAGCACCAGGGC 
CTGGATATACCTGTGGACCGGCAAAGATTGTGAGACCCAGTAAATATTTGACAGCAGATAAAAGGAGAGT 
CACTCAAGCTTTGATGACCTGGAATATTACTTGCACATATTCACAATTCTTGGCTCAAAAGACACCCACT 
TGTTGTGTTTCTCTCTCGTCCTTCTATAATGACACAATAGTAAATTGCCCAACCTGCACCTGTGGCTGTC 
AAAACAATCTAACAGAACCTGGGAGTTGTGTGAATCCCGATTCTCCATATTTAGCTTCAGCTATATCGGG 
 
>0901-94-(6-14-06)_D10 
ATTGGTGAAAGATTATGAGCGCACCGCGCACCTGGCTCTCTATAAATCCAGCATCTTTGTGTTCGCGTAA 
TCCCTCACAACCAGTTAATCATCTTCGTCCACCTTCACGCTTCACATTTTCTGGAGCTAAAACCAACGCG 
GCACAACGCTTAACCTTCACGCGCCACACAATTACTCACCTACTCAAATCATACATGGCCGAGTCCCACT 
CCGAGTCCAACTCCGATTCTAGCTTGGCAAATCCAAATTACGCTGAGATAATTGTGGTGCGTCACGGTGA 
AACGGAGTGGAATCTTGATGGAAGAATTCAGGGACATCTGGATGTTGAATTAAATGAAGCTGGGAGACAA 
CAAGCAGCTGCAGTGGCTGATAGGCTATCCAAGGAACCTAACATCTCTGCTGTATACTCTTCTGACTTGA 
AACGAGCTTTTGAAACTGCACAGATAATTGCGACCAGCTGTGGTGGACTAGAGGTAAGTAAAGAACCTGA 
CCTACGGGAAAGACATTTGGGGGATCTTCAAGGCCTTGTACTGCGCGAAGCAGCCAAAGTTAGTACTAAG 
GCTTACCAGGCTTTTTTATCCCACAGCGTAGATCAAGAAATCCCGGGTGGTGGAGAAAGTCTTGATCAAC 
TTTATGAACGTTGCACGTCTTCATTGGAGAGAATTGGTAGAAAGCATAAAGGAGAGCGAGTGGTTGTGGT 
CACTCATGGGGGTGTTATCAGAACATTTTACAAGCGAGCTTGTCCAAATGGACGAGCTGGAGGGAAGGTA 
CTGAATACATCCATCAACATATTTCACTTGTCAGATGGGGGATGAGTGGACCATAAAATCATGGGGTGAT 
GTTAGTCATCTCAACCGAACAGGGGTTCTGGA 
 
>0902-94-(6-14-06)_E10 
TTGTTTTCTCTGCTGCTATATCAAATGGAGCTCCAACTTGCCCTCGCACTTCCAGTTCACAATTCAGTAA 
AAGGGTTCGACCTAAATGATGGTGGTATTGAATCAAAAGAACCGGTGGCTTCGCGACTATGGAGCTATGG 
TGGTTCTTTGGAAAGCAAAAAATGCCTTAAAAACAAACGTAGTTCTGAGGAGGCCTTTGGAAAGATGGGT 
GGAGGAGTGCCACAAATATTCCCCCTAATGGTTTGGAGTGGCCAGCCCAATGAGGAAGATGATCGGAAAG 
GACAAAACAGGAAAACTTCTTCCATTGTTAACAAGAATGAAGTGGAAGAAAATCATGTTGTGGGGTGGCC 
ACCCATTAAATCATGGATGAAGAAACAGCTCCATCAGCAGCAGCAGCAGCAGCAGCATCATCAAGGTGGG 
CGGGTCAAGAATGATGGGGTGGCTGAGAGAAGTGGTGGACGAAACTCTTTGTATGTCAAGGTCAAGATGG 
AGGGGGTAGCAATAGCAAGAAAGATTGATCTAAGGCTCTTCCACTCTTATCAGGCACTTACCAACACCTT 
GATCAGCATGTTTGATAAAGAACAAAAATTTGACAAAAATGGCGTAAACTACACACTCACCTATCAAGAC 
AAAGAAGGGGATTGGCTGCTTGCAGGAGACGTTCCTTGGCAAACCTTCATTGAGTCCGTGCAGCGTTTGG 
GGATACTAAGGAATGGCGGATGAGCTAGATAATAACAATGTTTCTATCATGAGCTTGATTTTCGTTATGT 
ATTGGTTTAGCAAAAGCATATGGAGTTCCTG 
 
>0904-94-(6-14-06)_G10 
CTCTTAATGTGTTTCATCAAAGTTTGAGGTTTTGTAATGAATTAAAGGTCTTGTCTCTTGTGCATGGTTT 
TGCAGGGTTATCAGTGGTCAAGTCAGATGACCAAGAATGGTTCTTCTTTTGTGCCCGGGAAATCAACCGA 
TCCCGAGTGAACAGGGCGACCAAGAGAGGCTACTGGAAATCCACTGGGAGGGATAGGAAAATCAGGGCTA 
AAAGAACCAACACTGTAATTGGTACAAAGAAGACTTTGGTGTTCCATGAAGGTCGTGTTCCAACTGGGGT 
CAGGACCTCTTGGTTTATACATGAGTATCAGCCAGTTGTCTTTCCTCATCACGAGAAAGCTTTTGTCCTC 
TGCCGCTTATTTAAAAAAGTAGATGTGAGGACTAATGAGGCTCCCTGTGATGATGGTGATGTAAGCAGCT 
GTGCTGCTTCTGATTTTGAAGGTCAGGTGCCAGGGCATACAATTCCGGAGATAGAAGAATACAATCAGCA 
AGAACCTCCAGATCTGGATGCCACATTTACTGATGACTTTGATTTTAATTTTAGGCAATATCTGTCTGAT 
GATGATGAACAGGAAGAGTATACCTTAGAAGCAGTCAGGCAATCCAATGATTCCAGGGCACCAGATTCAC 
CGATAACAATATACTATGATGGTGGTGGACTAAGCAGTGATTCGGACACTGACACAGCCCAAGCACCGCA 
CCAGCAAATGCATATGATTAACAGTGGAACTGCATCCTCGTCTAACCGTGGCCAGTACAAAGAAAAAAGA 
AATGGTGTCGTTCTTGATGATTTCTTGGAACTTGATTCTTCTCCTGTCAACTCAGCTGCAAATATCCCTC 
G 
 
>0905-94-(6-14-06)_H10 
GGGCACGAGTTAGACGATACCAACAGTATAAATGGCAACTAACTAGAGGTGTCGAAGAAGAGAATTTACT 
TCAAAGCCTTCCTAAGGACCTCAGAAGGGACATAACACGCCATCTTTGCTTAAATCTTCTCAAGAGTGTG 



296 
 

 

CCGATGTTTGAAAAAATGGATAGTCAACTGTTTGATGCACTTTGTGATCGTCTCAAACCAGTGCTTCACA 
CAGAGAAGAGCTGCATTACTCTTGAGGGGGATCCAGTGGATGAGATGCTCTTTATCATGCGAGGAACCCT 
GACCACTAGGACTGGAAAAACAGGTAATGCTGGTGATCTGAAGGCTGGAGACTTCTGTGGAGAAGAGCTT 
TTTGCGTGGGCTTTGAATCCCCGCTCCTCTTCCAGTCTTCCCATTTCAACAAGAACAGTAATAGCTCAAA 
CAGAGGTTGAAGCCTTTGCTCTAAGGGCTGCTGATTTGAAGTTTGTGGCCTCTCAGTTTCGGCGTCTTCA 
TAGCAAGCAGTTCCAGCATATTTTCAGGTTCTACTCCTTACAATGGAAGACGTGGGCAGCCCATCGCATC 
CAAGCAGTTTGGCGCAGGTTCTATGAGAGAAAGCTTTATAAGTATTTGCATGAAGCAGAAGACAGATTGC 
AAGATGCTGTGATAGACTTTGCATGGACCTCAAAGGTTGAACACGATGATGAACACAAAGCACCAAAAAG 
GTTGCTACTACTGCCACAGAAGCCTGATGAACCTAATTACAATGGTGAAGATTAACAGAGTGGTGTTCCA 
AGTGATTATTATGTAATTTTTTTTTTAACAAACAAGGTTCACATGCAAGAGGTTTCTGTGTATAGCATGT 
ATAACATGTGCTAAGCAAACTTCAGACTTAATAATTTAGAACTACTGTTTCACTG 
 
>0907-94-(6-14-06)_B11 
GCCCTCCGGCTACGGTTACGGCCAGCCACCGCCACCAAACCCTTACGGCTCCGCCACTCCCTACGGTGCA 
CCGCCGTCCCAACAACCCCAAGGATACGCCACTCCCTACGGCGCTCCACCCCAACAACCCCACTCTCACT 
CCCCTTACGCTCCCGTCGCCGCCCCCTACGGCTCAGCGCCACCGTCCGCTCCTCCATACGACCCTCACAA 
GCCTCCAAAGGAAAACAAGCCACCTAAAGACTACTCCTCCGGCTCAGGCTACCCTCCCTCTGCTCCCGGT 
TACGGCAGCCCGTTCGCGTCTTTGGTACCGTCGGCGTTTCCTCCCGGAACCGATCCAAACGTCGTCGCTT 
GCTTCAAGATCGCCGATCAGGACGGGAGTGGCTTGATCGACGACAAGGAGTTGCAACACGCGCTGTCTTC 
GTACGATCAGAGCTTCAGCTTGAGGACCGTTCATCTTCTTATGAACCACTTCACCAATTCCAACGCCAAG 
AAAATCGGACCTAAGGAATTCACTTCACTATTTTACAGTCTACAGAGTTGGAGGGATATTTTTGAGAGAT 
TCGATAGGGACAGGAGTGGCAGAATTGATTCAACTGAATTGCGAGAGGCACTTTTGAGTCTTGGATTTGC 
TGTCTCACCGGTGGTTTTGGATCTGCTTGTTTCTAAGTTTGACAAAACTGGAGGCAGAAGCAAGGCCATT 
GAATATGATAATTTCATTGAGTACGTTCTTTTTATTGTTTCACTTTTTTGTTGGTTGGTTGGAGAATCTG 
ATGCTCTTTTATTTCATTTAATTCATTCAATTTGAAGTTGTAAAATTTAATATATTTTATGTTTATTATT 
GACCAACTTCATTGTTTTTTTTCAATTTTTATGCAGGTGCTGTCTAACAGTTAAAGGTGAGCTCATATCT 
TTTATTTAACATCATCATCATCATCATCATCATCATCATCATC 
 
>0908-94-(6-14-06)_C11 
AGCATGTCTAAAGCAAACACAAGAAGACATGATTTGGAGAGGAACAAACTCTCGAAAGAAAAAGAGAAGC 
CAAGCCAAAGCATTTTGTCCAAACACCTTAAGAGAATTTACCCAATTGGGCTTCAGAGAAGCGGTTCATC 
GTTATCCTCCCTATCATCCTTATCGTTGTCTTTGTCACAGAACTCGAATGACTCTTTGCTTACAGATTCT 
ACTACTCCACTGAACCAGAAGATTTCTTTAGCATTAAGACTGATTGCACCGTCTGAAAGAAGAGAAGCCC 
CCTGGGCAAAAACCGTGCAGCAGCAAAGTCAGGATACTAGTACTGGGGAATTGAGGAGGTGCAACTGGAT 
TACAAAGAATAGTGATAAAGTTTACGTGGCATTTCACGATGAGTGCTGGGGAGTTCCAGTTTATGATGAC 
AACCAATTGTTTGAGCTACTTGCAATGTCTGGTATGTTGATGGACTACAATTGGACTGAAATCCTGAAAA 
GAAGGGAACTATTCAGGGAAGCTTTTGGCGGATTTGATCCTAACTTTGTCGCCAAAATGGGGGAGGAAGA 
GATTGCAGATATAGCTTCCAACAAGGCTATCATGTTAACAGAGTGCAGAGTGAGGTGCATTCTAGACAAC 
GCCAAATGCATATTGAAGATTGTGAGGGAATTTGGATCTTTTGGTAGCTATATGTGGGGTTATGTGAATC 
ACAAACCAGTGATCAACCGGTATAGATACCCAAGAAATGTTCCTCTGAGGACTCCAAAAGCAGAAGCTGT 
CAGCAAGGATTTAATAAAGCACGGATTTCGGTTGGTTGGGCCGGTGATTGTGTGTTCCTTCATGCAAGCA 
GCTGG 
 
>0910-94-(6-14-06)_E11 
ATCTTCTATATTATTTGCTCTCTCCTCTGGAACTAGAAGAAGAAGAATGAAGCAAACAATAAAAATAAGG 
TGTGAGCTGTTGTTGCTTCTGTCTCTATTCATCTCCTCATCTCTGGCCTTCCAATCGGATGAACTCCTGA 
TCGAAGAAGAGGACTTGGGCTCAGAAGGCGGATTCCCTGATCTCGCCCACATCCGATCATCACCACCACC 
AACCCGGAAGAGGTATTCGGAGTCGGATCAGGATTCGAAGATCCAGTTCTCACTCGAACACGCCTTTGGC 
GACTCCGATTTCTCTCCTGCTGGCATCTTCAACGCTCGCCTCAAAACTTGGAACCACGGGGCCCAGACAC 
TAACAAAGCTGCGTTTTTCAAGGAATGATTTTAGTGAGGTGGAGAAGGAGAAGTTTCAAAATCTACTGAA 
AGGAGATGACTTCTATAGGATAAGATTGCCATCCAATGTTTTGAGCTCCTCCTCCCCTGGGAGGGAATAC 
GTTATATCCTCTGTGAAAGCAAGATGTCTTCCAAGAGAAAGCCTGGATGAACATTTTGTTATACACATGG 
AAGGTGTCAATATCTTGGCCGTAAATTATGGTGCCCCCGGGGCATGTCCACATCCCCGGCAACTGAAACT 
TCCTGCAAAATGGTCTTTCAAGTCACACACGGTTTTGAAGAACAGTGAGCAGGCACCAAGAGCTCCAGTA 
TTTTCTGAAGAAATTCTTGGAGAGACTGCAGAGGGTGAAGTTGTACCGCCACCAGAAAGGTCCTTTTGGG 
CTAAATATTGGATGTACCTGATCCCTCTTGGACTGATTGTCATGAATGCCATAACCCAAGCAATGAATAT 
GCCGGAAGAACAAGGTGGTGGCCAAGCACAGCAGCCAGGG 
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>0911-94-(6-14-06)_F11 
TCCCTCTGATCTGTTCTGCCCTTTTCCCCATTTCACAGTCGTCATTCCATTTGTTCTTTCCTCCTTTTCT 
CTCTCTTTCTCTCTCTCACACCTTTTTCTTCTTCGTCATAACCCAGTCTAGCGTTCTCTGTCGGACCGGT 
CTAAACCCGGTCAAGCTCTTCGTAGATCCTCCACCAACAACGACAATTCAGTCATGAATCCTGAATATGA 
CTATTTGTTCAAGCTTTTGCTGATTGGAGATTCTGGTGTTGGCAAATCATGTCTTCTTCTGAGATTTGCT 
GATGATTCATATCTGGACAGTTACATTAGCACAATTGGAGTTGACTTTAAAATACGCACTGTGGAGCAAG 
ATGGAAAGACCATAAAACTTCAGATCTGGGATACTGCAGGACAAGAGCGTTTCAGGACAATCACTAGTAG 
CTATTACCGTGGAGCACATGGCATTATTATAGTTTATGATGTGACAGACCAAGAGAGCTTTAACAATGTT 
AAGCAATGGTTGAGTGAAATTGACCGATATGCTAGTGAGAATGTAAACAAGCTTCTGGTTGGAAACAAGT 
CTGACCTCACTGCTAACAAAGTTGTGTCTTATGAAACGGCGAAGGCATTCGCTGATGAAATTGGCATTCC 
ATTTATGGAGACGAGTGCAAAAAATGCTACTAATGTGGAGCAGGCTTTTATGGCCATGGCCGCTGACATC 
AAGACTCGTATGGCAAGTCAACCAATGAACAATGTAAGGCCACCAACAGTGCAGATACGAGGACAACCGG 
TTAATCAGAAATCTGGCTGCTGCTCTTCTTAGTTGGTTCTTTCAGAAATTCCATTGCATGTATGCATATA 
AGAGCAGCCCTTCTCTCTGAATCAGAGTGGACCGTTCAAACCTCCTAAAACCTATATATGATGATATGCC 
CATCAGTTTGCTTTG 
 
>0914-94-(6-14-06)_A12 
TTTCCCCCAGAGTGTTGTTGATGTGGTTAGGGAAGATTTTCAGGTTAAGAAGTCTGCTGTAGAGGTTGAG 
TTCAATGGCCATCACTTTATGCTTGATTTTCTGCATATGTCTCGAGTGGACTTGAAAACAACCTTACAGG 
AACCCATTGCTTGGATTGATGAAGCAGGTAGCTGCTTCTTTCCTGAAACTTTTGACTGCCATCAACCTGA 
AACTGGGGAATATGAAGACCCAGTGTTGGAGGAGCCTTATGGGCCTCAAGAGATCAAGCTGCTGTTGGAA 
ATTGAAATCAATGGAGTGGATCAATCCAAGCTGAAGGAATGTAGTGGGGAGTCAAATGATCTAGTTAAGC 
AGATACAAATCAATAATAAACCTGCTAGCAACTGCTATGCTATAGATGTTGAGAATAGTTGTAGTAGAGA 
GTCTGATGCAAAAATGGATGAGGATTTTCAGGAAAATAAACAGATACCTGCAAATTTAGTCATGGCGCCT 
GTATCTGAAAATGAAGAATTTAATTGTGATTCTGTGCAGAAGTTGTTTCTTGTGGGTATGGGTGCTTCAG 
GTAGACCCAACATTCTTGATACATACCGTTGCGTAAGCACTTCAATGCAAGCTCGATTTGAGCTTTTTCA 
GAACCAGGCAGAGCTAACCCAAAAATGTCGTGGGGATGCAAATGTTCAATATGCTTGGCTTGCTTGTTCT 
AAAGAGGAGCTGCCTACAATATTGACATATGGGCTTGGTCATTGTGGACCTTCCACAATTAAGTCCATGT 
ATGGTATTGGTGTTCATCTTGCAGCTGCTAACTGCTCTTACACCAGTGCAAAATTTTGTGATGTTGACGA 
AAATGGGGTACAACACTTGGTGTTGTGCCGA 
 
>0915-94-(6-14-06)_B12 
CCTTGCCCTGATTTTGAAGAAGTTTTGTCCTGCTACAGAAAAATACTTCCAAACATGCGATTTGCAGGGC 
CAACCTCTTATGCTCCAATAGTTGAGGCTGCAATTAATATTGTAGAGAAAAGTGGTGGCCAATTCCATAC 
CTTGTTTATCATTACTGATGACCAGGTTGTATCAAAGTTTTTCATTGCCCCCCTCCTTTCCCCTCTATCC 
TTTTTAACACAAATTGACATGCTGCATGCACCCAAACTATCTTAATTAGAATGTTTTCTTTTGTTGTGAA 
GGCTACAAGTGGCATCAATATAAGTGATAAAGAAATACGTTATGAAGAACTAGGTGGTGAAGAACTAAGT 
GATGAAGAACTAAGTGCACAGGAAGAGCAAACAATTGAATCAATTGTCAATGCGAGTTCATATCCTCTCT 
CAATTGTTGTTGTTGGAGTCGGTGATGGACCTTGGGAAGACATGCAGAGGTTTAAGGAGAAGATCCCTGC 
ACGTGAATTTGATAACTTTAAGTTTGTTAACCTCACTGAATTTTTGTCCAAAATGGCAACACCTTCCAGC 
AATGAAACAGCTTTTGCAGTAGCTTCCCTAATGGGTATCCCCAGCCAGTACAAAAAAGCAATGGAACCTG 
GCATGCTTAGACGTGTGACAGGAAGAGCAAAGGAAATCAGTCCACTTCCTCCTCCAGGTCCATATTCTCA 
GTGGGCAACCTATGAAAACCAGGAGATCTGCCGAATTTGTCTTGCTGATGAATGGGACACGGCCTTTAAC 
TGTGGCCATGTGGCCTGTGGAAGCTGTGGAAAGAAATTGTCCAAATGTCATATGTGCCGCTGTGAGATCA 
GATTTCGTATCCCTCTGTGGAAATGAATTGTCAATAGCGGCACTTTTAA 
 
>0916-94-(6-14-06)_C12 
ACTTACATTAGTCCCCTCTCTATACTTGTCATCAATAAGTTATTTATGGAATGTTTTCCGTATTATCATT 
TGACCCTTTTCAATTTTTATACAGGTAATTTCCATTATTAGCAAGTATGCAGCCATGAAATGCAACAATA 
ACTTTTGTTCATGAGCTGCAATGCCACTTGGGTTGATTACTTGATGGACAAAGTAGTCTCTTATTGGTTC 
TTTTAGCCTTTTCTTTTACTATGAGGTTGATTAATTATCTTTTTATTTAACTATCCCATACATCGCACAG 
GTTAGCGACTAGTGGATTTGAGAAACCTTAGCTCCAAGTAATTGGGGTTAGAGCTGATCAGGTCAGCTAC 
CTAGGTTTGTAGTTTATAAGCCTCTAAATCCACAACTAAGATTTTTGAATCTTGAGTGGAATCAAGGATG 
GCAGTTGAAATGTATTTCTGCAAAACCAACATAAAGTGCCCTTATTCAAGGTTGTTGTTGTTGGTTTTTT 
TTAATTAATTTTTATTATTTTTTACTTTATAACGTAGAGATCCTTTTCAAAGTAGAGCCCTTTGGAGTTT 
GGAATCACCTCTAGCCAATAAAACCTATGGGCAACTAACCCTAACCACCATAACTAGTTGCCAGGTAATC 
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CAGGGCATTCACTCCTAATGGGCTAAGCAATTTATGCTCATACCCATAAGCTTCTTTTTTTAACACATGT 
TTAATCTTTATTCGAAATTTGTGAATTTTAGAGATTAACTCCGCATTGTTATGCTCTAAAAGCATTGTCT 
CAGAGTGCCATCAAGTCCTCAAAGTTTAACCAAATCTTTTCTTTTTGACTCAGCAAGGTGAAGTGAGGAT 
GGCTACTGGCAACCTAAAGAATATTCTGGCTACGGCAGTCACTAGAGGAGTGACCGAAGCAAGGGCAAGG 
ATATTTGGGCACATACTGAACCC 
 
>0917-94-(6-14-06)_D12 
GAAGACTTTGAGGCAGTTGTTGGAGATTTTGGGTTGGCCAAGCTTTTGGATCACAGAGAATCCCACGTCA 
CAACAGCTGTGCGTGGCACTGTTGGCCACATTGCTCCAGAATACTTGTCAACCGGTCAATCATCAGAAAA 
GACTGATGTGTTTGGCTTTGGAATTTTGCTCCTGGAGCTAATCACAGGTCATAAAGCTTTAGATTTTGGA 
CGAGTAGCAAATCAGAAAGGCGTAATGCTTGATTGGGTTAAAAAGCTCCATCAGGAAGGAAAGCTAAGTC 
AAATGGTGGATAAGGATCTAAAGGGCAACTTTGACAGGGTTGAATTGGAAGAAATGGTTCAGGTTGCCCT 
CTTGTGTACTCAGTTTAATCCTTCCCACCGACCGAAGATGTCAGAGGTATTAAAAATGTTGGAAGGAGAT 
GGTTTAGCTGAGAAATGGGAGGCCTCACAGAAGGTTGAGACACCCAGATTTCGATCTAGTGAAAACCCTC 
CTCAAAGATACTCAGATTTTATAGAAGAATCTTCGCTTGTCATAGAAGCAATGGAGCTTTCCGGCCCTAG 
GTGATTTTTAATTTTCTTTTATTCTTTTCCTCTTGCCTTTACAAGGCATCATTTAAGTTCTAGTGGTTTG 
AATCGGAATATGTGATTGGTGTTGATAGCTGCTGTATTCATCTGTATAAAGTAAAAGGAAAGTGTTGTAT 
AAGTATCGTCGTTCTTCCTCGTAAAATTAATCAAGTTTATTGAGCCTCTGCCAGATATCTTGGGAGTTTG 
TTACAGATTTTCTTTTAGTTTCTATTGTGATTGTAGTTTGTTTTC 
 
>0918-94-(6-14-06)_E12 
TTTCTCTGAGGTAGCAGCAGAGAGAGTTCTTGATGAGATGGTGAAGTTGATTGAAGATCCTCAGACTGTA 
GTTAATAACCGTAACAAGGCTTTGATGCTAATTGAATCATGGGGAGAATCGACCAATGAGCTCCGCTATT 
TGCCTGTTTATGAAGAAACATACAAGAGTTTAAGATCAAGGGGCATTCGGTTCCCTGGTCGTGACAATGA 
AAGTTTGGCACCTATATTCACTCCTGCTCGTTCAGTATCAGAGTCAGAATTGAATGAGGCTCTTCCTCAG 
CAGATTGAGCGTGATCTTCCAGTGCAAAGCTTTACGGCTGAACAAACAAAGGAAGCATTTGATGTTGCAA 
GAAACAGTATTGAGCTTCTTACAACGGTTTTATCCTCTTCACCCCAGCAAGATGCTTTGCAGGATGACTT 
GACAGCCACACTGGTCCAACAGTGTCGTCAGGCACAATTTACTGTCCAGAGAATTATTGAGACAGCTGGA 
GATAATGAAGCCCTGCTTTTTGAAGCCTTGAATGTGAATGATGAGATCCAGAAAGTTCTCTCCAAGTTTG 
AAGAACTGAAGAAGCCTTCAGTTCCACCTGAGCCAGAACCAGCTATGATACCTGTTGCTGTTGAGCCTGA 
TGAGTCACCCCGTCATGCAAAAGAAGATGCCCTAATTAGAAAACCAGCTGGTTCTCGAGGTGGAGGCCAG 
GGGGGAAGTACCGATGAAATGATGGATGATCTTGATGAAATGATATTTGGTAAGAAAGGTGGGGGTACAT 
CTGAAGGTGGGCATGATTCCAAGAAGCAACCACCAAAGGGTGATCTCATCAGCCTTTGAGCTGCTTCACA 
TAGCCGATTATTATGTGGTTTTGGGACAGAGCATGCC 
 
>0919-94-(6-14-06)_F12 
CACACAAAAAAACAAACACTTTGTGTGCGTACTAAAGAGAGTAAAATGTTGAAGGTCTCGTGCAATGTGT 
TGAGTGACCAAAGCCAAGCGATAACCCAATATGGGTTTATGGGCCGAGGGCCCATTTTGACACGTGGGCA 
CCGGAGAAATGCCGTCGTTTTAGGCTCTGGTTCTGGTTCTTCGAACAAAGGTCCAATTTTGGCTGTGGTG 
TCTGACCGGGTAATCGGATCCGGGTCAGGGTCAGGGTCAGGGTCGGGGTCGGGGACTCTGGCGGACCGTT 
TGAGACTTGGGAGCTTGACGGAGGATGGATTGTCTTATAAGGAGAGATTCATAGTGAGATGCTATGAAGT 
TGGGATTAACAAAACTGCCACTGTTGAAACCATTGCTAATCTCTTGCAGGAGGTTGGATGCAATCATGCA 
CAGAGTGTAGGATTTTCAACAGATGGCTTTGCAACCACCCCCACCATGAGGAAACTGCATCTCATATGGG 
TTACTGCTCGCATGCACATTGAAATCTACAAATACCCAGCTTGGAGTGATGTGATTGAAATTGAAACTTG 
GTGCCAAGGGGAGGGAAGAATTGGAACCAGACGAGATTGGATACTCAAGGACCATGCTACTGGTCAAGTT 
ATTGGAAGAGCAACAAGCAAGTGGGTGATGATGAACGAAGACACCAGACGTCTTCAGAAAGTTAGCGATG 
ATGTACGGGATGAGTATTTAGTTTATTGTCCGCGAGAACCCAGATTAGCAATTCCTGAGGAGAACAGTAG 
TAGTTTGAGAAGAATACCAAAACTGGAAGATCCTGCTGAGCATTCTAAGCTGGGACTTGTGCCTAGAAGA 
GGTGATCTGGACATGAACCTGCATGTTAATAATGTCACC 
 
>0920-94-(6-14-06)_G12 
ACCACAACCGATACTCGCATTCGTTCGCTTCAAAGTTCGAACTCACAAAAGCAAGAGTGTCTCTTTGTCT 
CTGTCGGTGTGTGTGTCGGTGTGTGTGAGAGAGAGGGATCAGAGATGTGCACGTTAGAGAAAAGAGGCAG 
GATTTTCATCCTAACGATAACAGGTTCCGATGAACACAGGCTAAACCCAACGCTCATCGACGCAATCCAA 
TCGGCTCTACACCGAGTCCGAGCCGAGTCAGCATCCTCTTCAGCTCTGATCACCACCGCCCAAGGCAAGT 
TCTTCTCCAACGGCTACGATCTCGCCTGGGCCGGCGCCTCAAAAGCTCGCATGGAACTCATGAACTCCAA 
GCTACAATCCCTCGTAACCGACCTCATCTCTCTCCCAATCCCCACCATCGCCGCCGTCTCCGGCCACGCC 
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TCCGCCGCCGGCTTCATCCTCGCCCTCAGCCACGACTACATCCTCATGCGAAGCGACCGAGGCTTCCTCT 
ACATGAGCGAGCTCGATATCAAGCTCGTGATTCCGCCTTGGTTCGTAGCTCTCGTCGAGTGCAAGATCGG 
CTCGCCTAAGGCTCGGCGCGCCGTCGTTTTGAAGGCGGCTAAGATCACGGCTAAGCAAGCCGTCGAATTG 
GGGATCATCGACTCGGCTCACGATAGCGCTGACGAGACCGTTGAGTCTGCTGTGAGATTGGGCGAAGAGT 
TAGCGAAAAGGGGATGGGATGGACCCGTGTACGGTCAGAATCGCATGCGATTGTTCGCTAAAGTCTTGGA 
TGAGATTGCTCTTGACACCCCTGAGAGTACTCAGACTCGATCGCGGATGTAAGCAAAACGCGTGTCGTTT 
TGGTTGTTAGCTATAAAACGGTAGTAACTG 
 
>0921-94-(6-14-06)_H12 
TGACCTATCGCTTCTATTATTTGTGTGCAAGATATTGGCTATTGGATGAAATAGGAAAGACCTATTTTGG 
ATTTTGACTTGAGGGAATTGTAGAGAATGGCATGCAGAGGGTGTTTGGAGTGTCTATTGAAGCTTCTGAA 
CTTGTTGTTGTCCCTTGTGGGTCTGGCCATGGTGGGCTATGGGATCTACTTGCTGGTTGAGTACGAAAGA 
ACCACCACTAATGCTCTTTTGTCCTCATCGGTGAGCGGTGATGGAAGTTCGGTGCAGCTCAGTCGACCAC 
TGCTTATGGGTGTTTCCCTATCGGCTAGTATTTTGGATGACCTGCCCAAAGCTTGGTTCATATACTTATT 
TATCGCCATAGGAGCAATTATCTTCGTCATTTCTTGTTTTGGTTGCATCGGAGCTGTAACAAGGAATGGA 
TGTTGCTTGACTTGTTACTCGGTATTGGTGATTTTATTAATCTTGGTAGAGCTGGGATGTGCGGCCTTCA 
TATATTTTGACAAAAGCTGGGAATCAGAAATTCCAACAGACAGGACTGGAGATTTTGACATGATATATAA 
TTTTCTGGAAGAGAATTGGAAAATTGTCAAATGGGTTGCTCTTGGAGCTGTTGTTTTGGAGGCACTGCTA 
TTCTTGTTAGCCCTTGTGGTCAGGGCAGCAAACAGACCACCAGAGTATGACAGTGATGATGAGCTCATTG 
CCTCAAGGCAACAGATCAGGCAGCCACTCGTCAATAGGCCACCAGTTGCAGCAACAGGTGTACCAGTTGC 
TGGCACCATTGATCAGCGTCCGAGTAGAAATGATGCTTGGAGTACACGTATGAGAGAAAAGTATGGGCTC 
GATACTTCTGA 
 
>0922-94-(6-15-06)_A01 
AAACAAATGGGAGAGGAGGAGAAGAAACCAGAGGAGAAGAAGATGGAGGAGAAAAAGCCAGAGGAGGAGA 
AGAAAGAAGAGAAGAAGGCAGAAGAGAAACCAGCAGCAGAGGGAAAGAAAGAGGAAGCAGCTAAGGATGG 
AAAGGAATCCAAAGAAGCTAAAGAAGAAGCACCACCACCACCGCCTCAAGAAATTGTGCTCAAAGTTTAC 
ATGCATTGTGAAGGTTGTGCCCGCAAGGTTCGGCGCTGCCTCAAAGGCTTTGAAGGTGTTGAGGATGTTG 
TAACGGATTGCAAGATTTCAAAGGTTGTGGTGAAAGGTGAAAAGGCTGATCCATTGAAGGTTTTAGAGAG 
AGTTCAAAGGAAGAGCCATAGGCAAGTTGAGCTCATCTCTCCGATCCCAAAACCAAAGACTGAGGAGGAG 
AAAAAGTCCGAGGAGGCAGAGAAGCCCAAGCCTGAAGAGAAGAAAGAAGAGCCTCAGATTATCACAGTGG 
TGCTAAAGGTTCACATGCATTGTGAGGCTTGTGCACAAGAAATTAAGAAACGTATACTGAGAATGAAAGG 
AGTTGAGTCGGCAGAGCCAGATCTAAAGAGTTCAGAGGTAACAGTGAAGGGAGTGTTTGACCCACCAAAG 
TTGGTGGAATACGTGTACAAGAGGACTGGAAAGCATGCGGTAATTGTGAAACAAGAACCGGAAAAGAAGG 
ACAAAGAAGAATCCAAAGATGGTAACAAGGAAGAGAAAAAAGCTAAGGAAGGTGGTGGTGGTGGTGGAGA 
CAAAGAAACCAAAGCTGAGGAAGAGAAAAAAGAAGGTAAAGGAGAAGAAGGCAAAGCCTGAGGCAAAAGA 
AGCAGCAGCAGCCACTACAGAAGAGACTAACAAGGTGATAGAGCTTCAAGCAAATGCATATCAGTACTAT 
CCACCAAGTCAGTACTAT 
 
>0923-94-(6-15-06)_B01 
AAGAGGCAGAGAGAGAAAAGCAGCAACAGCAACAGCAGTAGCAATGGTGTCGCTCAAGCTCCAGAAGCGG 
CTCGCCTCCAGCGTCCTCAAGTGCGGGAAAGGCAAGGTTTGGCTTGACCCCAATGAAGTCAGCGAAATCT 
CAATGGCCAATTCCAGGCAGAACATCAGGAAACTGGTGAAGGATGGTTTCATCATCAGGAAACCAACAAA 
GATCCACTCTCGCTCCCGTGCACGCAGAATGAAGGTGGCCAAGAGGAAGGGTCGTCACTCTGGATATGGT 
AAGCGCAAGGGTACTAGAGAGGCAAGGCTGCCAACCAAGGTCCTTTGGATGAGGAGAATGCGTGTACTAA 
GGCGTTTGCTCCGTAAGTACCGGGAAGCAAAGAAAATTGACAAGCACATGTACCATGACATGTACATGAA 
GGTGAAAGGTAATGTCTTTAAGAACAAGAGGGTGCTCATGGAGAGTATTCACAAGTCAAAGGCTGAGAAG 
GCAAGAGAGAAGACTCTGTCTGATCAGTTTGAGGCTAAGCGTGCTAAGAACAAGGCAAGCAGAGAGAGAA 
AGCATGCCAGAAGGGAAGAGCGTTTAGCACAGGGACCTGTTGAGAGGGCACCAGCAGCAGCTGCACCACC 
TGCGCCACAACAAACTGAGACTTCTAAAAAATCTAAGAAGTGAGAAGCGTAACATCTCTGATGAACACAT 
AGCAAGAGCTCAAAATACGCGAATACTCTTTTGTTTCCTCTGAAGGATTTCGTTCATCTTAGCTATTTTA 
ATATGTTTAATGAATTTTGCATTTCCATCACAAAGATTTAAATCTTGGAACTCTCAACTGTTC 
 
>0925-94-(6-16-06)_C11 
AGGAAGGAAAAATTCATATTCACAGAGCAGAAATCTGAATCTACATGGTGACTTCACTTTGACTATTATT 
TCAGCGTCAAAGGATTACAAATCAATCACAAAAACATGTAATAAGTGACATATCAACAATTGCATGCTGA 
TCCAAGACCGTGAAGAGGTGCAGCCAACTGTCAACCTTCACCCGAATCCAGTGTTCTAATTCCAACTAGC 
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AGCAGTTTCTCCTGGATCAACTATTTCCTCAAACGATTGTATAACATGAAAAATAGACTGACAAAATTTC 
ACCTTCATTTTATATATGTCTGTATTCCGTTGCTTCATTCTCAAGCAATTCCATGCTTGTCCAGAATTAG 
AAGAGATGCACCCTTGCAAAAATAAATGAGGCCTTTGGAAACCCTTTGCACCAACTTTCCAATTGGTGCA 
GCTGACTAATCATGGTAATGTAGGGTTTGAAAGTCCCATAGATTCTGCAACTTCTCTAGCAGTAAAATTG 
TCTGCCTGTGCCTGAAGCCGATGCAACAGATGCATCAAGAAGAGATGTACAAATACCAAATAAAAAAGCA 
GGATAACTCGAGCTGTCGGGTACCGCCAGAGAAATCTTGTGGCCCTGACAGCTCCTGTATCTAATAGTTT 
TGCTGCCTTCTGCAACTGTATGCTTGCCCCAACCATGTGGCGGTGATAAAGGGGGAGAGGCTCAAGTGCT 
TTTATTTCAGTGTCTTCTTCCCAAGATGTTGATGTCCGGCGGGACACTTTATTTCTATCAGCCTCTACCT 
GTGCTTCTTGAAGACGCTTTAATTCCTTCTCCAATTGAAACTCTGCTGCAGCTTTTTCACTAGCCATGGC 
TTCTAACTGTGTTTGTTTGTAGTACAGCAGATCAGTTAGTTCACGGTAGCGCTTCTCTAGTTCCA 
 
>0926-94-(6-15-06)_E01 
TTTGTATTGCATACTGACTGCCCTC 
 
>0926-94-(6-16-06)_D11 
CAGCTAAAAAGAAATTTATTGCTCGATCAAAATCGTACCATGGTTCAACTTTGATATCAGCTAGTCTTTC 
TGGCCTTCCAGCTTTGCATCAAAAATTTGATCTGCCAGCTCCATTTGTATTGCATACTGACTGCCCTCAT 
TACTGGCGCTTTCATCTTCCAGGGGAAACGGAGGAAGAGTTCTCAACCAGATTAGCCGTTAATTTGGAGA 
ATCTTATCCTCAAAGAAGGACCAGAGACGATTGCTGCATTCATTGCTGAGCCTGTCATGGGGGCAGGAGG 
TGTGATACCTCCCCCTGCTACTTATTTTGACAAGATTCAAGCTGTTGTGAAGAAATATGACATTCTTTTT 
ATAGCAGATGAGGTAATTTGTGCGTTTGGAAGGCTGGGCACAATGTTTGGGTGTGACAAGTACAACATAA 
AACCAGACCTTGTGTCTCTTGCAAAGGCCCTTTCTTCTGCTTATGTGCCCATTGGAGCTGTGCTTGTGAG 
CCCTGAGGTATCAGATGTCATACATTCTCAAAGCAGCAAACTTGGTAATTTTTCTCATGGATTTACTTAT 
TCTGGACACCCCGTATCTTGTGCAGTTGCAATTGAAGCTCTCAAGATCTACAAGGAAAGAAATATTGTTG 
AGCAAGTAAAGAGCATTTCCCCTAAATTTCAAGATGGATTAAAACCATTCTCAGACAGTCCCATAATTGG 
GGAGATACGGGGAACTGGCTTAATACTTGGTACAGAGTTTGTAGATAACAAATCACCTAATGATCCGTTC 
CCTCCTGAGTGGGGGATAGGCGCTTATTTTGGAGCACAGTGTGAGAAGCATGGAATGTTAGTACGTGTGT 
CAGGAGACAATATAATGATGTCTCCTCCATTTATTATTACCCCGAAAGAAATTGATGAGTTAAT 
 
>0927-94-(6-15-06)_F01 
AGTTCTTAAGGTGATCATTGAAGAAAATAAAAATTTGGGTTCTGTTTGGATTGTAAAGTTTTATTTTTGA 
AATGGTTTTGATGTGTGAGATTGTGTTTGAGGAAGAAAACGTTGAAGAAGGAGAGTGGGAAAAAGAGAGA 
TAGCACACATACAAAGCCAGCCAGAGTAGCAGAAGTAGAGAGACAGAGAGACAAAAAGGAAAAAAAGAAT 
TTCTGGGGGTTCATTTTGATCTGCTTCTGCTGGTAATTCTTATCAAAGCTCTTATCTTTCTCTGTTTTTG 
AATATTGGTGAATAGAGACTTGTTTTTAGTTCTGTTCATTGTTCTGTCTTTTTTTTGCTTTGTGTGATTA 
TGTTGTAAAGTATATGTTCATTGTTTTATGCTTCATTAGTAAAGAAAGTTGAAGAAGAAAAAATTCTCTC 
AGAAAACAAGCTGTCTTAACATGAATAGTTGAGTTATTGGTTTTGTGAAACCATACAAGCAGTATCAAAG 
CAATTTTCACTTTCTTCCATTCCTCTGTTTTCTCATATGCCGAACTTATTGCAGAACAAAATTGTAAAAA 
GAAAAAGAATTGTTTTGCGTCTGAAAGAAGTGAAAATATGTATGTATTCATTTATAGTTCGGTATTGTTT 
ACAGGATTATTGGCAATGTCTGCAACTATAATCAGCGATCCAATGGTTCTTTCAACCCCAGAAACACAAA 
ACAGCAGCAGCTACAAAACTCATTTCCCAACTTGAAGTA 
 
>0929-94-(6-15-06)_H01 
AAATTCTCATCAAAGGAAGTTAAAGTTTGAATCTTTTAGTCACAGAAGGAAACATACCCTAGATTTCAAC 
TTCTCAAAGCTTCGGTCTCATCCGGCAAAGATTTTGTTGAGCAAGCGTGATGCATTTGAATTTGAGGAGA 
GAACAAGCCCAAATGAGGTCAGAAAAGAGATACAGCAATGCTATGAACTCATACACAGACTTGGGAGGGG 
AGTCGTGTATTTGGGTTCATCAAGGATGGGACCTGCTCATTCTCATTACCTGCAAACACAAGAGTTGGGT 
AGAGAGATTGCAAATCTTTTGGACTGCACTTCATGGAGTGGGGTTGGCCCTGGGTTAATGGATGCTGCTA 
CTAAAGGTGCTTTACAAGCAGGAAAACCAGTGGGTGGATTTAAGATAGGTAAAGAAGCTGGTGAATGGAC 
AGCATCAAATTTTCATCCATATCTACCTCAAGAAACTTACCTTACTTGCAGGTTTTTTTCTGCAAGGAAG 
CATGGGTTGGTGGATGCTATAGTTAGGAGCAGTAGTTCTGATAGAACTGCCGTTGTTGCTCTTCCTGGTG 
GTATTGGTACACTGGATGAGGTGTTTGAGATATTAGCATTAATTCAACTGGAACGGATAGGATCAAAGCT 
TCCGGTTCCCTTCCTTTTAATGAACTATGACTCATTCTACTCAAAGTTATTAGACTTTCTTGATGATTGT 
GA 
 
>0930-94-(6-16-06)_F11 
CTCACACACACACACACTAAAACATAGAAAAATAAAGAGCAAATTCATCAGGAGCTAATACAGCTCGCAA 
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ACTCAGTTTGATACTACTAGCAACCATGACTGTCGAGGTTGTTAAGGCTGAGGAAACCCAGGTGGCTGAG 
GTTGTTGTTGGTGCTGTTGAAGAGACCAAGAAGGTTACCAATGAGAGTGAACAAGTTGTTGAAGTAGGTG 
ACAAAGTGAAGGAATTGGATGATGAATCCAAGCCCAAAATAATTGAGAAGAGCTCGTCTTATAAGGAAGA 
GAGCAACTTCCTCTCTGATCTAAAAGAGTTTGAGAGGAAGGCTTTGAATGATCTGAAAGCTAAACTCGAA 
GAAGCCATCCTCGGAAACAACATATACAAGAAAGAGGAGCCAAAAAAGACTGAGGGAGAAGAAAAAGAAG 
GCGAAGAGAAGGAAAAGGAAGACGAAATTGTTGCTCAAGAATGCGAGGAAGAAAAAGTGGACACAGATAT 
CTCAATTTGGGGAGTGCCCCTTTTGCCAAGTAAAGGCACAGAGGGTACTGATGTAGTCCTCTTGAAGTTC 
TTGAGGGCTAGGGAGTTTAAAGTCAATGATGCCTTTGTGATGCTCAAGAAAACCCTTCAATGGAGGAAGG 
AGGCCAACATCGATTCGATCTTGGACGAGGAAATTAGCCCGGATCTAAGCTCGGCTGCTTACATGAATGG 
AGTTGA 
 
>0931-94-(6-16-06)_G11 
TATTCCAAGATTCCAACCCATTACTATTTGTCTCTTGCTCTCCTTGCTTATATTTCCCACCATTTAAGAA 
TTCTGAATTCCCAACTTTAACCAAACACCCTTACTCATTTCTCATATTTAAAAAAAAAGAAAAAAACACG 
CCTCTCTTTCAAAAGTAGGAAAAATCTTTTCCTCTAGCTAGGAATTGGATTTTATTTTTCTGAAACTGAG 
GAGCGCTTCTTTTATTTTGTTAATTGGCATACAATGGAAAACAAAAGGAGGCAGGACGAGAATGACTCGG 
ATTTGAACTCGCCCGAGCCAAAACGTATTCGTACTGACTCGGATAACTCGACCGAGTCGACTCTTGTTAA 
CTCGGAAGACTCGGATTTGAACTCGCCCGAGACGCACCTTTCCGAGGAAGACCTACTCAACATATTAAAC 
GACTCGGACATAGTCACTGACCGTGACCCGGCGATTCAAGGCCTCGACTCAGTGATCAAAAGCTTCGAGG 
AAGAAATACTGGTTCCAGCTCCAGCGCCGGCGGCGCCGGCGGTTATCGACCAAACATCAGACTCCGGCGA 
GTCCCAGCCGGAGCTCGGTTACCTTCTCGAAGCTTCCGACGACGAACTAGGCCTCCCGCCGACGACCTCC 
TCCGGCGAGGAAGTGAAAATCGAAGCTGTGGATTTCGAGGCGAGCTCAGCCGTTGGATTGGATGGGATCT 
TGTTAGGGTTCGAGAACGAGATTCCGAGTTACGACTCGTTCGAGTTCGGAATCGGTGTTGACTCGGAGAG 
TAATTTGAACGATAATAATTGCGAGTTCGTGGCATTAGGAGGTTTGTTTGATTATTCGGATCAGAGCTAT 
GACCCGGCTGGTGATTCGGAGTTACTGTGGAGACCCGAATCACTGCCCGCTTTGTAGTA 
 
>0933-94-(6-16-06)_A12 
 
>0936-94-(6-16-06)_D12 
CTGCAATGACTAACATGATTTTGGCACAAACAAGGGAGTACTCAACCAGCAGGTCCAAGTGCAGCACCAC 
CATCATCATTACCACCATCACCACCACCATGTGCACAGCATGGCCCAGCAGGAGCTGGATAACCACGATG 
ATCTGTCTTTGAAAAACAATGCAGATGCAGCTCCTCAATGTGGATCATCAAATTTGTTAAGTGCATCTCT 
TGAAGGAAATGCTGGCAGTCCCAGTTTGAATGGAAGTGCCTCAGGAAGCAACCTCGGGAGCAATGGGCAG 
AATGGAAGCACTGCCACTTTAAATGCTTCAGGAACAAATATGGAAAGTGATAATGGGATCACTGGAAAAG 
GGGAAGCAAGTGGTATAACCGGATTTACAAGCAGAAGTGGAATTGATCCAGACCGTGTTGCACTAAGAGA 
GGCTGCTTTAAACAAATTCCGCCAGAAGAGGAAAGAGAGATGCTTTGAGAAAAAGGTCCGATACCAGAGC 
AGGAAGAAACTGGCAGAACAGAGACCACGTGTTCGGGGGCAATTTGTTCGACAGGAGGTGCACGAAAACA 
AAAGCAAGTATACACATTGCTAACCCGATTTGTCCCTGATAGTACGTATAGAATCTTGTACATGTAATAG 
GCACTAGATGTGTTCAGGAGAGGAAGCATTCAGATTTCATCTTGCTGGATGTGGGCATGTGGTGGAAAGT 
TACCAAAGTGGTGATCAAAGACCAAATGGAATGTGTGTGAGGACTCGACAGAAACACCTTAGGCCTTAGA 
CTCTGTTTTATTGTTATGCACTAGTATGCTATTATTAGTACTACTAGTACTACTCAAAAGGTGGTAACCC 
TTGAAAGAGTAGACCTCCTCTAAAAAAACTCTTCAACTCGGTTTGCTATTGTATTTTAAGACTTTTTTAC 
ATGAGTG 
 
>0938-94-(6-15-06)_A03 
CTACAGAGACACCCATTGAAGTAGTTTTTTTAAAAGCAATTTGACAGTTGAATTGTCATATAAATGTTGA 
TATAACTTTAGTTTTGTTTTCTAGTGGGGATCATTTGAAAATTGATACTTGATTCTACCAGATGTTTCAT 
ACTAATCCCATATTGTGAAAAAATAAATTAAGTTAAACTAGTTACCATCCTTAATGCGCATTTGATGGAT 
TCTTGTGTATGTATATAATTGTTCTGAAAAAATGAGTAGGATGACACCATCATATATTCAATCACATCAA 
AGTACTAAAAATATATATATATATATATATATATAACAAAGACTTTTATTTTTTCTTTAACGTGTGGGAA 
TCGCCAGATAGCAGTGGGCCAATTTTCAGAAATTCAAATCATGGTGTAATTGTAATTAATAGTGTCCATG 
GAGATTAGTGGTTATTCTATTAATTAAAATGAAATAAAATAATATGGGCAAGCAATCATGTAAAAAAATA 
AAATAGTCACTTTCTACACCATTAGAATTTTCAGTTAGATTCAGGTAAAAGGATCTCTCATTAGAAAGTT 
CCTATTTAGGTGGTTCCTTGCTTTGTCTTCTCTCTACATCAAACAATTTAGAGGAAGTTATCTTTAGTAC 
TTCGTATACTTCTGTTCAGTTACTGCTCTGTGGTTGACATTTTTTAAGGTATTGGATCTGGATTTCCAAT 
ATTATCAGTTGGAAAACACTGTTCTTAATTGGTTCTTCAATGTTTTTGCTGAAGATTTCAGTCATCTTTT 
GTGGCAAATTGTATGAGAATTGATTTGGGTTCTCAATATTTTTTCTTCTTTAA 
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>0940-94-(6-15-06)_C03 
TAAATCTCTTGCTGATTATGTACATGCAAAGGGCCTCAAGCTTGGGATTTATTCTGATGCTGGGGTTTTT 
ACATGTGAAGTTCGACCAGGATCACTATTCCATGAAACTGATGACGCAGAGTCGTTTGCTTCTTGGGGTT 
TGGATTATCTGAAGTATGACAACTGCTTCAATCTAGGCATCAAGCCAGAAAAACGATACCCACCAATGCG 
TGATGCTCTAAATGCAACTGGACGCACAATTTTCTACTCAATGTGTGAATGGGGTGAGGATGATCCAGCC 
TTATGGGCAGGCAGGGTTGGAAATAGCTGGCGTACAACTGGTGACATCAATGATTCATGGGCAAGCATGA 
CTACAATTGCCGATCTGAATGACAAATGGGCAGCCTACGCTGGACCTGGTGGATGGAATGATCCGGATAT 
GTTGGAAGTTGGCAATGGAGGCATGACATACCAGGAGTACCGTGCTCATTTTAGCATCTGGGCTTTGATG 
AAGGCCCCTCTTTTGGTTGGTTGTGATGTAAGAAACATGACTGCAGAAACTTATGAGATTTTAACAAATA 
GGGAGGTCATTGCCGTAAACCAAGACTCACTTGGAGTTCAGGGAAGGAAAGTTAATGTTACAGGAACAGA 
TGGCTGCCAACAGGTTTGGGCAGGTCCTTTATCTGGACATCGCTTGGTTGTTGCTCTTTGGAATCGCTGT 
TCTAAGGCGGCAATTATTACAGCTCTATGGGAAACACTTGGGCTTGAATCCAGTACTAGTGTCACAATCA 
GAGATTTGTGGCAGCACAAAAATGTTTCGGGAAATGCAGTGTCATCATTCAGTGCCTATGTGGATGCTCA 
TGATTGTCTGA 
 
>0942-94-(6-15-06)_E03 
TAGGAAGCTGGCAATGAAATGGCATCCTGATAAGAACCCCAACAACAAGAAAGAAGCTGAAGCCAAGTTC 
AAACAAATATCTGAAGCCTACGAGGTTCTGAGTGATCCCCAGAAGAGAGCAGTGTATGATCAATACGGAG 
AAGAAGGCCTAAAGGGTCAAGTGCCACCGCCTGATGCTGGTGGACCCGGTGGAGCTTCCTACTTTTCCAC 
AGGTAATGGACCGACAACGTTTCGATTCAATCCTCGAAGCGCAGACGACATTTTTGCCGAGTTTTTCGGG 
TTTTCCGGCCCGTTTGGAGGCATGGGAGGGATGGGAGGTGGTGGTGGAGGCATGAGAGGGTCAAGGTTCT 
CAAGTGGGTTTTTTGGTGATGATGGGTTTGCATCTTTTGGAGAAGGAGGAGGAGGAGGAGGGTTTATGCA 
CCAAGGTGCTCCTAGGAAAGCTCCTCCAATAGAGAGCAGGTTGCCTTGCAGCCTTGAAGAGTTATACAAG 
GGAGCTACCAAGAAGATGAAGATCTCTAGAGAAATTGCTGACATTAGTGGCAAGACCATTCAAGTGGAAG 
AGATCCTTACTATCGACATAAAGCCTGGTTGGAAGAAGGGCACAAAGATAACCTTCCCAGAGAAAGGGAA 
TGAGCAGCCAAATGTTACACCTGCTGATCTTGTGTTTATCATTGATGAGAAGCCCCACAGTGTTTTCACT 
CGAGATGGAAACGACTTAATTGTCACTCAGAAAATATCCTTGGCAGATGCCTTGACGGGCTACACTGTCC 
ACCTGACTACTCTGGATGGCAGAACTTTAAATATCCCAATCAATAATG 
 
>0943-94-(6-16-06)_F12 
CGAGAGTCTGGGAGAGATTCTCTCGCTTTCATTTCTAGCTTCCGACCTCGCCTCTCCCTCTCCATTACTC 
AAAAACCCTTTTATCTCTCTCACACACTCTCTCTCTTTCTCCGATGGCTCTCTCAGATAAATCTTCGCGT 
CAGTCTCTGATCCCGAGCTTCCTCTACTCCTCTTCCTCCACCGTCTCCACCTCGCACAAATCCTTCGCTC 
TTGACAAGACCATGCTCGGTGCTGCTGCTCCAGCAAGCTCCAAAAGCGGCGTCTCGTCTCCGGCCAGGAA 
CTTCGTCGTTCCGGCGCCGAGCGAGCCCGGCAAGATCGAGATGTACTCGCCGGCCTTCTACGCCGCCTGT 
ACCGCCGGCGGTATTCTCAGCTGTGGTCTCACTCACACGGCCGTCACTCCTCTCGATCTCGTCAAGTGCA 
ATATGCAGATTGACCCTGCAAAGTACAAAAGCATCCCATCTGGTTTTGGAGTGTTGTATAAGGACCAGGG 
TTTCAGAGGCTTCTTCAGGGGTTGGGTGCCAACCTTGCTTGGTTACAGTGCTCAGGGTGCCTGCAAGTTT 
GGATTCTATGAATTCTTTAAGAAGTACTACTCTGACCTTGCTGGACCTGAGAATGCAGCCAAGTACAAGA 
CCTTGATTTATCTTGCAGGTTCTGCATCCGCCGAGGTCATTGCTGATATTGCTCTTTGCCCATTCGAGGC 
AGTGAAGGTTCGGGTTCAAACACAGCCTGGTTTTGCTAGAGGTTTGTCAGATGGGCTTCCCAAATTTGTT 
AAATCTGAAGGCTATGGAGGGTTGTACAAGGGACTGGTTCCTCTCTGGGGACGTCAGATTCCATATACAA 
TGATGAAGTTTGCATCTTTTGAGGCAATTGTGGAGAATATCTATAAGCATGCCATCCCCACACCG 
 
>0944-94-(6-15-06)_G03 
TTTATTAATTCTGGATCGAAACCCAAGGAAATGGGTTTCCTCCTGTCCTTCCAAGCACTGTTTTTCTTTG 
TATTGCAGATTTTGTTTTCCCACCTAGCAAGAGCTGAAGATTTCATTTCCCTCAGTAATGCTACAAATTT 
CAGTTCCAGAAAACTTGCTGGTAAATGCAATTTGTCTCGTGGAAAATGGGTCTACGATGCTTCCTACCCT 
CTCTACTCTTCCTCTAGCTGCCCCTTCATAGATGCACAATTCGACTGCCAAAAATACGGCCGCCCTGATA 
ACTCGTACCTCAAATACAGATGGCAACCTTTCTCTTGTGCCATACCCAGGTTTAATGGGTTATATTTCTT 
GGAGAAGTGGAGAGGCAAGAGGATTATGTTTGTGGGAGACTCACTGAGTTTGAATCAGTTTCAATCTTTA 
ACGTGCATGATTCACGCATCGGTGCCAAAGTCAAAGACCACATTCATAAGGAAAGATGGGCTGTCTTCAG 
TGACATTTGATGATTATGGAGTTAAAATACTGCTATTTCGCACACCATACCTAGTAGATCTTGTTAATGA 
GAAGGGGGGACGAGTTTTGAAGCTTGATTCAATCAAGAATGGCAATGCATGGAAAGACATGAACATGTTG 
ATCTTTAACACATGGCATTGGTGGACCCACACAGGGAGAACCCAACCCTGGGATTATATGCAAGAGGGAA 
ACAAATGGTACAAAGACATGAACCGTCTGATTGCGTATTATAAAGGGCTTACCACTTGGTCTAGATGGAT 
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CAACCTAAATGTTGATGCTTCCAAAACCAAAGTCTTCTTCCTAGGGATTTCTCCCACCCATTACGAGGGC 
AGGGATTGGAATGAACCATCAAAAACATGCTCAGGTGA 
 
>0945-94-(6-15-06)_H03 
CCTTTTACCAACGCCCACACATTCCGTGCAAATGGGCATTCCCAAATGAACCCCCTGATTAAGCTGTAGC 
GCCGCCCCTGGATATAGCAGCCCATTGTTCAAGCTCCTTCCTCGTCAATTTCTCCACCAGCATACCAAAT 
AGATGAAAAATATCCTGGATTTCATTACTTCACTTCTGCACTCTACCTTTTACCAACGCCCACACATTCC 
GTGCAAATGGGCATTCCCACAGCAGATGAGCACTTGTTTCTAGCTCCTGGCGACACGATTCACAAACTGG 
ATCAACTTGTATCTTTCTGTGATAAAGATTAGCCCTTCTAGGAAGAATATTTGAACAAGCTCTCCATAAA 
AAGGTCAGTTCCTGGAAACACACTGTCCTGTACGTGGCGCCGCCGCTGTTTACTTGCAAATAAGACCCGA 
TCCAAATTCGGAACTTGCAGTTTCCGTTGACTTCTTCTTGGTCCAGAAGTAGAGAACATACCTCTTTTTC 
AGATGTTGCAATAATATGGCATCAGCTAGGGAATTTCATTAACATAGAGCCCTTGGAATAGTATAACAAG 
AAGATTTTCTCTTGCTGAGCAGCAAAAATGGCTTTGGCTTCTTCTGTAAAAGTGGTTCTAGGCTTAATTG 
CTTTTGCAATCTTCTGGGTATTGGCGGTTTTCCCAGCTGTTCCTTTTGTACCGGTTGGGAGGACTGCAGG 
GTCCCTCCTGGGGGGCATGCTAATGGTCATATTTCAAGTCATAACTGCAGATCAAGCATATGCTGCAATT 
GATCTTCAAAATCCTTGGTCTTCTCTTTGGGACCATGGTTTTTCAGTGTATATCTTGAAAGGGCAGATAT 
GTTCAAGTACTTGGGAAAGTTGCTCTCATG 
 
>0946-94-(6-15-06)_A04 
AATCAATCCAATCAGCATAATAGCCTTCTCGCCTCTGAAGCTGACTCTCAAAGAACCCTGTACCCATATG 
TTACGGGCACATCTGTAGTTGCTATCAAGTACAAGGATGGGATTCTCATGGCTTCTGATATGGGAGGCTC 
CTACGGATCTACCCTGCGATACAAGAGTGTGGAGCGCATAAAGCCTGTTGGAAAACATTCTCTTCTTGGC 
GCAAGTGGGGAAATAAGTGATTTTCAGGAGATTTTACGTTATCTTGATGAGCTTATCCTGTACGACAACA 
TGTGGGATGATGGTAATTCTCTGGGGCCTAAAGAGGTGCACAGCTATTTGACTCGGGTGATGTATAATAG 
GCGTAACAAGTTTAATCCACTGTGGAACTCACTTATTCTTGGTGGAGTTAAAAACGGGCACAAGTACCTT 
GGCATGGTTAGCATGATAGGTGTGAACTTTGAGGATGACCATGTAGCGACTGGATTCGGAAATCACCTTG 
CCCGCCCTATTCTTCGTGATGAGTGGGCATGAGAACTTGAGTTTTGAAGATGGTGTCAAGTTATTGGAGA 
AATGTATGCGTGTACTTCTATATCGTGACCGCTCAGCTATCAACAAGCTTCA 
 
>1002-94-(6-2-06)_B01 
TATTTGGGAGTTTGTGGAGTACAGCAAGATGATTTACCTAGACGGAGACATCCAAGTGTTTGAAAACATT 
GATCACCTCTTTGACTTACCGGACAACCACTTCTATGGTGTCATGGACTGCTTTTGTGAGAAAAATTGGA 
GCAACACTCCACAACACAAGATTGGCTATTGCCAGCAGTGCCCTGACAAGGTTAACTGGCCTGCTGAGCT 
TGGCCCCAAGCCTCCCCTATACTTCAATGCTGGCTTCTTTGTGTATGAGCCTAATCTATCCACATACCAT 
AATCTCCTTGAGACCCTTCAAGTTACCTCTCCTACCACTTTTGCTGAGCAGGACTTTTTGAATATGTTCT 
TCAAGGATATTTACAAACCAATCTCCCCAATTTACAATCTTGTGCTTGCTATGCTATGGCGTCATCCTGA 
GAACATTGAGTTTGACAAAGTTAAAGTTGTTCACTATTGTGCTGATGGCTCTAAGCCATGGAGGTACACT 
GGTGAGGAAGAGAACATGGACAGGGAAGACATCAAGTTCCTAGTGAAGAAATGGTGGGACATATATAATG 
ATGAGTCATTGGACTACAAGAACACAATGGCTTCTGTTGAGGCTAAAGCTGGTGTTGAGAAAAATGGCTT 
GAAACGATTCTTGACAGCAGTGTCAGAGGCTGTTGGTCACTACATTAATGCCCCATCTGCTGCTTAGTGC 
TTGTTATAAGTTCAATGGAAAATTGGAACTGAAGCTTGTGTAGGGTTAGAAGTAATTGGTACAGGGGTTG 
GTTTTTATTTGTATGGTTTGGAATGGTCTTCTGTTTTAAGTTGAAGACTTTCCTATCACATATGCTACAA 
GTTCCAAGTCTTCTGTTTTAAGTCGAAGACTCACTCCTATTATTATGTCAGGAGTTTCAGGACCGTTGGT 
CTTGCTTTTGCTTT 
 
>1003-94-(6-2-06)_C01 
TTGCCTTCTCTTATGCATTGTCATCTTCATTTGCATGGAATATATCTGCTTAGCAGATTTTGATAATCTC 
CAGGACACTTGCCCAACGGCTACACAAGCAAAACAAACAGTCTTCATCAATGGCTTCAGTTGCAAGAATC 
CAGCAAACATCGCTTCTTCTGATTTCAAGACTTCAAAGTTGAACCATACCGGCAATACAGACAACATATT 
TCGTTCCGCGGTAACCATTGCCACTGCAGCAGATTTTCCAGGCCTGAATACTCTTGGGCTCTCAATTGCT 
AGAACTGATCTAGAATTGGATGGCCTGGTATTGGCTCATTCCCACCCCAGGGCTTCTGAGATGTTTTTTG 
TCAGCAAAGGTAATGTTGTTGCCGGTTTCATTGATACCAGAAACAAAGTTTTCCAACTTGGTCTGAAGGC 
AGGTGATGTGTTTGTGTTTCCCCGGGGTCTGCTCCACTTTTGCTTTAATTCTGGCTTTGAACCTGCTACT 
GTTTTCTCAGTGCTTAACAGCCAGAATCCGGGGGTGGTGACCCTTACTGGTGCCATGTTCGGACCTGATT 
CAGATAATGTATTAGACAAGCTAGTGAGGCAACTAATCTCTCTTTCTCAATCCAAGCTTAATGGCGTTGG 
AAATATGACTCTGGCCGGGTTTTCAATCGTGTAGTTAGCAATTTCAAAAATACTACTCTACCATCTTTAT 
ATGTGATGTGAGAATAACAACAGTTTTATGTTGTGTGTTTAACTTTTACAGTATCTCGTGTTCAAACTTT 



304 
 

 

AACAATAAAGTGGATACTGTGTAAAAAGATTTCTGTTCTAGCATGAAGTTGTGGGGCAATGTAATTTGCA 
ATAATTATCACAAGGGAGTAAGGATTTGTGATTCGGGTTTT 
 
>1004-94(6-2-06TRUNCATED)_D01 
CTTTATACTTTTACTTTCCAAACAAGTAAAGAGAATTGACATGGGGTCAGAGGGTGAGACCGTTTGTGTC 
ACTGGTGCTGCTGGGTTCATAGGATCATGGCTGGTCATGAGACTCCTAGAGCGTGGTTACACTGTCAGAG 
CCACCGTGAGAGACCCAGAGAACTTGAAGAAGGTAAAGCATTTGATAGATTTGCCTAAGGCATCGACGCA 
CCTGACACTGTGGAAGGCTGACCTGAATGAAGAGGGAAGCTTTGATGAAGCAATTAAAGGATGCACCGGT 
GTTTTCCATGTGGCCACGCCCATGGACTTTGAGTCCAAGGACCCTGAGAATGAAGTGATAAAGCCAACGA 
TAAATGGTGTGTTAAGCATCATGAAA 
 
>1005-94-(6-2-06)_E01 
AATTGTAAGGGACAAACTCCATCTGCCTTTCAGATTCGATATGCTGGGTACAAAGGTGTTGTGGCAATTG 
ATCCGACCTCATTTGTGAAATTATCATTGAGGAAGAGCATGTCTAAGTATGAATCTAATAACACAAAGCT 
AGATGTTTTGGCATTTAGCAAGTTTCAACCTTGTTTTCTAAATCGGCAGTTGATCACCCTTTTGTCTACC 
CTTGGAGTTAGGGATTATGTTTTTGAGAAAAAACAAAGAGAAGCTGTAGAACAACTTGATGCTATATTAA 
CAGATCCGTTAAGGGCACAGGAGGCTTTGGATTTGATGTCCCCAGGAGAGAATACCAATGTTCTAAAGGA 
AATACTCATGTGTGGTTATAGGCCTGATTCTGAACCATTTCTTTCTATGATGCTGCAGACTTTCCGGGCA 
TCAAAGTTGTTGGAATTAAGGACTAAAGCAAGAATTTTTATTCCAAATGGAAGAGCAATGATGGGATGTC 
TAGATGAAACCAGAACCTTGGAATATGGTGAGGTATTTGTGCAGTATTCTTGCAATAGACATAGGCAGCT 
ATACAATGATTTCAGCATGTGCCGTGGCAGTGGATCAGATCAGAAAGTTGTTGTGGGGAAAATAGTTGTT 
GCAAAAAACCCTTGCTTGCACCCAGGAGATGTGCGTGTTTTGAAGGCTGTTAATGTGCCAGCTTTGCACC 
ATATGGTGGACTGTGTTGTATTTCCCCAAAAAGGATCTAGGCCTCATCCAAATGAGTGTTCGGGTAGTGA 
CTTGGATGGAGATATCTACTTTGTCTGTTGGGATCGTGAAACTCCTTCCTCCTCAGCAAATTCAGCCAAT 
GGATTACACTCCAGCACAAACTCTGCAGTTGGATCATGACGTTACCATTGAGGAAGTTGAGGA 
 
>1006-94-(6-2-06)_F01 
GGACAACAAGATGGAAAAGACATGGAAGGTGACAGTAGCAGTGAGGATTTGGAGGGGGAGGAGGAAAATA 
TTGGCAAAGAATCCCAGCAGACCGATGACATTGATAGTGCTTCAGATGACTTAAATATAACAGAGAAAGA 
AGACGTCCCTGCGGAAATTGATTTTAACAAGGAAGCAGATATCGCAAGAAAGGTTCTTAATAACTTGATC 
ACACCCTCTGTTAAAGGAACTCTTCCTTCTCCAGTTGACGATTCAATGCTTCCCAAGGGAAATGAGGAAT 
TAAATTCTGATGAAACTGTTGGTGCAGCAAATAATTTACTTAATGAATCTGGAAAAGTATCAGGTGTAAC 
TGAGCCTGGAAACTCCAGCAAAAGCATGGCATCAAATCTAAAGCAGACAGAAGGAGAAGAGGATTTGCAG 
AGAACAATTTTTATAAACAACCTTCCTTTTGACATCAATAACGAAGAAGTGAAACAACGGTTTTCTGGAT 
TTGGGGAAGTACAATCCTTTTTTCCAGTCCTCCATCATGTTACCAAGCGCCCAAAAGGAACTGGTTTTCT 
CAAGTTCAAAACGATAGATGCAGCTACTGCTGCAGTTACAGCTGCAAATGTAGCATCTGGTTTGGGAATT 
TCTTTAAAAGGTAGGCAATTGACAGTTTTGAAGGCATTAGATAAAAAATCAGCTCATGATAAGGAAGTGG 
ACAAGGCCAACAAAGAGGTTCTGGACCCCCGTAACCTTTACC 
 
>1007-94-(6-2-06)_G01 
GGCTTTGGCATCCCAGCAGTGACCATGGCAATTGCTGTAGTGAGCTTCTTTTCAGGTACAAGGTTGTATA 
GGAACCAGAAACCTGGGGGTAGCGCTCTGACACGCATGTGTCAGGTGGTGGTAGCATCCATTAGAAAATA 
CCGGGTTGAAGTACCTGCTGACAAGTCTGTTGTTTTGTATGAGACTGCTGATGCAGAATCTGCTATCAGA 
GGAAGCCGCAAGCTTGAGCGCACAAAAGATTTCAAGTTCTTTGACAAGGCAGCCGTGGAGGTACCAACAG 
ATGACATAAAGGTTGCAGTAGACCCATGGAGACTTTGCACAGTTACCCAAGTTGAGGAGCTGAAAGCCAT 
TATACGGTTGCTTCCTATATGGGCCACGGGTATCGTCTTTGCCACTGTCTATGGTCAGATGGGCACCTTA 
TTTGTGTTGCAAGGCAACACCATGGATATTCACGTTGGTCCCTCTAACTTTGAGATCCCACCAGCATCTC 
TTTCAATATTCGACACACTTAGTGTCCTTTTTTGGGTCCCAGTCTATGATCGAATCATTGTCCCAGTTGC 
TAGAAAATTCACTGGTCACAAAAATGGCCTAACTCAACTCCAGAGGATGGGCATTGGCCTCATCATATCC 
ATCTTAGCCATGGCATCTGCAGCAATTTTGGAACTTGAGAGACTCAAGACTGTTAGAAAGCACAACTACT 
ATACACTTGAGCACATTCCTATGTCCATATTTTGGCAAGTTCCTCAGTATTTCCTCATAGGGTGTGCAGA 
AGTTTTCACATTCATTGGACAGTTGGAGTTTTTTTATGAGCAAGCACCTGATGCCACAAGGAGCTTGTGC 
TCTGCTCTCTCACTAACCACTGTGGCACTAGGGAACTACTTGAGCACTCTACTTGTAACCATTGTTACCA 
AAGTGAGTAC 
 
>1008-94-(6-2-06)_H01 
TTATTATTATTATTAGGGTAATCAAAGCACTGGGGACAACTTCCATGGGTTTCCAAATATTGATCATAGC 
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CAACAATTTGTTCGAAAAGATATTACTGCATGGCTCCAGTGGCTACGAAATAGTGTTGGGTTTCAGGATT 
TTCGTTTTGATTTTGCAAGAGGGTAACTATTATCCTACACTTTGAAATAAATTGTATTTTATTGGATTTA 
CTTGCTGCTCATTATTCATGTCTCTTCTATGTTTTAATTTAGTTATTCAGCAAAATATGTGAAAGAATAT 
ATTGAAGGAGCTAAGCCATTATTTTCTGTTGGGGAGTACTGGGATTCTTGCAACTATAATGGTCATGGCA 
TGGACTACAACCAAGATAGCCATAGACAGCGGATAATCAATTGGATTGATGGCACAGGACAGCTTTCAAC 
TGCATTTGACTTCACAACAAAGGGAATTCTTCAGGAAGCTGTTAAGGGACAACTTTGGCGTCTACGTGAT 
CCTCAAGGGAAACCACCAGGTCTAATGGGATGGTGGCCTTCAAGAGCTGTCACATTCTTAGATAACCATG 
ATACAGGTTCAACCCAGGCTCATTGGCCCTTCCCCTCAAATCACATTTTGGAGGGCTATGCATATATTCT 
CACACATCCAGGGATACCATCAGTGTTTTATGACCATTTTTATGATTGGGGCGATGCCATTCATGACAAA 
ATCGTAAAATTGATGGACATTCGAAAGCGTCAGGACATTCACAGCCGATCATCAATTAGAATTATGGAGG 
CACAGCCAAATCTATACTCTGCAATCATTGGGGGAGAATGTGTGCATGAAGA 
 
>1009-94-(6-2-06)_A02 
GAACCCCTTCCAATGCCGTCCTTTGCTGCTTCTGTCTTCTCCGTAATGAACGCACTTGGGATCGTTGCCT 
TTGCTTTCAGAGGCCACAATTTAGTTCTAGAGATTCAGGCAACAATGCCATCAACATTTAAGCACCCAGC 
TCATGTGCCAATGTGGAGAGGAGCTAAAGTTGCCTATTTCTTTATTGCAATGTGTGTTTTCCCTATTGCA 
ATTGGAGGTTTTTGGGCGTATGGAAACCTTATGCCTTCATCAGGGATTCTTAATGCCTTGTATGGATTTC 
ACAGTCATGATATTCCAAGAGGACTTCTTGCAATCACTTTTCTGCTAGTTGTGTTCAACTGTTTGAGCAG 
TTTCCAGATATACTCCATGCCTGTTTTCGACAGTTTTGAGGCCAGCTACACGAGCCGAACCAATCGGCCT 
TGCTCAATCTGGGTCAGGTCTGGTTTCCGCGTATTTTATGGATTTGTCAACTTTTTCATAGGGGTGGCAC 
TCCCTTTCCTCTCTAGTCTTGCTGGTCTGTTAGGAGGACTTACTCTTCCAGTCACATTTGCTTACCCTTG 
CTTCATGTGGGTTCTCATAAAAAAGCCTACAAAATACAGCTTCAATTGGTATTTCAATTGGATCCTTGGT 
TGGTTGGGGATTGCTTTTAGTGTGGCCTTTTCCATTGGAGGTATTTGGAGCATGGTAAACAATGGGCTCA 
AGTTAAAGTTCTTCAAGCCGCCCAACTGAGTTGTAGGCGAAGAGTAGCTAAATAGTGAACCTGAGTTCTG 
CATAATGAATGTTGGAATTGTATTTATGATGTTTTATATACACCAATGTAAGAACCTAAGCGTTTATAGT 
AAACTGTTG 
 
>1010-94-(6-2-06)_B02 
ACTGCCAGATGCCTATAACTTGCTCCAGAGTATGGTGGGTTTAGGCTTAAACCCTTCTTTGCAAACTTAT 
ACCCTGCTTCTCAGTTGTTGTACAGAAGCACAGTCATCATATGACATGGGGTTTTGCTGTGAGCTCATGT 
CCATCACGCGTCACCCTGCACATGCATTTCTACAGTCCATGCCAGCATCAGGACCAGATGGTCAAAATGT 
GAGGGAGCATGTAAGCCATTTCTTGGACATGATGCATACTGAGGATAGAGAGAGCAAGAGGGGACTTGTA 
GATGCAGTGGTAGATTTTCTACACAAGTCGGGGCTTAAGGAGGAGGCAGGCTCAGTTTGGGAGGTGGCTG 
CACAAAAGAATGTATATCCAGATGCTGTCAGAGAGAAGAGCTCCTGTTATTGGCTTATTAACCTTCATGT 
TATGTCAGATGGTACAGCCGTCACAGCATTGTCAAGAACACTTGCTTGGTTTCGCCGGCAAATGCTAGTG 
TCAGGGATAGGTCCCCATCGGATTGATATTGTAACTGGATGGGGCCGGCGGAGCAGGGTGACAGGAACAT 
CTTTGGTGAGGCAAGCTGTACAGGAACTGCTGAGTATATTTAGCTTCCCATTTTTCACAGAGAATGGAAA 
TTCTGGGTGCTTTGTGGGATGTGGAGAGCCTCTTAATAGATGGTTGCTTCAATCTTATGTTGAGAGGATG 
CATTTACTATAGCTGGTGATGATTTTGTTCTACTCTTGATTATAAGCTTATTCTTGAGCACAGTTTTGTT 
GGGCAGGAAATAGGAGCTGAGTTGCACTGCCTCACGAATTACAATTTTTCAATGTATTTGACCTTGGTCT 
TATGTGCAGCTACTATAAAT 
 
>1014-94-(6-2-06)_E02 
GGTAGGCAGATTTAGGAATGGGAAATATTAGTGAATTTTTGTCGTGTCCCTGACTTCATTATTTAGCTTG 
GTTGGTTTGCTGTGTGTATAATAGGCATTGAGAATTTACGGAATGATATTGTGGAACATGAGTAGATCTC 
AAAATCTAAGTTTTCAGGTAAAGAGATATATATATTGCATTTCTAAAATTTGAGGACAATAAGTTGTTGT 
ATAATTGGTCAGTTATTGGGACTCTGTGTTGTGTGATGTGCTCCATTATATGAAATTTGTGTTGCAGTGC 
CCATGATACAAAATCTGGAGACAACATTGAAAGCTGGTGCTGTCCCTCAAGTTCCACAATTTAGACCTGC 
AATGGCCCAGCCTTTGCAACCCGTGACCACAGCAAAATCTGAAGCACCAACCAAGTCTGAGGATCCAAAG 
ACAACAAAAAATGCAGTCCCAGCTGCTGTCAATCCTGCAGGAGAACAGAAATTAGTAGTCAATGGGGTTG 
TAGGAGACCCTCTAGGGAATGCTCGGAGCAAGGTGCAGGAGGAGATCAGCAATGAATTTGCTGCAATCAT 
GGCTACCGGGTCATTGCGTGCAAGTGAGGCTGCAGCTCTTGCAACAAGAAGAGTTATGCAAAGATATGGG 
AATACAAGTTCTGCAGTGCCACAGGGTTAAAAAGTTTAGAATAATGAGAGGTGATTCTTTTCAGGGTGGT 
TGCAACTTTTAATTGTTATTTATCGAGTGTGGGTCTTTTAAGGAAGACCCATACCTGGATTGATGATTTA 
TAATGTAACTGTGGGGGCTCTAATTTAAGCTTTGCTTTTACCGACCCACTGGGCATTGGCATACGACACT 
AGTAAGCTTGATGGGATATTGATTTTTTTATTTATTAAAA 
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>1015-94-(6-2-06)_F02 
ATCTCTCTCTCTGTGCAAAAGGAGAAGAAGGGGAAACTTTGATTTCTTTCTCTTCTTCTTCTTTCTTTAC 
AAAGCCCACTTTCACAAAATATCAGTTTTTTGTTTTACAAATATCCTTGTTGGGGTTTCTTGAAAGTTGA 
AACTCTGTCTCTGTCTCTGTGTGTGTGTTGAAACCCAGAAAGGAATAGCAAAAAAAAAGGGTTTTTTTTT 
TTTTTTTAAAATAACTATGGCGACCATTACTGGGTACACTGAAACTGCTCAAGGCTACCAAGACAATACA 
AATGTGGCTGTGGCCGTGGCACCGAAGCACCCAAACCCTCCTGCTAAGACCGTTGATACTCAGTCTGTTC 
TCAAAAGGTTGCAATCTGAGTTGATGGCCTTAATGATGAGCGGAGAATCTGGGATATCTGCCTTCCCTGA 
GGAAGACAATATATTCTGCTGGAAAGGGACAATTGCTGGAAGCAAAGATACTGTGTTTGAAGGAACAGAA 
TACAAGATGTCTCTCTCGTTTCCGAATGACTACCCATTTAAGGCCCCGAAGGTCAAGTTTGAAACCGGCT 
GCTTCCATCCCAATGTGGATGTGTATGGAAATATTTGCTTGGACATTCTTCAGGATAAATGGTCATCAGC 
ATATGATGTGAGAACCATACTGCTGTCTATCCAAAGTCTGCTTGGAGAACCAAACATAAGCTCACCTCTA 
AACACACAAGCGGCACAGCTCTGGAGCAATCAAGAAGAATATAGGAAGATGGTGGAGAAGTTGTACAAGC 
CTCCAACTGCTGCTTAGTTTCATCATACCGTCAAAGAGTTTCCGAGATGGAGAATTTATACAAGCCTTTG 
TCTTTCTTTTTGGAGAAGAGACAGAGACTGAATTGAGCTTTCTTTTTCTTTTTGG 
 
>1016-94-(6-2-06)_G02 
ATGGGAGGCTTCTGTCAGGGCAGCCTATTAAAGTTAATTGGGCATATGCAAGTAGTCAGAGAGAGGACAC 
CTCAGCTCACTTCAATGTTTTCGTTGGTGATCTTAGCCCTGAAGTAACTGATGCTACATTATTTGCATGC 
TTTTCTGTCTATCCCAGTTGTTCTGATGCAAGGGTGATGTGGGATCAAAAAACCGGGCGTTCAAGGGGAT 
TTGGATTTGTTTCTTTTCGGAATCAGCTGGAAGCCCAAGGTGCAATAAATGACTTAAATGGAAAGTGGCT 
TGGAAGTAGACAAATTCGATGTAATTGGGCTGCAAAAGGTGCTACTAATAATGATGAAAAGCAGAGTGTA 
GACTCGAAGAGTGTTGTGGAGCTTACAAGTGGAACATCAGACGATGGTCAGGAGAAGACTAACGATGATG 
CTCCAGAGAACAATCCTCAATATACCACTGTTTATGTGGGCAATCTTGCTCCAGAGGTCACTTCAGTTGA 
TCTCCACCGTCATTTCCATGCTCTTGGTGCTGGAACCATTGAAGATATTCGTGTGCAAAGAGATAAAGGT 
TTTGGTTTTGTGAGATACAGTACACATGCTGAAGCTGCTCTGGCTATTCAGATAGGGAATACTCGGTTCC 
TCTGTGGCAAACCAATAAAGTGCTCATGGGGTAGCAAGCCTACTCCACCGGGAACAAGCTCCAACCCTCT 
ACCCCCACCAGCTGCTGCACATATACCAGGTTTTTCAGCTGACCTTGCAGTATATGAACGACATATTGCA 
TTAAGCAAAATGGCAGGTGCACAAGCCCTTATGCATCCACAAGGCCAATATGCCCTTAAGCAGGCAGCCA 
TGGGAATTGGTGCTGCTGGAGCTAATCAGGCTGTATATGATGGTGGCTTCCAGAATGTTGCAACAACCCA 
GCATCTTATGTACTACCAGTAAATTA 
 
>1017-94-(6-2-06)_H02 
AACATGATGAGATTGTCAGGATTTTTGCTGGACCAAGGTTGGCCATTGTTAGTGAGCGAGTTTGGGATGG 
ACTTAAGAGGAACCAATGTAAATGACAACAGGTATATAAATTGCTTCTTGGCTACAGTCGCTGAACTTGA 
CCTGGACTGGGCCTTATGGACACTTGTTGGGAGTTATTATTTAAGAGAGGGGGTAATTGGGTTAAATGAG 
GTCTATGGAGTGCTTGACTGGAGTTGGTGTGAAAATCGAAATTCAAGCTTCTTGGAGAGGATATCTGCTG 
TTCAATCTCCATTTCGAGGGCCAGGCCTATCAGAAACTAAGCTACACAAAGTGATTTTCCATCCATTAAC 
CGGTCTCTGTGTCCTAAGAAAATCATTGTTTGAACCATTAAGGTTAGGTCCCTGCACTAACTCTGAAGGC 
TGGAGCTACTCAGCCCAGAAAACTTTAACATTAAAGGGAACATATTTCTGCTTACAAGCAAATGAATTGG 
AAAATCCAGCACAGCTTGGTATAATTTGCACAGACAGTACTGCAAAGTGGGAAACCATCTCAGATTCTAA 
AATGCATCTCTCAACAAAGGTTAACAATGGCTCTACCGCTTGCCTAGACGTAGACTCCGAAAATACCATT 
GTTGTGAGTACCTGCAAATGCTTGGGTAGAGATAACATGTGTGACCCAGGGAGCCAGTGGTTCAAGCTTG 
TTGACAGCACAAGAAGTTCAATTTCTACAAAATCCTTTCTTCAGATGGACTCGATATTGGCTTTGCCTGG 
TAAGGATTTTGTATGGAAGTTGTTGAGATCAGTATTAGAGTAATGGGCAAAGGGAAGCAACCAAACAAGT 
CATTCACAGTTGAAAAAAAAAATCACGATAGAAAATGG 
 
>1018-94-(6-2-06)_A03 
CACAGGGCACATTGCTCTTCATGCAACATTGAGCAGTCGTGATGTGGACTGCTGCTTGATTCCTGAAATG 
GAATTTTACTTGGAAGGAAAAGGAGGGCTCTTTGAATTTCTTGAGCAGCAACTGAGGGAGAATGGGCATG 
CAGTACTAGTAGTTGCCGAGGGGGCAGGACAGGATATGATACCAAGGACTGATGCACAGAAAGAGGAGAG 
GGATGAATCTGGCAACCCAGTGTTCTTAGATGTTGGCGGGTGGTTGAAGTCAGAGCTAAAGAAATGGTGG 
GCAAGAAATCACCAAAATGAGTTGCTTACAGTGAAGTACATAGATCCAACATACATGATACGTGCCGTTC 
CTGCAAATGCTACAGATAGACTGTATTGTACACTTTTAGCACACTCTGCAATTCATGGGGTTATGGCAGG 
GTACACTGGATTTGTCTCTGGTCCTATTAATGGCACCTATGCATATATTCCATTGGAAGAGGTGGCACAA 
TCTAAGAATGAAGTTAACACAAAGGATCACAAATGGGCATGGGTGAGATCTGTTACCAATCAACCCGATT 
TTATGAAGGTCTAAACATAAAAAACCAATCAACAGTTTATAGAGTCGTCTCTTAAGCTGATTCAGATTGA 
GGCTTTCTCAGCTTTTTGAACCTTATCAGGATTTAACTTGCAGATCATTCCAGGTAACAGATTTACTTGG 
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TAGCTTCAAAGGGATGATTCAAGGGTAAGATTAAAAGTGGCAGTGTTGAAATGTATTGCATGGGATGAAG 
AAACTTTAAGGGTTGGACTGATTATATTTGGTCTCCTTTTTCAAATAATGTTGTCCCCGAAACCTTGTTG 
TTTACTGAGATAATTCAATGTTTTTTTTTTTTTTTTTTTATGATGTTCATCTAGCG 
 
>1019-94-(6-2-06)_B03 
AGGGAGACGTGGTGGGAGGAACGTGTGTGAACAGAGGTTGTGTTCCTTCTAAAGCTCTTTTGGCTGTAAG 
TGGTCGGATGCGTGAGCTTCAGAGTGAACATCACTTAAAGGCTTTGGGTTTGCAGGTTTTGGCTGCTGGA 
TATGATAGACAGGGTGTGGCTGATCATGCAAACAATCTTGCTTCAAAAATCCGTAATAACCTGACCAATT 
CTATGAAGGCAATTGGGGTTGACATATTGACAGGCGTTGGCACCATTCTGGGCCCTCAAAAGGTGAAAGT 
TGGATCTGACAAAGTGGTAACTGCACAAAATATAATCATAGCTACTGGTTCTGTTCCATTTGTCCCGAAG 
GGCATTGAAGTTGATGGGAAGACTGTAATTACCAGTGACCATGCACTCAAATTGGAATCTGTTCCTGATT 
GGATTGCTATCGTAGGAAGTGGTTATATTGGTCTTGAATTCAGTGATGTATATACTGCACTTGGGAGTGA 
GGTTACTTTTATCGAAGCTCTAGATCAGCTCATGCCTGGATTTGATCCTGAGATTGGGAAGTTAGCCCAA 
AGGGTGTTAATAAATCCAAGGAAAATCGACTATCATACTGGAGTGTTTGCAACCAAGATAACACCAGCAA 
AGGATGGGAAGCCAGTCATTATTGAGCTTATTGATGCAAAGACCAAGGAACCAAAAGACACTTTAGAGGT 
AGATGCAGCATTAATTGCAACGGGAAGGGCCCCATTCACACAGGGTCTTGGTTTGGAGAATGTTAATGTA 
GCAACACAACGTGGTTTTGTTCCCGTTGATGAGCGCATGCGAGTAATTGATGCAAATGGCAATCTGGTCC 
CTCACTTGTTTTGCATTGGTGATGCTAACGGCAAGATGATGCT 
 
>1021-94-(6-2-06)_D03 
AAATTCTAGGGGATTTGAATTCGATGCGAAAGTGAGCTTGGAGATCGGTTTTTCAAGGTTAAATTTCTGA 
GAGGATTCGAACAGGAGTTGAAAAGATGGACCACGATGAGACAGGATGCCAGGCACCACCTGAAGGTCCT 
ATTTTGTGTGTTAACAACTGTGGCTTCTTTGGAAGTGCTGCCACTATGAACATGTGTTCCAAGTGCCACA 
AGGATATGGTGTTAAAGGAGGAGCAGGCTAAGCTTGCTGCATCTTCCATTGGGAGTATTGTGAATGGATC 
ATCAAGCAGCAATGCAAATGAATCTGTTGCTGCCACTGTGAATGTGCAAGTCAACACAGTGGAGCCTAAG 
ACTATCTCTGTGCAGCCACTATCCTTTGGTTCAAGCTTGGGGGAGAATGGTGAGGTAAAGCCAAAGGAGG 
GTCCAAAACGTTGCAACAGCTGCAACAAGCGGGTTGGTTTAACGGGGTTCAATTGTCGCTGCGGTAACCT 
TTTCTGTGCAGTACATCGCTACTCGGACAAACATGAATGCCCCTTTGATTATCGCACTGCTGCACGTGAT 
GCTATAGCTAAGGCCAACCCTGTTGTCAAGGCAGAGAAACTTGATAAAATCTAAATTTGGAACGGGTGGA 
GTTCCATGTGCTGAAATTGATTCTGATTTTCAATCCATGCAATGATTCCGGGTTTGCTGCATATCTTATC 
GGTGTCCTTTTATATTGTTATATGTGCTGGGAGGCATGGCATTAGGACATCTCTGCTCTTTGAAGAACTC 
TATTTCTAGTGATTGGTGAGAATTTATATGTTGGTCCAGTGTCTGAAGTCTTAATCTATGC 
 
>1025-94-(6-2-06)_H03 
AAAGCTTTGCAGGAACTTAAGAACTTAAGACCTCAACTATATTCTGCTGCAGAATATTGTGAGAAGTCCT 
ATCTTCACAGTGAGCAGAAACAAATGGTACTGGATAACCTGAAAGATTATGCCGTTCGAGCCCTGGTCAA 
TGCTGTTGATCACCTTGGCACCGTCGCTTACAAGTTAACAGATCTACTTGAGCAGCAAACATTAGAAGTC 
TCAACCATGGAGCTGAATGTGTCTTGCCTAAATCAGAAACTTCTAACGTGTCAAACATACACGGAGAAAG 
AAGGAATCAGACAGCAGCAGTTGTTGGCATTCATCCCGAGACATCATAAGCACTACATTTTACCAAATTC 
TGTCAATAAGAAGGTACATTTTAGTCCGCACATTCAGACTGATGCTAGGCAAAATCATTTTCAGGCTAGA 
GCTCATCTTTACCCTTCAGGTTCTTCTGCATCAAAAACTCTTTCCTGGCATTTAGCCTCAGAAACGAAGT 
CTACCATGAAGGGGACCCCGCAATCTTTGAGCAGCACTGAAGACCTAAAGATTTCTGGAAATACTTCTGG 
GGTTTTCCATCTTGTAGATAATGAAGAGACTATCAAGACAAAATCCTCAGCAGCTCATCTTCAGTTACCA 
AGTGGAGGTCCTGGTTCTAGTGCAGTTATGCAAACATTGAGTGCCACACGAAGGGTAATGTCAAAATCAA 
CAAGAACACAGACCTGCCCAGCATTCTTTTAAGTGCATGCTTGATAATCAAAATTGAGTGATTGGAATTT 
TTTGGTTTGCTTGTTATTTGCTCGAGTTTCTTTAAAGTGTGTTGATTGTTTG 
 
>1026-94-(6-2-06)_A04 
GATGAAATCAATGCGAAGAATGAACAAATAACTTTGCTGGAAAAGCAAATTGCTGATTCCATTAATGTTG 
TACACAATGGGATGGATAATTTGGAATTATCACAATCTTTTACTGAATTGATGACGCAATTGAACGAGAA 
GTCCTTTGAACTTGAGGTTAAAGCTGCAGATAATCGTATAATTCAAGAGCAGCTCAACCAAAAGATATGT 
GAATGTGAAGAATTGCAGGAAACAGTATCCTCCTTAAAGCAGCAGCTCTCCAATGCACTAGAGTTGAGAA 
CTTTTAGTCCTGTAGTAAGTTATTCACAGCGATTTAGTGAAACAAAGAGCTCCCATGGAGAACTTGGCTC 
AGACAAAGGGAATGCGATATTGAATGATCCAAGTGAAGGGTTGCTTCAACAAGCACAGGCAGCTGAGATT 
GAAGAACTGAAGCAGAACGTGTCAGAACTAACAGAATCAAAAGAACAGCTCGAACTCCGGAACCAGAAAC 
TGGCGGAGGAGAGTACATATGCCAAAGGGTTAGCCTCAGCAGCTGCTGTTGAGCTCAAGGCATTATCAGA 
AGAGGTTACCAAGCTAATGAACCATAACGAGAGACTAGCTGCAGAGCTAGCCACATCTAAGAACTCGCCC 
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ACTCAGCGTAGAACCGGTACTCCAGTTAGAAATGGCCGTAGAGATAGTCACATTAAGCGCAATGATCAAG 
GTGGGTCAGTTTCAGATATCAAAGAGAGAACTAGCCATAAGCCGGGAGAGAGAGCTTTCATATGAAACAG 
TTTCTTTTAGAAAAAGATCAAAGAGAGGCTGAGCTTTCA 
 
>1027-94-(6-2-06)_B04 
GGAAAAGAAAGACAAAAAGAAAGAGAGGAGCAAGGAGAAGAAGCTCAAAAACTCGATAGCAAATGCCGAG 
AGGAAGAGGGCGGCGAGGGCTGCAGCAGCTGAGGCCAAAGGGACAGATGTGAAGGGCAAAGAGAGAAAGA 
AGGGCAAGAACAATATAGCGGGGTGCCCAATGCGGTCCCAATCCCCAATGCTGGGAAGGGTCGCCCCATG 
ATCATTGACAGGGAAAAGAAAGACAAAAAGAAAGAGAGGAGCAAGGAGAAGAAGCTCAAAAACTCGATAG 
CAAATGTCGAGAGGAAGAGGGCGGCGAGGGCAGCAGCAGATGCAGCAGCTGAGTCCAAAGGGACAGATGT 
GAAGGGCAAAGAAAGAAAGAAGGGCAAGAACAATAAAGGTAACTTCATTTCACGTTTGTTCAGTGAAGGC 
AGAGTATGCAAGTTTTTAGGGTGAAAATTGAGTCATAAAATATAGTTGGGAAGGGTATGCAACTAAATTA 
CCAATGCAAATGTAATGCAACTATACAGCGGGGTGCCCAATGCGGTCCCAATCATCAACTTTTCCATTTA 
TTACCATCTTGATATAGTTGCATTACATAAATGGAAAAGTTCCATGTAATTCAAGCATCTTAGTGAAACT 
AGTTGATGATTACTAAGGATAAAGTTGAAATTACATACAATCATTGATATACTTATGATAAGCAGTGAGA 
ATAAATAGTTTTATATACATTATATTAATACAATTTTTAATATTTATGATATACTTATGATAAGCAGTGA 
GAAGAATAGTTTTTATATACAATATATTAATGCAAATAAATAGTTTTTTTTTTTAAAAAGGGCTTTTAAA 
AATTATATAATCATTTGATTATACTTATGAATAAAGCAGTGAGAAGAAAAATAAATTTTATATAAAATTT 
ATAATTAAATACAAAATAAATAGTTTTTTTTTTTTAAAAAGGGCTTT 
 
>1028-94-(6-2-06)_C04 
ACTTTGAGATTTGTAATGGATGGTGAAATGCCCAATTATTTGCTTGCAAAAGATTTGATTTTACAAATAA 
TTGGTGAAATATCTGTGTCTGGTGCGACATATAAATCTATGGAGTTTGTTGGTACAACTGTTGAAAGTCT 
AACTATGGAAGAAAGGATGACATTATGCAACATGGTTGTTGAAGCTGGGGGGAAAAATGGTGTTGTCCCT 
GCTGATAGCACTACATTTAAGTACCTTGAGGATAAGACTTCTATGGCCTATGAACCAGTTTATAGTGATG 
AACAAGCAAGATTTCTTTCTGAGTACAGATTTGATGTCTCAAAACTGGAGCCGCTGGTAGCAAAGCCACA 
TTCTCCGGATAATCGGGCTTTAGCAAGAGAATGCAAGGATGTGAAAATTGACAGGGTATACATTGGATCT 
TGTACTGGAGGAAAAACAGAGGATTTTATGGCTGCGGCCAAAGTTTTCCTAGCTTCGGGCAAAAAGGTCA 
AAGTCCCCACATTCCTCGTTCCTGCAACCCAAAAGGTTTGGATTGACGTATATAGTCTCCCAGTACCAGG 
ATCTGGTGGCAAGACTTGCTCCCAGATTTTTGAAGAAGCTGGTTGTGATACACCTGCAAGTCCTAATTGT 
GGTGCTTGTCTGGGTGGCCCTAAAGACACTTATGCACGCATGAATGAGCCTACGGTCTGTGTGTCAACAA 
CAAACAGGAACTTCCCAGGGCGAATGGGACACAAAGAGGGCCAGATATATCTTGCATCCCCATATACTGC 
AGCAGCATCTGCTTTGACTGGTTATGTGACCGATCCAAGAGAATTCTTGCAGTAGGCTATAAATACCATA 
AATCTGCTCATGTTGTATGTCATGGTTGCTTTGTATCCTACCACTGTAGCTTAAAATGCCTGAGCTGAAA 
TAGATAATGGGTGTTTCTGTATGGATATTAGTTT 
 
>1029-94-(6-2-06)_D04 
GTCTGAAGTATCAGATCCAGGAAGCCTCACTCCTAATATAATTCAGCAGGCTGAAGCTGAAGTCAAGAGA 
CTGGATCAGTTAAAAGCAAGTAAGATGAAAGAGTTATTCCACAAGAAACAAAATGAGCTGGAGGAGATAT 
GCAATAAATCACACATGGAGATTCCTTCACAATCAGAGATGGATAACATAACAAACCTCATAAAAACCGG 
AGAGATTGACCATGCCGATCTCCTCATGAGCATGGATGAACAGATATCAAGAGCAAAAGAAGAAGCTTCT 
AGCAGGAAGGCTATAATGGAGAAGGTAGAAAAGTGGATGTTGGCACGTGATGAGGAGCGCTGGCTGGAAG 
AATATAACAGGGATGAGAATCGATACTCAGTCAGCAGAGGTGCCCACAAGAACCTCAGACGTGCAGAACG 
TGCCAGAATAACAGTCAACAAAATCCCAGCTTTGGTAGATTTGCTAATAGTAAAGACTAAGAGCTGGGAA 
GAAGAAAGAAAGAAAGTTTTCTTGTATGATGAGGTACCTCTCCTGGCAATGTTGGAAGAGTATAACATGT 
TCAGGCTGGAAAAAGAAGAGGAGAAGCAAAGACAAAGGGAAAATAAGAAGGTACAAAGCCAAGTAGTAGT 
TGAGCAAGAGAATGTGTTTGTGTCCAGGCCAGGTACCAGCAGCCGACGTCTTTCAAATGGGAGCCTGAA 
 
>1030-94-(6-2-06)_E04 
CTCTTTTAGCTGGGGTGAAGCGCCTTCTAGAGAGTGTTAATGAAAAGCTGACCGACAAAGATGTGTATCT 
TTCATATCTTCCTCTTGCTCATATCTTTGATCGGGTGATTGAGGAGCTATTTATTTTAACTGGGGCCTCA 
ATCGGGTTCTGGCGTGGGGATGTCAAACTATTGGTTGAGGACCTTGGGGAGCTAAAACCGACAATTTTCT 
GTGCTGTCCCCCGTGTGTTGGATAGAATTTACTCAGGATTGAATCAGAAGATTTCTTCAGGGGGCTTACT 
GAAAAAGACGGTTTTCAATCTTGCATACTTTTTCAAGCATCATAACATGCAGAACGGGAGTAAACACGAA 
CAGGCATCTCCAATTTGTGACAAATTGGTCTTTAGTCAGGTAAAGCAAGGGTTGGGGGGTAGGGTACGCC 
TTATTCTATCTGGAGCAGCACCTCTTTCCGCTCATGTAGAAGCTTTCCTGCGAGTTGTGTCATGTGCTCA 
TGTTCTTCAAGGATATGGTCTGACAGAAACTTGTGCCGGGACATTTGTGTCACTACCAAATGAAATGCCA 
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ATGCTTGGCACAGTAGGCCCTCCAGTACCCAATGTAGATGTGTGCCTAGAATCTGTTCCTGAGATGGGAT 
ATGATGCCCTTTCTAACACACCACGAGGAGAAGTATGTGTAAGAGGAAGAACATTGTTTTCAGGGTACTA 
TAAACGTGAAGACCTCACCAAAGAGGTCATGGTTGATGGGTGGTTCCATACAGGGGATGTTGGTGAGTGG 
CAACAGGATGGAAGCTTGAAAATCATTGACCGCAAGAAGAATATTTTTAAGCTTTCTCAAGGAGAATATG 
TTGCTGTTGAAAACTTGGAGAACATTTATGTTAATGTTTCTGCCATTGATTCGATATGGATCTATGGAAA 
CAGCTTC 
 
>1031-94-(6-2-06)_F04 
GGTTCGCCCATTGTTGGATTTGGTGTGGCAAAAGTTGTAGATTCCGGGAATCCAAAATTCAAGAAAGGTG 
ACTTAGTTTGGGGAAGTACTGGATGGGAAGAGTATAGTTTGATTACAGATTTTCAGAATTTGATTAAAAT 
CGAGCACACTGATGTGCCACTGTCCTACTATACTGGTATTCTTGGTATGCCTGGTTTAACTGCTTATGGT 
GGTTTTTATGAGGTTTGCTCTCCTAAGAAAGGAGAGTATGTCTTCGTTTCAGCAGCTTCTGGGGCAGTTG 
GTCAGCTTGTTGGGCAGTTTGCAAAGCTGTTAGGCTGCTATGTTGTTGGAAGTGCTGGAAGCAAAGAAAA 
GGTTGATTTGCTGAAGAACAAACTCAAGTTCGATGAGGCATTCAACTACAAAGAAGAGTCTGACTTGGAT 
GCAGCTTTGAAAAGGTACTTTCCTGAAGGTATTGACATTTACTTTGAGAATGTTGGGGGAAAAATGCTTG 
ATGCAGTGCTACTCAACATGAGGACCCATGGTCGCATTGCTGTTTGTGGCATGATCTCACAGTACAACCT 
TGAGAAGCCGGAAGGTGTGTACAATTTAATGCACATGATTTACAAACGGGTTCATATGAAAGCATTTGTG 
GCTTTTGATTACTATCACCTTTACCTGAAGTTTCTGGATTTGGTTCTGCCTCACATTGCTGAAGGGAATA 
TTGTATATTTGGAAGACATAGCTGAAGGCCTTGAGAGTGGTCCAGCAGCCCTTGTTGGGCTATTTTCTGG 
 
>1032-94-(6-2-06)_G04 
CAAAATTAAGAAGAAGATGAGGAGGAAGAAAAGCACTGAAACCCAGAAGGAGGAGAGTTGTTGAAGAAGC 
CGAACAAGTTAGTTACCAGAAAAGAAGCCGGAATTCTTCTGATATCGCTGGAAAGTTTTACTTGTTCAAT 
TCCTTGCCGGACCTTCCCGTCGCTTCCATTCTCTGCAAACTTAGCCCCTCTGATTTCGCCAACATTCTCC 
TCGCGTGCAGTGGGTTCAAGGGTTTGGTACCCATTTCCTTCGTACAGCCCGATTTTCGTCAAAGAATAGT 
CAACAAGATATTCGAAACTTTGAAGGGGCATCTCCCTGTTTCTGGCCAAGAGGGATTACATGTATTCAGG 
AAAATCGCTATAAGGTTTGAGGGAAAGATTTATACTGCTGCCACAAGCCAGTCAGATTATCTACGAAAAA 
TATCTCTGAAAATGCTTACAATGGAAACTAAGTCTCAGAATCCTAGAGGCAATGCTTTGCCATCCAACTC 
TGCTGGCAATAGTAGTAAGTCCCCAGATGCAGCATCTCTAGATTATTCCACAGCTCAGACAGGGCATGCA 
AATGGGGCTGATTGGCAAGAGAAGGTCTATCAAAAGATCGAAACCATGAAGGACTTGTTCTTGCCTGAAA 
TAAGTGAAATGTACCAGGAAATTGCTGCTAAATTGCAGCAGCCTGATTCTATTCCACAACAATTAAAGTT 
AGATCAGCTTGAGAAGTTGAAGACTATGTTGGAGCATATTATAACTTTCTTACAGGTTTCCAAAAATAAT 
ATATTACCTGTTTACAAGGAGAAGTTGATGTCATATGTGAAGCAGATCGTAAATTTTATTATTATATACA 
CAAATCGACCAAAGAAGCCTGCACTGCAGTAAGGACAGCTTCC 
 
>1032-94-(6-16-06)_D06 
GGAGGCAGTGAAGCAAGGCTCGGCGGCGATAGGACTGCGATCGAAGACTCACGTGGTTTTGGCCTGTGTC 
AACAAGGCCAATTCCGAGCTCTCCTCTCACCAGAAGAAGATCTTCAAGGTCGACGACCACATCGGCGTCG 
CCATTGCCGGACTCACCGCCGACGGCCGTGTTCTCTCCCGGTACATGCGATCTGAGGCCATTAATCACTC 
CTTCACTTACGAGTCTCCTCTCCCCGTTGGCCGACTCGTCGTTCAGCTCGCCGATAAGGCTCAGGTTTGC 
ACACAACGTTCATGGAAACGGCCCTATGGTGTTGGTCTTCTGGTTGGCGGCTTAGATGAATCTGGTGCTC 
ATCTTTATTACAACTGCCCTAGTGGTAACTACTTTGAGTACCAGGCCTTTGCCATTGGATCTCGTTCACA 
AGCTGCAAAGACATATTTGGAACGCAGGTTTGAGAACTTCACAAACTCTTCACGGGAAGATCTGATCAGG 
GATGCGCTTATTGCAACAAGGGAAACCTTGCAAGGAGAGAAGCTCAAGAGCTCCATATGCACAGTTTCTG 
TGGTGGGAGTTGGAGAGCCGTTCCATATATTGGATCAAGAAACTGTACAACAATTGATAGATACATTTGA 
GCTTGTGACAGAGGAAGAGCCTCCTGCTCCTGAACCTGCTTCTGAACCAGCTGCTGCTGATCAGGGTGGG 
GCAGAACAGGGTGCTGGTGCTGAGCAGGGTGCCGCACCTGATGAAGGCGTGGCTCC 
 
>1033-94-(6-2-06)_H04 
A 
 
>1034-94-(6-14-06)_F08 
GAAATATGATGAGGACCTTGCAGCTAGGCTTAGATATGCAATAGAGAACAATTACTTATCTGCAACAGAC 
AGATTTGGCATTCTGGATGATTCATTTGCCCTTTGTATGGCTCGCCAGCAGTCTTTGACCTCATTGCTAA 
CCTTGATGGGTGCTTACCGGGAGGAAGTTGAATATACCGTGCTGTCTAATTTGATTAGTATAAGTTATAA 
AATTGTAACAATTGCAGCTGATGCAACCCCTGATTTAGCGGATTACGTTAAACAATATTTTATTAGCCTT 
TTCCAGTGTTCTGCTGAGAAGCTTGGTTGGGACCCTAAGACAGGTGAGAGCCATCTAGATGCAATGTTGA 
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GAGGAGAGGTTTTGATTGCCCTTGCTTTGTTTGGACATGATCCGACACTAAATGAAGCAAGCAGGCGTTT 
TCAGGCATTCTTGGATGACAAAAACACTCCACTCCTCCCTCCTGACACAAGAGTGGCAGCATATATGGCT 
GTAATGCGGAGGGTCAGCAACTCGAACAAATTGGCTTTTGAATCTCTTCTGAGATTGTACAAAGAAACTG 
ATTTAAGCCAGGAGAAAACACGCATCCTAAGTTCATTAGCATCTTCTCCAGACCCCAACATAATTCTTGA 
AGTTCTCAACTTTTTATTGTCTTCTGAGGTTCGTAGCCAAGATGCTGTTTATGGACTTTCTATAAGTATG 
GAAGGACGTGAAACAGCTTGGACATGGCTGAAGGATAACTGGGAGCATATATCAAAAACCTGGGGTTCCG 
GATTTCTAATAACTCGCTTTGTCAGTGCAATTGTCTCTCCGTTTGCGTCATTCGAGAAGGCCAAGGAAAT 
AGAGGAGTACTTTGCAAGCCGCAGTATGCCCTCTATTGCAAGAACCC 
 
>1035-94-(6-14-06)_G08 
AGAGAAAAGTGTGTGTTTTTACTTGTTTTTTTTAGAGAGAGAGAGAGAGAGAGCAATGTCTTCCTTCGAC 
GCGTACGGCATCGATGGCGAGGAGGAGATTAACGTGAACGCATCGAATAGTCATTTCATTGACGACGAAG 
ATGAACAGAGCTTCGCCGCCGCCGGCGAAGGCTATGCTTCTTACTCCAGCTTCCCATCCGGAGGATTTCC 
AGCTGACGGTGACGTGGCCGTCGACCACGCCTCCGCATCGCCTGAGATCTACGGATTCGACGATCCAAAC 
CCTGGCTACTCCCAATCTCCGTTCAACCCGATCCACGTGGATAATGGAAATGGGAACGAGAACGGTTACG 
GTGGTTTCGGTGAAAACGGCATCGACGACGGTGTTTTCAACTCCGACGGTCCGGTGCTTCCGCCACCGAC 
CGAAATGGAGCCAGAGGAAGGTTTTGCTCTTCGTGAATGGAGGCGTCAAAATGCCATTCAGCTTGAGGAA 
AAGGAGAAGAGAGAGAAAGAAATGAGAAACCAGATTATTATAGAAGCTGAGGAGTATATTCAAGCTTTTT 
ATGAGAAAAGGAAGCTTAATGTTGAGACTAGTAAGGTTAACAACAGAGAAAGGGAGAAGTTATTCTTGGC 
TAACCAAGAGAAATTCCATAAAGAAGCAGACAAGCAGTACTGGAAAGCAATAGGTGAGCTCATTCCATAT 
GAGGTTCCCAACATTGAGAAGAAGAGAGGCAAGAAAGATCAAGACAAGAAGCCATCGATCACGGTTGTCC 
AGGGCCCAAAGCCTGGGAAACCCACTGATCTTTCAAGGATGCGTCAGATACTGGTGAAGCTAAAGCACAC 
TCCCCCTCCCCACATGATACCACCCCCACCTGCGCCTGCTAAGGATAGCAAAGATGGAAAGGA 
 
>1036-94-(6-2-06)_C05 
CGCCAATCCCTCAGACCCAACAACAACAACAACAAAAACAACCCGATTCCGATATGGGTTTATCAAACCC 
GTTGCGTACCGGCCACCACCGCCGGGCCCACTCCGAGGTCCATTTCCGGATCCCTGACGACCTCGATCTG 
AGCTTCGATGGTGGGCCTTCCTCCGCCGCGGGTTTCGACGAGGATGACCTGTTTTGTACCTACATGGATG 
TTGAGAAGCTTGGATCCAGACCCGACGGACACGGCTCCGTAACCAAACCCGACAATGCGGGTGAAGAAGG 
AGAAGCAGAGAAAAGCTTGAGGACGAGGCATAGACATAGCAATTCGGTGGATGGGGGAGCCCTCGATTTG 
ATGGATAGCATAGAGGCCAAGAAAGCAATGGCTCCTGATAAGCTCGCTGAATTGTGGACCGTTGATCCCA 
AACGCGCCAAGAGGATATTGGCAAATCGACAGTCTGCTGCTCGCTCAAAAGAGAGGAAAGCTCGTTACAT 
ATTAGAACTTGAGAGAAAAGTTCAAACCCTTCAAACAGAAGCAACGACTCTTTCTGCACAACTAACTCTG 
TTTCAGAGAGATACAACAGGCCTGAGTACTGAAAATACAGAGCTTAAGCTTCGGTTACAAGCTATGGAAC 
AACAAGCTCAGTTACGTGATGCTTTAAATGAAGCACTGAAGAAGGAAGTTGAGAGGCTCAAGATTGCAAC 
TGGAGAAATAATGACACACAATGATACTACTTACAATTTGGGAATGCATCATGTTTCATATCCTTC 
 
>1037-94-(6-14-06)_H08 
 
>1039-94-(6-2-06)_F05 
GACTCTGCACCTTGGGTTTCGTTCCTATCCCAAAACTTCCCAATTCCCAACCAATCAAATTCCATTTCTG 
ACTATAAATATTAGCAATATTTGTGTATTTGAGTATTTTCATTTCCATATTTTCTCTTTGAAAAGCTAAA 
TTTAGTCTGAGACTCTGAGAGAGTGAGAGAGCTTCGATGGCGTTACCCGTGGTTGACACAGAGTACCTGA 
AGGAGGTCGATAAGGCTCGTCGCGATCTCCGTGCTCTCATCGCCTCCAGAAACTGCGCTCCTATAATGCT 
CCGCTTAGCGTGGCATGATGCGGGCACGTATGATGTGAACACGAAAACAGGTGGACCGAATGGGTCGATT 
AGGAGTGAGGAAGAGTATAAACATGGTTCTAACAATGGCTTAAAGAAAGCCATTGATTGGTGTGAGGAGG 
TGAAGTCTAGACATCCAAAGATTACATATGCTGACCTATACCAGCTTGCTGGTGTTGTTGCAGTTGAGGT 
CACTGGAGGTCCAACCATTGACTTTGTTCCTGGCAGAAGGGATTCAATTGTTTCTCCTAAGGAAGGGCGA 
CTCCCAAATGCTAAACAAGGTGCACCTCATCTCAGGGACATCTTTTATCGGATGGGTCTGTCTGACAAGG 
ATATTGTTGCATTGTCAGGAGGCCACACTCTGGGAAGGGCACATGCAGAGAGATCGGGTTTTGATGGCCC 
TTGGACCAAAGAACCTTTGAAGTTTGATAACTCTTACTTTGTGGAACTTTTGAATGGAGAATCAGAGGGG 
CTGTTACAACTTCCAACTGACAAGGCTTTATTGGATGATCCTGAGTTCCGTCCTTATGTTGAACTGTATG 
CAAAGGATGA 
 
>1040-94-(6-2-06)_G05 
ATCTTGCTCAGTACAAAGTCTGTAGGAGAAAACACCATTACAATAATCTTCCAAAGCCATAGTTAACTAG 
AAACAACCTATTCTCTGGTTCTTGTTCAGCCCCCAGTCATATATATATATATATAGTAAGATAATACCCT 
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AAACTTTTCAACTGCAATAAACTTTCTTTGTTTTAGTTTGTCTATTTTATTTTCCAGCTTTTTATTCTCA 
TTTATTAATTGAGAGTTATCCATATTTCGATTCTCTCCTCCACTAGTTAGTTTGTGGAAGGGGATCTTAT 
CCGTGATCGCCGGGGCAAGCAGCCACAATCTACTACCCTACTGCATCATTTCAAGTTGGTTGGTATGAAA 
GGTATTTCAGAGTTTATATCAAAGTTATTAAGGACGTCCGGTAAGAGAAGATTAGACGAAACAAACCTTC 
CATGCCGTCGATTTTCACTGGCTGAGATCAAGGCAGCTACGAATAACTTCGATGATAATTTAGTAATTGG 
TGAGGATCTTTATAGTAAGAAGAAAGTATACAAGGGGTTTATTGATGACCGTACCATAAGCGTTGCATTA 
AAGCATACGGATTTAAGGTCGGGTAAGAACGAGGTGCTGTTCCTTTGCCAGTTACACCACCCTAACCTCG 
CCCGTCTCATCGGATATTGTTTCGATAAACGCGAGATTATCACAGTCTACGAATTCATGGTGAATGGAAA 
CCTCGGCGACCACATTTACGCCACTAAACGCCATGAACCCCTCCCGTGGAAACAAAGACTCCAGATTTGC 
ATTGGAGTGGCGCGTGGACTACACTACCTTCACACCGGGCTGAAGAATACTGTCATCCACCGTGACGTGA 
AGCCGAGCAACATTCTTCTGGATGATAAATGGGGGGGCCAAGTTGGAAGATTTCGAGATTTCCGAGATGG 
GTCCCCC 
 
>1041-94-(6-2-06)_H05 
TCCTCTCCTGATCATGTTTCGAATCCTAAAACCCAACTCCCTAACATCATCATCAGTGAGCCACCAATTC 
CTCCAAAAATGCGGCGTCAGCAAAACCGCAAAGGGAAAGGACAAAATGAAATCAGGCCAACTCTTGAAGC 
GAACAAGAACCAACACCAAAAAAGGCACCATCGCTACTGAATCACCCAAACCCGGAAAAGGTTTCGAGAG 
ACAAGACCGATTGGAGCAACTATGTCTCAACGCTCCCACTCCTATTCGCTACTTAAACCCCAGAGAAAGA 
GCACGCGAAGCTCAGAGAGAGAAATTGGGACTCATCAGCAAAGAGCGCCAGCGCGAGCTCGATATCTTGA 
AGAAGCAGAGCAGCAAGAAGGCTTCCAAGAAGGACAAGGAAGTGTTTCGGGAGATCATGGGGACACCCGG 
CTTGGATCTCATTTCGCTTGGGATTGTGGATGCTGATTTGGTTCCCAAGTATGAGCTCACTGCTGAGGAT 
GGCAAGCGGTTGGCCAAGGAGTATAGTCGGGTTTTGATGAGGAGGCATCGCGCGAGGCAGGCTGCCGAGT 
CTACCCTTCTTAGGTTGAAGAAAGAGGCCATTGAGGCGCTGCCGGAGGAGCTTAGAGCTGCTGCATTGGT 
ACCGGACCTTACTCCGTTCCCTGCCAATCGGTTCATGGCCACATTGACTCCACCGATTGAAGGGTACATT 
GATAAGGTCATGGAAGCCGCCAAGAAGAGCAGTGGCAAGGAGAAGATGAGATGAGATGAGATTATCTCAA 
TTCCCAGATGGAGCTATGTTTTTAAGCCTGAAGAACTTCAACTGTTTCACAAGCGGCAACTGGAAGTCAT 
GGACCTGTATTTTTGGGTTCAGGTGGGAGA 
 
>1042-94-(6-15-06)_E12 
TACTATCCCCAGAAAAACCCTAACCCTAACCCTAATTCCTAAAATCCTACATCCACAACCATGGAACCCG 
AGGGCTCGCCCTCGCTCAAAATGATCGACGAGATCCACTCCAATGGCGGAATCAACCTCTGCGACGGCGA 
CGTCGACGACGAGCCAAGCATCGACGACACCACCACCACCACAACCAACAATCGGCCAATCATTAGCAGC 
GGCGAACAGCTTGACGTGGAGGCCTACGGGGGCCTCTACCAGGGGCGGACGAAGATCATGCGACTCCTCT 
TCATCGCCGAGAACTGCGAGAGCAACCCTGCGATGCGATTGGAAGCTCTTCGCATGGCTCACGATGAGAT 
CAAGAAGGGAGAGAATACTCAGCTTTATAGAGAAGTGGTCCAGAAGATTGATGGCGAACTCAGCCCTAAC 
TATGCCATGGACTCAGCCTGGTGCGACTCTGTTGACCGCAGGGCTGACCAGAAGAAGGAGAAGCTCGAGA 
ACGAGCTCAATGCCTATAGGACAAATTTGATCAAAGAAAGCATAAGAATGGGATACAATGATTTTGGAGA 
TTTTTATTATTCTCATGGTGCACTCGGGGATGCTTTTAAGAGTTATGTTCGTACTCGCGATTATTGTACT 
ACATCGAAACACATCATCCATATGTGTTTGAGTGCGATTCTGGTCAGCATTGAGATGGGTCAATTCACCC 
ATGTGACAAGCTATGTCAGTAAAGCAGAACAATCACCAGAGGCCCTTGACCCAATTACAGCTGCAAAACT 
ACGGTGTGCTGCAGGATTGGCTCACTTGGAGGCTAAAAAATACAAGCTTGCTGCTCGTAAGTTCTTGGAA 
ACAGGCTCTGAATTGGGAAGTCACTACAATGAAGTCATTGCACCTC 
 
>1046-94-(6-2-06)_E06 
GAGGCAGCAGCTCACGAGGAAGAAGGCAGAAACATGGTGAGGATGTGGTGCATACTCTGAAGGTTTCTTT 
GGAGGACCTATACAATGGCACAAGCAAAAAACTCTCCCTTTCAAGGAATGCTCTGTGCCAAAAATGTAAA 
GGGAAAGGTTCAAAGAGTGGAGTATCTGGGAGATGTTATGGTTGCCAAGGTACAGGAATGAAAATCACAA 
CCCGACAGATTGGATTGGGGATGATTCAACAGATGCAACATGTCTGTCCTGAATGCAGAGGCACAGGTGA 
GGTTATCAGTGATAGAGATAAATGCCCACAATGCAAAGGAAATAAGGTTACTCAGGAAAAGAAGGTGCTG 
GAGGTGCATGTCGAGAAAGGGATGCAACATGGCCAGAAGATTACATTTGATGGACAAGCTGATGAAGCTC 
CTGATACTATCACGGGAGACATTGTTTTTGTATTGCAACTGAAGGAGCACCCCAAGTTCAAGCGGAAGTT 
TGATGATCTTTATGTAGAGCACACCCTCAATTTAACAGAGGCTCTCTGTGGATTTCAATTTGCCCTTACC 
CATCTTGATGGCAGACAGCTTCTGATCAAATCAAATCCCGGGGAGGTCATTAAGCCTGGTCAATCCAAAG 
CAATCAACGATGAGGGAATGCCACATCACCAGAGGCCCTTTATGAGGGGCCGGCTTTACATTCACTTTAA 
TGTGGAATTCCCGGACTCTGGAATTATTTCCCCGGAACAATGCCAGACTTTAGAAACATTACTACCCCCA 
AGGGCAAGCAAGCACTTGACAGACATGGAGCTGGACGATTGTGAGGAGACAACTTTGCATGACGTTAACA 
TCGAGGATGAGATGAGACGTAAGAAGCAGCAACAGCAATTCCAAGA 
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>1047-94-(6-2-06)_F06 
TACGAAACCACAATGTGCGGAGACGCGAGGAACTGGGACGAAGATGCATACAGAGAAAGCATACTGAAGG 
AGAGGGAGATTCAAACTCGAACCGTTTTCAGGACCGTTTGGGCACCCGCTCAAAACCCTAACCCTAACCC 
GGAAACCATTGTCGCCGCCTCCAGTGATGGATCGATCGCCTCCTACTCCATCTCCTCCTGCATCTCCAAG 
CTCCAAAGTTTTAGGAATACAAAGGCACAACACTTGTTAGTGGCTGAACCTGATTGCTTTGTTCAAGGGC 
ATGATGGACCTGCTTATGATATCAAATTCTATGGTGACAGTGAAGATGCCTTGTTACTAAGTTGTGGTGA 
TGATGGTCGGATTCGAGGATGGAGGTGGAAGGATTTTACAAATTCAGATGTGCCCATTACATTGCAAGCA 
GGGAAGCAAATGAAGCCAGTACTTGACCTGGTGAATCCCCAACATAAAGGTCCTTGGGGTGCTCTTTCTC 
CAATTCCTGAAAATAATGCCATTGCTGTTAACATACAGGGAGGATCAATTTTTTCAGCTTCCGGTGATTC 
TTGTGCGTATTGCTGGGATGTGGAAACGGGTAAACTCAAAGTAGTTTTTAAGGGGCATTCAGACTACTTG 
CATTGTTTAGTTGCCAGAAACTCTGCCAACCAGATCATAACTGGTTCAGAGGATGGGACTGCACGGATAT 
GGGATTGCAAAAGTGGAAAGTGTATTCAAGTAATTGATCCAGCAGAGAACACAAAGTTGAAAGGTTTCTT 
CGCATGCGTTAGTTGCATTGCTCTTGATGGAAGCGAGAGCTGGTTGGCTTG 
 
>1050-94-(6-2-06)_A07 
GCTTCCAAGCCCCAACTTTCATTGAGTGGCTCAAGCCCTCACCCTCTGCTTCATCACTGTCATCATCATC 
ATCCTCTTCCTCTTCTTCTTCTTCATATTCTTCCTTAACTACCCCAAAAGAGTTTGTTCAGGAGACTTTA 
CAATGCTTGCCTCTTCTAGGCGGGTTTACTGAGACCAAACCCTTGAAACAGCAAGATATTAGACTCCAAA 
AGGAGGGTTACACAATCAAAGAGGAGGAGGTTGAGAAAGTTACTGTTGCCTTGCACATTGGTTTGCCTGA 
CACGGGTGATTCTGATGCTGAGAAGATGATTTTTGACTCTAAGGAACAAGAACCCGTGAAAAAAAGCTTC 
CATGGTTGTTCTTTTAACACACAGAGTAGGTTTTGGATACCAACACCTGCTCAAATTCTTGTGGGGCCGA 
TGCAGTTTGCTTGTTCCATATGCAGCAAGACCTTCAATAGGTACAATAACATGCAGATGCATATGTGGGG 
GCATGGATCCGAATATAGAAAAGGACCAGATTCACTTAAAGGAACTCAACCAGCTGCCATGCTAAGGCTA 
CCATGCTATTGCTGTGCTCAAGGCTGCAAGAACAACATCAACCATCCGCGAGCGAAGCCGCTGAAAGACT 
TCAGAACACTGCAAACTCACTACAAAAGGAAGCATGGAGCAAAGCCATTTATGTGTAGAAAATGTGGGAA 
AACATTTGCAGTGAAAGGAGATTGGAGGACACATGAAAAGAATTGTGGGAAGTTATGGTATTGCACTTGT 
GGTTCTGACTTTAAGCATAAGAGATCACTTAAAGATCACATCAGGTCCTTTGGAAAAGGCCATTCCCCAC 
ACCCTTCTCTTGATGG 
 
>1052-94-(6-2-06)_C07 
AGGCCAATATGAGAAAATGGGGCCAGATTTTGAGATTGTTAAAATTTTGACAGAACTCCTTGATGAACTG 
CAAATTGGAGATTATGAGATAAAATTGAATCATCGGAAGTTACTTGATGGAATGTTGGACATATGTGGAG 
TGCCACCAGAAAAATTCAGAACCATATGTTCAAGTATTGACAAGTTAGATAAGCAACCTTTTGAGCAGAT 
AAAAAAGGAAATGGTGGAGGAGAAGGGCTTATCTGTTGAGACAGCAGATGAAATTGGCACTTTTGTGAAG 
GAAAGGGGACAGCCTTTGGAACTATTATCTAAGCTTAAGCAGCAGGGCAGCAAGTTCTTAGGACACAATG 
GATCTGTTGATGCACTGAATGACCTAGAGATTTTATTTAAAGCTCTTGAAGTGTCAAAGTGTATTGACAA 
AGTGGTTTTTGACTTGAGTCTTGCCAGAGGCCTTGATTATTATACTGGAGTCATATTTGAGGCTGTTTTT 
AAAGGTGGTGCACAGGTTGGTTCAATTGCTGCTGGTGGACGTTATGACAACCTTATTGGCATGTTTGGTG 
CGAAGCAGGTTCCAGCAGTTGGTGTTAGTCTTGGAATCGAGCGGGTATTTGCTATAATGGAGCAGCTACA 
GAAAGACCAGAGCCAGGCACCACGTGCAACAAAGACTGAAGTCCTAGTTAGTATACTGGGGGATGACTTG 
ACTCAAGCTGCAGAGCTGGTAAGTGAGCTGTGGAATGCCAAAGTGAAAGCCGAATATTTTGTTAATAAAA 
GGGTGATGAAGCACATTGACCGTGCTAGAGAGTCGAGGATCCCATGGATGGTTATTGTGGGTGAACGGGA 
AATGAATGAAGGGATTGTTGTATTAAAAGA 
 
>1054-94-(6-2-06)_E07 
CGATCTAAATTAAAAGCTCTTTCTTTATCAAAACCTAGATCAGAAATATAGAGAGATAGAGATTTAGAGA 
GAGAGAGAGAGAGTGAGAATTAGGTGTCACATGAGAGAGGAGAGGACTGAAATGTCCAAAGACGACGATC 
GATCTCCACCGTTGGATCTTCGGGGAGCGGACATCGCCGAGTCGTCGAGCAAGACCCGGAACTGCGTGAC 
CGGGTCGGGTCATGTCACGGGTTTGAATCCCATGGAGTTCCAGGCTCCGTACCCGGACCAAGTCCTCGAG 
AACGTCCTCGAAAACGTGCTTCAGTTCCTCACCTCCCGGCGGGACCGCAACGCCGCCTCATTGGTCTGCA 
AGTCGTGGTGTCGGGTCGAGGCCCTGACCCGATCCGAGCTCTTCATCGGGAACTGTTACTCCGTCTCGCC 
CAGACGGGCCACGGCCCGGTTCTCCCGGGTCCGGGCCGTGGCCATCAAGGGCAGGCCGAGGTTCGCCGAC 
TTCAACCTCATGCCGCCGGAATGGGGGGCCCACTTCGCCCCGTGGGTCGCCGCCTTGGGCTCCGCCTATC 
CTTGGCTCGAAAAAGTCTACCTGAAACGCATGTCGGTCACCGACGAAGATCTGAAACATCTCGCTGAGTA 
TTTCCCTTGCTTCAAAGAACTCGTCCTTGTTTGTTGCGACGGCTTTGGTACACGTGGCCTCGCCGTAATA 
GCCAAGAAGTGCAGACAACTGAGAGTGCTTGATCTGATTGAATCCGAGGTTGCGGAATCTGATATGGATT 
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GGATAGGGGAGTTTCCGGAGTGTGGAATGACCTGTTTGGAATCTTTGATATTTGATTGTGTTGAGAGCCC 
AATAAATTTTGAGGCATTGGAGA 
 
>1058-94-(6-2-06)_H07 
CTCTCTCTCTCTCTCTCTCTCTCACAGATTGAGATTGTGCTTTCTCTCTCTAGTTCTACTTTGGAAGAAG 
GGATGGGAGAAGGGAAGGGCTCGACCCTGGTGCACGTTTTGGTGGTTGTTCTAAGCTTAGTGGCCTTTGG 
CTTCTCCATTGCTGCTGAGAGACGAAGAAGCGTTGGCCATATAGAAGTAGATCCTCGAATGAACGAAAGT 
TACTGTGTTTACAACTCAGACGTTGCAACTGGATATGGAGTTGGTGCTTTCTTGTTCCTTCTTTCTGGCG 
AATCTCTACTCATGGGTGTGACAAAGTGCATGTGTTTTGGGATACCTTTAGCTCCTGGTGGGAGTCGAGC 
CTGGTCTATCATTTATTTTGTCTCATCATGGGTGACTTTTCTGGTTGCAGAAGCATGTCTAATTGCAGGT 
GCAACAAGGAATGCTTACCACACCAAGTATCGGTCTATGATTTATGCTCAACACTTCTCATGTGAAACAT 
TGCGGAAAGGTGTCTTTATTGCTGGTGCTGTATTTGTGGTTGCAACAATGATTCTCAATGTGTATTACTA 
CATGTACTTCACCAAGGCAACTACTCAGGTCGCTCGCAAAACAAATCGTGCAAGCTCAACTGTTGGAATG 
ACTGGGTATGCATAGAATATCAACTGATGAGACCAGATGGCATCTAAGTTTTGCATGTTGATGTTGTATG 
GATATGCAATGCTATGATTGTAATATGCCTGTTACTAATGCCTTTAACTTATATAGTGGTAAATGTTTTT 
TTTAAGGCCTTCCTAGAAAAAAAA 
 
>1060-94-(6-2-06)_B08 
ATGCAGATAGTTGAATGTAGGCGAGTGCTGAAATGGACCTATGCATATGGGTTCTACCTACCTGAGATTG 
AGCATGGTAAAAAGCAGTTTTTTGAGTACTTGCAAGGTGAGGCAGAGTCTGGTCTGGAAAGGCTTCATCA 
ATGTGCAGAAAAGGAACTACAACAGTTCCTCAATGCTGACAGCAAACCACCAACCGATTTTAATGACTTC 
CGTACAAAGCTAGCTGGACTTACGAGTGTGACTAGGAATTACTTTGAGAATCTAGTTAGGGCATTAGAGA 
ATGGTTTGTCAGATGTGGACAGCAATGGCGCTTGCAGCAAGACAAGCACAAAAAATGTAGGAGGGAGCAG 
TAAGGGTCGAGGTGGAAGGGGAAAGGGAACTACTCGAGCCGGTGGTTCTAGCAAAAGTGGTGATGATACC 
CTTTATTGGTCTTGTGAACAATGTACCTATGCCAATGTCAAGTCTGCCACCAGATGCGAGATGTGCAACC 
AGCAGCGCCGGTGAAAAATCTAATCCAAATTAGTAAAAGACAAGATGGAGAACATAAACCTTAAACTCAA 
GAAGAACAAAAGCTTGATTTGATGGTGATACCTCGTGTAAAGGTTTTTGTGGCTCCTCTTTTGCTAAGGC 
TGTCGAACGTTTGTGGAAAAAAAAGAAAGTAGAAATGGAAGAACTCTTTGAAGAAAGGGCAGCCTCTTTG 
GTGTCGTGTGTGTAGCAGGAAACACTATAATGTATTGGGTCTGTTCTGTATATAGTGCTCTCTCTCTATA 
AATATAAATATAAAATATTGGGGTTCTGCAACTTGCTTTTGTTGCTGATTTACGTGTATTACATTTGCAC 
TGGGTAAAGTGAATGCAAATGATATCTTATG 
 
>1061-94-(6-2-06)_C08 
GAAAGAGCGACGAACGTTTCGGAAATCGAGGAAGACGAGGACGACGAAGAACCCGGGGAGGTGATCGAAT 
CAGCTCCTCCTCTCAAGGTCGGCGAAGAGCGCGAGCTCAGTATCTCCGGCCTCAAGAAAAAGCTCCTCAA 
GCTCGGCCATGGCTGGGAAACCCCTGAGCTCGGTGACGAAGCCACTGTTCATTATGTTGGTACTTTGCTT 
GACGGAACAAAGTTCGATTCCACAAGAGATAGAGATGATGAGCCATTGACTATAAAGCTTGGTCACGGTG 
AAGTGGTTAGTGGATTGGAACATGCGATAGTTACAATGAAGAAAGGGGAGACTGCTTTGTTCACATTGCC 
ACCTGAATTAGCCTACGGGGTTGCAGGCTGCCACGGCGTCGTTCAGCCTAATTCGGTTGTTCAGTTTGAA 
GTGGAACTCGTCTCGTGGATAACTGTGGTGGATGTTAGCAGAGACGGTGGAATTATCAAGAAGATAATGG 
ACAAGGGAGAGAGCAATGAACAACCCGGCGATTTGGACCAAGTTCTTGTGAAGTATCGCGTTGCGCTGGA 
TGATGGTACTATTGTTGCAGAAACTTTGGAAGAAGGAGTTGAATTTTATGTGAAAGATGGTCATCTTTGT 
CCAGCATTGCAAAAAGCAATAATGACCATGAAAAGGGGAGAGAAGGCCAAATTAGTTGTTCAACCTCAGT 
ATGCCTTTGGAGAGGAGGGAAGGGATGCAAATAATGGGGTTCATTCAATCCCCCTGGGTTCTATACTCAA 
CATTGATGTGGAGTTGGTGTCTTTCAAGCCTGTTATTGATATTACTGGTGATTCCAAGGTACTTAAGAAA 
ATTTTAAAAGAAGGTGAAGGGGCTGTCATTCCCAATG 
 
>1063-94-(6-2-06)_E08 
GGGAATCCATCAGTCTAGAGGGTCAAAAACTGCTTCAGTATCCAGCGATGCTCATACACCAAGAAATATA 
TCATGCCCGGTTTCTCCCATTGGGAGCCCTCTTCTACGTTCAAGGTCACCACAACATCTGAGCGGAAGGA 
TGTCTCCCTCTCCCATATCTAGCCCTCGTACCACATCTGGTTCATCCACACCCCTTACTGGTGGTAGTGG 
TGCCATCCCATTTAATCACCTGAAGCAGCCAACCACCTACCTTCATGAAGGTGTAGGAATGATCCAAAGG 
GGTCAAAGCAGTTTCTATGCTAATGGCAGCACTCTCTATCATGAGCCAAAGCCTGAGTTATTTCGAGGGA 
TGCCACAAGCTTCTCATGCCTTCCACGATATGATTTCATCTGATAATGGTGCTTCTGGAAACCAGATGGG 
ATGGCCTCTCCATGCTGACACCAGGGAAATGCATGCTAAACAGCTGGCTTTGGCTGATCATGTATCTGAG 
CAACTCTTGAGGGATCACATAAAGAAAAATTTATCCATGGAACATAAACCCATCTCACTGGTGCTTGGTC 
GCAGCAATCGAATCTGATTTACACGTGAATCCCTGACAAGAGCAGGATTTTCAGGCATGCTAGATTGCTT 
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TCTGATGCTTCAAGGGCATCATATTCGTGG 
 
>1064-94-(6-2-06)_F08 
GTTTTTCTCTCAGACTTCCTCCATCGCAAAGCAGAGCTTCACTCACAGCCACAGGGTTACAAAAACTTTT 
GACTCGGTTGGAACACAACGAATATGAGGCCCATCTTTTGTGGTAACGTTGAATTTGATGCCCGGCAGTC 
TGATATTGAGCGACTTTTCAGAAGATATGGGAGGGTTGAGAGGGTGGATATGAAGTCTGGATTTGCTTTC 
GTCTATATGGAAGATGAACGAGATGCTGAGTACGCAATTAGAAGGCTTGACAGGACAGAATTTGGTCGAA 
AGGGTCGCCGACTTCGTGTTGAGTGGACCAAGCATGAACGTGGCATTAGAAGGCCTGGCGGTTCAAGATC 
TTCAGCTAATGTGAAACCATCAAAAACCTTGTTTGTCATTAATTTTGATCCAAGCTATACCAGAACAAGG 
GATTTGGAGAGGCACTTCGATCCACATGGGAAAATTTTGAACATAAGGATCAGAAGGAATTTTGCATTTA 
TTCAGTATGAGACACAGGAGGATGCTACCAGAGCATTGGAAGCAACGAACATGAGTAAGTTCATGGATCG 
AGTCATTTCAGTGGAATATGCAGTACGGGATGATGACGATGAGAGGAGAAATGGGTACAGTCCTGATAGA 
AGAGGCCGGGACATGTCTCCTCATAGAAGAAGCTATGATCATGGGCGATCCCCAAGTCCATATCGTAGAG 
ATAGGGCAAGCCCAGACTATGGCCATGGACCAAATCTAAGCTCCAGATCTGAACTAAGAGGAAGTCCCAA 
ATATGATAGAGGAGCTGAAAGCCCAGTCAATGGGAGATATGACAGCCGATCACCACCACCAAGGGAAAGA 
TCATCACCACCGGCAAGGGAAAGATCTCGATCTTAAACAGAA 
 
>1067-94-(6-2-06)_A09 
AATCATCAGGTTAAGATTCCGTTGCAGAAAGAAAGAAATCATCGAACCGAATGGCGAAGGAAGAAGGTGA 
AAATGGTTTTTCTGAGCGGAAGAGGCTGAAGAGAGTGGCATTGGCGAAGGACATCATAGTGTCAGATAGT 
CGAGCGAATGTGGCGTCGAGGCTGAGGCCTTCGAATGTCGTAATGAAACACCATGGCAAGGACATTCTCA 
AGAAGTCTCAGCGGAAGAACAGATTCCTCTTCTCCTTCCCAGGACTACTCGCCCCTCTTCCTGCTCAAGG 
AGGCAAGATCGGTGAGCTCAAGGATTTGGCCACCAAAAACCCCATTCTCTACCTTCATTTCCCCAAGGGC 
CGATTGAAATTGTTTGGGACTATTTTATATCCCAACAACAGATATCTGACGTTACAATTCCCTAGAGGTG 
GCAAGAGTGTCACCTGTGACGACTACTTCGATAATATGATTGTATTTTCTGAAGCATGGTGGATTGGGAC 
AGAAGATGAGAACCCCGAAGAAGCTTGCCTCGATTTTCCTAATGATTTTAATGAGGGACAACTCATTGAA 
TGTGACTTCAAAGGTGGAGCAGGTTCCACATCTTTGATTAATAAGCCTTCCGGAATGACATATGTAGAAC 
AACAGTCTCCTAAATCTGAAGAGCTTGAAGCTGATTTATCTGACTCTGAGAAAAATCTCAAGGATTTGAT 
CAAAGCAACACCAGTTCGGCAATCACAGAGAACCGTTGGGAAAACATTCAATTTTGCAGATGCTTCTTCT 
GGGGGTGAATCTGTTGAGAGTGATGCTGATGTATCAGAAGGGGAAGGAAAAAATGTTGAGGAAGTTGATT 
CTTCAATCACAAAATATACTAGTGGAAAGACTGAAAATCTCTGCTCTGTAAACCTTGACGTTGACAAT 
 
>1069-94-(6-2-06)_C09 
TTAAGAACTTGAACAGGTTATTTTTATCACATTTTCTTTGTTTCTATAGATTTTTATATATTAAGAGGAT 
TCAGAAAGTTAGTTACTGTTTTTGTGGCTTTGAAAAATACTTCTAATTTAATTAACTTATCCTTATTCCT 
AAAAACAAAAATGAGGTTAAAACTGTAAATTGACAAAATTTAAAAACAAAAAATCTACTCATGTTTATAA 
AACTAGCCCATGTTCTATAAAACTTCTCATTACCCCATCTACACACTTAAAACCACCCCCATCTTCCTTT 
GAAAAAAAAAAAAAAAAAAAATCTTAAAAAAAGAGCCTCGTTACACTCACGAAGCTGGGTAATTGGTTTA 
CATTAAAAAAATTCTTTCCCGTTTGGAACAAATATGCTACAACCATCTATCAAAGTGTTATGGCGATGAT 
TTAACTTATTAAAAAAAAACTGTTGTGGCCATGATATTTCTTGATATTAGTTATAGTGGTATGTCATTTT 
GTCGTTTGGTTCCATTTTATTTTCTTTTTCTTGTGTTCTGGCATGCAGACTTATCCAATAAATTTATAAT 
AATTAAAAAAAAAATCATTTTGTCTAATAACGTTGTTCAAAAGTTGTCGACCTGGGCCCAAAAAATTATG 
GACCTGAGAAATGCGGTCCTGTAACTGTGGACAAAATGCCAATTATGCTGGGTAGTCGATTGTGTGGCTT 
TAGTGGGCTGAGTCCGCCCTTTTACTTTTACATTCTCTCCCCCCTCACCCCCCCCCCCCTCTCCCCACAC 
ACACACACCCACCCTCCCCTTTTTTTTTTTTTTTTTTTAATTAATTAATT 
 
>1071-94-(6-2-06)_E09 
GCAGCAGATGGAGATGATGGTGTATTTCCTGTCGCTTTTGCTGTAGTTGATGCAGAATCTGACGATAATT 
GGCATTGGTTCTTGTTACAATTGAAATCTGCCCTCTCAACATCTTGTCCAATAACATTTGTGGCAGACAG 
ACAGAAGGGGTTAAGGGAGTCCATTGCTGATATATTTACAGGCTCGTACCATGCATACTGTCTACGTTAC 
TTGACCGAGCAATTTATTAGAGACTTAAAAGGGCAGTTTTCTCATGAGGTGAAGCGACTCATGGTTGAGG 
ATTTTTATGCTGCTGCTTATGCACCTACGCCTGAAAGCTTCCAAAGATCTATTGAAAGCATTAAAAGTAT 
TTCTCTCGAAGCTTACAATTGGATTGTACAAAGTGAACCCCTGAACTGGGCAAATTCATATTTTCATGGT 
GCCAGATATAACCATATGACATCAAACTTTGGGGAGCTATTCTATAGTTGGGCTTCAGATGCACATGAAT 
TACCAATAACACAGATGGTTGATGTGATAAGGGGCAAGATTATGGAGTTGATTTACACACGGCGAGCAGA 
TTCCATCCAGTGGTTGACTAGACTAACTCCATCCATGGAGGAAAAACTCAAAAAGGAAAACCATAAAGTT 
CCTCCCCTTCAAGTGCTACTGTCAGCTGGTAGCACATTTGAGGTTCGTGGTGACACCATTGAAATGGTTG 
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ATATTGATCATTGGGATTGTAGTTGCAAAGGGTGGCAGTTAACTGGTTTACCATGCTGCCATGCAATTGC 
TGTTCTTGGTTGCATGGGTCGGAGCCCATATGATTATTGTTCCAGATACTTCACAACGGAGAGCTACAGA 
TTAACTTATTCAGAGTCTGTAAATCCTATTCCAAATGCGGATGTGCCTGTGCTAAAAGATTCTTCTCAGC 
TCACTG 
 
>1072-94-(6-2-06)_F09 
AGAAAGAATATTACCCCATGTTTTCTCACGTTTAATTGACCCAAAGGAATTAGTTAGGCAAGCATGCGCT 
ACAACCTTGGAAATTGTAAGCAAAACTTACAGTACAGATTCTCTTTTACCCGCTTTGCTCCGTTCACTAG 
ATGAGCAGCGATCACCAAAGGCCAAATTAGCAGTTATTGAGTTCGCTATCAGTTCCTTTAACAAGCATGC 
AATGAGTTCCGAAGGCTACGGTAATAGTGGTATTCTTAAGTTATGGCTTGCTAAGTTGACTCCTTTGGTC 
CACGATAAAAATACCAAGCTTAAGGAAGCAGCTATTACGTGCATTATATCTGTTTACTCCCATTTTGATT 
CAACAGCTGTTCTGAATTTTATTCTTAGTTTATCGGTTGAAGAACAGAATTCCCTGAGACGAGCCCTTAA 
ACAGCAGACTCCTCGCATTGAAGTGGACCTAATGAACTTTTTGCAGAACAAGAAAGAGCGGCAGCGATCT 
AAGTCCTCTTATGATCCATTAGATATTGTTGGAACATCTTCTGAAGAAGGATATATTAGTGCATCAAAGA 
AGAGTCATTTCTATGGAAGGTATTCGGCTGGTTCTATTGACAATGATGGTGGGAGGAAGTGGAGTTCTAC 
TCAAGAATCAACGCTGATCTCTGGAAATGTTGGCCAAACAGTTTCTGATGTAGCTCAGGAGAACTTGTAT 
CAGAATTTTGATACTGGTTCTAACACTGAGGGTCTTAATTCCAAAACCAAGGATTTGCCTTACACGGTCA 
ATCCTACAGGTCAGAATTTGGGCTCCTGGTCCACCCAGCTAGAAAATGTTGACAGTAGTGTGAACTTGGA 
AGGTTTATCTTCTCCTTGCCTGAACATTAATGGTCTGATGAGCTCAGATCGCTTGGGGGTCTTGGGCCAT 
GTTGATGAA 
 
>1073-94-(6-2-06)_G09 
GCTGCTGGTTCTGTAAAAGGAGCCTTACAGGGTCATGAGTTAAGGGGACTATCTCTGCGTCTTGCTAATC 
ACGGAGAATTGACCCGGCTAAATGGTTTGGTAAACAATTTGATCTCAGTTGGCCTGGGACGTGAAGCAGC 
ATTTTCAGCAGCAGTTTTGGGAGACAATGCTCTCATGGAAAAGGCGTGGCAGGATACTGGGATGCTTGCT 
GAAGCTGTGCTTCATGCACATGCCCATGGGCGACCGACGATGAAGAATTTGGTTCAAGCTTGGAACAAAA 
TGCTGCAGAAGGAGGTTGATCATACTCCATCTACAAAGACAGATGCTGCTTCTGCCTTTCTGGCTTCCCT 
GGAGGAACCCAAACTTACAAGTTTGGGAGATGCAGGGAAGAAACCACCAATTGAAATTTTTCCTCCTGGG 
ATGACATCTCTATCCATGTCTATTTCCGCTCAGAAAAAACCAGCCCCTGCTAATCAGAGTTCACAACAGC 
AACAAGGAAAGCAGTTGCTATTAGAAGCACCTCCTGCTACCACACCAGTGAGTGCTCCACTCCAGTCAGA 
CTCCACACCTGGTAGTGCTCCGCCTCAGTCAGAATCCACAGAGGCTTCAGTGAGTGCTGCAATTCAGTCA 
GAATCTACACCAGCACCAACGAGTACTCCCTTGCAGTCGGAATCAAGCGAACCTGTTCCAGACAATAGAG 
CCCCTGGAACATCATCGGTGAGTGATCCAGATTCAGTACTTTCAGGGGCAACTGTGCCAGAAACATCTAC 
AATTAACTCAACACTGGCAGAGGCGCCACCCCAGGCTCCAGAGATTCTCAAAACAAGTATTCCGACTACA 
TTGCCAATGAGTGACCCACTTGTTTGAATAGCAGATTCTGCTAAACTGTTGGTGTCAGCATAGAGCATAC 
A 
 
>1075-94-(6-2-06)_A10 
TCGCACCCAAACACTCCCTAACTAAGAAAGCCCCTTCCTTTTTCCTCTATATTCTCTCTCTCTCTCTCTC 
TCTCTTAAACCCTCTCTCTGCTCTCAAACCAAGTTTCTCGACTCTGTTAATGGCTTCTACCAAGGTTGAT 
AACCGGGGTCCATTCGGGTCGAAAAGGTCTCGGAATGATGCTTCACGGAATGATGGAGATTGGACCTGTC 
CTAAGTGTGGAAATGTAAACTTCGGGTTTAGAGTTGTTTGCAATCGTGGAAAATGTGGTGCTCCTCGACC 
ACCTGTCATTCCATCTGCTCCAATTAGCCCTTATAATGCCCCTCCTCCGTTTTATTATGGAGGTGTTGGG 
GCTCCTCCTCTGCCGTATGGATTGTCTGGCAGGTATGGATCCCCAGTACCACATTCAGGACTGCATTATG 
ACTATGGTCTCCCTTCAGGTGCTCATGGACCATATGGTCATCTGCCTACATTTCCACCTGGAGGATATGG 
AGGTATGCCTTATAGTCCAGGGCCTGCTGTCAATGGATATGGATTTGGCTTTCAAAGACCTCCATGGGCA 
GGAGGAGTATTACCTGATAATCCTGCCTCTCGTAAACGTCGTGGAGGGCCAGATGGTGTACATGAAGGGG 
ATTGGATTTGCCCCAAATGTGAGAATGTTAACTTTGCCTTCAGAACCACTTGCAACATTAAGAAATGCGG 
GGCTCCCAGACCTTCTTCTGGCCCAAACCAATCAAATTCTAGTGCCCCTGAAGGCAGCTGGAGTTGTAGC 
AAGTGTGGCAATGTGAATTATCCCTTTCGAACTGTCTGCAACCGCAAGGATTGTGGAAATGA 
 
>1076-94-(6-2-06)_B10 
GCGTCGCAGCTAAGCTCTCTAGAGCCACCAGCTCCGCCGTTCGATCCGCCAGACTGGTTCCCAGCTCCCA 
TACACCTTGCCTTCTCTGTCCATCACCACCGTTCAGATTACTCCATGATGGAACTAACGGCCCAGATGCG 
AACCCAGTTGCTATTCAGATGATCAATTACGCTCTCTCTCATGCTAGGTCCCAAAAATCAGAGGAATCAT 
ACGGACAAGGTCTTCTGGTATTGGAGCAATGCCTTTCCACTCAGTTGAGTGAAGGCCAAGATGCTGAGAA 
TTCAAGGGGTTTGGTCTTGTTGGCCATGTCTACCTTATGCTCTGAAAGAGGGAATTTTGATGAAGCAATT 
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GAGAAACTTCAGGGAATTGAAGAATTAAGGCAATGCTCTTTAGGTGTTAGAGTTGCTGCAATGGAAGCTC 
TTGTTGGTCTTCATCTAGAGTTGGGGCAGGTGGTTCTTCTTATGTAGGATGATGCTTCATCAGTGATCGC 
AGATAAATGCTTAGAACTGGTTGAGAAAGAAGAACCGAAAACTGGTGGTGGAAACCCTGTGGTCTTAAGT 
GCTCGTGCTAAAGCAGCTAAAGGGCTGGTTGAGCTTGTACATGGTAATCTGGAATTAGCGGAGACATTTT 
TGAAAGGATGTGGGAACAATGAAGGAAGCATTGGTAGTGTTGCTCTATCATATGGAGAACTCTTGCATGC 
CACGCAGAACTTTTCATTGGCAAAAGAGGTATACAAAAAAGTAATTCAAGGGGCATCTGAGAATAAAGAT 
TTTAGTGATATGCATGCCTTTGCAGCTTGTAATATGTCCTCAGAGGAAGTATTGTTGGCAGCCACTTGTG 
CTTTAGGACAGCTTGAGGCACACATGGGGGAACTTCGGTGATGCAGAGGACATATTGACAAGGGCATTAT 
CAAAAACAGAGGG 
 
>1077-94-(6-2-06)_C10 
AAGACCCTAACACATTTTATATATATGAGATCTTTGAATTCCAAATCAACAATCCTAAATGGCATCAATT 
TGGACTCTTCAATTCCATCCCATTTCTCTCCAGCCTTCAATTTGGGTTTCAAAGCATCAGATCCATTTGA 
ATTTTGAGAAACTCAGACCGGAATTTCGTTTCAAAAGTAGTAGTAGCAAGCAGCTGAGCCGGAAATTTGT 
ACTGGGAGCCAATTCCGGTTCGCCGAGTGACCCAGATGAACCGGCGGTTAAGACTCAGACAATCACTGTC 
GCTGTAAAAGACCAGCTCTCCAAATTGCACGGAACAATCAACTCTTTCCCTCCCCTCGTTTTTGTGATGA 
ATAGATATGGTGGGAGTAATCTGGCAATAGGGTTATGTATTGCAATTACATTGTTGGTCATTGCTGTAAG 
AGTGTATGCGGCGAGGAAGTTGAGGCACAGAACTCCTGGTTCTGTAGCTGATCTCGTTAGACGCGGGCAG 
CTGAGGTCTGATAGAAGAGGCATCTCGAGGCCTCTCAAGTATGAAGACCCGTTCAATAATCCGATGGTGA 
AGGTTGGGAAGAGCAATTCGACTGTTGAAATGTGTGGAAAGGTTTATCGTTTAGCCCCGGTTACTCTGAC 
GGAAGAGGACCAAGCCATCCATCAAAAAAGGAGGTCACGGGCGTACCAGTGGAAGAGGCCGACTGTGTTC 
CTTAAAGAAGGGGAATCGGTACCTGCTGATGTTGATCCTGATACAATTCGGTGGATTCCTGCTAATCATC 
CTTTTGCAACGACAGCTAGTGACATTGATGAAGACTTAGCACAGAATAATGTTTATCAAAAGCATGGTGT 
TCCATTTCGTATTAAAGCTGAGCATGAGGCAATGCAGAGAAAGCTTGAAGCACTACAAAGTGAGCAAAAA 
CTC 
 
>1078-94-(6-2-06)_D10 
TGCTACACCATTCTAATCTGGTCACCTTGATTGGCTATTGTACTGATGGAGATCAAAGACTTTTGGTTTA 
TGAGTACATGTCAATGGGTAGCTTGGAAGATCATCTCTTTGATCTGGACCCTGGCAAAGACCCTCTGAGT 
TGGAGTACTCGAATAAAGATTGCTGTTGGTGCAGCTCGGGGCCTTGAGTATCTCCACAACAAAGCAAATC 
CCCCTGTTATTTACCGTGACTTGAAATCTGCAAATATTTTGCTGGACAATGACTACAATCCGAAGCTGTC 
AGACTTTGGGCTTGCCAAACTTGGACCTGTTGGTGATCATACTCATGTTTCAACTAGAGTAATGGGAACT 
TATGGTTATTGTGCACCAGAGTATGCCATGAGTGGCAAATTGACCCTTAAATCTGATATCTATAGCTTTG 
GTGTGGTTCTTTTGGAGTTGATCACCGGCCGGAGGGCAATAGACGCCACTAAGAAGCCAGGAGAGCAGAA 
CCTTGTTACTTGGTCTCGTTCATTTTTAAAGGACCGAAGAAAATTTGTTCAACTAGTAGATCCTTTGTTG 
CAAGGGCGCTTCCCTCTTCGTTGTTTGCATCATGCAATTGCTATTACTGCCATGTGTATTCAGGAGCAGC 
CAACTTTCCGCCCTCTTATTGGTGATATTGTCGTG 
 
>1079-94-(6-2-06)_E10 
TTTCTGCAATATTGTGCGCACGCACACCACCGTTTATCGGTACGGCCTCTAAATCCAGAGAGAACACCAG 
AACCAGAACGAGAGATGGAAAGAGCCGATCCTTCGTTTTTCCAATTCCCACACAAACCGAGAACAAAGGT 
TTGATGTGAGCAACATGAGCTGTTTATAATTAACCTGGAGGAGAAATCTTTGAGGCTAAGTTTCATGGCA 
TAGTGGTTCTTTCACAGGAGAATGTCCAACTCTGAAATTGTAGCAGTTAATGCTCTTATCTAATCAGACC 
TTTTTCTTCCGTCATGATGTGGAAATTTGCCTCAAATGCCATTGCAAGTATTGGGCTGAAGAAAAACTCA 
GGGAAAAACTTAGTAGAGTCAAGTGGAGCTTCTCAAGACTGCTCAGATGATGAAGTGTGTTCGAATGCTA 
GCCGAGACGAAGGACTGGAATGCCCAATATGCTGGGAATCTTTCAACATTGTTGAGAATGTGCCCTATGT 
CTTATGGTGTGGTCACACACTCTGCAAAAATTGTGTCCTAGGGCTTCAATTGGCTGTCTTGAAATTCCCT 
ACTCAACAAATTAAGATTCCATACTTCGTTTCCTGTCCATGGTGCCACTTGATGTCATTCCGGCTGGTTT 
GCAATGGAAATTTAAAGTTCCCTCGGAAGAACTTCTTTCTTCTATGGATGGTTGAGAGCTTGAATGGTGA 
TCGGTCAAAGTCTGCTTTTTCCGGTTCAGAAAATCAATCAATGTGGTCTCCAAGATGCAATTCTGCTCTT 
GGAAATCAAGCAACCAATGGTAACCCTAGAAAGGCCCCTCCTCCTTGCCCTGGACATCTGGGGTCTGGCA 
ATGATAATGG 
 
>1080-94-(6-2-06)_F10 
AAGATGTAGCAGAAGGATCATCAAGATCATCTTCTGCTTCTGTTGCTGGAGCTGGAGGTGGTAGTGGTAG 
CGGTAGCGGTGATCTGCATAATCATCAGCAACAACAGGCACCTCCACTTAGCCGCTATGAGTCACAGAAG 
AGGCGCGACTGGAACACGTTTGGTCAGTACCTGAGGAACCAAAGGCCTCCAGTGGCACTTTCACAGTGCA 
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ACTCCAATCATGTGCTTGATTTTCTGCGCTACTTAGATCAGTTTGGAAAGACTAAGGTGCACTTACAAGG 
GTGTGTGTTTTTTGGTCAGCCTGAGCCTCCAGGGCCTTGCACTTGCCCACTCAGACAAGCATGGGGTAGC 
CTTGATGCACTCATCGGTCGCCTTAGAGCTGCTTTTGAAGAAAATGGTGGCTTACCTGAGGCCAACCCAT 
TTGCAAGTGGTACTATCCGAGTTTACTTGCGTGATGTAAGGGACTCCCAAGCTAAGGCTCGAGGAATTCC 
TTATAAGAAGAAAAAGAAGAAGAGAAATCCAATATTGAAGCCCAGCAACCATGATGATAATTCCAACTTT 
CCTATGCAGTAGTCATCTCTATCTGGGTCGCTAAATAATTAATTCCCAGGTCATGAACTCTCCACCATGT 
TTTGAAGCTCTACTGAACTGGAGATTATAACTCTATTCAAGTCTTCCTTGGATCAAGTCGTTTGATGTTT 
TTATATAGCTCAAGCACTGTATTTATTGTTTGAATGACAATTATAGCTAGCATGAAGTTGGTGAAGAAAA 
ACTGAATGAGCTGGGTAAGTTCCTATCTTTTATCCACGTTTTTTTGTAGGTTAATCGGTACATTTTCAAT 
GTAGTAAACTTTATACCATGAACTAGCTATCTCCCAAGTTTATGTTTATTGATGCATATATATGCCATCC 
 
>1081-94-(6-2-06)_G10 
TTGAAGATGAAGAAAGGCCCACTGCTCCTATTGATGAGGAGAAAAAGGAGAAGTGGGCTGAACTTCTTGC 
CCTTCCTCCACATGGGTCTGAAGTTTTCATTGGTGGACTTCCTCGAGATGCCCGGGAAGAAGACTTGAGG 
GATCTCTGTGAGCCAATAGGCGAAGTTCTCGAGGTAAGATTGATGAAAGATAAGGATACTGGTGATGCCA 
AGGGTTATGCTTTCATAGCATTTAAAACAAAAGAGGTTGCACAAAAGGCCATTGAAGAGATACATAGCAA 
AGAATTCAAGGGTAAAACCTTAAGGTGTTCACTGTCCGAAACTAAGCACAGATTATTTGTTGGTAATGTT 
CCAAAGAGCTGGACAGAGGATGAGTTTAGAAAAGTCATTGAGGAGGTTGGTCCGGGACTTGACAGCATTG 
AGCTTATAAAGGATCCTCAAAATCCAAACAGAAATCGTGGCTTTGCTTTTGTTTTGTATTACAATAATGC 
TTGTGCCGATTATTCAAGGCAGAAAATGTCAAGTGTGAATTTCAAGTTGGATGGCAATACCCCAACTGTC 
ACCTGGGCTGATCCAAAGAGTACGCCTGATCATGCTGCTGCTTCTCAGGTTAAGGCTCTTTATGTGAAAA 
ACATTCCGGAGAACACTAGTACTGAAAAATTGAAGGAACTATTTCAGCGCCATGGAGAAGTAACGAAAGT 
CGTTATGCCACCTGGCAAAGCTAGTGGCAAACGAGATTTTGGATTTATCCATTATGCTGAAAGATCAAGT 
GCATTGAAGGCTGTTAAAGATACAGAGAAATATGAAATTGATGGCCAAGTGTTGGAGGTTGTACTTGCTA 
AACCTCAGACTGATAAAAAGTTTGAAGGTTCTTATCCCCATAATGCTGGGCCTCAT 
 
>1082-94-(6-2-06)_H10 
AAATCCCTAATAAACCACTATTCACCTCCAAAGTTCTCTTCTAAAACCCCAAACACCATAACCCGCATCA 
CCGCCATCCCATTTTCCCACTCTCCAAAACCACGCTCTCTCTCCATCAAAAACTCCGCCAATGAATCAAA 
CTCGCTCTCGCCCAAGCCGGGTCAGTTCCGAGTCGACATTCTCTCTGAAGCGCTGCCCTTCATCCAGAAA 
TTCCGAGGCAAGACCATCGTCGTCAAGTACGGCGGCGCCGCCATGAAATCCCAAGCTCTCCAAGCCTCCG 
TCGTCAACGACCTCGTCCTCCTCGCCTGCGTCGGCCTCCGCCCCGTCCTCGTCCATGGCGGCGGCCCCGA 
GATCAACCTCTGGCTCAAACGCCTCAACATCGAGGCAGTCTTCCGTGACGGCCTCCGTGTCACCGATTCC 
CAAACCATGGAGATCGTCTCCATGGTCTTAGTAGGTAAAGTCAACAAACATTTAGTCTCTTTGATCAACA 
AAGCCGGCGCCATTGCCGTCGGCCTCTCTGGAATGGATGGGCAGCTTCTCACGGCTCGGCCGGCTTCCAA 
TTCCGCCCAATTGGGGTTCGTCGGCGAGGTCGCCCGGGTCGACCCTACCGTTCTGAGGCCGCATATCGAG 
AATGGGCATATTCCGGTAGTGACGTCAGTGGCTGCCGACGAGTCTGGGCAGCCTTATAATATAAATGCAG 
ACACGGTGGCGGGAGAGTTGGCGGCGGCATTGGGGGCGGAGAAGCTGATTTTGTTGACTGACGTGGCGGG 
GATTTTGGAGGACCGAGAGGATCCAAGTAGTTTGGTAAAGGAGATTAATATTAGGGAGGTGAAGAAGATG 
ATTGAGAATGGGAAGGTGAGTGGTGGGATGAT 
 
>1083-94-(6-2-06)_A11 
TTGTCTCAAACTCGAACTCCAACTCGAACTCAAAGGCAATTCAGAAACACATGGTGAAGCAGAACATTGA 
GAAGCTGACGAAGACAGCAACGATCGAGGAACAGCGAAGTGAGTCGAATTCTAAGTTCAAAGGTGTGCGG 
AAGCGAAAGTGGGGGAAGTATGTGTCGGAAATTCGGCTTCCCAACAGTCGGGAGAGGATTTGGTTGGGTT 
CCTACGATTCTGCAGAGAAGGCAGCGCGTGCTTTCGACGCGGCCCTCTTCTGCTTGCGTGGCCGCGCTGC 
CAAGTTCAATTTTCCTAATAACCCACCTGAAATCCCCGGCGGAAGGTCGCTCAAGGCGGCGGAGATTCAG 
GCCGCGGCGGCCAAGTTCGCCAATTCGGAGTCGTCGAAGCCTCCCAAAAGTGAGAGCAATTCGGGTCATC 
ACTTGGAGATGATGAATAATACTAATAATTATAATAATAACAACAATTCGTCTTCTTCATTTACACCGTC 
TCCCTCGGTGTCGGAAGCGACTGTGGAGACTGTTCAGATAGACAGTGATTCGATTTCGACCAACAATTTA 
GATGGGTCGTTCTTGGATTTGGATTTAGATTTGGATTTTTTAAAGACGATGGGGTCGAGTAATTACGGGT 
CGGATTATGGGATATTTCCGGGCTTTGATGATCTTACAAATGGGTTATTTTCACAGCCCTTGCCTAATGT 
GGATTATGGAGAAGAAAATCTTGATGGGATTTTTTCTCAGGAATCATATAATTCATTCCTGTGGAATTTC 
TAGAGGATCGCTCTCGGGTGGTTCAGTGACCCGGACAGTTTTAGTTCCCGGAGTTACTGAAGCTAATTTT 
CTACCCGGATGTGGAATTTGGATATGGATGG 
 
>1084-94-(6-2-06)_B11 
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AAAATTTTCAATCCTTGAAATAAAGGCCAAAATTAAAATACAAAAGGGAAAGCTCATTTTTGTTCATGCT 
CCACAATCAGAAAATTCTCTCAAAATCGGAGCTCATCTCAGAAAATTCTCTCAAAATCGATTTGAGCTCA 
TCTCAGGAAACTCAAAGATCGGAGCACATCTTATCTCCGACGGGTTAATTTGCGGTGGTCAGCTATCTCA 
TCTCCGACGACAAGCGAGCCATTGATCGACTGAGCACTCTTCGCCACCCCATTTTCTGATTACAGGTCTG 
TCTTTCTCTGTTTGTTTCCCGAGAAATTATGGAAATTACATAGCAGAACTATCCATACAAGTTTTGGTAT 
TCTCTCTGTCCATCGGTAGATATTTCTCTTCCTCACCATCGGTATAATTTGGGGGCTAGGATTTGGATTA 
CATTTCCTTTGGTATAATTTGGGGGCTAGGGTTTGGATTCATCTCTCTTGGCGTTGTGTTTCTCAGCTCC 
GATTAGTGTGACAATTACTCGTTCACGGATAGAAACTTCAATTCCTTGGAAATATGGACCTGCTATTGCT 
GGTTATGAGTCGGATCTGAATAAGTTCTTTGAGAATGTGTTACAGAAAGAACAAAACAACTTGCTGAGGC 
CGAGGGAGTTGGTGCACTGGCATCAATTGCAAATCCTCGTAGAACTGCCAAAAACTTGAGGACACCCATA 
ATGGCTGAAATGTTCAATTGTACTAGCTGATAACTTCTTGCTTTGAAGATGATGATAAAAAATAAAATGT 
ATCAAAGCTTTTAACTCTTGGACAAATTTGGTCTTTGTACAAAGTGTGGTTGTTGATATCTTTTCTCTTA 
AACAATAATTGACATATGGCAGTTTG 
 
>1085-94-(6-2-06)_C11 
ATGGTGATTACTGATGCTGGAGCTATAAAGTCACTCGTTTATGTGCTCAAGACTGGGACAGAGACTTCGA 
AGCAGAACGCTGCGTGTGCGTTGCTGAGCTTGGCTTTGGTGGAGGAGAACAAGAGTTCAATTGGGGCTTG 
TGGGGCCATCCCGCCTTTGGTTTCGTTGCTGCTGAATGGGTCCAATAGAGGGAAGAAAGATGCTTTGACG 
ACGATGTACAAGCTTTGTTCGATAAAGCCGAATAAGGAGAGGGCTGTGAGTGCCGGTGCGGTGAAGCCAC 
TGGTGGCTCTTGTGGCGGAGCAGGGGTCGGGGATGGCGGAGAAGGCGATGGTGGTGCTGAGTAGCTTGGC 
TGGGGTTGAGGAAGGGAAGGAGGCAATTGTGGAGGAAGGCGGGATTGCGGTGCTGGTGGAGGCTATTGAG 
GATGGGACTGTGAAGGGGAAGGAGTTTGCGGTGGTGACTTTGTTGCAGCTGTGTGCCGACAGTGTGAGGA 
ATAGAGGGTTGCTGGTGAGAGAAGGGGCTATTCCTCCGCTGGTCGCGCTTTCTCAGACGGGGAGTGTTAG 
AGCTAAGCACAAGGCTGAAACTCTTCTTGGGTATTTAAGAGAACCAAGACAAGAGGCATCCGCTTCAAGT 
CCAGAGACAAGAATGTAAGTTTACTCTTTGGCTACAGCATGAAGTTTGCTGTTGATGTATATATATGGAG 
TGCTTTTTGATGGTTTGTACAGTGTGGTTGAGAATTTTGGGAGAAAGTTTGTACAAGGAAGAAAGTTAGG 
GAAGCTAGTGATCAAGCGACTGACTTTTAGATAGATGATTATAACTAGGTATTGGGG 
 
>1086-94-(6-2-06)_D11 
TAAAAGTTTTACTTCTTCCGTGGAGATGGGGGATGAAGTATTTCTGGGATACACTTTTGGATGCAGACTT 
AGAAAGTGACATCCTTGGTTGGCAATATATCTCAGGGAGCTTGCCAGATGGTCATGAGCTTCAGCGACTG 
GACAGCCCAGAGATTCAAGGCTTCAAATTCGATCCGGAGGGTGAATACGTGAGGCATTGGATGCCTGAGC 
TAGCACGGATGCCAACTGAGTGGATTCATCACCCTTGGGATGCACCCCTTTCTGTGCTCAAAGCTTCAGG 
GGTAGAGTTGGGATTTAACTATCCAAAACCTATAATTGAGATAGATTTGGCCAGAGAACGTTTGATTGAA 
GCTATTTTCAAGATGTGGGAAATGGATGCAGCTAGTAGGGATGCAAACTCAGATGTCATGAATGAAGTTG 
TTGTTGACAATTCTGATGATACTAAAAATTTGGCTATTGCAAAAGTCGTTGAAAATTCGGGTGGTACTGA 
AAATTCTTCCATTCCAAAGGTTCTCTTAAAGGAAAGGATTCCGTGTCCTACTATTTCATCAAATGATCAG 
AAGGTGCCCACAGTTCAAAATTCTAAGCATTATCCATTCTATAGGGAGAGATCTAAATATATGGAAGGGG 
AAAAGCCACTCCAAGATGATTTGCATAAGCATAACAATGAAGCAGGGACATCAAGAACAGATGAAGACTT 
ACGCTCTACGGCTGAATCTTCGTCGACTAAGAAGCAGACCACCAGCAGAAACACCTTTTCTGTTCCTCAG 
TTGTCTTATTCATCAGAAGACAAGTTTTTTCCAGTGTATGACTCTTCTGACTTAAAGCAGCCATGGCAAG 
AACAGATTAACATGCAGCAGAGTTCAACCAAAGATGGAACTTTTGGAGGTTCATGGCTTTCTCATTCATA 
AATTC 
 
>1087-94-(6-2-06)_E11 
GAACACAAACCCTAACCCTAATCCAGCTGCCAAGAAGAAGAGAAATCTACCAGGAACACCAGATCCAGAT 
GCTGAGGTTATTGCTCTTTCACCCAAGACTCTCATGGCGACAAACCGATTCGTCTGTGAAATATGCAATA 
AAGGGTTCCAAAGAGATCAGAATCTGCAGCTTCATCGAAGGGGTCACAATCTTCCATGGAAGCTGAGGCA 
AAGGACCAACAAAGAAGTCCGAAAAAAGGTCTATATTTGTCCAGAAAAGACTTGTGTCCACCATGACCCG 
TCCAGAGCTCTCGGAGACCTCACTGGGATAAAGAAACATTTTAGCAGGAAACACGGCGAGAAGAAATGGA 
AGTGCGAGAAGTGTTCAAAGAAATACGCAGTCCAATCTGACTGGAAAGCTCATTCTAAGACTTGTGGAAC 
TCGAGAGTACAAGTGTGACTGTGGAACCCTTTTTTCCAGGAAAGATAGCTTCATTACCCACAGAGCCTTT 
TGTGATGCTTTAGCTGATGAGAGTGCTAGGCTCACTTCGCTTGCAGCCGCTAATAATCTAAATTTCGGAA 
ATGATTCAATGAATGAGACTGTGATTAATCCTCAACCTGGTTTGCCACTTGGAGCTTCCCAATTTGGCTC 
AGGTTTTCGACCAGAGCTTAGTGGCATGGCTATTAATGGTAACTCTCTTGGTGTAGATCAGCAAAAGCCC 
AGATTGTCATTGTGGCTTAACCACGGCAAATTCTCAGCTTAATCCCACTGACATGATGGCTAATTCTCAT 
CTCTACGCATCATCAAGTTCTACAGCTTTTCCTGAAATGGTGCAAGCAGTGTCTGGTAATCTCTTTGGTT 
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CATCTTCTATGCC 
 
>1088-94-(6-2-06)_F11 
TAGCAGAAAAGTCGACCATGGCGAACGGTGATATTCCTGAAGATGCCAATGAGCATTGCCCTGGTACTCA 
ATCAGAGTCCGCAGGAAAATCTGACGCTTGCGAAGGTTGTCCTAATCAAGAAGCTTGTGCTACTGCCCCA 
AAAGGCCCTGACCCAGACTTGGTTGTTATTGCAGAAAGGATGGCTAATGTTAAGCATAAGATACTTGTTT 
TATCAGGGAAGGGTGGAGTTGGCAAGAGCACATTCTCTGCCCAACTTTCATTCGCCCTGGCAGCTATGAA 
CCTCCAGATAGGTCTGCTTGACATTGACATTTGTGGCCCGAGCATCCCAAAGATGCTTGGCCTAGAAGGT 
CAAGAAATCCACCAGAGCAACCTCGGCTGGTCTCCTGTCTATGTTGATGATAATCTTGGGGTCATGTCAA 
TTGGATTCATGATTCCTGATCCTGATGAAGCTGTTATATGGAGGGGCCCTCGCAAGAATGGGCTCATCAA 
GAATTTCCTGAAGGAAGTGTACTGGAATGAACTTGATTTTTTGGTTGTTGATGCTCCTCCCGGGACCTCA 
GATGAGCACATCTCAATTGTTCAATGCCTTGGGGCTACTGGAATAGATGGTGCAATTATTGTCACCACTC 
CGCAGCAAGTCTCCTTGATTGATGTGCGAAAAGAAATCAATTTCTGCAAAAAAGTTGGAGTTAAGGTTCT 
TGGGGTTGTTGAGAATATGAGCGGCTTGTGCCAGCCACTGATGGATTTCAAGTTTATGAGGATGACAGAG 
ACAGGTGAACATATAGATGTTTCGGAGCGGGTTAGGGAATATCTTAGAGAGAAAGCACCAGAACTTCAAA 
ATTTGATTGCTTGCAGTGAAGTGTTTGATAG 
 
>1089-94-(6-2-06)_G11 
AGAAGAAGAAGAAGACGAACGCAACAAACAATGGATCCCAAGCTCACAGAGATCTCTCAGCTCTTCGAAC 
GCTTCAAAGCCGCGTTCTTAAGGAACGACTTCGATACCTGCACTAGACTTCTCTCACAACTCAAGGTCTC 
GCTGACACAATTCAGAAGCCTACCGCCATTGTTCGAAGCAACGCCCAATGCAATTGATGAATTGAATTTA 
GCAAGGGATATATACGAGCATGCCGTTGTTCTCAGTGTGAAGACAGAGGACCAAGATGCATTTGAGAGGG 
ATTTCTTTCAGTTGAAGCCTTATTACACAGATGCTGGCAACCATCTTCCACCATCCCCTCAGGAGCATCC 
AATCTTAGGACTCAACCTGTTGAGGCTCCTTGTTCAGAATAGAATAGCCGAATTCCATACTGAACTTGAA 
CTTCTTTCCTCTGCTGCTATGGAGAATCCTTGCATTAAACATGCAGTGGAGTTGGAGCAGTCCTTTATGG 
AAGGGGCTTACAACCGTGTGTTGAGTGCTCGACAGACAGTGCCACATGAGACTTACGTCTACTTCATGGA 
TCTTCTGGCGAAGACAGTCAGAGATGAAATATCTGGCTGTAGTGAAAAGGCTTATGATTTCCTTGCAATT 
AGTGATGCGCAGAAAATGTTGTTGTTCTCTTCTGAACAAGAACTATTGGAGTACATTAAGGAGGAGCATT 
CTGAGTGGGAGATAAAGAATGGTTTCGTTTATCTCCAGAAGGCAAAAGAATCTACACCATGCAAGGAAAT 
ACCTTCTCTGCAATTGATCAACCAGACACTCAGTTATGCGAGAGAGTTGGAGCGGATTGTG 
 
>1090-94-(6-2-06)_H11 
TAACAGCAGCACAGGCGATCTACCAGAGTCAACATGAAGGACTGGCAAAAACAAAAGAAGTTCTTGATAC 
TGTGATGAATATTTATATCAAGACTATGACTGAAGATGATGACAAGGAAGTTGTCGCTCAAGCTTGTATG 
AGCATAGCTGATATCATCAAGGAATATGGATACGTGGCCATTGAGCAATATGTGCCTCGGCTTGTTGATG 
CTACTTTGGTATTGCTCCGGGAAGAATCTTGTTGTCAGCAAGAAGAATCTGACGGTGACATTGATGATGA 
TGATACCAAACATGATGAAGAGCTTATGGATGCAGTTTCTGATCTTCTTCCCGCATTTGCCAAGTCCATG 
GGTTCTCATTTTGCACCTATCTTTGCAAAGCTATTCGATCCTTTAATGAAATTTGCAAGAGCTTCACGCC 
CTCTGCAGGATCGTACTATGGTGGTTGCTTGCCTCGCTGAAGTAGCTCAGGATATGGGTCCTCCAATTGC 
TGGCTATGTCGATCGAGTGATGCCCATAGTACTAAAAGAACTAGCTTCATCTGAGGCAACTAATAGAAGG 
AATGCTGCATTTTGTGTTGGAGAGCTGTGCAAAAATGGGGGCGAGTCAACTTTAAAATACTATGGTGATA 
TATTGCGTGGACTTTTCCCATTATTTGGGGAATCAGAACCAGACAATGCTGTCAGGGATAATGCAGCTGG 
CGCTGTGGCAAGGATGATAATGGTTTATCCTGAGTCCATCCCATTAAACCAGGTTCTTCCCGTCTTCCTA 
AAAGCTCTCCCCTTAAAAGAAGATCATGAAGAGTCCATGGCAGTCTATAGTTGTGTATCTACTCTTGTTT 
TATCATCAAATCCCCAGATCCTTACTCTAGTTCCTGA 
 
>1092-94-(6-2-06)_B12 
CTCCTTGATCTCTGTGAAAATTAGTGATCGAGAAATCTTGGAGCTCCTTGGTTTCTTTCGTATTGCGACT 
GCTTTAGAAGAGTTTTGTGGGGGTTCCTTCAATGAGCAACCAGAAGATTACTCAGCTGTGTCATTACCTC 
CAAAGTTATGCCGTTTGGGTCTATCATACATGGGGAA 
 
>1094-94-(6-2-06)_D12 
ACACACCTCAATACAACCCACTTTCTTTCTCCATAATACAATCAACCTTTTCCACTTCCATTGTGCTATA 
CACTCAAAACACAACCAAACGCATCTCTCTCCTTCCTTTCTCTACCATGAAACAGCAAGAAATCTCTCTC 
CAAAGAACCACAAGCACAGCCAGAAGCACCAGAAGAATCCTCCCTTCAAATTCAGGCCACACTCGCTCCA 
TCTCCGACGACAACAACACCACCAACATTTCTCAAAACCTCTTAATCCCAAAACCCTATTCCCCACTAGT 
TAACAATTCCCTCTCTTCAACCACAAAAACCAAAACCCTCTCTTCCTTCCTTCGCTCTCTCCTCAACTTC 
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TTTTCCTTCCCTTCCGTCCTCCCTTCTTGCAAATGGCTCTCTTTCCCTACAAACCTGTCCTTCAACCCTT 
CCTCAGGCCGAAAAGTCACCGGAACCCTCTTCGGCCTTCGCCGAGGCCATGTCACCTTCGCTGTCCAGCT 
CGACCCTCGCTCTGAACCCCTTCTCCTTCTCGAACTCGCCATGTCAACCTCTTCTCTCGTCAAAGAAATG 
TCCTCTGGTCTCGTCCGCATTGCCCTTGAATGTGACAAAGTTAATGTTACTGTTAATAATAGGAAGCTTT 
TCCAGGAACCAACGTGGACGATGTACTGTAATGGGAGGAAGTGCGGGTACGCGGTGTCGCGCGCGTGCGG 
GGAGTTCGACTGGCACGTGTTGAGCACCGTGCA 
 
>1096-94-(6-2-06)_F12 
ATATCAGGATTTGTATCGGTGAATTCGGATGGCAGCTGGGTTTGTGAAGGCGGTAGTAAGCACAAAGCCG 
AACGGTTTCCCGATCCTGTGGCAAAGACTAAAAAACAAGCTTCAATTCTTGAATCGTATCTTGAACAGAG 
AGGAGTTGCTCTGCCAGAAGGATATTTTTCTTGTAAAGTTGTACTGCCTAATCCAAAATTTTGGGGCTTT 
TTAGTTTTGGGTGGCCCTTTTCCATCTGAAGTCATTACCTATGACGAATGGGTGAAACTGAAACCAGAAC 
CAAAGAGCATGTTTTCTGGTTGGATTAAAGGTGCCTTTCGTGGTGGAAAGAAAGAGATGCAAGAATCGAT 
ACATCAGAAGCTAAATTTCACCCTTAGCACAGCTCCAATGTGTGATAGGCTGGAGCTTAAAGGAAATAAA 
TATGTCCTTGGGGAATTTCTGGATTTCAAGGGGAAACAAGAAGACATCAATGCTTTGAAAAATATCAGAA 
GATCAAAAGTTAGTCGCCTGATCATCCAAAAGACGAGCATGTTTGGATTAGCTCACTCAAAACTCCAAGT 
TCTGTATTCTCCTCGGGATTATCGGAGTGAAGGGGCTTCAGGTTCAGAGTGGAAGGAAGTTACTGTAAGA 
TCGAGTACTGAGGTTCTCTTTCAGCCAGATAATTCAACTGAAGTCCGAAAATTCAAGCTCTCTTCAGTTG 
TTTCTTTGACACTGAGTGCCTAAAGAAACCTCAACTGAACACATGTTAGCATTTCTGCAAGATGGAAAAG 
GTGAGTTTGTTATGTTACCTTTGAATTCCTTTGTTGTAGCATCTTAATTATTGGCTATGCTTTGCGGGTA 
TATTGTATATATTGTAGTGGAGATTGAACTA 
 
>1097-94-(6-2-06)_G12 
AGGATAGTACCATTACAGATGAGGACATTGATAGAATAATTGCAAAAGGAGAAGAGGCGACTGCTGAACT 
TGATGCCAAGATGAAGAAATTTACAGAAGATGCAATCAAATTTAAAATGGATGACACTGCTGAATTGTAT 
GACTTTGATGATGAGAAGGACGAGAACAAGGTCGATTTTAAGAAACTTGTTAGTGATAACTGGATTGAAC 
CACCAAAGAGAGAGCGGAAACGAAATTACTCAGAATCTGAATACTTTAAGCAAACAATGCGCCAAGGTGG 
TCCGGCAAAACCGAAAGAGCCTCGGATTCCTCGGATGCCTCAATTGCATGATTTCCAGTTCTTTAACACT 
CAAAGGCTGAGTGAGCTGTATGAAAAGGAAGTGCGCTATCTGATGCAAACACATCAAAAGAATCAGCTGA 
AAGACACAATAGATGTGGACGAACCTGAAGATGTAGGAGACCCATTGACTGCTGAAGAGCTCGAAGAAAA 
GGAGCGGCTATTAGAAGATGGATTTTCTTCATGGAGTAGAAGAGATTTCAATACTTTCATCAGGGCTTGT 
GAGAAGTATGGCCGAAATGACATAAAAAGTATTGCTTCTGAAATGGAAGGGAAAACGGAGGAGGAAGTTG 
AAAGATACGCAAAGGTCTTTAAAGAAAGATACAAAGAGTTAAATGATTATGATAGGATCATTAAGAATAT 
CGAAAGGGGGGAGGCTAGAATTTCGCGGAAGGACGAGATCATGAAAGCTATTGGGAAGAAGTTGGACCGG 
TACAAGAATCCATGGCTGGAACTCAAGATTCAGTATGGTCAGAACAAAGGGAAGTTGTACAATGAAGAAT 
GTGATCGTTTCATGATATGCATGG 
 
>1101-94-(6-9-06)_A07 
GGTGATTTCTATAGATCAAGATTAGGCTGTATATTTATTCCACACATTGATTTTCTCATTCCAAATAAAT 
TTAATATGGTGGAACAAAAATCTATTTTGTTTTCAGTGCAGCCAAAAATGCTTCTAGAGTTGATGAAAGT 
GTCAAGTGCCAAAGTTCTTATCTTGAAACAACTCAAAATTAGAGGTTTAATAGATTAATGGTAGATCTAA 
AGAATCCAGTGCCAAAGTCTGAAAGTGCACTTGATTCTTAGATTTACCATTTAATCCAGGTTGTGTTTCC 
AAAGCTGAATGTAATAGATTAATATTTGATCTCAATCACTAGTATTTATGTTTGTAATTAATTTGTTTAA 
GCTAAGATGCAGAATGTCTGATGTAATAATGAAATTACGTTGAAATAATTTCCTTTTGTATTAAAAGTGA 
AATTATCCAGGACTTATTATATATGTTTGTGCTGTTTCTGCAAGTTTTTATTTTTCATATGGTGGGTGGA 
ACTTTCACTTGATACAGTTCTACTGGACTTCCCATAATTTCATTTTGTTGTTCAGTATATTACAGTCATT 
TTGTAATGTATAATGAATGCAATTGTCTGCACTTGATTATTAGCTGAAATTCATTAACGGTTTCCAATGG 
GAAATTATTGCAGCCTCTGAGTTTGCTCCTGATCTCACCATCATATCAGCAGGGTTTGATGCAGCAAGGG 
GTGATCCCTTAGGATGCTGTGATGTTACTCCTGCAGGCTATGCACAGATGACTCAAATGTTGACTGCCCT 
TTCTGGTGGAAAGTTGCTTGTTATTCTTGAGGGGGGCTATAATCTACGTTCTATATCGTCTTCTGCTACT 
GCAGTCATTAAAGGTATTGCTGGGTGAAAGTCCTGAATGCGGTTTGGATATTTTACCTTCCAAAGCTGGT 
GTGCAAACCGTTCTGG 
 
>1102-94-(6-9-06)_B07 
CTTCTCTTTCTAATGCTCTGAAAGAGCTGGAAAGTGAGAGAAAATCAAGGATATTGTTAGAAGACCTCTG 
TGATGAGTTTGCTGCGGGAATTAAAGACTATGAACAAGAGGTGCATGCTTTGAAACAGAAATCTGACAAG 
GATTGGTCTGGAGGGGCTGACCGTGATCGTTTGATTCTCCATATATCTGAATCATGGCTTGATGAACGGA 
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TGCAGATGCAGTTAGAAGAAGCTCAGTGTGGCTTTGCAGGAAAGAACTCAATGGTGGACAAGTTAAGCCT 
TGAAATAGAAACTTTCCTTCAAACTAAACGCATGGATAACTCTAAGAATACAGATAATCAATTGCTGAGG 
GATCGGCGCAAGTCACTTGAATCTGTCCCTTTGAATGAGGCTCTGAGTGCACCTCAGGACATGGGGGATG 
AAGAAGATTCTGTAGGCAGTGATTCACATTGTTTTGAGCTGAAAAAACCAAGCAACAATGACTTCAAATC 
ACACATGGATGAAGCTCTGGACAATCATATTGATGAAGCAGTGAAATCAAATGACATGAAGAAAAAACTT 
GTCTCTCATGAACGAGTAAAAAGTCGTACTCCCTCAAACTTGCAAGTTAAGTTTGAAGAACAGATGTCTT 
GGGCTATGTCATGTAATGGAAATAAGAAGTCCCAGGTAGTGGAAACTGAACAGGGTAAAACTACAGAGGG 
GAAGCCAATTGATATAAGCACATTCCAAATGTCTGGACAATGTGAAGCCAATGAAGACAGCAGTTACCAA 
AACAGGAGTAAACATAATGAAATCCATGGGTCGAATTCAAGCCACATGGTCGATAGCCTAATAAGGAGTC 
AATTCTCATTGTCAGATGGTGTGAACATAAATCCTGATAGTAATTTTGGTGAGG 
 
>1104-94-(6-9-06)_D07 
GTAAGGAGAAATAGTAGGGCACTTGTGGAGCTTCTTTTGAGATATCAAATCTCAGATAAATTAATATCTG 
AAAACAAGTCACAGGTTGATGGAGGCAAAGGAAGATTCTTGTTTAGACCTGATGTTGTAGGCCCTTCAGG 
TTTGACACCACTTCACATTGCAGCCGGTAAAGATGGCTCTGAGAATGTATTGGATGCATTAACTGATGAT 
CCAAAAATGGTGGGAATTGAAGCGTGGAATAGTGCTCGTGACAGCACAGGTTCCACACCTGAAGATTATG 
CTCGCTTGCGTGGCCATTACTTGTACATACACCTGGTCCAGAAGAAAATTAATAAGAAATCTGCAGCTGA 
GCATGTGGTGCTTGACATTCACAGTGTTCTCTCAGACTGTAGTGTGAATAAAAAGCAAAATAATGAGCTG 
ACCTCAACCTTTGAGATTAAAGGGACTGACTTGAAATGTATTCGGCAGCAGTGCAAGCTTTGTGATCGGA 
AACTGGCTTATAAAACGGGCAGCAGGTTTCTTGTGTACCGACCTGTGATGCTCTCAATGGTTGCCATTGC 
TGCAGTCTGTGTCTGTGTGGCCCTTCTGTTTAAAAGCTCACCTGAAGTTCTCTTTGTGTTCCGCCCCTTC 
CGTTGGGAAGCATTGTCCTATGGTCCAATCTGAGGTGCTTTAACTCTGAAGCTGATAATATATGATAGGT 
GTTTGTAATTGTATGCATTTATAGACTGTAAAGTAGAGATTTCCTGTAGAACCCGTGCTTTGGGGGTGGG 
TTTTGGACTCAATAATATTGTTGACATACTTATTTAATGTTCAGTGTACTTCCCTCAAGCTTATTTAGTG 
TTCACTGAAATAAGTGCATTCTACTACCCCTTTATCTCTCTGTGTCCCTGGGTTTCCTTTTG 
 
>1105-94-(6-9-06)_E07 
CTTCCATTGGACTCTATCCTTTGTTGATGAACCGGGTCCATAATTTTGAAACTCACTGTAAAATATGGTG 
TCTGGAGCTGATGTGCCTACCCATGGCAACCATCCACTGGAGTCAATGAGACTGCCCAAACTGTTACCTA 
TATATACAGTTGTGGAGTAATTCTTCCAAGGCCTTCCAAGGTATGTTTGGCAGCTCAAGTTTGCATATCC 
ATATGGGAAAATGGTGCAATTCTGGATTGAGATTCCAGTGTTCTGATTTGGGTCAAACTTGCCTTGTGCT 
GTGATGGTATTTTGCTGGCCAAGTAAAGGCTCTCTAGGCAGTATATTGCAGTTTTGAAACACCACTGCTG 
AGTTTCCAAAGATGAAATCAACTGTCCCTGTGATATTGCATTCACTGTAGAATTGCCTGTTGGTATGTGC 
ATAGAGGCTGTCCTGAAATGCATCGATAAAACACCGGTAAAAGATGGAATGGTCCGAGTCTGACAATAAG 
GCCACTGCCTGATGCTTGATTGCACCTGCAATGTTCCTGAACCCCATGTCTATAGCAATGAAGCCCTTGC 
CAGTTACAGCAAATGTTGCTGTTGAAAATGTTGGAGTCCCATCAATATTATTGAGGCTACCGTATACAAC 
TGTATCATTCATCCCATCACCAACCATCACAATGTTCCACTTGTTCTTATTGACCTTTACGTTTTCATAA 
TACGACCCTTTCTTCACATAGATTACAAACCTGTTTGTGCTTTTATCTGGGACTGCAGTAAGGGCAGCAC 
TTATATTTTTGTACTGGCCGGAACCATCTTGTGCCACAATGATGTTGGCCTGCTTCTTCACATCCCAACT 
TTGAAGTA 
 
>1107-94-(6-9-06)_G07 
GATGTTGAGGAAATTGGTGCAGAGGCACGGTGCTCGGAACTGGTCGGTGATAAGCAAGGCGATTTCCGGT 
CGGTCCGGGAAGTCCTGCCGGCTGCGTTGGTGTAATCAGCTCTCGCCGGAGGTGGAGCACCGCGCTTTCT 
CGGCGGAGGAGGACAACCTCATCGTTCAGGCTCACGCTAAGTACGGTAACAAGTGGGCCACCATAGCTAG 
GCTCCTCAATGGCCGTACGGACAACGCGATCAAGAACCACTGGAACTCCACGCTAAAGCGGAAGTTCTCG 
TCGATGAGCGACGACACCACCACCACCACCACCACAACAACTACCACCGCCGACGAGTCACTGAATCGGC 
CGCGGAAGAAATCGAATCCGGGTACGGGCTCGGGTCTGTGTTGCAGTCCTAGCAGTCCTTCCGGATCCGA 
TGTGAGCGATTCGGGTCACCCGGCGATCTCTACTGAGCACGTGACTCGACCTGTAGCGAGAACTAGCGCG 
ATCTTTATTATGCCTTCCCATCAGGACGAGTCACCACCACCACCACCACCACCAGGAGCACCGAGTCAGA 
ACAATATCAACATCAACATCAACAAAAACAATGAGCCGTCTACTCTGTTAACTCTAGGTCTGCCAGGGAC 
TAGTACTACTACAACTACTACTGAGTCGCAAACCGAGTTAACTAGTTGTGACTCGGCGCCGACTCTCCGA 
GTCTTTGATGATAATGAAAACAATAATAAAAAATCACCGCCTTTGAAGAAGAATAGTGATCTTGTTTCGC 
CAGAGTTGTTGGCAGTGATGCAAGACATGATCAAGATTGAAATCAAGAATTACATGGCGGCTTTGCTCGG 
GAATTAGTTAAAACGGAGCGTTTTTGGTTTTGACCTTTGAAAAAAGAAAAAGTGAAATTGGATTTAGGAT 
AGTAGGCAAAACTGAAGAACACTTTTGTTC 
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>1108-94-(6-9-06)_H07 
GTACTGCGGGGTTTGCAGTATGCCAGCGGAGTACTGTGAATTCGGACCCGATTTCGAGAAATGCAAGCCC 
TGGTTGATCCATAACGCCCCGGACCTTTACCCGGATCTCATCAAACAGTCGAATGCGAAGGAAGCCGATA 
AAGTTACCGAACAGTTACAGTCCACTGGTATTTCTTCAGATGGAGCTACTCCTTCAGCAACAAAGCAAGA 
AGAAGTAAAACGTCTTCCTGGTGGAAAGATAAAGAAAAAAGAGAAGCAAGAAGTCGTTATTGAAAAGGTT 
ATACGTAACAAGCGAAAATGCATCACCACTGTAAAAGGCCTGGAGCTTTTTGGTGTTAAACTTAGTGATG 
CTTCAAAGAAACTAGGGAAAAAGTTTGCTACAGGAGCCTCTGTTGTTAAGGGCCCGACTGAGAAAGAGCA 
GATAGATGTTCAAGGGGACATATCCTATGACATTGTTGAGTTCATTACAGACACCTGGCCTGATGTCCCA 
GATACTGCAATTTTCTTTATTGAAGATGGAAGAAAGGTTCCAGCTGCTTAACTTTGAATCGTGGCATATA 
AATAAAATGTCGTGTGGTACCTTCCGTCCTGCCTGTGTGACTCCTAACCAGACTTGCTGTATCTCAGAGA 
GTATAGAGGCGCTGGACTATACTAGTTAATGTTTTAAGGATCTATGGCCAGTGAAAGTTTTTGCCTCTCT 
CTACAATCTCTTGTTACCTTTGTTGCCTAGAATAGTAAATGTCTTTGCAGTTTGAACTGCGTAATATATT 
AATGGATATCGGATTTGCTTTGCATAGA 
 
>1110-94-(6-9-06)_B08 
ACTCCTGGTAACGAAACTGACCTTGTTGCACTTCTCTGGAACCCTTCTATTCGCAAATCCATATTCCTTC 
CGTGTCCTGGCGTTAAATTTTATCCTAGCCTTCATCCTATGCAGTATCTTGGGTTCGGTTATGACCCCAT 
AACTGATGATTACAAATTAGTGAGACTTGTGTATCTTTATGATTTGTTTGATCAATATTCGGACGGAAAA 
AAATATTTTCCTGTGTCTGACTTTCAGATTTATACGCTTAGGACCGGTGCTTGGCGCACTATTACCGGCC 
ATAGTTGTCAGATTATTGCAGACCAGAGCTTTTCAGTGTTTTTGAATGGGTCGATCCACTGGTTCGGGCA 
CACTCGAGAGCACAATGGCGATTTCCATAATGCTAATAGTGCGTCTCGCAATGTGATCTTGTCATTCGAT 
ATAGGGGATGAGGATTTTCATGAAATGGCCGTGCCTAAGAGTTTGGAAGAAGTGCATAGATTCAATATGA 
AGGTTGCGGTGCTTGATGGGTTGCTTGCGCTTGTCCCATATAGGGATCAAGCTTTTGGCGGGTTTTGCTC 
GGTGTGGGTGATGAAAGAGTATGGAGTAGCTGAAACTTGGACTAAACTATTTAATATCAATATTGGGAAT 
GTGCTAGGCTTTACAATGAATGGTGAAGTTCTAGTAACTAAGTCTGGGAAATTGCGTATTTACGATCCCA 
ATAGCCAAAGGACTTTGAATCCTCACATCCATGCCCAACCTGAGTCATTTTATTTTGATACTTATATGGA 
GAGTCTTGTTCTACTGAATGTGGAAGATGGAGTAGAGGAATCTTTAATTCCTCAGTTTGAATCTCTTTTC 
TATGGTCATTAACATCGGCATTTTGCAG 
 
>1111-94-(6-9-06)_C08 
TGAGTTAACTTAACTTGATTAAGATTACGTGTTTTTGATGTCATGTTAAATTACCGAAAGTTAATGTGTA 
AACTTAATTACATATTTAATGTTGTGTAACAGGTACTCCCATGGGACCCAACTCACACGTCTGAGCATGC 
AGCAAGTGATCTCCAACGCCGTGAAGTCTGCCCCATTCCCCGTCGACCACAAGAACGGAATTTTCCTCAT 
CCTCACATCCCAAGACGTCACAGTCCAAGACTTTTGCAGAGCCGTTTGTGGTTTCCACTACTTCACGTTT 
CCATCAATGGTAGGCTACACCATGCCATACGCTTGGATTGGAAACTCAGCAAAGCAATGTCCAGAAGTCT 
GTGCGTACCCATTTGCCATTCCTGGGTACATGGCTGGTGGCGGGCCCGGAGCTCTTACACCGCCAAATGG 
TGATGTGGGTATTGATGGAATGATCAGTGTGATAGCTCATGAGTTGGCAGAGTTGTCTTCAAATCCATTG 
GTGAATGCTTGGTATGCTGGGGAGGACCCAACGGCACCAACTGAGATAGGGGATTTGTGTGAAGGGTTGT 
ATGGGAGTGGTGGGGGTGGTGGGTATATTGGACAAGTGATGAAAGGTAGGGATGGGATGAGTTTTAATAT 
GAATGGGATTAAAAATAGGAGGTTTCTTGTG 
 
>1113-94-(6-9-06)_E08 
GTGGGACTGACAAGCCCTGGTTGGATTGGAGCTGATGTTTGCCATCTCAATCTCCATAAAACATTTTGCA 
TTCCTCATGGAGGAGGTGGTCCTGGCATGGGTCCTATTGGTGTGAAGAAACACTTGGCACCATTTTTGCC 
ATCGCATCCTGTGGTACCCACTGGTGGAATACCTGCTCCTGACAAGTCTCACCCACTTGGTACCATTTCT 
GCTGCACCTTGGGGCTCTGCACTTATTTTGCCAATATCATACACATATATAGCCATGATGGGGTCAAATG 
GTCTCACTGAAGCATCAAAAATAGCTATTCTGAATGCAAATTACATGGCAAAGCGTTTGGAGAACTATTA 
CCCCATTCTTTTCCGTGGTGTCAATGGAACAGTTGCCCATGAATTCATTGTTGATTTAAGAGGCTTCAAG 
AATACTGCTGGGATAGAGCCTGAAGATATTGCCAAGCGTTTAATGGACTACGGATTTCACGGACCAACAA 
TGTCATGGCCAGTTCCAGGCACACTTATGATTGAACCCACTGAAAGTGAAAGCAAGGCCGAGTTAGACAG 
GTTTTGTGATGCTCTTATTTCCATTAGAGAAGAAATTGCTCAGATTGAGAATGGAAAAGCAGACGTCCAC 
AACAATGTCCTGAAGGGAGCTCCTCATCCACCATCCCTGCTCATGGGAGATGCATGGACAAAACCATATT 
CTCGGGAATATGCAGCCTTCCCAGCTGCTTGGCTTCGTGTTGCGAAGTTCTGGCCTACTACAGGGCGTGT 
GGATAACGTGTATGGTGACCGCAACCTTGTCTGCACCCTTCTCCCAGCATCACATGTTGTTGAAGAACAA 
GCGGCAGCCACTGCCTAGTCCTCCTCATCATG 
 
>1115-94-(6-9-06)_G08 
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ACAGCACAATCCAGGCCTCTTCTTCTCTCTCTTTCTTTCTCTCGATTTTAGATCTAAATCTGTCTTCTCT 
TGTGATTTCCATTTGCAAAAGCTCAATTGCTGCCCTCCTCTTCCTCCAATGGCGACTACCATCGAAGAAC 
CCATTGTTCCTGTCGAGCTGGTTCCGGAGCCAGAACCAATCGAACCGGCGGCCGAGGATACAGAAGCACC 
CAAAGCTGCCAAGCCAAAGAAAGCCAAGGAGCCTAAAGCCAGAAAGCCTTCCGGTCCTAGAAAGCCCCCT 
TCTCACCCTCCTTACGAAGAGATGGTTAAGGATGCGATAGTGACGTTGAAAGAGAAGACTGGTTCGAGCC 
AGTACGCGATCTCCAAGCACATCGAAGAAAAGCACAAGCAACTTCCACCAAACTTCAAGAAGCTATTGCT 
CTCCAATTTGAAGAAGCTCGTTGCTGCTAATAAGCTCGTTAAGGTCAAGGGCTCCTTCAAGCTTCCAGCT 
TCCAAGCCAACTGCTCCTAAGCCTGCTGCTGCTGCTGCTGCTAAGCCTAAGAAGAAGGCAGCTGCTGCTC 
CTAAGCCTAAGCCCAAGCCTACCGCCGCTAAGACCAAGTCTGCTCCTGCGAAGTCAAAACCAGCTGCGAA 
GACCAAGGCAGCTGCTCCTGCTAAGCCGAAGCCGAAGCCAAAGTCCAAAGCTGCGGCAAAGCCAAAGGCT 
GCGGCACCGAAGCCAAAGGCTGCTCCGGCTAAGGCAAAGGCAGCTCCGAAGGCAAAGGCTGCCCCTGCTA 
AATCTAAGACTGTTGCTGCAAAGGCAAAGACGACAGCAAAGCCGCCTGCAAAGGCATCGAGGACATCGAC 
GAGGACCTCCCCAGGGAAAAGGGCGGCGGCTCCAAAGCCAGCAGCAGCAGTAGCAAA 
 
>1116-94-(6-9-06)_H08 
GCTTGGCTACTTGAATATTCAATTCTTCGATAAATAAAGCCCTAATTATGCTGATAAGATCCTTTTGATT 
CAGTGCCTCTTCCACAACATTCCTTCACCAATCTCAAACAGCGATGGCTCACATTCTTGTGTTTATTGAT 
CATTATGGATCTCATTTTCGTTTGTAGCTGGAATTGATGTCGTTGAAGATGGAGCTGTTTTTCGCCATTT 
TGATATTGGCTTGCTTGCCATCGTTTGTATTGTCTGATCCACAAGGTGATGCCCTGTATGCATTGTGGAA 
GTCATTGAAAGCTTCACCTAATCAGCTTGGGAGCTGGAACCCAAATCAAGTTAACCCTTGCACTTGGGTC 
GACGTTACTTGTGACAGTAATAATAATGTTATTTCTTTATCATTGTCATCGATTGGATTTAGTGGAACCT 
TGTCCCCACAAATAGGAAATTTAAAGACCCTTACAACTCTTAGTTTGCCAGGAAATGGCATAACTGGTGG 
GATACCCAAAGAATTTGGGAATTTGACAAATTTGACCACTTTGAATTTGTCAAATAATAATATATCCGGT 
GAAATACCTACGTCCCTTGGTAATCTTACGAAGCTTCAGTTCTTGACATTGAGTGGAAACAATCTGAATG 
GAACCATTCCTGAGTCACTTTCACGTATTCCAAGCTTAAGCAGTCTAATGCTTGATTCAAACAATCTCAG 
TGGTCAGATTCCTCAGCATTTATTACAAGTTCAAAGCTACAACTTTACAGGAAACCACTTGAATTGTAGC 
ATTAATTCCCCTCCTTCTTGTACAAGTGAAAGTGGAGATTCAGGTGGTTCGAATGCGTCAAAAATTGGAG 
TTATACTTGGAATTGTTGGAGGATGTATTG 
 
>1118-94-(6-9-06)_B09 
AATTCTGGCATTGGGGTTTTGGCACTTGGGTCAAATGGTGTTCAGAAGCTGTGGAAATGGACACGGAACG 
AACAAAATCCAAGTGGAAAGGCCACTGCCAATGTTGTTCCTCAGCACTGGCAACCAAACAGTGGTCTTGT 
TATGGCTAATGATGTCTCAGGTGTCAACCTTGAAGAATCAGTACCATGTATAGCACTATCAAAAAATGAT 
TCATATGTGATGTCAGCCTGTGGTGGAAAGGTTTCATTATTTAATATGATGACATTCAAGGTAATGACAA 
CATTCATGTCAGCACCCCCTGCTTCTACCTTCCTAGCATTTCATCCTCAAGATAATAACATCATAGCTAT 
TGGAATGGAGGATTCAACTATACACATATATAATGTTAGAGTTGATGAGGTAATTACTTACTACATAGGT 
CAATCACACCACTACCCTTGGCGCCCCCCACAACCCCCCCCCCCCCCTCAAAAAAAAAAAAAAAAGTGAT 
TTCTTCTGCTCTCTTAATATAAACTGGTGTGAATTATATGTTGTTTTAAGGTAAAATCAAAACTGAAGGG 
ACACCAGAAGCGGATAACTGGTTTAGCTTTTTCAACGAATCTTAATATCCTGGTTTCTTCAGGGGCTGAT 
GCTCAACTTTGTGTGTGGAGCATTGACACATGGGAGAAGAGGAAGTCATTTACAATCCAAATACCTGCTG 
GAAAGGCACCTGTCAGCGACACTCGAGTACAGTTCCACTCTGACCAAACGCGCTTGCTGATAGTCCATGA 
GACACAGTTAGCGATATATGATGCCTCAAAGATGGACCGCATACGGCAGTGGGTCCCACAAGA 
 
>1120-94-(6-9-06)_D09 
GGGTGAATTGGGGGTGGAGGAAGAGGTAGGGGCAACGTGTCGGGAGCCGACAGTGAATGGAGAGGGAAGT 
CGAGAAATGGGTGTCAATGATAAACCTGCAGGGAGAGAAATATGTAAGGGGAATGTGCTTCCTAGATGCA 
AGCACGTTGCTTGGCATAAACGCTCTAAAGGAGGAGTTAGGATTACTGAAGAAGTGGACACCGACGCATC 
ACCTAGCAAATATGATTCCTTGCCTACCCCTGAAGTGAATATGATAAGAGAAGCACTTAAATCCAGCTCT 
TTGGACTTACAAGCGGTGGTGAACGATCCACTTCCTGATGCGTTACATTTGTCTGAAACCATAATAGCTG 
ACATGGTGAAAAAAGATAAGATACATGAACCTTCTGTAGAAAATCAAAGTGGAAAAGACATAGATGCACT 
CAATCCATCTGTTGACAAAGGCGTAGCTGCACAAACTACTGTCTCTGGTTGTGGAAATCAGTCTTGCATT 
CCTCAGAGCAATGCTACACGACCAAGCTTAATGGAGCGGAATGACACTGCCCATACTTATGAGTGGGAAG 
ATTCAATAGATGGGTCACCAGGAGGAATGACCAATCGCTCAGGTAGGCTTCACCTACCTAGCCCAAAGAG 
AAAGATTGTTTCTCCTTTGAAGAAGTACGAGGTTACAAAGTTTGTTAGGAGGAGAAGATTGAAGAGATGG 
AGTTTATTGGAGGAAGATACTTTACGGACTGGTGTGCAGAAGTATGGTAAAGGAAATTGGAAGCTCATCT 
TGAATTCCTATCGTGATATTTTTGATGAAAGAACAGAGGTTGATCTGAAAGATAAGTGGAGAAACATGAC 
ACGGTATTGATCCCACAAAACAGTCTGCGACTTTCTTGTAATTTTGCTGAAGAGACAAAAATTTGCAGTT 
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GTTTTTTGGTTCACCCCAT 
 
>1123-94-(6-9-06)_G09 
AGTCGTCTCTGATCTCATCAACTTCTTAAACTCTTCTCCAACTGCTTTCCACGCCGTTGAGGAGGCAAAG 
AAGCTGTTGAGAAGCTTTGGGTATGAGCAAGTTTCAGAGAGAGAGGATTGGAAATTGAAAGCTGGGAAGA 
GATACTTTTTCACGAGGAATCACTCTACGATTGTTGCTTTTGCAATTGGTAAAAAGTATGTTGCTGGAAA 
TGGATTCCATATAGTTGGTGCTCATACTGACAGTCCTTGTCTGAAACTGAAGCCTGTTACCAAGGTAAGT 
AAAGCTGGGTTTTTGGAGGTTGGTGTCCAGCCATATGGGGGTGGCTTGTGGCATACTTGGTTTGATCGTG 
ACTTAACAATTGCGGGAAGGGTGATAATTAGAGAAGAAAAAGATGGTTCTGCTTCCTACTTGCACCGTCT 
GGTTAGAATTGAGGAGCCCATAATGCGGATCCCAACCCTGGCAATTCACTTAGAAAGGGGTGCCAATGAT 
GGATTTAAGGTGAATACACAGACTCATCTTCTTCCCGTCTTGGCAACATCTATTAAGGCAGAGCTCAATA 
AAGAGGTTGCTGAAAATGGTTCAGTTGAAATTGAAGTTCAGACTGACGAAATGAAAACGAAGGAGAAAAC 
TACCACTAAAAACTCAAATCATCACTCACTCCTATTACAGCTTCTTGCAAGTCAGGTTGGCTGTCAACCA 
GTTGATATATGTGATTTTGAATTACAAGCATGTGATACTCAACCAAGTATTGTAGCTGGTGCCATGAAAG 
AATTCATTTTCTCTGGGCGACTTGACAATCTTTGCATGTCATTTTGCTCTTTAAAGGCATTGATCGATGC 
TACATCTTCTGA 
 
>1124-94-(6-9-06)_H09 
GATTCTACTTTAGTAGCATATATACATAACCGTGCTCAAGGTAGTTGCATAAACGAGATTGTGGACCCTG 
CAATCTTGGCTGAAGATGGGGATGGAGGTGCTAGTTTACAGCATCAATTACAAGCTGTGGTGGACCTTGC 
CTTGACATGTACAGAGGAAGATCCACAAACAAGGCCAACTATGGTTGATGTCACCAAACAACTCAGGCGG 
ATTGAGAGATTCACACAGGATTATGAAGCGCTGTTGGGAAGTTTGCAGAATTTAAAGCTTCATGAGTGTC 
TTGAAATATTATTATGGAAGATTGCAAATGAGATCTTACCAACAAGAGCTCGAATGAAGCAAACATGTGT 
GATGGAAACTACTTGCTGTCCTTTGTGTGAAACTGAAGAAGAAACATGCCTGCACTTGTTCAAAAACTGT 
TCTGTAGCAAAAGCAGCTTGGTTTAGCTCAAGCTGGGGGTTCTTTATTGAATCTTTGAATGCTAATAACA 
GCTTTAATCTCATTAAGAGTATAGTCAATCCTCCAGCTCATGTGTTACATGAGCAGGTCACCAAGGAGCA 
GTTTGTTCTTATGGCAGCAAAAATTATGGATCACATTTGGAGGTTGAGAAATCAAGTGATGTTTGAGAAT 
AAAAAAATAAATTTCCAAGCAATTCCCTTCCAAAATTTTGCAGAAATTTGAAGTGCACGATTCTGCATCG 
TGGAAAAGGGAAGGCTTCTGTTGATCATTGATGAAAGGCAAGTTGTGTAGTAAAAGTGG 
 
>1125-94-(6-9-06)_A10 
ATCGTCAAAGCGACCGATCACCAATCTCCGATCTCCGATCGCTCTTCAAATTCAAAGATGAGTGTGGTAT 
TCGAAGGGTACGAGCGCCAGTACTGTGAGCTCTCTGCAAATCTCTCCAGAAAATGTAGCTCCACTGCTCT 
TCTTCCTCATGGAGAGCAGAAGCAACAGAAGGTTTCTGAGATTAAAGCTGCATTGGATGATGCTGATGTT 
TTGATTCGGAAAATGGACCTTGAGGCAAGAAGTCTGCAACCAAGTGCAAAGGCTATGATGCTTGCTAAGT 
TAAGGGAATATAAATCTGATCTAAATAAGTTGAAAAGGGAATTTAAAAAAATCTCATCACCTAATGCTGA 
TCAGGCTTCCCGTGAAGAGTTGTTGGAGTCTGGAATGGCAGATGTGCATACGGCTTCTACTGATCAGAGA 
GAGAGAATGGTAATGTCGGTAGAAAGACTGAATCAGTCAAGCGATAGAATTAAGGAGAGTAGAAGAACCA 
TACTAGAGACAGAAGAGCTTGGTGTCTCAATCCTCCAGGATCTGCATCAACAGCGTGAGACTCTCCTACA 
TTCTCATCAAAAGCTTCATGGGGTAGATGATGCCATCGACAAGAGTAAAAAAGTTTTAACTGCCATGTCA 
CGTAGGATGACAAAGAACAAATGGATGATTGGATCAGTAATTGGAGCTCTTGTCATTGCTGTCATCTTCA 
TTCTATTTTATAAGTTTTCTCATCGTTAACTTATACTTGACTTTGTTTGGGGTACAGATGATGTTCTCCA 
TTGCCATATTTGCTTGTTGTATATAGCGTCATTAAATGTGTTTTATACATGTGCTTGGTATAATTAGCAA 
TTATATCATACTTAAGTCTGCTTACCTTCTCTTAGCATTCTGTTTATGGTACATAAACATTGAATAAGTG 
CTCCATGCTC 
 
>1126-94-(6-9-06)_B10 
GCTGCACCAGATGGTGAGGTCATCCAGGCTGCTGCTTTGGTAAGTCAACCTGCTCTTTATTCTGCAGATC 
TTATGAAGCAGCATACAGTTGGACCAGCTATGGTACACCCGTCCGAAGTTGCTGCAAAAGGGCCAAGTTG 
GGGTGATCTTTTTGAACCAGGAGTGAAACATGCATTGGCTGTTGGGGTGGGACTTCAAATACTTCAGCAG 
TTCTCCGGCATAAATGGGGTTCTGTACTACACACCTCAAATTCTCGACCAGGCAGGTGTTGGAGTTCTTC 
TTTCAAACTTGGGCCTTAGTTCGTCTTCTGCATCTCTGCTTATTAGTGCAATGACAACTTTGTTGATGCT 
TCCTGCTATAGCTGTTGCCATGAGGCTCATGGATGTCTCTGGCAGGAGGACTTTGTTGCTTACCACAATC 
CCTATCTTGATACTATCTCTTGTCATCCTAGTCCTTGGAAGTCTTGTGGATATGGGCAGTGTTGTGAACG 
CATCAATCTCAACCGTTAGTGTTATTCTCTACTTCTGCTTCTTTGTCATGGGGTTTGGGCCAATCCCCAA 
CATTCTCTGTGCAGAGATCTTCCCCACCCGAGTTCGTGGCCTCTGCATTGCCATATGTGCCCTCACATTT 
TGGATAGGTGACATCATTGTCACCTACACACTCCCAGTGATGCTCAAATCCATTGGCCTTGCTGGTGTTT 
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TTGGTTTGTATGCAATTGTGTGCCTCATATCATGGGTGTTTGTTTTCGTGAAAGTCCCTGAAACCAAGGG 
TATGCCACTTGAAGTGATTTCC 
 
>1127-94-(6-9-06TRUNCATED)_C10 
CTTCTTCTTCTTCTTCTCTCAAAAGCTCAAATCCTAGGGTGTTTTTCATTTGATAATCAAAGAATTCCTC 
ATACGAAAAGCTCTGTATGTTAAATCATTGCTAAAGAACCATTTTTGTGTGAGAAAGAAAAAATGGGTCA 
GGCATTTCGTCGAGCATCTGGCAGAATCAAAGCATCTTCCCCGAATATCGAGCCAATGGCGTCGTCAAAG 
CCGAAAACCGTCGTCGATCGCCAGCCACCGGTAGTGGGTCCCACTGACGTGTCGAAGATCTCGAGGGCCG 
TCGATATTGATGCTGATGGTAACCCAAAAATCAATCCTGACAATGTCCTTGAAGAACGAGATCCAAAATA 
TGATGCCATGCTTAGTCAAATGACTGGTAGAATTAGATCAAAGCCTGGAGGGAAACTTGAGATGGGTGAG 
GCAGCTGTGGGAGAAAGGTATGATAGGCCCATGCCGAAACTGCGAAATACAAAACCTGATTCTGGCTATG 
AGGAAACGCCTGCCCCTCCAGGAACACTGAATGTAGCACAACTTCGCCAAATTATCCTACTGCACCAAGG 
CAAGGCTACTGACCATGAGGGACCTATGGATATCCAACAGATTGCTGAAAAATTCCAAGTTGATGTTGTG 
CAGGTTCAAAGGATTGTGCAGTTCCTATCCATGCCTCCAGAGGACAGCAGTAAAATCAGAAAACGGTGTA 
TGAAGATCAGTAGTTTTCACTTTATCTTACAAAACTAACAATTTTTTTTTGTTGAAATAAGGGATAAATT 
CTAAATAGGCATTTTGAAC 
 
>1128-94-(6-9-06TRUNCATED)_D10 
CTCCGAAGCCTACGATGTTTTGAGTGATCCGCAAAAGCGAGCAGTGTACGATCAGTACGGAGAGGAAGGG 
TTGAAGGGGCAAGTGCCGCCGCCGGGTGCCGGTGGCTTCTCCGGCGGGCCGGAGGCCGGCGGACCGACGT 
CGTTTCGGTTTTCGACTCGTAGTCCTGACGATATTTTCTCTGAGTTTTTCGGGTTCTCGGGTTTCGGAGG 
CATGGGCGATTTCGGTCACGGAGCTTCGCGTGCGGGCGGGTCCGGGTTTCCGAGGGGTATGTTTGGGGAT 
GATATATTTGCTTCGTTTAGAGGTGGAGCCGGTGAGGGCTCTGTTGCCGCGCCACGAAAAGGCGCCGCAA 
TAGAACGCACATTGCCGTGTAGTTTGGAGGATTTGTATAAAGGAACTACAAAGAAGATGAAGATTTCTAG 
GGATGTCACTGATTCCAGTGGGAGACCGACTACAGTGGAGGAAATTCTTACAATTGAGATCAAGCCAGGT 
TGGAAGAAGGGGACAAAGATCACTTTTCCGGAGAAGGGAAATGAACAGCGAGGTGTTATACCCTCAGACC 
TAATCTTTATTATTGATGAGAAGCCTCATAGTCTCTTTAAGAGGGATGGCAATGATCTAATCGTCACCCA 
GAAGATATCTCTTGTGGAAGCTTTGACAGGTTACACAGCACAGTTGACCACACTTGATGGGCGGAATCTG 
ACAGTTCCCATCA 
 
>1130-94-(6-9-06)_F10 
TTGCTTTGTCTGGTGGTTCTCTTGTTAGCTTAATGGGGAAAATCTGTGAAGCTCCTTACAACAAGACTGT 
AGACTGGTCCAAATGGTATATATTTTGGGCTGATGAGCGTGTTGTGGCGAAAAACCATACTGACAGCAAT 
TATAAGCTTGCTAAGGATGGCCTATTGTCCAAGGTGCCTATAGTTCCCAGTCACGTTCTTTCTATCAACG 
ATTCAGTGTCAGCAGAGGAGGCTGCTGATGAGTACGAGTTTGCCATTCGACAATTAGTGAAAACTCGTGT 
GGTCAGTGTGTCTGACAATAGTGATTGCCCCAAGTTTGATCTCATCCTCCTTGGAATGGGCCCGGATGGC 
CATGTTGCCTCATTATTCCCTAACCATTCCGTGCTCAACGAGAAAGCTGAATGGGTAACTTTTATTACTG 
ATTCCCCCAAACCCCCACCTGAGAGGATCACATTCACTTTGCCTGTCATCAACTCAGCTTCAAATGTAGC 
TGTGGTCGTGACTGGTGACAGCAAGGCTGAGGCGGTACACTTGGCAATCGACGATGTTGGACCTGACTGC 
CCGTCACTGCCTGCAAGGATGGTCCAGCCAAATGGGAAGTTGGTGTGGTTTTTGGACAAGCCAGCTGCCT 
CAAAACTTGACCATCCTCAGCAGGGTTGAGCTGTTCTTGCCAATGTGTATGCTTGTATTTAGTGGTCGGG 
TACACCTGTGGATCATTTTCTCTTCCATTAGTTCCAGTCTTTTGGTGGGCTTTTTTCTTTTCTTTTCCTT 
TTCTTTTTCTTTTCTTTATTTCTTTCTTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTTTTTTTGA 
CCTTCTGGTTAAATTCTCCATTTTGTCTCTTCTTGATCTCTTCTATAG 
 
>1133-94-(6-9-06)_A11 
TTCTGACCTTATTGTGTGGTCTTCTTGGTATCCCTCCATCAAATGGAGTTATCCCTCAATCTCCAATGCA 
TACAAAGAGTTTGGCTACCCTTAAACATCAGTTGCTTCGCAATAGACTTGTTCAAGCAGCACGCGGAAGT 
ATCAGAAAAAATGCTAGCTTGGGACAGCTGTATGGGAATATGCAAGAAGCCTATCATCAAATGCAGACCC 
CTTTGGTCTACCAGGAGGCCTCAATTCAGGGACTAAAGGAATTAAAAGAATCAACCATTCAAGCAGCTAC 
TAGTACGGGGCAAATGGATGCCCCAGTTGATGAGACATTATTTGATGTTGAGAAGGAAATAGATGATCTA 
TTGCCTGTTGAGGTGAAGGAACAGCGTGTTAGTAACTTACTTCAAGCTACAATGGTGGGAGGATGTGTTG 
CAGCCATGCCCTTACTCAAAATGATCCCCACCTCAGTTCTTTGGGGCTACTTTGCATTCATGGCCATTGA 
AAATTTACCCGGCAACCAATTCTGGGAAAGAATCTTATTGCTCTTCACAGCACCTAGCAGAAGATACAAA 
GTCCTTGAGGAGTACCATGCTACATTTGTGGAAACAGTGCCTTTCAAGTCAATTGCAACATTCACCATTT 
TCCAAACAATTTATTTGCTTACATGTTTTGGACTTACGTGGATTCCAATTGCCGGGGTTATGTTTCCTAT 
GCTGATCATGCTTTTGGTTCCTGTTAGGCAGTACTTTCTGCCCAAGTTTTTCAAAGGTGCTCATCTTCAA 
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GACTTGGATGCAGCAGAGTATGAAGAGGCACCAGGTTTACCATTTACCCTTGCTACGGAGGCAGAGCTGG 
GTGCTGGAGCTTCCCTTGCAGGTGAAGGAGAGATTTTTGATGAAGTTATCACAAGAAGCCG 
 
>1134-94-(6-9-06)_B11 
TTTATAAATATCCGAACTCTCTCGCTTCCTTAAAACAGTTAAACACCAAAACTCAAACCTTAACAAAAAA 
ACTCAATCATGTCTGCTTCAAACCCAAACCAAAACCCGAATCCTCTGTACCCAGAAGTCATTCACTCAAA 
CCCAGATGCCAATTCTCCATTTTCATCATCATCATCTTCTGCTTCTACTATATACCCTTCTGTTGAAACG 
AAGAAATTAGCGGAGAATCTTTTTCCTGAAGATGACACTGTTTCACAAACCCAAACTTTACAATCTTCTG 
AGAATGTTCTTGTTAGAGTTCCTGGCGTGGTAATTCATCTTATAGAGAAAGATCAGAGTGTAGAACTCGC 
TTGTGGTGAACTTGTCATAGTTGGTCTTAACCAAGGTGACAACACCGTGGCTGTTCTTGCGCGCGTTGGT 
GATGAAATTCAATGGCCGTTAGCGAAGGATGAAGCGGCTGTGAAGCTTGATCAGTCTCATTACTTCTTTT 
CTCTTCGTGTTCCCGCAAGTGGGTCGTTGGATAATGATGACAAGGCTGAAGATTTTGGTGGGAAAGAGTG 
TGAGATGTTGAATTATGGGCTGACGGTTGCGTCTAAAGGACAAGAGGGTGTTTTGAAGGAATTGGATCAG 
GTTTTGGAGAAGTATAGTTGTTTTTCTGTGAAGGAAGTTGGGGATGGTGAGGTGTTGGATGGTTTCGTGT 
CGAGAGAGATGGCTCCGGAGGAGTTGGAGGAGGAGGAGAAGAGGGAGTTAATGGTGCAGAGCTCGGCGGC 
GTATTGGACTACATTGGCGCCCAATGTGGAGGACTATAGTGGGAGAGTGGCGAGGTTGA 
 
>1135-94-(6-9-06)_C11 
TCAAAAGTTCTCAAACCCCCACACACAGAAAAATTAAGAGAGAAAAGCGAAAACTTAGATCATGGAGTGC 
GTGTTCGGATTGGTAGGCAATGGGTTCGCCATAGTGGTAGCCGATTCCTCTGCAGTTCACAGCATACTGG 
TTCACAAGTCCAACGAAGACAAGATCATGGTCCTCGACTCTCACAAGCTCATCGCCGCTAGTGGCGAGGC 
GGGCGACAGAGTTCAATTCACTGAGTATATACAGAAAAACGTGGCTTTGTATCAATTCCGTAATGGGATT 
CCTCTGACCACAGCCGCTGCAGCAAACTTCACTCGAGGCGAGCTCGCCACTGCTTTGCGTAAGAATCCAT 
ACTCTGTGAATATCCTTCTGGCTGGCTACGACAAGGAGACAGGCCCATCTCTTTACTATATTGACTACAT 
TGCTACACTTCACAAACTTGACAAGGGAGCATTTGGTTATGGGTCCTATTTTTCCCTCTCCATGATGGAT 
AGGCACTACCACAGTGGCATGTCAGTGGAAGAAGCAATCGATCTGGTTGACAAGTGCATATTGGAGATTC 
GATCCCGGCTTGTTGTGGCACCACCAAACTTTGTTATCAAGATTGTTGATAAGGATGGAGCAAGGGAGTA 
TGCCTGGCGTGAATCCGTCAAGGATGGTGCAGTTTCTACAGCCTGAATTCCTTTTTATGTTTTAATTTAA 
ATGAGTTAAAAGGGAAAGTTATATATCTCTTCCTGAACTTTAGTTTGAAATACTCGTACTGACTATTCTT 
GTTTCATTTGCTGTTATGCCAGAATAGTTGTATTGTTGGAAAATTAATGCAACTCTTGTGTTTTTCCATT 
TTCTTTTTCTTTTT 
 
>1137-94-(6-9-06)_E11 
AATTCCTTATTGGTTTAGACTTTTATTCCCCGTTATCTAATCTGGGTCTTCATTGTTTTCTGATATAGAA 
ACCGTTTCCTCATCTGGGTCTTTCTTGTTTTGTGATTTACGCTTATTTTGTGTTTTGGGCTATGAGGAAG 
AGGGAGAGAGAGAACCCTTGTGGGGTTTGTGGGCACTATCACAAATACGAAGAAGGAGAGGTATGTGGGA 
TATGTGGCCACCGGATTCCGGCTTCGGCTGAGAAAACTTCGATTCAAGTCAGCGCCTTTCCATCGGAGAT 
CTTGCCTGAATTTCTCTATCTAGGTAGCTATGATAACGCTTCACGCTCGGAACTTCTTAAGACTCAGGGA 
ATCTCTCGTGTTCTCAATACAGTACCTGCTTGTCAAAATCTCTACAAGAATTCGTTCACCTATCACTGCT 
TGCAAGAGGACAAAACTTTGCCTTTTGATGATGCAATTCAATTTTTAGAGCAATGTGAAAGGGACAAAGC 
TCGTGTTCTGGTGCACTGCATGTCTGGAAAAAATAGGTCACCAGCAATTGTAATGGCTTACTTGATGAAG 
TCCAAAGGATGGAGGCTTGCCCAAAGTTACCAGTGGGTGAAAGAGCGGAGACCATCTGTTGAATTATCTG 
AAGCTGTCTACAAGCAACTGCAGGAGTATGAGCAGAAGATCTTTGGATCAATTGATCCTGGCAATCCTGT 
CCTGCCTGTTTTTGCACCTACAGGTGTGCCTCCTTCGTTTAGCTTTGGCTTCCCAAAGGTTAATGATCTG 
GTTTCCGTTCCTGCTTTCAGCAATGTTGGTACCTCTATTTTTGCCCGTCCTCCTTTAGACATTGCTCTGA 
ACGAGTTTACTTTTGGAGCCGGCCAGACTCAGAATAATAATGATAATATACTGAATCCAA 
 
>1138-94-(6-9-06)_F11 
ACTGAAGGAGTACAAAGATGATTCACCAATCAAGCTTGGTCCAGCTGAGAAATTTCTGAAGGCAGTGCTT 
GATGTGCCTTTTGCGTTTAAAAGGGTGGATGCGATGCTTTACATATCTAATTTTGACTCCGAGGTTGAGT 
ACCTGAAAAAATCTTTTGAAACTCTAGAGGTTGCTTGTGAAGAACTGAGAAACAGTAGAATGTTTTTGAA 
GCTTCTAGAAGCTGTGTTGAAGACTGGGAATCGCATGAATGTTGGGACAAACCGAGGTGATGCCCATGCC 
TTCAAGCTTGACACGCTTCTCAAGCTTGCTGATGTCAAGGCTGCTGATGGAAAAACCACACTGTTGCATT 
TTGTTGTACAAGAAATTATAAGAACTGAAGGTGCTAGACTTTCAGGAACCAACCAAACTCCAAACTCCAC 
TTTGAATGAAGATGCAAAGTATAGGAAGCTTGGCCTGCAAGTTGTTTCAAGTCTTAGTTCAGAGCTCACC 
AATGTGAAGAAAGCTGCTGCAATGGACTCCGATGTGCTTTGCAGTGAAGTTGCCAAGCTTTCAAGTGAGC 
TTGGGAACATTAGGGAGGTGGTGAAATTAAATGAGACAGTAGGATTGGATGAAAGCACCCAGAAATTTTC 
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AGAGTCAATGAACAGGTTCATGAAAATGGCTGAGGAGGAGATCATAAGAATTCGAGCTCAAGAAAGTGTT 
GCTTTGTCTCTAGTGAAGGAGATTACAGAGTACTTCCACGGCAACTCAGCTAAGGAAGAAGCTCACCCGT 
TCAGAATCTTCATGGTGGTGAGGGACTTTCTTACGGTACTTGATCGGGTCTGCAAGGAAGTTAGTTTGAT 
AAATGA 
 
>1139-94-(6-9-06)_G11 
CTGTCGGCCCTTTGTACATGGCCTGACCAAGTCCGGCATTGGCATAAATATCGGTGGACAAGCCCACTTC 
ATTTCATTGACACACCCGATGATGAGTGCACTTTCAATTATCAAAGGGACTGTCATGATCCGCATGGAGT 
GGAGGACATGTGTGTTGCAGGTGCCGTTCAAAATTTTACCTCTCAGCTTGTGCACTACAGAGAGGGAAGT 
GCTGATCGTAGATATAATATGACTGAGGCCTTGTTATTCTTGTCACACTTCATGGGAGATATCCATCAAC 
CAATGCATGTCGGATTTACAAGCGATGAAGGAGGAAACACCATAAATCTACGCTGGTTTAGGCATAAATC 
TAATCTGCATCATGTATGGGATAGGGAGATCGTTCTAACTGCTCTATCAGATTATTATGAAAAAGACATG 
GACCTCCTCCAAAAAGACATAGAGGGAAACTTCACCGATTTACAGGGAATCTGGTCTTCTGATATTTCAT 
CATGGGAACATTGCGATGATATTCTTTCATGCGTAACCAAGTGGGCTGTAGAGAGCATAAACATAGCTTG 
CAAATGGGGTTACAAAGGAGTTGACCCTGGTACAACTCTAGCAGATGATTACTTCGACTCAAGGATGCCA 
ATCGTTATGAAACGAATTGCTCAGGGTGGAGTTCGATTAGCTATGATTTTGAACCGCGTTTTTGGTGACA 
CTGATGAAGGATTTGCAATAGCTACTTAAAGCAGTCCATCAACATAAAATACTTGAATATTCTTCATTTT 
CTTCTGTTGACCAGTGATTGCTTTTAACTC 
 
>1141-94-(6-9-06)_A12 
ATATAGGGAGAAACTTGAACCATGGTCAGTTAACAGAGTCAAAGTGGCGGGTGGTTTGGATCTCTTATCT 
GCCTTGGCTAAAGGCTTACCTGTTTCTGAAGATAATGATTTGGTTGTTGAAGTAGAGCACCTCAAAGCTC 
CGTCAGTTTCAAGAAAACGACTTATATTGTTGATTGGGATTTTCTCTTCGGGAAATAATTTTGAGCGTCG 
TATGGCACTAAGGAGGTCTTGGATGCAATATGAGGCTGTTCGCTCTGGGGATGTAGCTGTCCGATTTTTC 
ATTGGCCTTCACAAGAACAACCAAGTCAATTATGAGCTATGGAGAGAAGCTCAAGCATATGGGGATATCC 
AGTTGATGCCCTTTGTTGATTATTACAGCTTAATCGCTTTGAAAACAGTTGCAATTTGCATCTTTGGGAC 
CAAAATCCTTCCTGCCAAATTTATCATGAAAACAGATGATGATGCTTTTGTTAGGATTGATGAAGTTCTC 
TCTAGCCTCAAGAGAAAGGCACCTAATGGACTCTTGTATGGTCTTATTTCTTTTGAATCAGCACCCCATA 
GGGATAAAGACAGCAAATGGTATATAAGCACTGAGGAATGGCCACCTGCTTCATATCCACCATGGGCCCA 
TGGTCCAGGATACATTATCTCTCGGGACATTGCAAAATTCATCGTTCATGGTCACCATGAAAGAGAGCTT 
AAGCTTTTTAAACTAGAAGATGTTGCAATGGGCATATGGATTGAACAATTCAAGAAGAGTGGCCAAGAAG 
TGCATTACATCAATGATGATAGGTTTCACAATGCTGGATGTGAACCAAATTATGTTCTCGCTCATTATCA 
AGGCCCGAGGAAGGTGCTATGCCTTTGGGAGACGCTGCACAAAGAGCACCAGGCCCGTTGCTGTGAGTAA 
TATCAACCTTA 
 
>1142-94-(6-9-06)_B12 
CCACGGGTGCTAACTGATGTTGGCGATGTCCCTGTCCAAGAAATTAGAGATTGTGATGTGGATGATGACA 
GATTGATGAATGTCATAAGTGACTCTGTCAAGCTAGTTATGGAAGAGGCTCCATTACGCCCATTAGTTTT 
AGGTGGTGATCACTCAATATCGTATCCTGTTGTAAGAGCTGTTTCTGAAAAGCTTGGGGGCCCTGTAGAT 
ATTCTTCATCTTGATGCCCATCCGGATATCTATCATTCCTTTGAAGGAAATAAGTATTCTCATGCTTCTT 
CTTTTGCCCGTATTATGGAGGGTGGTTATGCTCGGCGGCTTTTGCAGGTTGGTCTTAGATCAATAACAAC 
TGAAGGGCGTGAACAAGGCAAAAGATTTGGAGTGGAGCAATTTGAAATGCGAACCTTTTCAAGAGATCGC 
GAATTTTTGGAAAACCTGAAACTTGGGGAGGGTGTAAAAGGCGTGTATATCTCAATAGATGTGGATAGTC 
TTGATCCTGCTTTTGCTCCTGGAGTCTCTCACATTGAGCCAGGAGGTCTCTCTTTTCGTGATGTTCTCAA 
CATCCTCCACAACCTCCAAGGTAATGTTGTTGCTGCAGATGTGGTTGAGTTCAACCCACAACGTGACACT 
GTTGATGGTATGACTGCAATGGTAGCTGCTAAGCTGGTGAGAGAACTGACTGCAAAGATATCAAAATTAT 
AGACCCTGTGGCTTCCCCTCAAGATTTTCAAATTGTCCATTGATGTACCAGCAATAATCAATGCTTCCAG 
CATACCAAATATTAGTTCATCCTTTGGTTTCATAAAAGGATATGGACTTTAGAAATATACTTCTTGTTAG 
TTACTGAGAAAACTTTTTTTTCGGGATTTATGTATTTGGGTTTACATAAAAACTAGTCGTGATAATTTTA 
CAACTGTTACAGTCGG 
 
>1143-94-(6-9-06)_C12 
GGAGGTGCAGAGAAGAAAAGGGTCCGACGATCTTCAGCTGCCATCCAAAACGGTTCCAGAGATCCCAACT 
CAGATACACCACCTAGGAAACAAGCTGCTCAGAAGGATGTGTATCAGCTGTTTGCTGAGAAGGTTAGAGA 
CCATAAGGATTTGGTGTCTAGATGGGCTGTTTTACAGGAGACGCGTGTTGAGTACTTTAGAGGGAAGGAT 
TTTGTTAGCTTTTTGAGAAATCATCCAGAGCTCAAAGATATTCTAGAATCAGATAAGAATCTAGAAGCTG 
ATGATATTGCTAATGCTTTGTTAAGAAAGAATCTTTTAGCACGTTGTGATCGTGTGGTGAAAACTGTTCG 
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TCCTGGGAAGAAAAAATTGTCTACATGGCCAGCACATTTAGAGATTTTCCCGGATCAAATATTTTGTGAA 
GTTGATGCCTTTTTTGCATGGACATTTGTAAAAAGGAGGCCTCTTTGGCAGACTCTTCTCTCATTTTTCT 
GGCCTGTGTTGACACTAGCAATTTGCTTGTTTCCTGTGTATCCCCATCGGTGCAAGATACTAATACTCTA 
CTCTTGCGCAGGCGTTTTAGCGCTTATCCTGTCACTACTTTTGGTGAGAGCTACTGTATTTGGTGCTCTT 
TACATCGTTCTCGGAAAACGTGTTTGGTTTTTCCCTAACATTCTTGCTGAGGAAGCAACATTGCGAGAAT 
TATTCCGTTTCTGGCCCAAGAAAGATGAGGAGGAGCGACCCAAGTGGACGACAAGGCTTTTCTATGCAGT 
AGTAGCTGTTCTGGTCATATTACTGCTGAGGCACCATGCTCCTGATGAGGCTGCTAGAGCAAGGTATCAA 
AAGCGGGTATCAAACATAATTGA 
 
>1144-94-(6-9-06)_D12 
GTTCGAAATGGAATCATCATCAGCATCAGCAGCAACACCATTAGCAGGAGGTGGAGGAGGAGGTAATACG 
CTATCAGAAATATACCAGAATGCGAAGAAGCTACAATTGAGAACTCGAGACGCGCTGGAGCGACTGGAGC 
GTCTGGAGTACTCGAGTGGTGGCAATTTGGAGTCACAAACCCCTGAACTGTCTGCATCCATCAAAAGAGA 
CCTCACCCAAATCCAATCCCTCTGCGTCGATATGGACCGCCTCTGCCGCTCTCTCCCCTCCAAGTCCCAC 
CGCGATCTCTGGAAACGAAAAGTGGAACAAGTAACAGAAGAGGCTGAATCTTTGAAACAAAGTTTGGATA 
AGTATTTCTTAAGGAATCAGAAAAGAACGATGGAAGCAAAAGAGAGGGCAGAATTGCTTGGAAGAGCTAA 
TGGAGAGTCTCATATTTTGAGAATATTTGATGAGGAAGCGCAAGCCAGGCAGTCAGTTCGTAGTTCTGCC 
AGGATGTTGGAAGAAGCAAGTTTAACGGGAGAGGCCATCCTGTCTGCAATGTCAGGGTCAAGGGAACGTC 
TTAAGAATGCACAGCGGAAAGCACTGGATGTCCTTAATACAGTGGGGCTCTCAAATTCTGTATTGAGGCT 
GATTGAGAGGCGGCACCGAGTTGATAATTGGATCAAATATGCAGGCATGATTTTGACACTCGCCATTGTG 
TTCATCATTTGGAGGTGGACACGATGATCTACTCTTTTGGCTGGTATAGTTATGTGAGATGTGTTCCCTC 
TAGATGCCTTTTAATTTTTCGTTTTTACTTTTTTTCCCCTTTGGAGTGGAAGATATTAATTGTCTCCGTA 
ATGCAGTGTTATATTGGAAAGGTAAATGAGGTTGTACAAAGGCCAATTATGAGAACAGACTTATATAAAA 
TTGA 
 
>1145-94-(6-9-06TRUNCATED)_E12 
CACAAAATCTGGCACCATGACTGGTGGTACAAGTGGTGGAATGGAAGCAAGGTCAAAACAGTGGGATGAT 
AAAAAGATTGAAGAATGGCAGAAAAGGAAGGAACGATTGGAGTTGGAGTTGGAAGAGCTTGGATCAATTA 
GAGAGATGCAGGTAAAAGAGTCAGAAGCATCTGGGAAAATTAGTGGACTCGAAAAGAAGATTCAGTATGC 
AGAAATTGAGAAGCGAAGCATTGAGGACAAACTTGAAAATTTGCGGCAGGAGAAGAAAAATATTGAACAA 
GAAATCAATCGCATAAACCCTGAACTGCAAAAATTAAATAGTGATGTTGACAGAAGGAGAATTGAAATTA 
ATAGG 
 
>1146-94-(6-9-06)_F12 
CGGAGACAAGAAGAGCGAACTGGAAAATATGGAAGTCCAAGGCTGCAATACCTTCAAGAATTGGTGAGTC 
AGTTTCAGAACTCTACTGATGAAGGTATTATACATCATAATCATATTCTAGATTACTGCTCCGTTTGTTT 
GTGATGACTTCTTGCAACCTAGTTTGTGCTGTTTGGTTTGTGTTCAGATGTGCTTTTCTGATTTGCTTAT 
TTGTTGAAACTAGGGAAAAAAAGTTCTCTTTTTGTTGTGGGGTGGGTCAAAATAAGCTCAAAAAGCTATT 
TCTTTTTACTTGTTGAATGCACTTTGCGCTTGAGTGGGGGGAGTCAGTGGACCTTTTTCTTCTTCAATGT 
TGCATAGTGTATGAGTTATGGACAATAGTGTGGAGTTTGTTTGGTCTTATTTGGGTTATGCCACAAGGTC 
CTTGATTTGTTAGCAGCCTGGCAAGGTACCTTTGGTAGAAACGGAATATAGCTTTTTGGAGGGCTGTGTC 
ACATTGCATTATGTGGTGTCTTAGGCAGGAACAGAATGCGAGATGCTTTGAGGAATGTGAACGGTCTATT 
ATTGAGATTTAGTCTCTCTTTTTTCGTACTTTACTAGACTGGATTGTTGCTTTTAAACGTTTTCACTGTC 
CTAATATTCTAGATATGCTTGAGCATTGTAATTTGAAAGATTGATTGTACTCTTCCCTGACTACACCCCT 
AATGTACGCAGGTGTTTCCTTTTTTATCAATAAAATTTTCGTTACTTATCAGGAAAAAAAAATATATATA 
TATATATATATACAATTTTCAAGGTACTGCCTACAATGATTGACTGCTACCTTCTAAAGCCTAGTTCTAC 
ATGCAGATAACCGTTCTAGTAAATGGGCTTTATGGATTCCATA 
 
>1147-94-(6-9-06TRUNCATED)_G12 
GTACACATTGAAAACCAGAAATTGTTTTGGGGTGGCAAGGCATTCATTGAAGGGCCTGGAGTTCTGCATT 
TTCTCAAAAAATTTTGTATAGAATCTTCATGGATCAACAGGTTGAAGAAGTACCAGAATACATCCATATC 
AATCAAAATGATTTCTCATACCGAAAGCACAAGAAGCAAAAGGAGGAAGATATTGCCATCTGTGAATGCA 
AATATAATGCCAATGATCCTGATAGTGCATGTGGTGAGAGGTGCTTGA 
 
>1148-94-(6-9-06)_H12 
TGAGGGTGAGGAAACCCAAGATCTTCATTTAGCGGAGGAGAGAGGTAATCACTTTCATGAAGATTTTGAT 
ATTGATGAGGAGACTAAATTCTCTTCCGTCTATAGGGGTAAGGAGGTTGATGATAGTGGGTATGGAGATA 
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TTGAGGATATATTGTCGGATTCACATAACACTGAAACTTTTGGTAGTTTATCCATTGAGAAAAACAATGA 
TGGAGCTCGGTTGTCATCAAGCTTTTGCTCTAAGGATCAAGCACAGTCTTCCCAGTCAAGTACTGGCTTG 
GATTTAAGCCGCACTGGTTCTTATGATCATGCTGAACAGCTGGCATCCGAATTTCTCATTAAAAGCGTCA 
CTGCTTCAGATAGTGAAAACAGGATCCAGGAAAATTCAATCAGTGATCAACATGGACTCAATAATAATGC 
CAAGGAATTGATAGAGAAGAAGACGTTAGCTGAAGATGCTCAATTGTCAAAGCCTGAGGATTCACAGTCA 
TTGCTTAATGAGAAGAAAGACAGCTCTGATAAAGGGGGAATATCTGCTAATGCCACCTCTTATGCTACAT 
CATGTGGTGTTCTATCCAAGAGTCATGAAAAGACAAGTTATGGTGAACCATCTGATGGTGTGGCATCTAG 
CAAAGTGCATGGAGAACCCCAATCTTTACACTCTCGTGGACGACCTGGTAGTTCTGCATCATCCAGTTCA 
GATTATGCAGGTGGTGTCTCGGCTTCTAGTGGACCTGGTTTATCACCAAGCTCATCAATGGGTTCGTTAT 
CCTCTGAAAAGTCAACTTTGAATCCCCATGCTAAGGAATTCAAACTCAATCCTAATGCAAAGAGTTTCGT 
ACCATCTCAAATTCCTGTTAGGCC 
 
>1151-94-(6-15-06)_C04 
GATGAGAAGAATACCTCCGAAGCAAACGGAGACAGCACTCTCAGCACTCCTCACCCTTTTGCCCCATCAC 
TCTTCCGATCTCCTCTCTCAAGTTGATCAGCCCCTCCAGGTTTTATGCGATGTGGATCATGGGAAGGAGT 
TTATTTTGTGTGAATACAACAGAGATGCCGACTCCTATAGATCACCTTGGTCAAATAAGTACCATCCACC 
ATTAGAGGACGGAGCCCTTCCATCACTAGAGTTGAGGAAACTTGAAGTTGAAGCAAATGACATCTTTGCA 
ATTTATCGTGACCAGTACTATGAAGGTGGCATTTCCTCAGTTTATATGTGGGAAGATGATAATGAAGGGT 
TTGTAGCATGCTTTCTAATAAAGAAAGATGGCTCAAAGACAGGGCATGGTCGAAGGGGTTACCTGCAGGA 
GGGAGGATGGGATGCTATACATGTCATTGAGGTGGGGCCAGAGGAGGAGGGAGTGGCTCATTACCGGTTA 
ACCAGTACTGTCATGCTATCTTTGACTACGGATAACGAGTCATCAGGCACATTTAGCTTGTCTGGGTCAA 
TCAGACGACAGATGGATATGAGCCTCTCAGTTGCAGAGGGTCATCTTTGTAATATGGGAAGGATGATAGA 
AGAAATGGAGAGTAAGCTGAGGAATTCACTGGATCAGGTATATTTTGGAAAGACGAAAGAGATGGTGTGC 
ACCTTACGACCACCAGCTGAAGTTGTGATGAGACTGCCTGATAGCTGATGTGGGATTCAATGGCATATGA 
GATAGAGAATTGAAATTCTTTTGTATTTTCCAAATTTGCTTGACAGTGTGTTGTTACTGGCAGATTGTTT 
GTACTTCATATGTGTTCTATTTATTTGGGGTTGTTAGACATAAAATCTTGTGCAGTATCTGTAAAAACTC 
TGATAGTCTG 
 
>1152-94-(6-15-06)_D04 
GCAATCCCATGGATCTTTGCCTGGACACAAACAAGGTTTCATCTACCAGTGTGGCTAGGCTTTGGAGCAG 
CATTCAAGCAGGTCATTCAGAAGGACATTAGGAATCTGCATATGCTGCAGGAGATGTACAATGCATGGCC 
TTTCTTTAGGGTCACCATTGATTTGGTTGAAATGGTGTTCGCCAAGGGAGACCCAGGAATTGCTGCTTTG 
TTTGACAAGCTCCTTGTTTCAGAAGAATTGTGGTCATTTGGAGAGAGATTGAGGACCAATTATGAAGAAA 
CTAAGAGCCTTCTCCTGCAGATTGCCGGACACAAGGATCTTCTTGAAGGGGACCCACACTTGAAGCAAAG 
ACTCCGCCTGCGTGATTCCTACATTACTACCCTGAATGTTTGCCAAGCCTACACATTGAAGAGAATAAGG 
GATCAAAACTACCATGTGAAGGTGCGGCCACACATCTCCAAGGACTTTATTGAAGTAAGCAAACCAGCAG 
ATGAACTTGTGAAGCTGAACCCAACAAGTGACTATGCCCCTGGTTTGGAGGATACCCTCATCTTGACCAT 
GAAGGGTATTGCTGCAGGCTTGCAGAACACCGGTTAGAGTTGAGCTATTCTCTGTTCACTTTTTGCTGCC 
TTCCTACAGAGAAATTTCCCTAAAAAAAACCATAAATTATATGCACCAGAAGTGGATGCTGTTTTATTAT 
CCACGTCAAGGTCATAATTTGGCTTCGGCTTAAATATTAATTGCTGTGCTTGATACCACTAAAGCCAGCA 
GTGTTATTGTCGCCATACAAAAGTTGAACTTGATGGAGCTTTATATGCTCGTCCATGGAATATTCTGCGA 
GCATTGCATTTGAATGCTTGTGTTTTCTGG 
 
>1159-94-(6-15-06)_A05 
GGTTCAACCTCAATTCTCTCTACCACTACTCTTCCTCCACATCCTCCACCCCATCCTTCTATTCTCCTTA 
CGACTATTGCTCAAACAACAATATCAATGTAAACACAACAAATTCTTTCACTTACTTTGAACCCTCACCT 
CCTTCTCCTCCTCTAAGAGAAGCTCTTCCTCTCCTCAGTTTAAGCCCCACAAGACATGAAGAACAAGAAT 
CATCCTCCTCCTACATGGAAGTGGATAAGAACAAGGTGGAAAAAGACAAAGAAGAATTATTATTCTCTTC 
TACTAGTGCTGCCTCTAATGATGATGACCCAGCTGTGACAGTAGCTCTTCATTTAGGGCTGCCAAGCCCT 
AGTTCTGCTGATTTGATCTCAACCCTCTCCTCCACAGAGATCGCAGATAAAGATGAAGTTACTGTGGCTT 
CTGGATACCTTCCAGATAGGCTCAACAAGGGACAGTATTGGATCCCTACCCCTGCTCAGATTTTGATTGG 
TCCAACCCAGTTCTCATGCCCCCTTTGCTTCAAAACCTTCAACAGATACAACAACATGCAGATGCATATG 
TGGGGGCATGGATCTCAATACAGAAAAGGCCCGGAGTCTCTAAGGGGAACACAACCAACAGCCATGCTAA 
GGCTACCATGCTATTGTTGTGCACCAGGTTGCAGGAACAACATTGACCACCCAAGGTCAAAACCACTCAA 
AGACTTTAGGACCCTCCAAACCCATTACAAGAGAAAGCATGGGATCAAGCCCTTCATGTGTAGAAAATGT 
GGCAAAGCCTTTGCTGTTAGGGGGGATTGGAGAACCCATGAGAAGAACTGTGGGAAGCTATGGTATTGCA 
CTTGTGGCTCTGATTTCAAGCACAAAAGGTCACTCAAAGATCACATC 
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>1160-94-(6-15-06)_B05 
CGGTTCGTTTGTATTTCTATGGTGTTGATAGTTCGCAGAAAGTGGATTTGTCGATCTATCCTGGAAATCA 
GACTGCCACCATTGTTCCACGTGACGATAAGGATGTAAATATAGTTGTTAATAACGCACCATCTGAGTCT 
GATTTACAAGTGCCTGTGGACTCAAATGGTGGTGCATCGAGGGATAAGGGTAATTTGGCTCCTGAGTCTA 
ATTTACAGGTGCCCATCAGTTCAACTACTCCACCGGTTTCTTTGGAGAACAAGGAGATAAAAGATCATGC 
ACCACCTCTTCCTGCAATATCTCCTGCTTTAACAAAAGAAGAGGATGCCAAGCCCAGCGCTGATCCCTCC 
AAAGTTACAAAGAGTGTTGAGATTGATGAACAAATTTCTTTGAGTTTACCAAATAAATCAAATTCTGTAG 
ATATGGGATCAAACGATACTGCAGCTTCCTCTGATTCCAAATCTGGGGCTGTGCAAAGTTCTTCTAGTCA 
GTCCCACGATGATACCAAGAATGCGCCAGTTGATACAGGCTGTGATCTCTACCATGGAAGTTGGATTTAT 
GATAAAACAGGGCCATTATACACAAACAATACGTGCCCTGTATTGACACAGATGCAGAATTGCCAGGGGA 
ATGGGAGGCCTGACAAGGAGTATGAGAATTGGCGATGGAAGCCCTCTCAGTGTGACATCCCTCGATTTGA 
TCCAAAGAAAATTTCTGGAGTTAATGAGAGGGAAAGACACTAGCTTTCATTGGTGATTCAGTTGCTTCGA 
AACCAGTTTGAATCAATGCTGTGCA 
 
>1163-94-(6-15-06)_C05 
CAAGTATCATATGCTGTTGGTAAGGACTCAAGGATTGGACCCAAGTTCCTCAATGCTAGTGTTGGTTTCG 
GTGGATCCTGCTTCCAGAAGGATATTTTGAATCTTGTTTACATCTGTGAGTGTAATGGCCTTCCTGAGGT 
GGCAGAGTACTGGAAACAAGTCATCAAGATCAATGATTACCAAAAGAACCGCTTTGTGAACCGTGTTGTT 
GCCTCCATGTTTAACACAGTTTCAAATAAGAAGATTGCTGTTTTGGGATTTGCTTTCAAGAAAGATACTG 
GTGACACAAGAGAGACCCCAGCCATTGATGTGTGCAAGGGGCTATTGGGAGACAAGGCCCGGCTGAGCAT 
ATATGATCCACAGGTCACTGAAGACCAGATTCAGAGGGACCTTACAATGGACAAGTTTACTTGGGATCAT 
CCTATTCACCTCCAGCCAATGAGCCCCTCCACTGTGAAGCAAGTGAGTGTGGTTTGGGAAGCTTATGAGG 
CAACAAAGGATGCCCATGGTATCTGCATTCTGACTGAGTGGGATGAGTTCAAGACACTTGATTACAAGAG 
GATATATGATAACATGCAGAAACCAGCTTTTGTATTTGATGGCAGGAACGTAGTTGATGTGGAAAAGCTG 
CGTGAGATTGGTTTTATTGTGTACTCAATTGGTAAGCCCCTGGATCCATGGCTAAAAGACATGCCCGCTG 
TGGCATAGAAGAAATGCATTGGAGTGGCTTATGCCGGGAGCCAAGGAATTATAGTTGGAGACAATCAGTT 
TGATTCTTTACAATTTTTTAATGATTTCCACTTTTCCTTACTTTCGCACGGCAGTAAGAGTATTTGTATA 
ATTCTGGTGAAAGTAAGAGCCTCTATGTTTTGCCTTATATTGTATTCCAAGTTGAACTTCATTGATCATT 
TATTTTGTTTGATCGGG 
 
>1166-94-(6-15-06)_E05 
TGCCCCGCATGCATATGGTCACTTCTCTTAAAATATATGAATGTCCAAGCATAGTATCCTTACCAGAAGA 
GGGCTTGCCGACAAACCTAAAGCAACTTTCGTTGAGAGGGATGACTATCTGTAAGCAAGTATTTGAATGG 
GGATTACACAGACTCTCATCTCTTACACGTCTCACCATTTTTGGTGATGAATTTGAGGATTGGCAGTCGT 
TTCCTGAGGAGGAAGATGGGAAGATGATGCTGCTGCTACCTACCTCTCTAACCTACCTGTCGATTGACGA 
ATTTCCAGATATAGTGTTCCTATCCTCCAAGGTATTTCAAAACCTCTCTTCACTTGAACAACTGTGGATC 
TGGAAGTGCCCTAAACTCGCATCCCTCCCAGAGAACGGCCTGCCTCCCTCACTTCTGCAACTACAAATTT 
TTGAATGTCCAGTGCTGAAACAAAACTGCAAGAAAGGAAAAGGGCAAGAGTGGTTGAAGAATATCATCAA 
CATCCCTTGCGTTGAGATTGATGGGAGATCCATCTACGAGCTGCAGGAGGAGGAGCAGCAATAATTGTGT 
AAAACAGAGAGAGCAAAACGTACAGAAATATACATATTTACTCCCTCAAGTGTTGCAGCAGAGGCTATCT 
TCTCAACTCCTAAAAATTCTTCTCAAATTCCTAAAATTTGGAGGTTATATATCGTGTTGTGGAACATGTT 
TATCTGTGGGCATGTACGGAATGAAGGGATGGGTTTTTAATACTATGCTTGAGTGGCTGAGTCAAATGTT 
ATTTTAACTAGAGATCATGCCTTGGCCTTGAATAGATGATAGAAGCATTGTCACCTATGTTCTACAGATG 
GGCAGGTTTTTTTTGGGTTAATAACTCTTTGGGC 
 
>1167-94-(6-15-06)_F05 
CACACTCACTCTGCGTGATGGAGGGAGTCGGGTCGAGACTTGGCCGGGCTTCATCCCGGTACGGCACAGC 
CACCGCAGTGTTCACCGGCCCAGTCAGGAAGTGGAAGAAGAAGTGGGTCCACGTCTCTCAATCCACCCTC 
ACTTACCAAAACAACTCCAACTCTCACTCCCACTCCCAATCCCAATCCACCACCACCACCACCATCAACA 
ACAACAACAGTGGCTCTCGCCTCATCCTTTGCCGGTGGACCCCTCTCTCTCCCACCCCTGCTGCTGCCGC 
CGCCGCCGCTGACTCCGGCTCCGGCTCTGCTGACGAGCCCCCCAGAAGAAAGTTCCGCTACACCCCAATT 
GCGGTGCTAGAAGAGCAGAAAAGGGCAGTTGTAAAAAAGGCTGAAGATGAAGCTATCACAAGTGAGACCA 
ACCAATCTATGAGGCTGAACAGCGATGAAGTTTTGAAGGAAGAAACTCAGGATTCACAGATAAGCCATCT 
GGATTTGGGTTTGTGCTTAACAGGCCCCAATAGCAACGTTGATTCTGTTGGCCAGAACAGAGAGACTCAA 
TTGGAGAGTGCCAGCTTAAGTGGTTTTGGTCAACACATTGAGGTTCAGAATTTTCTGAAGACAAACTGAC 
CTGAAACATTGCTTAATGCAATAACATGAAGTCAGCTTTTGGGGACTTTTGTGACCACTGCACTGTTATC 
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GTTCAATCTCTATATGAACGAGATACTGGTTAATCTTGTAATTAAGTCACAGCCTTTGGTAAATCCAGCA 
TCACCTATATATAGTTAGGCTAGTAAGTTTTAGTAGCATGTAATGAAAAGCAAATGGTGGCTTGACTGTT 
TTATTGCCTGTATATGTTGTTCACCTCTGCAGCTAGTTAACACCTCTATGCTCATGCCCA 
 
>1169-94-(6-15-06)_G05 
GACGAGAATGAAGGAGGGTCAGAAGGACATTTACTATATTACCGGTGAGAGCAAGAAGGCGGTGGAGAAT 
TCACCATTCTTGGAGAGGCTTAAGAAGAAGGGTTATGAGGTGCTATATATGGTTGATGCCATTGATGAGT 
ATGCTGTTGGGCAGTTAAAGGAGTACGATGGTAAGAAATTGGTATCTGCTACAAAGGAGGGTTTGAAGCT 
TGACGATGAGACTGAAGAAGAGAAGCAGAAAAAGGAGGAGAAAAAGAAGTCTTTCGAGAACTTGTGCAAG 
ACCATTAAGGACATCTTGGGAGACAAGGTTGAGAAGGTTGTTGTTTCTGACAGAATTGTAGACTCTCCTT 
GTTGTCTGGTGACTGGGGAGTACGGCTGGACCGCAAACATGGAGAGGATCATGAAGGCTCAGGCACTGAG 
AGATAATAGCATGGGCGGTTACATGTCAAGCAAAAAGACAATGGAGATTAACCCTGACAATGGCATAATG 
GAGGAGCTGAGAAAGAGAGCTGAGGCTGATAAGAATGACAAGTCTGTCAAGGATCTTGTGTTGCTGCTCT 
TTGAGACTGCCCTCTTGACTTCTGGTTTCAGCCTTGATGAACCCAACACTTTTGCTGCTAGAATTCACAG 
GATGTTGAAGCTTGGTCTTAGCATCGATGAGGAAGAGACCGGTGGTGACGATGCTGATATGCCTGCTTTG 
GAGGAGGATGCTGCTGAGGAGAGCAAGATGGAAGAAGTGGGATTAAGCTCCTCAAATTGGGAGTCCCCAG 
TCTTCAGTCTTTGTTATAGCTTTTGGTTATTAC 
 
>1170-94-(6-15-06)_H05 
ATCATGATATTGTACTGGATTTGCAAATTTATGGGTTGTCAGACTCTATGAAGTGCAAGGATGGAAAAAA 
AGATGAGAGTGTGGCAAATTCATCTTCTGGCCCTTCACTAATGATGAATGGTAGTGCTGGCAATATGAAC 
TCTAATTTCGTTCGTGCAAGTTCTGGTGAAGCTGGTTCTTTGGGATTGACCGGGTTGCAAAATCTTGGAA 
ATACTTGTTTCATGAACAGTTCTCTGCAGTGCTTGGCCCACACACCAAAACTTGTCGACTATTTTCTTGG 
AGATTATGGTAGAGAAATAAATCATGACAACCAATTGGGCATGGATGGTGAGATTGCTTTAGCATTTGGA 
GATCTATTAAGGAAATTATGGGCTCCTGGAGCAGCTCCAGTGGCACCAAGATTATTTAAGTCAAAGCTAG 
CTCGATTTGCTCCTCAATTCAGTGGATATAATCAGCATGATTCCCAAGAGCTCCTGGCTTTTTTGTTCAC 
ATGGACTCCACGAAGATCTCAATCGTGTAAAATGCAAGCCTTATATAGAAGCCAAGGATGGGGATGATCG 
GCCAGATAGAGAAGTAGCTGATGAATATTGGCGTAATCATTTGGCTCGCAACGACTCTATAATTGTTGAT 
GTATGCCAAGGTCAATATAAATCAACATTAGTTTGTCCTCTTTGCAGAAAGGTTTCTGTAACATTTGATC 
CATTCATGTACCTATCTCTACCTCTACCTTCAACAACAATGCGGACGATGACTTTAACACTATTGAATAC 
CAATGGGAATACTGCACCGTTCTCCATATACTATTACTGTGCCAAAGCATGAAAAATGTGAAGATCTTAT 
CAAGGCTCTAGGCAGTGCATG 
 
>1171-94-(6-15-06)_A06 
GTTTCAATTGGGAAAGGTTTATTTCATTTCAAAGGGGACTCTAAGACTTGCTAATAAGCAGTTTAAGACA 
GTGAAAAATGATTATGAAATGACCTTGAATGAGAATTCTGAAGTAGAAGAGGCTAGCAATGAAGAAACTT 
TTGTTCCTGAAACAACATTCAATTTTGTCCCAATTGATAGTTTAGGTCCTTATGTCAATGGGATGGAGCT 
TGTGGATGTCATTGGTGTTGTTCAAAATGTCTCCTCTACAATGAGCATTCGGAGGAAGAGCAACAATGAT 
ACTATCCCAAAGCGTGATATTACTATTGCTGATGCGACTAAAAAGACAGTTGTGGTCTCCTTGTGGAATG 
ACCTTGCAACAAGTGTGGGGCAGGAATTGCTGGATATTGCAGATAAATCACCTATAGTTGCAATCAAATC 
CCTTAAAGTTGGAGAATTTCAAGGTGTATCTTTGTCAACACTGAGCAGAAGTGTTGTGCTTGTAAATCCA 
GATTTACCTGAAGCAAAGAAGTTGAGATCGTGGTATGATTCTGAGGGTAAAGAAAGTTCAATGGCATCTG 
TCAGTTCTGGTATGAGTCCATCATCAAAGAGTGGTTCAAGGTCAATGTACTCTGATCGGGTCTCTCTTTC 
TCACATACAGAAGAACCCATCCTTGGGTGAGGAAAAGCCTGTATTTTTCAGCATTAGAGGATACATAAGC 
TTCATCAAGCCTGATCAGGCAATGTGGTACCGGGCTTGCAAAACTTGCAACAGGAAAGTGACAGAGGCTT 
TGGGGGTCTGGGTATTGGTGTGAAGCATGCCAGAAAAATGATGAAGAGTGCAATTTTAAGATACATAATG 
GTAGTCAAAATTTCTGATGCAAGTGGTGAAGCTTTTTTTATCTGTCTTTAATGAGGAAGCGGAGAAAATT 
GTTGGGTGCTCTGCTGATGAGCT 
 
>1172-94-(6-15-06)_B06 
TTCCCTCGAGCCCATCTGAAATCCACATTTTGAGACCGACGACTGAGCAGCACAGAGAGAGAAAAAAAGA 
ATGGCGTCAGGTTGGGGAATCTCAATGAACAAAGGCCGATGCTACGATTTCTGGATCGACTTCAGCGAGT 
GCATGTCTCGCTGCCGTGAGCCCAAGGATTGTACTCTCCTCCGTGAAGACTACTTCGAATGTCTCCACCA 
CTCCAAAGAGTTCCGAAGAAGAAATCGGATTTACAAGGAGGAGCAGCGTCAGCTCCGAGCAGCTTCACGA 
AAGGGCAAAGATGATGAAGAGGGTGTTGATAAACATCATCATTAGTCCGAAATTGATTATCTTCTTAATC 
TCGAGAATAAAGACTGTGAGGAGATGTTGTATTCATAACTTGTTTTATGTTATTCTGCTTTTCTTCTCCT 
GGAATGTTATGCACTTCTTTGGCATGTGCAACGAGACTAAGATCAATTTGTTTTGCTAGCTGCGTATTGG 
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ACACTGATTTTCTTGGTAAATCTGGAATGTCCTGTTAAAGGGCAGTTTGAGTAATAAATCCACTCACACT 
CACTGCAAAAAATTGAGTATTGCTAAATGGTACTTTTATGGTACCTTGTGTTGTTAGTGATCAGGTGAAG 
TTAATTTTGAATCCAAATATCAAAATTTCTAGCCATTCTGGATATACGAGTAAAATATTTTGGTAGCCTG 
CAAAGAGAATCAACAGGGAGACAAAAGGGAGCTAGAGGATTCAATGCATGCTAAGGTATTTTGTGCATCA 
ATATATGCATTATATCTCTCATGAACATATGGGTCTCATACGGTGTATGTACACTATAAAGCTTTCCATC 
TATTCATCCTTCCAATAAAATGCTAATTAGAAAAAATGTACTTTAATGTTAAAAAAAAA 
 
>1174-94-(6-15-06)_D06 
ACACTTGTGAAAGTCTTTGATAAGGCCATTGAGTCGCGATTGGATAGGCGTTGTACATTTGTTGCCCTAG 
GAGGTGGTGTGATTGGTGACATGTGTGGCTATGCTGCTGCCTCTTTCCTCCGTGGTGTTAATTTCATTCA 
GATTCCTACGACGGTGATGGCACAGGTGGATTCCTCTGTTGGTGGCAAAACTGGGATAAACCACCGCCTT 
GGGAAGAACTTGATTGGTGCTTTTTACCAACCTCAATGTGTACTTATAGACACAGACACATTAAACACAT 
TGCCGGATAGGGAATTGGGATCGGGGCTTGCAGAGGTTATAAAGTATGGGCTTATCAGGGATGCTGAATT 
TTTTGAGTGGCAGGAGAAGAATATGGAGGCATTAATGGCTAGGGATCCAAGTGCACTCACTTATGCTATA 
AAGCGATCATGTGAAAACAAGGCTGAGGTTGTGTCCTTGGATGAGAAGGAAGGTGGACTGAGGGCAACAC 
TGAACTTGGGTCATACATTTGGCCATGCAATAGAAACTTCATTTGGCTATGGGCAATGGCTCCATGGAGA 
AGCTGTTGCAGTTGGCATGGTCATGGCTGTTGACATGTCACATCGCCTTGGTTGGATTGATGATTCTATT 
GTGAAGCGAGTTCACAACATTCTGCAACGGGCTAAGTTGCCTACTACCCCTCCTGAAATGATGACTGTGG 
AGATGTTCAAGTCTGTTATGGCTGTTGATAAGAAGGTAGCTGATGGACTACTAAGGCTCATCCTTCTAAA 
AGGTCCTCTAGGCAATTGTGTTTTTACTGGTGATTATGATAGAAAGGCCCTGGATGAAACACTCCGTGCA 
TTTGTTAAGTCCTGATTTGAGATCTGAAGCTGACTTTTCTCCGCAGCGTGCAAATTTTGTACCACATCTC 
TCTCATTGTG 
 
>1178-94-(6-15-06)_E06 
CTTACAGAAAAAAGAATTTTTGTTTGATATACTTAATAGGATAAACTCCATTGGTATTGTTAAATCTGAA 
ACCCCAATTTCAATGGAGTCTGTGGGCCAGATGTTTGGATTTCTATTATATGTATCCGAATATGCTGCAA 
AGGCCGATGGAAGCGTTCTATCAATACCAAAGGTTCATGACAGAGCTCAAGTTTTTATATCATGCTCTTC 
TGAAGATAATGGTGGCAGACCAATATTTGTTGGTACAATGGAAAGATGGTCAAATCAAACGCTTGGCCTT 
CCTAAAATTAAATGCATCTCCAACATCAGCTTATATGTTTTGGTTGAAAATATGGGTCGTGTAAATTACG 
GGTCATACATATTTGACAGGAAGGGTATTTTGTCTTCTGTTTATCTGGATGGGAGAATTCTGAAAGGATG 
GAAAATGCTCTCATTTCCTTATAACAATCTGAATGAGGTCCCAAAAACCAATCCTGTCATTGCATATTCT 
GAATCCATAGAAAAATCAGCCCGCAGAAAAGCCAAAGAGAATGTTTCAAAAGAACCATCATTCTATGCCG 
GCCATTTCTCTATTGACAAAGAAAATGATATTAAAGACACATTCATATCATTCAATGGTTGGGGTAAAGG 
CATTGCATTTGTCAATGAATTTAATATAGGAAGATATTGGCCGATGAGGGGACCACAATGCAGCCTTTAT 
GTCCCTGCTCCAGTTCTTAAGCAAGGGGAAAATGTTGTGGTTGTACTTGAGTTAGAATCTCCAAGCCCTA 
AACTTGTGATACACTCAGTTGATCAGCCAGACTTCACATGTCAGTTGACCAGCCAGACTTCAAATGAAGA 
TCAAGTAAATTGAATATGCATTGG 
 
>1179-94-(6-15-06)_F06 
GAGCCAGTCCTCTCACCCAGGGCATCATCATTACACAAGCCCTTCGTCAACGCTGCTTCCACACTCATAG 
GCTCGTCTCTCTCTTTGGTGAGCGATAAAAGGTTGGGTCATTGTTGTTGTAGTAGTTGCAGTAGTAGAAC 
AAGAGTGTCAATGGCAACCAAGGGTGAGGTGAAGAAGGAGGTGTTTGAATCGGAGGAGGATCTGGCTGTG 
TCTCTCGCCAAGTACACTGCTCAGCTGTCTGATAAGTTTTGTAAAGAGAGAGGAGCTTTCACTGTCGTTT 
TGTCTGGTGGGTCTCTCATCAATTCCCTCAGGAAACTAGTGGAACCCCCGTACATTGATTCGATTGAATG 
GTCGAAATGGCATGTCTTTTGGTTGGATGAGAGAGTGGTGCCAAAGGATCATGAAGACAGTAACTATAAG 
CTTGCTTATGATGGGCTTCTTTCTAAGGTACCAATCCTCCCTGGCAATGTTTATGCCATCAATGATGCCC 
TGTCGGCTGAGGCTGCAGCTGAAGATTATGAGACACGTCTCAGACATTTGGTTAAGAGCAATGTTATATT 
ATCAGCAGCTAGTGGGTTTCCAAAGTTTGATCTCCAGCTGCTGGGTATGGGCCCAGATGGACATGTGGCT 
TCTTTATTCCCAGGCCACCCTCTCCTCAAAGAGAATGAAAAATGGGTTACCTTCATTAAGGACTCGCCAA 
AACCACCTCCAGAAAGAATTACTTTTACCTTTCCAGTGATCAACTCGTCTGCATATATTGCCCTTGTGGT 
GACTGGTGCTGCTGAAGCTGGAGCAGTGCAAAATGCTTTAGGAAATAGTCAAAATTCTGAGAAGCTGCCT 
GTTGCAATGGTTTCACCTGAAGGGGAGTTGGCTTGGTTTCTTGGATACGGCTGCAGCTTCAAAGC 
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APPENDIX F: Contig Information 

 

Name Length Status Frag 

Non-
ambiguous 
bases Type 

Contig 1 836  'Assembly 1' 3 99.64% Contig 

0181-94-E09(5-5-06) 594 In contig 'Contig 1'     Frag 

0181-94-F04(5-10-06) 721 In contig 'Contig 1'     Frag 

1195-94-(6-15-06)_G07 835 In contig 'Contig 1'     Frag 

Contig 2 912  'Assembly 1' 3 99.45% Contig 

1199-94-(6-15-06)_H07 835 In contig 'Contig 2'     Frag 

0441-94-(6-16-06)_A03 817 In contig 'Contig 2'     Frag 

0441-94-(6-27-06)_F06 910 In contig 'Contig 2'     Frag 

Contig 3 878  'Assembly 1' 2 100.00% Contig 

1303p_C05 617 In contig 'Contig 3'     Frag 

1303-94-(6-16-06)_E06 841 In contig 'Contig 3'     Frag 

Contig 4 829  'Assembly 1' 2 100.00% Contig 

1304_E03 523 In contig 'Contig 4'     Frag 

1304-94-(6-16-06truncated)_F06 452 In contig 'Contig 4'     Frag 

Contig 5 891  'Assembly 1' 2 99.89% Contig 

1309p_A06 671 In contig 'Contig 5'     Frag 

1309-94-(6-16-06)_C07 890 In contig 'Contig 5'     Frag 

Contig 6 797  'Assembly 1' 4 99.37% Contig 

0013_C03 762 In contig 'Contig 6'     Frag 

0001_A01 710 In contig 'Contig 6'     Frag 

0014_D03 752 In contig 'Contig 6'     Frag 

0002_B01 794 In contig 'Contig 6'     Frag 

Contig 7 973  'Assembly 1' 4 99.90% Contig 

2_D02 557 In contig 'Contig 7'     Frag 

0002_E04 474 In contig 'Contig 7'     Frag 

0002for_B04(4-20-06) 705 In contig 'Contig 7'     Frag 

0002rev_C04(4-20-06) 779 In contig 'Contig 7'     Frag 

Contig 8 928  'Assembly 1' 4 99.68% Contig 

0004_G04 476 In contig 'Contig 8'     Frag 

0004for(4-20-06)_F04 695 In contig 'Contig 8'     Frag 

0004p_F06 636 In contig 'Contig 8'     Frag 

0004-94-G04(4-20-06) 734 In contig 'Contig 8'     Frag 

Contig 9 1036  'Assembly 1' 3 99.90% Contig 

0005-94-A05(4-20-06) 706 In contig 'Contig 9'     Frag 

0005p_G06 673 In contig 'Contig 9'     Frag 

0005for_H04' 696 In contig 'Contig 9'     Frag 
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Contig 10 1095  'Assembly 1' 19 97.90% Contig 

0005_E01 519 In contig 'Contig 10'     Frag 

0001-93_C06(4-10-06) 663 In contig 'Contig 10'     Frag 

0001-94-(4-6-06)_C02 630 In contig 'Contig 10'     Frag 

0006_F01 547 In contig 'Contig 10'     Frag 

0006_D02 716 In contig 'Contig 10'     Frag 

0009_G02 712 In contig 'Contig 10'     Frag 

0002_H01 702 In contig 'Contig 10'     Frag 

0003_C01 624 In contig 'Contig 10'     Frag 

0004_D01 606 In contig 'Contig 10'     Frag 

0011_A03 606 In contig 'Contig 10'     Frag 

0003_A02 658 In contig 'Contig 10'     Frag 

0007_E02 671 In contig 'Contig 10'     Frag 

0010_H02 671 In contig 'Contig 10'     Frag 

0004_B02 689 In contig 'Contig 10'     Frag 

0005_C02 684 In contig 'Contig 10'     Frag 

0008_F02 685 In contig 'Contig 10'     Frag 

0001-93_G01 667 In contig 'Contig 10'     Frag 

0012_B03 681 In contig 'Contig 10'     Frag 

0001-94_A04(4-20-06) 757 In contig 'Contig 10'     Frag 

Contig 11 1035  'Assembly 1' 3 99.13% Contig 

0009-94_003(5-31-06) 821 In contig 'Contig 11'     Frag 

0009-94-(6-27-06best)_B01 999 In contig 'Contig 11'     Frag 

0009_93-H12(4-21-06) 589 In contig 'Contig 11'     Frag 

Contig 12 940  'Assembly 1' 2 100.00% Contig 

0025_A01(For4-28-06) 556 In contig 'Contig 12'     Frag 

0025-94-(6-27-06)_C01 940 In contig 'Contig 12'     Frag 

Contig 13 762  'Assembly 1' 2 100.00% Contig 

0027-93-F10(4-21-06) 727 In contig 'Contig 13'     Frag 

0014-93-C12(4-21-06) 705 In contig 'Contig 13'     Frag 

Contig 14 1035  'Assembly 1' 2 99.71% Contig 

0034-94-A02(4-28-06) 476 In contig 'Contig 14'     Frag 

0034-94-(6-27-06)_D01 1035 In contig 'Contig 14'     Frag 

Contig 15 1076  'Assembly 1' 4 99.35% Contig 

0035-94-B02(4-28-06) 723 In contig 'Contig 15'     Frag 

1091-94-(6-14-06)_A10 788 In contig 'Contig 15'     Frag 

1091-94-(6-2-06)_A12 868 In contig 'Contig 15'     Frag 

0035-93-F09(4-21-06) 682 In contig 'Contig 15'     Frag 

Contig 16 834  'Assembly 1' 7 99.88% Contig 

0201-94-A12(5-5-06) 667 In contig 'Contig 16'     Frag 

0066-94-A06(4-28-06) 704 In contig 'Contig 16'     Frag 

0038-94-(6-12-06)_B01 735 In contig 'Contig 16'     Frag 
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0093-94-D09(4-28-06) 656 In contig 'Contig 16'     Frag 

0038-94-E02(4-28-06) 725 In contig 'Contig 16'     Frag 

0201-94-B07(5-10-06) 766 In contig 'Contig 16'     Frag 

0066-94-(6-12-06)_C02 833 In contig 'Contig 16'     Frag 

Contig 17 840  'Assembly 1' 2 99.76% Contig 

0039-94-F02(4-28-06) 717 In contig 'Contig 17'     Frag 

0039-94-(6-12-06)_C01 840 In contig 'Contig 17'     Frag 

Contig 18 995  'Assembly 1' 3 100.00% Contig 

0040-94-B01(5-9-06best) 711 In contig 'Contig 18'     Frag 

0040-94(5-31-06)_003 877 In contig 'Contig 18'     Frag 

0040-93-A09(4-21-06) 724 In contig 'Contig 18'     Frag 

Contig 19 1002  'Assembly 1' 2 100.00% Contig 

0041-94-H02(4-28-06) 691 In contig 'Contig 19'     Frag 

0041-94-(6-27-06)_F01 1002 In contig 'Contig 19'     Frag 

Contig 20 879  'Assembly 1' 2 100.00% Contig 

0043-94-B03(4-28-06) 725 In contig 'Contig 20'     Frag 

0043-93-F08(4-21-06) 638 In contig 'Contig 20'     Frag 

Contig 21 1030  'Assembly 1' 3 100.00% Contig 

0044-94-C01(5-9-06) 729 In contig 'Contig 21'     Frag 

0044-94(5-31-06)_005 902 In contig 'Contig 21'     Frag 

0044-94-(6-27-06best)_G01 1029 In contig 'Contig 21'     Frag 

Contig 22 1407  'Assembly 1' 3 100.00% Contig 

0049-94-H03(4-28-06) 714 In contig 'Contig 22'     Frag 

0049-94-(6-12-06)_D01 839 In contig 'Contig 22'     Frag 

0049-93-H07(4-21-06) 692 In contig 'Contig 22'     Frag 

Contig 23 1040  'Assembly 1' 2 100.00% Contig 

0050-94-(6-12-06)_E01 898 In contig 'Contig 23'     Frag 

0050-94-(6-27-06)_H01 1040 In contig 'Contig 23'     Frag 

Contig 24 1170  'Assembly 1' 2 100.00% Contig 

0051-94-B04(4-28-06) 663 In contig 'Contig 24'     Frag 

0051-93-F07(4-21-06) 644 In contig 'Contig 24'     Frag 

Contig 25 1375  'Assembly 1' 3 100.00% Contig 

0057-94-H04(4-28-06) 610 In contig 'Contig 25'     Frag 

0057-94-(6-12-06)_G01 769 In contig 'Contig 25'     Frag 

0057-93-H06(4-21-06) 659 In contig 'Contig 25'     Frag 

Contig 26 1037  'Assembly 1' 2 99.90% Contig 
0058-94-(6-12-06Poor 
intensity)_H01 729 In contig 'Contig 26'     Frag 

0058-93-G06(4-21-06) 572 In contig 'Contig 26'     Frag 

Contig 27 908  'Assembly 1' 3 98.46% Contig 

0059-94-(6-12-06)_A02 820 In contig 'Contig 27'     Frag 

0059-93-F06(4-21-06) 761 In contig 'Contig 27'     Frag 
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0059-94-(6-15-06)_B08 908 In contig 'Contig 27'     Frag 

Contig 28 875  'Assembly 1' 2 98.97% Contig 

0061-94-D05(4-28-06) 751 In contig 'Contig 28'     Frag 

0061-93-D06(4-21-06) 662 In contig 'Contig 28'     Frag 

Contig 29 825  'Assembly 1' 2 99.88% Contig 

0064-94-G05(4-28-06) 717 In contig 'Contig 29'     Frag 

0064-94-(6-12-06)_B02 825 In contig 'Contig 29'     Frag 

Contig 30 1358  'Assembly 1' 3 100.00% Contig 

0067-94-B06(4-28-06) 673 In contig 'Contig 30'     Frag 

0067-94-(6-12-06)_D02 862 In contig 'Contig 30'     Frag 

0067-93-F05(4-21-06) 663 In contig 'Contig 30'     Frag 

Contig 31 1296  'Assembly 1' 3 100.00% Contig 

0068-94-E01(5-5-06) 224 In contig 'Contig 31'     Frag 

0068-94-E01(5-9-06best) 725 In contig 'Contig 31'     Frag 

0068-93-E05(4-21-06) 726 In contig 'Contig 31'     Frag 

Contig 32 862  'Assembly 1' 2 100.00% Contig 

0073-94-H06(4-28-06) 575 In contig 'Contig 32'     Frag 

0073-93-H04(4-21-06) 677 In contig 'Contig 32'     Frag 

Contig 33 944  'Assembly 1' 2 99.89% Contig 

0076-94-C07(4-28-06) 735 In contig 'Contig 33'     Frag 

0076-93-E04(4-21-06) 588 In contig 'Contig 33'     Frag 

Contig 34 1299  'Assembly 1' 2 100.00% Contig 

0077_D04(Rev4-21-06) 685 In contig 'Contig 34'     Frag 

0077-94-D07(4-28-06) 693 In contig 'Contig 34'     Frag 

Contig 35 869  'Assembly 1' 2 100.00% Contig 

0078-94-E07(4-28-06) 700 In contig 'Contig 35'     Frag 

0078-94-(6-27-06)_A02 869 In contig 'Contig 35'     Frag 

Contig 36 863  'Assembly 1' 2 100.00% Contig 

0079-94-F07(4-28-06) 702 In contig 'Contig 36'     Frag 

0079-94-(6-12-06)_E02 863 In contig 'Contig 36'     Frag 

Contig 37 808  'Assembly 1' 2 100.00% Contig 

0080-94-G07(4-28-06) 488 In contig 'Contig 37'     Frag 

0080-94-(6-12-06)_F02 808 In contig 'Contig 37'     Frag 

Contig 38 1384  'Assembly 1' 3 99.86% Contig 

0081-94-H07(4-28-06) 677 In contig 'Contig 38'     Frag 

0081-94-(6-12-06)_G02 829 In contig 'Contig 38'     Frag 

0081-93-H03(4-21-06) 690 In contig 'Contig 38'     Frag 

Contig 39 830  'Assembly 1' 2 100.00% Contig 

0082-94-A08(4-28-06) 672 In contig 'Contig 39'     Frag 

0082-94-(6-12-06)_H02 830 In contig 'Contig 39'     Frag 

Contig 40 924  'Assembly 1' 2 99.89% Contig 

0083-94-B08(4-28-06) 711 In contig 'Contig 40'     Frag 
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0083-94-(6-12-06)_A03 924 In contig 'Contig 40'     Frag 

Contig 41 768  'Assembly 1' 2 99.87% Contig 

0033-94-H01(4-28-06) 659 In contig 'Contig 41'     Frag 

0084-94-C08(4-28-06) 768 In contig 'Contig 41'     Frag 

Contig 42 1037  'Assembly 1' 4 99.90% Contig 

0088-94-G01(5-5-06) 524 In contig 'Contig 42'     Frag 

0088-94-G01(5-9-06best) 704 In contig 'Contig 42'     Frag 

1053-94-(6-2-06)_D07 805 In contig 'Contig 42'     Frag 

0088-93-A03(4-21-06) 705 In contig 'Contig 42'     Frag 

Contig 43 947  'Assembly 1' 2 99.79% Contig 

0089-94-H08(4-28-06) 676 In contig 'Contig 43'     Frag 

0089-93-H02(4-21-06) 687 In contig 'Contig 43'     Frag 

Contig 44 1091  'Assembly 1' 2 99.91% Contig 

0090-94-(6-12-06)_B03 865 In contig 'Contig 44'     Frag 

0090-93-G02(4-21-06) 551 In contig 'Contig 44'     Frag 

Contig 45 821  'Assembly 1' 2 100.00% Contig 

0092-94-C09(4-28-06) 582 In contig 'Contig 45'     Frag 

0092-94-(6-12-06)_C03 821 In contig 'Contig 45'     Frag 

Contig 46 881  'Assembly 1' 3 100.00% Contig 

0094-94-E09(4-28-06) 701 In contig 'Contig 46'     Frag 

0094-94-(6-12-06)_D03 849 In contig 'Contig 46'     Frag 

0094-93-C02(4-21-06) 678 In contig 'Contig 46'     Frag 

Contig 47 884  'Assembly 1' 2 100.00% Contig 

0096-94-G09(4-28-06) 739 In contig 'Contig 47'     Frag 

0096-94-(6-12-06)_E03 884 In contig 'Contig 47'     Frag 

Contig 48 946  'Assembly 1' 5 99.47% Contig 

0236-94-E11(5-10-06) 530 In contig 'Contig 48'     Frag 

0098-94-(6-12-06)_F03 869 In contig 'Contig 48'     Frag 

0742-94-(6-7-06)_B06 842 In contig 'Contig 48'     Frag 

0236-94-(6-16-06)_D09 809 In contig 'Contig 48'     Frag 

0098-93-(4-21-06)_G01 365 In contig 'Contig 48'     Frag 

Contig 49 1061  'Assembly 1' 2 100.00% Contig 

0101-94-D10(4-28-06) 621 In contig 'Contig 49'     Frag 

0101-93-D01(4-21-06) 614 In contig 'Contig 49'     Frag 

Contig 50 961  'Assembly 1' 2 99.69% Contig 

0102-94-E10(4-28-06) 712 In contig 'Contig 50'     Frag 

0102-93-C01(4-21-06) 693 In contig 'Contig 50'     Frag 

Contig 51 1137  'Assembly 1' 2 100.00% Contig 

0103-94-F10(4-28-06) 700 In contig 'Contig 51'     Frag 

0103-93-B01(4-21-06) 637 In contig 'Contig 51'     Frag 

Contig 52 866  'Assembly 1' 2 99.77% Contig 

0104-94-H01(5-9-06) 674 In contig 'Contig 52'     Frag 



338 
 

 

0104-94-(6-12-06)_H03 866 In contig 'Contig 52'     Frag 

Contig 53 924  'Assembly 1' 3 99.89% Contig 

0108-94-(6-12-06Truncated)_B04 661 In contig 'Contig 53'     Frag 

0108-94-C11(4-28-06) 629 In contig 'Contig 53'     Frag 

0108-94-(6-14-06)_D01 923 In contig 'Contig 53'     Frag 

Contig 54 860  'Assembly 1' 2 99.53% Contig 

0109-94-D11(4-28-06) 679 In contig 'Contig 54'     Frag 

0109-94-(6-12-06)_C04 858 In contig 'Contig 54'     Frag 

Contig 55 864  'Assembly 1' 2 99.88% Contig 

0114-94-A12(4-28-06) 711 In contig 'Contig 55'     Frag 

0114-94-(6-12-06)_F04 864 In contig 'Contig 55'     Frag 

Contig 56 743  'Assembly 1' 2 100.00% Contig 

0116-94-C12(4-28-06) 677 In contig 'Contig 56'     Frag 

0116-94-(6-12-06)_G04 743 In contig 'Contig 56'     Frag 

Contig 57 876  'Assembly 1' 2 100.00% Contig 

0125-94-E02(5-9-06) 706 In contig 'Contig 57'     Frag 

0125-94-(6-12-06)_H04 876 In contig 'Contig 57'     Frag 

Contig 58 696  'Assembly 1' 2 100.00% Contig 

0126-94-F02(5-9-06) 646 In contig 'Contig 58'     Frag 

0070_E06(For4-28-06) 546 In contig 'Contig 58'     Frag 

Contig 59 768  'Assembly 1' 3 100.00% Contig 

0145-94-A05(5-9-06best) 670 In contig 'Contig 59'     Frag 

0031-94-F01(4-28-06) 732 In contig 'Contig 59'     Frag 

0145-94-A05(5-5-06redo) 598 In contig 'Contig 59'     Frag 

Contig 60 681  'Assembly 1' 2 100.00% Contig 

0150-94-F05(5-9-06best) 671 In contig 'Contig 60'     Frag 

0150-94-F05(5-5-06) 663 In contig 'Contig 60'     Frag 

Contig 61 785  'Assembly 1' 3 97.71% Contig 

0151-94-G05(5-9-06) 677 In contig 'Contig 61'     Frag 

0142-94-F04(5-9-06) 544 In contig 'Contig 61'     Frag 

0069-94-D06(4-28-06) 652 In contig 'Contig 61'     Frag 

Contig 62 749  'Assembly 1' 2 100.00% Contig 

0153-94-A06(5-9-06best) 749 In contig 'Contig 62'     Frag 

0153-94-A06(5-5-06) 697 In contig 'Contig 62'     Frag 

Contig 63 708  'Assembly 1' 2 100.00% Contig 

0155-94-C06(5-9-06best) 708 In contig 'Contig 63'     Frag 

0155-94-C06(5-5-06) 604 In contig 'Contig 63'     Frag 

Contig 64 761  'Assembly 1' 2 100.00% Contig 

0157-94-E06(5-9-06best) 733 In contig 'Contig 64'     Frag 

0157-94-E06(5-5-06) 724 In contig 'Contig 64'     Frag 

Contig 65 1299  'Assembly 1' 4 99.62% Contig 

0158-94-F06(5-5-06) 655 In contig 'Contig 65'     Frag 
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0158-94-F06(5-9-06best) 754 In contig 'Contig 65'     Frag 

1001-94-(6-2-06)_A01 945 In contig 'Contig 65'     Frag 

0715-94-(6-7-06)_G02 851 In contig 'Contig 65'     Frag 

Contig 66 870  'Assembly 1' 2 99.77% Contig 

0160_H06(5-5-06) 769 In contig 'Contig 66'     Frag 

0160-94-(6-16-06)_G07 870 In contig 'Contig 66'     Frag 

Contig 67 955  'Assembly 1' 3 100.00% Contig 

0165-94-E07(5-5-06) 573 In contig 'Contig 67'     Frag 

0165-94-(6-16-06)_H07 897 In contig 'Contig 67'     Frag 

1048-94-(6-2-06)_G06 903 In contig 'Contig 67'     Frag 

Contig 68 848  'Assembly 1' 2 99.76% Contig 

0166-94-F07(5-5-06) 577 In contig 'Contig 68'     Frag 

0166-94-(6-16-06)_A08 848 In contig 'Contig 68'     Frag 

Contig 69 912  'Assembly 1' 2 99.34% Contig 

0167-94-G07(5-5-06) 551 In contig 'Contig 69'     Frag 

0167-94-(6-16-06)_B08 910 In contig 'Contig 69'     Frag 

Contig 70 769  'Assembly 1' 2 99.87% Contig 

0168-94-A03(5-10-06best) 769 In contig 'Contig 70'     Frag 

0168-94-H07(5-5-06) 685 In contig 'Contig 70'     Frag 

Contig 71 731  'Assembly 1' 2 100.00% Contig 

0170-94-C03(5-10-06) 731 In contig 'Contig 71'     Frag 

0170-94-B08(5-5-06) 722 In contig 'Contig 71'     Frag 

Contig 72 741  'Assembly 1' 2 100.00% Contig 

0171-94-D03(5-10-06) 711 In contig 'Contig 72'     Frag 

0171-94-C08(5-5-06) 739 In contig 'Contig 72'     Frag 

Contig 73 896  'Assembly 1' 3 99.89% Contig 

0173-94-E08(5-5-06) 600 In contig 'Contig 73'     Frag 

0173-94-F03(5-10-06) 698 In contig 'Contig 73'     Frag 

0173-94-(6-16-06)_C08 895 In contig 'Contig 73'     Frag 

Contig 74 852  'Assembly 1' 2 100.00% Contig 

0174-94-G03(5-10-06) 735 In contig 'Contig 74'     Frag 

0758-94-(6-7-06)_B08 850 In contig 'Contig 74'     Frag 

Contig 75 708  'Assembly 1' 2 100.00% Contig 

0176-94-H08(5-5-06) 637 In contig 'Contig 75'     Frag 

0176-94-A04(5-10-06) 708 In contig 'Contig 75'     Frag 

Contig 76 859  'Assembly 1' 2 100.00% Contig 

0183-94-G09(5-5-06) 674 In contig 'Contig 76'     Frag 

0183-94-(6-16-06)_F08 859 In contig 'Contig 76'     Frag 

Contig 77 749  'Assembly 1' 2 100.00% Contig 

0184-94-A05(5-10-06) 749 In contig 'Contig 77'     Frag 

0184-94-H09(5-5-06) 728 In contig 'Contig 77'     Frag 

Contig 78 999  'Assembly 1' 6 99.80% Contig 
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0135-94-G03(5-9-06) 599 In contig 'Contig 78'     Frag 

0135-94-G03(5-5-06best) 643 In contig 'Contig 78'     Frag 

0186-94-C05(5-10-06) 726 In contig 'Contig 78'     Frag 

0941-94-(6-15-06)_D03 771 In contig 'Contig 78'     Frag 

0333-94-(6-9-06)_B03 821 In contig 'Contig 78'     Frag 

0333-94-(6-27-06)_B04 985 In contig 'Contig 78'     Frag 

Contig 79 696  'Assembly 1' 2 100.00% Contig 

0189-94-F05(5-10-06) 696 In contig 'Contig 79'     Frag 

0189-94-E10(5-5-06) 579 In contig 'Contig 79'     Frag 

Contig 80 699  'Assembly 1' 2 99.86% Contig 

0190-94-F10(5-5-06) 569 In contig 'Contig 80'     Frag 

0190-94-G05(5-10-06) 698 In contig 'Contig 80'     Frag 

Contig 81 1276  'Assembly 1' 2 100.00% Contig 

0191-94-H05(5-10-06) 685 In contig 'Contig 81'     Frag 

0152-94-H05(5-9-06best) 671 In contig 'Contig 81'     Frag 

Contig 82 709  'Assembly 1' 2 100.00% Contig 

0193-94-B06(5-10-06) 709 In contig 'Contig 82'     Frag 

0193-94-A11(5-5-06) 664 In contig 'Contig 82'     Frag 

Contig 83 872  'Assembly 1' 2 100.00% Contig 

0194-94-C06(5-10-06) 672 In contig 'Contig 83'     Frag 

0194-94-(6-16-06)_G08 872 In contig 'Contig 83'     Frag 

Contig 84 703  'Assembly 1' 2 100.00% Contig 

0196-94-D11(5-5-06) 703 In contig 'Contig 84'     Frag 

0196-94-E06(5-10-06) 680 In contig 'Contig 84'     Frag 

Contig 85 728  'Assembly 1' 2 100.00% Contig 

0197-94-F06(5-10-06) 726 In contig 'Contig 85'     Frag 

0197-94-E11(5-5-06) 714 In contig 'Contig 85'     Frag 

Contig 86 774  'Assembly 1' 2 100.00% Contig 

0202-94-C07(5-10-06) 774 In contig 'Contig 86'     Frag 

0202-94-C12(5-5-06) 683 In contig 'Contig 86'     Frag 

Contig 87 747  'Assembly 1' 2 100.00% Contig 

0203-94-D07(5-10-06) 713 In contig 'Contig 87'     Frag 

0203-94-D12(5-5-06) 747 In contig 'Contig 87'     Frag 

Contig 88 725  'Assembly 1' 2 100.00% Contig 

0204-94-E07(5-10-06) 725 In contig 'Contig 88'     Frag 

0204-94-E12(5-5-06) 635 In contig 'Contig 88'     Frag 

Contig 89 1059  'Assembly 1' 3 99.81% Contig 

0205-94-F12(5-5-06) 479 In contig 'Contig 89'     Frag 

0205-94-F07(5-10-06) 766 In contig 'Contig 89'     Frag 

0670-94-(6-6-06)_F09 864 In contig 'Contig 89'     Frag 

Contig 90 1001  'Assembly 1' 3 94.21% Contig 

0343-94-(6-12-06Truncated)_E06 368 In contig 'Contig 90'     Frag 
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0207-94-H07(5-10-06) 544 In contig 'Contig 90'     Frag 

0882-94-(6-5-06)_B11 857 In contig 'Contig 90'     Frag 

Contig 91 1012  'Assembly 1' 3 100.00% Contig 

0212-94-E08(5-10-06) 764 In contig 'Contig 91'     Frag 

0212-94-(6-16-06poor)_A09 893 In contig 'Contig 91'     Frag 

0212-94-(6-27-06)_D02 1010 In contig 'Contig 91'     Frag 

Contig 92 878  'Assembly 1' 2 100.00% Contig 

0216-94-A09(5-10-06) 756 In contig 'Contig 92'     Frag 

0386-94-(6-12-06)_C10 857 In contig 'Contig 92'     Frag 

Contig 93 890  'Assembly 1' 2 100.00% Contig 

0243-94-D12(5-10-06) 720 In contig 'Contig 93'     Frag 

0243-94-(6-16-06)_F09 854 In contig 'Contig 93'     Frag 

Contig 94 1138  'Assembly 1' 3 99.38% Contig 

0246-94-(6-16-06)_G09 886 In contig 'Contig 94'     Frag 

0246-94(5-31-06)_001 908 In contig 'Contig 94'     Frag 

0913-94-(6-14-06)_H11 822 In contig 'Contig 94'     Frag 

Contig 95 890  'Assembly 1' 3 99.66% Contig 

0248-94(5-31-06)_005 647 In contig 'Contig 95'     Frag 

0248-94-(6-12-06)_C05 855 In contig 'Contig 95'     Frag 

0248-94-(6-16-06)_H09 888 In contig 'Contig 95'     Frag 

Contig 96 899  'Assembly 1' 2 99.78% Contig 

0251-94(5-31-06)_011 826 In contig 'Contig 96'     Frag 

0251-94-(6-16-06)_A10 898 In contig 'Contig 96'     Frag 

Contig 97 1021  'Assembly 1' 2 99.71% Contig 

0253-94(5-31-06)_015 867 In contig 'Contig 97'     Frag 

0253-94-(6-27-06)_E02 1018 In contig 'Contig 97'     Frag 

Contig 98 903  'Assembly 1' 2 99.89% Contig 

0512-94-(6-8-06)_D02 806 In contig 'Contig 98'     Frag 

0258-94(5-31-06)_010 902 In contig 'Contig 98'     Frag 

Contig 99 906  'Assembly 1' 2 100.00% Contig 

0267-94(5-31-06)_011 334 In contig 'Contig 99'     Frag 

0267-94-(6-16-06)_C10 906 In contig 'Contig 99'     Frag 

Contig 100 836  'Assembly 1' 2 100.00% Contig 

0268-94-(6-16-06)_D10 836 In contig 'Contig 100'     Frag 

0268-94(5-31-06)_013 801 In contig 'Contig 100'     Frag 

Contig 101 920  'Assembly 1' 2 99.89% Contig 

0273-94(5-31-06)_008 811 In contig 'Contig 101'     Frag 

0273-94-(6-16-06)_E10 920 In contig 'Contig 101'     Frag 

Contig 102 898  'Assembly 1' 2 100.00% Contig 

0274-94-(6-16-06)_F10 857 In contig 'Contig 102'     Frag 

0274-94(5-31-06)_010 887 In contig 'Contig 102'     Frag 

Contig 103 882  'Assembly 1' 2 100.00% Contig 
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0277-94-(6-16-06)_G10 882 In contig 'Contig 103'     Frag 

0277-94(5-31-06)_016 865 In contig 'Contig 103'     Frag 

Contig 104 1002  'Assembly 1' 3 99.60% Contig 

0053-94-D04(4-28-06) 731 In contig 'Contig 104'     Frag 

0281-94(5-31-06)_007 901 In contig 'Contig 104'     Frag 

0053-93-D07(4-21-06) 669 In contig 'Contig 104'     Frag 

Contig 105 1010  'Assembly 1' 2 99.70% Contig 

0287-94(5-31-06)_004 880 In contig 'Contig 105'     Frag 

0287-94-(6-27-06)_G02 1007 In contig 'Contig 105'     Frag 

Contig 106 1001  'Assembly 1' 2 100.00% Contig 

0289-94(5-31-06)_008 834 In contig 'Contig 106'     Frag 

0289-94-(6-27-06)_H02 1001 In contig 'Contig 106'     Frag 

Contig 107 494  'Assembly 1' 2 100.00% Contig 

0290-94(5-31-06)_010 493 In contig 'Contig 107'     Frag 

0290-94-(6-16-06truncated)_A11 494 In contig 'Contig 107'     Frag 

Contig 108 899  'Assembly 1' 2 99.67% Contig 

0291-94(5-31-06)_012 899 In contig 'Contig 108'     Frag 

0575-94-(6-8-06)_H08 845 In contig 'Contig 108'     Frag 

Contig 109 886  'Assembly 1' 2 100.00% Contig 

0299-94(5-31-06)_011 404 In contig 'Contig 109'     Frag 

0299-94-(6-16-06)_B11 886 In contig 'Contig 109'     Frag 

Contig 110 1019  'Assembly 1' 2 99.90% Contig 

0308-94(5-31-06)_010 832 In contig 'Contig 110'     Frag 

0308-94-(6-27-06)_E03 1018 In contig 'Contig 110'     Frag 

Contig 111 1065  'Assembly 1' 3 99.81% Contig 

0314-94-(6-9-06)_C01 756 In contig 'Contig 111'     Frag 

0314-94-(6-27-06)_F03 843 In contig 'Contig 111'     Frag 

0264-94(5-31-06)_005 887 In contig 'Contig 111'     Frag 

Contig 112 883  'Assembly 1' 2 99.89% Contig 

0320-94-(6-9-06)_H01 751 In contig 'Contig 112'     Frag 

0560-94-(6-12-06)_C11 857 In contig 'Contig 112'     Frag 

Contig 113 963  'Assembly 1' 2 100.00% Contig 

0321-94-(6-9-06)_A02 666 In contig 'Contig 113'     Frag 

0321-94-(6-27-06)_G03 963 In contig 'Contig 113'     Frag 

Contig 114 894  'Assembly 1' 2 100.00% Contig 

0322-94-(6-12-06)_A06 800 In contig 'Contig 114'     Frag 

0322-94-(6-14-06)_C02 894 In contig 'Contig 114'     Frag 

Contig 115 854  'Assembly 1' 2 100.00% Contig 

0324-94-(6-12-06)_B06 851 In contig 'Contig 115'     Frag 

0324-94-(6-14-06)_D02 854 In contig 'Contig 115'     Frag 

Contig 116 956  'Assembly 1' 3 99.37% Contig 

0327-94-(6-9-06)_F02 446 In contig 'Contig 116'     Frag 
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0327-94-(6-14-06)_G02 748 In contig 'Contig 116'     Frag 

0705-94-(6-14-06)_G04 857 In contig 'Contig 116'     Frag 

Contig 117 968  'Assembly 1' 2 99.38% Contig 

0330-94-(6-9-06)_H02 842 In contig 'Contig 117'     Frag 

0330-94-(6-27-06)_A04 940 In contig 'Contig 117'     Frag 

Contig 118 880  'Assembly 1' 2 100.00% Contig 

0334-94-(6-12-06)_D06 880 In contig 'Contig 118'     Frag 

0334-94-(6-14-06)_H02 850 In contig 'Contig 118'     Frag 

Contig 119 890  'Assembly 1' 2 100.00% Contig 

0337-94-(6-9-06bad)_E03 788 In contig 'Contig 119'     Frag 

0337-94-(6-14-06)_A03 890 In contig 'Contig 119'     Frag 

Contig 120 943  'Assembly 1' 2 100.00% Contig 

0338-94-(6-27-06)_C04 943 In contig 'Contig 120'     Frag 

0338-94-(6-9-06)_F03 862 In contig 'Contig 120'     Frag 

Contig 121 640  'Assembly 1' 3 99.84% Contig 

0340-94-(6-9-06Truncated)_H03 306 In contig 'Contig 121'     Frag 

0340-94-(6-14-06Truncated)_B03 640 In contig 'Contig 121'     Frag 

0340-94-(6-15-06)_B09 640 In contig 'Contig 121'     Frag 

Contig 122 1014  'Assembly 1' 3 99.70% Contig 

0344-94-(6-9-06)_B04 798 In contig 'Contig 122'     Frag 

0542-94-(6-8-06)_B06 856 In contig 'Contig 122'     Frag 

0344-94-(6-27-06)_D04 968 In contig 'Contig 122'     Frag 

Contig 123 911  'Assembly 1' 2 99.12% Contig 

0345-94-(6-9-06bad)_C04 909 In contig 'Contig 123'     Frag 

0345-94-(6-14-06)_D03 908 In contig 'Contig 123'     Frag 

Contig 124 956  'Assembly 1' 2 99.90% Contig 

0351-94-(6-9-06)_H04 804 In contig 'Contig 124'     Frag 

0351-94-(6-27-06)_G04 955 In contig 'Contig 124'     Frag 

Contig 125 1243  'Assembly 1' 2 100.00% Contig 

0353-94-(6-12-06)_G06 814 In contig 'Contig 125'     Frag 

0266-94(5-31-06)_009 847 In contig 'Contig 125'     Frag 

Contig 126 943  'Assembly 1' 2 100.00% Contig 

0355-94-(6-12-06)_H06 816 In contig 'Contig 126'     Frag 

0256-94(5-31-06)_006 875 In contig 'Contig 126'     Frag 

Contig 127 883  'Assembly 1' 2 99.89% Contig 

0357-94-(6-12-06)_B07 808 In contig 'Contig 127'     Frag 

0555-94-(6-12-06)_G10 852 In contig 'Contig 127'     Frag 

Contig 128 945  'Assembly 1' 2 100.00% Contig 

0370-94-(6-12-06)_G08 838 In contig 'Contig 128'     Frag 

0370-94-(6-27-06)_A05 945 In contig 'Contig 128'     Frag 

Contig 129 998  'Assembly 1' 3 100.00% Contig 

0374-94-(6-12-06)_B09 759 In contig 'Contig 129'     Frag 
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1185-94-(6-15-06)_A07 874 In contig 'Contig 129'     Frag 

0374-94-(6-27-06)_B05 998 In contig 'Contig 129'     Frag 

Contig 130 936  'Assembly 1' 2 99.89% Contig 

0392-94-(6-8-06)_A12 873 In contig 'Contig 130'     Frag 

0392-94-(6-27-06)_F05 935 In contig 'Contig 130'     Frag 

Contig 131 921  'Assembly 1' 2 100.00% Contig 

0504-94-(6-8-06)_D01 889 In contig 'Contig 131'     Frag 

0397-94-(6-8-06)_E12 921 In contig 'Contig 131'     Frag 

Contig 132 943  'Assembly 1' 2 100.00% Contig 

0399-94-(6-8-06)_G12 762 In contig 'Contig 132'     Frag 

0399-94-(6-27-06)_G05 943 In contig 'Contig 132'     Frag 

Contig 133 963  'Assembly 1' 2 99.79% Contig 

0425-94-(6-16-06)_A01 895 In contig 'Contig 133'     Frag 

0425-94-(6-27-06)_H05 960 In contig 'Contig 133'     Frag 

Contig 134 905  'Assembly 1' 2 100.00% Contig 

0428-94-(6-27-06)_A06 862 In contig 'Contig 134'     Frag 

0428-94-(6-16-06)_D01 867 In contig 'Contig 134'     Frag 

Contig 135 941  'Assembly 1' 2 99.89% Contig 

0435-94-(6-16-06)_C02 420 In contig 'Contig 135'     Frag 

0435-94-(6-27-06)_E06 941 In contig 'Contig 135'     Frag 

Contig 136 946  'Assembly 1' 2 100.00% Contig 

0456-94-(6-16-06)_F04 888 In contig 'Contig 136'     Frag 

0456-94-(6-27-06)_H06 945 In contig 'Contig 136'     Frag 

Contig 137 1461  'Assembly 1' 3 99.86% Contig 

0466-94-(6-16-06)_H05 932 In contig 'Contig 137'     Frag 

0182-94-F09(5-5-06poor) 563 In contig 'Contig 137'     Frag 

0182-94-(6-16-06)_E08 850 In contig 'Contig 137'     Frag 

Contig 138 985  'Assembly 1' 5 99.19% Contig 

0502-94-(6-8-06)_B01 793 In contig 'Contig 138'     Frag 

0156-94-D06(5-9-06best) 779 In contig 'Contig 138'     Frag 

0022-94-(6-16-06)_F07 872 In contig 'Contig 138'     Frag 

0022-94_014(5-31-06) 921 In contig 'Contig 138'     Frag 

0022-93-C11(4-21-06) 649 In contig 'Contig 138'     Frag 

Contig 139 723  'Assembly 1' 3 100.00% Contig 

0505-94-(6-8-06)_E01 597 In contig 'Contig 139'     Frag 

0222-94-G09(5-10-06) 706 In contig 'Contig 139'     Frag 

0169-94-B03(5-10-06) 717 In contig 'Contig 139'     Frag 

Contig 140 682  'Assembly 1' 2 100.00% Contig 

0508-94-(6-8-06)_H01 682 In contig 'Contig 140'     Frag 

0508-94-(6-8-06bad)_H01 682 In contig 'Contig 140'     Frag 

Contig 141 802  'Assembly 1' 2 99.63% Contig 

0510-94-(6-8-06)_B02 713 In contig 'Contig 141'     Frag 
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0697-94-(6-12-06)_F12 796 In contig 'Contig 141'     Frag 

Contig 142 1153  'Assembly 1' 2 99.91% Contig 

0557-94-(6-12-06)_A11 847 In contig 'Contig 142'     Frag 

1121-94-(6-9-06)_E09 896 In contig 'Contig 142'     Frag 

Contig 143 920  'Assembly 1' 3 99.89% Contig 

0224-94-A10(5-10-06) 735 In contig 'Contig 143'     Frag 

0848-94-(6-5-06)_H06 807 In contig 'Contig 143'     Frag 

0569-94-(6-8-06)_D08 920 In contig 'Contig 143'     Frag 

Contig 144 946  'Assembly 1' 2 99.79% Contig 

0585-94-(6-8-06)_H09 898 In contig 'Contig 144'     Frag 

0018-94_006(5-31-06) 843 In contig 'Contig 144'     Frag 

Contig 145 898  'Assembly 1' 3 85.08% Contig 

0601-94-(6-6-06)_A01 644 In contig 'Contig 145'     Frag 

1165-94-(6-15-06)_D05 768 In contig 'Contig 145'     Frag 

0590-94-(6-8-06)_E10 895 In contig 'Contig 145'     Frag 

Contig 146 798  'Assembly 1' 2 100.00% Contig 

0602-94-(6-12-06)_F11 717 In contig 'Contig 146'     Frag 

0602-94-(6-14-06)_H03 798 In contig 'Contig 146'     Frag 

Contig 147 867  'Assembly 1' 2 99.88% Contig 

0187-94-D05(5-10-06) 645 In contig 'Contig 147'     Frag 

0623-94-(6-6-06)_G03 867 In contig 'Contig 147'     Frag 

Contig 148 928  'Assembly 1' 3 99.35% Contig 

0188-94-E05(5-10-06) 712 In contig 'Contig 148'     Frag 

0188-94-D10(5-5-06) 614 In contig 'Contig 148'     Frag 

0629-94-(6-6-06)_E04 923 In contig 'Contig 148'     Frag 

Contig 149 956  'Assembly 1' 2 100.00% Contig 

0631-94-(6-6-06)_G04 880 In contig 'Contig 149'     Frag 

0339-94-(6-9-06)_G03 905 In contig 'Contig 149'     Frag 

Contig 150 1236  'Assembly 1' 2 100.00% Contig 

0662-94-(6-6-06)_F08 844 In contig 'Contig 150'     Frag 

0675-94-(6-6-06)_C10 896 In contig 'Contig 150'     Frag 

Contig 151 1188  'Assembly 1' 2 99.75% Contig 

0673-94-(6-12-06)_D12 874 In contig 'Contig 151'     Frag 

0620-94-(6-6-06)_D03 838 In contig 'Contig 151'     Frag 

Contig 152 1227  'Assembly 1' 3 99.59% Contig 

0682-94-(6-6-06)_B11 856 In contig 'Contig 152'     Frag 

0015-94_015(5-31-06) 843 In contig 'Contig 152'     Frag 

0015-94-B12(4-21-06) 712 In contig 'Contig 152'     Frag 

Contig 153 964  'Assembly 1' 5 99.79% Contig 

0213-94-F08(5-10-06) 671 In contig 'Contig 153'     Frag 

0685-94-(6-6-06)_E11 908 In contig 'Contig 153'     Frag 

1122-94-(6-9-06)_F09 894 In contig 'Contig 153'     Frag 



346 
 

 

0231-94(5-31-06)_016 855 In contig 'Contig 153'     Frag 

0011-94_007(5-31-06) 865 In contig 'Contig 153'     Frag 

Contig 154 950  'Assembly 1' 2 99.89% Contig 

0689-94-(6-6-06)_A12 744 In contig 'Contig 154'     Frag 

0947-94-(6-15-06)_B04 912 In contig 'Contig 154'     Frag 

Contig 155 866  'Assembly 1' 2 99.08% Contig 

0703-94-(6-7-06)_C01 843 In contig 'Contig 155'     Frag 

0593-94-(6-8-06)_H10 856 In contig 'Contig 155'     Frag 

Contig 156 886  'Assembly 1' 3 100.00% Contig 

0706-94-(6-7-06)_F01 808 In contig 'Contig 156'     Frag 

0712-94-(6-7-06)_D02 878 In contig 'Contig 156'     Frag 

0677-94-(6-6-06)_E10 834 In contig 'Contig 156'     Frag 

Contig 157 999  'Assembly 1' 7 99.60% Contig 

0206-94-B12(5-5-06) 621 In contig 'Contig 157'     Frag 

0206-94-G07(5-10-06) 711 In contig 'Contig 157'     Frag 

1062-94-(6-2-06)_D08 737 In contig 'Contig 157'     Frag 

0722-94-(6-7-06)_F03 882 In contig 'Contig 157'     Frag 

0939-94-(6-15-06)_B03 828 In contig 'Contig 157'     Frag 

0845-94-(6-5-06)_E06 861 In contig 'Contig 157'     Frag 

0751-94-(6-7-06)_C07 759 In contig 'Contig 157'     Frag 

Contig 158 1152  'Assembly 1' 2 100.00% Contig 

0723-94-(6-7-06)_G03 828 In contig 'Contig 158'     Frag 

0589-94-(6-8-06)_D10 873 In contig 'Contig 158'     Frag 

Contig 159 881  'Assembly 1' 2 98.98% Contig 

0741-94-(6-7-06)_A06 881 In contig 'Contig 159'     Frag 

1070-94-(6-14-06)_H09 838 In contig 'Contig 159'     Frag 

Contig 160 950  'Assembly 1' 2 99.58% Contig 

0761-94-(6-7-06)_E08 864 In contig 'Contig 160'     Frag 

1013-94-(6-2-06)_D02 719 In contig 'Contig 160'     Frag 

Contig 161 1365  'Assembly 1' 2 100.00% Contig 

0764-94-(6-7-06)_H08 796 In contig 'Contig 161'     Frag 

0132-94-D03(5-9-06) 747 In contig 'Contig 161'     Frag 

Contig 162 947  'Assembly 1' 3 99.47% Contig 

0610-94-(6-6-06)_B02 810 In contig 'Contig 162'     Frag 

0769-94-(6-7-06)_D09 896 In contig 'Contig 162'     Frag 

0561-94-(6-12-06)_D11 883 In contig 'Contig 162'     Frag 

Contig 163 1050  'Assembly 1' 2 97.05% Contig 

0772-94-(6-7-06)_F09 595 In contig 'Contig 163'     Frag 

0912-94-(6-14-06)_G11 868 In contig 'Contig 163'     Frag 

Contig 164 922  'Assembly 1' 2 100.00% Contig 

0783-94-(6-7-06)_H10 922 In contig 'Contig 164'     Frag 

0368-94-(6-12-06)_E08 887 In contig 'Contig 164'     Frag 
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Contig 165 948  'Assembly 1' 2 99.68% Contig 

0240-94-A12(5-10-06) 755 In contig 'Contig 165'     Frag 

0784-94-(6-7-06)_A11 947 In contig 'Contig 165'     Frag 

Contig 166 1401  'Assembly 1' 3 100.00% Contig 

0586-94-(6-8-06Truncated)_A10 195 In contig 'Contig 166'     Frag 

0787-94-(6-7-06)_C11 831 In contig 'Contig 166'     Frag 

0924-94-(6-15-06)_C01 872 In contig 'Contig 166'     Frag 

Contig 167 919  'Assembly 1' 3 99.78% Contig 

1044-94-(6-2-06)_C06 615 In contig 'Contig 167'     Frag 

0812-94-(6-5-06)_D02 882 In contig 'Contig 167'     Frag 

1044-94-(6-14-06)_B09 899 In contig 'Contig 167'     Frag 

Contig 168 864  'Assembly 1' 2 100.00% Contig 

0832-94-(6-5-06)_H04 845 In contig 'Contig 168'     Frag 

0832-94-(6-14-06)_H05 836 In contig 'Contig 168'     Frag 

Contig 169 812  'Assembly 1' 3 100.00% Contig 

0837-94-(6-15-06)_A11 428 In contig 'Contig 169'     Frag 

0837-94-(6-5-06)_E05 491 In contig 'Contig 169'     Frag 

0837-94-(6-14-06)_B06 806 In contig 'Contig 169'     Frag 

Contig 170 814  'Assembly 1' 2 100.00% Contig 

0840-94-(6-5-06)_H05 434 In contig 'Contig 170'     Frag 

0809-94-(6-15-06)_E10 800 In contig 'Contig 170'     Frag 

Contig 171 934  'Assembly 1' 2 100.00% Contig 

0516-94-(6-8-06)_H02 854 In contig 'Contig 171'     Frag 

0850-94-(6-5-06)_B07 934 In contig 'Contig 171'     Frag 

Contig 172 837  'Assembly 1' 2 98.45% Contig 

0852-94-(6-5-06)_D07 649 In contig 'Contig 172'     Frag 

0099-93-F01(4-21-06) 667 In contig 'Contig 172'     Frag 

Contig 173 894  'Assembly 1' 2 100.00% Contig 

0862-94-(6-5-06)_F08 879 In contig 'Contig 173'     Frag 

1065-94-(6-2-06)_G08 891 In contig 'Contig 173'     Frag 

Contig 174 1183  'Assembly 1' 2 99.49% Contig 

0868-94-(6-5-06)_D09 878 In contig 'Contig 174'     Frag 

1119-94-(6-9-06)_C09 881 In contig 'Contig 174'     Frag 

Contig 175 1185  'Assembly 1' 4 94.60% Contig 

0869-94-(6-5-06)_E09 791 In contig 'Contig 175'     Frag 

0003-94-E04(4-20-06redo) 632 In contig 'Contig 175'     Frag 

0003p_E06 655 In contig 'Contig 175'     Frag 

0003-94_001(5-31-06) 826 In contig 'Contig 175'     Frag 

Contig 176 881  'Assembly 1' 2 100.00% Contig 

0615-94-(6-6-06)_G02 788 In contig 'Contig 176'     Frag 

0879-94-(6-5-06)_G10 881 In contig 'Contig 176'     Frag 

Contig 177 939  'Assembly 1' 2 99.79% Contig 
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0650-94-(6-6-06)_B07 856 In contig 'Contig 177'     Frag 

0880-94-(6-5-06)_H10 938 In contig 'Contig 177'     Frag 

Contig 178 804  'Assembly 1' 2 100.00% Contig 

0893-94-(6-14-06)_F07 804 In contig 'Contig 178'     Frag 

0893-94-(6-5-06)_E12 762 In contig 'Contig 178'     Frag 

Contig 179 893  'Assembly 1' 2 98.99% Contig 

0711-94-(6-7-06)_C02 752 In contig 'Contig 179'     Frag 

0900-94-(6-14-06)_B08 888 In contig 'Contig 179'     Frag 

Contig 180 964  'Assembly 1' 2 99.48% Contig 

0909-94-(6-14-06)_D11 835 In contig 'Contig 180'     Frag 

1109-94-(6-9-06)_A08 876 In contig 'Contig 180'     Frag 

Contig 181 670  'Assembly 1' 2 100.00% Contig 

0928-94-(6-15-06)_G01 285 In contig 'Contig 181'     Frag 

0928-94-(6-16-06)_E11 670 In contig 'Contig 181'     Frag 

Contig 182 871  'Assembly 1' 2 100.00% Contig 

0932-94-(6-15-06)_C02 324 In contig 'Contig 182'     Frag 

0932-94-(6-16-06)_H11 871 In contig 'Contig 182'     Frag 

Contig 183 871  'Assembly 1' 2 100.00% Contig 

0934-94-(6-15-06)_E02 293 In contig 'Contig 183'     Frag 

0934-94-(6-16-06)_B12 871 In contig 'Contig 183'     Frag 

Contig 184 876  'Assembly 1' 2 100.00% Contig 

0935-94-(6-15-06)_F02 632 In contig 'Contig 184'     Frag 

0935-94-(6-16-06)_C12 828 In contig 'Contig 184'     Frag 

Contig 185 936  'Assembly 1' 2 99.89% Contig 

0937-94-(6-15-06)_H02 625 In contig 'Contig 185'     Frag 

0937-94-(6-16-06)_E12 936 In contig 'Contig 185'     Frag 

Contig 186 915  'Assembly 1' 2 100.00% Contig 

1012-94-(6-2-06)_C02 798 In contig 'Contig 186'     Frag 

0903-94-(6-14-06)_F10 906 In contig 'Contig 186'     Frag 

Contig 187 1256  'Assembly 1' 2 99.76% Contig 

1022-94-(6-2-06)_E03 893 In contig 'Contig 187'     Frag 

0692-94-(6-6-06)_D12 904 In contig 'Contig 187'     Frag 

Contig 188 846  'Assembly 1' 2 100.00% Contig 

1024-94-(6-2-06)_G03 237 In contig 'Contig 188'     Frag 

1024-94-(6-14-06)_E08 846 In contig 'Contig 188'     Frag 

Contig 189 852  'Assembly 1' 2 100.00% Contig 

1038-94-(6-2-06)_E05 686 In contig 'Contig 189'     Frag 

0467-94-(6-16-06)_A06 847 In contig 'Contig 189'     Frag 

Contig 190 1263  'Assembly 1' 2 99.76% Contig 

1043-94-(6-2-06)_B06 823 In contig 'Contig 190'     Frag 

0138-94-B04(5-9-06) 731 In contig 'Contig 190'     Frag 

Contig 191 847  'Assembly 1' 3 100.00% Contig 
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1045-94-(6-2-06)_D06 414 In contig 'Contig 191'     Frag 

1045-94-(6-15-06)_F12 819 In contig 'Contig 191'     Frag 

1045-94-(6-14-06)_C09 816 In contig 'Contig 191'     Frag 

Contig 192 990  'Assembly 1' 2 100.00% Contig 

1049-94-(6-2-06)_H06 872 In contig 'Contig 192'     Frag 

0754-94-(6-7-06)_F07 833 In contig 'Contig 192'     Frag 

Contig 193 933  'Assembly 1' 2 98.29% Contig 

1051-94-(6-2-06)_B07 859 In contig 'Contig 193'     Frag 

0781-94-(6-7-06)_F10 861 In contig 'Contig 193'     Frag 

Contig 194 842  'Assembly 1' 2 99.29% Contig 

1055-94-(6-2-06)_F07 539 In contig 'Contig 194'     Frag 

1055-94-(6-14-06)_D09 838 In contig 'Contig 194'     Frag 

Contig 195 901  'Assembly 1' 2 84.46% Contig 

0146-94-B05(5-9-06) 412 In contig 'Contig 195'     Frag 

1059-94-(6-2-06)_A08 901 In contig 'Contig 195'     Frag 

Contig 196 881  'Assembly 1' 2 99.77% Contig 

1066-94-(6-14-06)_F09 879 In contig 'Contig 196'     Frag 

1066-94-(6-2-06)_H08 837 In contig 'Contig 196'     Frag 

Contig 197 880  'Assembly 1' 2 98.98% Contig 

1074-94-(6-2-06)_H09 880 In contig 'Contig 197'     Frag 

0376-94-(6-12-06)_C09 835 In contig 'Contig 197'     Frag 

Contig 198 986  'Assembly 1' 3 98.78% Contig 

1093-94-(6-2-06)_C12 852 In contig 'Contig 198'     Frag 

0632-94-(6-6-06)_H04 825 In contig 'Contig 198'     Frag 

0820-94-(6-5-06)_D03 781 In contig 'Contig 198'     Frag 

Contig 199 763  'Assembly 1' 2 99.48% Contig 

1095-94-(6-2-06)_E12 692 In contig 'Contig 199'     Frag 

1095-94-(6-14-06)_C10 763 In contig 'Contig 199'     Frag 

Contig 200 1590  'Assembly 1' 2 100.00% Contig 

1098-94-(6-2-06)_H12 898 In contig 'Contig 200'     Frag 

0757-94-(6-7-06)_A08 915 In contig 'Contig 200'     Frag 

Contig 201 1262  'Assembly 1' 2 99.92% Contig 

1103-94-(6-9-06)_C07 859 In contig 'Contig 201'     Frag 

0827-94-(6-5-06)_C04 911 In contig 'Contig 201'     Frag 

Contig 202 1032  'Assembly 1' 2 97.77% Contig 

1117-94-(6-9-06)_A09 806 In contig 'Contig 202'     Frag 

0794-94-(6-7-06)_B12 847 In contig 'Contig 202'     Frag 

Contig 203 876  'Assembly 1' 2 99.77% Contig 

1129-94-(6-9-06)_E10 875 In contig 'Contig 203'     Frag 

0680-94-(6-6-06)_H10 865 In contig 'Contig 203'     Frag 

Contig 204 896  'Assembly 1' 2 99.55% Contig 

1132-94-(6-9-06)_H10 895 In contig 'Contig 204'     Frag 
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0816-94-(6-5-06)_H02 843 In contig 'Contig 204'     Frag 

Contig 205 985  'Assembly 1' 2 100.00% Contig 

1157-94-(6-15-06)_G04 837 In contig 'Contig 205'     Frag 

0364-94-(6-12-06)_A08 855 In contig 'Contig 205'     Frag 

Contig 206 974  'Assembly 1' 2 99.90% Contig 

1173-94-(6-15-06)_C06 947 In contig 'Contig 206'     Frag 

1020-94-(6-2-06)_C03 906 In contig 'Contig 206'     Frag 

Singlets 

1180-94-(6-15-06)_G06 881 Not assembled     Frag 

1182-94-(6-15-06)_H06 847 Not assembled     Frag 

1187-94-(6-15-06)_B07 938 Not assembled     Frag 

1188-94-(6-15-06)_C07 895 Not assembled     Frag 

1192-94-(6-15-06)_D07 871 Not assembled     Frag 

1193-94-(6-15-06)_E07 830 Not assembled     Frag 

1194-94-(6-15-06)_F07 882 Not assembled     Frag 

1301-94-(6-16-06)_C06 808 Not assembled     Frag 

1305-94-(6-16-06)_G06 719 Not assembled     Frag 

1307-94-(6-16-06)_A07 901 Not assembled     Frag 

1308-94-(6-16-06)_B07 865 Not assembled     Frag 

1310-94-(6-16-06)_D07 923 Not assembled     Frag 

0006-93-B05(4-20-06) 628 Not assembled     Frag 

0006-94-C05(4-20-06) 683 Not assembled     Frag 

006-94-E05(4-28-06) 650 Not assembled     Frag 

0007for_D05' 687 Not assembled     Frag 

0008-94-G05(4-20-06) 701 Not assembled     Frag 

0010-93-G12(4-21-06) 346 Not assembled     Frag 

0010-94_005(5-31-06) 882 Not assembled     Frag 

0012-94_009(5-31-06) 840 Not assembled     Frag 

0013-94_011(5-31-06) 857 Not assembled     Frag 

0014-94_013(5-31-06) 0 Not assembled     Frag 

0016-93-A12(4-21-06) 756 Not assembled     Frag 

0016-94_002(5-31-06) 845 Not assembled     Frag 

0017-94_004(5-31-06) 895 Not assembled     Frag 

0019-94_008(5-31-06) 792 Not assembled     Frag 

0020-94_010(5-31-06) 895 Not assembled     Frag 

0021-94_012(5-31-06) 885 Not assembled     Frag 

0023-94_016(5-31-06) 845 Not assembled     Frag 

0024-94(5-31-06)_001 933 Not assembled     Frag 

0026-94-(6-12-06)_A01 707 Not assembled     Frag 

0027-94-C01(4-28-06) 1 Not assembled     Frag 

0029-94-D01(4-28-06) 674 Not assembled     Frag 

0030-94-E01(4-28-06) 706 Not assembled     Frag 
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0032-93-A10(4-21-06) 643 Not assembled     Frag 

0032-94-G01(4-28-06) 729 Not assembled     Frag 

0037-94-D02(4-28-06) 471 Not assembled     Frag 

0042-93-G08(4-21-06) 675 Not assembled     Frag 

0045-94-D03(4-28-06) 708 Not assembled     Frag 

0046-94-E03(4-28-06) 659 Not assembled     Frag 

0047-93-B08(4-21-06) 675 Not assembled     Frag 

0047-94-F03(4-28-06) 718 Not assembled     Frag 

0048-94-G03(4-28-06) 670 Not assembled     Frag 

0052-94-C04(4-28-06) 697 Not assembled     Frag 

0054-94-E04(4-28-06) 729 Not assembled     Frag 

0060-94-C05(4-28-06) 758 Not assembled     Frag 

0063-94-F05(4-28-06) 711 Not assembled     Frag 

0065-94-H05(4-28-06) 697 Not assembled     Frag 

0071_B05(Rev4-21-06) 675 Not assembled     Frag 

0071_F06(For4-28-06) 705 Not assembled     Frag 

0072-94-F01(5-9-06) 684 Not assembled     Frag 

0074-93-G04(4-21-06) 682 Not assembled     Frag 

0074-94-A07(4-28-06) 719 Not assembled     Frag 

0075-94-B07(4-28-06) 768 Not assembled     Frag 

0079-93-B04(4-21-06) 726 Not assembled     Frag 

0085-94-D08(4-28-06) 788 Not assembled     Frag 

0086-94-E08(4-28-06) 709 Not assembled     Frag 

0087-93-B03(4-21-06) 665 Not assembled     Frag 

0087-94-F08(4-28-06) 698 Not assembled     Frag 

0091-94-B09(4-28-06) 640 Not assembled     Frag 

0095-93-B02(4-21-06) 719 Not assembled     Frag 

0097-94-H09(4-28-06) 680 Not assembled     Frag 

0099-94-B10(4-28-06) 786 Not assembled     Frag 

0105-94-H10(4-28-06) 705 Not assembled     Frag 

0106-94-A11(4-28-06) 696 Not assembled     Frag 

0107-94-(6-12-06)_A04 861 Not assembled     Frag 

0110-94-E11(4-28-06) 734 Not assembled     Frag 

0111-94-F11(4-28-06) 717 Not assembled     Frag 

0112-94-(6-12-06)_D04 807 Not assembled     Frag 

0115-94-B12(4-28-06) 753 Not assembled     Frag 

0117-94-D12(4-28-06) 675 Not assembled     Frag 

0118-94-E12(4-28-06) 721 Not assembled     Frag 

0119-94-F12(4-28-06) 664 Not assembled     Frag 

0120-94-A02(5-9-06) 709 Not assembled     Frag 

0121-94-H12(4-28-06) 706 Not assembled     Frag 

0122-94-B02(5-9-06) 0 Not assembled     Frag 
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0123-94-C02(5-9-06) 728 Not assembled     Frag 

0124-94-D02(5-9-06) 794 Not assembled     Frag 

0127-94(5-31-06)_007 819 Not assembled     Frag 

0128-94(5-31-06)_009 850 Not assembled     Frag 

0129-94-A03(5-9-06) 748 Not assembled     Frag 

0130-94-B03(5-9-06) 605 Not assembled     Frag 

0131-94-C03(5-9-06) 684 Not assembled     Frag 

0133-94-E03(5-9-06) 712 Not assembled     Frag 

0134-94-F03(5-9-06) 728 Not assembled     Frag 

0136-94(5-31-06)_011 759 Not assembled     Frag 

0137-94-A04(5-9-06) 710 Not assembled     Frag 

0139-94-C04(5-9-06) 726 Not assembled     Frag 

0140-94-D04(5-9-06) 714 Not assembled     Frag 

0141-94-E04(5-9-06) 675 Not assembled     Frag 

0143-94(5-31-06)_013 828 Not assembled     Frag 

0144-94(5-31-06)_015 865 Not assembled     Frag 

0147-94-C05(5-9-06) 718 Not assembled     Frag 

0148-94-D05(5-9-06) 740 Not assembled     Frag 

0149-94-E05(5-9-06) 654 Not assembled     Frag 

0159-94(5-31-06)_004 822 Not assembled     Frag 

0161-94-A07(5-5-06) 471 Not assembled     Frag 

0162-94-B07(5-5-06) 697 Not assembled     Frag 

0163-94-C07(5-5-06) 756 Not assembled     Frag 

0164-94-D07(5-5-06) 644 Not assembled     Frag 

0172-94-E03(5-10-06) 702 Not assembled     Frag 

0175-94-H03(5-10-06) 766 Not assembled     Frag 

0177-94-B04(5-10-06) 746 Not assembled     Frag 

0179-94-D04(5-10-06) 737 Not assembled     Frag 

0180-94-E04(5-10-06) 708 Not assembled     Frag 

0185-94-B05(5-10-06) 733 Not assembled     Frag 

0192-94-A06(5-10-06) 698 Not assembled     Frag 

0195-94-D06(5-10-06) 722 Not assembled     Frag 

0198-94-(6-16-06)_H08 863 Not assembled     Frag 

0199-94(5-31-06)_008 945 Not assembled     Frag 

0200-94-A07(5-10-06) 756 Not assembled     Frag 

0208-94-A08(5-10-06) 744 Not assembled     Frag 

0209-94-B08(5-10-06) 711 Not assembled     Frag 

0210-94-C08(5-10-06) 752 Not assembled     Frag 

0211-94-D08(5-10-06) 756 Not assembled     Frag 

0214-94(5-31-06)_010 757 Not assembled     Frag 

0215-94(5-31-06)_012 870 Not assembled     Frag 

0217-94-(6-16-06)_B09 929 Not assembled     Frag 
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0219-94-D09(5-10-06) 768 Not assembled     Frag 

0220-94E09(5-10-06) 700 Not assembled     Frag 

0221-94-F09(5-10-06) 713 Not assembled     Frag 

0223-94-H09(5-10-06) 784 Not assembled     Frag 

0225-94-B10(5-10-06) 736 Not assembled     Frag 

0226-94-C10(5-10-06) 759 Not assembled     Frag 

0227-94-D10(5-10-06) 730 Not assembled     Frag 

0228-94-E10(5-10-06) 738 Not assembled     Frag 

0229-94-F10(5-10-06) 689 Not assembled     Frag 

0230-94(5-31-06)_014 930 Not assembled     Frag 

0232-94-A11(5-10-06) 830 Not assembled     Frag 

0233-94-B11(5-10-06) 674 Not assembled     Frag 

0234-94-C11(5-10-06) 748 Not assembled     Frag 

0235-94-D11(5-10-06) 720 Not assembled     Frag 

0237-94-F11(5-10-06) 712 Not assembled     Frag 

0238-94-G11(5-10-06) 714 Not assembled     Frag 

0239-94-H11(5-10-06) 669 Not assembled     Frag 

0241-94-B12(5-10-06) 748 Not assembled     Frag 

0242-94-C12(5-10-06) 720 Not assembled     Frag 

0244-94-E12(5-10-06) 663 Not assembled     Frag 

0245-94-F12(5-10-06) 725 Not assembled     Frag 

0247-94(5-31-06)_003 874 Not assembled     Frag 

0249-94(5-31-06)_007 890 Not assembled     Frag 

0250-94(5-31-06)_009 784 Not assembled     Frag 

0252-94(5-31-06)_013 837 Not assembled     Frag 

0254-94-(6-16-06)_B10 904 Not assembled     Frag 

0255-94(5-31-06)_004 907 Not assembled     Frag 

0257-94(5-31-06)_008 805 Not assembled     Frag 

0259-94(5-31-06)_012 932 Not assembled     Frag 

0260-94(5-31-06)_014 852 Not assembled     Frag 

0261-94(5-31-06)_016 857 Not assembled     Frag 

0262-94(5-31-06)_001 941 Not assembled     Frag 

0263-94(5-31-06)_003 886 Not assembled     Frag 

0265-94(5-31-06)_007 843 Not assembled     Frag 

0269-94(5-31-06)_015 851 Not assembled     Frag 

0270-94(5-31-06)_002 892 Not assembled     Frag 

0271-94(5-31-06)_004 870 Not assembled     Frag 

0272-94(5-31-06)_006 882 Not assembled     Frag 

0275-94(5-31-06)_012 893 Not assembled     Frag 

0276-94(5-31-06)_014 860 Not assembled     Frag 

0278-94(5-31-06)_001 810 Not assembled     Frag 

0280-94(5-31-06)_005 915 Not assembled     Frag 
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0282-94(5-31-06)_009 940 Not assembled     Frag 

0283-94(5-31-06)_011 773 Not assembled     Frag 

0284-94(5-31-06)_013 874 Not assembled     Frag 

0285-94(5-31-06)_015 852 Not assembled     Frag 

0286-94(5-31-06)_002 817 Not assembled     Frag 

0288-94(5-31-06)_006 0 Not assembled     Frag 

0292-94(5-31-06)_014 893 Not assembled     Frag 

0294-94(5-31-06)_001 944 Not assembled     Frag 

0295-94(5-31-06)_003 882 Not assembled     Frag 

0296-94(5-31-06)_005 920 Not assembled     Frag 

0297-94(5-31-06)_007 883 Not assembled     Frag 

0298-94(5-31-06)_009 869 Not assembled     Frag 

0300-94(5-31-06)_013 820 Not assembled     Frag 

0303-94(5-31-06)_002 947 Not assembled     Frag 

0305-94(5-31-06)_004 883 Not assembled     Frag 

0306-94(5-31-06)_006 858 Not assembled     Frag 

0307-94-(6-12-06)_F05 855 Not assembled     Frag 

0309-94(5-31-06)_012 802 Not assembled     Frag 

0311-94(5-31-06)_016 813 Not assembled     Frag 

0312-94-(6-9-06)_A01 868 Not assembled     Frag 

0313-94-(6-9-06)_B01 776 Not assembled     Frag 

0315-94-(6-9-06)_D01 814 Not assembled     Frag 

0316-94-(6-9-06)_E01 868 Not assembled     Frag 

0319-94-(6-9-06)_G01 811 Not assembled     Frag 

0323-94-(6-9-06)_C02 788 Not assembled     Frag 

0325-94-(6-14-06)_E02 879 Not assembled     Frag 

0326-94-(6-14-06)_F02 874 Not assembled     Frag 

0328-94-(6-9-06)_G02 823 Not assembled     Frag 

0329-94-(6-27-06)_H03 458 Not assembled     Frag 

0332-94-(6-9-06)_A03 849 Not assembled     Frag 

0336-94-(6-9-06)_D03 897 Not assembled     Frag 

0346-94-(6-9-06)_D04 892 Not assembled     Frag 

0347-94-(6-12-06)_F06 762 Not assembled     Frag 

0349-94-(6-9-06)_F04 777 Not assembled     Frag 

0350-94-(6-9-06)_G04 757 Not assembled     Frag 

0352-94-(6-27-06)_H04 657 Not assembled     Frag 

0356-94-(6-12-06)_A07 862 Not assembled     Frag 

0358-94-(6-12-06)_C07 818 Not assembled     Frag 

0359-94-(6-12-06)_D07 861 Not assembled     Frag 

0360-94-(6-12-06)_E07 824 Not assembled     Frag 

0361-94-(6-12-06)_F07 841 Not assembled     Frag 

0362-94-(6-12-06)_G07 862 Not assembled     Frag 
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0363-94-(6-12-06)_H07 881 Not assembled     Frag 

0365-94-(6-12-06)_B08 831 Not assembled     Frag 

0367-94-(6-12-06)_D08 868 Not assembled     Frag 

0369-94-(6-12-06)_F08 855 Not assembled     Frag 

0372-94-(6-12-06)_H08 851 Not assembled     Frag 

0373-94-(6-12-06)_A09 859 Not assembled     Frag 

0377-94-(6-12-06)_D09 865 Not assembled     Frag 

0378-94-(6-12-06)_E09 857 Not assembled     Frag 

0379-94-(6-12-06)_F09 859 Not assembled     Frag 

0380-94-(6-12-06)_G09 804 Not assembled     Frag 

0381-94-(6-12-06)_H09 893 Not assembled     Frag 

0382-94-(6-12-06)_A10 892 Not assembled     Frag 

0385-94-(6-12-06)_B10 863 Not assembled     Frag 

0387-94-(6-12-06)_D10 873 Not assembled     Frag 

0388-94-(6-12-06)_E10 888 Not assembled     Frag 

0390-94-(6-8-06)_G11 828 Not assembled     Frag 

0391-94-(6-8-06)_H11 37 Not assembled     Frag 

0391-94-(6-27-06)_E05 28 Not assembled     Frag 

0393-94-(6-8-06)_B12 963 Not assembled     Frag 

0394-94-(6-8-06)_C12 897 Not assembled     Frag 

0398-94-(6-8-06)_F12 762 Not assembled     Frag 

0400-94-(6-8-06)_H12 922 Not assembled     Frag 

0426-94-(6-16-06)_B01 857 Not assembled     Frag 

0427-94-(6-16-06)_C01 935 Not assembled     Frag 

0429-94-(6-27-06)_B06 991 Not assembled     Frag 

0430-94-(6-16-06)_F01 720 Not assembled     Frag 

0431-94-(6-16-06)_G01 600 Not assembled     Frag 

0433-94-(6-27-06)_D06 1014 Not assembled     Frag 

0434-94-(6-16-06)_B02 915 Not assembled     Frag 

0436-94-(6-16-06)_D02 876 Not assembled     Frag 

0437-94-(6-16-06)_E02 893 Not assembled     Frag 

0438-94-(6-16-06)_F02 906 Not assembled     Frag 

0439-94-(6-16-06)_G02 857 Not assembled     Frag 

0440-94-(6-16-06)_H02 888 Not assembled     Frag 

0442-94-(6-16-06)_B03 0 Not assembled     Frag 

0444-94-(6-16-06)_C03 937 Not assembled     Frag 

0445-94-(6-16-06)_D03 895 Not assembled     Frag 

0446-94-(6-16-06)_E03 750 Not assembled     Frag 

0447-94-(6-16-06)_F03 866 Not assembled     Frag 

0449-94-(6-27-06)_G06 976 Not assembled     Frag 

0450-94-(6-16-06)_H03 709 Not assembled     Frag 

0451-94-(6-16-06)_A04 933 Not assembled     Frag 
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0452-94-(6-16-06)_B04 881 Not assembled     Frag 

0453-94-(6-16-06)_C04 866 Not assembled     Frag 

0454-94-(6-16-06)_D04 860 Not assembled     Frag 

0455-94-(6-16-06)_E04 922 Not assembled     Frag 

0457-94-(6-16-06)_G04 699 Not assembled     Frag 

0459-94-(6-16-06)_A05 855 Not assembled     Frag 

0460-94-(6-16-06)_B05 822 Not assembled     Frag 

0462-94-(6-16-06)_D05 872 Not assembled     Frag 

0463-94-(6-16-06)_E05 631 Not assembled     Frag 

0464-94-(6-16-06)_F05 881 Not assembled     Frag 

0465-94-(6-16-06)_G05 776 Not assembled     Frag 

0468-94-(6-16-06)_B06 782 Not assembled     Frag 

0503-94-(6-8-06)_C01 840 Not assembled     Frag 

0506-94-(6-8-06)_F01 794 Not assembled     Frag 

0507-94-(6-8-06)_G01 852 Not assembled     Frag 

0509-94-(6-8-06)_A02 607 Not assembled     Frag 

0511-94-(6-8-06)_C02 823 Not assembled     Frag 

0513-94-(6-8-06)_E02 786 Not assembled     Frag 

0514-94-(6-8-06)_F02 741 Not assembled     Frag 

0515-94-(6-8-06)_G02 826 Not assembled     Frag 

0517-94-(6-8-06)_A03 860 Not assembled     Frag 

0518-94-(6-8-06)_B03 748 Not assembled     Frag 

0519-94-(6-8-06)_C03 918 Not assembled     Frag 

0520-94-(6-8-06)_D03 856 Not assembled     Frag 

0521-94-(6-8-06)_E03 863 Not assembled     Frag 

0522-94-(6-8-06)_F03 912 Not assembled     Frag 

0523-94-(6-8-06)_G03 837 Not assembled     Frag 

0524-94-(6-8-06)_H03 921 Not assembled     Frag 

0525-94-(6-8-06)_A04 927 Not assembled     Frag 

0526-94-(6-8-06)_B04 887 Not assembled     Frag 

0527-94-(6-8-06)_C04 885 Not assembled     Frag 

0528-94-(6-8-06)_D04 837 Not assembled     Frag 

0529-94-(6-8-06)_E04 831 Not assembled     Frag 

0530-94-(6-8-06)_F04 930 Not assembled     Frag 

0531-94-(6-8-06)_G04 838 Not assembled     Frag 

0532-94-(6-8-06)_H04 856 Not assembled     Frag 

0533-94-(6-8-06)_A05 794 Not assembled     Frag 

0534-94-(6-8-06)_B05 865 Not assembled     Frag 

0535-94-(6-8-06)_C05 808 Not assembled     Frag 

0536-94-(6-8-06)_D05 871 Not assembled     Frag 

0537-94-(6-8-06)_E05 878 Not assembled     Frag 

0538-94-(6-8-06)_F05 866 Not assembled     Frag 
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0539-94-(6-8-06)_G05 890 Not assembled     Frag 

0540-94-(6-8-06)_H05 832 Not assembled     Frag 

0541-94-(6-8-06)_A06 854 Not assembled     Frag 

0543-94-(6-8-06)_C06 880 Not assembled     Frag 

0544-94-(6-8-06)_D06 822 Not assembled     Frag 

0545-94-(6-8-06)_E06 856 Not assembled     Frag 

0546-94-(6-8-06)_F06 859 Not assembled     Frag 

0547-94-(6-8-06)_G06 891 Not assembled     Frag 

0548-94-(6-8-06)_H06 858 Not assembled     Frag 

0549-94-(6-12-06)_F10 812 Not assembled     Frag 

0556-94-(6-12-06)_H10 800 Not assembled     Frag 

0562-94-(6-8-06)_H07 724 Not assembled     Frag 

0566-94-(6-8-06)_A08 863 Not assembled     Frag 

0567-94-(6-8-06)_B08 848 Not assembled     Frag 

0568-94-(6-8-06)_C08 888 Not assembled     Frag 

0570-94-(6-8-06)_E08 892 Not assembled     Frag 

0571-94-(6-8-06)_F08 830 Not assembled     Frag 

0572-94-(6-8-06)_G08 755 Not assembled     Frag 

0576-94-(6-12-06)_E11 650 Not assembled     Frag 

0577-94-(6-8-06)_B09 875 Not assembled     Frag 

0578-94-(6-8-06)_C09 912 Not assembled     Frag 

0580-94-(6-8-06)_D09 837 Not assembled     Frag 

0581-94-(6-8-06)_E09 931 Not assembled     Frag 

0583-94-(6-8-06)_F09 881 Not assembled     Frag 

0584-94-(6-8-06)_G09 791 Not assembled     Frag 

0587-94-(6-8-06)_B10 831 Not assembled     Frag 

0588-94-(6-8-06)_C10 894 Not assembled     Frag 

0591-94-(6-8-06)_F10 788 Not assembled     Frag 

0592-94-(6-8-06)_G10 856 Not assembled     Frag 

0594-94-(6-8-06)_A11 882 Not assembled     Frag 

0595-94-(6-8-06)_B11 857 Not assembled     Frag 

0596-94-(6-8-06)_C11 894 Not assembled     Frag 

0597-94-(6-8-06)_D11 846 Not assembled     Frag 

0598-94-(6-8-06)_E11 766 Not assembled     Frag 

0599-94-(6-8-06)_F11 882 Not assembled     Frag 

0603-94-(6-6-06)_C01 742 Not assembled     Frag 

0604-94-(6-6-06)_D01 819 Not assembled     Frag 

0605-94-(6-6-06)_E01 830 Not assembled     Frag 

0606-94-(6-6-06)_F01 834 Not assembled     Frag 

0607-94-(6-6-06)_G01 744 Not assembled     Frag 

0609-94-(6-6-06)_A02 808 Not assembled     Frag 

0611-94-(6-6-06)_C02 903 Not assembled     Frag 
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0612-94-(6-6-06)_D02 848 Not assembled     Frag 

0613-94-(6-6-06)_E02 819 Not assembled     Frag 

0614-94-(6-6-06)_F02 855 Not assembled     Frag 

0616-94-(6-6-06)_H02 833 Not assembled     Frag 

0617-94-(6-6-06)_A03 823 Not assembled     Frag 

0619-94-(6-6-06)_C03 900 Not assembled     Frag 

0621-94-(6-6-06)_E03 876 Not assembled     Frag 

0624-94-(6-6-06)_H03 905 Not assembled     Frag 

0625-94-(6-6-06)_A04 698 Not assembled     Frag 

0626-94-(6-6-06)_B04 779 Not assembled     Frag 

0627-94-(6-6-06)_C04 887 Not assembled     Frag 

0628-94-(6-6-06)_D04 865 Not assembled     Frag 

0630-94-(6-6-06)_F04 902 Not assembled     Frag 

0633-94-(6-6-06)_A05 830 Not assembled     Frag 

0634-94-(6-6-06)_B05 885 Not assembled     Frag 

0635-94-(6-6-06)_C05 923 Not assembled     Frag 

0636-94-(6-6-06)_D05 900 Not assembled     Frag 

0638-94-(6-6-06)_F05 891 Not assembled     Frag 

0639-94-(6-6-06)_G05 886 Not assembled     Frag 

0640-94-(6-6-06)_H05 862 Not assembled     Frag 

0641-94-(6-6-06)_A06 902 Not assembled     Frag 

0642-94-(6-6-06)_B06 832 Not assembled     Frag 

0643-94-(6-6-06)_C06 776 Not assembled     Frag 

0644-94-(6-6-06)_D06 820 Not assembled     Frag 

0645-94-(6-6-06)_E06 818 Not assembled     Frag 

0647-94-(6-6-06)_G06 832 Not assembled     Frag 

0648-94(6-6-06)_H06 780 Not assembled     Frag 

0649-94-(6-6-06)_A07 754 Not assembled     Frag 

0652-94-(6-6-06)_D07 856 Not assembled     Frag 

0653-94-(6-6-06)_E07 818 Not assembled     Frag 

0654-94-(6-6-06)_F07 881 Not assembled     Frag 

0655-94-(6-6-06)_G07 817 Not assembled     Frag 

0656-94-(6-6-06)_H07 875 Not assembled     Frag 

0657-94-(6-6-06)_A08 836 Not assembled     Frag 

0658-94-(6-6-06)_B08 870 Not assembled     Frag 

0659-94-(6-6-06)_C08 860 Not assembled     Frag 

0660-94-(6-6-06)_D08 753 Not assembled     Frag 

0661-94-(6-6-06)_E08 863 Not assembled     Frag 

0663-94-(6-6-06)_G08 857 Not assembled     Frag 

0664-94-(6-6-06)_H08 856 Not assembled     Frag 

0665-94-(6-6-06)_A09 887 Not assembled     Frag 

0666-94-(6-6-06)_B09 840 Not assembled     Frag 
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0667-94-(6-6-06)_C09 832 Not assembled     Frag 

0668-94-(6-6-06)_D09 865 Not assembled     Frag 

0671-94-(6-6-06)_G09 861 Not assembled     Frag 

0672-94-(6-6-06)_H09 833 Not assembled     Frag 

0676-94-(6-6-06)_D10 854 Not assembled     Frag 

0678-94-(6-6-06)_F10 878 Not assembled     Frag 

0679-94-(6-6-06)_G10 828 Not assembled     Frag 

0681-94-(6-6-06)_A11 898 Not assembled     Frag 

0683-94-(6-6-06)_C11 898 Not assembled     Frag 

0684-94-(6-6-06)_D11 820 Not assembled     Frag 

0686-94-(6-6-06)_F11 885 Not assembled     Frag 

0687-94-(6-6-06)_G11 861 Not assembled     Frag 

0688-94-(6-6-06)_H11 829 Not assembled     Frag 

0690-94-(6-6-06)_B12 899 Not assembled     Frag 

0691-94-(6-6-06)_C12 842 Not assembled     Frag 

0693-94-(6-6-06)_E12 901 Not assembled     Frag 

0694-94-(6-6-06)_F12 870 Not assembled     Frag 

0695-94-(6-6-06)_G12 915 Not assembled     Frag 

0696-94-(6-6-06)_H12 861 Not assembled     Frag 

0698-94-(6-12-06)_G12 828 Not assembled     Frag 

0699-94-(6-12-06)_H12 906 Not assembled     Frag 

0701-94-(6-7-06)_A01 894 Not assembled     Frag 

0702-94-(6-7-06)_B01 838 Not assembled     Frag 

0704-94-(6-7-06)_D01 806 Not assembled     Frag 

0707-94-(6-7-06)_G01 876 Not assembled     Frag 

0708-94-(6-7-06)_H01 786 Not assembled     Frag 

0709-94-(6-7-06)_A02 812 Not assembled     Frag 

0710-94-(6-7-06)_B02 848 Not assembled     Frag 

0713-94-(6-7-06)_E02 902 Not assembled     Frag 

0714-94-(6-7-06)_F02 891 Not assembled     Frag 

0716-94-(6-14-06)_H04 848 Not assembled     Frag 

0717-94-(6-7-06)_A03 851 Not assembled     Frag 

0718-94-(6-7-06)_B03 873 Not assembled     Frag 

0719-94-(6-7-06)_C03 798 Not assembled     Frag 

0720-94-(6-7-06)_D03 917 Not assembled     Frag 

0721-94-(6-7-06)_E03 862 Not assembled     Frag 

0724-94-(6-7-06)_H03 835 Not assembled     Frag 

0725-94-(6-7-06)_A04 866 Not assembled     Frag 

0726-94-(6-7-06)_B04 865 Not assembled     Frag 

0727-94-(6-7-06)_C04 881 Not assembled     Frag 

0728-94-(6-7-06)_D04 427 Not assembled     Frag 

0729-94-(6-7-06)_E04 861 Not assembled     Frag 
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0730-94-(6-7-06)_F04 882 Not assembled     Frag 

0731-94-(6-7-06)_G04 0 Not assembled     Frag 

0732-94-(6-14-06)_A05 906 Not assembled     Frag 

0733-94-(6-7-06)_A05 858 Not assembled     Frag 

0734-94-(6-7-06)_B05 849 Not assembled     Frag 

0735-94-(6-7-06)_C05 813 Not assembled     Frag 

0736-94-(6-7-06)_D05 806 Not assembled     Frag 

0737-94-(6-7-06)_E05 864 Not assembled     Frag 

0738-94-(6-7-06)_F05 831 Not assembled     Frag 

0739-94-(6-7-06)_G05 802 Not assembled     Frag 

0740-94-(6-7-06)_H05 815 Not assembled     Frag 

0743-94-(6-7-06)_C06 910 Not assembled     Frag 

0744-94-(6-7-06)_D06 838 Not assembled     Frag 

0745-94-(6-7-06)_E06 917 Not assembled     Frag 

0746-94-(6-7-06)_F06 852 Not assembled     Frag 

0747-94-(6-7-06)_G06 876 Not assembled     Frag 

0748-94-(6-7-06)_H06 845 Not assembled     Frag 

0749-94-(6-7-06)_A07 866 Not assembled     Frag 

0750-94-(6-7-06)_B07 853 Not assembled     Frag 

0752-94-(6-7-06)_D07 831 Not assembled     Frag 

0753-94-(6-7-06)_E07 880 Not assembled     Frag 

0755-94-(6-7-06)_G07 830 Not assembled     Frag 

0756-94-(6-7-06)_H07 802 Not assembled     Frag 

0759-94-(6-7-06)_C08 775 Not assembled     Frag 

0760-94-(6-7-06)_D08 918 Not assembled     Frag 

0762-94-(6-7-06)_F08 872 Not assembled     Frag 

0763-94-(6-7-06)_G08 820 Not assembled     Frag 

0766-94-(6-7-06)_A09 885 Not assembled     Frag 

0767-94-(6-7-06)_B09 885 Not assembled     Frag 

0768-94-(6-7-06)_C09 872 Not assembled     Frag 

0770-94-(6-14-06)_B05' 826 Not assembled     Frag 

0773-94-(6-7-06)_G09 894 Not assembled     Frag 

0774-94-(6-7-06)_H09 829 Not assembled     Frag 

0776-94-(6-7-06)_A10 880 Not assembled     Frag 

0777-94-(6-7-06)_B10 850 Not assembled     Frag 

0778-94-(6-7-06)_C10 818 Not assembled     Frag 

0779-94-(6-7-06)_D10 867 Not assembled     Frag 

0780-94-(6-7-06)_E10 851 Not assembled     Frag 

0782-94-(6-7-06)_G10 843 Not assembled     Frag 

0785-94-(6-7-06)_B11 853 Not assembled     Frag 

0788-94-(6-7-06)_D11 818 Not assembled     Frag 

0789-94-(6-7-06)_E11 871 Not assembled     Frag 
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0790-94-(6-7-06)_F11 884 Not assembled     Frag 

0791-94-(6-7-06)_G11 854 Not assembled     Frag 

0792-94-(6-7-06)_H11 781 Not assembled     Frag 

0793-94-(6-14-06)_C05 838 Not assembled     Frag 

0795-94-(6-7-06)_C12 856 Not assembled     Frag 

0796-94-(6-7-06)_D12 873 Not assembled     Frag 

0797-94-(6-7-06)_E12 849 Not assembled     Frag 

0799-94-(6-7-06)_F12 831 Not assembled     Frag 

0800-94-(6-7-06)_G12 861 Not assembled     Frag 

0801-94-(6-5-06)_A01 948 Not assembled     Frag 

0802-94-(6-5-06)_B01 831 Not assembled     Frag 

0803-94-(6-5-06)_C01 943 Not assembled     Frag 

0804-94-(6-5-06)_D01 907 Not assembled     Frag 

0805-94-(6-5-06)_E01 908 Not assembled     Frag 

0806-94-(6-5-06)_F01 777 Not assembled     Frag 

0807-94-(6-5-06)_G01 728 Not assembled     Frag 

0808-94-(6-5-06)_H01 924 Not assembled     Frag 

0810-94-(6-5-06)_B02 910 Not assembled     Frag 

0811-94-(6-5-06)_C02 941 Not assembled     Frag 

0813-94-(6-5-06)_E02 896 Not assembled     Frag 

0814-94-(6-5-06)_F02 923 Not assembled     Frag 

0815-94-(6-14-06)_E05 873 Not assembled     Frag 

0817-94-(6-5-06)_A03 860 Not assembled     Frag 

0818-94-(6-5-06)_B03 435 Not assembled     Frag 

0821-94-(6-5-06)_E03 870 Not assembled     Frag 

0822-94-(6-5-06)_F03 769 Not assembled     Frag 

0823-94-(6-5-06)_G03 547 Not assembled     Frag 

0824-94-(6-5-06)_H03 901 Not assembled     Frag 

0825-94-(6-5-06)_A04 842 Not assembled     Frag 

0826-94-(6-5-06)_B04 822 Not assembled     Frag 

0829-94-(6-5-06)_E04 909 Not assembled     Frag 

0830-94-(6-5-06)_F04 879 Not assembled     Frag 

0831-94-(6-5-06)_G04 816 Not assembled     Frag 

0833-94-(6-5-06)_A05 865 Not assembled     Frag 

0834-94-(6-15-06bad)_H10 617 Not assembled     Frag 

0835-94-(6-5-06)_C05 837 Not assembled     Frag 

0836-94-(6-5-06)_D05 888 Not assembled     Frag 

0838-94-(6-5-06)_F05 926 Not assembled     Frag 

0839-94-(6-14-06)_C06 959 Not assembled     Frag 

0841-94-(6-5-06)_A06 923 Not assembled     Frag 

0842-94-(6-5-06)_B06 938 Not assembled     Frag 

0843-94-(6-5-06)_C06 929 Not assembled     Frag 
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0844-94-(6-5-06)_D06 875 Not assembled     Frag 

0846-94-(6-5-06)_F06 825 Not assembled     Frag 

0847-94-(6-5-06)_G06 634 Not assembled     Frag 

0849-94-(6-5-06)_A07 858 Not assembled     Frag 

0851-94-(6-5-06)_C07 944 Not assembled     Frag 

0854-94-(6-5-06)_F07 810 Not assembled     Frag 

0855-94-(6-5-06)_G07 915 Not assembled     Frag 

0856-94-(6-5-06)_H07 836 Not assembled     Frag 

0857-94-(6-5-06)_A08 952 Not assembled     Frag 

0858-94-(6-5-06)_B08 897 Not assembled     Frag 

0859-94-(6-5-06)_C08 890 Not assembled     Frag 

0860-94-(6-5-06)_D08 892 Not assembled     Frag 

0861-94-(6-5-06)_E08 748 Not assembled     Frag 

0863-94-(6-5-06)_G08 941 Not assembled     Frag 

0866-94-(6-5-06)_B09 850 Not assembled     Frag 

0867-94-(6-5-06)_C09 0 Not assembled     Frag 

0870-94-(6-5-06)_F09 747 Not assembled     Frag 

0871-94-(6-14-06)_G06 874 Not assembled     Frag 

0872-94-(6-5-06)_H09 861 Not assembled     Frag 

0881-94-(6-5-06)_A11 881 Not assembled     Frag 

0883-94-(6-5-06)_C11 864 Not assembled     Frag 

0884-94-(6-5-06)_D11 933 Not assembled     Frag 

0885-94-(6-5-06)_E11 925 Not assembled     Frag 

0886-94-(6-5-06)_F11 862 Not assembled     Frag 

0887-94-(6-5-06)_G11 804 Not assembled     Frag 

0888-94-(6-5-06)_H11 911 Not assembled     Frag 

0889-94-(6-5-06)_A12 882 Not assembled     Frag 

0890-94-(6-14-06)_E07 904 Not assembled     Frag 

0891-94-(6-5-06)_C12 921 Not assembled     Frag 

0892-94-(6-5-06)_D12 820 Not assembled     Frag 

0894-94-(6-5-06)_F12 830 Not assembled     Frag 

0895-94-(6-5-06)_G12 699 Not assembled     Frag 

0896-94-(6-5-06)_H12 865 Not assembled     Frag 

0897-94-(6-14-06)_G07 881 Not assembled     Frag 

0898-94-(6-14-06)_H07 840 Not assembled     Frag 

0901-94-(6-14-06)_D10 872 Not assembled     Frag 

0902-94-(6-14-06)_E10 801 Not assembled     Frag 

0904-94-(6-14-06)_G10 841 Not assembled     Frag 

0905-94-(6-14-06)_H10 895 Not assembled     Frag 

0907-94-(6-14-06)_B11 953 Not assembled     Frag 

0908-94-(6-14-06)_C11 845 Not assembled     Frag 

0910-94-(6-14-06)_E11 880 Not assembled     Frag 
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0911-94-(6-14-06)_F11 925 Not assembled     Frag 

0914-94-(6-14-06)_A12 871 Not assembled     Frag 

0915-94-(6-14-06)_B12 889 Not assembled     Frag 

0916-94-(6-14-06)_C12 933 Not assembled     Frag 

0917-94-(6-14-06)_D12 815 Not assembled     Frag 

0918-94-(6-14-06)_E12 877 Not assembled     Frag 

0919-94-(6-14-06)_F12 879 Not assembled     Frag 

0920-94-(6-14-06)_G12 870 Not assembled     Frag 

0921-94-(6-14-06)_H12 851 Not assembled     Frag 

0922-94-(6-15-06)_A01 928 Not assembled     Frag 

0923-94-(6-15-06)_B01 833 Not assembled     Frag 

0925-94-(6-16-06)_C11 905 Not assembled     Frag 

0926-94-(6-15-06)_E01 25 Not assembled     Frag 

0926-94-(6-16-06)_D11 904 Not assembled     Frag 

0927-94-(6-15-06)_F01 739 Not assembled     Frag 

0929-94-(6-15-06)_H01 702 Not assembled     Frag 

0930-94-(6-16-06)_F11 706 Not assembled     Frag 

0931-94-(6-16-06)_G11 899 Not assembled     Frag 

0933-94-(6-16-06)_A12 0 Not assembled     Frag 

0936-94-(6-16-06)_D12 917 Not assembled     Frag 

0938-94-(6-15-06)_A03 823 Not assembled     Frag 

0940-94-(6-15-06)_C03 851 Not assembled     Frag 

0942-94-(6-15-06)_E03 818 Not assembled     Frag 

0943-94-(6-16-06)_F12 905 Not assembled     Frag 

0944-94-(6-15-06)_G03 878 Not assembled     Frag 

0945-94-(6-15-06)_H03 870 Not assembled     Frag 

0946-94-(6-15-06)_A04 612 Not assembled     Frag 

1002-94-(6-2-06)_B01 924 Not assembled     Frag 

1003-94-(6-2-06)_C01 881 Not assembled     Frag 

1004-94(6-2-06Truncated)_D01 376 Not assembled     Frag 

1005-94-(6-2-06)_E01 903 Not assembled     Frag 

1006-94-(6-2-06)_F01 742 Not assembled     Frag 

1007-94-(6-2-06)_G01 920 Not assembled     Frag 

1008-94-(6-2-06)_H01 822 Not assembled     Frag 

1009-94-(6-2-06)_A02 849 Not assembled     Frag 

1010-94-(6-2-06)_B02 860 Not assembled     Frag 

1014-94-(6-2-06)_E02 880 Not assembled     Frag 

1015-94-(6-2-06)_F02 895 Not assembled     Frag 

1016-94-(6-2-06)_G02 936 Not assembled     Frag 

1017-94-(6-2-06)_H02 878 Not assembled     Frag 

1018-94-(6-2-06)_A03 896 Not assembled     Frag 

1019-94-(6-2-06)_B03 883 Not assembled     Frag 
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1021-94-(6-2-06)_D03 831 Not assembled     Frag 

1025-94-(6-2-06)_H03 822 Not assembled     Frag 

1026-94-(6-2-06)_A04 809 Not assembled     Frag 

1027-94-(6-2-06)_B04 957 Not assembled     Frag 

1028-94-(6-2-06)_C04 944 Not assembled     Frag 

1029-94-(6-2-06)_D04 699 Not assembled     Frag 

1030-94-(6-2-06)_E04 917 Not assembled     Frag 

1031-94-(6-2-06)_F04 770 Not assembled     Frag 

1032-94-(6-2-06)_G04 883 Not assembled     Frag 

1032-94-(6-16-06)_D06 756 Not assembled     Frag 

1033-94-(6-2-06)_H04 1 Not assembled     Frag 

1034-94-(6-14-06)_F08 887 Not assembled     Frag 

1035-94-(6-14-06)_G08 903 Not assembled     Frag 

1036-94-(6-2-06)_C05 766 Not assembled     Frag 

1037-94-(6-14-06)_H08 0 Not assembled     Frag 

1039-94-(6-2-06)_F05 850 Not assembled     Frag 

1040-94-(6-2-06)_G05 917 Not assembled     Frag 

1041-94-(6-2-06)_H05 870 Not assembled     Frag 

1042-94-(6-15-06)_E12 886 Not assembled     Frag 

1046-94-(6-2-06)_E06 886 Not assembled     Frag 

1047-94-(6-2-06)_F06 821 Not assembled     Frag 

1050-94-(6-2-06)_A07 856 Not assembled     Frag 

1052-94-(6-2-06)_C07 870 Not assembled     Frag 

1054-94-(6-2-06)_E07 863 Not assembled     Frag 

1058-94-(6-2-06)_H07 794 Not assembled     Frag 

1060-94-(6-2-06)_B08 871 Not assembled     Frag 

1061-94-(6-2-06)_C08 877 Not assembled     Frag 

1063-94-(6-2-06)_E08 660 Not assembled     Frag 

1064-94-(6-2-06)_F08 882 Not assembled     Frag 

1067-94-(6-2-06)_A09 908 Not assembled     Frag 

1069-94-(6-2-06)_C09 820 Not assembled     Frag 

1071-94-(6-2-06)_E09 916 Not assembled     Frag 

1072-94-(6-2-06)_F09 919 Not assembled     Frag 

1073-94-(6-2-06)_G09 911 Not assembled     Frag 

1075-94-(6-2-06)_A10 832 Not assembled     Frag 

1076-94-(6-2-06)_B10 923 Not assembled     Frag 

1077-94-(6-2-06)_C10 913 Not assembled     Frag 

1078-94-(6-2-06)_D10 665 Not assembled     Frag 

1079-94-(6-2-06)_E10 850 Not assembled     Frag 

1080-94-(6-2-06)_F10 910 Not assembled     Frag 

1081-94-(6-2-06)_G10 896 Not assembled     Frag 

1082-94-(6-2-06)_H10 872 Not assembled     Frag 
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1083-94-(6-2-06)_A11 871 Not assembled     Frag 

1084-94-(6-2-06)_B11 866 Not assembled     Frag 

1085-94-(6-2-06)_C11 827 Not assembled     Frag 

1086-94-(6-2-06)_D11 915 Not assembled     Frag 

1087-94-(6-2-06)_E11 853 Not assembled     Frag 

1088-94-(6-2-06)_F11 871 Not assembled     Frag 

1089-94-(6-2-06)_G11 831 Not assembled     Frag 

1090-94-(6-2-06)_H11 877 Not assembled     Frag 

1092-94-(6-2-06)_B12 177 Not assembled     Frag 

1094-94-(6-2-06)_D12 733 Not assembled     Frag 

1096-94-(6-2-06)_F12 871 Not assembled     Frag 

1097-94-(6-2-06)_G12 864 Not assembled     Frag 

1101-94-(6-9-06)_A07 926 Not assembled     Frag 

1102-94-(6-9-06)_B07 894 Not assembled     Frag 

1104-94-(6-9-06)_D07 902 Not assembled     Frag 

1105-94-(6-9-06)_E07 848 Not assembled     Frag 

1107-94-(6-9-06)_G07 940 Not assembled     Frag 

1108-94-(6-9-06)_H07 798 Not assembled     Frag 

1110-94-(6-9-06)_B08 868 Not assembled     Frag 

1111-94-(6-9-06)_C08 661 Not assembled     Frag 

1113-94-(6-9-06)_E08 872 Not assembled     Frag 

1115-94-(6-9-06)_G08 897 Not assembled     Frag 

1116-94-(6-9-06)_H08 870 Not assembled     Frag 

1118-94-(6-9-06)_B09 833 Not assembled     Frag 

1120-94-(6-9-06)_D09 929 Not assembled     Frag 

1123-94-(6-9-06)_G09 852 Not assembled     Frag 

1124-94-(6-9-06)_H09 759 Not assembled     Frag 

1125-94-(6-9-06)_A10 920 Not assembled     Frag 

1126-94-(6-9-06)_B10 792 Not assembled     Frag 

1127-94-(6-9-06Truncated)_C10 789 Not assembled     Frag 

1128-94-(6-9-06Truncated)_D10 713 Not assembled     Frag 

1130-94-(6-9-06)_F10 888 Not assembled     Frag 

1133-94-(6-9-06)_A11 901 Not assembled     Frag 

1134-94-(6-9-06)_B11 829 Not assembled     Frag 

1135-94-(6-9-06)_C11 854 Not assembled     Frag 

1137-94-(6-9-06)_E11 900 Not assembled     Frag 

1138-94-(6-9-06)_F11 846 Not assembled     Frag 

1139-94-(6-9-06)_G11 800 Not assembled     Frag 

1141-94-(6-9-06)_A12 921 Not assembled     Frag 

1142-94-(6-9-06)_B12 926 Not assembled     Frag 

1143-94-(6-9-06)_C12 863 Not assembled     Frag 

1144-94-(6-9-06)_D12 914 Not assembled     Frag 
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1145-94-(6-9-06Truncated)_E12 355 Not assembled     Frag 

1146-94-(6-9-06)_F12 883 Not assembled     Frag 

1147-94-(6-9-06Truncated)_G12 258 Not assembled     Frag 

1148-94-(6-9-06)_H12 864 Not assembled     Frag 

1151-94-(6-15-06)_C04 920 Not assembled     Frag 

1152-94-(6-15-06)_D04 870 Not assembled     Frag 

1159-94-(6-15-06)_A05 887 Not assembled     Frag 

1160-94-(6-15-06)_B05 795 Not assembled     Frag 

1163-94-(6-15-06)_C05 927 Not assembled     Frag 

1166-94-(6-15-06)_E05 874 Not assembled     Frag 

1167-94-(6-15-06)_F05 900 Not assembled     Frag 

1169-94-(6-15-06)_G05 803 Not assembled     Frag 

1170-94-(6-15-06)_H05 861 Not assembled     Frag 

1171-94-(6-15-06)_A06 933 Not assembled     Frag 

1172-94-(6-15-06)_B06 899 Not assembled     Frag 

1174-94-(6-15-06)_D06 920 Not assembled     Frag 

1178-94-(6-15-06)_E06 864 Not assembled     Frag 

1179-94-(6-15-06)_F06 905 Not assembled     Frag 
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APPENDIX G: SINGLET INFORMATION 

 

Name Length Original length 5'Trimmed 
bases 

3'Trimmed 
bases 

1092-94-(6-2-06)_B12 177 1230 74 979 

1147-94-(6-9-06Truncated)_G12 258 398 63 77 

0010-93-G12(4-21-06) 346 557 44 167 

1145-94-(6-9-06Truncated)_E12 355 1186 62 769 

1004-94(6-2-06Truncated)_D01 376 598 29 193 

0728-94-(6-7-06)_D04 427 799 70 302 

0818-94-(6-5-06)_B03 435 640 72 133 

0329-94-(6-27-06)_H03 458 639 29 152 

0037-94-D02(4-28-06) 471 1017 33 513 

0161-94-A07(5-5-06) 471 640 36 133 

0823-94-(6-5-06)_G03 547 1112 73 492 

0431-94-(6-16-06)_G01 600 1071 73 398 

0130-94-B03(5-9-06) 605 1019 67 347 

0509-94-(6-8-06)_A02 607 1213 69 537 

0946-94-(6-15-06)_A04 612 1071 51 408 

0834-94-(6-15-06bad)_H10 617 1225 147 461 

0006-93-B05(4-20-06) 628 1017 91 298 

0463-94-(6-16-06)_E05 631 1038 64 343 

0847-94-(6-5-06)_G06 634 1099 84 381 

0032-93-A10(4-21-06) 643 1004 45 316 

0164-94-D07(5-5-06) 644 1007 88 275 

006-94-E05(4-28-06) 650 1015 73 292 

0576-94-(6-12-06)_E11 650 925 28 247 

0149-94-E05(5-9-06) 654 995 29 312 

0352-94-(6-27-06)_H04 657 1125 14 454 

0046-94-E03(4-28-06) 659 992 115 218 

1063-94-(6-2-06)_E08 660 1135 32 443 

1111-94-(6-9-06)_C08 661 695 14 20 

0244-94-E12(5-10-06) 663 857 68 126 

0119-94-F12(4-28-06) 664 996 31 301 

0087-93-B03(4-21-06) 665 1011 42 304 

1078-94-(6-2-06)_D10 665 1129 67 397 

0239-94-H11(5-10-06) 669 892 73 150 

0048-94-G03(4-28-06) 670 1019 73 276 

0029-94-D01(4-28-06) 674 1004 73 257 

0233-94-B11(5-10-06) 674 873 68 131 

0042-93-G08(4-21-06) 675 882 16 191 
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0047-93-B08(4-21-06) 675 1000 43 282 

0071_B05(Rev4-21-06) 675 998 41 282 

0117-94-D12(4-28-06) 675 985 110 200 

0141-94-E04(5-9-06) 675 1002 37 290 

0097-94-H09(4-28-06) 680 1015 74 261 

0074-93-G04(4-21-06) 682 995 45 268 

0006-94-C05(4-20-06) 683 1025 69 273 

0072-94-F01(5-9-06) 684 1010 81 245 

0131-94-C03(5-9-06) 684 1025 81 260 

0007for_D05' 687 996 39 270 

0229-94-F10(5-10-06) 689 1013 42 282 

0106-94-A11(4-28-06) 696 992 72 224 

0052-94-C04(4-28-06) 697 999 92 210 

0065-94-H05(4-28-06) 697 998 33 268 

0162-94-B07(5-5-06) 697 1039 76 266 

0087-94-F08(4-28-06) 698 1025 35 292 

0192-94-A06(5-10-06) 698 1017 77 242 

0625-94-(6-6-06)_A04 698 1069 21 350 

0457-94-(6-16-06)_G04 699 1065 61 305 

0895-94-(6-5-06)_G12 699 1193 80 414 

1029-94-(6-2-06)_D04 699 1128 38 391 

0220-94E09(5-10-06) 700 1012 61 251 

0008-94-G05(4-20-06) 701 1022 37 284 

0172-94-E03(5-10-06) 702 1005 44 259 

0929-94-(6-15-06)_H01 702 1165 79 384 

0071_F06(For4-28-06) 705 1020 72 243 

0105-94-H10(4-28-06) 705 1021 73 243 

0030-94-E01(4-28-06) 706 984 69 209 

0121-94-H12(4-28-06) 706 1028 75 247 

0930-94-(6-16-06)_F11 706 1084 44 334 

0026-94-(6-12-06)_A01 707 871 30 134 

0045-94-D03(4-28-06) 708 1020 76 236 

0180-94-E04(5-10-06) 708 1010 30 272 

0086-94-E08(4-28-06) 709 1013 77 227 

0120-94-A02(5-9-06) 709 1004 88 207 

0450-94-(6-16-06)_H03 709 1086 34 343 

0137-94-A04(5-9-06) 710 991 35 246 

0063-94-F05(4-28-06) 711 1012 69 232 

0209-94-B08(5-10-06) 711 1026 29 286 

0133-94-E03(5-9-06) 712 1006 71 223 

0237-94-F11(5-10-06) 712 893 48 133 

0221-94-F09(5-10-06) 713 1008 53 242 
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1128-94-(6-9-06Truncated)_D10 713 837 27 97 

0140-94-D04(5-9-06) 714 1014 75 225 

0238-94-G11(5-10-06) 714 889 21 154 

0111-94-F11(4-28-06) 717 1012 36 259 

0047-94-F03(4-28-06) 718 1024 27 279 

0147-94-C05(5-9-06) 718 998 33 247 

1305-94-(6-16-06)_G06 719 1152 123 310 

0074-94-A07(4-28-06) 719 1022 88 215 

0095-93-B02(4-21-06) 719 1024 28 277 

0235-94-D11(5-10-06) 720 871 55 96 

0242-94-C12(5-10-06) 720 852 70 62 

0430-94-(6-16-06)_F01 720 1042 38 284 

0118-94-E12(4-28-06) 721 997 72 204 

0195-94-D06(5-10-06) 722 1009 31 256 

0562-94-(6-8-06)_H07 724 1130 69 337 

0245-94-F12(5-10-06) 725 886 44 117 

0079-93-B04(4-21-06) 726 1036 17 293 

0139-94-C04(5-9-06) 726 999 70 203 

0123-94-C02(5-9-06) 728 1004 76 200 

0134-94-F03(5-9-06) 728 1000 33 239 

0807-94-(6-5-06)_G01 728 1128 26 374 

0032-94-G01(4-28-06) 729 1014 72 213 

0054-94-E04(4-28-06) 729 1046 75 242 

0227-94-D10(5-10-06) 730 1037 45 262 

0185-94-B05(5-10-06) 733 1013 45 235 

1094-94-(6-2-06)_D12 733 1085 40 312 

0110-94-E11(4-28-06) 734 1025 75 216 

0225-94-B10(5-10-06) 736 1020 76 208 

0179-94-D04(5-10-06) 737 995 73 185 

0228-94-E10(5-10-06) 738 1020 30 252 

0927-94-(6-15-06)_F01 739 1171 72 360 

0148-94-D05(5-9-06) 740 1015 65 210 

0514-94-(6-8-06)_F02 741 944 20 183 

0603-94-(6-6-06)_C01 742 1216 75 399 

1006-94-(6-2-06)_F01 742 1103 36 325 

0208-94-A08(5-10-06) 744 1014 65 205 

0607-94-(6-6-06)_G01 744 938 48 146 

0177-94-B04(5-10-06) 746 988 36 206 

0870-94-(6-5-06)_F09 747 1161 78 336 

0129-94-A03(5-9-06) 748 1003 69 186 

0234-94-C11(5-10-06) 748 877 37 92 

0241-94-B12(5-10-06) 748 851 42 61 
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0518-94-(6-8-06)_B03 748 1127 27 352 

0861-94-(6-5-06)_E08 748 949 30 171 

0446-94-(6-16-06)_E03 750 1079 34 295 

0210-94-C08(5-10-06) 752 1023 31 240 

0115-94-B12(4-28-06) 753 988 46 189 

0660-94-(6-6-06)_D08 753 1148 46 349 

0649-94-(6-6-06)_A07 754 1194 82 358 

0572-94-(6-8-06)_G08 755 1132 62 315 

0016-93-A12(4-21-06) 756 991 15 220 

0163-94-C07(5-5-06) 756 1017 66 195 

0200-94-A07(5-10-06) 756 1010 32 222 

0211-94-D08(5-10-06) 756 1017 44 217 

1032-94-(6-16-06)_D06 756 1167 122 289 

0214-94(5-31-06)_010 757 1140 36 347 

0350-94-(6-9-06)_G04 757 1135 26 352 

0060-94-C05(4-28-06) 758 1016 35 223 

0136-94(5-31-06)_011 759 1182 79 344 

0226-94-C10(5-10-06) 759 1026 45 222 

1124-94-(6-9-06)_H09 759 1135 72 304 

0347-94-(6-12-06)_F06 762 1206 79 365 

0398-94-(6-8-06)_F12 762 1135 47 326 

0175-94-H03(5-10-06) 766 976 34 176 

0598-94-(6-8-06)_E11 766 1177 36 375 

1036-94-(6-2-06)_C05 766 1191 77 348 

0075-94-B07(4-28-06) 768 998 36 194 

0219-94-D09(5-10-06) 768 1049 34 247 

0822-94-(6-5-06)_F03 769 1192 23 400 

1031-94-(6-2-06)_F04 770 1128 172 186 

0283-94(5-31-06)_011 773 1092 33 286 

0759-94-(6-7-06)_C08 775 1094 71 248 

0313-94-(6-9-06)_B01 776 1165 33 356 

0465-94-(6-16-06)_G05 776 1107 69 262 

0643-94-(6-6-06)_C06 776 1192 41 375 

0349-94-(6-9-06)_F04 777 1183 71 335 

0806-94-(6-5-06)_F01 777 1101 24 300 

0626-94-(6-6-06)_B04 779 1115 71 265 

0648-94(6-6-06)_H06 780 1131 79 272 

0792-94-(6-7-06)_H11 781 1135 70 284 

0468-94-(6-16-06)_B06 782 1170 121 267 

0223-94-H09(5-10-06) 784 1012 37 191 

0250-94(5-31-06)_009 784 1182 46 352 

0099-94-B10(4-28-06) 786 1007 36 185 
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0513-94-(6-8-06)_E02 786 1219 30 403 

0708-94-(6-7-06)_H01 786 1089 26 277 

0085-94-D08(4-28-06) 788 1010 37 185 

0323-94-(6-9-06)_C02 788 1174 70 316 

0591-94-(6-8-06)_F10 788 1153 31 334 

1127-94-(6-9-06Truncated)_C10 789 889 17 83 

0584-94-(6-8-06)_G09 791 1146 40 315 

0019-94_008(5-31-06) 792 1137 80 265 

1126-94-(6-9-06)_B10 792 1185 34 359 

0124-94-D02(5-9-06) 794 992 32 166 

0506-94-(6-8-06)_F01 794 1148 52 302 

0533-94-(6-8-06)_A05 794 1162 39 329 

1058-94-(6-2-06)_H07 794 1149 41 314 

1160-94-(6-15-06)_B05 795 1183 31 357 

0719-94-(6-7-06)_C03 798 1113 73 242 

1108-94-(6-9-06)_H07 798 1142 73 271 

0556-94-(6-12-06)_H10 800 1127 69 258 

1139-94-(6-9-06)_G11 800 1151 22 329 

0902-94-(6-14-06)_E10 801 1010 27 182 

0309-94(5-31-06)_012 802 1132 85 245 

0739-94-(6-7-06)_G05 802 1173 121 250 

0756-94-(6-7-06)_H07 802 1135 71 262 

1169-94-(6-15-06)_G05 803 1114 45 266 

0380-94-(6-12-06)_G09 804 1143 64 275 

0887-94-(6-5-06)_G11 804 1188 31 353 

0257-94(5-31-06)_008 805 1135 75 255 

0704-94-(6-7-06)_D01 806 1141 33 302 

0736-94-(6-7-06)_D05 806 1174 72 296 

0112-94-(6-12-06)_D04 807 1144 41 296 

1301-94-(6-16-06)_C06 808 1152 122 222 

0535-94-(6-8-06)_C05 808 1166 77 281 

0609-94-(6-6-06)_A02 808 1173 71 294 

1026-94-(6-2-06)_A04 809 1171 78 284 

0278-94(5-31-06)_001 810 1122 72 240 

0854-94-(6-5-06)_F07 810 1114 31 273 

0319-94-(6-9-06)_G01 811 1151 65 275 

0549-94-(6-12-06)_F10 812 1155 79 264 

0709-94-(6-7-06)_A02 812 1174 40 322 

0311-94(5-31-06)_016 813 1147 70 264 

0735-94-(6-7-06)_C05 813 1116 67 236 

0315-94-(6-9-06)_D01 814 1198 40 344 

0740-94-(6-7-06)_H05 815 1116 68 233 



372 
 

 

0917-94-(6-14-06)_D12 815 1085 30 240 

0831-94-(6-5-06)_G04 816 1150 32 302 

0286-94(5-31-06)_002 817 1151 80 254 

0655-94-(6-6-06)_G07 817 1141 69 255 

0358-94-(6-12-06)_C07 818 1141 76 247 

0645-94-(6-6-06)_E06 818 1138 75 245 

0653-94-(6-6-06)_E07 818 1137 71 248 

0778-94-(6-7-06)_C10 818 1138 31 289 

0788-94-(6-7-06)_D11 818 1155 66 271 

0942-94-(6-15-06)_E03 818 1132 40 274 

0127-94(5-31-06)_007 819 1113 73 221 

0604-94-(6-6-06)_D01 819 1167 81 267 

0613-94-(6-6-06)_E02 819 1144 26 299 

0300-94(5-31-06)_013 820 1148 68 260 

0644-94-(6-6-06)_D06 820 1187 42 325 

0684-94-(6-6-06)_D11 820 1119 68 231 

0763-94-(6-7-06)_G08 820 1148 72 256 

0892-94-(6-5-06)_D12 820 1173 71 282 

1069-94-(6-2-06)_C09 820 1134 29 285 

1047-94-(6-2-06)_F06 821 1158 68 269 

0159-94(5-31-06)_004 822 1108 61 225 

0460-94-(6-16-06)_B05 822 1135 70 243 

0544-94-(6-8-06)_D06 822 1150 79 249 

0826-94-(6-5-06)_B04 822 1166 19 325 

1008-94-(6-2-06)_H01 822 1157 70 265 

1025-94-(6-2-06)_H03 822 1159 78 259 

0328-94-(6-9-06)_G02 823 1190 36 331 

0511-94-(6-8-06)_C02 823 1192 30 339 

0617-94-(6-6-06)_A03 823 1146 32 291 

0938-94-(6-15-06)_A03 823 1184 83 278 

0360-94-(6-12-06)_E07 824 1139 34 281 

0846-94-(6-5-06)_F06 825 1150 36 289 

0515-94-(6-8-06)_G02 826 1159 44 289 

0770-94-(6-14-06)_B05' 826 1146 66 254 

1085-94-(6-2-06)_C11 827 1151 81 243 

0143-94(5-31-06)_013 828 1188 73 287 

0390-94-(6-8-06)_G11 828 1131 83 220 

0679-94-(6-6-06)_G10 828 1156 38 290 

0698-94-(6-12-06)_G12 828 1178 72 278 

0688-94-(6-6-06)_H11 829 1127 22 276 

0774-94-(6-7-06)_H09 829 1128 67 232 

1134-94-(6-9-06)_B11 829 1175 78 268 
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1193-94-(6-15-06)_E07 830 1139 23 286 

0232-94-A11(5-10-06) 830 881 34 17 

0571-94-(6-8-06)_F08 830 1137 62 245 

0605-94-(6-6-06)_E01 830 1148 31 287 

0633-94-(6-6-06)_A05 830 1080 25 225 

0755-94-(6-7-06)_G07 830 1154 55 269 

0894-94-(6-5-06)_F12 830 1010 76 104 

0365-94-(6-12-06)_B08 831 1165 32 302 

0529-94-(6-8-06)_E04 831 1153 46 276 

0587-94-(6-8-06)_B10 831 1121 11 279 

0738-94-(6-7-06)_F05 831 1126 43 252 

0752-94-(6-7-06)_D07 831 1140 72 237 

0799-94-(6-7-06)_F12 831 1162 60 271 

0802-94-(6-5-06)_B01 831 1163 74 258 

1021-94-(6-2-06)_D03 831 1139 68 240 

1089-94-(6-2-06)_G11 831 1158 34 293 

0540-94-(6-8-06)_H05 832 1143 45 266 

0642-94-(6-6-06)_B06 832 1088 77 179 

0647-94-(6-6-06)_G06 832 1159 42 285 

0667-94-(6-6-06)_C09 832 1137 65 240 

1075-94-(6-2-06)_A10 832 1174 74 268 

0616-94-(6-6-06)_H02 833 1139 52 254 

0672-94-(6-6-06)_H09 833 1152 21 298 

0923-94-(6-15-06)_B01 833 1153 29 291 

1118-94-(6-9-06)_B09 833 1146 34 279 

0606-94-(6-6-06)_F01 834 1172 43 295 

0724-94-(6-7-06)_H03 835 1140 28 277 

0657-94-(6-6-06)_A08 836 1184 84 264 

0856-94-(6-5-06)_H07 836 1116 66 214 

0252-94(5-31-06)_013 837 1129 68 224 

0523-94-(6-8-06)_G03 837 1138 72 229 

0528-94-(6-8-06)_D04 837 1150 44 269 

0580-94-(6-8-06)_D09 837 1149 34 278 

0835-94-(6-5-06)_C05 837 1177 79 261 

0531-94-(6-8-06)_G04 838 1134 74 222 

0702-94-(6-7-06)_B01 838 1181 35 308 

0744-94-(6-7-06)_D06 838 1139 72 229 

0793-94-(6-14-06)_C05 838 1129 64 227 

0012-94_009(5-31-06) 840 1141 73 228 

0503-94-(6-8-06)_C01 840 1175 38 297 

0666-94-(6-6-06)_B09 840 1151 70 241 

0898-94-(6-14-06)_H07 840 1130 26 264 
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0361-94-(6-12-06)_F07 841 1163 22 300 

0904-94-(6-14-06)_G10 841 1159 34 284 

0691-94-(6-6-06)_C12 842 1131 63 226 

0825-94-(6-5-06)_A04 842 1179 80 257 

0265-94(5-31-06)_007 843 1124 22 259 

0782-94-(6-7-06)_G10 843 1148 30 275 

0016-94_002(5-31-06) 845 1133 30 258 

0023-94_016(5-31-06) 845 1118 33 240 

0748-94-(6-7-06)_H06 845 1109 28 236 

0908-94-(6-14-06)_C11 845 1153 27 281 

0597-94-(6-8-06)_D11 846 1136 50 240 

1138-94-(6-9-06)_F11 846 1155 63 246 

1182-94-(6-15-06)_H06 847 1145 74 224 

0567-94-(6-8-06)_B08 848 1168 77 243 

0612-94-(6-6-06)_D02 848 1169 51 270 

0710-94-(6-7-06)_B02 848 1173 25 300 

0716-94-(6-14-06)_H04 848 1150 37 265 

1105-94-(6-9-06)_E07 848 1156 64 244 

0332-94-(6-9-06)_A03 849 1166 40 277 

0734-94-(6-7-06)_B05 849 1161 37 275 

0797-94-(6-7-06)_E12 849 1165 42 274 

1009-94-(6-2-06)_A02 849 1148 67 232 

0128-94(5-31-06)_009 850 1145 80 215 

0777-94-(6-7-06)_B10 850 1125 29 246 

0866-94-(6-5-06)_B09 850 1143 23 270 

1039-94-(6-2-06)_F05 850 1140 14 276 

1079-94-(6-2-06)_E10 850 1131 35 246 

0269-94(5-31-06)_015 851 1135 41 243 

0372-94-(6-12-06)_H08 851 1111 50 210 

0717-94-(6-7-06)_A03 851 1123 35 237 

0780-94-(6-7-06)_E10 851 1138 38 249 

0921-94-(6-14-06)_H12 851 1165 39 275 

0940-94-(6-15-06)_C03 851 1151 43 257 

0260-94(5-31-06)_014 852 1141 71 218 

0285-94(5-31-06)_015 852 1155 65 238 

0507-94-(6-8-06)_G01 852 1178 70 256 

0746-94-(6-7-06)_F06 852 1168 72 244 

1123-94-(6-9-06)_G09 852 1154 35 267 

0750-94-(6-7-06)_B07 853 1152 38 261 

0785-94-(6-7-06)_B11 853 1164 28 283 

1087-94-(6-2-06)_E11 853 1121 34 234 

0541-94-(6-8-06)_A06 854 1158 41 263 
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0676-94-(6-6-06)_D10 854 1133 30 249 

0791-94-(6-7-06)_G11 854 1135 43 238 

1135-94-(6-9-06)_C11 854 903 33 16 

0307-94-(6-12-06)_F05 855 1152 35 262 

0369-94-(6-12-06)_F08 855 1128 64 209 

0459-94-(6-16-06)_A05 855 1151 47 249 

0614-94-(6-6-06)_F02 855 1139 31 253 

0520-94-(6-8-06)_D03 856 1144 38 250 

0532-94-(6-8-06)_H04 856 1160 45 259 

0545-94-(6-8-06)_E06 856 1161 36 269 

0592-94-(6-8-06)_G10 856 1162 63 243 

0652-94-(6-6-06)_D07 856 1153 83 214 

0664-94-(6-6-06)_H08 856 1112 34 222 

0795-94-(6-7-06)_C12 856 1161 31 274 

1050-94-(6-2-06)_A07 856 1165 76 233 

0013-94_011(5-31-06) 857 1143 41 245 

0261-94(5-31-06)_016 857 1131 39 235 

0378-94-(6-12-06)_E09 857 1151 20 274 

0426-94-(6-16-06)_B01 857 1162 47 258 

0439-94-(6-16-06)_G02 857 1147 29 261 

0595-94-(6-8-06)_B11 857 1156 51 248 

0663-94-(6-6-06)_G08 857 1154 28 269 

0306-94(5-31-06)_006 858 1149 80 211 

0548-94-(6-8-06)_H06 858 1152 44 250 

0733-94-(6-7-06)_A05 858 1174 44 272 

0849-94-(6-5-06)_A07 858 1173 39 276 

0373-94-(6-12-06)_A09 859 1108 39 210 

0379-94-(6-12-06)_F09 859 1157 75 223 

0546-94-(6-8-06)_F06 859 1153 53 241 

0276-94(5-31-06)_014 860 1147 45 242 

0454-94-(6-16-06)_D04 860 1131 78 193 

0517-94-(6-8-06)_A03 860 1143 46 237 

0659-94-(6-6-06)_C08 860 1167 27 280 

0817-94-(6-5-06)_A03 860 1196 82 254 

1010-94-(6-2-06)_B02 860 1150 69 221 

0107-94-(6-12-06)_A04 861 1141 24 256 

0359-94-(6-12-06)_D07 861 1150 44 245 

0671-94-(6-6-06)_G09 861 1149 84 204 

0687-94-(6-6-06)_G11 861 1136 32 243 

0696-94-(6-6-06)_H12 861 1155 31 263 

0729-94-(6-7-06)_E04 861 1139 38 240 

0800-94-(6-7-06)_G12 861 1142 21 260 
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0872-94-(6-5-06)_H09 861 1165 33 271 

1170-94-(6-15-06)_H05 861 1181 110 210 

0356-94-(6-12-06)_A07 862 1140 37 241 

0362-94-(6-12-06)_G07 862 1138 68 208 

0640-94-(6-6-06)_H05 862 1147 41 244 

0721-94-(6-7-06)_E03 862 1131 29 240 

0886-94-(6-5-06)_F11 862 1141 32 247 

0198-94-(6-16-06)_H08 863 1090 36 191 

0385-94-(6-12-06)_B10 863 1142 30 249 

0521-94-(6-8-06)_E03 863 1133 45 225 

0566-94-(6-8-06)_A08 863 1153 76 214 

0661-94-(6-6-06)_E08 863 1185 82 240 

1054-94-(6-2-06)_E07 863 1166 41 262 

1143-94-(6-9-06)_C12 863 1196 75 258 

0737-94-(6-7-06)_E05 864 1167 46 257 

0883-94-(6-5-06)_C11 864 1136 70 202 

1097-94-(6-2-06)_G12 864 1148 60 224 

1148-94-(6-9-06)_H12 864 1164 31 269 

1178-94-(6-15-06)_E06 864 1151 20 267 

1308-94-(6-16-06)_B07 865 1161 15 281 

0144-94(5-31-06)_015 865 1143 34 244 

0377-94-(6-12-06)_D09 865 1133 35 233 

0534-94-(6-8-06)_B05 865 1148 43 240 

0628-94-(6-6-06)_D04 865 1165 32 268 

0668-94-(6-6-06)_D09 865 1146 32 249 

0726-94-(6-7-06)_B04 865 1150 31 254 

0833-94-(6-5-06)_A05 865 1133 64 204 

0896-94-(6-5-06)_H12 865 1146 32 249 

0447-94-(6-16-06)_F03 866 1170 58 246 

0453-94-(6-16-06)_C04 866 1135 57 212 

0538-94-(6-8-06)_F05 866 1159 45 248 

0725-94-(6-7-06)_A04 866 1142 33 243 

0749-94-(6-7-06)_A07 866 1161 33 262 

1084-94-(6-2-06)_B11 866 1153 35 252 

0779-94-(6-7-06)_D10 867 1139 26 246 

0312-94-(6-9-06)_A01 868 1162 79 215 

0316-94-(6-9-06)_E01 868 922 45 9 

0367-94-(6-12-06)_D08 868 1147 40 239 

1110-94-(6-9-06)_B08 868 1163 40 255 

0298-94(5-31-06)_009 869 1146 41 236 

0215-94(5-31-06)_012 870 1150 33 247 

0271-94(5-31-06)_004 870 1111 70 171 
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0658-94-(6-6-06)_B08 870 1176 44 262 

0694-94-(6-6-06)_F12 870 1142 67 205 

0821-94-(6-5-06)_E03 870 1158 70 218 

0920-94-(6-14-06)_G12 870 1134 36 228 

0945-94-(6-15-06)_H03 870 1143 40 233 

1041-94-(6-2-06)_H05 870 1116 36 210 

1052-94-(6-2-06)_C07 870 1145 68 207 

1116-94-(6-9-06)_H08 870 1142 31 241 

1152-94-(6-15-06)_D04 870 1146 110 166 

1192-94-(6-15-06)_D07 871 1154 30 253 

0536-94-(6-8-06)_D05 871 1118 39 208 

0789-94-(6-7-06)_E11 871 1134 32 231 

0914-94-(6-14-06)_A12 871 1142 24 247 

1060-94-(6-2-06)_B08 871 1186 71 244 

1083-94-(6-2-06)_A11 871 1146 75 200 

1088-94-(6-2-06)_F11 871 1146 34 241 

1096-94-(6-2-06)_F12 871 1140 36 233 

0462-94-(6-16-06)_D05 872 1138 74 192 

0762-94-(6-7-06)_F08 872 1146 28 246 

0768-94-(6-7-06)_C09 872 1151 64 215 

0901-94-(6-14-06)_D10 872 1156 47 237 

1082-94-(6-2-06)_H10 872 1180 85 223 

1113-94-(6-9-06)_E08 872 1151 32 247 

0387-94-(6-12-06)_D10 873 1141 34 234 

0718-94-(6-7-06)_B03 873 1175 26 276 

0796-94-(6-7-06)_D12 873 1166 38 255 

0815-94-(6-14-06)_E05 873 1126 36 217 

0247-94(5-31-06)_003 874 1132 62 196 

0284-94(5-31-06)_013 874 1145 72 199 

0326-94-(6-14-06)_F02 874 1153 35 244 

0871-94-(6-14-06)_G06 874 1134 76 184 

1166-94-(6-15-06)_E05 874 1162 30 258 

0577-94-(6-8-06)_B09 875 1130 25 230 

0656-94-(6-6-06)_H07 875 1155 47 233 

0844-94-(6-5-06)_D06 875 1167 78 214 

0436-94-(6-16-06)_D02 876 1137 38 223 

0621-94-(6-6-06)_E03 876 1155 41 238 

0707-94-(6-7-06)_G01 876 1137 29 232 

0747-94-(6-7-06)_G06 876 1138 33 229 

0918-94-(6-14-06)_E12 877 1117 30 210 

1061-94-(6-2-06)_C08 877 1155 40 238 

1090-94-(6-2-06)_H11 877 1162 37 248 
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0537-94-(6-8-06)_E05 878 1151 45 228 

0678-94-(6-6-06)_F10 878 1157 29 250 

0944-94-(6-15-06)_G03 878 1177 42 257 

1017-94-(6-2-06)_H02 878 1113 32 203 

0325-94-(6-14-06)_E02 879 1153 29 245 

0830-94-(6-5-06)_F04 879 1149 45 225 

0919-94-(6-14-06)_F12 879 1173 36 258 

0543-94-(6-8-06)_C06 880 1172 43 249 

0753-94-(6-7-06)_E07 880 1151 26 245 

0776-94-(6-7-06)_A10 880 1188 43 265 

0910-94-(6-14-06)_E11 880 1159 29 250 

1014-94-(6-2-06)_E02 880 1115 34 201 

1180-94-(6-15-06)_G06 881 1165 44 240 

0363-94-(6-12-06)_H07 881 1181 43 257 

0452-94-(6-16-06)_B04 881 1145 35 229 

0464-94-(6-16-06)_F05 881 1155 31 243 

0583-94-(6-8-06)_F09 881 1141 33 227 

0654-94-(6-6-06)_F07 881 1184 42 261 

0727-94-(6-7-06)_C04 881 1139 37 221 

0881-94-(6-5-06)_A11 881 1178 49 248 

0897-94-(6-14-06)_G07 881 1155 42 232 

1003-94-(6-2-06)_C01 881 1239 71 287 

1194-94-(6-15-06)_F07 882 1164 64 218 

0010-94_005(5-31-06) 882 1142 32 228 

0272-94(5-31-06)_006 882 1132 28 222 

0295-94(5-31-06)_003 882 1131 45 204 

0594-94-(6-8-06)_A11 882 1152 48 222 

0599-94-(6-8-06)_F11 882 1168 31 255 

0730-94-(6-7-06)_F04 882 1178 40 256 

0889-94-(6-5-06)_A12 882 1164 66 216 

1064-94-(6-2-06)_F08 882 1128 40 206 

0297-94(5-31-06)_007 883 1167 43 241 

0305-94(5-31-06)_004 883 1115 41 191 

1019-94-(6-2-06)_B03 883 1154 27 244 

1032-94-(6-2-06)_G04 883 1156 36 237 

1146-94-(6-9-06)_F12 883 1192 31 278 

0790-94-(6-7-06)_F11 884 1154 41 229 

0021-94_012(5-31-06) 885 1136 30 221 

0527-94-(6-8-06)_C04 885 1152 44 223 

0634-94-(6-6-06)_B05 885 1147 23 239 

0686-94-(6-6-06)_F11 885 1140 21 234 

0766-94-(6-7-06)_A09 885 1151 32 234 
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0767-94-(6-7-06)_B09 885 1158 31 242 

0263-94(5-31-06)_003 886 1165 34 245 

0639-94-(6-6-06)_G05 886 1138 21 231 

1042-94-(6-15-06)_E12 886 1157 25 246 

1046-94-(6-2-06)_E06 886 1167 28 253 

0526-94-(6-8-06)_B04 887 1166 44 235 

0627-94-(6-6-06)_C04 887 1156 38 231 

0665-94-(6-6-06)_A09 887 1166 46 233 

1034-94-(6-14-06)_F08 887 1144 41 216 

1159-94-(6-15-06)_A05 887 1160 46 227 

0388-94-(6-12-06)_E10 888 1134 34 212 

0440-94-(6-16-06)_H02 888 1135 29 218 

0568-94-(6-8-06)_C08 888 1151 69 194 

0836-94-(6-5-06)_D05 888 1129 45 196 

1130-94-(6-9-06)_F10 888 1137 22 227 

0915-94-(6-14-06)_B12 889 1140 38 213 

0249-94(5-31-06)_007 890 1155 35 230 

0539-94-(6-8-06)_G05 890 1153 44 219 

0859-94-(6-5-06)_C08 890 1178 79 209 

0547-94-(6-8-06)_G06 891 1150 46 213 

0638-94-(6-6-06)_F05 891 1136 27 218 

0714-94-(6-7-06)_F02 891 1151 25 235 

0270-94(5-31-06)_002 892 1107 33 182 

0346-94-(6-9-06)_D04 892 1167 69 206 

0382-94-(6-12-06)_A10 892 1162 38 232 

0570-94-(6-8-06)_E08 892 1176 40 244 

0860-94-(6-5-06)_D08 892 1156 34 230 

0275-94(5-31-06)_012 893 1155 74 188 

0292-94(5-31-06)_014 893 1137 67 177 

0381-94-(6-12-06)_H09 893 1152 26 233 

0437-94-(6-16-06)_E02 893 1132 29 210 

0588-94-(6-8-06)_C10 894 1150 45 211 

0596-94-(6-8-06)_C11 894 1160 34 232 

0701-94-(6-7-06)_A01 894 1159 28 237 

0773-94-(6-7-06)_G09 894 1137 35 208 

1102-94-(6-9-06)_B07 894 1157 49 214 

1188-94-(6-15-06)_C07 895 1142 40 207 

0017-94_004(5-31-06) 895 1126 37 194 

0020-94_010(5-31-06) 895 1123 72 156 

0445-94-(6-16-06)_D03 895 1148 47 206 

0905-94-(6-14-06)_H10 895 1176 28 253 

1015-94-(6-2-06)_F02 895 1144 35 214 
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0813-94-(6-5-06)_E02 896 1163 26 241 

1018-94-(6-2-06)_A03 896 1136 27 213 

1081-94-(6-2-06)_G10 896 1161 40 225 

0336-94-(6-9-06)_D03 897 1160 34 229 

0394-94-(6-8-06)_C12 897 1144 42 205 

0858-94-(6-5-06)_B08 897 1175 46 232 

1115-94-(6-9-06)_G08 897 1175 40 238 

0681-94-(6-6-06)_A11 898 1153 28 227 

0683-94-(6-6-06)_C11 898 1170 22 250 

0690-94-(6-6-06)_B12 899 1153 27 227 

0931-94-(6-16-06)_G11 899 1178 81 198 

1172-94-(6-15-06)_B06 899 1142 68 175 

0619-94-(6-6-06)_C03 900 1127 33 194 

0636-94-(6-6-06)_D05 900 1136 22 214 

1137-94-(6-9-06)_E11 900 1166 29 237 

1167-94-(6-15-06)_F05 900 1123 31 192 

1307-94-(6-16-06)_A07 901 1137 23 213 

0693-94-(6-6-06)_E12 901 1200 75 224 

0824-94-(6-5-06)_H03 901 1157 30 226 

1133-94-(6-9-06)_A11 901 1172 30 241 

0630-94-(6-6-06)_F04 902 1166 29 235 

0641-94-(6-6-06)_A06 902 1163 23 238 

0713-94-(6-7-06)_E02 902 1159 23 234 

1104-94-(6-9-06)_D07 902 1168 32 234 

0611-94-(6-6-06)_C02 903 1155 42 210 

1005-94-(6-2-06)_E01 903 1130 22 205 

1035-94-(6-14-06)_G08 903 1170 40 227 

0254-94-(6-16-06)_B10 904 1172 36 232 

0890-94-(6-14-06)_E07 904 1154 38 212 

0926-94-(6-16-06)_D11 904 1165 48 213 

0624-94-(6-6-06)_H03 905 1135 32 198 

0925-94-(6-16-06)_C11 905 1177 37 235 

0943-94-(6-16-06)_F12 905 1138 38 195 

1179-94-(6-15-06)_F06 905 1144 29 210 

0438-94-(6-16-06)_F02 906 1158 42 210 

0699-94-(6-12-06)_H12 906 1139 69 164 

0732-94-(6-14-06)_A05 906 1173 70 197 

0255-94(5-31-06)_004 907 1145 34 204 

0804-94-(6-5-06)_D01 907 1136 20 209 

0805-94-(6-5-06)_E01 908 1143 31 204 

1067-94-(6-2-06)_A09 908 1160 36 216 

0829-94-(6-5-06)_E04 909 1155 34 212 
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0743-94-(6-7-06)_C06 910 1161 32 219 

0810-94-(6-5-06)_B02 910 1187 80 197 

1080-94-(6-2-06)_F10 910 1142 40 192 

0888-94-(6-5-06)_H11 911 1159 32 216 

1073-94-(6-2-06)_G09 911 1166 41 214 

0522-94-(6-8-06)_F03 912 1145 30 203 

0578-94-(6-8-06)_C09 912 1164 71 181 

1077-94-(6-2-06)_C10 913 1167 29 225 

1144-94-(6-9-06)_D12 914 1144 27 203 

0280-94(5-31-06)_005 915 1149 39 195 

0434-94-(6-16-06)_B02 915 1141 34 192 

0695-94-(6-6-06)_G12 915 1159 32 212 

0855-94-(6-5-06)_G07 915 1152 29 208 

1086-94-(6-2-06)_D11 915 1150 38 197 

1071-94-(6-2-06)_E09 916 1167 43 208 

0720-94-(6-7-06)_D03 917 1129 25 187 

0745-94-(6-7-06)_E06 917 1172 30 225 

0936-94-(6-16-06)_D12 917 1149 33 199 

1030-94-(6-2-06)_E04 917 1148 32 199 

1040-94-(6-2-06)_G05 917 1166 27 222 

0519-94-(6-8-06)_C03 918 1142 36 188 

0760-94-(6-7-06)_D08 918 1137 30 189 

1072-94-(6-2-06)_F09 919 1167 39 209 

0296-94(5-31-06)_005 920 1148 79 149 

1007-94-(6-2-06)_G01 920 1147 27 200 

1125-94-(6-9-06)_A10 920 1164 31 213 

1151-94-(6-15-06)_C04 920 1153 76 157 

1174-94-(6-15-06)_D06 920 1150 26 204 

0524-94-(6-8-06)_H03 921 1136 28 187 

0891-94-(6-5-06)_C12 921 1182 40 221 

1141-94-(6-9-06)_A12 921 1175 26 228 

0400-94-(6-8-06)_H12 922 1175 45 208 

0455-94-(6-16-06)_E04 922 1172 40 210 

1310-94-(6-16-06)_D07 923 1168 30 215 

0635-94-(6-6-06)_C05 923 1142 35 184 

0814-94-(6-5-06)_F02 923 1169 28 218 

0841-94-(6-5-06)_A06 923 1167 43 201 

1076-94-(6-2-06)_B10 923 1171 34 214 

0808-94-(6-5-06)_H01 924 1159 29 206 

1002-94-(6-2-06)_B01 924 1137 23 190 

0885-94-(6-5-06)_E11 925 1146 34 187 

0911-94-(6-14-06)_F11 925 1168 27 216 
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0838-94-(6-5-06)_F05 926 1137 52 159 

1101-94-(6-9-06)_A07 926 1192 44 222 

1142-94-(6-9-06)_B12 926 1155 28 201 

0525-94-(6-8-06)_A04 927 1160 45 188 

1163-94-(6-15-06)_C05 927 1142 32 183 

0922-94-(6-15-06)_A01 928 1168 40 200 

0217-94-(6-16-06)_B09 929 1160 25 206 

0843-94-(6-5-06)_C06 929 1176 39 208 

1120-94-(6-9-06)_D09 929 1172 28 215 

0230-94(5-31-06)_014 930 1157 41 186 

0530-94-(6-8-06)_F04 930 1139 45 164 

0581-94-(6-8-06)_E09 931 1156 31 194 

0259-94(5-31-06)_012 932 1129 38 159 

0024-94(5-31-06)_001 933 1144 38 173 

0451-94-(6-16-06)_A04 933 1158 41 184 

0884-94-(6-5-06)_D11 933 1131 29 169 

0916-94-(6-14-06)_C12 933 1169 27 209 

1171-94-(6-15-06)_A06 933 1168 43 192 

0427-94-(6-16-06)_C01 935 1151 34 182 

1016-94-(6-2-06)_G02 936 1145 34 175 

0444-94-(6-16-06)_C03 937 1147 32 178 

1187-94-(6-15-06)_B07 938 1165 35 192 

0842-94-(6-5-06)_B06 938 1154 38 178 

0282-94(5-31-06)_009 940 1125 41 144 

1107-94-(6-9-06)_G07 940 1117 34 143 

0262-94(5-31-06)_001 941 1113 34 138 

0811-94-(6-5-06)_C02 941 1155 31 183 

0863-94-(6-5-06)_G08 941 1153 48 164 

0803-94-(6-5-06)_C01 943 1164 29 192 

0294-94(5-31-06)_001 944 1139 41 154 

0851-94-(6-5-06)_C07 944 1160 31 185 

1028-94-(6-2-06)_C04 944 1155 42 169 

0199-94(5-31-06)_008 945 1132 35 152 

0303-94(5-31-06)_002 947 1135 35 153 

0801-94-(6-5-06)_A01 948 1198 33 217 

0857-94-(6-5-06)_A08 952 1160 48 160 

0907-94-(6-14-06)_B11 953 1143 40 150 

1027-94-(6-2-06)_B04 957 1194 36 201 

0839-94-(6-14-06)_C06 959 1157 38 160 

0393-94-(6-8-06)_B12 963 1169 31 175 

0449-94-(6-27-06)_G06 976 1203 35 192 

0429-94-(6-27-06)_B06 991 1191 32 168 
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0433-94-(6-27-06)_D06 1014 1212 48 150 

Average Length 827.058    

Total 668    
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APPENDIX H: Arabidopsis  BLASTX 

Query E-value Description 

 Contig_161 0 LOX2 (LIPOXYGENASE 2)  

 Contig_200 0 pepsin A  

 Contig_25 0 
HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP 
binding  

 0275-94(5-31-
06)_012 

1.00E-
99 SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)  

 0356-94-(6-12-
06)_A07 

1.00E-
99 C2 domain-containing protein  

 Contig_16 
1.00E-

99 
ATARFA1E (ADP-ribosylation factor A1E); GTP binding / 
phospholipase activator/ protein binding  

 0943-94-(6-16-
06)_F12 

2.00E-
99 mitochondrial phosphate transporter  

 1193-94-(6-15-
06)_E07 

2.00E-
99 magnesium transporter CorA-like family protein (MRS2-2)  

 Contig_27 
3.00E-

99  PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel  
 1169-94-(6-15-
06)_G05 

4.00E-
99 

HSP81-1 (HEAT SHOCK PROTEIN 81-1); ATP binding / unfolded 
protein binding  

 0684-94-(6-6-
06)_D11 

5.00E-
99 ATEXLA1 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A1)  

 0726-94-(6-7-
06)_B04 

9.00E-
99 

AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ 
transcription factor  

 1188-94-(6-15-
06)_C07 

9.00E-
99 GER2; catalytic  

 0710-94-(6-7-
06)_B02 

1.00E-
98 

similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G23080.1); similar to putative membrane related protein 
CP5 [Oryza sativa (japonica cultivar-group)] (GB:BAC83004.1); 
contains InterPro domain Lipid-binding START; 
(InterPro:IPR002913)  

 Contig_198 
1.00E-

98 

similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47783.1); similar to unknown 
protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 
[Oryza sativa (japonica cultivar-group)] (GB:NP_001048488.1); 
contains InterPro domain Protein of unknown function DUF862, 
eukaryotic; (InterPro:IPR008580)  

 0400-94-(6-8-
06)_H12 

2.00E-
98 leucine-rich repeat protein, putative  

 Contig_157 
2.00E-

98 
XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); 
hydrolase, acting on glycosyl bonds  

 1152-94-(6-15-
06)_D04 

3.00E-
98 

ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); 
phosphoenolpyruvate carboxylase  

 0759-94-(6-7-
06)_C08 

5.00E-
98 peptide methionine sulfoxide reductase family protein  

 Contig_40 
6.00E-

98  TAP46 (2A PHOSPHATASE ASSOCIATED PROTEIN OF 46 KD)  

 Contig_5 
6.00E-

98 IAR3 (IAA-ALANINE RESISTANT 3); metallopeptidase  
 0661-94-(6-6-
06)_E08 

2.00E-
97 

ATMAP70-3 (microtubule-associated proteins 70-3); microtubule 
binding  

 Contig_61 
2.00E-

97 
XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); 
hydrolase, acting on glycosyl bonds  
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 0546-94-(6-8-
06)_F06 

6.00E-
97 phototropic-responsive NPH3 family protein  

 0789-94-(6-7-
06)_E11 

6.00E-
97 transducin family protein / WD-40 repeat family protein  

 0119-94-F12(4-28-
06) 

7.00E-
97  ATBCAT-5; branched-chain-amino-acid transaminase/catalytic  

 0230-94(5-31-
06)_014 

7.00E-
97 

similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G50290.1); similar to Os05g0409100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001055526.1); similar to 
Os06g0364500 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001057608.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAB84591.1)  

 Contig_182 
8.00E-

97  SOS1 (SALT OVERLY SENSITIVE 1);  sodium:hydrogen antiporter  

 Contig_111 
1.00E-

96  GDSL-motif lipase/hydrolase family protein  

 Contig_15 
1.00E-

96 

similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor 
[Glycine max] (GB:AAG44839.1); contains InterPro domain Hs1pro-
1, C-terminal; (InterPro:IPR009743); contains InterPro domain 
Hs1pro-1, N-terminal; (InterPro:IPR009869)  

 Contig_100 
3.00E-

96 
 PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation 
initiation factor  

 0606-94-(6-6-
06)_F01 

7.00E-
96 

inorganic pyrophosphatase, putative (soluble) / pyrophosphate 
phospho-hydrolase, putative / PPase, putative  

 0525-94-(6-8-
06)_A04 

8.00E-
96 

AtTLP3 (TUBBY LIKE PROTEIN 3);  phosphoric diester hydrolase/ 
transcription factor  

 1105-94-(6-9-
06)_E07 

9.00E-
96 pectinesterase family protein  

 0451-94-(6-16-
06)_A04 

2.00E-
95 zinc finger (C2H2 type) family protein  

 Contig_146 
3.00E-

95 CPN20 (CHAPERONIN 20); calmodulin binding  

 Contig_165 
4.00E-

95 transcription factor LIM, putative  
 1018-94-(6-2-
06)_A03 

5.00E-
95 phosphofructokinase family protein  

 Contig_153 
5.00E-

95 zinc ion binding  

 Contig_132 
9.00E-

95 CCR4-NOT transcription complex protein, putative  
 0808-94-(6-5-
06)_H01 

1.00E-
94 

RLK902 (receptor-like kinase 902); ATP binding / kinase/ protein 
serine/threonine kinase  

 1179-94-(6-15-
06)_F06 

1.00E-
94 EMB2024 (EMBRYO DEFECTIVE 2024); catalytic  

 0312-94-(6-9-
06)_A01 

2.00E-
94 SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1)  

 0440-94-(6-16-
06)_H02 

2.00E-
94 

ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE 
MEMBRANE OF CHLOROPLASTS 110)  

 1050-94-(6-2-
06)_A07 

5.00E-
94 zinc finger (C2H2 type) protein (WIP3)  

 1082-94-(6-2-
06)_H10 

5.00E-
94 aspartate/glutamate/uridylate kinase family protein  

 Contig_114 
7.00E-

94 
GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-
dioxygenase  
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 Contig_91 
8.00E-

94 BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase  
 1126-94-(6-9-
06)_B10 

1.00E-
93 

TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); 
carbohydrate transporter/ sugar porter  

 1137-94-(6-9-
06)_E11 

3.00E-
93 

IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein 
tyrosine/serine/threonine phosphatase  

 0072-94-F01(5-9-
06) 

1.00E-
92 MA3 domain-containing protein  

 0347-94-(6-12-
06)_F06 

1.00E-
92 ATRBP45B; RNA binding  

 0192-94-A06(5-10-
06) 

2.00E-
92 

PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen 
evolving  

 0817-94-(6-5-
06)_A03 

2.00E-
92 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G58010.1); similar to Os04g0665800 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054180.1); similar to unknown 
[Vitis pseudoreticulata] (GB:ABC69760.1)  

 Contig_116 
2.00E-

92  ATPHB1 (PROHIBITIN 1)  

 Contig_44 
3.00E-

92  40S ribosomal protein S9 (RPS9C)  

 Contig_93 
3.00E-

92  CLC-E (CHLORIDE CHANNEL E); voltage-gated chloride channel  
 1047-94-(6-2-
06)_F06 

4.00E-
92  transducin family protein / WD-40 repeat family protein  

 0185-94-B05(5-10-
06) 

5.00E-
92  homeotic gene regulator, putative  

 Contig_147 
5.00E-

92  60S ribosomal protein L10A (RPL10aA)  

 Contig_173 
5.00E-

92 
AT1G75840.1/ATGP3/ATROP4 (RHO-LIKE GTP BINDING 
PROTEIN 4); GTP binding / GTPase  

 0307-94-(6-12-
06)_F05 

8.00E-
92  COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13)  

 0536-94-(6-8-
06)_D05 

8.00E-
92 

 ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 
2); GTP binding  

 0598-94-(6-8-
06)_E11 

1.00E-
91  short-chain dehydrogenase/reductase (SDR) family protein  

 1054-94-(6-2-
06)_E07 

1.00E-
91  AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase  

 0349-94-(6-9-
06)_F04 

2.00E-
91  fringe-related protein  

 0607-94-(6-6-
06)_G01 

2.00E-
91  pectate lyase family protein  

 0854-94-(6-5-
06)_F07 

2.00E-
91 

 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE78854.1)  

 0359-94-(6-12-
06)_D07 

3.00E-
91  haloacid dehalogenase-like hydrolase family protein  

 0591-94-(6-8-
06)_F10 

3.00E-
91  catalytic  

 0713-94-(6-7-
06)_E02 

4.00E-
91 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G22270.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD52714.1); contains domain 
SUBFAMILY NOT NAMED (PTHR21551:SF13); contains domain 
FAMILY NOT NAMED (PTHR21551)  

 1171-94-(6-15-
06)_A06 

4.00E-
91  replication protein, putative  
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 0030-94-E01(4-28-
06) 

5.00E-
91  leucine-rich repeat family protein / protein kinase family protein  

 1125-94-(6-9-
06)_A10 

7.00E-
91 

 VTI12 (VESICAL TRANSPORT V-SNARE 12, vesical transport v-
SNARE 12);  SNARE binding / receptor  

 0431-94-(6-16-
06)_G01 

8.00E-
91 

 KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / 
transcription factor  

 0325-94-(6-14-
06)_E02 

9.00E-
91  transcription factor LIM, putative  

 0656-94-(6-6-
06)_H07 

9.00E-
91  SNF4 (Sucrose NonFermenting 4)  

 0326-94-(6-14-
06)_F02 

1.00E-
90  mannitol transporter, putative  

 0755-94-(6-7-
06)_G07 

2.00E-
90  CM1 (chorismate mutase 1); chorismate mutase  

 0788-94-(6-7-
06)_D11 

2.00E-
90  glycosyl hydrolase family 17 protein  

 0583-94-(6-8-
06)_F09 

3.00E-
90  leucine-rich repeat family protein / protein kinase family protein  

 0642-94-(6-6-
06)_B06 

3.00E-
90 

 Identical to Probable ATP synthase 24 kDa subunit, mitochondrial 
precursor (EC 3.6.3.14) [Arabidopsis Thaliana] 
(GB:Q9SJ12;GB:Q8LBN3); similar to hypothetical protein 
MtrDRAFT_AC155898g5v1 [Medicago truncatula] 
(GB:ABE87707.1)  

 0541-94-(6-8-
06)_A06 

4.00E-
90  AR401  

 Contig_95 
5.00E-

90  patched family protein  
 1178-94-(6-15-
06)_E06 

6.00E-
90  beta-galactosidase  

 0159-94(5-31-
06)_004 

7.00E-
90  RHA1  

 0896-94-(6-5-
06)_H12 

7.00E-
90  zinc finger (C2H2 type, AN1-like) family protein  

 0748-94-(6-7-
06)_H06 

9.00E-
90  leucine-rich repeat family protein  

 0210-94-C08(5-10-
06) 

3.00E-
89  synbindin, putative  

 0657-94-(6-6-
06)_A08 

4.00E-
89  60S ribosomal protein L18 (RPL18C)  

 0107-94-(6-12-
06)_A04 

1.00E-
88  UVH1 (ULTRAVIOLET HYPERSENSITIVE 1)  

 Contig_122 
2.00E-

88  60S ribosomal protein L6 (RPL6A)  

 Contig_126 
2.00E-

88  Ras-related GTP-binding family protein  

 Contig_166 
3.00E-

88  translation elongation factor  
 0447-94-(6-16-
06)_F03 

5.00E-
88  MIR domain-containing protein  

 0514-94-(6-8-
06)_F02 

6.00E-
88  TIC20; protein translocase  

 0572-94-(6-8-
06)_G08 

1.00E-
87 

 RHL2 (ROOT HAIRLESS 2); ATP binding / DNA binding / DNA 
topoisomerase (ATP-hydrolyzing)  

 0666-94-(6-6-
06)_B09 

1.00E-
87  catalytic  
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 0908-94-(6-14-
06)_C11 

2.00E-
87  methyladenine glycosylase family protein  

 0599-94-(6-8-
06)_F11 

3.00E-
87  GHMP kinase-related  

 0923-94-(6-15-
06)_B01 

3.00E-
87 

 EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of 
ribosome  

 1077-94-(6-2-
06)_C10 

8.00E-
87 

 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE83236.1)  

 0276-94(5-31-
06)_014 

1.00E-
86  zinc finger (ZPR1-type) family protein  

 0570-94-(6-8-
06)_E08 

1.00E-
86  HEMB1  

 Contig_190 
1.00E-

86  glutamate decarboxylase, putative  
 0861-94-(6-5-
06)_E08 

2.00E-
86  In2-1 protein, putative  

 Contig_70 
2.00E-

86  ADK1 (ADENYLATE KINASE 1); adenylate kinase  
 1064-94-(6-2-
06)_F08 

9.00E-
86 

 ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 
41); RNA binding  

 0144-94(5-31-
06)_015 

1.00E-
85  transcription factor S-II (TFIIS) domain-containing protein  

 0112-94-(6-12-
06)_D04 

2.00E-
85  SNF7 family protein  

 0530-94-(6-8-
06)_F04 

2.00E-
85 

VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-
SNARE 11); receptor  

 0739-94-(6-7-
06)_G05 

2.00E-
85 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G45750.1); similar to Os01g0846500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001044790.1); similar to 
hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAD81827.1); contains InterPro domain PAP/25A-associated; 
(InterPro:IPR002058); contains InterPro domain PAP/25A core; 
(InterPro:IPR001201)  

 0942-94-(6-15-
06)_E03 

2.00E-
85  DNAJ heat shock family protein  

 Contig_63 
2.00E-

85 

 similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAD81183.1); contains InterPro domain Breast carcinoma 
amplified sequence 2; (InterPro:IPR008409)  

 0305-94(5-31-
06)_004 

3.00E-
85 

 peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / 
rotamase, putative  

 1096-94-(6-2-
06)_F12 

3.00E-
85 

 similar to NERD [Medicago truncatula] (GB:ABE94711.1); contains 
InterPro domain NERD; (InterPro:IPR011528)  

 0749-94-(6-7-
06)_A07 

4.00E-
85 

 similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] 
(GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; 
(InterPro:IPR012336); contains InterPro domain Phosducin; 
(InterPro:IPR001200); contains InterPro domain Thioredoxin fold; 
(InterPro:IPR012335)  

 0886-94-(6-5-
06)_F11 

4.00E-
85  CYCD3;2 (CYCLIN D3;2); cyclin-dependent protein kinase  

 0946-94-(6-15-
06)_A04 

5.00E-
85  PBG1 (20S proteasome beta subunit G1); peptidase  

 0227-94-D10(5-10-
06) 

6.00E-
85 

 PECT1 (PHOSPHORYLETHANOLAMINE 
CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate 
cytidylyltransferase  
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 0785-94-(6-7-
06)_B11 

9.00E-
85 

 GPT (UDP-GLCNAC%3ADOLICHOL+PHOSPHATE+GLCNAC-1- 
P+TRANSFERASE); UDP-N-acetylglucosamine-dolichyl-phosphate 
N-acetylglucosaminephosphotransferase  

 0284-94(5-31-
06)_013 

1.00E-
84 

 QUA1 (QUASIMODO1); polygalacturonate 4-alpha-
galacturonosyltransferase/ transferase, transferring glycosyl groups / 
transferase, transferring hexosyl groups  

 0450-94-(6-16-
06)_H03 

1.00E-
84  short-chain dehydrogenase/reductase (SDR) family protein  

 0708-94-(6-7-
06)_H01 

1.00E-
84 

 similar to Os03g0849600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001051898.1); similar to Low density lipoprotein receptor 
(ISS) [Ostreococcus tauri] (GB:CAL52868.1); contains InterPro 
domain COG complex component, COG2; (InterPro:IPR009316)  

 0740-94-(6-7-
06)_H05 

2.00E-
84 

 GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / 
metal ion binding / nutrient reservoir  

 0929-94-(6-15-
06)_H01 

2.00E-
84  lysine decarboxylase family protein  

 Contig_172 
2.00E-

84 
 ATGDI2 (RAB GDP DISSOCIATION INHIBITOR 2); RAB GDP-
dissociation inhibitor  

 0008-94-G05(4-20-
06) 

3.00E-
84  coatomer protein complex, subunit alpha, putative  

 0509-94-(6-8-
06)_A02 

3.00E-
84  enolase, putative  

 1087-94-(6-2-
06)_E11 

4.00E-
84  zinc finger (C2H2 type) family protein  

 Contig_17 
6.00E-

84 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G01360.1); similar to CAPIP1 [Capsicum annuum] 
(GB:AAT35532.1); similar to CAPIP1-like [Solanum tuberosum] 
(GB:ABB29920.1); contains domain Bet v1-like (SSF55961); contains 
domain no description (G3D.3.30.530.20)  

 Contig_35 
8.00E-

84  NIK1 (NSP-INTERACTING KINASE 1); kinase  

 0738-94-(6-7-
06)_F05 

1.00E-
83 

 similar to unnamed protein product [Ostreococcus tauri] 
(GB:CAL57827.1); similar to Os01g0271000 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001042705.1)  

 0824-94-(6-5-
06)_H03 

1.00E-
83  UBC35; ubiquitin-protein ligase  

 0917-94-(6-14-
06)_D12 

1.00E-
83  NIK3 (NSP-INTERACTING KINASE 3); kinase   

 1130-94-(6-9-
06)_F10 

1.00E-
83  glucosamine/galactosamine-6-phosphate isomerase family protein  

 Contig_54 
1.00E-

83 
 HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / 
zinc ion binding  

 0295-94(5-31-
06)_003 

2.00E-
83  U-box domain-containing protein  

 Contig_48 
2.00E-

83  UBC28; ubiquitin-protein ligase  
 0099-94-B10(4-28-
06) 

3.00E-
83 

 ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation 
inhibitor 1)  

 0198-94-(6-16-
06)_H08 

3.00E-
83  lipocalin, putative  

 0529-94-(6-8-
06)_E04 

1.00E-
82 

 PIMT1 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 
1); protein-L-isoaspartate (D-aspartate) O-methyltransferase  

 Contig_79 
2.00E-

82  2-oxoacid dehydrogenase family protein  

 0297-94(5-31- 3.00E-  ORMDL family protein  
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06)_007 82 

 0686-94-(6-6-
06)_F11 

8.00E-
82  transferase family protein  

 1073-94-(6-2-
06)_G09 

8.00E-
82 

 similar to protein kinase family protein [Arabidopsis thaliana] 
(TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 
repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to 
Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like 
[Medicago truncatula] (GB:ABD32844.1); contains InterPro domain 
WD-40 repeat; (InterPro:IPR001680); contains InterPro domain 
WD40-like; (InterPro:IPR011046)   

 0782-94-(6-7-
06)_G10 

9.00E-
82  COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase  

 1015-94-(6-2-
06)_F02 

1.00E-
81  UBC20 (ubiquitin-conjugating enzyme 20); ubiquitin-protein ligase  

 0524-94-(6-8-
06)_H03 

2.00E-
81  zinc finger (B-box type) family protein  

 0780-94-(6-7-
06)_E10 

2.00E-
81  UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase  

 1025-94-(6-2-
06)_H03 

2.00E-
81  ABI1L1 (ABI-1-LIKE 1)  

 0527-94-(6-8-
06)_C04 

4.00E-
81  binding  

 1036-94-(6-2-
06)_C05 

7.00E-
81  bZIP transcription factor family protein  

 Contig_171 
7.00E-

81 
 AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); 
DNA binding / transcription factor  

 0012-94_009(5-31-
06) 

1.00E-
80 

 similar to EDA30 (embryo sac development arrest 30) [Arabidopsis 
thaliana] (TAIR:AT3G03810.1); similar to putative auxin-independent 
growth promoter protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAT85168.1); similar to Os05g0132500 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001054559.1); contains InterPro domain 
Protein of unknown function DUF246, plant; (InterPro:IPR004348)  

 0446-94-(6-16-
06)_E03 

2.00E-
80 

 ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-
fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds  

 0752-94-(6-7-
06)_D07 

2.00E-
80  VAMP7C (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7C)  

 Contig_32 
2.00E-

80  GCN5-related N-acetyltransferase, putative  

 Contig_83 
4.00E-

80  hydrolase, hydrolyzing O-glycosyl compounds  

 Contig_67 
5.00E-

80  zinc finger (C3HC4-type RING finger) family protein  

 0905-94-(6-14-
06)_H10 

6.00E-
80 

 CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); 
calmodulin binding / cation channel/ cyclic nucleotide binding / inward 
rectifier potassium  channel  

 1061-94-(6-2-
06)_C08 

7.00E-
80 

 peptidyl-prolyl cis-trans isomerase, putative / FK506-binding protein, 
putative  

 0462-94-(6-16-
06)_D05 

9.00E-
80 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G34215.2); similar to Os03g0857500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001051956.1); similar to unknown 
protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21393.1); 
contains InterPro domain Protein of unknown function DUF303, 
acetylesterase putative; (InterPro:IPR005181)  
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 0074-93-G04(4-21-
06) 

1.00E-
79  PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D  

 0278-94(5-31-
06)_001 

1.00E-
79  cysteine proteinase (RD21A) / thiol protease  

 0208-94-A08(5-10-
06) 

2.00E-
78  protein phosphatase 2C-related /  PP2C-related  

 Contig_31 
3.00E-

78  peptidoglycan-binding LysM domain-containing protein  
 0603-94-(6-6-
06)_C01 

4.00E-
78 

 ALPHA-SNAP2 (ALPHA-SOLUBLE NSF ATTACHMENT 
PROTEIN); soluble NSF attachment protein  

 0597-94-(6-8-
06)_D11 

5.00E-
78 

 ATRSP31 (ARGININE/SERINE-RICH SPLICING FACTOR 31); 
RNA binding  

 Contig_123 
5.00E-

78  DNAJ heat shock N-terminal domain-containing protein  
 0430-94-(6-16-
06)_F01 

6.00E-
78  PQ-loop repeat family protein / transmembrane family protein  

 0679-94-(6-6-
06)_G10 

6.00E-
78 

 EMB3004/MEE32 (EMBRYO DEFECTIVE 3004, maternal effect 
embryo arrest 32); 3-dehydroquinate dehydratase/ NADP binding / 
shikimate 5-dehydrogenase  

 Contig_191 
1.00E-

77  PEX22 (PEROXIN 22); protein binding  
 0457-94-(6-16-
06)_G04 

4.00E-
77 

 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase 
family protein  

 0857-94-(6-5-
06)_A08 

6.00E-
77  LIL3:1; transcription factor  

 1128-94-(6-9-
06Truncated)_D10 

1.00E-
76  DNAJ heat shock protein, putative  

 0522-94-(6-8-
06)_F03 

2.00E-
76  RTH (RTE1-HOMOLOG)  

 0387-94-(6-12-
06)_D10 

3.00E-
76  nucleolar protein Nop56, putative  

 0223-94-H09(5-10-
06) 

4.00E-
76  zinc finger (C3HC4-type RING finger) family protein  

 0792-94-(6-7-
06)_H11 

4.00E-
76 

 similar to unnamed protein product; contains similarity to unknown 
protein gb 

 0095-93-B02(4-21-
06) 

4.00E-
75  vesicle tethering family protein  

 0460-94-(6-16-
06)_B05 

6.00E-
75 

 ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein 
binding  

 1029-94-(6-2-
06)_D04 

6.00E-
75  microtubule associated protein (MAP65/ASE1) family protein  

 Contig_195 
6.00E-

75  oxidoreductase, 2OG-Fe(II) oxygenase family protein  
 0360-94-(6-12-
06)_E07 

8.00E-
75  RNA binding / tRNA methyltransferase  

 0567-94-(6-8-
06)_B08 

1.00E-
74  aconitase C-terminal domain-containing protein  

 1111-94-(6-9-
06)_C08 

1.00E-
74  phosphate-responsive 1 family protein  

 0702-94-(6-7-
06)_B01 

2.00E-
74 

 similar to Os01g0112100 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001041811.1)  

 Contig_104 
4.00E-

74 

 similar to unknown protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAL86463.1); contains InterPro domain Sigma factor, regions 3 
and 4; (InterPro:IPR013324)  
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 0444-94-(6-16-
06)_C03 

5.00E-
74 

 similar to unknown protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAO38479.1)  

 Contig_73 
5.00E-

74  EMB1467 (EMBRYO DEFECTIVE 1467); NADH dehydrogenase  
 0285-94(5-31-
06)_015 

7.00E-
74  RNA recognition motif (RRM)-containing protein  

 0257-94(5-31-
06)_008 

9.00E-
74  mitochondrial substrate carrier family protein  

 0221-94-F09(5-10-
06) 

1.00E-
73 

 similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription 
regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to 
NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar 
to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa 
(japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 
[Nicotiana benthamiana] (GB:AAY15746.1); contains InterPro domain 
NOT2/NOT3/NOT5; (InterPro:IPR007282)  

 0533-94-(6-8-
06)_A05 

1.00E-
73  DNAJ heat shock N-terminal domain-containing protein  

 1108-94-(6-9-
06)_H07 

2.00E-
73  eukaryotic translation initiation factor SUI1 family protein  

 0141-94-E04(5-9-
06) 

3.00E-
73  zinc knuckle (CCHC-type) family protein  

 Contig_205 
3.00E-

73 
 ATAUX2-11 (indoleacetic acid-induced protein 4); transcription 
factor  

 0901-94-(6-14-
06)_D10 

1.00E-
72  phosphoglycerate/bisphosphoglycerate mutase family protein  

 0921-94-(6-14-
06)_H12 

1.00E-
72  TOM2A (TOBAMOVIRUS MULTIPLICATION 2A)  

 1144-94-(6-9-
06)_D12 

2.00E-
72  MEMB11 (Golgi SNARE protein membrin 11); v-SNARE  

 Contig_180 
2.00E-

72 
 mitochondrial import inner membrane translocase subunit 
Tim17/Tim22/Tim23 family protein  

 0811-94-(6-5-
06)_C02 

3.00E-
72  PDE135 (PIGMENT DEFECTIVE EMBRYO 135); permease  

 Contig_155 
3.00E-

72  NHL1 (NDR1/HIN1-like 1)  
 0513-94-(6-8-
06)_E02 

6.00E-
72 

 PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate 
decarboxylase  

 0162-94-B07(5-5-
06) 

1.00E-
71 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea 
mariana] (GB:AAC32136.1); contains InterPro domain Protein of 
unknown function DUF962; (InterPro:IPR009305)  

 1017-94-(6-2-
06)_H02 

1.00E-
71  glycosyl hydrolase family 5 protein /  cellulase family protein  

 1067-94-(6-2-
06)_A09 

2.00E-
71  RHL1 (ROOT HAIRLESS 1)  

 0239-94-H11(5-10-
06) 

4.00E-
71  PQ-loop repeat family protein / transmembrane family protein  

 0687-94-(6-6-
06)_G11 

6.00E-
71 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G45060.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE90926.1)  

 Contig_69 
6.00E-

71  protein phosphatase 2C, putative / PP2C, putative  
 0866-94-(6-5-
06)_B09 

1.00E-
70  HAT22 (homeobox-leucine zipper protein 22); transcription factor  

 0006-94-C05(4-20- 2.00E-  similar to AMP-dependent synthetase and ligase [Medicago 
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06) 70 truncatula] (GB:ABE91856.1)  

 0595-94-(6-8-
06)_B11 

2.00E-
70  ATWHY2 (A. THALIANA WHIRLY 2); DNA binding  

 0313-94-(6-9-
06)_B01 

4.00E-
70 

 RPS6 (RIBOSOMAL PROTEIN S6); structural constituent of 
ribosome  

 0079-93-B04(4-21-
06) 

5.00E-
70  lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative  

 Contig_68 
6.00E-

70  MYB88 (myb domain protein 88); DNA binding / transcription factor  
 0653-94-(6-6-
06)_E07 

8.00E-
70  isochorismatase hydrolase family protein  

 0255-94(5-31-
06)_004 

9.00E-
70 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G42860.1); similar to H0814G11.12 [Oryza sativa (indica 
cultivar-group)] (GB:CAJ86345.1); similar to CAA30379.1 protein 
[Oryza sativa] (GB:CAB53482.1)  

 0847-94-(6-5-
06)_G06 

3.00E-
69  ATP binding / protein kinase/ protein serine/threonine kinase  

 0920-94-(6-14-
06)_G12 

3.00E-
69  enoyl-CoA hydratase/isomerase family protein  

 Contig_62 
3.00E-

69  THI1 (THIAZOLE REQUIRING)  
 0654-94-(6-6-
06)_F07 

4.00E-
69 

 FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ 
acyl-ACP thioesterase  

 0803-94-(6-5-
06)_C01 

4.00E-
69  F-box family protein  

 1308-94-(6-16-
06)_B07 

6.00E-
69 

 ATARP8 (ACTIN-RELATED PROTEIN 8); structural constituent of 
cytoskeleton  

 0123-94-C02(5-9-
06) 

7.00E-
69 

 EMB1067 (EMBRYO DEFECTIVE 1067); tRNA 2'-
phosphotransferase  

 Contig_72 
2.00E-

68  chalcone-flavanone isomerase family protein  
 0833-94-(6-5-
06)_A05 

5.00E-
68  ACX4 (ACYL-COA OXIDASE 4); oxidoreductase  

 0897-94-(6-14-
06)_G07 

2.00E-
67  transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L)  

 Contig_124 
2.00E-

67  NADH:ubiquinone oxidoreductase family protein  
 0017-94_004(5-31-
06) 

3.00E-
67  WRKY17 (WRKY DNA-binding protein 17); transcription factor  

 Contig_24 
3.00E-

67  calmodulin-binding protein  
 0846-94-(6-5-
06)_F06 

4.00E-
67  late embryogenesis abundant family protein / LEA family protein  

 Contig_71 
4.00E-

67  PEX10 (peroxin 10); protein binding / zinc ion binding  
 0691-94-(6-6-
06)_C12 

7.00E-
67  GCN5-related N-acetyltransferase (GNAT) family protein  

 0105-94-H10(4-28-
06) 

9.00E-
67 

 PAB8 (POLY(A) BINDING PROTEIN 8); RNA  binding / translation 
initiation factor  

 1182-94-(6-15-
06)_H06 

1.00E-
66  33 kDa secretory protein-related  

 0537-94-(6-8-
06)_E05 

2.00E-
66  OTU-like cysteine protease family protein  

 0907-94-(6-14- 3.00E-  calcium ion binding  
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06)_B11 66 

 Contig_181 
7.00E-

66  26S proteasome regulatory subunit, putative  

 0821-94-(6-5-
06)_E03 

8.00E-
66 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G12030.1); similar to fiber protein Fb27 [Gossypium 
barbadense] (GB:AAQ84318.1); contains InterPro domain Protein of 
unknown function DUF841, eukaryotic; (InterPro:IPR008559)  

 Contig_37 
9.00E-

66  UDP-glucoronosyl/UDP-glucosyl transferase family protein  
 0032-93-A10(4-21-
06) 

1.00E-
65  H+-transporting two-sector ATPase, putative  

 0639-94-(6-6-
06)_G05 

1.00E-
65  lectin protein kinase, putative  

 1192-94-(6-15-
06)_D07 

1.00E-
65  lipase class 3 family protein  

 0640-94-(6-6-
06)_H05 

2.00E-
65 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G21460.1); similar to Os08g0513300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062225.1); similar to Protein 
involved in high osmolarity signaling pathway (ISS) [Ostreococcus 
tauri] (GB:CAL57599.1); contains domain SUBFAMILY NOT 
NAMED (PTHR13490:SF4); contains domain FAMILY NOT 
NAMED (PTHR13490)  

 0130-94-B03(5-9-
06) 

8.00E-
65  ATR1 (ARABIDOPSIS CYTOCHROME REDUCTASE)  

 1194-94-(6-15-
06)_F07 

9.00E-
65  basic helix-loop-helix (bHLH) family  protein  

 Contig_120 
9.00E-

65  glutamate binding  
 0835-94-(6-5-
06)_C05 

1.00E-
64  SEC10 (EXOCYST COMPLEX COMPONENT  SEC10)  

 1058-94-(6-2-
06)_H07 

1.00E-
64 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G27435.1); similar to Os09g0281300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062767.1); similar to fiber 
protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains 
InterPro domain Protein of unknown function DUF1218; 
(InterPro:IPR009606)  

 0658-94-(6-6-
06)_B08 

2.00E-
64 

 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT3G11560.4); similar to Os08g0482100  [Oryza sativa 
(japonica cultivar-group)]  (GB:NP_001062067.1); similar to unknown 
protein [Oryza  sativa (japonica cultivar-group)] (GB:BAD09288.1);  
contains InterPro domain LETM1-like; (InterPro:IPR011685)   

 Contig_131 
6.00E-

64  transporter-related  
 1076-94-(6-2-
06)_B10 

8.00E-
64  NDP1 (RANDOM POTATO CDNA CLONE); binding  

 0120-94-A02(5-9-
06) 

9.00E-
64  alpha-mannosidase  

 0177-94-B04(5-10-
06) 

1.00E-
63  AGL20 (AGAMOUS-LIKE 20); transcription factor  

 0696-94-(6-6-
06)_H12 

1.00E-
63  myb family transcription factor  

 0736-94-(6-7-
06)_D05 

1.00E-
63  NPL4 family protein  

 Contig_186 
2.00E-

63  translocon-associated protein beta (TRAPB) family protein  
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 1041-94-(6-2-
06)_H05 

3.00E-
63 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G21140.1); similar to Os01g0511200 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043171.1)  

 0922-94-(6-15-
06)_A01 

5.00E-
63  ATFP3 (Arabidopsis thaliana farnesylated protein 3)  

 1080-94-(6-2-
06)_F10 

5.00E-
63 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G07090.1); similar to Protein of unknown function 
DUF640 [Medicago truncatula] (GB:ABE92798.1); contains InterPro 
domain Protein of unknown function DUF640; (InterPro:IPR006936)  

 0545-94-(6-8-
06)_E06 

8.00E-
63  ATOMT1 (O-METHYLTRANSFERASE 1)  

 Contig_59 
9.00E-

63  universal stress protein (USP) family protein  
 0147-94-C05(5-9-
06) 

2.00E-
62  IQD13 (IQ-domain 13); calmodulin binding  

 0810-94-(6-5-
06)_B02 

2.00E-
62  FIP1 (FH INTERACTING PROTEIN 1)  

 1086-94-(6-2-
06)_D11 

3.00E-
62  CRY2 (CRYPTOCHROME  2)  

 0436-94-(6-16-
06)_D02 

4.00E-
62 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G24805.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAC75560.1); contains InterPro 
domain Methyltransferase FkbM; (InterPro:IPR006342)  

 0625-94-(6-6-
06)_A04 

6.00E-
62 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G65810.1); similar to Os01g0144000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001042001.1); similar to conserved 
hypothetical protein [Medicago truncatula] (GB:ABE78370.1); 
contains domain S-adenosyl-L-methionine-dependent 
methyltransferases (SSF53335)  

 Contig_188 
6.00E-

62  F-box family protein (FBX13)  
 0118-94-E12(4-28-
06) 

7.00E-
62 

 GLP7 (GERMIN-LIKE PROTEIN 7); manganese ion binding / metal 
ion binding / nutrient reservoir  

 0129-94-A03(5-9-
06) 

7.00E-
62  NADP-dependent oxidoreductase, putative  

 0531-94-(6-8-
06)_G04 

8.00E-
62 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD69146.1); similar to 
Os02g0321800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001046689.1); similar to Os05g0272900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001055067.1); contains InterPro 
domain B-cell receptor-associated 31-like; (InterPro:IPR008417)  

 0121-94-H12(4-28-
06) 

1.00E-
61  GAE4 (UDP-D-GLUCURONATE 4-EPIMERASE 4); catalytic  

 0329-94-(6-27-
06)_H03 

1.00E-
61  aspartyl protease family protein  

 Contig_34 
1.00E-

61  (1-4)-beta-mannan endohydrolase, putative  
 0717-94-(6-7-
06)_A03 

2.00E-
61 

 MSBP1 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED 
PROGESTERONE BINDING PROTEIN 5)  

 Contig_88 
7.00E-

61  nucleoside-triphosphatase/ nucleotide binding  
 0843-94-(6-5-
06)_C06 

8.00E-
61 

 ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); 
DNA binding / DNA-directed RNA polymerase  

 0856-94-(6-5- 9.00E-  ankyrin repeat family protein  
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06)_H07 61 

 0029-94-D01(4-28-
06) 

1.00E-
60  copine-related  

 0704-94-(6-7-
06)_D01 

1.00E-
60  Clp amino terminal domain-containing protein  

 0729-94-(6-7-
06)_E04 

1.00E-
60  RNA recognition motif (RRM)-containing protein  

 0010-94_005(5-31-
06) 

2.00E-
60  arginine biosynthesis protein ArgJ family  

 1079-94-(6-2-
06)_E10 

2.00E-
60  zinc finger (C3HC4-type RING finger) family protein  

 1003-94-(6-2-
06)_C01 

4.00E-
60  cupin family protein  

 Contig_86 
9.00E-

60 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G05830.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD86886.1); similar to 
Os05g0135900 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001054577.1); contains InterPro domain tRNA-binding arm; 
(InterPro:IPR010978)  

 0252-94(5-31-
06)_013 

1.00E-
59 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G24610.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47870.1)  

 0260-94(5-31-
06)_014 

1.00E-
59 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G10385.1); similar to expressed protein (with alternative 
splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07222.1); 
similar to AT5g49830/K21G20_4 [Medicago truncatula] 
(GB:ABE86338.1); similar to Os07g0200000 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001059127.1); contains domain FAMILY 
NOT NAMED (PTHR21426); contains domain gb def: Gb 

 0830-94-(6-5-
06)_F04 

1.00E-
59  dentin sialophosphoprotein-related  

 0895-94-(6-5-
06)_G12 

1.00E-
59 

 similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa (japonica 
cultivar-group)] (GB:BAB39900.1); contains domain gb def: 
Hypothetical protein At2g40550 (PTHR13489:SF2); contains domain 
FAMILY NOT NAMED (PTHR13489)  

 0914-94-(6-14-
06)_A12 

2.00E-
59  RCD1 (RADICAL-INDUCED CELL DEATH1)  

 0540-94-(6-8-
06)_H05 

3.00E-
59  aldo/keto reductase, putative  

 1104-94-(6-9-
06)_D07 

7.00E-
59 

 SPL1 (SQUAMOSA PROMOTER BINDING  PROTEIN-LIKE 1); 
DNA binding / transcription factor  

 0128-94(5-31-
06)_009 

9.00E-
59  AOC4 (ALLENE OXIDE CYCLASE 4)  

 Contig_9 
1.00E-

58 
 delta-OAT (ornithine- delta-aminotransferase); ornithine-oxo-acid 
transaminase  

 0688-94-(6-6-
06)_H11 

2.00E-
58  U-box domain-containing protein  

 Contig_23 
2.00E-

58  ACD32.1 (ALPHA-CRYSTALLIN DOMAIN 31.2)  
 0636-94-(6-6-
06)_D05 

6.00E-
58  AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding  

 0655-94-(6-6-
06)_G07 

7.00E-
58  PPI1 (PROTON PUMP INTERACTOR 1)  
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 0179-94-D04(5-10-
06) 

1.00E-
57 

 similar to Cupin, RmlC-type [Medicago truncatula] 
(GB:ABD28667.1); similar to Os01g0810200 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001044582.1); contains InterPro domain 
Cupin, RmlC-type; (InterPro:IPR011051)  

 0373-94-(6-12-
06)_A09 

1.00E-
57  SNF7 family protein  

 0892-94-(6-5-
06)_D12 

1.00E-
57  F-box family protein  

 0426-94-(6-16-
06)_B01 

2.00E-
57  ALF4 (ABERRANT LATERAL ROOT FORMATION  4)  

 0663-94-(6-6-
06)_G08 

2.00E-
57  LIM domain-containing protein  

 1085-94-(6-2-
06)_C11 

2.00E-
57  armadillo/beta-catenin repeat family protein  

 Contig_3 
3.00E-

57  polcalcin, putative / calcium-binding pollen allergen, putative  

 1307-94-(6-16-
06)_A07 

5.00E-
57 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G57280.1); similar to non-green plastid inner envelope 
membrane protein precursor (GB:AAA84891.1); contains InterPro 
domain Protein of unknown function UPF0136, Transmembrane; 
(InterPro:IPR005349)  

 1026-94-(6-2-
06)_A04 

6.00E-
57  kinesin motor protein-related  

 0584-94-(6-8-
06)_G09 

1.00E-
56 

 similar to BSD domain-containing protein [Arabidopsis thaliana] 
(TAIR:AT1G26300.1); similar to Os04g0662000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054153.1); similar to 
Os02g0726400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001047990.1); contains InterPro domain BSD; 
(InterPro:IPR005607)  

 0770-94-(6-14-
06)_B05' 

1.00E-
56 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001050978.1); similar to 
hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAO19373.1)  

 0300-94(5-31-
06)_013 

2.00E-
56   ATKINESIN-13A/KINESIN-13A; microtubule motor  

 Contig_176 
6.00E-

56  DNA-binding protein-related  
 0048-94-G03(4-28-
06) 

1.00E-
55 

 mechanosensitive ion channel  domain-containing protein / MS ion 
channel  domain-containing protein  

 0562-94-(6-8-
06)_H07 

2.00E-
55 

 CDR1 (CONSTITUTIVE DISEASE RESISTANCE 1); aspartic-type 
endopeptidase/ pepsin A  

 Contig_194 
2.00E-

55  reticulon family protein (RTNLB3)  

 Contig_99 
2.00E-

55  carbon-sulfur lyase  
 0454-94-(6-16-
06)_D04 

3.00E-
55  similar to hypothetical protein [Prunus persica] (GB:AAO14625.1)  

 Contig_199 
3.00E-

55  SVP (SHORT VEGETATIVE PHASE); transcription factor  
 0578-94-(6-8-
06)_C09 

6.00E-
55  protein binding / zinc ion binding  

 0086-94-E08(4-28-
06) 

1.00E-
54  heme binding / transition metal ion binding  

 Contig_187 6.00E-  octicosapeptide/Phox/Bem1p (PB1) domain-containing protein  
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54 

 0773-94-(6-7-
06)_G09 

7.00E-
54 

 similar to nuclear matrix constituent protein-related [Arabidopsis 
thaliana] (TAIR:AT1G13220.2); similar to Alpha-taxilin, putative, 
expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95380.1); 
contains InterPro domain Prefoldin; (InterPro:IPR009053)  

 1305-94-(6-16-
06)_G06 

7.00E-
54  ADL6 (DYNAMIN-LIKE PROTEIN 6)  

 0180-94-E04(5-10-
06) 

8.00E-
54 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza sativa (indica 
cultivar-group)] (GB:CAH68245.1); similar to Os01g0121300 [Oryza 
sativa (japonica cultivar-group)] (GB:NP_001041875.1); similar to 
Os02g0799300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001048408.1); contains InterPro domain Acid 
phosphatase/vanadium-dependent haloperoxidase; 
(InterPro:IPR008934)  

 0517-94-(6-8-
06)_A03 

1.00E-
53 

 ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP  binding / 
GTPase  

 1102-94-(6-9-
06)_B07 

1.00E-
53 

 similar to intracellular protein transport protein USO1-related 
[Arabidopsis thaliana] (TAIR:AT1G64180.1); similar to unnamed 
protein product; gb 

 Contig_204 
1.00E-

53  glutaredoxin family protein  

 Contig_46 
1.00E-

53 
 ATHB54 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 
54); nucleic acid binding / transcription factor  

 0306-94(5-31-
06)_006 

2.00E-
53 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G64780.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE81201.1); contains InterPro domain 
Tetraspanin; (InterPro:IPR008952)  

 0887-94-(6-5-
06)_G11 

2.00E-
53  lanthionine synthetase C-like family protein  

 0690-94-(6-6-
06)_B12 

6.00E-
53 

 AtMYB82 (myb domain protein 82); DNA binding / transcription 
factor  

 0581-94-(6-8-
06)_E09 

8.00E-
53  glycosyl hydrolase family 17 protein  

 0647-94-(6-6-
06)_G06 

9.00E-
53  5'-AMP-activated protein kinase beta-1 subunit-related  

 0214-94(5-31-
06)_010 

1.00E-
52  homeobox-leucine zipper transcription factor family protein  

 1134-94-(6-9-
06)_B11 

3.00E-
52  ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7)  

 0026-94-(6-12-
06)_A01 

6.00E-
52 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase 
[Medicago truncatula] (GB:ABE83378.1); contains InterPro domain 
Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro 
domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094)  

 0841-94-(6-5-
06)_A06 

7.00E-
52 

 Identical to Protein At2g40430 [Arabidopsis Thaliana] 
(GB:O22892;GB:Q93XZ8); similar to Os05g0144200 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054623.1); similar to unknown 
protein [Oryza sativa (japonica cultivar-group)] (GB:AAU90201.1); 
contains InterPro domain P60-like; (InterPro:IPR011687)  

 0683-94-(6-6-
06)_C11 

9.00E-
52 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G03610.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAO39871.1); similar to 
Os10g0494000 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001064942.1); similar to hypothetical protein [Oryza sativa 
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(japonica cultivar-group)] (GB:AAP46235.1); contains InterPro 
domain Protein of unknown function DUF789; (InterPro:IPR008507)  

 0316-94-(6-9-
06)_E01 

1.00E-
51 

 similar to hypothetical protein MtrDRAFT_AC150207g26v1 
[Medicago truncatula] (GB:ABD32636.1)  

 0372-94-(6-12-
06)_H08 

2.00E-
51  mitochondrial glycoprotein family protein / MAM33 family protein  

 0649-94-(6-6-
06)_A07 

3.00E-
51  AML5 (ARABIDOPSIS MEI2-LIKE PROTEIN 5);  RNA binding  

 1060-94-(6-2-
06)_B08 

4.00E-
51  zinc finger protein-related  

 0576-94-(6-12-
06)_E11 

1.00E-
50  nucleic acid binding  

 0802-94-(6-5-
06)_B01 

1.00E-
50 

 ribulose bisphosphate carboxylase small chain 3B / RuBisCO small 
subunit 3B (RBCS-3B) (ATS3B)  

 1004-94(6-2-
06Truncated)_D01 

1.00E-
50 

 DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 
4-reductase  

 1021-94-(6-2-
06)_D03 

1.00E-
50  DNA binding / zinc ion binding  

 Contig_148 
6.00E-

50  IAA16 (indoleacetic acid-induced protein 16); transcription factor  

 Contig_142 
9.00E-

50  basic helix-loop-helix (bHLH) family protein  
 0219-94-D09(5-10-
06) 

2.00E-
49  YGGT family protein  

 0535-94-(6-8-
06)_C05 

3.00E-
49  pleckstrin homology (PH) domain-containing protein  

 0075-94-B07(4-28-
06) 

4.00E-
49  WNK1 (WITH NO LYSINE (K) 1);  kinase  

 0859-94-(6-5-
06)_C08 

5.00E-
49 

 ARID/BRIGHT DNA-binding domain-containing protein / ELM2 
domain-containing protein / Myb-like DNA-binding domain-
containing protein  

 0779-94-(6-7-
06)_D10 

6.00E-
49  selenoprotein-related  

 Contig_203 
7.00E-

49 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium 
barbadense] (GB:AAR07596.1); contains InterPro domain Protein of 
unknown function DUF1218; (InterPro:IPR009606)  

 Contig_20 
1.00E-

48 

 similar to pentatricopeptide (PPR) repeat-containing protein 
[Arabidopsis thaliana] (TAIR:AT4G22760.1); similar to hypothetical 
protein [Catharanthus roseus] (GB:CAC09928.1)  

 0807-94-(6-5-
06)_G01 

2.00E-
48 

 MLO10 (MILDEW RESISTANCE LOCUS O 10); calmodulin 
binding  

 0831-94-(6-5-
06)_G04 

2.00E-
48  hydrolase  

 Contig_179 
3.00E-

48  plastocyanin-like domain-containing protein  
 0111-94-F11(4-28-
06) 

5.00E-
48  UNE1 (unfertilized embryo sac 1)  

 0220-94E09(5-10-
06) 

5.00E-
48  zinc finger (C3HC4-type RING finger) family protein  

 0352-94-(6-27-
06)_H04 

6.00E-
48  transporter  

 0925-94-(6-16-
06)_C11 

8.00E-
48 

 Identical to Golgin-84 [Arabidopsis Thaliana] 
(GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT1G18190.1); similar to Gol (GB:Q6GNT7); similar 
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to Os01g0744400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001044225.1); contains domain SUBFAMILY NOT 
NAMED (PTHR13815:SF1); contains domain FAMILY NOT 
NAMED (PTHR13815)  

 0211-94-D08(5-10-
06) 

2.00E-
47 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G18720.1); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT5G18740.1); similar to heat shock protein DnaJ N-
terminal domain-containing protein [Musa acuminata] 
(GB:ABF69988.1); similar to Os01g0375100 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001043077.1); contains domain 
DNAJ/HSP40 (PTHR11821); contains domain gb def: T12H1.7 
protein (PTHR11821:SF3)  

 0358-94-(6-12-
06)_C07 

2.00E-
47 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G00355.2); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE80179.1)  

 1116-94-(6-9-
06)_H08 

2.00E-
47  leucine-rich repeat family protein / protein kinase family protein  

 1301-94-(6-16-
06)_C06 

2.00E-
47  RNA recognition motif (RRM)-containing protein  

 Contig_2 
2.00E-

47  adenylate cyclase  
 0369-94-(6-12-
06)_F08 

3.00E-
47  FTSZ2-1 (FtsZ homolog 2-1); structural molecule  

 0915-94-(6-14-
06)_B12 

3.00E-
47  copine-related  

 0804-94-(6-5-
06)_D01 

6.00E-
47  nucleic acid binding / zinc ion binding  

 0881-94-(6-5-
06)_A11 

8.00E-
47  transcription factor  

 0438-94-(6-16-
06)_F02 

1.00E-
46  pentatricopeptide (PPR) repeat-containing protein  

 0863-94-(6-5-
06)_G08 

3.00E-
46  fructose-bisphosphate aldolase, putative  

 Contig_141 
8.00E-

46  myb family transcription factor  

 Contig_98 
1.00E-

45 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G02555.1); similar to hypothetical protein [Cleome 
spinosa] (GB:ABD96917.1)  

 0164-94-D07(5-5-
06) 

2.00E-
45 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G04040.1); similar to Os01g0264500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001042664.1); similar to gb 
protein [Sorghum bicolor] (GB:AAL68853.1)  

 1035-94-(6-14-
06)_G08 

3.00E-
45 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G40060.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE83515.1); contains InterPro domain 
Clathrin light chain; (InterPro:IPR000996)  

 0021-94_012(5-31-
06) 

6.00E-
45 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] 
(GB:AAG49896.1); contains InterPro domain ZIM; 
(InterPro:IPR010399)  

 0228-94-E10(5-10-
06) 

1.00E-
44 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G08460.2); similar to Pm27 [Prunus mume] 
(GB:BAE48661.1); contains InterPro domain Protein of unknown 
function DUF1644; (InterPro:IPR012866)  

 0269-94(5-31- 2.00E-  transferase family protein  
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06)_015 44 

 Contig_168 
2.00E-

44  ATPU1 (PULLULANASE 1); alpha-amylase/  limit dextrinase  
 0790-94-(6-7-
06)_F11 

3.00E-
44  transducin family protein / WD-40 repeat family protein  

 0823-94-(6-5-
06)_G03 

7.00E-
44  pyruvate kinase, putative  

 1075-94-(6-2-
06)_A10 

8.00E-
44  zinc finger (Ran-binding) family protein  

 0265-94(5-31-
06)_007 

7.00E-
43 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G51890.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE83515.1); contains InterPro domain 
Clathrin light chain; (InterPro:IPR000996)  

 0643-94-(6-6-
06)_C06 

1.00E-
42  armadillo/beta-catenin repeat family protein  

 Contig_169 
1.00E-

42  integral membrane protein, putative  
 0388-94-(6-12-
06)_E10 

2.00E-
42  epsin N-terminal homology (ENTH)  domain-containing protein  

 1107-94-(6-9-
06)_G07 

3.00E-
42 

 AtMYB73/MYB73 (myb domain protein 73); DNA binding / 
transcription factor  

 0667-94-(6-6-
06)_C09 

4.00E-
42 

 SPL7 (SQUAMOSA PROMOTER BINDING  PROTEIN-LIKE 7); 
DNA binding / transcription factor  

 1127-94-(6-9-
06Truncated)_C10 

1.00E-
41 

 similar to expressed protein [Oryza sativa (japonica cultivar-group)] 
(GB:ABA99446.2); contains domain Winged helix DNA-binding 
domain (SSF46785)  

 0315-94-(6-9-
06)_D01 

2.00E-
41  transporter-related  

 1006-94-(6-2-
06)_F01 

9.00E-
41  RNA recognition motif (RRM)-containing  protein  

 1170-94-(6-15-
06)_H05 

1.00E-
40  ubiquitin-specific protease 8, putative (UBP8)  

 Contig_1 
1.00E-

40 
 ATERF-2/ATERF2/ERF2 (ETHYLENE RESPONSE FACTOR 2); 
DNA binding / transcription factor/ transcriptional activator  

 Contig_84 
1.00E-

40  AT-IMP (Arabidopsis thaliana importin alpha); protein transporter  

 0725-94-(6-7-
06)_A04 

2.00E-
40 

 similar to WDL1 (WVD2-LIKE 1) [Arabidopsis thaliana] 
(TAIR:AT3G04630.3); similar to Targeting protein for Xklp2 
containing protein, expressed [Oryza sativa (japonica cultivar-group)] 
(GB:ABF99369.1); similar to Os03g0799100 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001051574.1); contains InterPro domain 
Targeting for Xklp2; (InterPro:IPR009675)  

 1040-94-(6-2-
06)_G05 

3.00E-
40  protein kinase family protein  

 0106-94-A11(4-28-
06) 

7.00E-
40 

 similar to PREDICTED: similar to CG15168-PA [Apis mellifera] 
(GB:XP_001121144.1); similar to Os12g0566400 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001067053.1); contains domain 
FAMILY NOT NAMED (PTHR21181); contains domain gb def: 
Hypothetical protein (PTHR21181:SF6)  

 0829-94-(6-5-
06)_E04 

8.00E-
40 

 zinc finger protein (PRAF1) / regulator of  chromosome condensation 
(RCC1) family protein  

 0046-94-E03(4-28-
06) 

2.00E-
39 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G50040.1); similar to IMP dehydrogenase/GMP reductase 
[Medicago truncatula] (GB:ABE93135.1); contains InterPro domain 
Protein of unknown function DUF1005; (InterPro:IPR010410)  



402 
 

 

 Contig_130 
3.00E-

39  J20 (DNAJ-LIKE 20); heat shock protein binding  

 Contig_33 
4.00E-

39 

 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT1G11220.1); similar to cotton fiber  expressed protein 1 
[Gossypium hirsutum] (GB:AAC33276.1);  contains InterPro domain 
Protein of unknown function  DUF761, plant; (InterPro:IPR008480)  

 0681-94-(6-6-
06)_A11 

2.00E-
38  bZIP transcription factor family protein  

 0746-94-(6-7-
06)_F06 

2.00E-
38  seven in absentia (SINA) family protein  

 0883-94-(6-5-
06)_C11 

2.00E-
38  tRNA pseudouridine synthase family protein  

 1172-94-(6-15-
06)_B06 

2.00E-
38  NADH-ubiquinone oxidoreductase-related  

 0309-94(5-31-
06)_012 

2.00E-
37  protein kinase family protein  

 1094-94-(6-2-
06)_D12 

2.00E-
37 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G25640.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD07762.1); contains InterPro 
domain Protein of unknown function DUF617, plant; 
(InterPro:IPR006460)  

 Contig_10 
2.00E-

37  KH domain-containing protein  

 0263-94(5-31-
06)_003 

3.00E-
37 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G19330.2); similar to unknown [Vitis pseudoreticulata] 
(GB:ABC69763.1)  

 0694-94-(6-6-
06)_F12 

7.00E-
37  CIC7E11; protein binding / zinc ion binding  

 0328-94-(6-9-
06)_G02 

9.00E-
37  squamosa promoter-binding protein, putative  

 0890-94-(6-14-
06)_E07 

1.00E-
36  IAA11 (indoleacetic acid-induced protein 11)  

 0720-94-(6-7-
06)_D03 

1.00E-
35 

 similar to EMB2170 (EMBRYO DEFECTIVE 2170) [Arabidopsis 
thaliana] (TAIR:AT1G21390.1)  

 0087-93-B03(4-21-
06) 

2.00E-
35  ATRAD21.3 (Arabidopsis homolog of  RAD21 3)  

 Contig_58 
3.00E-

35 
 XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); 
hydrolase, acting on glycosyl bonds  

 0047-93-B08(4-21-
06) 

4.00E-
35  WD-40 repeat family protein  

 0131-94-C03(5-9-
06) 

4.00E-
35  Dof-type zinc finger domain-containing protein  

 0140-94-D04(5-9-
06) 

4.00E-
35  bZIP transcription factor family protein  

 0796-94-(6-7-
06)_D12 

7.00E-
35  BPC2 (BASIC PENTACYSTEINE 2)  

 Contig_121 
7.00E-

35  RNA and export factor-binding protein, putative  
 0296-94(5-31-
06)_005 

2.00E-
34  kinase interacting family protein  

 0870-94-(6-5-
06)_F09 

2.00E-
34  ARF2 (AUXIN RESPONSE FACTOR 2)   

 0577-94-(6-8-
06)_B09 

3.00E-
34  glycine-rich protein  
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 0834-94-(6-15-
06bad)_H10 

3.00E-
34  zinc finger (C3HC4-type RING finger) family protein  

 1160-94-(6-15-
06)_B05 

5.00E-
34 

 similar to YLS7 (yellow-leaf-specific gene 7) [Arabidopsis thaliana] 
(TAIR:AT5G51640.1); similar to unknown [Gymnadenia conopsea] 
(GB:ABD66519.1); similar to Os01g0914800 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001045183.1); contains InterPro domain 
Protein of unknown function DUF231, plant; (InterPro:IPR004253)  

 0633-94-(6-6-
06)_A05 

6.00E-
34 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G20900.1); similar to P0482D04.10 [Oryza sativa 
(japonica cultivar-group)] (GB:BAB89663.1); similar to 
Os04g0395800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001052661.1); similar to Os10g0392400 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001064513.1); contains InterPro 
domain ZIM; (InterPro:IPR010399)  

 0007for_D05' 
2.00E-

33  AAA-type ATPase family protein  

 0280-94(5-31-
06)_005 

2.00E-
33 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G70420.1); similar to Os01g0639600 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043675.1); similar to Protein of 
unknown function DUF1645 [Medicago truncatula] 
(GB:ABE93113.1); contains InterPro domain Protein of unknown 
function DUF1645; (InterPro:IPR012442)  

 Contig_82 
2.00E-

33  VIM1 (VARIANT IN METHYLATION 1); DNA binding  

 Contig_26 
8.00E-

33 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G02430.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD08943.1); contains InterPro 
domain Protein of unknown function DUF679; (InterPro:IPR007770)  

 0124-94-D02(5-9-
06) 

3.00E-
32 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G41980.1); similar to Os06g0226000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001057201.1); similar to 
Transposase, IS4 [Medicago truncatula] (GB:ABE82048.1); contains 
domain FAMILY NOT NAMED (PTHR22930)  

 0588-94-(6-8-
06)_C10 

6.00E-
32  nodulin MtN21 family protein  

 1083-94-(6-2-
06)_A11 

4.00E-
31  AP2 domain-containing transcription factor, putative  

 0261-94(5-31-
06)_016 

5.00E-
31  UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase  

 0777-94-(6-7-
06)_B10 

8.00E-
31 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G32330.1); similar to putative BRI1-KD interacting 
protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); 
similar to Os02g0200800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001046221.1); similar to Os11g0571900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001068122.1); contains InterPro 
domain Targeting for Xklp2; (InterPro:IPR009675)  

 0800-94-(6-7-
06)_G12 

2.00E-
30 

 ANAC053 (Arabidopsis NAC domain containing protein 53); 
transcription factor  

 Contig_57 
3.00E-

30  RNA recognition motif (RRM)-containing protein  
 0693-94-(6-6-
06)_E12 

5.00E-
30 

 GLA1 (GLOBULAR ARREST1); tetrahydrofolylpolyglutamate 
synthase  

 0930-94-(6-16-
06)_F11 

2.00E-
29  transporter  

 0795-94-(6-7- 3.00E-  SCL1 (SCARECROW-LIKE 1); transcription factor  
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06)_C12 29 

 0902-94-(6-14-
06)_E10 

3.00E-
29  IAA29 (indoleacetic acid-induced protein 29); transcription factor  

 Contig_189 
3.00E-

29  senescence-associated protein-related  
 0756-94-(6-7-
06)_H07 

4.00E-
29  D111/G-patch domain-containing protein  

 1101-94-(6-9-
06)_A07 

1.00E-
28  HDA15 (histone deacetylase 15); histone deacetylase  

 0635-94-(6-6-
06)_C05 

4.00E-
28  zinc finger (C3HC4-type RING finger) family protein  

 0526-94-(6-8-
06)_B04 

6.00E-
28  zinc finger protein-related  

 0071_F06(For4-28-
06) 

8.00E-
28  MBD8 (methyl-CpG-binding domain 8)  

 0511-94-(6-8-
06)_C02 

1.00E-
27  protein binding / zinc ion binding  

 1145-94-(6-9-
06Truncated)_E12 

1.00E-
27  TTN8 (TITAN8); ATP  binding  

 0199-94(5-31-
06)_008 

2.00E-
27 

 formin homology 2 domain-containing protein / FH2 domain-
containing protein  

 0753-94-(6-7-
06)_E07 

2.00E-
27  kinesin light chain-related  

 0645-94-(6-6-
06)_E06 

4.00E-
27  VQ motif-containing protein  

 Contig_53 
4.00E-

27 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G26110.1); similar to hypothetical protein [Glycine max] 
(GB:BAB41197.1); contains domain gb def: Arabidopsis thaliana 
genomic DNA, chromosome 5, TAC clone:K9E15 (Hypothetical pr 
(PTHR13586:SF4); contains domain UNCHARACTERIZED 
(PTHR13586)  

 0904-94-(6-14-
06)_G10 

5.00E-
27  no apical meristem (NAM) family protein  

 0149-94-E05(5-9-
06) 

2.00E-
26  C2 domain-containing protein  

 0885-94-(6-5-
06)_E11 

2.00E-
26 

 similar to CIL [Arabidopsis thaliana] (TAIR:AT4G25990.1); similar 
to CCT [Medicago truncatula] (GB:ABE93500.1); contains InterPro 
domain CCT; (InterPro:IPR010402)  

 0931-94-(6-16-
06)_G11 

3.00E-
26 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G25870.1); similar to Os01g0131300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001041925.1)  

 1014-94-(6-2-
06)_E02 

3.00E-
26 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47783.1); similar to unknown 
protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 
[Oryza sativa (japonica cultivar-group)] (GB:NP_001048488.1); 
contains InterPro domain Protein of unknown function DUF862, 
eukaryotic; (InterPro:IPR008580)  

 0127-94(5-31-
06)_007 

4.00E-
26 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001047925.1); similar to 
Os08g0511400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001062213.1); contains domain N-terminal domain of cbl (N-
cbl) (SSF47668)  
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 0380-94-(6-12-
06)_G09 

5.00E-
26  unknown protein  

 0379-94-(6-12-
06)_F09 

8.00E-
26  translocon-associated protein alpha (TRAP alpha) family protein  

 0013-94_011(5-31-
06) 

4.00E-
25  protein phosphatase 2C, putative / PP2C, putative  

 0818-94-(6-5-
06)_B03 

4.00E-
25 

 similar to Os03g0747100 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001051255.1)  

 0872-94-(6-5-
06)_H09 

6.00E-
25  OST1 (OPEN STOMATA 1); kinase/ protein kinase  

 0630-94-(6-6-
06)_F04 

7.00E-
25 

 ATSC35 (Arabidopsis thaliana arginine/serine-rich splicing factor 35, 
35 kDa protein); RNA binding  

 1032-94-(6-2-
06)_G04 

7.00E-
25 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] 
(GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus 
trifoliata] (GB:AAN62354.1); contains domain no description 
(G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding 
protein) (SSF47040)  

 Contig_43 
7.00E-

25 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G01240.3); similar to Os09g0363500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062992.1); similar to 
Os08g0400300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001061754.1); similar to hypothetical protein 
MtrDRAFT_AC145165g14v1 [Medicago truncatula] 
(GB:ABE91800.1)  

 0254-94-(6-16-
06)_B10 

9.00E-
25  3-phosphoinositide-dependent protein kinase-1, putative  

 0936-94-(6-16-
06)_D12 

1.00E-
24 

 PRR7 (PSEUDO-RESPONSE REGULATOR  7); transcription 
regulator  

 Contig_156 
3.00E-

24 

 similar to Os03g0110300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001048714.1); similar to Unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAN61478.1)  

 0891-94-(6-5-
06)_C12 

4.00E-
24  ankyrin repeat family protein  

 0750-94-(6-7-
06)_B07 

7.00E-
24 

 HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / 
transcription factor  

 0175-94-H03(5-10-
06) 

8.00E-
24  zinc finger (CCCH-type) family protein  

 0271-94(5-31-
06)_004 

4.00E-
23  AAA-type ATPase family protein  

 0644-94-(6-6-
06)_D06 

6.00E-
23 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G13420.1); similar to hypothetical protein 
MtrDRAFT_AC146567g1v1 [Medicago truncatula] 
(GB:ABE90925.1)  

 0619-94-(6-6-
06)_C03 

4.00E-
22  BPC2 (BASIC PENTACYSTEINE 2)  

 Contig_162 
1.00E-

21 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G26240.1); similar to Os04g0653100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054104.1); similar to 
transmembrane protein 14C [Argas monolakensis] (GB:ABI52790.1); 
similar to Os03g0568500 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050510.1); contains InterPro domain Protein of unknown 
function UPF0136, Transmembrane; (InterPro:IPR005349)  

 0664-94-(6-6- 2.00E-  zinc finger (C3HC4-type RING finger) family protein  
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 1167-94-(6-15-
06)_F05 

3.00E-
21 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G55210.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABD28485.1)  

 Contig_117 
4.00E-

21 

 similar to cation exchanger, putative (CAX10) [Arabidopsis thaliana] 
(TAIR:AT1G54110.1); similar to Os09g0272500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062740.1); similar to 
Os08g0533700 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001062347.1); similar to cation exchanger-like protein 
[Oryza sativa (japonica cultivar-group)] (GB:BAD13159.1); contains 
domain no description (G3D.1.20.5.110)  

 0010-93-G12(4-21-
06) 

6.00E-
21  arginine biosynthesis protein ArgJ family  

 0518-94-(6-8-
06)_B03 

1.00E-
20 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G04690.1); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT5G04680.1); similar to Ankyrin [Medicago 
truncatula] (GB:ABE89653.1); contains InterPro domain Ankyrin; 
(InterPro:IPR002110)  

 1147-94-(6-9-
06Truncated)_G12 

1.00E-
20  SET domain-containing protein (ASHH1)  

 1180-94-(6-15-
06)_G06 

1.00E-
20 

 ATERF-9/ATERF9/ERF9 (ERF domain protein 9); DNA binding / 
transcription factor/ transcriptional repressor  

 1110-94-(6-9-
06)_B08 

6.00E-
20  F-box family protein  

 Contig_113 
7.00E-

20 

 ATERF3/ERF3 (ETHYLENE RESPONSIVE ELEMENT BINDING 
FACTOR 3); DNA binding / protein binding / transcription factor/ 
transcriptional repressor  

 0244-94-E12(5-10-
06) 

9.00E-
20  ATUPF3/UPF3; nucleotide binding  

 0045-94-D03(4-28-
06) 

2.00E-
19 

 similar to cupin family protein [Arabidopsis thaliana] 
(TAIR:AT2G18540.1); similar to Os06g0352900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001057589.1); similar to 
PREDICTED: hypothetical protein, partial [Strongylocentrotus 
purpuratus] (GB:XP_001185087.1)  

 0627-94-(6-6-
06)_C04 

2.00E-
19  F-box family protein  

 0714-94-(6-7-
06)_F02 

2.00E-
19  GASA4 (GAST1 PROTEIN HOMOLOG 4)  

 1071-94-(6-2-
06)_E09 

4.00E-
19  zinc finger protein-related  

 1148-94-(6-9-
06)_H12 

7.00E-
19  CID3 (CTC-Interacting Domain 3)  

 0617-94-(6-6-
06)_A03 

8.00E-
19  F-box family protein  

 0134-94-F03(5-9-
06) 

1.00E-
18  reticulon family protein  

 0054-94-E04(4-28-
06) 

6.00E-
18 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G28770.1); similar to unnamed protein product; 
gene_id:K19B1.16 unknown protein-related [Medicago truncatula] 
(GB:ABE84483.1)  

 1120-94-(6-9-
06)_D09 

8.00E-
18  TRFL7 (TRF-LIKE 7); DNA binding / transcription factor  

 1063-94-(6-2-
06)_E08 

9.00E-
18  YDA (YODA); kinase  
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 0628-94-(6-6-
06)_D04 

3.00E-
17  proteophosphoglycan-related  

 0676-94-(6-6-
06)_D10 

1.00E-
16 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G17510.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABG22017.1)  

 1166-94-(6-15-
06)_E05 

4.00E-
16  disease resistance protein (NBS-LRR class),  putative  

 1092-94-(6-2-
06)_B12 

5.00E-
16  COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase  

 0735-94-(6-7-
06)_C05 

7.00E-
16 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G17540.1); similar to Os06g0728500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001058643.1)  

 0695-94-(6-6-
06)_G12 

1.00E-
15  pseudouridine synthase family protein  

 0085-94-D08(4-28-
06) 

2.00E-
15  senescence/dehydration-associated protein-related  

 0836-94-(6-5-
06)_D05 

2.00E-
15 

 ATBAG5 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED 
ATHANOGENE 5); protein binding  

 0381-94-(6-12-
06)_H09 

5.00E-
15  hydroxyproline-rich glycoprotein family protein  

 0945-94-(6-15-
06)_H03 

5.00E-
15  transmembrane protein, putative  

 0668-94-(6-6-
06)_D09 

3.00E-
14 

 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT5G56210.1); similar to OSJNBa0084A10.5  [Oryza sativa 
(japonica cultivar-group)] (GB:CAE03030.1);  similar to dentin 
sialophosphoprotein preproprotein [Homo  sapiens] 
(GB:NP_055023.2); contains domain no description  
(G3D.4.10.900.10)  

 0737-94-(6-7-
06)_E05 

3.00E-
14  nodulin MtN21 family protein  

 0016-94_002(5-31-
06) 

7.00E-
14  hydroxyproline-rich glycoprotein family protein  

 Contig_163 
1.00E-

13 

 similar to Os03g0412200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050353.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAO37502.2); similar to 
Os03g0595200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050595.1)  

 0226-94-C10(5-10-
06) 

3.00E-
13  DNA-binding family protein  

 0024-94(5-31-
06)_001 

6.00E-
13  VHS domain-containing protein / GAT domain-containing protein  

 0365-94-(6-12-
06)_B08 

7.00E-
13  UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase  

 0019-94_008(5-31-
06) 

8.00E-
13  disease resistance protein (TIR-NBS class), putative  

 1115-94-(6-9-
06)_G08 

3.00E-
12  histone H1.2  

 0728-94-(6-7-
06)_D04 

7.00E-
12 

 PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription 
factor  

 0580-94-(6-8-
06)_D09 

1.00E-
11 

 SWAP (Suppressor-of-White-APricot)/surp domain-containing 
protein  

 0822-94-(6-5-
06)_F03 

1.00E-
11 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G10080.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD82228.1)  

 0016-93-A12(4-21- 2.00E-  hydroxyproline-rich glycoprotein family protein  
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06) 11 

 0139-94-C04(5-9-
06) 

2.00E-
11  F-box family protein  

 0721-94-(6-7-
06)_E03 

2.00E-
11  AR791; actin binding  

 Contig_119 
2.00E-

11 
 WAVE1 (WASP  (Wiskott-Aldrich syndrome protein)-family 
verprolin  homologous protein 1)  

 0286-94(5-31-
06)_002 

4.00E-
11  RNase H domain-containing protein  

 0235-94-D11(5-10-
06) 

5.00E-
11  amidase family protein  

 0826-94-(6-5-
06)_B04 

9.00E-
10  nucleic acid binding / nucleotide binding /  zinc ion binding  

 1084-94-(6-2-
06)_B11 

1.00E-
09  PEL1 (PELOTA); translation release factor  

 0195-94-D06(5-10-
06) 

2.00E-
09 

 zinc finger (C3HC4-type RING finger) family protein / ankyrin repeat 
family protein  

 1146-94-(6-9-
06)_F12 

2.00E-
09  armadillo/beta-catenin repeat family           protein  

 Contig_28 
2.00E-

09 
 TOPII (TOPOISOMERASE II); ATP  binding / DNA binding / DNA 
topoisomerase  (ATP-hydrolyzing)  

 Contig_184 
3.00E-

09  octicosapeptide/Phox/Bem1p (PB1) domain-containing protein  

 0433-94-(6-27-
06)_D06 

5.00E-
09 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G31300.2); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD53332.1); similar to 
Os05g0511000 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001050848.1); contains InterPro 
domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); 
contains InterPro domain Protein of unknown function DUF887, TLC-
like; (InterPro:IPR010283)  

 0594-94-(6-8-
06)_A11 

1.00E-
08  EMB2654 (EMBRYO DEFECTIVE 2654); binding  

 Contig_50 
1.00E-

08 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G06980.1); similar to ACI112 [Lycopersicon esculentum] 
(GB:AAY97870.1)  

 Contig_4 
5.00E-

08  F-box family protein  
 0262-94(5-31-
06)_001 

6.00E-
08  PHD finger family protein  

 Contig_164 
1.00E-

07  3'-5' exonuclease domain-containing protein  

 Contig_30 
1.00E-

07 
 NFD1 (NUCLEAR FUSION DEFECTIVE 1); structural constituent 
of ribosome  

 0571-94-(6-8-
06)_F08 

2.00E-
07  NPSN11 (NOVEL PLANT SNARE 11); protein transporter  

 Contig_80 
6.00E-

07 
 UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific 
protease  

 Contig_177 
9.00E-

07 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G33850.1); similar to arabinogalactan-protein; AGP [Pyrus 
communis] (GB:AAB35283.1)  

 0592-94-(6-8-
06)_G10 

2.00E-
06  DNA binding / ligand-dependent nuclear receptor  
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 0849-94-(6-5-
06)_A07 

2.00E-
06  zinc finger (GATA type) family protein  

 0916-94-(6-14-
06)_C12 

3.00E-
06 

 similar to unnamed protein product [Ostreococcus tauri] 
(GB:CAL54919.1); similar to Os05g0148300 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001054647.1); contains InterPro domain 
Ribosomal protein S27, mitochondrial; (InterPro:IPR013219)  

 1124-94-(6-9-
06)_H09 

9.00E-
06  protein kinase, putative  

 0225-94-B10(5-10-
06) e-100  SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1)  
 0233-94-B11(5-10-
06) e-100 

 SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE 
KINASE 1); kinase  

 0363-94-(6-12-
06)_H07 e-100  VCS (VARICOSE); nucleotide binding  
 0394-94-(6-8-
06)_C12 e-100 

 ATARFA1E (ADP-ribosylation factor A1E); GTP binding / 
phospholipase activator/ protein binding  

 0626-94-(6-6-
06)_B04 e-100  exostosin family protein  
 0660-94-(6-6-
06)_D08 e-100  pfkB-type carbohydrate kinase family protein  

 Contig_85 e-100  band 7 family protein  
 0137-94-A04(5-9-
06) e-101  LPAT4; acyltransferase  

 0250-94(5-31-
06)_009 e-101 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G34220.2); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD46466.1); similar to 
Os09g0547200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001063848.1); contains InterPro domain Protein of unknown 
function DUF292, eukaryotic; (InterPro:IPR005061)  

 0465-94-(6-16-
06)_G05 e-101 

 NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial 
(TYKY)  

 0519-94-(6-8-
06)_C03 e-101  F-box family protein (FBL3)  
 0605-94-(6-6-
06)_E01 e-101  palmitoyl protein thioesterase family protein  
 0724-94-(6-7-
06)_H03 e-101  indigoidine synthase A family protein  
 0733-94-(6-7-
06)_A05 e-101  (1-4)-beta-mannan endohydrolase, putative  
 1042-94-(6-15-
06)_E12 e-101  FUS6 (FUSCA 6)  
 1078-94-(6-2-
06)_D10 e-101  protein kinase  
 1135-94-(6-9-
06)_C11 e-101  PBD1 (PROTEASOME SUBUNIT PRGB); peptidase  

 Contig_152 e-101  microtubule motor  

 Contig_52 e-101 

 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT5G01100.1); similar to unknown protein  [Arabidopsis 
thaliana] (TAIR:AT3G54100.1); similar to  Os05g0451900 [Oryza 
sativa (japonica cultivar-group)]  (GB:NP_001055708.1); similar to 
putative axi 1 [Oryza  sativa (japonica cultivar-group)] 
(GB:BAD82651.1);  contains InterPro domain Protein of unknown 
function  DUF246, plant; (InterPro:IPR004348)  

 Contig_55 e-101  GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); 
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acyltransferase  

 Contig_7 e-101  EIF2 BETA (EMBRYO DEFECTIVE 1401)  

 Contig_74 e-101  CCR4-NOT transcription complex protein, putative  
 0110-94-E11(4-28-
06) e-102  mannose 6-phosphate reductase (NADPH-dependent), putative  
 0200-94-A07(5-10-
06) e-102  chaperone protein dnaJ-related  
 0507-94-(6-8-
06)_G01 e-102  binding  

 0534-94-(6-8-
06)_B05 e-102 

 similar to Rho-GTPase-activating protein-related [Arabidopsis 
thaliana] (TAIR:AT4G35750.1); similar to Cellular retinaldehyde-
binding/triple function, C-terminal [Medicago truncatula] 
(GB:ABD28324.1); contains InterPro domain Cellular retinaldehyde-
binding/triple function, C-terminal; (InterPro:IPR001251)  

 0774-94-(6-7-
06)_H09 e-102  heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative  

 0910-94-(6-14-
06)_E11 e-102 

 similar to Unknown (protein for IMAGE:6863324) [Xenopus laevis] 
(GB:AAH84304.1); similar to Unknown (protein for 
IMAGE:8320811) [Xenopus laevis] (GB:AAI24845.1); similar to 
Os11g0264600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001067654.1)  

 0918-94-(6-14-
06)_E12 e-102  VHS domain-containing protein / GAT domain-containing protein  

 Contig_66 e-102  beta-adaptin, putative  

 Contig_8 e-102 
 CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ 
zinc ion binding  

 0115-94-B12(4-28-
06) e-103 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G22850.1); similar to aluminum-induced protein-like 
protein [Thellun (GB:AAM19711.1); contains domain no description 
(G3D.3.60.20.10); contains domain N-terminal nucleophile 
aminohydrolases (Ntn hydrolases) (SSF56235)  

 0385-94-(6-12-
06)_B10 e-103 

 similar to BPS1 (BYPASS 1) [Arabidopsis thaliana] 
(TAIR:AT1G01550.2); similar to unknown [Solanum tuberosum] 
(GB:ABB16971.1); contains InterPro domain Glutathione S-
transferase, C-terminal-like; (InterPro:IPR010987)  

 0463-94-(6-16-
06)_E05 e-103 

 ATMLO1/MLO1 (MILDEW RESISTANCE LOCUS O 1); 
calmodulin binding  

 0613-94-(6-6-
06)_E02 e-103  AXS1 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 1)  
 0652-94-(6-6-
06)_D07 e-103  CLPP3 (Clp protease proteolytic subunit 3); endopeptidase Clp  
 0911-94-(6-14-
06)_F11 e-103 

 AtRABD2b/AtRab1A (Arabidopsis Rab GTPase homolog D2b); GTP 
binding  

 Contig_197 e-103  BMY3 (beta-amylase 3); beta-amylase  

 Contig_60 e-103 
 CYP707A1 (cytochrome P450, family 707, subfamily A, polypeptide 
1); oxygen binding  

 0060-94-C05(4-28-
06) e-104  ATG2 (G2p-related protein); metalloexopeptidase  
 0209-94-B08(5-10-
06) e-104  importin beta-2 subunit family protein  
 0245-94-F12(5-10-
06) e-104  HSA32 (HEAT-STRESS-ASSOCIATED 32)  

 0362-94-(6-12- e-104  transcription-coupled DNA repair  protein-related  
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06)_G07 

 0523-94-(6-8-
06)_G03 e-104  peroxidase 64 (PER64) (P64) (PRXR4)  
 0744-94-(6-7-
06)_D06 e-104  thiF family protein  

 Contig_160 e-104  MVD1 (mevalonate diphosphate decarboxylase 1)  
 0766-94-(6-7-
06)_A09 e-105 

 GRF9 (General regulatory factor 9); protein phosphorylated amino 
acid binding  

 0919-94-(6-14-
06)_F12 e-105 

 ATFATA (ARABIDOPSIS FATA ACYL-ACP THIOESTERASE); 
acyl carrier/ acyl-ACP thioesterase  

 1072-94-(6-2-
06)_F09 e-105  CLIP-associating protein (CLASP) -related  
 1159-94-(6-15-
06)_A05 e-105  zinc finger (C2H2 type) protein (WIP2)  

 Contig_144 e-105  DNAJ heat shock N-terminal domain-containing protein  

 Contig_149 e-105  2-cys peroxiredoxin, chloroplast, putative  

 Contig_29 e-105 
 CARA (CARBAMOYL PHOSPHATE SYNTHETASE A); 
carbamoyl-phosphate synthase (glutamine-hydrolyzing)  

 Contig_41 e-105 
 thaumatin-like protein, putative / pathogenesis-related protein, 
putative  

 006-94-E05(4-28-
06) e-106 

 SHM2 (SERINE HYDROXYMETHYLTRANSFERASE 2); glycine 
hydroxymethyltransferase  

 0172-94-E03(5-10-
06) e-106 

 ATISA2/BE2/DBE1/ISA2  (DEBRANCHING ENZYME 1); 1,4-
alpha-glucan branching  enzyme/ alpha-amylase/ isoamylase  

 0238-94-G11(5-10-
06) e-106 

 acetylornithine aminotransferase, mitochondrial, putative / 
acetylornithine transaminase, putative / AOTA, putative / ACOAT, 
putative  

 0249-94(5-31-
06)_007 e-106 

 ECR1 (E1 C-TERMINAL RELATED 1); small protein activating 
enzyme  

 0283-94(5-31-
06)_011 e-106  porin, putative  

 0445-94-(6-16-
06)_D03 e-106 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G78150.2); similar to TPA: TPA_inf: HN1-like protein 
isoform 1 [Oryza sativa (japonica cultivar-group)] (GB:DAA01822.1); 
similar to Os04g0455600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001052962.1); similar to Os02g0574600 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001047207.1)  

 0539-94-(6-8-
06)_G05 e-106  glucose-6-phosphate/phosphate translocator-related  
 0548-94-(6-8-
06)_H06 e-106  glycosyl hydrolase family 17 protein  
 0762-94-(6-7-
06)_F08 e-106  NADP-dependent oxidoreductase, putative  
 0871-94-(6-14-
06)_G06 e-106  ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)  

 0944-94-(6-15-
06)_G03 e-106 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G31110.2); similar to unknown [Pisum sativum] 
(GB:ABA29158.1); contains InterPro domain Protein of unknown 
function DUF231, plant; (InterPro:IPR004253)  

 1032-94-(6-16-
06)_D06 e-106  PAF1 (proteasome alpha subunit F1); peptidase  
 0163-94-C07(5-5-
06) e-107 

 6-phosphogluconate dehydrogenase NAD-binding domain-containing 
protein  
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 0378-94-(6-12-
06)_E09 e-107 

 cholinephosphate cytidylyltransferase, putative / phosphorylcholine 
transferase, putative / CTP:phosphocholine cytidylyltransferase, 
putative  

 0459-94-(6-16-
06)_A05 e-107  transducin family protein / WD-40 repeat family protein  

 0747-94-(6-7-
06)_G06 e-107 

 similar to Hypothetical protein [Oryza  sativa (japonica cultivar-
group)] (GB:AAN52749.1);  contains InterPro domain Conserved 
oligomeric complex  COG6; (InterPro:IPR010490)  

 1039-94-(6-2-
06)_F05 e-107  APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase  

 Contig_108 e-107  thaumatin-like protein, putative  

 Contig_78 e-107 
 ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); 
triose-phosphate isomerase  

 0097-94-H09(4-28-
06) e-108  cinnamyl-alcohol dehydrogenase, putative  

 0707-94-(6-7-
06)_G01 e-108 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G18180.1); similar to B0616E02-H0507E05.2 [Oryza 
sativa (indica cultivar-group)] (GB:CAH67826.1); contains InterPro 
domain Protein of unknown function DUF1295; (InterPro:IPR010721); 
contains InterPro domain 3-oxo-5-alpha-steroid 4-dehydrogenase, C-
terminal; (InterPro:IPR001104)  

 0716-94-(6-14-
06)_H04 e-108  guanine nucleotide exchange family protein   
 0801-94-(6-5-
06)_A01 e-108  dehydration-responsive protein-related  

 1002-94-(6-2-
06)_B01 e-108 

 ATGOLS2 (ARABIDOPSIS THALIANA GALACTINOL 
SYNTHASE 2); transferase, transferring glycosyl groups / transferase, 
transferring hexosyl groups  

 1118-94-(6-9-
06)_B09 e-108  TPR3 (TOPLESS-RELATED 3)  
 1139-94-(6-9-
06)_G11 e-108  BFN1 (BIFUNCTIONAL NUCLEASE I); nucleic acid binding  
 0350-94-(6-9-
06)_G04 e-109 

 RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type 
peptidase  

 Contig_101 e-109  SH3 domain-containing protein 3 (SH3P3)  

 Contig_138 e-109  DELTA-TIP (delta tonoplast integral protein); water channel  

 Contig_14 e-109 
 HPT1  (HOMOGENTISATE PHYTYLTRANSFERASE 1); 
prenyltransferase  

 Contig_75 e-109  tRNA synthetase class II (G, H, P and S) family protein  
 0133-94-E03(5-9-
06) e-110 

 AVP2 (ARABIDOPSIS VACUOLAR  H+-PYROPHOSPHATASE 
2)  

 0815-94-(6-14-
06)_E05 e-110  band 7 family protein  
 0844-94-(6-5-
06)_D06 e-110  dihydrodipicolinate reductase family protein  

 Contig_106 e-110  ACX4 (ACYL-COA OXIDASE 4); oxidoreductase  
 0566-94-(6-8-
06)_A08 e-111  ketose-bisphosphate aldolase class-II  family protein  
 0616-94-(6-6-
06)_H02 e-111  TET6 (TETRASPANIN6)  
 0671-94-(6-6-
06)_G09 e-111  40S ribosomal protein S2 (RPS2D)  

 Contig_135 e-111  malate dehydrogenase, cytosolic, putative  
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 Contig_167 e-111 
 LHCB2.1 (Photosystem II light harvesting complex gene 2.1); 
chlorophyll binding  

 Contig_96 e-111  endomembrane protein 70, putative  
 0390-94-(6-8-
06)_G11 e-112  oxidoreductase, 2OG-Fe(II) oxygenase family protein  
 0528-94-(6-8-
06)_D04 e-112  TRN1 (LOPPED 1, TORNADO 1)  
 0532-94-(6-8-
06)_H04 e-112 

 ATATP-PRT2 (ATP PHOSPHORIBOSYL TRANSFERASE 2); ATP 
phosphoribosyltransferase  

 1005-94-(6-2-
06)_E01 e-112 

 RDR1 (RNA-DEPENDENT RNA  POLYMERASE 1); RNA-directed 
RNA polymerase/ nucleic acid  binding  

 1007-94-(6-2-
06)_G01 e-112  proton-dependent oligopeptide transport  (POT) family protein  
 1010-94-(6-2-
06)_B02 e-112  pentatricopeptide (PPR) repeat-containing  protein  
 1031-94-(6-2-
06)_F04 e-112  NADP-dependent oxidoreductase, putative  
 1090-94-(6-2-
06)_H11 e-112  importin beta-2 subunit family protein  
 1123-94-(6-9-
06)_G09 e-112  aspartyl aminopeptidase, putative  
 1151-94-(6-15-
06)_C04 e-112  F-actin capping protein beta subunit family protein  

 Contig_196 e-112  SKS5 (SKU5 Similar 5); copper ion  binding / oxidoreductase  

 Contig_76 e-112  proteasome family protein  
 0323-94-(6-9-
06)_C02 e-113 

 GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ 
glucose-6-phosphate transporter  

 0332-94-(6-9-
06)_A03 e-113 

 ANNAT1 (ANNEXIN ARABIDOPSIS 1); calcium ion binding / 
calcium-dependent phospholipid binding  

 0538-94-(6-8-
06)_F05 e-113  EOL1 (ETO1-LIKE 1); binding  
 0587-94-(6-8-
06)_B10 e-113 

 UREG (urease accessory protein G); metal ion binding / nucleotide 
binding  

 0611-94-(6-6-
06)_C02 e-113 

 ATCYSD1 (Arabidopsis thaliana cysteine synthase D1); cysteine 
synthase  

 0793-94-(6-14-
06)_C05 e-113  peroxidase 72 (PER72) (P72) (PRXR8)  
 1009-94-(6-2-
06)_A02 e-113  amino acid transporter family protein  

 Contig_159 e-113  aspartyl protease family protein  

 Contig_39 e-113 
 formin homology 2 domain-containing protein  / FH2 domain-
containing protein  

 0678-94-(6-6-
06)_F10 e-114  FLA10 (fasciclin-like arabinogalactan-protein 10)  
 0745-94-(6-7-
06)_E06 e-114  5'-AMP-activated protein kinase beta-2 subunit, putative  
 0763-94-(6-7-
06)_G08 e-114  kinesin motor protein-related  
 0767-94-(6-7-
06)_B09 e-114 

 SHM7 (serine hydroxymethyltransferase 7); glycine 
hydroxymethyltransferase  

 1138-94-(6-9-
06)_F11 e-114  AFH1 (FORMIN HOMOLOGY 1);  actin binding  

 Contig_139 e-114  ATGLX1 (GLYOXALASE I HOMOLOG); lactoylglutathione lyase  
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 0549-94-(6-12-
06)_F10 e-115 

 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE83163.1); contains domain SPHINGOMYELIN 
SYNTHETASE (PTHR21290)  

 0556-94-(6-12-
06)_H10 e-115  PAG1 (20S proteasome alpha subunit G1); peptidase  
 1187-94-(6-15-
06)_B07 e-115  protein kinase family protein  

 Contig_97 e-115  40S ribosomal protein S3A (RPS3aB)  
 0242-94-C12(5-10-
06) e-116  endomembrane protein 70, putative  
 0439-94-(6-16-
06)_G02 e-116  cyclase family protein  
 0851-94-(6-5-
06)_C07 e-116 

 ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of 
cytoskeleton  

 Contig_136 e-116  ATTOC34/OEP34 (Translocase of chloroplast 34)  
 0074-94-A07(4-28-
06) e-117  PLDALPHA1 (PHOSPHOLIPASE D  ALPHA 1); phospholipase D  
 0427-94-(6-16-
06)_C01 e-117  MAP3KA (Mitogen-activated  protein kinase kinase kinase 3); kinase  

 0449-94-(6-27-
06)_G06 e-117 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x 
paradisi] (GB:CAA04664.1); contains domain KELCH-RELATED 
PROTEINS (PTHR23230); contains domain no description 
(SM00767); contains domain SUBFAMILY NOT NAMED 
(PTHR23230:SF15)  

 0701-94-(6-7-
06)_A01 e-117  HTH (HOTHEAD); aldehyde-lyase  
 1008-94-(6-2-
06)_H01 e-117  AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase  
 1034-94-(6-14-
06)_F08 e-117  APM1 (Aberrant peroxisome  morphology 1)  
 1052-94-(6-2-
06)_C07 e-117  histidyl-tRNA synthetase, putative /  histidine--tRNA ligase, putative  
 1143-94-(6-9-
06)_C12 e-117  translocation protein-related  

 Contig_143 e-117 
 xyloglucan:xyloglucosyl transferase, putative / xyloglucan 
endotransglycosylase, putative / endo-xyloglucan transferase, putative  

 0838-94-(6-5-
06)_F05 e-118 

 flavin-containing monooxygenase family protein / FMO family 
protein  

 1089-94-(6-2-
06)_G11 e-118  26S proteasome regulatory subunit, putative (RPN12)  

 Contig_112 e-118  GAMMA-TIP3/TIP1;3 (tonoplast intrinsic protein 1;3); water channel  
 0672-94-(6-6-
06)_H09 e-119 

 VTC4; 3'(2'),5'-bisphosphate nucleotidase/ inositol or 
phosphatidylinositol phosphatase  

 0858-94-(6-5-
06)_B08 e-119  OPR3 (OPDA-REDUCTASE 3)  

 Contig_127 e-119  RAN3; GTP binding  

 Contig_140 e-119  endomembrane protein 70, putative  

 Contig_18 e-119  peroxidase, putative  

 Contig_183 e-119  ABC1 family protein  

 Contig_90 e-119 
 XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); 
hydrolase, acting on glycosyl bonds  
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 0298-94(5-31-
06)_009 e-120  XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase  
 0311-94(5-31-
06)_016 e-120  autophagy 3 (APG3)  

 0778-94-(6-7-
06)_C10 e-120 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase 
[Medicago truncatula] (GB:ABD32255.1); contains InterPro domain 
Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro 
domain Alpha/beta hydrolase fold-1; (InterPro:IPR000073)  

 0813-94-(6-5-
06)_E02 e-120  lectin protein kinase, putative  
 1142-94-(6-9-
06)_B12 e-120  arginase  
 0148-94-D05(5-9-
06) e-121  MFP2 (MULTIFUNCTIONAL PROTEIN);  enoyl-CoA hydratase  

 0303-94(5-31-
06)_002 e-121 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G11420.1); similar to unknown [Ricinus communis] 
(GB:CAB02653.1); contains InterPro domain Galactose-binding like; 
(InterPro:IPR008979); contains InterPro domain Protein of unknown 
function DUF642; (InterPro:IPR006946)  

 0319-94-(6-9-
06)_G01 e-121  calmodulin binding  
 0377-94-(6-12-
06)_D09 e-121  protein phosphatase 2C, putative / PP2C, putative  
 0398-94-(6-8-
06)_F12 e-121  galactosyltransferase family protein  
 0665-94-(6-6-
06)_A09 e-121  GDSL-motif lipase/hydrolase family protein  
 0065-94-H05(4-28-
06) e-122  UXS4 (UDP-XYLOSE SYNTHASE 4); catalytic  
 0648-94(6-6-
06)_H06 e-122 

 PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein 
heterodimerization/ protein homodimerization  

 1046-94-(6-2-
06)_E06 e-122  ATJ3 (Arabidopsis thaliana DnaJ homologue 3)  

 Contig_206 e-122  ATEXPA13 (ARABIDOPSIS THALIANA EXPANSIN A13)  
 0232-94-A11(5-10-
06) e-123  tetratricopeptide repeat (TPR)-containing protein  
 0547-94-(6-8-
06)_G06 e-123  aldose 1-epimerase family protein  
 0709-94-(6-7-
06)_A02 e-123  luminal binding protein 1 (BiP-1) (BP1)  
 0719-94-(6-7-
06)_C03 e-123  aspartyl protease family protein  

 0768-94-(6-7-
06)_C09 e-123 

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G10020.1); similar to putative stress-induced protein 
[Solanum commersonii] (GB:CAJ19269.1); contains InterPro domain 
Protein of unknown function DUF1005; (InterPro:IPR010410)  

 Contig_154 e-123  glycosyl hydrolase family 79 N-terminal  domain-containing protein  

 Contig_185 e-123  carbon-nitrogen hydrolase family protein  

 Contig_193 e-123  STM (SHOOT MERISTEMLESS); transcription factor  
 0247-94(5-31-
06)_003 e-124  ATCUL1 (CULLIN 1)  
 0464-94-(6-16-
06)_F05 e-124  protein kinase family protein  
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 Contig_128 e-124  GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase  

 Contig_174 e-124  ATCES1 (ATCES1); catalytic  
 0032-94-G01(4-28-
06) e-125  H+-transporting two-sector ATPase, putative  
 0259-94(5-31-
06)_012 e-125  merozoite surface protein-related  
 0346-94-(6-9-
06)_D04 e-125  glycosyl hydrolase family 20 protein  
 0468-94-(6-16-
06)_B06 e-125  ATGCN1 (Arabidopsis thaliana general  control non-repressible 1)  
 1141-94-(6-9-
06)_A12 e-125  galactosyltransferase family protein  

 Contig_65 e-125  regulator of chromosome condensation (RCC1) family protein  
 1163-94-(6-15-
06)_C05 e-127  UDP-glucose 6-dehydrogenase, putative  

 Contig_192 e-127  ATEXPA6 (ARABIDOPSIS THALIANA EXPANSIN A6)  

 Contig_36 e-127  lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative  
 0805-94-(6-5-
06)_E01 e-128  AFC1 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase  

 Contig_151 e-128  glycosyl hydrolase family 5 protein /  cellulase family protein  
 0612-94-(6-6-
06)_D02 e-129  signal recognition particle-related / SRP-related  
 0621-94-(6-6-
06)_E03 e-129 

 AtRPN1a/RPN1A (26S proteasome  regulatory subunit S2 1A); 
binding  

 0698-94-(6-12-
06)_G12 e-129  ACLA-3 (ATP-citrate lyase A-3)  
 0799-94-(6-7-
06)_F12 e-129  band 7 family protein  
 0839-94-(6-14-
06)_C06 e-129  ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)  
 1016-94-(6-2-
06)_G02 e-129 

 UBP1B (OLIGOURIDYLATE BINDING PROTEIN  1B); mRNA 3'-
UTR binding  

 Contig_12 e-129  caffeoyl-CoA 3-O-methyltransferase, putative  
 0020-94_010(5-31-
06) e-130  aspartyl protease family protein  
 0641-94-(6-6-
06)_A06 e-130  XF1; oxidoreductase  

 0884-94-(6-5-
06)_D11 e-130 

 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT1G64650.1); similar to unknown protein  [Arabidopsis 
thaliana] (TAIR:AT3G49310.1); similar to  expressed protein [Oryza 
sativa (japonica  cultivar-group)] (GB:ABF93637.1); similar to 
Os10g0519600  [Oryza sativa (japonica cultivar-group)]  
(GB:NP_001065080.1); similar to Major Facilitator  Superfamily 
protein, expressed [Oryza sativa (japonica  cultivar-group)] 
(GB:ABB47893.2); contains InterPro  domain Protein of unknown 
function DUF791;  (InterPro:IPR008509)  

 1088-94-(6-2-
06)_F11 e-130  nucleotide-binding family protein  

 Contig_103 e-131 
 PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION  1); 
transcription factor  

 Contig_145 e-131  40S ribosomal protein S4 (RPS4D)  

 0614-94-(6-6- e-132  EMB1507 (EMBRYO DEFECTIVE 1507);  ATP-dependent helicase  
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06)_F02 

 0624-94-(6-6-
06)_H03 e-132  endomembrane protein 70, putative  
 0743-94-(6-7-
06)_C06 e-132  leucine-rich repeat transmembrane protein  kinase, putative  
 0797-94-(6-7-
06)_E12 e-132  AJH2 (COP9-signalosome 5B); protein binding  
 1174-94-(6-15-
06)_D06 e-132  3-dehydroquinate synthase, putative  

 Contig_109 e-132 
 kelch repeat-containing serine/threonine  phosphoesterase family 
protein  

 0568-94-(6-8-
06)_C08 e-133 

 STP1 (SUGAR TRANSPORTER 1);  carbohydrate transporter/ sugar 
porter  

 0898-94-(6-14-
06)_H07 e-133  COB (COBRA)  
 1081-94-(6-2-
06)_G10 e-133  RNA binding  

 Contig_92 e-133  DEAD/DEAH box helicase, putative (RH15)  
 0727-94-(6-7-
06)_C04 e-134  chaperone protein dnaJ-related  
 0361-94-(6-12-
06)_F07 e-135  URE (UREASE); urease  
 0234-94-C11(5-10-
06) e-136  AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter  

 Contig_42 e-136  esterase, putative  
 0215-94(5-31-
06)_012 e-137 

 SFR2 (SENSITIVE TO FREEZING 2);  hydrolase, hydrolyzing O-
glycosyl compounds  

 0393-94-(6-8-
06)_B12 e-137  translational activator family protein  
 0544-94-(6-8-
06)_D06 e-137  TSO2 (TSO2); ribonucleoside-diphosphate reductase  

 0609-94-(6-6-
06)_A02 e-137 

 GAUT10/LGT4  (Galacturonosyltransferase 10); polygalacturonate  
4-alpha-galacturonosyltransferase/ transferase,  transferring glycosyl 
groups / transferase, transferring  hexosyl groups  

 0860-94-(6-5-
06)_D08 e-137 

 ATPAP27/PAP27 (purple acid  phosphatase 27); acid phosphatase/ 
protein  serine/threonine phosphatase  

 1133-94-(6-9-
06)_A11 e-137  BOR1 (REQUIRES HIGH BORON 1)  

 Contig_89 e-137  dehydration-responsive protein-related  
 0282-94(5-31-
06)_009 e-138  pectate lyase family protein  
 0455-94-(6-16-
06)_E04 e-138  ceramidase family protein  
 0515-94-(6-8-
06)_G02 e-139 

 STT3B (STAUROSPORIN AND TEMPERATURE  SENSITIVE 3-
LIKE B); oligosaccharyl transferase  

 0520-94-(6-8-
06)_D03 e-139  FTSH3 (FtsH protease 3); ATP-dependent  peptidase/ ATPase  
 1028-94-(6-2-
06)_C04 e-139  aconitase family protein / aconitate  hydratase family protein  
 1113-94-(6-9-
06)_E08 e-139 

 glycine dehydrogenase (decarboxylating),  putative / glycine 
decarboxylase, putative / glycine  cleavage system P-protein, putative  

 0506-94-(6-8-
06)_F01 e-140  glycine-rich protein  
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 0825-94-(6-5-
06)_A04 e-140  leucine-rich repeat transmembrane protein  kinase, putative  
 0888-94-(6-5-
06)_H11 e-140  PYRD (PYRIMIDINE D); dihydroorotate  dehydrogenase  

 1310-94-(6-16-
06)_D07 e-140 

 ATNADP-ME4 (NADP-MALIC ENZYME 4);  malate 
dehydrogenase (oxaloacetate-decarboxylating)  (NADP+)/ malic 
enzyme/ oxidoreductase, acting on NADH or  NADPH, NAD or 
NADP as acceptor  

 0272-94(5-31-
06)_006 e-141  PIP (proline iminopeptidase); prolyl aminopeptidase  

 Contig_115 e-141  MSP1 protein, putative / intramitochondrial sorting protein, putative  
 0143-94(5-31-
06)_013 e-142 

 EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, 
acting on glycosyl bonds  

 0217-94-(6-16-
06)_B09 e-142  CGL1 (COMPLEX GLYCAN LESS)  
 0940-94-(6-15-
06)_C03 e-142 

 alpha-galactosidase, putative / melibiase, putative / alpha-D-
galactoside galactohydrolase, putative  

 Contig_201 e-142  dicarboxylate/tricarboxylate carrier (DTC)   
 1030-94-(6-2-
06)_E04 e-143 

 long-chain-fatty-acid--CoA ligase, putative  / long-chain acyl-CoA 
synthetase, putative  

 Contig_51 e-144  aspartyl-tRNA synthetase, putative /  aspartate--tRNA ligase, putative  

 Contig_133 e-145  PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE  ISOMERASE)  
 0437-94-(6-16-
06)_E02 e-146  signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C)  
 0734-94-(6-7-
06)_B05 e-146  elongation factor family protein  

 Contig_137 e-147  CIPK25 (CBL-INTERACTING  PROTEIN KINASE 25); kinase  

 Contig_49 e-147  SOX (SULFITE OXIDASE); sulfite oxidase  
 1097-94-(6-2-
06)_G12 e-148 

 CHR11 (CHROMATIN-REMODELING PROTEIN  11); DNA-
dependent ATPase  

 0294-94(5-31-
06)_001 e-149  glucose-6-phosphate isomerase, cytosolic  (PGIC)  

 Contig_202 e-149  NADP-dependent oxidoreductase, putative  
 0453-94-(6-16-
06)_C04 e-150  GUT2; catalytic  
 0596-94-(6-8-
06)_C11 e-150  DNAJ heat shock family protein  
 0814-94-(6-5-
06)_F02 e-150  pyruvate kinase, putative  

 Contig_102 e-150  leucine-rich repeat transmembrane protein  kinase, putative  
 0429-94-(6-27-
06)_B06 e-151 

 PDH-E1 ALPHA (PYRUVATE  DEHYDROGENASE E1 ALPHA); 
pyruvate dehydrogenase  (acetyl-transferring)  

 0699-94-(6-12-
06)_H12 e-151 

 CNGC1 (CYCLIC NUCLEOTIDE  GATED CHANNEL 1); 
calmodulin binding / cation channel/  cyclic nucleotide binding / 
inward rectifier potassium  channel  

 1019-94-(6-2-
06)_B03 e-152  LPD1 (LIPOAMIDE DEHYDROGENASE 1)  
 0926-94-(6-16-
06)_D11 e-153 

 POP2 (POLLEN-PISTIL  INCOMPATIBILITY 2); 4-aminobutyrate 
transaminase  

 Contig_118 e-154 

 similar to ankyrin repeat family protein [Arabidopsis thaliana] 
(TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001048467.1); similar to 
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hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAC80109.1); contains InterPro domain Ankyrin; 
(InterPro:IPR002110)  

 Contig_22 e-154 

 ATGOLS4 (ARABIDOPSIS THALIANA  GALACTINOL 
SYNTHASE 4); transferase, transferring  glycosyl groups / transferase, 
transferring hexosyl  groups  

 0336-94-(6-9-
06)_D03 e-155  MUR4 (MURUS 4)  

 Contig_21 e-155  dehydration-responsive protein-related  

 Contig_94 e-155 
 phenylalanyl-tRNA synthetase, putative /  phenylalanine--tRNA 
ligase, putative  

 0842-94-(6-5-
06)_B06 e-156  MTO1 (METHIONINE  OVERACCUMULATION 1)  
 0855-94-(6-5-
06)_G07 e-158 

 SUS3; UDP-glycosyltransferase/ sucrose  synthase/ transferase, 
transferring glycosyl groups  

 Contig_150 e-158  malate dehydrogenase, cytosolic, putative  
 0732-94-(6-14-
06)_A05 e-160  DEAD box RNA helicase, putative  

 Contig_129 e-160  ACLA-1 (ATP-citrate lyase A-1)  
 0434-94-(6-16-
06)_B02 e-162 

 SHM4 (SERINE HYDROXYMETHYLTRANSFERASE  4); glycine 
hydroxymethyltransferase  

 Contig_105 e-166  DWF1  (DIMINUTO 1); catalytic  

 Contig_158 e-166 

 GAUT12/IRX8/LGT6  (GALACTURONOSYLTRANSFERASE 12); 
polygalacturonate  4-alpha-galacturonosyltransferase/ transferase,  
transferring glycosyl groups / transferase, transferring  hexosyl groups  

 Contig_81 e-166  calnexin 1 (CNX1)  

 Contig_125 e-169  protein kinase family protein  

 Contig_38 e-174  protein kinase family protein  
 0006-93-B05(4-20-
06) No Hit 
 0023-94_016(5-31-
06) No Hit 
 0037-94-D02(4-28-
06) No Hit 
 0042-93-G08(4-21-
06) No Hit 
 0047-94-F03(4-28-
06) No Hit 
 0052-94-C04(4-28-
06) No Hit 
 0063-94-F05(4-28-
06) No Hit 
 0071_B05(Rev4-
21-06) No Hit 
 0087-94-F08(4-28-
06) No Hit 
 0117-94-D12(4-28-
06) No Hit 
 0136-94(5-31-
06)_011 No Hit 
 0161-94-A07(5-5-
06) No Hit 
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 0229-94-F10(5-10-
06) No Hit 
 0237-94-F11(5-10-
06) No Hit 
 0241-94-B12(5-10-
06) No Hit 
 0270-94(5-31-
06)_002 No Hit 
 0292-94(5-31-
06)_014 No Hit 
 0367-94-(6-12-
06)_D08 No Hit 
 0382-94-(6-12-
06)_A10 No Hit 
 0452-94-(6-16-
06)_B04 No Hit 
 0503-94-(6-8-
06)_C01 No Hit 
 0521-94-(6-8-
06)_E03 No Hit 
 0543-94-(6-8-
06)_C06 No Hit 
 0604-94-(6-6-
06)_D01 No Hit 
 0634-94-(6-6-
06)_B05 No Hit 
 0638-94-(6-6-
06)_F05 No Hit 
 0659-94-(6-6-
06)_C08 No Hit 
 0718-94-(6-7-
06)_B03 No Hit 
 0730-94-(6-7-
06)_F04 No Hit 
 0760-94-(6-7-
06)_D08 No Hit 
 0776-94-(6-7-
06)_A10 No Hit 
 0791-94-(6-7-
06)_G11 No Hit 
 0806-94-(6-5-
06)_F01 No Hit 
 0889-94-(6-5-
06)_A12 No Hit 
 0894-94-(6-5-
06)_F12 No Hit 
 0927-94-(6-15-
06)_F01 No Hit 
 0938-94-(6-15-
06)_A03 No Hit 
 1027-94-(6-2-
06)_B04 No Hit 
 1069-94-(6-2-
06)_C09 No Hit 
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 Contig_107 No Hit 

 Contig_11 No Hit 

 Contig_110 No Hit 

 Contig_134 No Hit 

 Contig_175 No Hit 

 Contig_178 No Hit 

 Contig_45 No Hit 

 Contig_47 No Hit 

 Contig_56 No Hit 

 Contig_64 No Hit 

 Contig_77 No Hit 

 Contig_87 No Hit 
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APPENDIX I: Populus BLASTX 

 

Query E-value Contig ID Description 

 Contig\38 0 685 649807 grail3.0001078401 

 Contig\25 0 677 550613 eugene3.00013054 

 Contig\200 0 756 828515 estExt_fgenesh4_pg.C_1660009 

 Contig\161 0 776 835648 estExt_fgenesh4_pm.C_LG_XVII0021 

 0724-94-(6-7-06)_H03 2.00E-99 358 172207 gw1.I.807.1 

 0208-94-A08(5-10-06) 3.00E-99 357 784817 fgenesh4_pg.C_scaffold_133000078 

 1025-94-(6-2-06)_H03 4.00E-99 357 664050 grail3.0035024401 

 0276-94(5-31-06)_014 5.00E-99 357 759183 fgenesh4_pg.C_LG_IV000811 

 0431-94-(6-16-06)_G01 7.00E-99 356 180608 gw1.I.9208.1 

 1125-94-(6-9-06)_A10 2.00E-98 355 833700 estExt_fgenesh4_pm.C_LG_X0632 

 0607-94-(6-6-06)_G01 4.00E-98 354 228166 gw1.X.2863.1 

 Contig\123 6.00E-98 353 209205 gw1.V.4606.1 

 0095-93-B02(4-21-06) 6.00E-98 353 797875 fgenesh4_pm.C_LG_I000878 

 Contig\27 8.00E-98 353 711735 estExt_Genewise1_v1.C_LG_III0271 

 0349-94-(6-9-06)_F04 9.00E-98 353 554403 eugene3.00031036 

 0917-94-(6-14-06)_D12 1.00E-97 353 230613 gw1.X.5310.1 

 Contig\54 2.00E-97 352 826706 estExt_fgenesh4_pg.C_400053 

 1301-94-(6-16-06)_C06 2.00E-97 352 729008 estExt_Genewise1_v1.C_LG_XII1492 

 0656-94-(6-6-06)_H07 2.00E-97 352 833401 estExt_fgenesh4_pm.C_LG_X0108 

 0185-94-B05(5-10-06) 5.00E-97 350 419389 gw1.VIII.817.1 

 Contig\52 7.00E-97 350 257510 gw1.XVI.3449.1 

 0739-94-(6-7-06)_G05 1.00E-96 349 227358 gw1.X.2055.1 

 0524-94-(6-8-06)_H03 1.00E-96 349 837482 estExt_fgenesh4_pm.C_1710004 

 0159-94(5-31-06)_004 3.00E-96 348 837541 estExt_fgenesh4_pm.C_2000003 

 0591-94-(6-8-06)_F10 6.00E-96 347 799426 fgenesh4_pm.C_LG_II001115 

 Contig\173 8.00E-96 347 745080 estExt_Genewise1_v1.C_1420243 

 Contig\116 1.00E-95 346 594617 eugene3.00640205 

 0598-94-(6-8-06)_E11 1.00E-95 345 770239 fgenesh4_pg.C_LG_X001729 

 1018-94-(6-2-06)_A03 2.00E-95 345 269600 gw1.137.65.1 

 0541-94-(6-8-06)_A06 4.00E-95 344 744153 estExt_Genewise1_v1.C_1290084 

 0817-94-(6-5-06)_A03 5.00E-95 344 777108 fgenesh4_pg.C_LG_XVI000350 

 0012-94_009(5-31-06) 6.00E-95 343 837444 estExt_fgenesh4_pm.C_1650007 

 0914-94-(6-14-06)_A12 8.00E-95 343 554061 eugene3.00030694 

 0570-94-(6-8-06)_E08 9.00E-95 343 551443 eugene3.00020758 

 Contig\44 1.00E-94 343 735328 estExt_Genewise1_v1.C_LG_XVI2405 

 0447-94-(6-16-06)_F03 1.00E-94 342 835832 estExt_fgenesh4_pm.C_LG_XVIII0163 

 0446-94-(6-16-06)_E03 1.00E-94 342 817289 estExt_fgenesh4_pg.C_LG_III0902 



423 
 

 

 0008-94-G05(4-20-06) 1.00E-94 342 575095 eugene3.00150490 

 1087-94-(6-2-06)_E11 2.00E-94 342 256847 gw1.XVI.2786.1 

 0929-94-(6-15-06)_H01 2.00E-94 342 419160 gw1.VIII.588.1 

 0861-94-(6-5-06)_E08 2.00E-94 342 256678 gw1.XVI.2617.1 

 0657-94-(6-6-06)_A08 3.00E-94 341 572675 eugene3.00140720 

 1082-94-(6-2-06)_H10 7.00E-94 340 271681 gw1.147.249.1 

 1085-94-(6-2-06)_C11 8.00E-94 340 831763 estExt_fgenesh4_pm.C_LG_VI0046 

 0854-94-(6-5-06)_F07 1.00E-93 339 198372 gw1.IV.3461.1 

 1171-94-(6-15-06)_A06 2.00E-93 339 783062 fgenesh4_pg.C_scaffold_82000017 

 1064-94-(6-2-06)_F08 2.00E-93 339 411608 gw1.II.2943.1 

 0529-94-(6-8-06)_E04 2.00E-93 338 733451 estExt_Genewise1_v1.C_LG_XV1823 

 Contig\24 3.00E-93 338 825902 estExt_fgenesh4_pg.C_LG_XVIII0821 

 1102-94-(6-9-06)_B07 5.00E-93 337 180122 gw1.I.8722.1 

 0462-94-(6-16-06)_D05 5.00E-93 337 287193 gw1.40.953.1 

 0514-94-(6-8-06)_F02 6.00E-93 337 816050 estExt_fgenesh4_pg.C_LG_II0292 

 Contig\70 8.00E-93 336 823409 estExt_fgenesh4_pg.C_LG_XII0928 

 Contig\188 1.00E-92 336 802283 fgenesh4_pm.C_LG_VI000630 

 0530-94-(6-8-06)_F04 1.00E-92 336 825574 estExt_fgenesh4_pg.C_LG_XVII0427 

 0198-94-(6-16-06)_H08 1.00E-92 336 738040 estExt_Genewise1_v1.C_LG_XVIII3287 

 0210-94-C08(5-10-06) 2.00E-92 335 741129 estExt_Genewise1_v1.C_440677 

 0642-94-(6-6-06)_B06 3.00E-92 335 832292 estExt_fgenesh4_pm.C_LG_VII0233 

 0144-94(5-31-06)_015 4.00E-92 334 560996 eugene3.00060955 

 0099-94-B10(4-28-06) 6.00E-92 333 832169 estExt_fgenesh4_pm.C_LG_VII0004 

 0789-94-(6-7-06)_E11 1.00E-91 332 251915 gw1.XV.1351.1 

 0740-94-(6-7-06)_H05 2.00E-91 332 644713 grail3.0039027801 

 0457-94-(6-16-06)_G04 3.00E-91 331 827131 estExt_fgenesh4_pg.C_640066 

 0597-94-(6-8-06)_D11 4.00E-91 331 552308 eugene3.00021623 

 0450-94-(6-16-06)_H03 4.00E-91 330 727523 estExt_Genewise1_v1.C_LG_XI1696 

 1073-94-(6-2-06)_G09 6.00E-91 330 819144 estExt_fgenesh4_pg.C_LG_VI0631 

 Contig\63 7.00E-91 330 574967 eugene3.00150362 

 0536-94-(6-8-06)_D05 7.00E-91 330 659048 grail3.0006046301 

 Contig\147 9.00E-91 330 741795 estExt_Genewise1_v1.C_660484 

 0749-94-(6-7-06)_A07 1.00E-90 329 549662 eugene3.00012103 

 0572-94-(6-8-06)_G08 2.00E-90 328 675953 grail3.0028011201 

 0227-94-D10(5-10-06) 4.00E-90 327 254612 gw1.XVI.551.1 

 0866-94-(6-5-06)_B09 5.00E-90 327 718007 estExt_Genewise1_v1.C_LG_VII0041 

 0107-94-(6-12-06)_A04 8.00E-90 327 589928 eugene3.00290111 

 Contig\126 9.00E-90 327 822499 estExt_fgenesh4_pg.C_LG_X1876 

 Contig\83 1.00E-89 326 226761 gw1.X.1458.1 

 0655-94-(6-6-06)_G07 3.00E-89 325 834106 estExt_fgenesh4_pm.C_LG_XI0297 

 1077-94-(6-2-06)_C10 4.00E-89 324 550738 eugene3.00020053 

 0358-94-(6-12-06)_C07 4.00E-89 324 834748 estExt_fgenesh4_pm.C_LG_XIV0126 
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 0522-94-(6-8-06)_F03 7.00E-89 323 655385 grail3.0019025401 

 Contig\17 2.00E-88 322 824546 estExt_fgenesh4_pg.C_LG_XV0194 

 0112-94-(6-12-06)_D04 2.00E-88 322 559722 eugene3.00051337 

 0923-94-(6-15-06)_B01 3.00E-88 321 728694 estExt_Genewise1_v1.C_LG_XII0631 

 0942-94-(6-15-06)_E03 4.00E-88 321 216305 gw1.VII.610.1 

 1026-94-(6-2-06)_A04 5.00E-88 320 831996 estExt_fgenesh4_pm.C_LG_VI0481 

 0857-94-(6-5-06)_A08 6.00E-88 320 740033 estExt_Genewise1_v1.C_290436 

 0752-94-(6-7-06)_D07 7.00E-88 320 737243 estExt_Genewise1_v1.C_LG_XVIII1645 

 0527-94-(6-8-06)_C04 1.00E-87 320 726951 estExt_Genewise1_v1.C_LG_XI0012 

 0278-94(5-31-06)_001 1.00E-87 319 781583 fgenesh4_pg.C_scaffold_40000333 

 0257-94(5-31-06)_008 1.00E-87 319 831456 estExt_fgenesh4_pm.C_LG_V0273 

 0755-94-(6-7-06)_G07 3.00E-87 318 259284 gw1.XVII.1275.1 

 Contig\79 4.00E-87 317 727965 estExt_Genewise1_v1.C_LG_XI2803 

 1029-94-(6-2-06)_D04 8.00E-87 316 179069 gw1.I.7669.1 

 Contig\205 1.00E-86 317 726443 estExt_Genewise1_v1.C_LG_X5603 

 Contig\172 1.00E-86 316 828557 estExt_fgenesh4_pg.C_1700012 

 Contig\190 2.00E-86 316 569405 eugene3.00120058 

 Contig\122 2.00E-86 316 821385 estExt_fgenesh4_pg.C_LG_IX0938 

 0105-94-H10(4-28-06) 4.00E-86 314 287102 gw1.40.862.1 

 0305-94(5-31-06)_004 5.00E-86 314 821105 estExt_fgenesh4_pg.C_LG_IX0343 

 0897-94-(6-14-06)_G07 2.00E-85 312 706098 estExt_Genewise1_v1.C_LG_I1143 

 0223-94-H09(5-10-06) 2.00E-85 311 654056 grail3.0013032202 

 0831-94-(6-5-06)_G04 4.00E-85 311 201569 gw1.IX.2034.1 

 1015-94-(6-2-06)_F02 6.00E-85 310 815294 estExt_fgenesh4_pg.C_LG_I1595 

 0785-94-(6-7-06)_B11 6.00E-85 310 255482 gw1.XVI.1421.1 

 Contig\37 7.00E-85 310 290393 gw1.494.4.1 

 0708-94-(6-7-06)_H01 7.00E-85 310 806538 fgenesh4_pm.C_LG_XII000358 

 Contig\72 8.00E-85 310 836090 estExt_fgenesh4_pm.C_LG_XIX0169 

 0581-94-(6-8-06)_E09 8.00E-85 310 559973 eugene3.00051588 

 Contig\69 1.00E-84 309 245453 gw1.XIV.2196.1 

 Contig\191 1.00E-84 310 679507 grail3.0064002001 

 0738-94-(6-7-06)_F05 2.00E-84 309 575181 eugene3.00150576 

 0533-94-(6-8-06)_A05 2.00E-84 309 647622 grail3.0111007201 

 Contig\48 3.00E-84 308 561006 eugene3.00060965 

 0824-94-(6-5-06)_H03 5.00E-84 307 672515 grail3.0146000902 

 0578-94-(6-8-06)_C09 5.00E-84 307 580140 eugene3.01180075 

 1076-94-(6-2-06)_B10 9.00E-84 306 710908 estExt_Genewise1_v1.C_LG_II2559 

 0773-94-(6-7-06)_G09 9.00E-84 306 567576 eugene3.00102134 

 0444-94-(6-16-06)_C03 9.00E-84 306 816442 estExt_fgenesh4_pg.C_LG_II1049 

 0537-94-(6-8-06)_E05 1.00E-83 306 824199 estExt_fgenesh4_pg.C_LG_XIV0731 

 0792-94-(6-7-06)_H11 2.00E-83 305 837355 estExt_fgenesh4_pm.C_1520013 

 0830-94-(6-5-06)_F04 3.00E-83 305 827419 estExt_fgenesh4_pg.C_820030 
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 0782-94-(6-7-06)_G10 4.00E-83 304 659564 grail3.0022016401 

 0074-93-G04(4-21-06) 4.00E-83 304 810176 fgenesh4_pm.C_scaffold_44000016 

 Contig\32 5.00E-83 304 650021 grail3.0001096401 

 Contig\73 1.00E-82 303 552885 eugene3.00002200 

 0921-94-(6-14-06)_H12 2.00E-82 302 739998 estExt_Genewise1_v1.C_290374 

 0901-94-(6-14-06)_D10 2.00E-82 302 655170 grail3.0019008001 

 0946-94-(6-15-06)_A04 3.00E-82 301 737038 estExt_Genewise1_v1.C_LG_XVIII1299 

 0702-94-(6-7-06)_B01 3.00E-82 301 581352 eugene3.01290009 

 0603-94-(6-6-06)_C01 4.00E-82 301 832606 estExt_fgenesh4_pm.C_LG_VIII0297 

 1036-94-(6-2-06)_C05 7.00E-82 300 242954 gw1.XIII.3203.1 

 1111-94-(6-9-06)_C08 2.00E-81 298 836707 estExt_fgenesh4_pm.C_660087 

 0920-94-(6-14-06)_G12 2.00E-81 299 770389 fgenesh4_pg.C_LG_X001879 

 0811-94-(6-5-06)_C02 3.00E-81 298 411672 gw1.II.3007.1 

 0430-94-(6-16-06)_F01 3.00E-81 298 740479 estExt_Genewise1_v1.C_400905 

 0780-94-(6-7-06)_E10 5.00E-81 297 227541 gw1.X.2238.1 

 0509-94-(6-8-06)_A02 7.00E-81 296 834280 estExt_fgenesh4_pm.C_LG_XII0191 

 1192-94-(6-15-06)_D07 1.00E-80 296 817045 estExt_fgenesh4_pg.C_LG_III0255 

 0300-94(5-31-06)_013 1.00E-80 296 833382 estExt_fgenesh4_pm.C_LG_X0062 

 0284-94(5-31-06)_013 1.00E-80 296 799474 fgenesh4_pm.C_LG_II001163 

 0297-94(5-31-06)_007 2.00E-80 295 731385 estExt_Genewise1_v1.C_LG_XIV1781 

 0239-94-H11(5-10-06) 3.00E-80 294 219003 gw1.VII.3308.1 

 0172-94-E03(5-10-06) 4.00E-80 294 246129 gw1.XIV.2872.1 

 0856-94-(6-5-06)_H07 9.00E-80 293 757271 fgenesh4_pg.C_LG_III000813 

 Contig\35 1.00E-79 293 199158 gw1.IV.4247.1 

 0653-94-(6-6-06)_E07 1.00E-79 293 583484 eugene3.01500033 

 0387-94-(6-12-06)_D10 1.00E-79 293 252605 gw1.XV.2041.1 

 0460-94-(6-16-06)_B05 2.00E-79 292 657565 grail3.0009041102 

 0360-94-(6-12-06)_E07 4.00E-79 291 560099 eugene3.00060058 

 Contig\34 5.00E-79 291 559750 eugene3.00051365 

 0908-94-(6-14-06)_C11 8.00E-79 290 421498 gw1.VIII.2926.1 

 0847-94-(6-5-06)_G06 9.00E-79 289 205531 gw1.V.932.1 

 0255-94(5-31-06)_004 9.00E-79 290 644105 grail3.0033011202 

 0214-94(5-31-06)_010 1.00E-78 289 836454 estExt_fgenesh4_pm.C_400124 

 0306-94(5-31-06)_006 3.00E-78 288 651611 grail3.0002029801 

 Contig\31 4.00E-78 288 240724 gw1.XIII.973.1 

 Contig\155 5.00E-78 287 835469 estExt_fgenesh4_pm.C_LG_XVI0242 

 0905-94-(6-14-06)_H10 7.00E-78 287 569505 eugene3.00120158 

 0162-94-B07(5-5-06) 7.00E-78 286 720740 estExt_Genewise1_v1.C_LG_VIII1964 

 0513-94-(6-8-06)_E02 2.00E-77 285 235411 gw1.XI.3391.1 

 0141-94-E04(5-9-06) 2.00E-77 285 195673 gw1.IV.762.1 

 0006-94-C05(4-20-06) 3.00E-77 284 272274 gw1.150.89.1 

 0654-94-(6-6-06)_F07 5.00E-77 284 831973 estExt_fgenesh4_pm.C_LG_VI0445 
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 0802-94-(6-5-06)_B01 1.00E-76 283 578586 eugene3.00180810 

 0221-94-F09(5-10-06) 1.00E-76 282 173806 gw1.I.2406.1 

 0687-94-(6-6-06)_G11 3.00E-76 281 639592 grail3.0116001202 

 0296-94(5-31-06)_005 3.00E-76 281 657188 grail3.0009010801 

 1108-94-(6-9-06)_H07 4.00E-76 281 561654 eugene3.00061613 

 0118-94-E12(4-28-06) 5.00E-76 280 421537 gw1.VIII.2965.1 

 0567-94-(6-8-06)_B08 6.00E-76 280 415236 gw1.III.2339.1 

 0021-94_012(5-31-06) 7.00E-76 280 739192 estExt_Genewise1_v1.C_280165 

 Contig\104 2.00E-75 279 197007 gw1.IV.2096.1 

 0717-94-(6-7-06)_A03 2.00E-75 279 662371 grail3.0079006701 

 0688-94-(6-6-06)_H11 2.00E-75 278 803799 fgenesh4_pm.C_LG_VIII000754 

 0595-94-(6-8-06)_B11 2.00E-75 278 414440 gw1.III.1543.1 

 0079-93-B04(4-21-06) 2.00E-75 278 743405 estExt_Genewise1_v1.C_1210133 

 Contig\71 3.00E-75 278 717083 estExt_Genewise1_v1.C_LG_VI0901 

 0846-94-(6-5-06)_F06 3.00E-75 278 819645 estExt_fgenesh4_pg.C_LG_VII0010 

 1128-94-(6-9-
06Truncated)_D10 

4.00E-75 277 594630 eugene3.00640218 

 0071_F06(For4-28-06) 4.00E-75 277 549842 eugene3.00012283 

 1080-94-(6-2-06)_F10 6.00E-75 277 585775 eugene3.01820038 

 0859-94-(6-5-06)_C08 6.00E-75 277 644482 grail3.0039007801 

 Contig\181 8.00E-75 276 653576 grail3.0030018001 

 0128-94(5-31-06)_009 1.00E-74 276 198984 gw1.IV.4073.1 

 0640-94-(6-6-06)_H05 2.00E-74 276 251374 gw1.XV.810.1 

 0535-94-(6-8-06)_C05 2.00E-74 275 643362 grail3.0003048701 

 0313-94-(6-9-06)_B01 2.00E-74 275 718718 estExt_Genewise1_v1.C_LG_VII1719 

 Contig\68 3.00E-74 275 769367 fgenesh4_pg.C_LG_X000857 

 0810-94-(6-5-06)_B02 3.00E-74 275 559032 eugene3.00050647 

 1144-94-(6-9-06)_D12 1.00E-73 273 730037 estExt_Genewise1_v1.C_LG_XIII2126 

 1067-94-(6-2-06)_A09 1.00E-73 273 197320 gw1.IV.2409.1 

 0649-94-(6-6-06)_A07 2.00E-73 271 714870 estExt_Genewise1_v1.C_LG_V0611 

 Contig\179 3.00E-73 271 259282 gw1.XVII.1273.1 

 Contig\62 4.00E-73 271 817727 estExt_fgenesh4_pg.C_LG_IV0080 

 Contig\120 2.00E-72 269 710099 estExt_Genewise1_v1.C_LG_II0822 

 0029-94-D01(4-28-06) 2.00E-72 268 662072 grail3.0015020301 

 Contig\59 3.00E-72 268 833661 estExt_fgenesh4_pm.C_LG_X0562 

 1308-94-(6-16-06)_B07 3.00E-72 268 798305 fgenesh4_pm.C_LG_I001308 

 1003-94-(6-2-06)_C01 4.00E-72 268 253095 gw1.XV.2531.1 

 1058-94-(6-2-06)_H07 1.00E-71 266 723751 estExt_Genewise1_v1.C_LG_X0207 

 0835-94-(6-5-06)_C05 2.00E-71 266 816613 estExt_fgenesh4_pg.C_LG_II1494 

 0329-94-(6-27-06)_H03 2.00E-71 264 552931 eugene3.00002246 

 0086-94-E08(4-28-06) 5.00E-71 264 641332 grail3.0053005601 

 0691-94-(6-6-06)_C12 8.00E-71 263 564771 eugene3.00081366 
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 1104-94-(6-9-06)_D07 1.00E-70 263 644912 grail3.0050015101 

 0683-94-(6-6-06)_C11 1.00E-70 263 580373 eugene3.01200058 

 0388-94-(6-12-06)_E10 1.00E-70 263 801848 fgenesh4_pm.C_LG_VI000195 

 0211-94-D08(5-10-06) 1.00E-70 263 768859 fgenesh4_pg.C_LG_X000349 

 0130-94-B03(5-9-06) 3.00E-70 261 818445 estExt_fgenesh4_pg.C_LG_V0696 

 1307-94-(6-16-06)_A07 2.00E-69 259 653209 grail3.0023037001 

 1182-94-(6-15-06)_H06 3.00E-69 258 566455 eugene3.00101013 

 0829-94-(6-5-06)_E04 3.00E-69 258 710838 estExt_Genewise1_v1.C_LG_II2421 

 Contig\86 4.00E-69 258 570664 eugene3.00130028 

 0010-94_005(5-31-06) 4.00E-69 258 746969 estExt_Genewise1_v1.C_2320006 

 0177-94-B04(5-10-06) 6.00E-69 257 644373 grail3.0033033502 

 Contig\124 1.00E-68 256 828781 estExt_fgenesh4_pg.C_2580005 

 0639-94-(6-6-06)_G05 1.00E-68 256 227389 gw1.X.2086.1 

 Contig\204 2.00E-68 255 549440 eugene3.00011881 

 0736-94-(6-7-06)_D05 2.00E-68 255 552641 eugene3.00001956 

 0887-94-(6-5-06)_G11 3.00E-68 254 718708 estExt_Genewise1_v1.C_LG_VII1709 

 Contig\186 5.00E-68 254 815610 estExt_fgenesh4_pg.C_LG_I2376 

 0895-94-(6-5-06)_G12 5.00E-68 254 249166 gw1.XIX.1566.1 

 0770-94-(6-14-06)_B05' 6.00E-68 254 837384 estExt_fgenesh4_pm.C_1570006 

 0636-94-(6-6-06)_D05 7.00E-68 254 276101 gw1.181.10.1 

 0048-94-G03(4-28-06) 8.00E-68 253 790520 fgenesh4_pg.C_scaffold_1291000001 

 0804-94-(6-5-06)_D01 1.00E-67 253 561030 eugene3.00060989 

 0179-94-D04(5-10-06) 4.00E-67 251 761918 fgenesh4_pg.C_LG_VI000228 

 0907-94-(6-14-06)_B11 6.00E-67 251 734872 estExt_Genewise1_v1.C_LG_XVI1451 

 0833-94-(6-5-06)_A05 7.00E-67 250 735866 estExt_Genewise1_v1.C_LG_XVI3692 

 0658-94-(6-6-06)_B08 9.00E-67 250 256434 gw1.XVI.2373.1 

 0545-94-(6-8-06)_E06 9.00E-67 250 834247 estExt_fgenesh4_pm.C_LG_XII0129 

 0120-94-A02(5-9-06) 9.00E-67 249 572859 eugene3.00140904 

 0032-93-A10(4-21-06) 1.00E-66 249 825536 estExt_fgenesh4_pg.C_LG_XVII0338 

 0584-94-(6-8-06)_G09 2.00E-66 249 564448 eugene3.00081043 

 Contig\199 1.00E-65 246 643871 grail3.0003092401 

 Contig\194 1.00E-65 246 829457 estExt_fgenesh4_pm.C_LG_I0339 

 0750-94-(6-7-06)_B07 1.00E-65 246 813327 fgenesh4_pm.C_scaffold_29000103 

 0017-94_004(5-31-06) 1.00E-65 246 261634 gw1.XVIII.2175.1 

 0252-94(5-31-06)_013 2.00E-65 246 732714 estExt_Genewise1_v1.C_LG_XV0025 

 0841-94-(6-5-06)_A06 3.00E-65 245 820440 estExt_fgenesh4_pg.C_LG_VIII0650 

 0843-94-(6-5-06)_C06 4.00E-65 244 550226 eugene3.00012667 

 0795-94-(6-7-06)_C12 7.00E-65 244 551373 eugene3.00020688 

 0372-94-(6-12-06)_H08 2.00E-64 242 567369 eugene3.00101927 

 0369-94-(6-12-06)_F08 2.00E-64 242 679935 grail3.0066013202 

 0260-94(5-31-06)_014 6.00E-64 241 765056 fgenesh4_pg.C_LG_VIII000070 

 1079-94-(6-2-06)_E10 7.00E-64 240 769953 fgenesh4_pg.C_LG_X001443 
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 Contig\99 8.00E-64 240 645201 grail3.0021004701 

 Contig\131 8.00E-64 240 826313 estExt_fgenesh4_pg.C_LG_XIX0951 

 Contig\88 2.00E-63 238 826161 estExt_fgenesh4_pg.C_LG_XIX0457 

 Contig\203 3.00E-63 238 834110 estExt_fgenesh4_pm.C_LG_XI0311 

 0870-94-(6-5-06)_F09 3.00E-63 238 834367 estExt_fgenesh4_pm.C_LG_XII0386 

 0180-94-E04(5-10-06) 8.00E-63 236 566526 eugene3.00101084 

 1035-94-(6-14-06)_G08 9.00E-63 237 555555 eugene3.00040268 

 Contig\176 1.00E-62 236 833483 estExt_fgenesh4_pm.C_LG_X0247 

 0821-94-(6-5-06)_E03 2.00E-62 236 814433 estExt_fgenesh4_kg.C_LG_XVI0013 

 Contig\187 3.00E-62 236 550077 eugene3.00012518 

 1021-94-(6-2-06)_D03 3.00E-62 235 639885 grail3.0161001401 

 0540-94-(6-8-06)_H05 3.00E-62 235 766719 fgenesh4_pg.C_LG_VIII001733 

 0352-94-(6-27-06)_H04 5.00E-62 234 721963 estExt_Genewise1_v1.C_LG_IX1678 

 1041-94-(6-2-06)_H05 7.00E-62 234 805919 fgenesh4_pm.C_LG_XI000194 

 0373-94-(6-12-06)_A09 7.00E-62 234 561117 eugene3.00061076 

 0129-94-A03(5-9-06) 7.00E-62 233 275272 gw1.170.184.1 

 Contig\9 2.00E-61 233 234520 gw1.XI.2500.1 

 0696-94-(6-6-06)_H12 2.00E-61 233 705907 estExt_Genewise1_v1.C_LG_I0681 

 0254-94-(6-16-06)_B10 2.00E-61 232 560697 eugene3.00060656 

 0576-94-(6-12-06)_E11 3.00E-61 231 411875 gw1.II.3210.1 

 Contig\189 8.00E-61 230 589316 eugene3.00280052 

 0925-94-(6-16-06)_C11 8.00E-61 230 669377 grail3.0020010802 

 0454-94-(6-16-06)_D04 1.00E-60 229 823440 estExt_fgenesh4_pg.C_LG_XII1036 

 0026-94-(6-12-06)_A01 1.00E-60 229 596314 eugene3.08120001 

 0121-94-H12(4-28-06) 2.00E-60 228 646482 grail3.0018019001 

 0123-94-C02(5-9-06) 3.00E-60 228 412800 gw1.II.4135.1 

 Contig\3 7.00E-60 227 231748 gw1.X.6445.1 

 0436-94-(6-16-06)_D02 9.00E-60 227 577091 eugene3.00161226 

 1305-94-(6-16-06)_G06 1.00E-59 226 743875 estExt_Genewise1_v1.C_1250046 

 Contig\98 2.00E-59 226 670909 grail3.0123008202 

 1148-94-(6-9-06)_H12 3.00E-59 225 640624 grail3.0084001702 

 0922-94-(6-15-06)_A01 3.00E-59 225 252781 gw1.XV.2217.1 

 0228-94-E10(5-10-06) 6.00E-59 224 410491 gw1.II.1826.1 

 0892-94-(6-5-06)_D12 7.00E-59 224 663890 grail3.0035010801 

 0779-94-(6-7-06)_D10 2.00E-58 222 723032 estExt_Genewise1_v1.C_LG_IX3715 

 1006-94-(6-2-06)_F01 3.00E-58 221 201180 gw1.IX.1645.1 

 0063-94-F05(4-28-06) 3.00E-58 221 420955 gw1.VIII.2383.1 

 0517-94-(6-8-06)_A03 4.00E-58 221 292354 gw1.64.6.1 

 0262-94(5-31-06)_001 5.00E-58 221 663278 grail3.0055005501 

 0438-94-(6-16-06)_F02 6.00E-58 221 231518 gw1.X.6215.1 

 0663-94-(6-6-06)_G08 2.00E-57 219 218990 gw1.VII.3295.1 

 0511-94-(6-8-06)_C02 2.00E-57 219 829912 estExt_fgenesh4_pm.C_LG_I1184 
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 0316-94-(6-9-06)_E01 2.00E-57 219 826819 estExt_fgenesh4_pg.C_400327 

 Contig\142 3.00E-57 219 410027 gw1.II.1362.1 

 1127-94-(6-9-
06Truncated)_C10 

3.00E-57 218 744470 estExt_Genewise1_v1.C_1320075 

 0667-94-(6-6-06)_C09 3.00E-57 218 832886 estExt_fgenesh4_pm.C_LG_VIII0830 

 1134-94-(6-9-06)_B11 4.00E-57 218 818188 estExt_fgenesh4_pg.C_LG_IV1449 

 0625-94-(6-6-06)_A04 8.00E-57 216 821310 estExt_fgenesh4_pg.C_LG_IX0791 

 1060-94-(6-2-06)_B08 1.00E-56 216 822354 estExt_fgenesh4_pg.C_LG_X1609 

 1116-94-(6-9-06)_H08 3.00E-56 215 800968 fgenesh4_pm.C_LG_V000060 

 0800-94-(6-7-06)_G12 7.00E-56 214 228193 gw1.X.2890.1 

 0562-94-(6-8-06)_H07 7.00E-56 213 245415 gw1.XIV.2158.1 

 0531-94-(6-8-06)_G04 7.00E-56 214 732253 estExt_Genewise1_v1.C_LG_XIV3351 

 Contig\148 8.00E-56 214 294718 gw1.70.171.1 

 0704-94-(6-7-06)_D01 1.00E-55 213 776603 fgenesh4_pg.C_LG_XV001031 

 0111-94-F11(4-28-06) 1.00E-55 213 555635 eugene3.00040348 

 0690-94-(6-6-06)_B12 3.00E-55 212 259595 gw1.XVIII.136.1 

 Contig\10 4.00E-55 212 574729 eugene3.00150124 

 0263-94(5-31-06)_003 9.00E-55 210 709311 estExt_Genewise1_v1.C_LG_I8875 

 Contig\168 1.00E-54 209 833878 estExt_fgenesh4_pm.C_LG_X0918 

 Contig\141 1.00E-54 209 286841 gw1.40.601.1 

 0902-94-(6-14-06)_E10 3.00E-54 208 561907 eugene3.00061866 

 1004-94(6-2-
06Truncated)_D01 

5.00E-54 205 710083 estExt_Genewise1_v1.C_LG_II0799 

 0796-94-(6-7-06)_D12 5.00E-54 207 597452 eugene3.09440001 

 Contig\2 1.00E-53 207 647295 grail3.0074007501 

 Contig\1 1.00E-53 206 286208 gw1.399.10.1 

 Contig\46 2.00E-53 206 565424 eugene3.00082019 

 0725-94-(6-7-06)_A04 3.00E-53 205 595399 eugene3.00700040 

 Contig\23 6.00E-53 204 572838 eugene3.00140883 

 0140-94-D04(5-9-06) 8.00E-53 203 774123 fgenesh4_pg.C_LG_XIV000033 

 0807-94-(6-5-06)_G01 1.00E-51 199 412008 gw1.II.3343.1 

 0244-94-E12(5-10-06) 2.00E-51 198 827452 estExt_fgenesh4_pg.C_860046 

 0164-94-D07(5-5-06) 2.00E-51 199 750703 fgenesh4_pg.C_LG_I000306 

 0863-94-(6-5-06)_G08 5.00E-51 198 822107 estExt_fgenesh4_pg.C_LG_X1062 

 0219-94-D09(5-10-06) 3.00E-50 195 553241 eugene3.00002556 

 0380-94-(6-12-06)_G09 6.00E-50 194 644143 grail3.0033014101 

 0915-94-(6-14-06)_B12 2.00E-49 192 226626 gw1.X.1323.1 

 0220-94E09(5-10-06) 5.00E-49 191 837174 estExt_fgenesh4_pm.C_1330018 

 Contig\33 6.00E-49 191 811252 fgenesh4_pm.C_scaffold_134000015 

 0127-94(5-31-06)_007 8.00E-49 190 595021 eugene3.00660215 

 0883-94-(6-5-06)_C11 9.00E-49 190 786197 fgenesh4_pg.C_scaffold_164000053 

 0777-94-(6-7-06)_B10 1.00E-48 189 667581 grail3.0004025702 

 0328-94-(6-9-06)_G02 2.00E-48 189 733659 estExt_Genewise1_v1.C_LG_XV2187 



430 
 

 

 Contig\53 6.00E-48 187 783288 fgenesh4_pg.C_scaffold_86000148 

 0746-94-(6-7-06)_F06 1.00E-47 186 592924 eugene3.00440259 

 Contig\130 3.00E-47 185 742765 estExt_Genewise1_v1.C_880038 

 0881-94-(6-5-06)_A11 5.00E-47 184 271641 gw1.147.209.1 

 0720-94-(6-7-06)_D03 5.00E-47 184 559307 eugene3.00050922 

 0285-94(5-31-06)_015 5.00E-47 184 286469 gw1.40.229.1 

 0681-94-(6-6-06)_A11 1.00E-46 183 651568 grail3.0002026401 

 0753-94-(6-7-06)_E07 2.00E-46 182 423063 gw1.XII.1523.1 

 0729-94-(6-7-06)_E04 2.00E-46 182 412711 gw1.II.4046.1 

 1075-94-(6-2-06)_A10 4.00E-46 181 554787 eugene3.00031420 

 0834-94-(6-15-
06bad)_H10 

9.00E-46 179 761292 fgenesh4_pg.C_LG_V001344 

 1107-94-(6-9-06)_G07 1.00E-45 180 644073 grail3.0033008701 

 0890-94-(6-14-06)_E07 1.00E-45 180 710452 estExt_Genewise1_v1.C_LG_II1635 

 Contig\43 2.00E-45 179 245011 gw1.XIV.1754.1 

 0599-94-(6-8-06)_F11 2.00E-45 179 664148 grail3.0035032201 

 0823-94-(6-5-06)_G03 5.00E-45 177 589553 eugene3.00280289 

 0149-94-E05(5-9-06) 5.00E-45 177 656208 grail3.0049029701 

 0006-93-B05(4-20-06) 1.00E-44 176 272274 gw1.150.89.1 

 1170-94-(6-15-06)_H05 2.00E-44 176 171961 gw1.I.561.1 

 0265-94(5-31-06)_007 2.00E-44 176 567287 eugene3.00101845 

 0075-94-B07(4-28-06) 2.00E-44 176 241122 gw1.XIII.1371.1 

 1040-94-(6-2-06)_G05 5.00E-44 174 225829 gw1.X.526.1 

 0643-94-(6-6-06)_C06 1.00E-43 173 832159 estExt_fgenesh4_pm.C_LG_VI0817 

 Contig\84 2.00E-43 172 742293 estExt_Genewise1_v1.C_770044 

 0526-94-(6-8-06)_B04 2.00E-43 172 564550 eugene3.00081145 

 1094-94-(6-2-06)_D12 3.00E-43 172 416906 gw1.VI.1279.1 

 1063-94-(6-2-06)_E08 5.00E-43 171 709331 estExt_Genewise1_v1.C_LG_I8903 

 Contig\20 1.00E-42 170 649081 grail3.0001016801 

 0694-94-(6-6-06)_F12 1.00E-42 170 815182 estExt_fgenesh4_pg.C_LG_I1200 

 0269-94(5-31-06)_015 2.00E-42 169 810871 fgenesh4_pm.C_scaffold_121000022 

 0087-93-B03(4-21-06) 2.00E-42 168 820452 estExt_fgenesh4_pg.C_LG_VIII0671 

 0106-94-A11(4-28-06) 1.00E-41 166 589466 eugene3.00280202 

 0931-94-(6-16-06)_G11 2.00E-41 166 596467 eugene3.00820056 

 0054-94-E04(4-28-06) 2.00E-41 165 827918 estExt_fgenesh4_pg.C_1290017 

 0735-94-(6-7-06)_C05 5.00E-41 164 674261 grail3.0186000501 

 Contig\169 1.00E-40 163 834328 estExt_fgenesh4_pm.C_LG_XII0282 

 Contig\57 3.00E-40 162 259036 gw1.XVII.1027.1 

 0131-94-C03(5-9-06) 4.00E-40 161 563045 eugene3.00070983 

 Contig\58 5.00E-40 160 570685 eugene3.00130049 

 0315-94-(6-9-06)_D01 2.00E-39 159 215882 gw1.VII.187.1 

 0007for_D05' 6.00E-39 157 572434 eugene3.00140479 
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 0645-94-(6-6-06)_E06 8.00E-39 157 810775 fgenesh4_pm.C_scaffold_118000005 

 0619-94-(6-6-06)_C03 3.00E-38 155 564713 eugene3.00081308 

 0633-94-(6-6-06)_A05 4.00E-38 155 712551 estExt_Genewise1_v1.C_LG_III2193 

 Contig\119 6.00E-38 154 555677 eugene3.00040390 

 0046-94-E03(4-28-06) 6.00E-38 154 551729 eugene3.00021044 

 0047-93-B08(4-21-06) 2.00E-37 152 651301 grail3.0002003502 

 0016-94_002(5-31-06) 3.00E-37 152 558991 eugene3.00050606 

 0756-94-(6-7-06)_H07 4.00E-37 151 416472 gw1.VI.845.1 

 1167-94-(6-15-06)_F05 5.00E-37 151 815733 estExt_fgenesh4_pg.C_LG_I2759 

 0199-94(5-31-06)_008 1.00E-36 150 744173 estExt_Genewise1_v1.C_1290136 

 1172-94-(6-15-06)_B06 7.00E-36 147 731841 estExt_Genewise1_v1.C_LG_XIV2544 

 Contig\121 1.00E-35 146 815363 estExt_fgenesh4_pg.C_LG_I1776 

 0818-94-(6-5-06)_B03 2.00E-35 144 564856 eugene3.00081451 

 0635-94-(6-6-06)_C05 2.00E-35 146 595585 eugene3.00700226 

 0628-94-(6-6-06)_D04 9.00E-35 144 571342 eugene3.00130706 

 1166-94-(6-15-06)_E05 1.00E-34 144 594919 eugene3.00660113 

 1083-94-(6-2-06)_A11 2.00E-34 143 739204 estExt_Genewise1_v1.C_280192 

 0664-94-(6-6-06)_H08 4.00E-34 142 418717 gw1.VIII.145.1 

 0588-94-(6-8-06)_C10 8.00E-34 140 251990 gw1.XV.1426.1 

 0379-94-(6-12-06)_F09 8.00E-34 140 556593 eugene3.00041306 

 1160-94-(6-15-06)_B05 1.00E-33 140 773472 fgenesh4_pg.C_LG_XII001247 

 Contig\26 2.00E-32 136 297162 gw1.86.53.1 

 0175-94-H03(5-10-06) 5.00E-32 134 561711 eugene3.00061670 

 Contig\82 1.00E-31 133 179353 gw1.I.7953.1 

 0836-94-(6-5-06)_D05 3.00E-31 132 554739 eugene3.00031372 

 0045-94-D03(4-28-06) 4.00E-31 131 771542 fgenesh4_pg.C_LG_XI000695 

 0261-94(5-31-06)_016 6.00E-31 131 738992 estExt_Genewise1_v1.C_LG_XIX2586 

 1014-94-(6-2-06)_E02 1.00E-30 130 816898 estExt_fgenesh4_pg.C_LG_II2402 

 0936-94-(6-16-06)_D12 2.00E-30 129 832516 estExt_fgenesh4_pm.C_LG_VIII0151 

 1145-94-(6-9-
06Truncated)_E12 

4.00E-30 126 559701 eugene3.00051316 

 0872-94-(6-5-06)_H09 5.00E-30 128 827940 estExt_fgenesh4_pg.C_1300020 

 Contig\80 9.00E-30 127 568834 eugene3.00110848 

 0013-94_011(5-31-06) 9.00E-30 127 762321 fgenesh4_pg.C_LG_VI000631 

 Contig\77 2.00E-29 126 554422 eugene3.00031055 

 1180-94-(6-15-06)_G06 2.00E-29 126 817844 estExt_fgenesh4_pg.C_LG_IV0491 

 0577-94-(6-8-06)_B09 4.00E-29 125 205136 gw1.V.537.1 

 0930-94-(6-16-06)_F11 6.00E-29 124 177316 gw1.I.5916.1 

 1032-94-(6-2-06)_G04 8.00E-29 124 640823 grail3.0069007901 

 0381-94-(6-12-06)_H09 8.00E-29 124 759956 fgenesh4_pg.C_LG_V000008 

 0693-94-(6-6-06)_E12 1.00E-28 124 277470 gw1.197.19.1 

 0195-94-D06(5-10-06) 3.00E-28 122 559706 eugene3.00051321 
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 0822-94-(6-5-06)_F03 4.00E-28 121 738728 estExt_Genewise1_v1.C_LG_XIX1752 

 0668-94-(6-6-06)_D09 7.00E-28 121 582529 eugene3.01400010 

 0728-94-(6-7-06)_D04 3.00E-27 117 711538 estExt_Genewise1_v1.C_LG_II4005 

 0309-94(5-31-06)_012 5.00E-27 118 418713 gw1.VIII.141.1 

 0271-94(5-31-06)_004 6.00E-27 118 219367 gw1.VII.3672.1 

 1101-94-(6-9-06)_A07 2.00E-26 116 421550 gw1.XII.10.1 

 Contig\50 3.00E-26 115 547790 eugene3.00010231 

 Contig\162 2.00E-25 113 416447 gw1.VI.820.1 

 Contig\156 2.00E-25 112 592848 eugene3.00440183 

 Contig\117 2.00E-25 113 826036 estExt_fgenesh4_pg.C_LG_XVIII1135 

 0630-94-(6-6-06)_F04 3.00E-25 112 709848 estExt_Genewise1_v1.C_LG_II0296 

 0891-94-(6-5-06)_C12 1.00E-24 110 294622 gw1.70.75.1 

 0071_B05(Rev4-21-06) 1.00E-24 110 549842 eugene3.00012283 

 1110-94-(6-9-06)_B08 2.00E-24 110 568920 eugene3.00110934 

 0904-94-(6-14-06)_G10 2.00E-24 109 421750 gw1.XII.210.1 

 0617-94-(6-6-06)_A03 4.00E-24 108 783326 fgenesh4_pg.C_scaffold_88000019 

 Contig\113 5.00E-24 108 707534 estExt_Genewise1_v1.C_LG_I4397 

 Contig\28 8.00E-24 107 557797 eugene3.00091057 

 0010-93-G12(4-21-06) 9.00E-24 105 746969 estExt_Genewise1_v1.C_2320006 

 0885-94-(6-5-06)_E11 4.00E-23 105 752629 fgenesh4_pg.C_LG_I002232 

 0721-94-(6-7-06)_E03 4.00E-23 105 273904 gw1.162.1.1 

 0714-94-(6-7-06)_F02 5.00E-23 105 825556 estExt_fgenesh4_pg.C_LG_XVII0378 

 0280-94(5-31-06)_005 9.00E-23 104 230669 gw1.X.5366.1 

 Contig\184 1.00E-22 103 649767 grail3.0001075101 

 0644-94-(6-6-06)_D06 4.00E-22 102 758269 fgenesh4_pg.C_LG_III001811 

 0518-94-(6-8-06)_B03 4.00E-22 101 563608 eugene3.00080203 

 1147-94-(6-9-
06Truncated)_G12 

2.00E-21 97 801345 fgenesh4_pm.C_LG_V000437 

 0024-94(5-31-06)_001 4.00E-21 99 416572 gw1.VI.945.1 

 0134-94-F03(5-9-06) 1.00E-20 97 665630 grail3.0095006401 

 0580-94-(6-8-06)_D09 3.00E-20 96 642208 grail3.0032001401 

 1092-94-(6-2-06)_B12 5.00E-20 93 659564 grail3.0022016401 

 0087-94-F08(4-28-06) 5.00E-20 95 820452 estExt_fgenesh4_pg.C_LG_VIII0671 

 0016-93-A12(4-21-06) 4.00E-18 89 816422 estExt_fgenesh4_pg.C_LG_II1017 

 0085-94-D08(4-28-06) 5.00E-18 88 262067 gw1.XVIII.2608.1 

 Contig\163 3.00E-17 86 176152 gw1.I.4752.1 

 0139-94-C04(5-9-06) 3.00E-17 86 770387 fgenesh4_pg.C_LG_X001877 

 0676-94-(6-6-06)_D10 1.00E-16 84 571396 eugene3.00130760 

 0945-94-(6-15-06)_H03 2.00E-16 83 667058 grail3.0005062601 

 0019-94_008(5-31-06) 9.00E-16 81 596129 eugene3.00770103 

 1120-94-(6-9-06)_D09 1.00E-15 81 571876 eugene3.00131240 

 0226-94-C10(5-10-06) 2.00E-15 79 644342 grail3.0033030801 
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 Contig\4 1.00E-14 77 200562 gw1.IX.1027.1 

 0737-94-(6-7-06)_E05 1.00E-14 77 177037 gw1.I.5637.1 

 Contig\177 4.00E-14 76 562170 eugene3.00070108 

 0286-94(5-31-06)_002 9.00E-14 74 762402 fgenesh4_pg.C_LG_VI000712 

 0647-94-(6-6-06)_G06 1.00E-13 74 573846 eugene3.00190320 

 0365-94-(6-12-06)_B08 1.00E-13 74 227541 gw1.X.2238.1 

 1115-94-(6-9-06)_G08 2.00E-13 73 559654 eugene3.00051269 

 0695-94-(6-6-06)_G12 1.00E-12 71 783210 fgenesh4_pg.C_scaffold_86000070 

 0235-94-D11(5-10-06) 2.00E-11 66 829866 estExt_fgenesh4_pm.C_LG_I1097 

 Contig\64 3.00E-11 66 570710 eugene3.00130074 

 0627-94-(6-6-06)_C04 4.00E-11 65 568923 eugene3.00110937 

 0803-94-(6-5-06)_C01 1.00E-10 64 230616 gw1.X.5313.1 

 0042-93-G08(4-21-06) 1.00E-10 64 647368 grail3.0074013501 

 0237-94-F11(5-10-06) 2.00E-10 63 820472 estExt_fgenesh4_pg.C_LG_VIII0722 

 0571-94-(6-8-06)_F08 6.00E-10 62 264725 gw1.118.213.1 

 0826-94-(6-5-06)_B04 2.00E-09 60 423773 gw1.29.285.1 

 0594-94-(6-8-06)_A11 2.00E-09 60 418033 gw1.VI.2406.1 

 0433-94-(6-27-06)_D06 2.00E-09 60 575532 eugene3.00150927 

 1084-94-(6-2-06)_B11 3.00E-09 59 205284 gw1.V.685.1 

 1146-94-(6-9-06)_F12 4.00E-09 59 751593 fgenesh4_pg.C_LG_I001196 

 0790-94-(6-7-06)_F11 5.00E-09 59 551164 eugene3.00020479 

 0592-94-(6-8-06)_G10 2.00E-08 57 642306 grail3.0032009701 

 1124-94-(6-9-06)_H09 1.00E-07 54 829985 estExt_fgenesh4_pm.C_LG_II0021 

 Contig\56 1.00E-06 50 552310 eugene3.00021625 

 0117-94-D12(4-28-06) 1.00E-06 50 550250 eugene3.00012691 

 Contig\67 e-100 363 719424 estExt_Genewise1_v1.C_LG_VII3310 

 Contig\166 e-100 363 827456 estExt_fgenesh4_pg.C_860050 

 1169-94-(6-15-06)_G05 e-100 362 592912 eugene3.00440247 

 1126-94-(6-9-06)_B10 e-100 362 293950 gw1.66.623.1 

 0943-94-(6-16-06)_F12 e-100 363 815615 estExt_fgenesh4_pg.C_LG_I2387 

 0910-94-(6-14-06)_E11 e-100 361 814508 estExt_fgenesh4_kg.C_LG_XIX0006 

 0844-94-(6-5-06)_D06 e-100 360 746317 estExt_Genewise1_v1.C_1700073 

 0759-94-(6-7-06)_C08 e-100 362 655450 grail3.0019030401 

 0583-94-(6-8-06)_F09 e-100 360 766588 fgenesh4_pg.C_LG_VIII001602 

 0347-94-(6-12-06)_F06 e-100 361 713522 estExt_Genewise1_v1.C_LG_IV1715 

 Contig\16 e-101 363 671531 grail3.0131005102 

 1054-94-(6-2-06)_E07 e-101 364 651225 grail3.0083002901 

 0660-94-(6-6-06)_D08 e-101 363 570537 eugene3.00121190 

 0394-94-(6-8-06)_C12 e-101 366 671531 grail3.0131005102 

 Contig\180 e-102 367 661644 grail3.0031027502 

 Contig\146 e-102 367 736748 estExt_Genewise1_v1.C_LG_XVIII0619 

 Contig\111 e-102 369 659520 grail3.0022013602 
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 1178-94-(6-15-06)_E06 e-102 369 289054 gw1.44.267.1 

 1152-94-(6-15-06)_D04 e-102 366 745223 estExt_Genewise1_v1.C_1460016 

 1135-94-(6-9-06)_C11 e-102 367 814139 estExt_fgenesh4_kg.C_LG_X0022 

 1130-94-(6-9-06)_F10 e-102 366 659198 grail3.0006058601 

 1096-94-(6-2-06)_F12 e-102 368 663292 grail3.0055006901 

 1047-94-(6-2-06)_F06 e-102 366 215931 gw1.VII.236.1 

 0919-94-(6-14-06)_F12 e-102 368 412325 gw1.II.3660.1 

 0613-94-(6-6-06)_E02 e-102 367 836675 estExt_fgenesh4_pm.C_660024 

 0440-94-(6-16-06)_H02 e-102 367 571873 eugene3.00131237 

 0363-94-(6-12-06)_H07 e-102 367 560059 eugene3.00060018 

 0325-94-(6-14-06)_E02 e-102 368 649691 grail3.0001068602 

 0312-94-(6-9-06)_A01 e-102 368 746680 estExt_Genewise1_v1.C_2000046 

 0295-94(5-31-06)_003 e-102 369 561154 eugene3.00061113 

 0192-94-A06(5-10-06) e-102 366 716206 estExt_Genewise1_v1.C_LG_V3745 

 0119-94-F12(4-28-06) e-102 367 215747 gw1.VII.52.1 

 0110-94-E11(4-28-06) e-102 366 833028 estExt_fgenesh4_pm.C_LG_IX0206 

 Contig\93 e-103 370 595045 eugene3.00660239 

 Contig\5 e-103 372 711792 estExt_Genewise1_v1.C_LG_III0403 

 1188-94-(6-15-06)_C07 e-103 370 561376 eugene3.00061335 

 0133-94-E03(5-9-06) e-103 372 725225 estExt_Genewise1_v1.C_LG_X3050 

 Contig\55 e-104 375 662171 grail3.0015028601 

 0666-94-(6-6-06)_B09 e-104 375 833728 estExt_fgenesh4_pm.C_LG_X0673 

 0465-94-(6-16-06)_G05 e-104 375 833062 estExt_fgenesh4_pm.C_LG_IX0254 

 0451-94-(6-16-06)_A04 e-104 375 174243 gw1.I.2843.1 

 0400-94-(6-8-06)_H12 e-104 375 650389 grail3.0001126601 

 0233-94-B11(5-10-06) e-104 374 249816 gw1.XIX.2216.1 

 0147-94-C05(5-9-06) e-104 373 582750 eugene3.01420057 

 Contig\85 e-105 377 226137 gw1.X.834.1 

 Contig\195 e-105 377 830724 estExt_fgenesh4_pm.C_LG_III0184 

 Contig\153 e-105 377 814181 estExt_fgenesh4_kg.C_LG_X0064 

 0896-94-(6-5-06)_H12 e-105 379 819064 estExt_fgenesh4_pg.C_LG_VI0432 

 0686-94-(6-6-06)_F11 e-105 379 572536 eugene3.00140581 

 0275-94(5-31-06)_012 e-105 378 656079 grail3.0049019501 

 0225-94-B10(5-10-06) e-105 377 830952 estExt_fgenesh4_pm.C_LG_III0602 

 0163-94-C07(5-5-06) e-105 377 262082 gw1.XVIII.2623.1 

 0072-94-F01(5-9-06) e-105 376 666576 grail3.0005020301 

 Contig\95 e-106 380 550764 eugene3.00020079 

 Contig\165 e-106 380 663729 grail3.0126006201 

 0886-94-(6-5-06)_F11 e-106 382 558898 eugene3.00050513 

 0710-94-(6-7-06)_B02 e-106 382 564926 eugene3.00081521 

 0525-94-(6-8-06)_A04 e-106 381 820895 estExt_fgenesh4_pg.C_LG_VIII1741 

 Contig\198 e-107 383 816898 estExt_fgenesh4_pg.C_LG_II2402 
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 Contig\157 e-107 385 570685 eugene3.00130049 

 Contig\136 e-107 385 834816 estExt_fgenesh4_pm.C_LG_XIV0229 

 1061-94-(6-2-06)_C08 e-107 385 412805 gw1.II.4140.1 

 1042-94-(6-15-06)_E12 e-107 385 823927 estExt_fgenesh4_pg.C_LG_XIV0200 

 0733-94-(6-7-06)_A05 e-107 385 577200 eugene3.00161335 

 0626-94-(6-6-06)_B04 e-107 384 773462 fgenesh4_pg.C_LG_XII001237 

 0539-94-(6-8-06)_G05 e-107 385 551463 eugene3.00020778 

 0426-94-(6-16-06)_B01 e-107 385 415786 gw1.VI.159.1 

 0385-94-(6-12-06)_B10 e-107 384 409839 gw1.II.1174.1 

 0245-94-F12(5-10-06) e-107 385 660497 grail3.0091010302 

 Contig\66 e-108 389 709305 estExt_Genewise1_v1.C_LG_I8866 

 Contig\61 e-108 389 570685 eugene3.00130049 

 Contig\40 e-108 387 823215 estExt_fgenesh4_pg.C_LG_XII0215 

 1078-94-(6-2-06)_D10 e-108 388 410678 gw1.II.2013.1 

 1032-94-(6-16-06)_D06 e-108 389 410548 gw1.II.1883.1 

 0815-94-(6-14-06)_E05 e-108 389 772921 fgenesh4_pg.C_LG_XII000696 

 0652-94-(6-6-06)_D07 e-108 387 198370 gw1.IV.3459.1 

 0606-94-(6-6-06)_F01 e-108 386 764756 fgenesh4_pg.C_LG_VII001101 

 0532-94-(6-8-06)_H04 e-108 389 249204 gw1.XIX.1604.1 

 0326-94-(6-14-06)_F02 e-108 388 800401 fgenesh4_pm.C_LG_IV000088 

 006-94-E05(4-28-06) e-108 387 643921 grail3.0003095602 

 Contig\100 e-109 392 815675 estExt_fgenesh4_pg.C_LG_I2562 

 1179-94-(6-15-06)_F06 e-109 390 574687 eugene3.00150082 

 1086-94-(6-2-06)_D11 e-109 391 281234 gw1.273.26.1 

 0911-94-(6-14-06)_F11 e-109 390 830731 estExt_fgenesh4_pm.C_LG_III0194 

 0548-94-(6-8-06)_H06 e-109 392 592408 eugene3.04210001 

 0137-94-A04(5-9-06) e-109 390 816499 estExt_fgenesh4_pg.C_LG_II1199 

 Contig\96 e-110 394 592879 eugene3.00440214 

 1193-94-(6-15-06)_E07 e-110 394 766426 fgenesh4_pg.C_LG_VIII001440 

 1017-94-(6-2-06)_H02 e-110 395 804902 fgenesh4_pm.C_LG_X000208 

 0918-94-(6-14-06)_E12 e-110 396 573860 eugene3.00190334 

 0546-94-(6-8-06)_F06 e-110 394 245919 gw1.XIV.2662.1 

 0463-94-(6-16-06)_E05 e-110 395 594744 eugene3.06600002 

 Contig\160 e-111 399 660167 grail3.0106013901 

 Contig\149 e-111 399 576525 eugene3.00160660 

 Contig\108 e-111 397 416620 gw1.VI.993.1 

 0200-94-A07(5-10-06) e-111 398 416267 gw1.VI.640.1 

 Contig\7 e-112 402 834674 estExt_fgenesh4_pm.C_LG_XIII0470 

 Contig\60 e-112 402 783291 fgenesh4_pg.C_scaffold_86000151 

 Contig\39 e-112 400 415875 gw1.VI.248.1 

 Contig\106 e-112 402 735866 estExt_Genewise1_v1.C_LG_XVI3692 

 1159-94-(6-15-06)_A05 e-112 400 777162 fgenesh4_pg.C_LG_XVI000404 
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 1137-94-(6-9-06)_E11 e-112 400 732365 estExt_Genewise1_v1.C_LG_XIV3568 

 1050-94-(6-2-06)_A07 e-112 402 196418 gw1.IV.1507.1 

 1002-94-(6-2-06)_B01 e-112 402 834449 estExt_fgenesh4_pm.C_LG_XIII0025 

 0726-94-(6-7-06)_B04 e-112 402 811813 fgenesh4_pm.C_scaffold_182000007 

 Contig\91 e-113 405 802053 fgenesh4_pm.C_LG_VI000400 

 Contig\114 e-113 404 824891 estExt_fgenesh4_pg.C_LG_XV1053 

 1194-94-(6-15-06)_F07 e-113 404 755405 fgenesh4_pg.C_LG_II001585 

 1105-94-(6-9-06)_E07 e-113 406 567840 eugene3.00102398 

 0713-94-(6-7-06)_E02 e-113 404 254922 gw1.XVI.861.1 

 0459-94-(6-16-06)_A05 e-113 405 287651 gw1.41.136.1 

 0115-94-B12(4-28-06) e-113 403 658469 grail3.0175001701 

 Contig\171 e-114 407 287051 gw1.40.811.1 

 Contig\132 e-114 408 654220 grail3.0013046101 

 1039-94-(6-2-06)_F05 e-114 407 831312 estExt_fgenesh4_pm.C_LG_IV0530 

 1034-94-(6-14-06)_F08 e-114 407 417380 gw1.VI.1753.1 

 0766-94-(6-7-06)_A09 e-114 406 672511 grail3.0146000801 

 0445-94-(6-16-06)_D03 e-114 408 562605 eugene3.00070543 

 0439-94-(6-16-06)_G02 e-114 408 175303 gw1.I.3903.1 

 0242-94-C12(5-10-06) e-114 407 592879 eugene3.00440214 

 Contig\112 e-115 412 822504 estExt_fgenesh4_pg.C_LG_X1886 

 1139-94-(6-9-06)_G11 e-115 410 771158 fgenesh4_pg.C_LG_XI000311 

 0871-94-(6-14-06)_G06 e-115 410 659295 grail3.0154002001 

 0762-94-(6-7-06)_F08 e-115 409 836840 estExt_fgenesh4_pm.C_860049 

 0661-94-(6-6-06)_E08 e-115 410 416714 gw1.VI.1087.1 

 0587-94-(6-8-06)_B10 e-115 411 645427 grail3.0021023901 

 0359-94-(6-12-06)_D07 e-115 411 658536 grail3.0006002201 

 0350-94-(6-9-06)_G04 e-115 412 816035 estExt_fgenesh4_pg.C_LG_II0263 

 0209-94-B08(5-10-06) e-115 411 832631 estExt_fgenesh4_pm.C_LG_VIII0340 

 0097-94-H09(4-28-06) e-115 410 232836 gw1.XI.816.1 

 Contig\167 e-116 414 830495 estExt_fgenesh4_pm.C_LG_II0962 

 Contig\135 e-116 413 551994 eugene3.00021309 

 1118-94-(6-9-06)_B09 e-116 414 773603 fgenesh4_pg.C_LG_XIII000057 

 0944-94-(6-15-06)_G03 e-116 414 592181 eugene3.00410024 

 0611-94-(6-6-06)_C02 e-116 414 673917 grail3.1757000202 

 0323-94-(6-9-06)_C02 e-116 414 196703 gw1.IV.1792.1 

 0307-94-(6-12-06)_F05 e-116 415 752684 fgenesh4_pg.C_LG_I002287 

 0030-94-E01(4-28-06) e-116 414 804616 fgenesh4_pm.C_LG_IX000663 

 Contig\97 e-117 418 231096 gw1.X.5793.1 

 Contig\78 e-117 419 724697 estExt_Genewise1_v1.C_LG_X2172 

 Contig\206 e-117 418 198725 gw1.IV.3814.1 

 Contig\154 e-117 417 775808 fgenesh4_pg.C_LG_XV000236 

 Contig\138 e-117 419 548890 eugene3.00011331 
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 Contig\101 e-117 417 828703 estExt_fgenesh4_pg.C_2040024 

 0788-94-(6-7-06)_D11 e-117 417 172693 gw1.I.1293.1 

 0671-94-(6-6-06)_G09 e-117 416 549239 eugene3.00011680 

 0605-94-(6-6-06)_E01 e-117 417 423789 gw1.29.301.1 

 0250-94(5-31-06)_009 e-117 418 554016 eugene3.00030649 

 Contig\75 e-118 421 552617 eugene3.00021932 

 Contig\139 e-118 419 713477 estExt_Genewise1_v1.C_LG_IV1582 

 Contig\127 e-118 422 717966 estExt_Genewise1_v1.C_LG_VI2910 

 1151-94-(6-15-06)_C04 e-118 420 831563 estExt_fgenesh4_pm.C_LG_V0447 

 1089-94-(6-2-06)_G11 e-118 419 712298 estExt_Genewise1_v1.C_LG_III1640 

 1031-94-(6-2-06)_F04 e-118 421 673777 grail3.0170002101 

 0851-94-(6-5-06)_C07 e-118 420 706403 estExt_Genewise1_v1.C_LG_I1765 

 0748-94-(6-7-06)_H06 e-118 420 583604 eugene3.01520008 

 0747-94-(6-7-06)_G06 e-118 422 783302 fgenesh4_pg.C_scaffold_86000162 

 0744-94-(6-7-06)_D06 e-118 422 733616 estExt_Genewise1_v1.C_LG_XV2116 

 0378-94-(6-12-06)_E09 e-118 421 254849 gw1.XVI.788.1 

 0249-94(5-31-06)_007 e-118 422 803920 fgenesh4_pm.C_LG_VIII000875 

 0238-94-G11(5-10-06) e-118 422 760304 fgenesh4_pg.C_LG_V000356 

 Contig\8 e-119 423 814132 estExt_fgenesh4_kg.C_LG_X0015 

 Contig\29 e-119 425 553916 eugene3.00030549 

 1123-94-(6-9-06)_G09 e-119 423 835204 estExt_fgenesh4_pm.C_LG_XV0274 

 0763-94-(6-7-06)_G08 e-119 425 256525 gw1.XVI.2464.1 

 0707-94-(6-7-06)_G01 e-119 424 834815 estExt_fgenesh4_pm.C_LG_XIV0228 

 0679-94-(6-6-06)_G10 e-119 424 742170 estExt_Genewise1_v1.C_700420 

 0534-94-(6-8-06)_B05 e-119 423 560425 eugene3.00060384 

 0507-94-(6-8-06)_G01 e-119 424 241081 gw1.XIII.1330.1 

 0356-94-(6-12-06)_A07 e-119 424 727951 estExt_Genewise1_v1.C_LG_XI2776 

 Contig\74 e-120 428 679906 grail3.0066011001 

 Contig\182 e-120 427 420499 gw1.VIII.1927.1 

 1052-94-(6-2-06)_C07 e-120 427 249362 gw1.XIX.1762.1 

 0745-94-(6-7-06)_E06 e-120 429 652366 grail3.0024005201 

 0684-94-(6-6-06)_D11 e-120 426 832983 estExt_fgenesh4_pm.C_LG_IX0135 

 0672-94-(6-6-06)_H09 e-120 428 716898 estExt_Genewise1_v1.C_LG_VI0423 

 0556-94-(6-12-06)_H10 e-120 427 548687 eugene3.00011128 

 Contig\185 e-121 432 819468 estExt_fgenesh4_pg.C_LG_VI1497 

 1163-94-(6-15-06)_C05 e-121 432 835719 estExt_fgenesh4_pm.C_LG_XVII0156 

 1142-94-(6-9-06)_B12 e-121 431 552033 eugene3.00021348 

 0774-94-(6-7-06)_H09 e-121 430 172927 gw1.I.1527.1 

 0060-94-C05(4-28-06) e-121 430 819223 estExt_fgenesh4_pg.C_LG_VI0826 

 Contig\15 e-122 433 833774 estExt_fgenesh4_pm.C_LG_X0749 

 Contig\140 e-122 434 561994 eugene3.00061953 

 1187-94-(6-15-06)_B07 e-122 433 820414 estExt_fgenesh4_pg.C_LG_VIII0583 
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 0767-94-(6-7-06)_B09 e-122 434 181230 gw1.I.9830.1 

 0648-94(6-6-06)_H06 e-122 434 560912 eugene3.00060871 

 0549-94-(6-12-06)_F10 e-122 433 816211 estExt_fgenesh4_pg.C_LG_II0615 

 0390-94-(6-8-06)_G11 e-122 434 418724 gw1.VIII.152.1 

 1010-94-(6-2-06)_B02 e-123 436 775989 fgenesh4_pg.C_LG_XV000417 

 1009-94-(6-2-06)_A02 e-123 437 836427 estExt_fgenesh4_pm.C_400084 

 1008-94-(6-2-06)_H01 e-123 436 798380 fgenesh4_pm.C_LG_II000069 

 0065-94-H05(4-28-06) e-123 438 799184 fgenesh4_pm.C_LG_II000873 

 Contig\159 e-124 441 409495 gw1.II.830.1 

 Contig\14 e-124 440 578578 eugene3.00180802 

 0801-94-(6-5-06)_A01 e-124 442 174072 gw1.I.2672.1 

 0719-94-(6-7-06)_C03 e-124 442 218470 gw1.VII.2775.1 

 0709-94-(6-7-06)_A02 e-124 441 829431 estExt_fgenesh4_pm.C_LG_I0291 

 0523-94-(6-8-06)_G03 e-124 442 827034 estExt_fgenesh4_pg.C_570040 

 0230-94(5-31-06)_014 e-124 441 564336 eugene3.00080931 

 0032-94-G01(4-28-06) e-124 441 825536 estExt_fgenesh4_pg.C_LG_XVII0338 

 Contig\196 e-125 443 556695 eugene3.00041408 

 1005-94-(6-2-06)_E01 e-125 446 820696 estExt_fgenesh4_pg.C_LG_VIII1203 

 0793-94-(6-14-06)_C05 e-125 442 827081 estExt_fgenesh4_pg.C_570132 

 0778-94-(6-7-06)_C10 e-125 446 752623 fgenesh4_pg.C_LG_I002226 

 0519-94-(6-8-06)_C03 e-125 446 780863 fgenesh4_pg.C_LG_XIX001002 

 0398-94-(6-8-06)_F12 e-125 442 727295 estExt_Genewise1_v1.C_LG_XI0896 

 0311-94(5-31-06)_016 e-125 442 836380 estExt_fgenesh4_pm.C_290161 

 0303-94(5-31-06)_002 e-125 444 832139 estExt_fgenesh4_pm.C_LG_VI0765 

 Contig\41 e-126 447 729141 estExt_Genewise1_v1.C_LG_XII1843 

 Contig\197 e-126 446 420524 gw1.VIII.1952.1 

 0808-94-(6-5-06)_H01 e-126 447 824615 estExt_fgenesh4_pg.C_LG_XV0398 

 1007-94-(6-2-06)_G01 e-127 451 804521 fgenesh4_pm.C_LG_IX000568 

 0716-94-(6-14-06)_H04 e-127 451 572117 eugene3.00140162 

 0678-94-(6-6-06)_F10 e-127 450 730906 estExt_Genewise1_v1.C_LG_XIV0850 

 0528-94-(6-8-06)_D04 e-127 450 753234 fgenesh4_pg.C_LG_I002837 

 Contig\76 e-128 455 736462 estExt_Genewise1_v1.C_LG_XVII1414 

 Contig\65 e-128 454 816029 estExt_fgenesh4_pg.C_LG_II0244 

 Contig\18 e-128 453 737716 estExt_Genewise1_v1.C_LG_XVIII2665 

 Contig\144 e-128 454 552515 eugene3.00021830 

 Contig\143 e-128 456 711461 estExt_Genewise1_v1.C_LG_II3807 

 1138-94-(6-9-06)_F11 e-128 454 664956 grail3.0012038601 

 1090-94-(6-2-06)_H11 e-128 455 822312 estExt_fgenesh4_pg.C_LG_X1515 

 0838-94-(6-5-06)_F05 e-128 453 834297 estExt_fgenesh4_pm.C_LG_XII0228 

 0799-94-(6-7-06)_F12 e-128 454 835283 estExt_fgenesh4_pm.C_LG_XV0396 

 0377-94-(6-12-06)_D09 e-128 455 761626 fgenesh4_pg.C_LG_V001678 

 0148-94-D05(5-9-06) e-128 452 725677 estExt_Genewise1_v1.C_LG_X3923 
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 0074-94-A07(4-28-06) e-128 455 829577 estExt_fgenesh4_pm.C_LG_I0571 

 Contig\174 e-129 457 837466 estExt_fgenesh4_pm.C_1660029 

 0884-94-(6-5-06)_D11 e-129 459 824511 estExt_fgenesh4_pg.C_LG_XV0082 

 0464-94-(6-16-06)_F05 e-129 459 288212 gw1.41.697.1 

 0346-94-(6-9-06)_D04 e-129 457 720563 estExt_Genewise1_v1.C_LG_VIII1629 

 0332-94-(6-9-06)_A03 e-129 459 643752 grail3.0003082501 

 Contig\192 e-130 461 652979 grail3.0023018201 

 Contig\145 e-130 461 837007 estExt_fgenesh4_pm.C_1220043 

 1143-94-(6-9-06)_C12 e-130 460 821451 estExt_fgenesh4_pg.C_LG_IX1052 

 1072-94-(6-2-06)_F09 e-130 461 816957 estExt_fgenesh4_pg.C_LG_II2510 

 0839-94-(6-14-06)_C06 e-130 462 571289 eugene3.00130653 

 0566-94-(6-8-06)_A08 e-130 461 733116 estExt_Genewise1_v1.C_LG_XV1100 

 0538-94-(6-8-06)_F05 e-130 459 715033 estExt_Genewise1_v1.C_LG_V0974 

 0298-94(5-31-06)_009 e-130 460 810417 fgenesh4_pm.C_scaffold_66000095 

 0283-94(5-31-06)_011 e-130 461 565435 eugene3.00082030 

 Contig\90 e-131 465 570685 eugene3.00130049 

 0624-94-(6-6-06)_H03 e-131 466 592757 eugene3.00440092 

 0547-94-(6-8-06)_G06 e-131 465 719543 estExt_Genewise1_v1.C_LG_VII3592 

 0449-94-(6-27-06)_G06 e-131 466 742855 estExt_Genewise1_v1.C_880303 

 0362-94-(6-12-06)_G07 e-131 463 713683 estExt_Genewise1_v1.C_LG_IV2251 

 Contig\36 e-132 466 828898 estExt_fgenesh4_pg.C_6580001 

 Contig\12 e-132 467 649581 grail3.0001059501 

 0468-94-(6-16-06)_B06 e-132 468 584435 eugene3.01630004 

 0319-94-(6-9-06)_G01 e-132 466 285870 gw1.3811.3.1 

 0282-94(5-31-06)_009 e-132 466 282224 gw1.28.798.1 

 1174-94-(6-15-06)_D06 e-133 470 796681 fgenesh4_pg.C_scaffold_57000060 

 0805-94-(6-5-06)_E01 e-133 470 576599 eugene3.00160734 

 0621-94-(6-6-06)_E03 e-133 470 827164 estExt_fgenesh4_pg.C_640219 

 0361-94-(6-12-06)_F07 e-133 471 420355 gw1.VIII.1783.1 

 0259-94(5-31-06)_012 e-133 472 563449 eugene3.00080044 

 0232-94-A11(5-10-06) e-133 472 658487 grail3.0175003001 

 Contig\183 e-134 474 277221 gw1.193.71.1 

 1088-94-(6-2-06)_F11 e-134 474 174225 gw1.I.2825.1 

 0698-94-(6-12-06)_G12 e-134 475 827990 estExt_fgenesh4_pg.C_1310041 

 Contig\109 e-135 476 572775 eugene3.00140820 

 Contig\103 e-135 479 176020 gw1.I.4620.1 

 1081-94-(6-2-06)_G10 e-135 476 245147 gw1.XIV.1890.1 

 0858-94-(6-5-06)_B08 e-135 477 780930 fgenesh4_pg.C_scaffold_28000012 

 0612-94-(6-6-06)_D02 e-135 478 835242 estExt_fgenesh4_pm.C_LG_XV0330 

 0898-94-(6-14-06)_H07 e-136 479 827930 estExt_fgenesh4_pg.C_1290056 

 0797-94-(6-7-06)_E12 e-136 481 828262 estExt_fgenesh4_pg.C_1470039 

 0768-94-(6-7-06)_C09 e-136 479 807002 fgenesh4_pm.C_LG_XIII000302 
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 1046-94-(6-2-06)_E06 e-137 483 709907 estExt_Genewise1_v1.C_LG_II0445 

 Contig\92 e-138 486 819597 estExt_fgenesh4_pg.C_LG_VI1784 

 Contig\193 e-138 488 233519 gw1.XI.1499.1 

 Contig\128 e-138 486 741505 estExt_Genewise1_v1.C_640417 

 0813-94-(6-5-06)_E02 e-138 488 227389 gw1.X.2086.1 

 0614-94-(6-6-06)_F02 e-138 488 776276 fgenesh4_pg.C_LG_XV000704 

 0427-94-(6-16-06)_C01 e-138 488 764015 fgenesh4_pg.C_LG_VII000360 

 1133-94-(6-9-06)_A11 e-139 490 774660 fgenesh4_pg.C_LG_XIV000570 

 1016-94-(6-2-06)_G02 e-139 492 673211 grail3.0158002202 

 0234-94-C11(5-10-06) e-139 490 653103 grail3.0023028402 

 Contig\151 e-140 496 418949 gw1.VIII.377.1 

 0701-94-(6-7-06)_A01 e-140 494 781965 fgenesh4_pg.C_scaffold_44000095 

 0641-94-(6-6-06)_A06 e-141 497 831444 estExt_fgenesh4_pm.C_LG_V0246 

 0616-94-(6-6-06)_H02 e-141 496 720187 estExt_Genewise1_v1.C_LG_VIII0790 

 0568-94-(6-8-06)_C08 e-141 497 831066 estExt_fgenesh4_pm.C_LG_IV0065 

 0247-94(5-31-06)_003 e-141 498 725818 estExt_Genewise1_v1.C_LG_X4345 

 0020-94_010(5-31-06) e-141 497 642209 grail3.0032001501 

 0665-94-(6-6-06)_A09 e-142 499 827359 estExt_fgenesh4_pg.C_700188 

 0609-94-(6-6-06)_A02 e-142 500 783905 fgenesh4_pg.C_scaffold_120000045 

 0520-94-(6-8-06)_D03 e-142 500 804555 fgenesh4_pm.C_LG_IX000602 

 0455-94-(6-16-06)_E04 e-142 502 576910 eugene3.00161045 

 0860-94-(6-5-06)_D08 e-143 503 423272 gw1.XII.1732.1 

 1141-94-(6-9-06)_A12 e-144 507 226026 gw1.X.723.1 

 0393-94-(6-8-06)_B12 e-144 508 573768 eugene3.00190242 

 1310-94-(6-16-06)_D07 e-145 510 737670 estExt_Genewise1_v1.C_LG_XVIII2568 

 0743-94-(6-7-06)_C06 e-145 512 646071 grail3.0096005001 

 0727-94-(6-7-06)_C04 e-145 509 416488 gw1.VI.861.1 

 0515-94-(6-8-06)_G02 e-145 512 743464 estExt_Genewise1_v1.C_1220082 

 0217-94-(6-16-06)_B09 e-145 512 199716 gw1.IX.181.1 

 Contig\94 e-146 513 195427 gw1.IV.516.1 

 Contig\115 e-146 514 835057 estExt_fgenesh4_pm.C_LG_XV0031 

 0506-94-(6-8-06)_F01 e-146 513 264686 gw1.118.174.1 

 Contig\89 e-147 517 718612 estExt_Genewise1_v1.C_LG_VII1503 

 Contig\42 e-147 517 652670 grail3.0024031501 

 Contig\152 e-147 517 816703 estExt_fgenesh4_pg.C_LG_II1760 

 1113-94-(6-9-06)_E08 e-147 516 832093 estExt_fgenesh4_pm.C_LG_VI0678 

 1019-94-(6-2-06)_B03 e-147 518 225877 gw1.X.574.1 

 0888-94-(6-5-06)_H11 e-147 516 818330 estExt_fgenesh4_pg.C_LG_V0296 

 0734-94-(6-7-06)_B05 e-147 519 819068 estExt_fgenesh4_pg.C_LG_VI0439 

 0940-94-(6-15-06)_C03 e-148 520 249183 gw1.XIX.1583.1 

 0825-94-(6-5-06)_A04 e-149 524 589556 eugene3.00280292 

 1028-94-(6-2-06)_C04 e-150 529 821804 estExt_fgenesh4_pg.C_LG_X0404 
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 Contig\133 e-151 530 411695 gw1.II.3030.1 

 Contig\102 e-151 532 676675 grail3.0029028801 

 1071-94-(6-2-06)_E09 e-151 531 268089 gw1.131.91.1 

 0699-94-(6-12-06)_H12 e-151 532 807853 fgenesh4_pm.C_LG_XV000064 

 0544-94-(6-8-06)_D06 e-152 533 752731 fgenesh4_pg.C_LG_I002334 

 0453-94-(6-16-06)_C04 e-152 535 640119 grail3.0008017001 

 1030-94-(6-2-06)_E04 e-153 536 709180 estExt_Genewise1_v1.C_LG_I8598 

 0842-94-(6-5-06)_B06 e-153 539 835709 estExt_fgenesh4_pm.C_LG_XVII0132 

 0814-94-(6-5-06)_F02 e-153 538 589553 eugene3.00280289 

 0437-94-(6-16-06)_E02 e-153 536 257619 gw1.XVI.3558.1 

 0336-94-(6-9-06)_D03 e-153 539 823130 estExt_fgenesh4_pg.C_LG_XI1340 

 0272-94(5-31-06)_006 e-153 537 175641 gw1.I.4241.1 

 Contig\21 e-154 542 724641 estExt_Genewise1_v1.C_LG_X2034 

 Contig\202 e-154 540 673777 grail3.0170002101 

 0596-94-(6-8-06)_C11 e-154 541 217453 gw1.VII.1758.1 

 0215-94(5-31-06)_012 e-154 542 225986 gw1.X.683.1 

 Contig\49 e-155 545 829778 estExt_fgenesh4_pm.C_LG_I0927 

 1097-94-(6-2-06)_G12 e-155 545 229734 gw1.X.4431.1 

 0294-94(5-31-06)_001 e-155 545 421146 gw1.VIII.2574.1 

 Contig\201 e-156 548 817666 estExt_fgenesh4_pg.C_LG_III1822 

 0855-94-(6-5-06)_G07 e-156 546 830445 estExt_fgenesh4_pm.C_LG_II0867 

 0143-94(5-31-06)_013 e-156 547 708892 estExt_Genewise1_v1.C_LG_I8040 

 Contig\51 e-159 559 652970 grail3.0023017401 

 Contig\137 e-159 559 717895 estExt_Genewise1_v1.C_LG_VI2708 

 Contig\118 e-159 557 729899 estExt_Genewise1_v1.C_LG_XIII1701 

 0429-94-(6-27-06)_B06 e-159 559 755473 fgenesh4_pg.C_LG_II001653 

 Contig\129 e-160 561 832869 estExt_fgenesh4_pm.C_LG_VIII0801 

 Contig\81 e-162 569 733819 estExt_Genewise1_v1.C_LG_XV2501 

 0926-94-(6-16-06)_D11 e-162 568 652454 grail3.0024013201 

 0732-94-(6-14-06)_A05 e-162 566 296528 gw1.82.68.1 

 Contig\150 e-163 572 747123 estExt_Genewise1_v1.C_2730019 

 0434-94-(6-16-06)_B02 e-167 583 829808 estExt_fgenesh4_pm.C_LG_I0969 

 Contig\22 e-168 587 657524 grail3.0009037801 

 Contig\158 e-171 598 834622 estExt_fgenesh4_pm.C_LG_XIII0357 

 Contig\125 e-173 603 741188 estExt_Genewise1_v1.C_570107 

 Contig\105 e-177 619 765722 fgenesh4_pg.C_LG_VIII000736 

 Contig\87 No Hit    

 Contig\47 No Hit    

 Contig\45 No Hit    

 Contig\30 No Hit    

 Contig\178 No Hit    

 Contig\175 No Hit    
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 Contig\164 No Hit    

 Contig\134 No Hit    

 Contig\110 No Hit    

 Contig\11 No Hit    

 Contig\107 No Hit    

 1069-94-(6-2-06)_C09 No Hit    

 1027-94-(6-2-06)_B04 No Hit    

 0938-94-(6-15-06)_A03 No Hit    

 0927-94-(6-15-06)_F01 No Hit    

 0916-94-(6-14-06)_C12 No Hit    

 0894-94-(6-5-06)_F12 No Hit    

 0889-94-(6-5-06)_A12 No Hit    

 0849-94-(6-5-06)_A07 No Hit    

 0806-94-(6-5-06)_F01 No Hit    

 0791-94-(6-7-06)_G11 No Hit    

 0776-94-(6-7-06)_A10 No Hit    

 0760-94-(6-7-06)_D08 No Hit    

 0730-94-(6-7-06)_F04 No Hit    

 0718-94-(6-7-06)_B03 No Hit    

 0659-94-(6-6-06)_C08 No Hit    

 0638-94-(6-6-06)_F05 No Hit    

 0634-94-(6-6-06)_B05 No Hit    

 0604-94-(6-6-06)_D01 No Hit    

 0543-94-(6-8-06)_C06 No Hit    

 0521-94-(6-8-06)_E03 No Hit    

 0503-94-(6-8-06)_C01 No Hit    

 0452-94-(6-16-06)_B04 No Hit    

 0382-94-(6-12-06)_A10 No Hit    

 0367-94-(6-12-06)_D08 No Hit    

 0292-94(5-31-06)_014 No Hit    

 0270-94(5-31-06)_002 No Hit    

 0241-94-B12(5-10-06) No Hit    

 0229-94-F10(5-10-06) No Hit    

 0161-94-A07(5-5-06) No Hit    

 0136-94(5-31-06)_011 No Hit    

 0124-94-D02(5-9-06) No Hit    

 0052-94-C04(4-28-06) No Hit    

 0047-94-F03(4-28-06) No Hit    

 0037-94-D02(4-28-06) No Hit    

 0023-94_016(5-31-06) No Hit    
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APPENDIX J: UNIPROT BLASTX 

 
Query E-value Description 

 Contig\161 0 LOXC_ARATH Lipoxygenase, chloroplast precursor 

 Contig\200 0 ASPR_CUCPE Aspartic proteinase precursor 

 Contig\25 0 HSP80_SOLLC Heat shock cognate protein 80 

 1169-94-(6-
15-06)_G05 

2.00E-99 HSP82_TOBAC Heat shock protein 82 

 1179-94-(6-
15-06)_F06 

2.00E-99 6PGL4_ORYSJ Probable 6-phosphogluconolactonase 4, chloroplast precursor 

 Contig\27 2.00E-98 PIP15_ARATH Probable aquaporin PIP1-5 

 0684-94-(6-
6-06)_D11 

3.00E-98 EXLA1_ARATH Expansin-like A1 precursor 

 0726-94-(6-
7-06)_B04 

6.00E-98 TLP7_ARATH Tubby-like F-box protein 7 

 1188-94-(6-
15-06)_C07 

6.00E-98 FCL2_ARATH Putative GDP-L-fucose synthase 2 

 Contig\157 1.00E-97 XTH25_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 25 precursor 

 0606-94-(6-
6-06)_F01 

2.00E-97 IPYR_ORYSJ Soluble inorganic pyrophosphatase 

 Contig\173 4.00E-97 RAC2_LOTJA Rac-like GTP-binding protein RAC2 precursor 

 Contig\40 4.00E-97 TAP46_ARATH PP2A regulatory subunit TAP46 

 Contig\5 4.00E-97 ILL4_ARATH IAA-amino acid hydrolase ILR1-like 4 precursor 

 Contig\137 6.00E-97 CPK15_ARATH CBL-interacting serine/threonine-protein kinase 15  

 Contig\61 1.00E-96 XTH23_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 23 precursor 

 Contig\91 1.00E-96 BGAL_SOLLC Beta-galactosidase precursor 

 0429-94-(6-
27-06)_B06 

4.00E-96 ODPA_PORYE Pyruvate dehydrogenase E1 component subunit alpha 

 0119-94-
F12(4-28-
06) 

5.00E-96 BCAT5_ARATH Branched-chain-amino-acid aminotransferase 5, chloroplast 
precursor 

 0233-94-
B11(5-10-
06) 

5.00E-96 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 

 0515-94-(6-
8-06)_G02 

5.00E-96 STT3A_MOUSE Dolichyl-diphosphooligosaccharide--protein  
glycosyltransferase subunit STT3A 

 Contig\182 6.00E-96 NHX7_ARATH Sodium/hydrogen exchanger 7 

 0525-94-(6-
8-06)_A04 

5.00E-95 TLP3_ARATH Tubby-like F-box protein 3 

 1019-94-(6-
2-06)_B03 

2.00E-94 DLDH_SYNY3 Dihydrolipoyl dehydrogenase 

 Contig\146 2.00E-94 CH10C_ARATH 20 kDa chaperonin, chloroplast precursor 

 0312-94-(6-
9-06)_A01 

2.00E-93 VA722_ARATH Vesicle-associated membrane protein 722 

 Contig\114 5.00E-93 GAOX1_ARATH Gibberellin 20 oxidase 1 

 1126-94-(6-
9-06)_B10 

9.00E-93 MSSP2_ARATH Monosaccharide-sensing protein 2 
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 1078-94-(6-
2-06)_D10 

5.00E-92 PBS1_ARATH Serine/threonine-protein kinase PBS1 

 Contig\70 5.00E-92 KAD2_ORYSJ Adenylate kinase B 

 0446-94-(6-
16-06)_E03 

9.00E-92 INVA_PHAAU Acid beta-fructofuranosidase precursor 

 0817-94-(6-
5-06)_A03 

1.00E-91 PAP13_ARATH Probable plastid-lipid-associated protein 13, chloroplast 
precursor 

 Contig\44 2.00E-91 RS92_ARATH 40S ribosomal protein S9-2 

 Contig\93 2.00E-91 CLCE_ARATH Chloride channel protein CLC-e 

 0431-94-(6-
16-06)_G01 

3.00E-91 HD1_BRANA Homeobox protein HD1 

 Contig\147 3.00E-91 R10A1_ARATH 60S ribosomal protein L10a-1 

 0307-94-(6-
12-06)_F05 

5.00E-91 CSN3_ARATH COP9 signalosome complex subunit 3 

 0536-94-(6-
8-06)_D05 

6.00E-91 SAR1A_ARATH GTP-binding protein SAR1A 

 1054-94-(6-
2-06)_E07 

9.00E-91 FBL92_ARATH F-box/LRR-repeat protein At5g49980 

 0607-94-(6-
6-06)_G01 

2.00E-90 PEL13_ARATH Probable pectate lyase 13 precursor 

 1125-94-(6-
9-06)_A10 

5.00E-90 VTI12_ARATH Vesicle transport v-SNARE 12 

 0326-94-(6-
14-06)_F02 

8.00E-90 PLT4_ARATH Probable polyol transporter 4 

 0755-94-(6-
7-06)_G07 

1.00E-89 CHMU_ARATH Chorismate mutase, chloroplast precursor 

 0030-94-
E01(4-28-
06) 

2.00E-89 TMK1_ARATH Putative receptor protein kinase TMK1 precursor 

 0642-94-(6-
6-06)_B06 

2.00E-89 ATP7_ARATH Probable ATP synthase 24 kDa subunit, mitochondrial 
precursor 

 1088-94-(6-
2-06)_F11 

2.00E-89 NBP35_YARLI Cytosolic Fe-S cluster assembling factor NBP35 

 1178-94-(6-
15-06)_E06 

4.00E-89 BGL17_ARATH Beta-galactosidase 17 precursor 

 0159-94(5-
31-06)_004 

5.00E-89 RHA1_ARATH Ras-related protein RHA1 

 0896-94-(6-
5-06)_H12 

5.00E-89 SAP11_ARATH Zinc finger AN1 and C2H2 domain-containing stress-
associated protein 11 

 Contig\122 7.00E-89 RL6_MESCR 60S ribosomal protein L6 

 0434-94-(6-
16-06)_B02 

1.00E-88 GLYM_PEA Serine hydroxymethyltransferase, mitochondrial  precursor 

 1105-94-(6-
9-06)_E07 

1.00E-88 PME3_PHAVU Pectinesterase-3 precursor 

 0657-94-(6-
6-06)_A08 

2.00E-88 RL183_ARATH 60S ribosomal protein L18-3 

 0107-94-(6-
12-06)_A04 

7.00E-88 UVH1_ARATH DNA repair endonuclease UVH1 

 0468-94-(6-
16-06)_B06 

8.00E-88 ABCF2_MOUSE ATP-binding cassette sub-family F member 2 

 1174-94-(6-
15-06)_D06 

2.00E-87 AROB_THICR 3-dehydroquinate synthase 

 Contig\108 2.00E-87 TLPH_ORYSJ Thaumatin-like protein precursor 
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 0447-94-(6-
16-06)_F03 

4.00E-87 SDF2_ARATH Stromal cell-derived factor 2-like protein precursor 

 Contig\126 4.00E-87 ARA3_ARATH Ras-related protein ARA-3 

 0923-94-(6-
15-06)_B01 

2.00E-86 RL191_ARATH 60S ribosomal protein L19-1 

 1007-94-(6-
2-06)_G01 

3.00E-86 PTR2_ARATH Peptide transporter PTR2 

 0570-94-(6-
8-06)_E08 

7.00E-86 HEM2_ARATH Delta-aminolevulinic acid dehydratase, chloroplast precursor 

 Contig\100 7.00E-86 PABP2_ARATH Polyadenylate-binding protein 2 

 0530-94-(6-
8-06)_F04 

1.00E-85 VTI13_ARATH Vesicle transport v-SNARE 13 

 1064-94-(6-
2-06)_F08 

6.00E-85 RSP41_ARATH Arginine/serine-rich-splicing factor RSP41 

 0614-94-(6-
6-06)_F02 

1.00E-84 U520_HUMAN U5 small nuclear ribonucleoprotein 200 kDa helicase  

 0609-94-(6-
6-06)_A02 

3.00E-84 GLTR_ARATH Uncharacterized glycosyltransferase At3g02350 

 0886-94-(6-
5-06)_F11 

3.00E-84 CCD32_ARATH Cyclin-D3-2 

 0946-94-(6-
15-06)_A04 

4.00E-84 PSB4_ARATH Proteasome subunit beta type-4 precursor 

 0008-94-
G05(4-20-
06) 

6.00E-84 COPA3_ORYSJ Coatomer subunit alpha-3 

 0284-94(5-
31-06)_013 

9.00E-84 QUA1_ARATH Glycosyltransferase QUASIMODO1 

 0740-94-(6-
7-06)_H05 

1.00E-83 GL24_ARATH Germin-like protein subfamily 2 member 4 precursor 

 0825-94-(6-
5-06)_A04 

1.00E-83 Y2267_ARATH Putative inactive receptor kinase At2g26730  precursor 

 1130-94-(6-
9-06)_F10 

3.00E-83 6PGL2_ORYSJ Probable 6-phosphogluconolactonase 2 

 Contig\48 6.00E-83 UBC4_SOLLC Ubiquitin-conjugating enzyme E2-17 kDa 

 Contig\54 9.00E-83 BRE1A_ARATH E3 ubiquitin-protein ligase BRE1-like 1 

 Contig\190 4.00E-82 DCE_SOLLC Glutamate decarboxylase 

 0529-94-(6-
8-06)_E04 

7.00E-82 PIMT_ARATH Protein-L-isoaspartate O-methyltransferase 

 0110-94-
E11(4-28-
06) 

1.00E-81 S6PD_MALDO NADP-dependent D-sorbitol-6-phosphate dehydrogenase 

 0782-94-(6-
7-06)_G10 

6.00E-81 COI1_ARATH Coronatine-insensitive protein 1 

 0520-94-(6-
8-06)_D03 

1.00E-80 AFG32_HUMAN AFG3-like protein 2 

 0524-94-(6-
8-06)_H03 

1.00E-80 COL5_ARATH Zinc finger protein CONSTANS-LIKE 5 

 0780-94-(6-
7-06)_E10 

1.00E-80 UBC13_ARATH Ubiquitin-conjugating enzyme E2 13 

 1025-94-(6-
2-06)_H03 

1.00E-80 ABIL1_ARATH Protein ABIL1 

 0074-93-
G04(4-21-

4.00E-80 PLDA1_RICCO Phospholipase D alpha 1 precursor 
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06) 

 Contig\171 5.00E-80 HSFB4_ARATH Heat stress transcription factor B-4 

 0752-94-(6-
7-06)_D07 

2.00E-79 VA711_ARATH Vesicle-associated membrane protein 711 

 0596-94-(6-
8-06)_C11 

3.00E-79 DNAJ_SYNPX Chaperone protein dnaJ 

 1050-94-(6-
2-06)_A07 

3.00E-79 TT1_ARATH Protein TRANSPARENT TESTA 1 

 0905-94-(6-
14-06)_H10 

4.00E-79 CNGC1_ARATH Cyclic nucleotide-gated ion channel 1 

 1061-94-(6-
2-06)_C08 

4.00E-79 FKB70_WHEAT 70 kDa peptidyl-prolyl isomerase 

 0278-94(5-
31-06)_001 

7.00E-79 ORYA_ORYSJ Oryzain alpha chain precursor 

 Contig\62 7.00E-79 THI4_ALNGL Thiazole biosynthetic enzyme, chloroplast precursor 

 1159-94-(6-
15-06)_A05 

9.00E-79 TT1_ARATH Protein TRANSPARENT TESTA 1 

 Contig\73 9.00E-79 NDUS1_SOLTU NADH-ubiquinone oxidoreductase 75 kDa subunit,  
mitochondrial precursor 

 Contig\158 1.00E-78 GLTR_ARATH Uncharacterized glycosyltransferase At3g02350 

 0660-94-(6-
6-06)_D08 

3.00E-78 SCRK4_ARATH Probable fructokinase-4 

 0808-94-(6-
5-06)_H01 

3.00E-78 Y2267_ARATH Putative inactive receptor kinase At2g26730  precursor 

 Contig\165 6.00E-78 SF3_HELAN Pollen-specific protein SF3 

 Contig\31 2.00E-77 FB60_ARATH F-box protein At1g55000 

 0597-94-(6-
8-06)_D11 

3.00E-77 RSP31_ARATH Arginine/serine-rich-splicing factor RSP31 

 0603-94-(6-
6-06)_C01 

3.00E-77 SNAA2_ARATH Alpha-soluble NSF attachment protein 2 

 0679-94-(6-
6-06)_G10 

4.00E-77 DHQSD_ARATH Bifunctional 3-dehydroquinate dehydratase/shikimate 
dehydrogenase, chloroplast precursor 

 Contig\140 1.00E-76 TM9S2_RAT Transmembrane 9 superfamily protein member 2 precursor 

 0325-94-(6-
14-06)_E02 

3.00E-76 SF3_HELAN Pollen-specific protein SF3 

 0457-94-(6-
16-06)_G04 

3.00E-76 4CLL9_ARATH 4-coumarate--CoA ligase-like 9 

 0734-94-(6-
7-06)_B05 

6.00E-76 TYPA_SYNY3 GTP-binding protein TypA/BipA homolog 

 0460-94-(6-
16-06)_B05 

4.00E-74 DNJ16_ARATH Chaperone protein dnaJ 16 

 1036-94-(6-
2-06)_C05 

1.00E-73 RF2B_ORYSJ Transcription factor RF2b 

 Contig\205 3.00E-73 AX22B_PHAAU Auxin-induced protein 22B 

 0767-94-(6-
7-06)_B09 

4.00E-73 GLYC_RABIT Serine hydroxymethyltransferase, cytosolic 

 0065-94-
H05(4-28-
06) 

5.00E-73 UXS1_RAT UDP-glucuronic acid decarboxylase 1 

 0621-94-(6-
6-06)_E03 

5.00E-73 PSMD2_PONPY 26S proteasome non-ATPase regulatory subunit 2 

 1082-94-(6- 5.00E-73 ARGB_ANASP Acetylglutamate kinase 
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2-06)_H10 

 0513-94-(6-
8-06)_E02 

6.00E-73 PDC1_PEA Pyruvate decarboxylase isozyme 1 

 0079-93-
B04(4-21-
06) 

7.00E-73 SYK_ORYSJ Lysyl-tRNA synthetase 

 0744-94-(6-
7-06)_D06 

2.00E-72 UE1D1_RAT Ubiquitin-activating enzyme E1 domain-containing protein 1 

 1144-94-(6-
9-06)_D12 

1.00E-71 MEM11_ARATH Membrin-11 

 0799-94-(6-
7-06)_F12 

2.00E-71 PLZ12_LUPPO Protein PPLZ12 

 0811-94-(6-
5-06)_C02 

2.00E-71 NAT3_ARATH Nucleobase-ascorbate transporter 3 

 0097-94-
H09(4-28-
06) 

4.00E-71 MTDH_MEDSA Probable mannitol dehydrogenase 

 0926-94-(6-
16-06)_D11 

1.00E-70 Y4UB_RHISN Uncharacterized aminotransferase y4uB 

 Contig\115 1.00E-70 ATD1A_DANRE ATPase family AAA domain-containing protein 1-A 

 Contig\196 1.00E-70 ASOL_BRANA L-ascorbate oxidase homolog precursor 

 0654-94-(6-
6-06)_F07 

3.00E-70 FATB_GOSHI Myristoyl-acyl carrier protein thioesterase, chloroplast 
precursor 

 1008-94-(6-
2-06)_H01 

3.00E-70 AMY3E_ORYSJ Alpha-amylase isozyme 3E precursor 

 0130-94-
B03(5-9-06) 

4.00E-70 NCPR_PHAAU NADPH--cytochrome P450 reductase 

 0866-94-(6-
5-06)_B09 

7.00E-70 HAT22_ARATH Homeobox-leucine zipper protein HAT22 

 0788-94-(6-
7-06)_D11 

2.00E-69 E13B_WHEAT Glucan endo-1,3-beta-glucosidase precursor 

 0313-94-(6-
9-06)_B01 

3.00E-69 RS61_ARATH 40S ribosomal protein S6-1 

 0426-94-(6-
16-06)_B01 

3.00E-69 ALF4_ARATH Aberrant root formation protein 4 

 0545-94-(6-
8-06)_E06 

3.00E-69 COMT1_CATRO Caffeic acid 3-O-methyltransferase 

 0861-94-(6-
5-06)_E08 

8.00E-69 IN21_MAIZE IN2-1 protein 

 Contig\129 1.00E-68 ACLY_MOUSE ATP-citrate synthase 

 Contig\75 1.00E-68 SYEP_DROME Bifunctional aminoacyl-tRNA synthetase [Includes:  
Glutamyl-tRNA synthetase 

 0449-94-(6-
27-06)_G06 

2.00E-68 B2_DAUCA B2 protein 

 0814-94-(6-
5-06)_F02 

2.00E-68 KPYC_SOYBN Pyruvate kinase, cytosolic isozyme 

 Contig\152 2.00E-68 ATK4_ARATH Kinesin-4 

 0803-94-(6-
5-06)_C01 

3.00E-68 FBK69_ARATH F-box/Kelch-repeat protein At3g24760 

 Contig\201 3.00E-68 M2OM_NEUCR Putative mitochondrial 2-oxoglutarate/malate  carrier 
protein 

 1308-94-(6-
16-06)_B07 

4.00E-68 ARP8_ARATH Actin-related protein 8 



448 
 

 

 1123-94-(6-
9-06)_G09 

5.00E-68 DNPEP_BOVIN Aspartyl aminopeptidase 

 0430-94-(6-
16-06)_F01 

6.00E-68 MPU1_ARATH Mannose-P-dolichol utilization defect 1 protein homolog 

 0824-94-(6-
5-06)_H03 

2.00E-67 UBE2N_PONPY Ubiquitin-conjugating enzyme E2 N 

 0833-94-(6-
5-06)_A05 

3.00E-67 ACOX4_ARATH Acyl-coenzyme A oxidase 4, peroxisomal 

 0665-94-(6-
6-06)_A09 

4.00E-67 FUCO3_ARATH Alpha-L-fucosidase 3 precursor 

 0462-94-(6-
16-06)_D05 

1.00E-66 CAES_ARATH Probable carbohydrate esterase At4g34215 

 Contig\124 1.00E-66 NDUAC_ARATH Probable NADH dehydrogenase [ubiquinone] 1 alpha 
subcomplex subunit 12 

 0017-
94_004(5-
31-06) 

2.00E-66 WRK17_ARATH Probable WRKY transcription factor 17 

 0835-94-(6-
5-06)_C05 

3.00E-66 EXOC5_ORYSJ Exocyst complex component 5 

 Contig\116 3.00E-66 PHB2_YEAST Prohibitin-2 

 Contig\185 3.00E-66 YAUB_SCHPO UPF0012 hydrolase C26A3.11 

 Contig\71 3.00E-66 PEX10_ARATH Peroxisome assembly protein 10 

 Contig\102 4.00E-66 Y1154_ARATH Putative serine/threonine-protein kinase At1g01540 

 1182-94-(6-
15-06)_H06 

1.00E-65 CRR12_ARATH Cysteine-rich repeat secretory protein 12 precursor 

 Contig\37 2.00E-65 ANGLT_ROSHC Anthocyanidin 5,3-O-glucosyltransferase 

 0032-93-
A10(4-21-
06) 

3.00E-65 VA0D_ORYSJ Probable vacuolar ATP synthase subunit d 

 1030-94-(6-
2-06)_E04 

2.00E-64 ACSL5_RAT Long-chain-fatty-acid--CoA ligase 5 

 Contig\85 6.00E-64 ERLN1_MOUSE Erlin-1 precursor 

 Contig\131 4.00E-63 Y1689_ARATH Uncharacterized membrane protein At1g06890 

 0378-94-(6-
12-06)_E09 

5.00E-63 PCY1B_HUMAN Choline-phosphate cytidylyltransferase B 

 0736-94-(6-
7-06)_D05 

7.00E-63 NPL42_ARATH NPL4-like protein 2 

 0177-94-
B04(5-10-
06) 

8.00E-63 SOC1_ARATH MADS-box protein SOC1 

 0305-94(5-
31-06)_004 

8.00E-63 CP19D_ARATH Peptidyl-prolyl cis-trans isomerase CYP19-4 precursor 

 0387-94-(6-
12-06)_D10 

1.00E-62 NOL5A_MOUSE Nucleolar protein 5A 

 0943-94-(6-
16-06)_F12 

2.00E-62 MPCP_BOVIN Phosphate carrier protein, mitochondrial precursor 

 0698-94-(6-
12-06)_G12 

3.00E-62 ACLY_MOUSE ATP-citrate synthase 

 Contig\132 4.00E-62 CNOT7_MOUSE CCR4-NOT transcription complex subunit 7 

 0548-94-(6-
8-06)_H06 

9.00E-62 E1311_ARATH Putative glucan endo-1,3-beta-glucosidase 11 precursor 

 0509-94-(6- 1.00E-61 ENO_DROME Enolase 



449 
 

 

8-06)_A02 

 1086-94-(6-
2-06)_D11 

2.00E-61 CRY2_ARATH Cryptochrome-2 

 0118-94-
E12(4-28-
06) 

4.00E-61 GL11_ARATH Germin-like protein subfamily 1 member 1 precursor 

 0625-94-(6-
6-06)_A04 

4.00E-61 Y3972_ARATH Uncharacterized protein At3g49720 

 Contig\188 4.00E-61 FBX13_ARATH F-box only protein 13 

 0121-94-
H12(4-28-
06) 

7.00E-61 GAE4_ARATH UDP-glucuronate 4-epimerase 4 

 0217-94-(6-
16-06)_B09 

7.00E-61 MGAT1_RABIT Alpha-1,3-mannosyl-glycoprotein 2-beta-N-
acetylglucosaminyltransferase 

 0717-94-(6-
7-06)_A03 

1.00E-60 MSBP1_ARATH Membrane steroid-binding protein 1 

 Contig\34 1.00E-60 MAN7_ARATH Mannan endo-1,4-beta-mannosidase 7 precursor 

 0060-94-
C05(4-28-
06) 

5.00E-60 PA2G4_MOUSE Proliferation-associated protein 2G4 

 0105-94-
H10(4-28-
06) 

5.00E-60 PABP2_ARATH Polyadenylate-binding protein 2 

 0129-94-
A03(5-9-06) 

2.00E-59 P1_ARATH Probable NADP-dependent oxidoreductase P1 

 0813-94-(6-
5-06)_E02 

3.00E-59 CRK6_ARATH Cysteine-rich receptor-like protein kinase 6  precursor 

 1003-94-(6-
2-06)_C01 

3.00E-59 GL34_ARATH Germin-like protein subfamily 3 member 4 precursor 

 0743-94-(6-
7-06)_C06 

5.00E-59 PBS1_ARATH Serine/threonine-protein kinase PBS1 

 0400-94-(6-
8-06)_H12 

6.00E-59 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 

 1028-94-(6-
2-06)_C04 

2.00E-58 LEU21_METMA 3-isopropylmalate dehydratase large subunit 1 

 1104-94-(6-
9-06)_D07 

5.00E-58 SPL1_ARATH Squamosa promoter-binding-like protein 1 

 0128-94(5-
31-06)_009 

6.00E-58 AOC4_ARATH Allene oxide cyclase 4, chloroplast precursor 

 0724-94-(6-
7-06)_H03 

6.00E-58 YEIN_ECOLI Uncharacterized protein yeiN 

 0917-94-(6-
14-06)_D12 

6.00E-58 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 

 0587-94-(6-
8-06)_B10 

1.00E-57 UREG_PSEAE Urease accessory protein ureG 

 Contig\153 2.00E-57 SF3_HELAN Pollen-specific protein SF3 

 0636-94-(6-
6-06)_D05 

4.00E-57 AKR_ARATH Ankyrin repeat domain-containing protein, chloroplast 
precursor 

 Contig\29 8.00E-57 CARA_ANASP Carbamoyl-phosphate synthase small chain 

 0540-94-(6-
8-06)_H05 

1.00E-56 6DCS_SOYBN NAD(P)H-dependent 6'-deoxychalcone synthase 

 0385-94-(6-
12-06)_B10 

2.00E-56 U496D_ORYSI UPF0496 protein 4 
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 0652-94-(6-
6-06)_D07 

3.00E-56 CLPP1_ANASP ATP-dependent Clp protease proteolytic subunit 1 

 0762-94-(6-
7-06)_F08 

3.00E-56 QOR_PSEAE Quinone oxidoreductase 

 0099-94-
B10(4-28-
06) 

4.00E-56 GDIA_MOUSE Rab GDP dissociation inhibitor alpha 

 Contig\74 7.00E-56 CNOT7_MOUSE CCR4-NOT transcription complex subunit 7 

 Contig\160 1.00E-55 ERG19_MOUSE Diphosphomevalonate decarboxylase 

 0427-94-(6-
16-06)_C01 

2.00E-55 M3K2_ARATH Mitogen-activated protein kinase kinase kinase 2 

 0839-94-(6-
14-06)_C06 

3.00E-55 NB5R1_RAT NADH-cytochrome b5 reductase 1 

 1021-94-(6-
2-06)_D03 

8.00E-55 SAP8_ORYSJ Zinc finger A20 and AN1 domain-containing stress-associated 
protein 8 

 Contig\96 1.00E-54 TM9S1_MOUSE Transmembrane 9 superfamily protein member 1  precursor 

 Contig\199 2.00E-54 SVP_ARATH MADS-box protein SVP 

 0048-94-
G03(4-28-
06) 

3.00E-54 Y1861_ARATH Uncharacterized mscS family protein At1g78610 

 0624-94-(6-
6-06)_H03 

4.00E-54 TM9S4_HUMAN Transmembrane 9 superfamily protein member 4 

 Contig\32 1.00E-53 ARD1B_MOUSE N-terminal acetyltransferase complex ARD1 subunit 
homolog B 

 Contig\79 1.00E-53 ODO2_RICFE Dihydrolipoyllysine-residue succinyltransferase component of 
2-oxoglutarate dehydrogenase complex 

 1305-94-(6-
16-06)_G06 

4.00E-53 DRP2A_ARATH Dynamin-2A 

 0517-94-(6-
8-06)_A03 

8.00E-53 DRP3A_ARATH Dynamin-related protein 3A 

 1004-94(6-
2-
06Truncated
)_D01 

8.00E-53 DFRA_VITVI Dihydroflavonol-4-reductase 

 Contig\46 8.00E-53 ATB54_ARATH Homeobox-leucine zipper protein ATHB-54 

 0546-94-(6-
8-06)_F06 

4.00E-52 RPT2_ARATH Root phototropism protein 2 

 0581-94-(6-
8-06)_E09 

6.00E-52 E1312_ARATH Putative glucan endo-1,3-beta-glucosidase 12 precursor 

 0214-94(5-
31-06)_010 

9.00E-52 WOX4_ARATH WUSCHEL-related homeobox 4 

 0802-94-(6-
5-06)_B01 

1.00E-51 RBS_PINTH Ribulose bisphosphate carboxylase small chain, chloroplast 
precursor 

 Contig\1 1.00E-51 EF100_ARATH Ethylene-responsive transcription factor 1A 

 0778-94-(6-
7-06)_C10 

2.00E-51 F108C_DANRE Abhydrolase domain-containing protein FAM108C1 

 1015-94-(6-
2-06)_F02 

3.00E-51 UBE2C_BOVIN Ubiquitin-conjugating enzyme E2 C 

 0841-94-(6-
5-06)_A06 

5.00E-51 GSR2_ARATH Uncharacterized protein At2g40430 

 0831-94-(6-
5-06)_G04 

7.00E-51 PNAE_RAUSE Polyneuridine-aldehyde esterase precursor 

 0459-94-(6- 9.00E-51 AAMP_BOVIN Angio-associated migratory cell protein 
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16-06)_A05 

 Contig\95 2.00E-50 NPC1_MOUSE Niemann-Pick C1 protein precursor 

 Contig\125 5.00E-50 HT1_ARATH Serine/threonine-protein kinase HT1 

 0163-94-
C07(5-5-06) 

1.00E-49 YKWC_BACSU Uncharacterized oxidoreductase ykwC 

 0626-94-(6-
6-06)_B04 

2.00E-49 KATAM_ARATH Xyloglucan galactosyltransferase KATAMARI1 

 Contig\148 4.00E-49 IAA16_ARATH Auxin-responsive protein IAA16 

 0748-94-(6-
7-06)_H06 

7.00E-49 RCH2_ARATH Receptor-like protein kinase 2 precursor 

 0242-94-
C12(5-10-
06) 

1.00E-47 TM9S1_RAT Transmembrane 9 superfamily protein member 1 precursor 

 0807-94-(6-
5-06)_G01 

2.00E-47 MLO10_ARATH MLO-like protein 10 

 Contig\179 2.00E-47 LAML_ARATH Lamin-like protein precursor 

 0925-94-(6-
16-06)_C11 

5.00E-47 GOGA5_ARATH Golgin-84 

 0362-94-(6-
12-06)_G07 

6.00E-47 SYF1_EMENI Pre-mRNA-splicing factor syf1 

 Contig\172 3.00E-46 GDIA_RAT Rab GDP dissociation inhibitor alpha 

 0612-94-(6-
6-06)_D02 

4.00E-46 SRP68_CANFA Signal recognition particle 68 kDa protein 

 0372-94-(6-
12-06)_H08 

5.00E-46 YB95_ARATH Uncharacterized protein At2g39795, mitochondrial precursor 

 0185-94-
B05(5-10-
06) 

7.00E-46 SMCA2_HUMAN Probable global transcription activator SNF2L2 

 0779-94-(6-
7-06)_D10 

7.00E-46 SELT_ARATH SelT-like protein precursor 

 Contig\9 9.00E-46 OAT_DROME Ornithine aminotransferase, mitochondrial precursor 

 0393-94-(6-
8-06)_B12 

1.00E-45 GCN1L_HUMAN GCN1-like protein 1 

 0863-94-(6-
5-06)_G08 

2.00E-45 ALFC3_ARATH Probable fructose-bisphosphate aldolase 3, chloroplast 
precursor 

 1081-94-(6-
2-06)_G10 

3.00E-45 HNRPQ_HUMAN Heterogeneous nuclear ribonucleoprotein Q 

 Contig\83 2.00E-44 BGLT_TRIRP Cyanogenic beta-glucosidase precursor 

 0021-
94_012(5-
31-06) 

4.00E-44 TI10A_ARATH Protein TIFY 10A 

 0450-94-(6-
16-06)_H03 

4.00E-44 DHRS4_PIG Dehydrogenase/reductase SDR family member 4 

 0346-94-(6-
9-06)_D04 

9.00E-44 HEXA_DICDI Beta-hexosaminidase A precursor 

 0347-94-(6-
12-06)_F06 

3.00E-43 CSX1_SCHPO RNA-binding post-transcriptional regulator csx1 

 0719-94-(6-
7-06)_C03 

3.00E-43 ASPL1_ARATH Aspartic proteinase-like protein 1 precursor 

 1075-94-(6-
2-06)_A10 

5.00E-43 YZR3_ARATH RanBP2-type zinc finger protein At1g67325 

 0747-94-(6- 7.00E-43 COG6_HUMAN Conserved oligomeric Golgi complex component 6 
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7-06)_G06 

 1034-94-(6-
14-06)_F08 

1.00E-42 PSA_MOUSE Puromycin-sensitive aminopeptidase 

 Contig\159 6.00E-42 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 

 Contig\169 7.00E-42 U49A7_ARATH UPF0497 membrane protein At5g40300 

 0666-94-(6-
6-06)_B09 

8.00E-42 Y283_BACHD Uncharacterized isomerase BH0283 

 0388-94-(6-
12-06)_E10 

1.00E-41 CAP10_ARATH Putative clathrin assembly protein At5g35200 

 1089-94-(6-
2-06)_G11 

2.00E-41 PSMD8_DICDI Probable 26S proteasome non-ATPase regulatory subunit 8 

 0227-94-
D10(5-10-
06) 

3.00E-41 PCY2_BOVIN Ethanolamine-phosphate cytidylyltransferase 

 0667-94-(6-
6-06)_C09 

3.00E-41 SPL7_ARATH Squamosa promoter-binding-like protein 7 

 Contig\66 9.00E-41 AP1B1_RAT AP-1 complex subunit beta-1 

 1016-94-(6-
2-06)_G02 

1.00E-40 TIAR_MOUSE Nucleolysin TIAR 

 0598-94-(6-
8-06)_E11 

2.00E-40 FVT1_HUMAN 3-ketodihydrosphingosine reductase precursor 

 1194-94-(6-
15-06)_F07 

2.00E-40 RAP1_ARATH Transcription factor AtMYC2 

 0690-94-(6-
6-06)_B12 

3.00E-40 MYB23_ARATH Transcription factor MYB23 

 1187-94-(6-
15-06)_B07 

4.00E-40 DYRK4_MOUSE Dual specificity tyrosine-phosphorylation-regulated kinase 
4 

 Contig\84 7.00E-40 IMA1_ARATH Importin subunit alpha-1 

 0851-94-(6-
5-06)_C07 

9.00E-40 ACT1_PEA Actin-1 

 Contig\176 5.00E-39 Y4844_ARATH Uncharacterized protein At4g28440 

 1085-94-(6-
2-06)_C11 

2.00E-38 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 

 Contig\130 2.00E-38 DNJ20_ARATH Chaperone protein dnaJ 20, chloroplast precursor 

 0328-94-(6-
9-06)_G02 

4.00E-38 SPL18_ORYSJ Squamosa promoter-binding-like protein 18 

 0746-94-(6-
7-06)_F06 

2.00E-37 SIL10_ARATH E3 ubiquitin-protein ligase SINA-like 10 

 1128-94-(6-
9-
06Truncated
)_D10 

2.00E-37 DNJB1_HUMAN DnaJ homolog subfamily B member 1 

 Contig\65 2.00E-37 RCC2_MOUSE Protein RCC2 

 0750-94-(6-
7-06)_B07 

3.00E-37 HSF8_SOLPE Heat shock factor protein HSF8 

 Contig\197 3.00E-37 AMYB_ARATH Beta-amylase 

 1005-94-(6-
2-06)_E01 

8.00E-37 RDR1_SCHPO RNA-dependent RNA polymerase 1 

 0890-94-(6-
14-06)_E07 

7.00E-36 IAA11_ARATH Auxin-responsive protein IAA11 

 0681-94-(6-
6-06)_A11 

2.00E-35 GBF4_ARATH G-box-binding factor 4 
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 0908-94-(6-
14-06)_C11 

2.00E-35 GUAA_HELHP Probable GMP synthase [glutamine-hydrolyzing] 

 1170-94-(6-
15-06)_H05 

2.00E-35 UBP5_ARATH Ubiquitin carboxyl-terminal hydrolase 5 

 0605-94-(6-
6-06)_E01 

4.00E-35 PPT1_CAEEL Palmitoyl-protein thioesterase 1 precursor 

 Contig\141 8.00E-35 MYBA_CHICK Myb-related protein A 

 0131-94-
C03(5-9-06) 

2.00E-34 DOF58_ARATH Dof zinc finger protein DOF5.8 

 0172-94-
E03(5-10-
06) 

2.00E-34 GLGX_MYCTU Glycogen operon protein glgX homolog 

 0547-94-(6-
8-06)_G06 

2.00E-34 AAPC_CENCI Putative apospory-associated protein C 

 Contig\3 2.00E-34 POLC2_JUNOX Polcalcin Jun o 2 

 Contig\58 2.00E-34 XTH25_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 25 precursor 

 0759-94-(6-
7-06)_C08 

3.00E-34 MSRA_DROME Peptide methionine sulfoxide reductase 

 0522-94-(6-
8-06)_F03 

5.00E-34 CA160_HUMAN Uncharacterized protein C1orf160 

 0821-94-(6-
5-06)_E03 

1.00E-33 TMCO1_RAT Transmembrane and coiled-coil domains protein 1 

 0870-94-(6-
5-06)_F09 

1.00E-33 ARFB_ARATH Auxin response factor 2 

 Contig\174 2.00E-33 APHC_MOUSE Alkaline phytoceramidase 

 0199-94(5-
31-06)_008 

4.00E-33 FH20_ARATH Formin-like protein 20 

 0633-94-(6-
6-06)_A05 

4.00E-33 TIF9_ARATH Protein TIFY 9 

 0806-94-(6-
5-06)_F01 

8.00E-33 RRAGB_HUMAN Ras-related GTP-binding protein B 

 0843-94-(6-
5-06)_C06 

1.00E-32 RPAC1_BOVIN DNA-directed RNA polymerases I and III subunit RPAC1 

 0112-94-(6-
12-06)_D04 

2.00E-32 CHM2B_DANRE Charged multivesicular body protein 2b 

 Contig\99 2.00E-32 PRR6_MOUSE Proline-rich protein 6 

 Contig\120 3.00E-32 FBL4_ARATH Protein FBL4 

 0010-
94_005(5-
31-06) 

5.00E-32 ARGJ_SYNEL Arginine biosynthesis bifunctional protein argJ [Includes: 
Glutamate N-acetyltransferase 

 0815-94-(6-
14-06)_E05 

5.00E-32 PLZ12_LUPPO Protein PPLZ12 

 0942-94-(6-
15-06)_E03 

9.00E-32 DNJB1_HUMAN DnaJ homolog subfamily B member 1 

 0613-94-(6-
6-06)_E02 

2.00E-31 ARNA_ERWCT Bifunctional polymyxin resistance protein arnA  [Includes: 
UDP-4-amino-4-deoxy-L-arabinose  formyltransferase 

 Contig\118 2.00E-31 AN13B_HUMAN Ankyrin repeat domain-containing protein 13B 

 0223-94-
H09(5-10-
06) 

7.00E-31 ZN363_HUMAN RING finger and CHY zinc finger domain-containing 
protein 1 

 0847-94-(6-
5-06)_G06 

8.00E-31 PRPK_HUMAN TP53-regulating kinase 
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 0377-94-(6-
12-06)_D09 

2.00E-30 PPM1G_BOVIN Protein phosphatase 1G 

 1083-94-(6-
2-06)_A11 

2.00E-30 ERF17_ARATH Ethylene-responsive transcription factor ERF017 

 0261-94(5-
31-06)_016 

3.00E-30 UBC11_ARATH Ubiquitin-conjugating enzyme E2-17 kDa 11 

 0464-94-(6-
16-06)_F05 

3.00E-30 SCYL2_MOUSE SCY1-like protein 2 

 0639-94-(6-
6-06)_G05 

3.00E-30 CRK41_ARATH Cysteine-rich receptor-like protein kinase 41 precursor 

 Contig\67 4.00E-30 RNF5_CAEEL RING finger protein 5 

 0785-94-(6-
7-06)_B11 

5.00E-30 GPT_HUMAN UDP-N-acetylglucosamine--dolichyl-phosphate N-
acetylglucosaminephosphotransferase 

 0115-94-
B12(4-28-
06) 

6.00E-30 TSJT1_TOBAC Stem-specific protein TSJT1 

 0144-94(5-
31-06)_015 

7.00E-30 TFS2_SCHPO Transcription elongation factor S-II 

 0209-94-
B08(5-10-
06) 

9.00E-30 IPO4_MOUSE Importin-4 

 0360-94-(6-
12-06)_E07 

1.00E-29 TRM10_SCHPO tRNA 

 0749-94-(6-
7-06)_A07 

2.00E-29 PDCL3_HUMAN Phosducin-like protein 3 

 0276-94(5-
31-06)_014 

8.00E-29 ZPR1_YEAST Zinc finger protein ZPR1 

 0297-94(5-
31-06)_007 

2.00E-28 YBA9_SCHPO Uncharacterized protein C119.09c 

 0902-94-(6-
14-06)_E10 

2.00E-28 IAA29_ARATH Auxin-responsive protein IAA29 

 0930-94-(6-
16-06)_F11 

2.00E-28 PATL4_ARATH Patellin-4 

 0269-94(5-
31-06)_015 

3.00E-28 HCBT1_DIACA Anthranilate N-benzoyltransferase protein 1 

 0257-94(5-
31-06)_008 

6.00E-28 DIC_HUMAN Mitochondrial dicarboxylate carrier 

 1101-94-(6-
9-06)_A07 

1.00E-27 HDA15_ARATH Histone deacetylase 15 

 0215-94(5-
31-06)_012 

2.00E-27 BGAL_SULSH Beta-galactosidase 

 0390-94-(6-
8-06)_G11 

2.00E-27 P4HA1_RAT Prolyl 4-hydroxylase subunit alpha-1 precursor 

 0774-94-(6-
7-06)_H09 

2.00E-27 HNRPF_MACFA Heterogeneous nuclear ribonucleoprotein F 

 Contig\88 2.00E-27 RFC5_SCHPO Replication factor C subunit 5 

 1107-94-(6-
9-06)_G07 

5.00E-27 MYB_MOUSE Myb proto-oncogene protein 

 0210-94-
C08(5-10-
06) 

8.00E-27 TPPC1_MOUSE Trafficking protein particle complex subunit 1 

 1108-94-(6-
9-06)_H07 

2.00E-26 DENR_SCHPO Density-regulated protein homolog 

 1040-94-(6- 3.00E-26 NAK_ARATH Probable serine/threonine-protein kinase NAK 
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2-06)_G05 

 0729-94-(6-
7-06)_E04 

4.00E-26 RBM38_HUMAN RNA-binding protein 38 

 Contig\63 4.00E-26 BCAS2_DANRE BCAS2 protein homolog 

 Contig\35 1.00E-25 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 

 0141-94-
E04(5-9-06) 

2.00E-25 GIS2_YEAST Zinc finger protein GIS2 

 0800-94-(6-
7-06)_G12 

2.00E-25 NAC78_ARATH NAC domain-containing protein 78 

 0686-94-(6-
6-06)_F11 

3.00E-25 DBNBT_TAXCA 3'-N-debenzoyl-2'-deoxytaxol N-benzoyltransferase 

 1171-94-(6-
15-06)_A06 

3.00E-25 RFA1_XENLA Replication protein A 70 kDa DNA-binding subunit 

 0379-94-(6-
12-06)_F09 

5.00E-25 SSRA_ARATH Translocon-associated protein subunit alpha precursor 

 0295-94(5-
31-06)_003 

7.00E-25 SL11_ORYSJ Protein spotted leaf 11 

 0532-94-(6-
8-06)_H04 

7.00E-25 HIS1_CAMJR ATP phosphoribosyltransferase 

 Contig\52 7.00E-25 Y1491_ARATH DUF246 domain-containing protein At1g04910 

 0533-94-(6-
8-06)_A05 

1.00E-24 DNJ2_CAEEL DnaJ homolog dnj-2 precursor 

 Contig\69 3.00E-24 PPM1G_MOUSE Protein phosphatase 1G 

 1141-94-(6-
9-06)_A12 

4.00E-24 B3GT5_HUMAN Beta-1,3-galactosyltransferase 5 

 0936-94-(6-
16-06)_D12 

8.00E-24 APRR7_ARATH Two-component response regulator-like APRR7 

 1180-94-(6-
15-06)_G06 

8.00E-24 ERF4_TOBAC Ethylene-responsive transcription factor 4 

 Contig\113 9.00E-24 ERF3_TOBAC Ethylene-responsive transcription factor 3 

 0727-94-(6-
7-06)_C04 

2.00E-23 CC032_HUMAN Uncharacterized protein C3orf32 

 1090-94-(6-
2-06)_H11 

2.00E-23 IPO4_HUMAN Importin-4 

 Contig\38 2.00E-23 HT1_ARATH Serine/threonine-protein kinase HT1 

 Contig\28 6.00E-23 TOP2_PEA DNA topoisomerase 2 

 0884-94-(6-
5-06)_D11 

7.00E-23 MFSD5_PONPY Major facilitator superfamily domain-containing protein 5 

 0026-94-(6-
12-06)_A01 

1.00E-22 GID1_ORYSJ Gibberellin receptor GID1 

 0790-94-(6-
7-06)_F11 

1.00E-22 CSTF1_PONPY Cleavage stimulation factor 50 kDa subunit 

 0872-94-(6-
5-06)_H09 

1.00E-22 SAPKA_ORYSJ Serine/threonine-protein kinase SAPK10 

 0250-94(5-
31-06)_009 

3.00E-22 K0174_HUMAN Uncharacterized protein KIAA0174 

 0086-94-
E08(4-28-
06) 

7.00E-22 NB5R4_MOUSE Cytochrome b5 reductase 4 

 0562-94-(6-
8-06)_H07 

1.00E-21 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 
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 0838-94-(6-
5-06)_F05 

1.00E-21 FMO4_MOUSE Dimethylaniline monooxygenase [N-oxide-forming] 4 

 0539-94-(6-
8-06)_G05 

4.00E-21 S35E3_BOVIN Solute carrier family 35 member E3 

 1139-94-(6-
9-06)_G11 

5.00E-21 NUP3_PENSQ Nuclease PA3 

 0198-94-(6-
16-06)_H08 

6.00E-21 BLC_CITFR Outer membrane lipoprotein blc precursor 

 0369-94-(6-
12-06)_F08 

6.00E-21 FTSZ_ANASP Cell division protein ftsZ 

 Contig\121 6.00E-21 THOC4_MOUSE THO complex subunit 4 

 0887-94-(6-
5-06)_G11 

9.00E-21 LANC1_DANRE LanC-like protein 1 

 0904-94-(6-
14-06)_G10 

1.00E-20 NAC74_ORYSJ NAC domain-containing protein 74 

 Contig\111 3.00E-20 IAH1_YEAST Isoamyl acetate-hydrolyzing esterase 

 0856-94-(6-
5-06)_H07 

5.00E-20 Y381_RICFE Putative ankyrin repeat protein RF_0381 

 Contig\181 6.00E-20 PSMD9_RAT 26S proteasome non-ATPase regulatory subunit 9 

 0577-94-(6-
8-06)_B09 

7.00E-20 Y3377_ARATH Uncharacterized protein At3g03773 

 0162-94-
B07(5-5-06) 

8.00E-20 YGB0_YEAST Uncharacterized endoplasmic reticulum membrane protein 
YGL010W 

 0653-94-(6-
6-06)_E07 

1.00E-19 DHBB_BACSU Isochorismatase 

 1137-94-(6-
9-06)_E11 

1.00E-19 DUS1_HUMAN Dual specificity protein phosphatase 1 

 1147-94-(6-
9-
06Truncated
)_G12 

1.00E-19 ASHH1_ARATH Histone-lysine N-methyltransferase ASHH1 

 0572-94-(6-
8-06)_G08 

2.00E-19 SPO11_HUMAN Meiotic recombination protein SPO11 

 0907-94-(6-
14-06)_B11 

2.00E-19 PEF1_XENLA Peflin 

 Contig\183 3.00E-19 YS81_CAEEL Uncharacterized protein ZK945.1 

 0537-94-(6-
8-06)_E05 

4.00E-19 OTU6B_DANRE OTU domain-containing protein 6B 

 1110-94-(6-
9-06)_B08 

4.00E-19 FBK50_ARATH F-box/Kelch-repeat protein At3g06240 

 0901-94-(6-
14-06)_D10 

7.00E-19 GPMB_PHOLL Probable phosphoglycerate mutase gpmB 

 1116-94-(6-
9-06)_H08 

7.00E-19 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 

 0714-94-(6-
7-06)_F02 

1.00E-18 GASA4_ARATH Gibberellin-regulated protein 4 precursor 

 0072-94-
F01(5-9-06) 

2.00E-18 PDCD4_MOUSE Programmed cell death protein 4 

 0232-94-
A11(5-10-
06) 

2.00E-18 STIP_SOYBN Heat shock protein STI 

 0627-94-(6-
6-06)_C04 

2.00E-18 FDL41_ARATH Putative F-box/FBD/LRR-repeat protein At5g62970 
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 0823-94-(6-
5-06)_G03 

4.00E-18 KPYK_ASPNG Pyruvate kinase 

 Contig\195 5.00E-18 FLS_MALDO Flavonol synthase/flavanone 3-hydroxylase 

 0617-94-(6-
6-06)_A03 

6.00E-18 FBK67_ARATH F-box/Kelch-repeat protein At3g23880 

 1047-94-(6-
2-06)_F06 

7.00E-18 THOC6_HUMAN THO complex subunit 6 homolog 

 0567-94-(6-
8-06)_B08 

8.00E-18 LEUD2_THEMA 3-isopropylmalate dehydratase small subunit 2 

 0398-94-(6-
8-06)_F12 

1.00E-17 SQV2_CAEEL Beta-1,3-galactosyltransferase sqv-2 

 0541-94-(6-
8-06)_A06 

1.00E-17 YHRE_SCHPO Uncharacterized protein C839.14c 

 0526-94-(6-
8-06)_B04 

3.00E-17 ZFP6_ARATH Zinc finger protein 6 

 0123-94-
C02(5-9-06) 

7.00E-17 TRPT1_MOUSE tRNA 2'-phosphotransferase 1 

 Contig\162 3.00E-16 U136_ARATH UPF0136 membrane protein At2g26240 

 0010-93-
G12(4-21-
06) 

5.00E-16 ARGJ1_ANASP Arginine biosynthesis bifunctional protein argJ 1 [Includes: 
Glutamate N-acetyltransferase 

 0739-94-(6-
7-06)_G05 

5.00E-16 ZCH11_HUMAN Zinc finger CCHC domain-containing protein 11 

 0792-94-(6-
7-06)_H11 

5.00E-16 CD029_MOUSE Uncharacterized protein C4orf29 homolog precursor 

 0789-94-(6-
7-06)_E11 

8.00E-16 YY46_ANASP Uncharacterized WD repeat-containing protein  alr3466 

 0507-94-(6-
8-06)_G01 

2.00E-15 MON2_XENLA Protein MON2 homolog 

 0239-94-
H11(5-10-
06) 

3.00E-15 YBZ7_YEAST Uncharacterized membrane protein YBR147W 

 0588-94-(6-
8-06)_C10 

3.00E-15 5NG4_PINTA Auxin-induced protein 5NG4 

 1166-94-(6-
15-06)_E05 

3.00E-15 DRL21_ARATH Putative disease resistance protein At3g14460 

 1092-94-(6-
2-06)_B12 

4.00E-15 COI1_ARATH Coronatine-insensitive protein 1 

 Contig\119 4.00E-15 SCRL2_ORYSJ SCAR-like protein 2 

 Contig\72 5.00E-15 CFI_ALLCE Chalcone--flavonone isomerase 

 0029-94-
D01(4-28-
06) 

7.00E-15 TG308_CAEEL Putative protein tag-308 

 0915-94-(6-
14-06)_B12 

7.00E-15 TG308_CAEEL Putative protein tag-308 

 0359-94-(6-
12-06)_D07 

2.00E-14 PHM8_YEAST Phosphate metabolism protein 8 

 0773-94-(6-
7-06)_G09 

3.00E-14 TXLNB_MOUSE Beta-taxilin 

 0656-94-(6-
6-06)_H07 

7.00E-14 AAKG2_MOUSE 5'-AMP-activated protein kinase subunit gamma-2 

 0895-94-(6-
5-06)_G12 

7.00E-14 CJ119_MOUSE Uncharacterized protein C10orf119 homolog 
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 0373-94-(6-
12-06)_A09 

9.00E-14 CHM4B_DANRE Charged multivesicular body protein 4b 

 0221-94-
F09(5-10-
06) 

2.00E-13 CNOT2_MOUSE CCR4-NOT transcription complex subunit 2 

 0315-94-(6-
9-06)_D01 

2.00E-13 SVOP_XENLA Synaptic vesicle 2-related protein 

 0438-94-(6-
16-06)_F02 

2.00E-13 RF1_ORYSI Protein Rf1, mitochondrial precursor 

 Contig\23 5.00E-13 HSPC2_RICFE Small heat shock protein C2 

 1087-94-(6-
2-06)_E11 

6.00E-13 TT1_ARATH Protein TRANSPARENT TESTA 1 

 Contig\76 6.00E-13 EIF3M_CHICK Eukaryotic translation initiation factor 3 subunit M 

 0120-94-
A02(5-9-06) 

7.00E-13 MA2B1_MOUSE Lysosomal alpha-mannosidase precursor 

 Contig\151 9.00E-13 GUN1_ACIC1 Endoglucanase E1 precursor 

 0710-94-(6-
7-06)_B02 

1.00E-12 STAR7_MOUSE StAR-related lipid transfer protein 7 

 0704-94-(6-
7-06)_D01 

3.00E-12 CLPC_CYACA ATP-dependent Clp protease ATP-binding subunit clpA 
homolog 

 Contig\22 3.00E-12 MU136_SCHPO Meiotically up-regulated gene 136 protein precursor 

 0219-94-
D09(5-10-
06) 

4.00E-12 YCF19_GUITH Uncharacterized protein ycf19 

 Contig\123 4.00E-12 HLJ1_YEAST Protein HLJ1 

 0365-94-(6-
12-06)_B08 

5.00E-12 UBC7_ARATH Ubiquitin-conjugating enzyme E2 7 

 0599-94-(6-
8-06)_F11 

5.00E-12 FUK_HUMAN L-fucose kinase 

 0708-94-(6-
7-06)_H01 

1.00E-11 COG2_DROME Conserved oligomeric Golgi complex component 2 

 0140-94-
D04(5-9-06) 

2.00E-11 CPRF2_PETCR Light-inducible protein CPRF-2 

 0576-94-(6-
12-06)_E11 

2.00E-11 RPP25_HUMAN Ribonuclease P protein subunit p25 

 1115-94-(6-
9-06)_G08 

2.00E-11 H12_ARATH Histone H1.2 

 0918-94-(6-
14-06)_E12 

4.00E-11 TM1L2_MOUSE TOM1-like protein 2 

 0693-94-(6-
6-06)_E12 

6.00E-11 FOLC_HUMAN Folylpolyglutamate synthase, mitochondrial precursor 

 1002-94-(6-
2-06)_B01 

6.00E-11 GLYG_MOUSE Glycogenin-1 

 0583-94-(6-
8-06)_F09 

1.00E-10 NORK_PEA Nodulation receptor kinase precursor 

 0139-94-
C04(5-9-06) 

2.00E-10 FBK50_ARATH F-box/Kelch-repeat protein At3g06240 

 0286-94(5-
31-06)_002 

4.00E-10 RNHX1_ARATH Putative ribonuclease H protein At1g65750 

 0087-93-
B03(4-21-
06) 

7.00E-10 SCC12_ARATH Sister chromatid cohesion 1 protein 2 

 0271-94(5- 8.00E-10 BCS1_SCHPO Probable mitochondrial chaperone BCS1 
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31-06)_004 

 0363-94-(6-
12-06)_H07 

8.00E-10 EDC4_HUMAN Enhancer of mRNA-decapping protein 4 

 0012-
94_009(5-
31-06) 

1.00E-09 Y1491_ARATH DUF246 domain-containing protein At1g04910 

 0635-94-(6-
6-06)_C05 

1.00E-09 TOPRS_MOUSE E3 ubiquitin-protein ligase Topors 

 0019-
94_008(5-
31-06) 

2.00E-09 TMVRN_NICGU TMV resistance protein N 

 0309-94(5-
31-06)_012 

2.00E-09 PBS1_ARATH Serine/threonine-protein kinase PBS1 

 Contig\198 2.00E-09 U326_ARATH UPF0326 protein At4g17486 

 0716-94-(6-
14-06)_H04 

3.00E-09 BIG2_HUMAN Brefeldin A-inhibited guanine nucleotide-exchange  protein 2 

 0453-94-(6-
16-06)_C04 

5.00E-09 EXT1_DROME Exostosin-1 

 0688-94-(6-
6-06)_H11 

6.00E-09 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 

 1006-94-(6-
2-06)_F01 

9.00E-09 RBM28_HUMAN RNA-binding protein 28 

 0534-94-(6-
8-06)_B05 

1.00E-08 RHG01_HUMAN Rho GTPase-activating protein 1 

 1120-94-(6-
9-06)_D09 

1.00E-08 TERF1_HUMAN Telomeric repeat-binding factor 1 

 Contig\142 1.00E-08 ICE1_ARATH Transcription factor ICE1 

 0329-94-(6-
27-06)_H03 

2.00E-08 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 

 0630-94-(6-
6-06)_F04 

2.00E-08 SFRS2_RAT Splicing factor, arginine/serine-rich 2 

 0296-94(5-
31-06)_005 

5.00E-08 MYH9_HUMAN Myosin-9 

 0920-94-(6-
14-06)_G12 

6.00E-08 ECHH_RHOCA Probable enoyl-CoA hydratase 

 0106-94-
A11(4-28-
06) 

9.00E-08 TMM32_DANRE Transmembrane protein 32 precursor 

 0737-94-(6-
7-06)_E05 

2.00E-07 5NG4_PINTA Auxin-induced protein 5NG4 

 0897-94-(6-
14-06)_G07 

2.00E-07 TOA1_YEAST Transcription initiation factor IIA large subunit 

 1026-94-(6-
2-06)_A04 

2.00E-07 NU211_SCHPO Nucleoporin nup211 

 1301-94-(6-
16-06)_C06 

2.00E-07 RBPS2_HUMAN RNA-binding protein with multiple splicing 2 

 0591-94-(6-
8-06)_F10 

3.00E-07 CL005_HUMAN Uncharacterized protein C12orf5 

 0592-94-(6-
8-06)_G10 

3.00E-07 RPB1_CAEBR DNA-directed RNA polymerase II subunit RPB1 

 0643-94-(6-
6-06)_C06 

3.00E-07 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 

 1073-94-(6-
2-06)_G09 

3.00E-07 MUC2_HUMAN Mucin-2 precursor 
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 Contig\163 3.00E-07 ST_SV40 Small t antigen 

 Contig\4 4.00E-07 FB109_ARATH F-box protein At2g17030 

 0245-94-
F12(5-10-
06) 

5.00E-07 COMA_METTH Phosphosulfolactate synthase 

 Contig\186 5.00E-07 SSRB_CANFA Translocon-associated protein subunit beta precursor 

 Contig\30 9.00E-07 RM21_ARATH 50S ribosomal protein L21, mitochondrial precursor 

 0571-94-(6-
8-06)_F08 

1.00E-06 NPS13_ARATH Novel plant SNARE 13 

 0658-94-(6-
6-06)_B08 

1.00E-06 YLH47_YEAST Protein YLH47, mitochondrial precursor 

 Contig\177 1.00E-06 E6_GOSHI Protein E6 

 Contig\59 1.00E-06 USPAL_ARATH Universal stress protein A-like protein 

 0124-94-
D02(5-9-06) 

2.00E-06 CK077_HUMAN Uncharacterized protein C11orf77 

 0696-94-(6-
6-06)_H12 

2.00E-06 DNJC2_MACFA DnaJ homolog subfamily C member 2 

 1193-94-(6-
15-06)_E07 

2.00E-06 MRS2L_MOUSE Magnesium transporter MRS2L, mitochondrial precursor 

 Contig\86 2.00E-06 SMC4_MOUSE Structural maintenance of chromosomes protein 4 

 0095-93-
B02(4-21-
06) 

4.00E-06 USO1_HUMAN General vesicular transport factor p115 

 0225-94-
B10(5-10-
06) 

e-100 VA722_ARATH Vesicle-associated membrane protein 722 

 0394-94-(6-
8-06)_C12 

e-100 ARF2_ORYSJ ADP-ribosylation factor 2 

 0519-94-(6-
8-06)_C03 

e-100 FBL3_ARATH F-box/LRR-repeat protein 3 

 0733-94-(6-
7-06)_A05 

e-100 MAN6_ARATH Mannan endo-1,4-beta-mannosidase 6 precursor 

 1042-94-(6-
15-06)_E12 

e-100 CSN1_ARATH COP9 signalosome complex subunit 1 

 1135-94-(6-
9-06)_C11 

e-100 PSB2A_ARATH Proteasome subunit beta type-2-A 

 Contig\16 e-100 ARF2_ORYSJ ADP-ribosylation factor 2 

 Contig\55 e-100 UMP8_ARATH Uncharacterized mitochondrial protein At3g48680 

 0137-94-
A04(5-9-06) 

e-101 LPAT4_ARATH Probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 4 

 0465-94-(6-
16-06)_G05 

e-101 NDUS8_ARATH NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, 
mitochondrial precursor 

 1152-94-(6-
15-06)_D04 

e-101 CAPP1_SOYBN Phosphoenolpyruvate carboxylase, housekeeping  isozyme 

 0192-94-
A06(5-10-
06) 

e-102 PSBO_SOLTU Oxygen-evolving enhancer protein 1, chloroplast precursor 

 0463-94-(6-
16-06)_E05 

e-102 MLO1_ARATH MLO-like protein 1 

 0919-94-(6-
14-06)_F12 

e-102 FATA_CORSA Oleoyl-acyl carrier protein thioesterase, chloroplast precursor 

 Contig\60 e-102 ABAH1_ARATH Abscisic acid 8'-hydroxylase 1 
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 0523-94-(6-
8-06)_G03 

e-103 PER64_ARATH Peroxidase 64 precursor 

 0911-94-(6-
14-06)_F11 

e-103 ARA5_ARATH Ras-related protein ARA-5 

 Contig\51 e-103 SYDC_RAT Aspartyl-tRNA synthetase, cytoplasmic 

 006-94-
E05(4-28-
06) 

e-104 GLYM_SOLTU Serine hydroxymethyltransferase, mitochondrial precursor 

 Contig\149 e-104 BAS1B_ARATH 2-Cys peroxiredoxin BAS1-like, chloroplast precursor 

 Contig\41 e-104 TLPH_ARATH Thaumatin-like protein precursor 

 0249-94(5-
31-06)_007 

e-105 UBA3_ARATH NEDD8-activating enzyme E1 catalytic subunit 

 0871-94-(6-
14-06)_G06 

e-105 EXPA1_ARATH Expansin-A1 precursor 

 Contig\133 e-105 G6PI_ANASP Glucose-6-phosphate isomerase 

 1032-94-(6-
16-06)_D06 

e-106 PSA1A_ARATH Proteasome subunit alpha type-1-A 

 1039-94-(6-
2-06)_F05 

e-106 APX3_ARATH L-ascorbate peroxidase 3, peroxisomal precursor 

 Contig\8 e-106 CAHC_TOBAC Carbonic anhydrase, chloroplast precursor 

 Contig\7 e-107 IF2B_MALDO Eukaryotic translation initiation factor 2 subunit beta 

 0350-94-(6-
9-06)_G04 

e-108 RD19A_ARATH Cysteine proteinase RD19a precursor 

 0940-94-(6-
15-06)_C03 

e-108 AGAL_COFAR Alpha-galactosidase precursor 

 Contig\138 e-108 TIP21_ARATH Aquaporin TIP2-1 

 0133-94-
E03(5-9-06) 

e-109 AVP2_ARATH Pyrophosphate-energized membrane proton pump 2 

 0844-94-(6-
5-06)_D06 

e-109 DAPB1_ARATH Dihydrodipicolinate reductase 1, chloroplast precursor 

 Contig\106 e-109 ACOX4_ARATH Acyl-coenzyme A oxidase 4, peroxisomal 

 Contig\78 e-109 TPIS_COPJA Triosephosphate isomerase, cytosolic 

 0238-94-
G11(5-10-
06) 

e-110 ARGD_ALNGL Acetylornithine aminotransferase, mitochondrial precursor 

 0671-94-(6-
6-06)_G09 

e-110 RS24_ARATH 40S ribosomal protein S2-4 

 1031-94-(6-
2-06)_F04 

e-110 P2_ARATH Probable NADP-dependent oxidoreductase P2 

 0323-94-(6-
9-06)_C02 

e-111 GPT2_ARATH Glucose-6-phosphate/phosphate translocator 2, chloroplast 
precursor 

 0672-94-(6-
6-06)_H09 

e-111 IMP3_SOLLC Inositol monophosphatase 3 

 1151-94-(6-
15-06)_C04 

e-111 CAPZB_ARATH Probable F-actin-capping protein subunit beta 

 0332-94-(6-
9-06)_A03 

e-112 ANXD1_ARATH Annexin D1 

 0538-94-(6-
8-06)_F05 

e-112 ETOL1_ARATH ETO1-like protein 1 

 0793-94-(6-
14-06)_C05 

e-112 PER72_ARATH Peroxidase 72 precursor 

 Contig\135 e-112 MDHC_MEDSA Malate dehydrogenase, cytoplasmic 
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 Contig\167 e-112 CB26_PETSP Chlorophyll a-b binding protein 37, chloroplast precursor 

 0678-94-(6-
6-06)_F10 

e-113 FLA10_ARATH Fasciclin-like arabinogalactan protein 10 precursor 

 1138-94-(6-
9-06)_F11 

e-113 FH1_ARATH Formin-like protein 1 precursor 

 Contig\139 e-113 LGUL_BRAOG Putative lactoylglutathione lyase 

 Contig\39 e-113 FH13_ARATH Formin-like protein 13 

 0745-94-(6-
7-06)_E06 

e-114 KINB2_ARATH SNF1-related protein kinase regulatory subunit beta-2 

 0611-94-(6-
6-06)_C02 

e-115 CYSK_CITLA Cysteine synthase 

 1052-94-(6-
2-06)_C07 

e-115 SYH_ORYSJ Histidyl-tRNA synthetase 

 0701-94-(6-
7-06)_A01 

e-116 HTH_ARATH Protein HOTHEAD precursor 

 0763-94-(6-
7-06)_G08 

e-116 K125_TOBAC 125 kDa kinesin-related protein 

 0766-94-(6-
7-06)_A09 

e-116 1433D_SOYBN 14-3-3-like protein D 

 Contig\97 e-116 RS3A_CATRO 40S ribosomal protein S3a 

 0556-94-(6-
12-06)_H10 

e-117 PSA3_SPIOL Proteasome subunit alpha type-3 

 0732-94-(6-
14-06)_A05 

e-117 HELC1_HUMAN Activating signal cointegrator 1 complex subunit 3  

 Contig\112 e-118 TIP13_ARATH Aquaporin TIP1-3 

 Contig\127 e-118 RAN3_ARATH GTP-binding nuclear protein Ran-3 

 Contig\18 e-118 PER16_ARATH Peroxidase 16 precursor 

 Contig\90 e-118 XTH23_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 23 precursor 

 0148-94-
D05(5-9-06) 

e-119 MFPA_BRANA Glyoxysomal fatty acid beta-oxidation  multifunctional 
protein MFP-a [Includes: Enoyl-CoA  hydratase/3-2-trans-enoyl-CoA  
isomerase/3-hydroxybutyryl-CoA epimerase 

 0298-94(5-
31-06)_009 

e-119 XCP1_ARATH Xylem cysteine proteinase 1 precursor 

 1142-94-(6-
9-06)_B12 

e-119 ARGI1_ARATH Arginase 

 0311-94(5-
31-06)_016 

e-120 ATG3_ARATH Autophagy-related protein 3 

 Contig\128 e-120 GLO2N_ARATH Putative hydroxyacylglutathione hydrolase 2, 
mitochondrial precursor 

 0074-94-
A07(4-28-
06) 

e-121 PLDA1_VIGUN Phospholipase D alpha 1 

 Contig\206 e-121 EXP13_ARATH Expansin-A13 precursor 

 0648-94(6-
6-06)_H06 

e-122 PDX1_HEVBR Probable pyridoxal biosynthesis protein PDX1 

 Contig\103 e-122 CIGR2_ORYSJ Chitin-inducible gibberellin-responsive protein 2  

 Contig\154 e-122 HPSE1_ARATH Heparanase-like protein 1 precursor 

 0247-94(5-
31-06)_003 

e-123 CUL1_ARATH Cullin-1 

 0283-94(5-
31-06)_011 

e-123 VDAC2_SOLTU 36 kDa outer mitochondrial membrane protein porin 
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 0032-94-
G01(4-28-
06) 

e-124 VA0D1_ARATH Probable vacuolar ATP synthase subunit d 1 

 0259-94(5-
31-06)_012 

e-124 Y1686_ARATH Uncharacterized membrane protein At1g16860 

 1046-94-(6-
2-06)_E06 

e-125 DNJH2_ALLPO DnaJ protein homolog 2 

 Contig\193 e-125 HSBH1_SOYBN Homeobox protein SBH1 

 0709-94-(6-
7-06)_A02 

e-126 BIP_SOLLC Luminal-binding protein precursor 

 Contig\192 e-126 EXPA6_ARATH Expansin-A6 precursor 

 Contig\136 e-127 TOC34_PEA Translocase of chloroplast 34 

 Contig\36 e-127 SYK_ARATH Lysyl-tRNA synthetase 

 0805-94-(6-
5-06)_E01 

e-128 AFC1_ARATH Serine/threonine-protein kinase AFC1 

 1163-94-(6-
15-06)_C05 

e-128 UGDH_SOYBN UDP-glucose 6-dehydrogenase 

 0860-94-(6-
5-06)_D08 

e-129 NPP_HORVU Nucleotide pyrophosphatase/phosphodiesterase 

 0020-
94_010(5-
31-06) 

e-130 ASPR_CUCPE Aspartic proteinase precursor 

 Contig\109 e-130 BSL1_ARATH Serine/threonine-protein phosphatase BSL1 

 Contig\145 e-130 RS43_ARATH 40S ribosomal protein S4-3 

 0797-94-(6-
7-06)_E12 

e-131 CSN5A_ARATH COP9 signalosome complex subunit 5a 

 Contig\12 e-131 CAMT_POPTM Caffeoyl-CoA O-methyltransferase 

 0641-94-(6-
6-06)_A06 

e-132 ERG1_PANGI Squalene monooxygenase 

 0858-94-(6-
5-06)_B08 

e-132 OPR3_SOLLC 12-oxophytodienoate reductase 3 

 Contig\143 e-132 BRU1_SOYBN Brassinosteroid-regulated protein BRU1 precursor 

 Contig\92 e-132 RH56_ARATH DEAD-box ATP-dependent RNA helicase 56 

 0361-94-(6-
12-06)_F07 

e-133 UREA_CANEN Urease 

 0898-94-(6-
14-06)_H07 

e-133 COBRA_ARATH Protein COBRA precursor 

 0455-94-(6-
16-06)_E04 

e-135 NCASE_ARATH Neutral ceramidase precursor 

 Contig\42 e-135 SFGH_ARATH S-formylglutathione hydrolase 

 0234-94-
C11(5-10-
06) 

e-136 AUX1_ARATH Auxin transporter protein 1 

 1133-94-(6-
9-06)_A11 

e-136 BOR1_ARATH Boron transporter 1 

 0282-94(5-
31-06)_009 

e-137 PEL12_ARATH Probable pectate lyase 12 precursor 

 0568-94-(6-
8-06)_C08 

e-137 STC_RICCO Sugar carrier protein C 

 0888-94-(6-
5-06)_H11 

e-139 PYRD_ARATH Dihydroorotate dehydrogenase, mitochondrial  precursor 
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 0272-94(5-
31-06)_006 

e-140 PIP_ARATH Proline iminopeptidase 

 0544-94-(6-
8-06)_D06 

e-142 RIR2_TOBAC Ribonucleoside-diphosphate reductase small chain 

 0143-94(5-
31-06)_013 

e-145 XTH_SOYBN Probable xyloglucan endotransglucosylase/hydrolase 
precursor 

 1113-94-(6-
9-06)_E08 

e-145 GCSP_PEA Glycine dehydrogenase [decarboxylating],  mitochondrial 
precursor 

 1310-94-(6-
16-06)_D07 

e-146 MAOX_VITVI NADP-dependent malic enzyme 

 Contig\49 e-146 SUOX_ARATH Sulfite oxidase 

 1097-94-(6-
2-06)_G12 

e-147 ISW2_ARATH Putative chromatin-remodeling complex ATPase chain  

 Contig\202 e-148 P2_ARATH Probable NADP-dependent oxidoreductase P2 

 0699-94-(6-
12-06)_H12 

e-151 CNGC1_ARATH Cyclic nucleotide-gated ion channel 1 

 0437-94-(6-
16-06)_E02 

e-152 SR542_SOLLC Signal recognition particle 54 kDa protein 2 

 0336-94-(6-
9-06)_D03 

e-154 ARAE1_ARATH UDP-arabinose 4-epimerase 1 

 Contig\94 e-154 SYFA_ARATH Probable phenylalanyl-tRNA synthetase alpha chain 

 0842-94-(6-
5-06)_B06 

e-155 METB_ARATH Cystathionine gamma-synthase, chloroplast precursor  

 0855-94-(6-
5-06)_G07 

e-156 SUS2_PEA Sucrose synthase 2 

 0294-94(5-
31-06)_001 

e-157 G6PI1_CLAWI Glucose-6-phosphate isomerase, cytosolic 1 

 Contig\150 e-160 MDHC_MEDSA Malate dehydrogenase, cytoplasmic 

 Contig\81 e-169 CALX_SOYBN Calnexin homolog precursor 

 Contig\166 e-170 EF1G_PRUAV Elongation factor 1-gamma 

 Contig\105 e-175 DIM_PEA Cell elongation protein diminuto 

 0006-93-
B05(4-20-
06) 

No Hit  

 0006-94-
C05(4-20-
06) 

No Hit  

 
0007for_D0
5' 

No Hit  

 0013-
94_011(5-
31-06) 

No Hit  

 0016-93-
A12(4-21-
06) 

No Hit  

 0016-
94_002(5-
31-06) 

No Hit  

 0023-
94_016(5-
31-06) 

No Hit  
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 0024-94(5-
31-06)_001 

No Hit  

 0037-94-
D02(4-28-
06) 

No Hit  

 0042-93-
G08(4-21-
06) 

No Hit  

 0045-94-
D03(4-28-
06) 

No Hit  

 0046-94-
E03(4-28-
06) 

No Hit  

 0047-93-
B08(4-21-
06) 

No Hit  

 0047-94-
F03(4-28-
06) 

No Hit  

 0052-94-
C04(4-28-
06) 

No Hit  

 0054-94-
E04(4-28-
06) 

No Hit  

 0063-94-
F05(4-28-
06) 

No Hit  

 
0071_B05(R
ev4-21-06) 

No Hit  

 
0071_F06(F
or4-28-06) 

No Hit  

 0075-94-
B07(4-28-
06) 

No Hit  

 0085-94-
D08(4-28-
06) 

No Hit  

 0087-94-
F08(4-28-
06) 

No Hit  

 0111-94-
F11(4-28-
06) 

No Hit  

 0117-94-
D12(4-28-
06) 

No Hit  

 0127-94(5-
31-06)_007 

No Hit  

 0134-94-
F03(5-9-06) 

No Hit  

 0136-94(5- No Hit  
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31-06)_011 

 0147-94-
C05(5-9-06) 

No Hit  

 0149-94-
E05(5-9-06) 

No Hit  

 0161-94-
A07(5-5-06) 

No Hit  

 0164-94-
D07(5-5-06) 

No Hit  

 0175-94-
H03(5-10-
06) 

No Hit  

 0179-94-
D04(5-10-
06) 

No Hit  

 0180-94-
E04(5-10-
06) 

No Hit  

 0195-94-
D06(5-10-
06) 

No Hit  

 0200-94-
A07(5-10-
06) 

No Hit  

 0208-94-
A08(5-10-
06) 

No Hit  

 0211-94-
D08(5-10-
06) 

No Hit  

 0220-
94E09(5-10-
06) 

No Hit  

 0226-94-
C10(5-10-
06) 

No Hit  

 0228-94-
E10(5-10-
06) 

No Hit  

 0229-94-
F10(5-10-
06) 

No Hit  

 0230-94(5-
31-06)_014 

No Hit  

 0235-94-
D11(5-10-
06) 

No Hit  

 0237-94-
F11(5-10-
06) 

No Hit  

 0241-94-
B12(5-10-
06) 

No Hit  

 0244-94-
E12(5-10-

No Hit  
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06) 

 0252-94(5-
31-06)_013 

No Hit  

 0254-94-(6-
16-06)_B10 

No Hit  

 0255-94(5-
31-06)_004 

No Hit  

 0260-94(5-
31-06)_014 

No Hit  

 0262-94(5-
31-06)_001 

No Hit  

 0263-94(5-
31-06)_003 

No Hit  

 0265-94(5-
31-06)_007 

No Hit  

 0270-94(5-
31-06)_002 

No Hit  

 0275-94(5-
31-06)_012 

No Hit  

 0280-94(5-
31-06)_005 

No Hit  

 0285-94(5-
31-06)_015 

No Hit  

 0292-94(5-
31-06)_014 

No Hit  

 0300-94(5-
31-06)_013 

No Hit  

 0303-94(5-
31-06)_002 

No Hit  

 0306-94(5-
31-06)_006 

No Hit  

 0316-94-(6-
9-06)_E01 

No Hit  

 0319-94-(6-
9-06)_G01 

No Hit  

 0349-94-(6-
9-06)_F04 

No Hit  

 0352-94-(6-
27-06)_H04 

No Hit  

 0356-94-(6-
12-06)_A07 

No Hit  

 0358-94-(6-
12-06)_C07 

No Hit  

 0367-94-(6-
12-06)_D08 

No Hit  

 0380-94-(6-
12-06)_G09 

No Hit  

 0381-94-(6-
12-06)_H09 

No Hit  

 0382-94-(6-
12-06)_A10 

No Hit  

 0433-94-(6-
27-06)_D06 

No Hit  

 0436-94-(6- No Hit  
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16-06)_D02 

 0439-94-(6-
16-06)_G02 

No Hit  

 0440-94-(6-
16-06)_H02 

No Hit  

 0444-94-(6-
16-06)_C03 

No Hit  

 0445-94-(6-
16-06)_D03 

No Hit  

 0451-94-(6-
16-06)_A04 

No Hit  

 0452-94-(6-
16-06)_B04 

No Hit  

 0454-94-(6-
16-06)_D04 

No Hit  

 0503-94-(6-
8-06)_C01 

No Hit  

 0506-94-(6-
8-06)_F01 

No Hit  

 0511-94-(6-
8-06)_C02 

No Hit  

 0514-94-(6-
8-06)_F02 

No Hit  

 0518-94-(6-
8-06)_B03 

No Hit  

 0521-94-(6-
8-06)_E03 

No Hit  

 0527-94-(6-
8-06)_C04 

No Hit  

 0528-94-(6-
8-06)_D04 

No Hit  

 0531-94-(6-
8-06)_G04 

No Hit  

 0535-94-(6-
8-06)_C05 

No Hit  

 0543-94-(6-
8-06)_C06 

No Hit  

 0549-94-(6-
12-06)_F10 

No Hit  

 0566-94-(6-
8-06)_A08 

No Hit  

 0578-94-(6-
8-06)_C09 

No Hit  

 0580-94-(6-
8-06)_D09 

No Hit  

 0584-94-(6-
8-06)_G09 

No Hit  

 0594-94-(6-
8-06)_A11 

No Hit  

 0595-94-(6-
8-06)_B11 

No Hit  

 0604-94-(6-
6-06)_D01 

No Hit  

 0616-94-(6- No Hit  
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6-06)_H02 

 0619-94-(6-
6-06)_C03 

No Hit  

 0628-94-(6-
6-06)_D04 

No Hit  

 0634-94-(6-
6-06)_B05 

No Hit  

 0638-94-(6-
6-06)_F05 

No Hit  

 0640-94-(6-
6-06)_H05 

No Hit  

 0644-94-(6-
6-06)_D06 

No Hit  

 0645-94-(6-
6-06)_E06 

No Hit  

 0647-94-(6-
6-06)_G06 

No Hit  

 0649-94-(6-
6-06)_A07 

No Hit  

 0655-94-(6-
6-06)_G07 

No Hit  

 0659-94-(6-
6-06)_C08 

No Hit  

 0661-94-(6-
6-06)_E08 

No Hit  

 0663-94-(6-
6-06)_G08 

No Hit  

 0664-94-(6-
6-06)_H08 

No Hit  

 0668-94-(6-
6-06)_D09 

No Hit  

 0676-94-(6-
6-06)_D10 

No Hit  

 0683-94-(6-
6-06)_C11 

No Hit  

 0687-94-(6-
6-06)_G11 

No Hit  

 0691-94-(6-
6-06)_C12 

No Hit  

 0694-94-(6-
6-06)_F12 

No Hit  

 0695-94-(6-
6-06)_G12 

No Hit  

 0702-94-(6-
7-06)_B01 

No Hit  

 0707-94-(6-
7-06)_G01 

No Hit  

 0713-94-(6-
7-06)_E02 

No Hit  

 0718-94-(6-
7-06)_B03 

No Hit  

 0720-94-(6-
7-06)_D03 

No Hit  

 0721-94-(6- No Hit  
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7-06)_E03 

 0725-94-(6-
7-06)_A04 

No Hit  

 0728-94-(6-
7-06)_D04 

No Hit  

 0730-94-(6-
7-06)_F04 

No Hit  

 0735-94-(6-
7-06)_C05 

No Hit  

 0738-94-(6-
7-06)_F05 

No Hit  

 0753-94-(6-
7-06)_E07 

No Hit  

 0756-94-(6-
7-06)_H07 

No Hit  

 0760-94-(6-
7-06)_D08 

No Hit  

 0768-94-(6-
7-06)_C09 

No Hit  

 0770-94-(6-
14-06)_B05' 

No Hit  

 0776-94-(6-
7-06)_A10 

No Hit  

 0777-94-(6-
7-06)_B10 

No Hit  

 0791-94-(6-
7-06)_G11 

No Hit  

 0795-94-(6-
7-06)_C12 

No Hit  

 0796-94-(6-
7-06)_D12 

No Hit  

 0801-94-(6-
5-06)_A01 

No Hit  

 0804-94-(6-
5-06)_D01 

No Hit  

 0810-94-(6-
5-06)_B02 

No Hit  

 0818-94-(6-
5-06)_B03 

No Hit  

 0822-94-(6-
5-06)_F03 

No Hit  

 0826-94-(6-
5-06)_B04 

No Hit  

 0829-94-(6-
5-06)_E04 

No Hit  

 0830-94-(6-
5-06)_F04 

No Hit  

 0834-94-(6-
15-
06bad)_H10 

No Hit  

 0836-94-(6-
5-06)_D05 

No Hit  

 0846-94-(6-
5-06)_F06 

No Hit  
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 0849-94-(6-
5-06)_A07 

No Hit  

 0854-94-(6-
5-06)_F07 

No Hit  

 0857-94-(6-
5-06)_A08 

No Hit  

 0859-94-(6-
5-06)_C08 

No Hit  

 0881-94-(6-
5-06)_A11 

No Hit  

 0883-94-(6-
5-06)_C11 

No Hit  

 0885-94-(6-
5-06)_E11 

No Hit  

 0889-94-(6-
5-06)_A12 

No Hit  

 0891-94-(6-
5-06)_C12 

No Hit  

 0892-94-(6-
5-06)_D12 

No Hit  

 0894-94-(6-
5-06)_F12 

No Hit  

 0910-94-(6-
14-06)_E11 

No Hit  

 0914-94-(6-
14-06)_A12 

No Hit  

 0916-94-(6-
14-06)_C12 

No Hit  

 0921-94-(6-
14-06)_H12 

No Hit  

 0922-94-(6-
15-06)_A01 

No Hit  

 0927-94-(6-
15-06)_F01 

No Hit  

 0929-94-(6-
15-06)_H01 

No Hit  

 0931-94-(6-
16-06)_G11 

No Hit  

 0938-94-(6-
15-06)_A03 

No Hit  

 0944-94-(6-
15-06)_G03 

No Hit  

 0945-94-(6-
15-06)_H03 

No Hit  

 1009-94-(6-
2-06)_A02 

No Hit  

 1010-94-(6-
2-06)_B02 

No Hit  

 1014-94-(6-
2-06)_E02 

No Hit  

 1017-94-(6-
2-06)_H02 

No Hit  

 1018-94-(6-
2-06)_A03 

No Hit  
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 1027-94-(6-
2-06)_B04 

No Hit  

 1029-94-(6-
2-06)_D04 

No Hit  

 1032-94-(6-
2-06)_G04 

No Hit  

 1035-94-(6-
14-06)_G08 

No Hit  

 1041-94-(6-
2-06)_H05 

No Hit  

 1058-94-(6-
2-06)_H07 

No Hit  

 1060-94-(6-
2-06)_B08 

No Hit  

 1063-94-(6-
2-06)_E08 

No Hit  

 1067-94-(6-
2-06)_A09 

No Hit  

 1069-94-(6-
2-06)_C09 

No Hit  

 1071-94-(6-
2-06)_E09 

No Hit  

 1072-94-(6-
2-06)_F09 

No Hit  

 1076-94-(6-
2-06)_B10 

No Hit  

 1077-94-(6-
2-06)_C10 

No Hit  

 1079-94-(6-
2-06)_E10 

No Hit  

 1080-94-(6-
2-06)_F10 

No Hit  

 1084-94-(6-
2-06)_B11 

No Hit  

 1094-94-(6-
2-06)_D12 

No Hit  

 1096-94-(6-
2-06)_F12 

No Hit  

 1102-94-(6-
9-06)_B07 

No Hit  

 1111-94-(6-
9-06)_C08 

No Hit  

 1118-94-(6-
9-06)_B09 

No Hit  

 1124-94-(6-
9-06)_H09 

No Hit  

 1127-94-(6-
9-
06Truncated
)_C10 

No Hit  

 1134-94-(6-
9-06)_B11 

No Hit  

 1143-94-(6-
9-06)_C12 

No Hit  
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 1145-94-(6-
9-
06Truncated
)_E12 

No Hit  

 1146-94-(6-
9-06)_F12 

No Hit  

 1148-94-(6-
9-06)_H12 

No Hit  

 1160-94-(6-
15-06)_B05 

No Hit  

 1167-94-(6-
15-06)_F05 

No Hit  

 1172-94-(6-
15-06)_B06 

No Hit  

 1192-94-(6-
15-06)_D07 

No Hit  

 1307-94-(6-
16-06)_A07 

No Hit  

 Contig\10 No Hit  

 Contig\101 No Hit  

 Contig\104 No Hit  

 Contig\107 No Hit  

 Contig\11 No Hit  

 Contig\110 No Hit  

 Contig\117 No Hit  

 Contig\134 No Hit  

 Contig\14 No Hit  

 Contig\144 No Hit  

 Contig\15 No Hit  

 Contig\155 No Hit  

 Contig\156 No Hit  

 Contig\164 No Hit  

 Contig\168 No Hit  

 Contig\17 No Hit  

 Contig\175 No Hit  

 Contig\178 No Hit  

 Contig\180 No Hit  

 Contig\184 No Hit  

 Contig\187 No Hit  

 Contig\189 No Hit  

 Contig\191 No Hit  

 Contig\194 No Hit  

 Contig\2 No Hit  

 Contig\20 No Hit  

 Contig\203 No Hit  

 Contig\204 No Hit  
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 Contig\21 No Hit  

 Contig\24 No Hit  

 Contig\26 No Hit  

 Contig\33 No Hit  

 Contig\43 No Hit  

 Contig\45 No Hit  

 Contig\47 No Hit  

 Contig\50 No Hit  

 Contig\53 No Hit  

 Contig\56 No Hit  

 Contig\57 No Hit  

 Contig\64 No Hit  

 Contig\68 No Hit  

 Contig\77 No Hit  

 Contig\80 No Hit  

 Contig\82 No Hit  

 Contig\87 No Hit  

 Contig\89 No Hit  

 Contig\98 No Hit  
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APPENDIX K: Putative Xylogenesis Genes 

ID 
E-
value 

TAIR 
Locus Descriptions 

 Contig_81 e-166 
AT5G61
790.1   calnexin 1 (CNX1)  

 Contig_21 e-155 
AT5G06
050.1   dehydration-responsive protein-related  

 Contig_102 e-150 
AT2G35
620.1   leucine-rich repeat transmembrane protein  kinase, putative  

 0143-94(5-31-
06)_013 e-142 

AT5G13
870.1  

 EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); 
hydrolase, acting on glycosyl bonds  

 0940-94-(6-15-
06)_C03 e-142 

AT3G56
310.1  

 alpha-galactosidase, putative / melibiase, putative / alpha-D-
galactoside galactohydrolase, putative  

 Contig_115 e-141 
AT4G27
680.1  

 MSP1 protein, putative / intramitochondrial sorting protein, 
putative  

 0825-94-(6-5-
06)_A04 e-140 

AT2G36
570.1   leucine-rich repeat transmembrane protein  kinase, putative  

 0860-94-(6-5-
06)_D08 e-137 

AT5G50
400.1  

 ATPAP27/PAP27 (purple acid  phosphatase 27); acid 
phosphatase/ protein  serine/threonine phosphatase  

 0898-94-(6-14-
06)_H07 e-133 

AT5G60
920.1   COB (COBRA)  

 Contig_92 e-133 
AT5G11
170.1   DEAD/DEAH box helicase, putative (RH15)  

 0839-94-(6-14-
06)_C06 e-129 

AT5G17
770.1   ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)  

 Contig_12 e-129 
AT4G34
050.1   caffeoyl-CoA 3-O-methyltransferase, putative  

 0665-94-(6-6-
06)_A09 e-121 

AT1G54
790.1   GDSL-motif lipase/hydrolase family protein  

 0303-94(5-31-
06)_002 e-121 

AT5G25
460.1  

 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G11420.1); 

 Contig_140 e-119 
AT5G25
100.1   endomembrane protein 70, putative  

 Contig_18 e-119 
AT2G18
980.1   peroxidase, putative  

 Contig_159 e-113 
AT1G01
300.1   aspartyl protease family protein  

 Contig_196 e-112 
AT1G76
160.1   SKS5 (SKU5 Similar 5); copper ion  binding / oxidoreductase  

 Contig_96 e-111 
AT1G14
670.1   endomembrane protein 70, putative  

 Contig_138 e-109 
AT3G16
240.1   DELTA-TIP (delta tonoplast integral protein); water channel  

 0801-94-(6-5-
06)_A01 e-108 

AT5G14
430.2   dehydration-responsive protein-related  

 0097-94-H09(4-
28-06) e-108 

AT1G72
680.1   cinnamyl-alcohol dehydrogenase, putative  

 0548-94-(6-8-
06)_H06 e-106 

AT5G55
180.1   glycosyl hydrolase family 17 protein  

 Contig_41 e-105 
AT1G73
620.1  

 thaumatin-like protein, putative / pathogenesis-related protein, 
putative  

 0766-94-(6-7-
06)_A09 e-105 

AT2G42
590.2    GF14 MU, GENERAL REGULATORY FACTOR 9, GRF9  
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 0523-94-(6-8-
06)_G03 e-104 

AT5G42
180.1   peroxidase 64 (PER64) (P64) (PRXR4)  

 0400-94-(6-8-
06)_H12 

2.00
E-98 

AT5G21
090.1  leucine-rich repeat protein, putative  

 1105-94-(6-9-
06)_E07 

9.00
E-96 

AT3G10
710.1  pectinesterase family protein  

 0808-94-(6-5-
06)_H01 

1.00
E-94 

AT3G17
840.1  

RLK902 (receptor-like kinase 902); ATP binding / kinase/ 
protein serine/threonine kinase  

 Contig_116 
2.00
E-92 

AT4G28
510.1   ATPHB1 (PROHIBITIN 1)  

 0030-94-E01(4-28-
06) 

5.00
E-91 

AT3G23
750.1  

 leucine-rich repeat family protein / protein kinase family 
protein  

 Contig_35 
8.00
E-84 

AT5G16
000.1   NIK1 (NSP-INTERACTING KINASE 1); kinase  

 Contig_83 
4.00
E-80 

AT5G36
890.2   hydrolase, hydrolyzing O-glycosyl compounds  

 1111-94-(6-9-
06)_C08 

1.00
E-74 

AT2G17
230.1   phosphate-responsive 1 family protein  

 Contig_155 
3.00
E-72 

AT3G11
660.1   NHL1 (NDR1/HIN1-like 1)  

 1182-94-(6-15-
06)_H06 

1.00
E-66 

AT2G01
660.1   33 kDa secretory protein-related  

 Contig_37 
9.00
E-66 

AT3G16
520.2   UDP-glucoronosyl/UDP-glucosyl transferase family protein  

 0545-94-(6-8-
06)_E06 

8.00
E-63 

AT5G54
160.1   ATOMT1 (O-METHYLTRANSFERASE 1)  

 0856-94-(6-5-
06)_H07 

9.00
E-61 

AT4G19
150.1   ankyrin repeat family protein  

 0581-94-(6-8-
06)_E09 

8.00
E-53 

AT4G29
360.1   glycosyl hydrolase family 17 protein  

 1004-94(6-2-
06Truncated)_D01 

1.00
E-50 

AT5G42
800.1  

 DFR (DIHYDROFLAVONOL 4-REDUCTASE); 
dihydrokaempferol 4-reductase  

 0576-94-(6-12-
06)_E11 

1.00
E-50 

AT1G76
010.1   nucleic acid binding  

 1116-94-(6-9-
06)_H08 

2.00
E-47 

AT5G10
290.1  

 leucine-rich repeat family protein / protein kinase family 
protein  

 0904-94-(6-14-
06)_G10 

5.00
E-27 

AT4G35
580.1   no apical meristem (NAM) family protein  

 0714-94-(6-7-
06)_F02 

2.00
E-19 

AT5G15
230.2   GASA4 (GAST1 PROTEIN HOMOLOG 4)  
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APPENDIX L: NR BLASTN 

 

 
Query 

E-
value 

Hit 1  

  0238-94-
G11(5-10-06) 

6.00E
-157 

emb|Y08680.1|AGAG118 A.glutinosa mRNA for acetylornithine transaminase 

  0897-94-(6-
14-06)_G07 

9.00E
-57 

emb|X98861.1|ATTFIIAL A.thaliana mRNA for large subunit of TFIIA 

  0532-94-(6-8-
06)_H04 

3.00E
-177 

gb|AY570536.1| Alyssum montanum chloroplast ATP phosphoribosyl 
transferase (ATP-PRT1)  mRNA, complete cds; nuclear gene for chloroplast 
product 

  0060-94-
C05(4-28-06) 

0 gb|DQ519359.2| Ammopiptanthus mongolicus EBP1 mRNA, complete cds 

  Contig\34 2.00E
-45 

ref|NM_126044.3| Arabidopsis thaliana (1-4)-beta-mannan endohydrolase, 
putative  (AT5G66460) mRNA, complete cds 

  0946-94-(6-
15-06)_A04 

2.00E
-147 

gb|AF043538.1|AF043538 Arabidopsis thaliana 20S proteasome beta subunit 
PBG1 (PBG1)  mRNA, complete cds 

  Contig\181 4.00E
-55 

ref|NM_125180.2| Arabidopsis thaliana 26S proteasome regulatory subunit, 
putative  (AT5G57950) mRNA, complete cds 

  Contig\79 1.00E
-149 

ref|NM_179121.2| Arabidopsis thaliana 2-oxoacid dehydrogenase family 
protein (AT4G26910)  mRNA, complete cds 

  0647-94-(6-6-
06)_G06 

4.00E
-99 

ref|NM_111017.2| Arabidopsis thaliana 5'-AMP-activated protein kinase beta-1 
subunit-related  (AT3G01510) mRNA, complete cds 

  Contig\122 1.00E
-169 

ref|NM_106064.3| Arabidopsis thaliana 60S ribosomal protein L6 (RPL6C) 
(AT1G74050)  mRNA, complete cds 

  Contig\183 1.00E
-162 

ref|NM_122390.3| Arabidopsis thaliana ABC1 family protein (AT5G24810) 
mRNA, complete  cds 

  1025-94-(6-2-
06)_H03 

8.00E
-89 

ref|NM_130185.3| Arabidopsis thaliana ABI1L1 (ABI-1-LIKE 1) (ABI1L1) 
mRNA, complete  cds 

  Contig\23 5.00E
-22 

ref|NM_100526.4| Arabidopsis thaliana ACD32.1 (ALPHA-CRYSTALLIN 
DOMAIN 31.2) (ACD32.1)  mRNA, complete cds 

  Contig\106 0 ref|NM_115043.2| Arabidopsis thaliana ACX4 (ACYL-COA OXIDASE 4); 
oxidoreductase  (ACX4) mRNA, complete cds 

  0517-94-(6-8-
06)_A03 

3.00E
-81 

ref|NM_119521.3| Arabidopsis thaliana ADL2 (ARABIDOPSIS DYNAMIN-
LIKE 2); GTP binding  / GTPase (ADL2) mRNA, complete cds 

  0805-94-(6-5-
06)_E01 

0 ref|NM_202696.2| Arabidopsis thaliana AFC1 (ARABIDOPSIS FUS3-
COMPLEMENTING GENE  1); kinase (AFC1) mRNA, complete cds 

  0940-94-(6-
15-06)_C03 

0 ref|NM_202718.2| Arabidopsis thaliana alpha-galactosidase, putative / 
melibiase,  putative / alpha-D-galactoside galactohydrolase, putative  
(AT3G56310) mRNA, complete cds 

  1009-94-(6-2-
06)_A02 

5.00E
-161 

ref|NM_103660.5| Arabidopsis thaliana amino acid transporter family protein 
(AT1G47670)  mRNA, complete cds 

  1133-94-(6-9-
06)_A11 

0 ref|NM_116092.3| Arabidopsis thaliana anion exchange family protein 
(AT3G62270)  mRNA, complete cds 

  1034-94-(6-
14-06)_F08 

7.00E
-178 

ref|NM_119463.4| Arabidopsis thaliana APM1 (Aminopeptidase M1) mRNA, 
complete  cds 

  0460-94-(6-
16-06)_B05 

8.00E
-127 

ref|NM_102258.4| Arabidopsis thaliana ARL1 (ARG1-LIKE1); heat shock 
protein binding  / unfolded protein binding (ARL1) mRNA, complete cds 

  1146-94-(6-9-
06)_F12 

3.00E
-18 

ref|NM_123088.3| Arabidopsis thaliana armadillo/beta-catenin repeat family 
protein  (AT5G37290) mRNA, complete cds 

  1123-94-(6-9-
06)_G09 

3.00E
-144 

ref|NM_125409.4| Arabidopsis thaliana aspartyl aminopeptidase, putative 
(AT5G60160)  mRNA, complete cds 
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  Contig\159 8.00E
-140 

ref|NM_100012.2| Arabidopsis thaliana aspartyl protease family protein 
(AT1G01300)  mRNA, complete cds 

  0719-94-(6-7-
06)_C03 

2.00E
-171 

ref|NM_119754.3| Arabidopsis thaliana aspartyl protease family protein 
(AT4G35880)  mRNA, complete cds 

  Contig\51 0 ref|NM_179227.2| Arabidopsis thaliana aspartyl-tRNA synthetase, putative / 
aspartate--tRNA  ligase, putative (AT4G31180) mRNA, complete cds 

  0530-94-(6-8-
06)_F04 

1.00E
-112 

dbj|AK118255.1| Arabidopsis thaliana At3g29100 mRNA for putative vesicle 
transport  protein, complete cds, clone: RAFL19-55-L11 

  0770-94-(6-
14-06)_B05' 

1.00E
-35 

gb|BT023476.1| Arabidopsis thaliana At4g13270 gene, complete cds 

  0276-94(5-
31-06)_014 

3.00E
-104 

gb|BT030465.1| Arabidopsis thaliana At5g37340 mRNA, complete cds 

  Contig\16 0 ref|NM_102198.3| Arabidopsis thaliana ATARF/ATARF1/ATARFA1A (ADP-
RIBOSYLATION  FACTOR 1); GTP binding / phospholipase activator/ protein 
binding  (ATARF/ATARF1/ATARFA1A) mRNA, complete cds 

  Contig\174 5.00E
-142 

ref|NM_118359.3| Arabidopsis thaliana ATCES1 (ATCES1); catalytic 
(ATCES1) mRNA,  complete cds 

  Contig\206 7.00E
-134 

ref|NM_111192.2| Arabidopsis thaliana ATEXPA13 (ARABIDOPSIS 
THALIANA EXPANSIN  A13) (ATEXPA13) mRNA, complete cds 

  0922-94-(6-
15-06)_A01 

1.00E
-85 

ref|NM_125748.2| Arabidopsis thaliana ATFP3 (Arabidopsis thaliana 
farnesylated  protein 3); metal ion binding (ATFP3) mRNA, complete cds 

  Contig\22 0 ref|NM_104734.2| Arabidopsis thaliana ATGOLS4 (ARABIDOPSIS 
THALIANA GALACTINOL  SYNTHASE 4); transferase, transferring 
glycosyl groups / transferase,  transferring he (ATGOLS4) mRNA, complete 
cds 

  0463-94-(6-
16-06)_E05 

3.00E
-120 

ref|NM_116494.4| Arabidopsis thaliana ATMLO1/MLO1 (MILDEW 
RESISTANCE LOCUS O 1);  calmodulin binding (ATMLO1/MLO1) mRNA, 
complete cds 

  0465-94-(6-
16-06)_G05 

6.00E
-179 

ref|NM_101530.3| Arabidopsis thaliana ATMLO14 (ARABIDOPSIS 
THALIANA MILDEW RESISTANCE  LOCUS O 14); NADH dehydrogenase 
(ubiquinone) (ATMLO14)  mRNA, complete cds 

  0717-94-(6-7-
06)_A03 

9.00E
-95 

ref|NM_114748.2| Arabidopsis thaliana ATMP2 (ARABIDOPSIS THALIANA 
MEMBRANE-ASSOCIATED  PROGESTERONE BINDING PROTEIN 3); 
heme binding / transition  metal ion binding (ATMP2) mRNA, complete cds 

  0690-94-(6-6-
06)_B12 

1.00E
-66 

ref|NM_148121.2| Arabidopsis thaliana AtMYB82 (myb domain protein 82); 
DNA binding  / transcription factor (AtMYB82) mRNA, complete cds 

  0847-94-(6-5-
06)_G06 

2.00E
-77 

ref|NM_122512.3| Arabidopsis thaliana ATP binding / protein kinase/ protein 
serine/threonine  kinase (AT5G26110) mRNA, complete cds 

  0087-93-
B03(4-21-06) 

4.00E
-57 

ref|NM_121632.3| Arabidopsis thaliana ATRAD21.3 (Arabidopsis homolog of 
RAD21  3) (ATRAD21.3) mRNA, complete cds 

  0621-94-(6-6-
06)_E03 

0 ref|NM_118989.2| Arabidopsis thaliana AtRPN1b/RPN1B (26S proteasome 
regulatory  subunit S2 1B); binding (AtRPN1b/RPN1B) mRNA, complete cds 

  0597-94-(6-8-
06)_D11 

1.00E
-85 

ref|NM_116051.3| Arabidopsis thaliana ATRSP31 (ARGININE/SERINE-RICH 
SPLICING FACTOR  31); RNA binding (ATRSP31) mRNA, complete cds 

  1064-94-(6-2-
06)_F08 

1.00E
-104 

ref|NM_180843.2| Arabidopsis thaliana ATRSP41 (Arabidopsis thaliana 
arginine/serine-rich  splicing factor 41); RNA binding (ATRSP41) mRNA,  
complete cds 

  0726-94-(6-7-
06)_B04 

1.00E
-105 

ref|NM_104210.3| Arabidopsis thaliana AtTLP7 (TUBBY LIKE PROTEIN 7); 
phosphoric  diester hydrolase/ transcription factor (AtTLP7) mRNA, complete  
cds 

  0595-94-(6-8-
06)_B11 

3.00E
-69 

ref|NM_105795.4| Arabidopsis thaliana ATWHY2 (A. THALIANA WHIRLY 
2); DNA binding  (ATWHY2) mRNA, complete cds 

  0311-94(5-
31-06)_016 

6.00E
-176 

ref|NM_125543.3| Arabidopsis thaliana autophagy 3 (APG3) (AT5G61500) 
mRNA, complete  cds 

  0133-94- 0 ref|NM_106541.3| Arabidopsis thaliana AVP2 (ARABIDOPSIS VACUOLAR 
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E03(5-9-06) H+-PYROPHOSPHATASE  2) (AVP2) mRNA, complete cds 

  Contig\85 0 ref|NM_126401.4| Arabidopsis thaliana band 7 family protein (AT2G03510) 
mRNA,  complete cds 

  0799-94-(6-7-
06)_F12 

0 ref|NM_124536.3| Arabidopsis thaliana band 7 family protein (AT5G51570) 
mRNA,  complete cds 

  Contig\66 3.00E
-158 

ref|NM_117209.4| Arabidopsis thaliana beta-adaptin, putative (AT4G11380) 
mRNA,  complete cds 

  0527-94-(6-8-
06)_C04 

4.00E
-93 

ref|NM_124824.3| Arabidopsis thaliana binding (AT5G54440) mRNA, 
complete cds 

  0584-94-(6-8-
06)_G09 

1.00E
-47 

ref|NM_102394.2| Arabidopsis thaliana BSD domain-containing protein 
(AT1G26300)  mRNA, complete cds 

  Contig\185 6.00E
-173 

ref|NM_121242.4| Arabidopsis thaliana carbon-nitrogen hydrolase family 
protein  (AT5G12040) mRNA, complete cds 

  0666-94-(6-6-
06)_B09 

4.00E
-48 

ref|NM_116520.3| Arabidopsis thaliana catalytic (AT4G02860) mRNA, 
complete cds 

  0455-94-(6-
16-06)_E04 

1.00E
-168 

ref|NM_129358.3| Arabidopsis thaliana ceramidase family protein 
(AT2G38010) mRNA,  complete cds 

  0200-94-
A07(5-10-06) 

2.00E
-150 

ref|NM_180700.3| Arabidopsis thaliana chaperone protein dnaJ-related 
(AT5G06130)  mRNA, complete cds 

  1097-94-(6-2-
06)_G12 

0 ref|NM_121867.3| Arabidopsis thaliana CHR17 (CHROMATIN 
REMODELING FACTOR17); DNA-dependent  ATPase (CHR17) mRNA, 
complete cds 

  0694-94-(6-6-
06)_F12 

1.00E
-54 

ref|NM_180719.3| Arabidopsis thaliana CIC7E11; protein binding / zinc ion 
binding  (CIC7E11) mRNA, complete cds 

  0097-94-
H09(4-28-06) 

4.00E
-133 

ref|NM_105927.3| Arabidopsis thaliana cinnamyl-alcohol dehydrogenase, 
putative  (AT1G72680) mRNA, complete cds 

  Contig\137 2.00E
-127 

ref|NM_122420.1| Arabidopsis thaliana CIPK25 (CBL-INTERACTING 
PROTEIN KINASE 25);  kinase (CIPK25) mRNA, complete cds 

  Contig\93 4.00E
-80 

ref|NM_119709.1| Arabidopsis thaliana CLC-E (CHLORIDE CHANNEL E); 
voltage-gated  chloride channel (CLC-E) mRNA, complete cds 

  0665-94-(6-6-
06)_A09 

7.00E
-121 

gb|AY084964.1| Arabidopsis thaliana clone 122943 mRNA, complete sequence 

  1032-94-(6-
16-06)_D06 

1.00E
-137 

gb|AY085017.1| Arabidopsis thaliana clone 12455 mRNA, complete sequence 

  0591-94-(6-8-
06)_F10 

2.00E
-83 

gb|AY086037.1| Arabidopsis thaliana clone 207684 mRNA, complete sequence 

  0106-94-
A11(4-28-06) 

4.00E
-45 

gb|AY086191.1| Arabidopsis thaliana clone 22246 mRNA, complete sequence 

  0749-94-(6-7-
06)_A07 

1.00E
-125 

gb|AY087677.1| Arabidopsis thaliana clone 37589 mRNA, complete sequence 

  0851-94-(6-5-
06)_C07 

3.00E
-151 

gb|AY087739.1| Arabidopsis thaliana clone 38096 mRNA, complete sequence 

  0704-94-(6-7-
06)_D01 

2.00E
-102 

ref|NM_117276.2| Arabidopsis thaliana Clp amino terminal domain-containing 
protein  (AT4G12060) mRNA, complete cds 

  0652-94-(6-6-
06)_D07 

4.00E
-143 

ref|NM_105338.3| Arabidopsis thaliana CLPP3 (Clp protease proteolytic 
subunit  3); endopeptidase Clp (CLPP3) mRNA, complete cds 

  0029-94-
D01(4-28-06) 

6.00E
-43 

ref|NM_179526.3| Arabidopsis thaliana copine-related (AT1G67800) mRNA, 
complete  cds 

  0915-94-(6-
14-06)_B12 

7.00E
-26 

ref|NM_106586.4| Arabidopsis thaliana copine-related (AT1G79380) mRNA, 
complete  cds 

  0439-94-(6-
16-06)_G02 

7.00E
-140 

ref|NM_119688.3| Arabidopsis thaliana cyclase family protein (AT4G35220) 
mRNA,  complete cds 

  0086-94-
E08(4-28-06) 

3.00E
-66 

ref|NM_121005.4| Arabidopsis thaliana cytochrome b5 domain-containing 
protein  (AT5G09680) mRNA, complete cds 



480 
 

 

  0732-94-(6-
14-06)_A05 

0 ref|NM_125507.2| Arabidopsis thaliana DEAD box RNA helicase, putative 
(AT5G61140)  mRNA, complete cds 

  Contig\92 0 ref|NM_121158.3| Arabidopsis thaliana DEAD/DEAH box helicase, putative 
(AT5G11200)  mRNA, complete cds 

  Contig\89 4.00E
-150 

ref|NM_125799.2| Arabidopsis thaliana dehydration-responsive protein-related 
(AT5G64030)  mRNA, complete cds 

  Contig\21 6.00E
-160 

ref|NM_106375.1| Arabidopsis thaliana dehydration-responsive protein-related 
(AT1G77260)  mRNA, complete cds 

  0801-94-(6-5-
06)_A01 

2.00E
-103 

ref|NM_203052.1| Arabidopsis thaliana dehydration-responsive protein-related 
(AT5G14430)  mRNA, complete cds 

  0249-94(5-
31-06)_007 

7.00E
-162 

ref|NM_121923.3| Arabidopsis thaliana ECR1 (E1 C-TERMINAL RELATED 
1); small protein  activating enzyme (ECR1) mRNA, complete cds 

  0624-94-(6-6-
06)_H03 

0 ref|NM_112228.2| Arabidopsis thaliana endomembrane protein 70, putative 
(AT3G13772)  mRNA, complete cds 

  0242-94-
C12(5-10-06) 

1.00E
-178 

ref|NM_126258.2| Arabidopsis thaliana endomembrane protein 70, putative 
(AT2G01970)  mRNA, complete cds 

  0509-94-(6-8-
06)_A02 

3.00E
-113 

ref|NM_106062.3| Arabidopsis thaliana enolase, putative (AT1G74030) mRNA, 
complete  cds 

  Contig\42 0 ref|NM_129716.2| Arabidopsis thaliana esterase, putative (AT2G41530) 
mRNA, complete  cds 

  1108-94-(6-9-
06)_H07 

1.00E
-87 

ref|NM_121228.4| Arabidopsis thaliana eukaryotic translation initiation factor  
SUI1 family protein (AT5G11900) mRNA, complete cds 

  1151-94-(6-
15-06)_C04 

1.00E
-163 

ref|NM_105837.3| Arabidopsis thaliana F-actin capping protein beta subunit 
family  protein (AT1G71790) mRNA, complete cds 

  0199-94(5-
31-06)_008 

9.00E
-53 

ref|NM_120858.2| Arabidopsis thaliana formin homology 2 domain-containing 
protein  / FH2 domain-containing protein (AT5G07760) mRNA, complete  cds 

  Contig\82 1.00E
-43 

emb|BX814086.1|CNS0AE0N Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTFB56ZD01 of Flowers and buds of strain 
col-0 of Arabidopsis  thaliana (thale cress) 

  1308-94-(6-
16-06)_B07 

3.00E
-88 

emb|BX842281.1|CNS0A0DV Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTSIL91ZD04 of Silique of strain col-0 of 
Arabidopsis  thaliana (thale cress) 

  1193-94-(6-
15-06)_E07 

6.00E
-173 

emb|BX829681.1|CNS0A1CB Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTFB2ZA11 of Flowers and buds of strain 
col-0 of Arabidopsis  thaliana (thale cress) 

  0910-94-(6-
14-06)_E11 

2.00E
-116 

emb|BX814089.1|CNS0AC31 Arabidopsis thaliana Full-length cDNA Complete 
sequence from  clone GSLTFB56ZE07 of Flowers and buds of strain col-0 of 
Arabidopsis  thaliana (thale cress) 

  0844-94-(6-5-
06)_D06 

7.00E
-166 

emb|BX824728.1|CNS0A6VN Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTPGH68ZC04 of Hormone Treated Callus 
of strain col-0  of Arabidopsis thaliana (thale cress) 

  0541-94-(6-8-
06)_A06 

5.00E
-129 

emb|BX815165.1|CNS0ACS6 Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTLS39ZG02 of Adult vegetative tissue of 
strain col-0  of Arabidopsis thaliana (thale cress) 

  0239-94-
H11(5-10-06) 

3.00E
-40 

emb|BX827331.1|CNS0A4JV Arabidopsis thaliana Full-length cDNA Complete 
sequence from  clone GSLTLS40ZA10 of Adult vegetative tissue of strain col-0  
of Arabidopsis thaliana (thale cress) 

  1042-94-(6-
15-06)_E12 

5.00E
-123 

ref|NM_115978.3| Arabidopsis thaliana FUS6 (FUSCA 6) (FUS6) mRNA, 
complete cds 

  0398-94-(6-8-
06)_F12 

0 ref|NM_103026.4| Arabidopsis thaliana galactosyltransferase family protein 
(AT1G32930)  mRNA, complete cds 

  Contig\55 8.00E
-127 

ref|NM_114727.2| Arabidopsis thaliana GAMMA CAL2 (GAMMA 
CARBONIC ANHYDRASE-LIKE  2); acyltransferase (GAMMA CAL2) 
mRNA, complete cds 

  Contig\32 2.00E ref|NM_121381.3| Arabidopsis thaliana GCN5-related N-acetyltransferase, 
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-103 putative  (AT5G13780) mRNA, complete cds 

  0539-94-(6-8-
06)_G05 

5.00E
-167 

ref|NM_106409.3| Arabidopsis thaliana glucose-6-phosphate/phosphate 
translocator-related  (AT1G77610) mRNA, complete cds 

  Contig\120 3.00E
-81 

ref|NM_116196.2| Arabidopsis thaliana glutamate binding (AT3G63310) 
mRNA, complete  cds 

  0506-94-(6-8-
06)_F01 

0 ref|NM_124073.2| Arabidopsis thaliana glycine-rich protein (AT5G47020) 
mRNA, complete  cds 

  Contig\154 5.00E
-111 

ref|NM_120865.4| Arabidopsis thaliana glycosyl hydrolase family 79 N-
terminal  domain-containing protein (AT5G07830) mRNA, complete cds 

  0866-94-(6-5-
06)_B09 

5.00E
-79 

ref|NM_119941.2| Arabidopsis thaliana HAT22 (homeobox-leucine zipper 
protein 22);  transcription factor (HAT22) mRNA, complete cds 

  1101-94-(6-9-
06)_A07 

2.00E
-38 

ref|NM_180278.3| Arabidopsis thaliana HDA15 (histone deacetylase 15); 
histone  deacetylase (HDA15) mRNA, complete cds 

  0185-94-
B05(5-10-06) 

5.00E
-120 

ref|NM_111475.1| Arabidopsis thaliana homeotic gene regulator, putative 
(AT3G06010)  mRNA, complete cds 

  0245-94-
F12(5-10-06) 

2.00E
-157 

ref|NM_118250.4| Arabidopsis thaliana HSA32 (HEAT-STRESS-
ASSOCIATED 32) (HSA32)  mRNA, complete cds 

  0701-94-(6-7-
06)_A01 

1.00E
-105 

ref|NM_105955.3| Arabidopsis thaliana HTH (HOTHEAD); aldehyde-lyase 
(HTH) mRNA,  complete cds 

  Contig\54 3.00E
-119 

ref|NM_130060.2| Arabidopsis thaliana HUB1 (HISTONE MONO-
UBIQUITINATION 1); protein  binding / zinc ion binding (HUB1) mRNA, 
complete cds 

  1137-94-(6-9-
06)_E11 

3.00E
-100 

ref|NM_126486.5| Arabidopsis thaliana IBR5 (INDOLE-3-BUTYRIC ACID 
RESPONSE 5);  protein tyrosine/serine/threonine phosphatase (IBR5) mRNA,  
complete cds 

  1090-94-(6-2-
06)_H11 

3.00E
-177 

ref|NM_118900.3| Arabidopsis thaliana importin beta-2 subunit family protein 
(AT4G27640)  mRNA, complete cds 

  0724-94-(6-7-
06)_H03 

1.00E
-136 

ref|NM_103934.4| Arabidopsis thaliana indigoidine synthase A family protein 
(AT1G50510)  mRNA, complete cds 

  0566-94-(6-8-
06)_A08 

1.00E
-155 

ref|NM_101685.4| Arabidopsis thaliana ketose-bisphosphate aldolase class-II 
family  protein (AT1G18270) mRNA, complete cds 

  Contig\10 6.00E
-40 

ref|NM_124685.3| Arabidopsis thaliana KH domain-containing protein 
(AT5G53060)  mRNA, complete cds 

  0763-94-(6-7-
06)_G08 

0 ref|NM_129178.1| Arabidopsis thaliana kinesin motor protein-related 
(AT2G36200)  mRNA, complete cds 

  1116-94-(6-9-
06)_H08 

4.00E
-54 

ref|NM_121067.3| Arabidopsis thaliana leucine-rich repeat family protein / 
protein  kinase family protein (AT5G10290) mRNA, complete cds 

  0583-94-(6-8-
06)_F09 

1.00E
-131 

ref|NM_105440.1| Arabidopsis thaliana leucine-rich repeat family protein / 
protein  kinase family protein (AT1G67720) mRNA, complete cds 

  Contig\102 0 ref|NM_102881.4| Arabidopsis thaliana leucine-rich repeat transmembrane 
protein  kinase, putative (AT1G31420) mRNA, complete cds 

  1192-94-(6-
15-06)_D07 

2.00E
-65 

ref|NM_112263.3| Arabidopsis thaliana lipase class 3 family protein 
(AT3G14075)  mRNA, complete cds 

  0137-94-
A04(5-9-06) 

1.00E
-126 

ref|NM_202415.1| Arabidopsis thaliana LPAT4; acyltransferase (LPAT4) 
mRNA, complete  cds 

  1019-94-(6-2-
06)_B03 

0 ref|NM_001084696.1| Arabidopsis thaliana LPD1 (LIPOAMIDE 
DEHYDROGENASE 1) (LPD1)  mRNA, complete cds 

  0929-94-(6-
15-06)_H01 

8.00E
-95 

ref|NM_103939.2| Arabidopsis thaliana lysine decarboxylase family protein 
(AT1G50575)  mRNA, complete cds 

  Contig\36 4.00E
-144 

ref|NM_112003.3| Arabidopsis thaliana lysyl-tRNA synthetase, putative / 
lysine--tRNA  ligase, putative (AT3G11710) mRNA, complete cds 

  0048-94-
G03(4-28-06) 

6.00E
-74 

ref|NM_106508.2| Arabidopsis thaliana mechanosensitive ion channel domain-
containing  protein / MS ion channel domain-containing protein (AT1G78610)  
mRNA, complete cds 
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  1144-94-(6-9-
06)_D12 

7.00E
-64 

ref|NM_124426.4| Arabidopsis thaliana MEMB12 (Golgi SNARE protein 
membrin 12);  v-SNARE (MEMB12) mRNA, complete cds 

  0908-94-(6-
14-06)_C11 

2.00E
-72 

ref|NM_202089.1| Arabidopsis thaliana methyladenine glycosylase family 
protein  (AT1G13635) mRNA, complete cds 

  0148-94-
D05(5-9-06) 

0 ref|NM_111566.3| Arabidopsis thaliana MFP2 (MULTIFUNCTIONAL 
PROTEIN); enoyl-CoA  hydratase (MFP2) mRNA, complete cds 

  1029-94-(6-2-
06)_D04 

3.00E
-107 

ref|NM_102557.1| Arabidopsis thaliana microtubule associated protein 
(MAP65/ASE1)  family protein (AT1G27920) mRNA, complete cds 

  0447-94-(6-
16-06)_F03 

3.00E
-125 

ref|NM_128068.2| Arabidopsis thaliana MIR domain-containing protein (SDF2) 
mRNA,  complete cds 

  0807-94-(6-5-
06)_G01 

1.00E
-48 

ref|NM_125994.1| Arabidopsis thaliana MLO10 (MILDEW RESISTANCE 
LOCUS O 10); calmodulin  binding (MLO10) mRNA, complete cds 

  Contig\111 2.00E
-142 

dbj|AK228873.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL16-19-K11 

  0925-94-(6-
16-06)_C11 

3.00E
-88 

dbj|AK229460.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL16-83-O15 

  0747-94-(6-7-
06)_G06 

1.00E
-125 

dbj|AK226330.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL05-14-F21 

  0733-94-(6-7-
06)_A05 

9.00E
-120 

dbj|AK227325.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL14-02-A12 

  0691-94-(6-6-
06)_C12 

2.00E
-84 

dbj|AK228115.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL14-59-H03 

  0643-94-(6-6-
06)_C06 

1.00E
-36 

dbj|AK228494.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL15-12-I18 

  0363-94-(6-
12-06)_H07 

9.00E
-120 

dbj|AK230280.1| Arabidopsis thaliana mRNA for hypothetical protein, partial 
cds,  clone: RAFL24-02-C11 

  0209-94-
B08(5-10-06) 

6.00E
-169 

dbj|AK230070.1| Arabidopsis thaliana mRNA for hypothetical protein, partial 
cds,  clone: RAFL22-69-F03 

  1170-94-(6-
15-06)_H05 

5.00E
-167 

dbj|AK226691.1| Arabidopsis thaliana mRNA for ubiquitin-specific protease 8,  
complete cds, clone: RAFL07-56-I10 

  0752-94-(6-7-
06)_D07 

6.00E
-122 

dbj|AK226405.1| Arabidopsis thaliana mRNA for vesicle-associated membrane 
protein  7C, complete cds, clone: RAFL06-07-E23 

  1159-94-(6-
15-06)_A05 

5.00E
-148 

dbj|AK228585.1| Arabidopsis thaliana mRNA for zinc finger like protein, 
complete  cds, clone: RAFL15-36-C08 

  Contig\115 0 ref|NM_118907.3| Arabidopsis thaliana MSP1 protein, putative / 
intramitochondrial  sorting protein, putative (AT4G27680) mRNA, complete 
cds 

  0336-94-(6-9-
06)_D03 

0 ref|NM_102799.5| Arabidopsis thaliana MUR4 (MURUS 4); catalytic (MUR4) 
mRNA, complete  cds 

  Contig\160 0 ref|NM_129427.4| Arabidopsis thaliana MVD1 (mevalonate diphosphate 
decarboxylase  1) (MVD1) mRNA, complete cds 

  Contig\68 2.00E
-51 

ref|NM_001035880.2| Arabidopsis thaliana MYB88 (myb domain protein 88); 
DNA binding  / transcription factor (MYB88) mRNA, complete cds 

  Contig\124 9.00E
-76 

ref|NM_111180.3| Arabidopsis thaliana NADH:ubiquinone oxidoreductase 
family protein  (AT3G03100) mRNA, complete cds 

  1172-94-(6-
15-06)_B06 

2.00E
-52 

ref|NM_130337.4| Arabidopsis thaliana NADH-ubiquinone oxidoreductase-
related (AT2G47690)  mRNA, complete cds 

  Contig\155 1.00E
-74 

ref|NM_111998.2| Arabidopsis thaliana NHL1 (NDR1/HIN1-like 1) (NHL1) 
mRNA, complete  cds 

  Contig\35 5.00E
-130 

ref|NM_121605.2| Arabidopsis thaliana NIK1 (NSP-INTERACTING KINASE 
1); kinase  (NIK1) mRNA, complete cds 

  Contig\88 6.00E
-160 

ref|NM_122656.4| Arabidopsis thaliana nucleoside-triphosphatase/ nucleotide 
binding  (AT5G27740) mRNA, complete cds 

  0297-94(5-
31-06)_007 

1.00E
-120 

ref|NM_123565.3| Arabidopsis thaliana ORMDL family protein (AT5G42000) 
mRNA, complete  cds 
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  Contig\195 2.00E
-89 

ref|NM_179213.3| Arabidopsis thaliana oxidoreductase, 2OG-Fe(II) oxygenase 
family  protein (AT4G16765) mRNA, complete cds 

  Contig\95 1.00E
-169 

ref|NM_103435.2| Arabidopsis thaliana patched family protein (AT1G42470) 
mRNA,  complete cds 

  0227-94-
D10(5-10-06) 

2.00E
-130 

ref|NM_129424.4| Arabidopsis thaliana PECT1 
(PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE  1); 
ethanolamine-phosphate cytidylyltransferase (PECT1)  mRNA, complete cds 

  0282-94(5-
31-06)_009 

9.00E
-161 

ref|NM_115179.4| Arabidopsis thaliana pectate lyase family protein 
(AT3G53190)  mRNA, complete cds 

  1084-94-(6-2-
06)_B11 

7.00E
-20 

ref|NM_118901.4| Arabidopsis thaliana PEL1 (PELOTA); translation release 
factor  (PEL1) mRNA, complete cds 

  0305-94(5-
31-06)_004 

7.00E
-137 

ref|NM_119662.3| Arabidopsis thaliana peptidyl-prolyl cis-trans isomerase, 
putative  / cyclophilin, putative / rotamase, putative (AT4G34960)  mRNA, 
complete cds 

  Contig\71 8.00E
-70 

ref|NM_128192.2| Arabidopsis thaliana PEX10 (peroxin 10); protein binding / 
zinc  ion binding (PEX10) mRNA, complete cds 

  Contig\191 2.00E
-90 

ref|NM_113082.3| Arabidopsis thaliana PEX22 (PEROXIN 22); protein binding 
(PEX22)  mRNA, complete cds 

  Contig\94 0 ref|NM_120089.4| Arabidopsis thaliana phenylalanyl-tRNA synthetase, putative 
/  phenylalanine--tRNA ligase, putative (AT4G39280) mRNA, complete  cds 

  1111-94-(6-9-
06)_C08 

6.00E
-84 

ref|NM_127277.2| Arabidopsis thaliana phosphate-responsive 1 family protein 
(AT2G17230)  mRNA, complete cds 

  1018-94-(6-2-
06)_A03 

3.00E
-113 

ref|NM_124155.2| Arabidopsis thaliana phosphofructokinase family protein 
(AT5G47810)  mRNA, complete cds 

  0901-94-(6-
14-06)_D10 

1.00E
-74 

ref|NM_114912.3| Arabidopsis thaliana phosphoglycerate/bisphosphoglycerate 
mutase  family protein (AT3G50520) mRNA, complete cds 

  0272-94(5-
31-06)_006 

0 gb|U72711.1|ATU72711 Arabidopsis thaliana proline iminopeptidase mRNA, 
complete cds 

  1078-94-(6-2-
06)_D10 

7.00E
-96 

ref|NM_101916.3| Arabidopsis thaliana protein kinase (AT1G20650) mRNA, 
complete  cds 

  Contig\125 0 ref|NM_119744.4| Arabidopsis thaliana protein kinase family protein 
(AT4G35780)  mRNA, complete cds 

  1187-94-(6-
15-06)_B07 

9.00E
-120 

ref|NM_129570.3| Arabidopsis thaliana protein kinase family protein 
(AT2G40120)  mRNA, complete cds 

  0464-94-(6-
16-06)_F05 

0 ref|NM_102133.2| Arabidopsis thaliana protein kinase family protein 
(AT1G22870)  mRNA, complete cds 

  Contig\69 3.00E
-56 

ref|NM_116091.3| Arabidopsis thaliana protein phosphatase 2C, putative / 
PP2C,  putative (AT3G62260) mRNA, complete cds 

  0823-94-(6-5-
06)_G03 

1.00E
-136 

ref|NM_129214.3| Arabidopsis thaliana pyruvate kinase, putative (AT2G36580) 
mRNA,  complete cds 

  0284-94(5-
31-06)_013 

3.00E
-115 

ref|NM_113418.4| Arabidopsis thaliana QUA1 (QUASIMODO1); 
polygalacturonate 4-alpha-galacturonosyltransferase/  transferase, transferring 
glycosyl  groups / transferas (QUA1) mRNA, complete cds 

  Contig\65 0 ref|NM_101843.3| Arabidopsis thaliana regulator of chromosome condensation 
(RCC1)  family protein (AT1G19880) mRNA, complete cds 

  1171-94-(6-
15-06)_A06 

2.00E
-179 

ref|NM_120884.1| Arabidopsis thaliana replication protein, putative 
(AT5G08020)  mRNA, complete cds 

  Contig\194 3.00E
-76 

ref|NM_105082.4| Arabidopsis thaliana reticulon family protein (RTNLB3) 
(AT1G64090)  mRNA, complete cds 

  0360-94-(6-
12-06)_E07 

9.00E
-139 

ref|NM_124142.3| Arabidopsis thaliana RNA binding / tRNA methyltransferase 
(AT5G47680)  mRNA, complete cds 

  0729-94-(6-7-
06)_E04 

8.00E
-70 

ref|NM_130244.3| Arabidopsis thaliana RNA recognition motif (RRM)-
containing protein  (AT2G46780) mRNA, complete cds 

  0225-94-
B10(5-10-06) 

0 ref|NM_128872.2| Arabidopsis thaliana SAR1 (SYNAPTOBREVIN-
RELATED PROTEIN 1) (SAR1)  mRNA, complete cds 
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  0835-94-(6-5-
06)_C05 

4.00E
-112 

ref|NM_121275.4| Arabidopsis thaliana SEC10 (EXOCYST COMPLEX 
COMPONENT SEC10)  (SEC10) mRNA, complete cds 

  Contig\101 0 ref|NM_117916.4| Arabidopsis thaliana SH3 domain-containing protein 3 
(SH3P3)  (AT4G18060) mRNA, complete cds 

  0434-94-(6-
16-06)_B02 

0 ref|NM_117467.3| Arabidopsis thaliana SHM4 (SERINE 
HYDROXYMETHYLTRANSFERASE 4);  glycine hydroxymethyltransferase 
(SHM4) mRNA, complete cds 

  0612-94-(6-6-
06)_D02 

0 ref|NM_125590.2| Arabidopsis thaliana signal recognition particle-related / 
SRP-related  (AT5G61970) mRNA, complete cds 

  Contig\196 1.00E
-118 

ref|NM_106265.3| Arabidopsis thaliana SKS5 (SKU5 Similar 5); copper ion 
binding  / oxidoreductase (SKS5) mRNA, complete cds 

  0656-94-(6-6-
06)_H07 

1.00E
-104 

ref|NM_100773.3| Arabidopsis thaliana SNF4 (Sucrose NonFermenting 4) 
(SNF4) mRNA,  complete cds 

  0112-94-(6-
12-06)_D04 

3.00E
-148 

ref|NM_100276.3| Arabidopsis thaliana SNF7 family protein (AT1G03950) 
mRNA, complete  cds 

  0210-94-
C08(5-10-06) 

9.00E
-110 

ref|NM_103995.4| Arabidopsis thaliana synbindin, putative (AT1G51160) 
mRNA, complete  cds 

  0232-94-
A11(5-10-06) 

2.00E
-155 

ref|NM_100300.3| Arabidopsis thaliana tetratricopeptide repeat (TPR)-
containing  protein (AT1G04190) mRNA, complete cds 

  1126-94-(6-9-
06)_B10 

9.00E
-158 

ref|NM_179234.1| Arabidopsis thaliana TMT2 (TONOPLAST 
MONOSACCHARIDE TRANSPORTER2);  carbohydrate transporter/ 
nucleoside transporter/ sugar  porter (TMT2) mRNA, complete cds 

  1047-94-(6-2-
06)_F06 

3.00E
-94 

ref|NM_179658.3| Arabidopsis thaliana transducin family protein / WD-40 
repeat  family protein (AT2G19430) mRNA, complete cds 

  0459-94-(6-
16-06)_A05 

3.00E
-132 

ref|NM_105842.2| Arabidopsis thaliana transducin family protein / WD-40 
repeat  family protein (AT1G71840) mRNA, complete cds 

  0393-94-(6-8-
06)_B12 

0 ref|NM_105153.3| Arabidopsis thaliana translational activator family protein 
(AT1G64790)  mRNA, complete cds 

  1143-94-(6-9-
06)_C12 

3.00E
-163 

ref|NM_112984.2| Arabidopsis thaliana translocation protein-related 
(AT3G20920)  mRNA, complete cds 

  Contig\131 5.00E
-168 

ref|NM_100564.4| Arabidopsis thaliana transporter-related (AT1G06890) 
mRNA, complete  cds 

  1145-94-(6-9-
06Truncated)_
E12 

8.00E
-51 

ref|NM_115324.3| Arabidopsis thaliana TTN8 (TITAN8); ATP binding (TTN8) 
mRNA,  complete cds 

  1015-94-(6-2-
06)_F02 

2.00E
-122 

ref|NM_103932.3| Arabidopsis thaliana UBC20 (ubiquitin-conjugating enzyme 
20);  ubiquitin-protein ligase (UBC20) mRNA, complete cds 

  Contig\86 3.00E
-62 

ref|NM_100818.3| Arabidopsis thaliana unknown protein (AT1G09470) mRNA, 
complete  cds 

  1058-94-(6-2-
06)_H07 

2.00E
-76 

ref|NM_101208.2| Arabidopsis thaliana unknown protein (AT1G13380) mRNA, 
complete  cds 

  1032-94-(6-2-
06)_G04 

7.00E
-26 

ref|NM_101446.2| Arabidopsis thaliana unknown protein (AT1G15780) mRNA, 
complete  cds 

  0549-94-(6-
12-06)_F10 

2.00E
-122 

ref|NM_103483.2| Arabidopsis thaliana unknown protein (AT1G43580) mRNA, 
complete  cds 

  1096-94-(6-2-
06)_F12 

3.00E
-94 

ref|NM_105176.2| Arabidopsis thaliana unknown protein (AT1G65020) mRNA, 
complete  cds 

  0180-94-
E04(5-10-06) 

6.00E
-43 

ref|NM_105780.3| Arabidopsis thaliana unknown protein (AT1G71110) mRNA, 
complete  cds 

  0777-94-(6-7-
06)_B10 

7.00E
-39 

ref|NM_129147.3| Arabidopsis thaliana unknown protein (AT2G35880) mRNA, 
complete  cds 

  Contig\169 5.00E
-22 

ref|NM_129190.2| Arabidopsis thaliana unknown protein (AT2G36330) mRNA, 
complete  cds 

  0895-94-(6-5-
06)_G12 

9.00E
-38 

ref|NM_129617.4| Arabidopsis thaliana unknown protein (AT2G40550) mRNA, 
complete  cds 
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  Contig\104 3.00E
-76 

ref|NM_130051.2| Arabidopsis thaliana unknown protein (AT2G44870) mRNA, 
complete  cds 

  0164-94-
D07(5-5-06) 

5.00E
-63 

ref|NM_111275.3| Arabidopsis thaliana unknown protein (AT3G04040) mRNA, 
complete  cds 

  Contig\198 1.00E
-87 

ref|NM_111589.4| Arabidopsis thaliana unknown protein (AT3G07090) mRNA, 
complete  cds 

  0534-94-(6-8-
06)_B05 

4.00E
-118 

ref|NM_111856.2| Arabidopsis thaliana unknown protein (AT3G10210) mRNA, 
complete  cds 

  0658-94-(6-6-
06)_B08 

8.00E
-70 

ref|NM_180669.2| Arabidopsis thaliana unknown protein (AT3G11560) mRNA, 
complete  cds 

  Contig\63 2.00E
-70 

ref|NM_112699.2| Arabidopsis thaliana unknown protein (AT3G18165) mRNA, 
complete  cds 

  Contig\52 6.00E
-122 

ref|NM_115270.4| Arabidopsis thaliana unknown protein (AT3G54100) mRNA, 
complete  cds 

  Contig\117 6.00E
-34 

ref|NM_115417.3| Arabidopsis thaliana unknown protein (AT3G55600) mRNA, 
complete  cds 

  0179-94-
D04(5-10-06) 

1.00E
-51 

ref|NM_115541.2| Arabidopsis thaliana unknown protein (AT3G56820) mRNA, 
complete  cds 

  0683-94-(6-6-
06)_C11 

2.00E
-58 

ref|NM_116580.3| Arabidopsis thaliana unknown protein (AT4G03420) mRNA, 
complete  cds 

  0306-94(5-
31-06)_006 

9.00E
-66 

ref|NM_117051.2| Arabidopsis thaliana unknown protein (AT4G09830) mRNA, 
complete  cds 

  0710-94-(6-7-
06)_B02 

2.00E
-140 

ref|NM_117530.2| Arabidopsis thaliana unknown protein (AT4G14500) mRNA, 
complete  cds 

  0708-94-(6-7-
06)_H01 

2.00E
-110 

ref|NM_118617.3| Arabidopsis thaliana unknown protein (AT4G24840) mRNA, 
complete  cds 

  0687-94-(6-6-
06)_G11 

2.00E
-71 

ref|NM_118774.3| Arabidopsis thaliana unknown protein (AT4G26410) mRNA, 
complete  cds 

  0884-94-(6-5-
06)_D11 

0 ref|NM_118911.3| Arabidopsis thaliana unknown protein (AT4G27720) mRNA, 
complete  cds 

  0250-94(5-
31-06)_009 

8.00E
-130 

ref|NM_119739.3| Arabidopsis thaliana unknown protein (AT4G35730) mRNA, 
complete  cds 

  0778-94-(6-7-
06)_C10 

0 ref|NM_121443.4| Arabidopsis thaliana unknown protein (AT5G14390) mRNA, 
complete  cds 

  1073-94-(6-2-
06)_G09 

2.00E
-90 

ref|NM_122380.4| Arabidopsis thaliana unknown protein (AT5G24710) mRNA, 
complete  cds 

  0507-94-(6-8-
06)_G01 

4.00E
-118 

gb|AY128810.1| Arabidopsis thaliana unknown protein (At5g27970) mRNA, 
complete  cds 

  0531-94-(6-8-
06)_G04 

3.00E
-87 

ref|NM_123621.2| Arabidopsis thaliana unknown protein (AT5G42570) mRNA, 
complete  cds 

  0916-94-(6-
14-06)_C12 

2.00E
-07 

ref|NM_123838.4| Arabidopsis thaliana unknown protein (AT5G44710) mRNA, 
complete  cds 

  0260-94(5-
31-06)_014 

2.00E
-87 

ref|NM_124361.4| Arabidopsis thaliana unknown protein (AT5G49830) mRNA, 
complete  cds 

  0773-94-(6-7-
06)_G09 

7.00E
-83 

ref|NM_124462.3| Arabidopsis thaliana unknown protein (AT5G50840) mRNA, 
complete  cds 

  0738-94-(6-7-
06)_F05 

5.00E
-104 

ref|NM_125694.3| Arabidopsis thaliana unknown protein (AT5G63000) mRNA, 
complete  cds 

  0107-94-(6-
12-06)_A04 

4.00E
-133 

ref|NM_123480.3| Arabidopsis thaliana UVH1 (ULTRAVIOLET 
HYPERSENSITIVE 1) (UVH1)  mRNA, complete cds 

  1125-94-(6-9-
06)_A10 

8.00E
-127 

ref|NM_102430.3| Arabidopsis thaliana VTI12 (VESICAL TRANSPORT V-
SNARE 12, vesical  transport v-SNARE 12); SNARE binding / receptor 
(VTI12)  mRNA, complete cds 

  0223-94-
H09(5-10-06) 

6.00E
-112 

ref|NM_122467.3| Arabidopsis thaliana zinc finger (C3HC4-type RING finger) 
family  protein (AT5G25560) mRNA, complete cds 
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  0780-94-(6-7-
06)_E10 

2.00E
-152 

gb|DQ887086.1| Arachis hypogaea ubiquitin-conjugating enzyme mRNA, 
complete  cds 

  1305-94-(6-
16-06)_G06 

8.00E
-127 

gb|AF203882.1|AF203882 Astragalus sinicus dynamin homolog (DH1) mRNA, 
complete cds 

  0143-94(5-
31-06)_013 

0 gb|DQ235254.1| Betula pendula xyloglucan endotransglucosylase mRNA, 
complete  cds 

  Contig\12 0 gb|AY860952.1| Betula platyphylla caffeoyl CoA 3-O-methyltransferase 
mRNA, complete  cds 

  Contig\168 4.00E
-29 

gb|DQ226583.1| Boechera divaricarpa isolate SLW-2-F07 mRNA sequence 

  0378-94-(6-
12-06)_E09 

0 dbj|D63166.1| Brassica napus mRNA for CTP:phosphocholine 
cytidylyltransferase,  complete cds 

  Contig\59 2.00E
-72 

gb|EF110927.1| Brassica rapa clone 321 unknown mRNA 

  0920-94-(6-
14-06)_G12 

7.00E
-58 

gb|AC189305.1| Brassica rapa subsp. pekinensis clone KBrB031O20, complete 
sequence 

  0436-94-(6-
16-06)_D02 

5.00E
-22 

gb|AC189362.1| Brassica rapa subsp. pekinensis clone KBrB045I17, complete 
sequence 

  1188-94-(6-
15-06)_C07 

1.00E
-162 

gb|AC189500.1| Brassica rapa subsp. pekinensis clone KBrB086N06, complete 
sequence 

  0192-94-
A06(5-10-06) 

0 dbj|AB043960.2| Bruguiera gymnorhiza psbO mRNA for oxygen evolving 
enhancer protein  1 precursor, complete cds 

  0128-94(5-
31-06)_009 

9.00E
-85 

dbj|AB037929.2| Bruguiera sexangula mang-1 mRNA for mangrin, complete 
cds 

  1089-94-(6-2-
06)_G11 

0 gb|DQ869862.1| Camellia sinensis 26S proteasome regulatory particle non-
ATPase  subunit 12 mRNA, complete cds 

  0938-94-(6-
15-06)_A03 

2.00E
-08 

gb|AC188639.6| Canis Familiaris chromosome 10, clone XX-332P23, complete 
sequence 

  0394-94-(6-8-
06)_C12 

0 gb|AF108891.1|AF108891 Capsicum annuum ADP-ribosylation factor mRNA, 
complete cds 

  Contig\74 4.00E
-124 

gb|DQ672569.1| Capsicum annuum CCR4 associated factor 1-related protein 
(CAF1)  mRNA, complete cds 

  0815-94-(6-
14-06)_E05 

0 gb|EF512303.1| Carica papaya clone Cp45 hypersensitive-induced response 
protein  mRNA, complete cds 

  0313-94-(6-9-
06)_B01 

1.00E
-165 

emb|AJ010227.1|CAR010227 Cicer arietinum mRNA for 40S ribosomal protein 
S6, partial 

  0657-94-(6-6-
06)_A08 

8.00E
-127 

emb|AJ004961.1|CAA004961 Cicer arietinum mRNA for cytoplasmic 
ribosomal protein L18 

  Contig\172 3.00E
-176 

emb|AJ005836.1|CAR5836 Cicer arietinum mRNA for GDP dissociation 
inhibitor (gdi) 

  Contig\156 7.00E
-20 

emb|AJ012681.1|CAR012681 Cicer arietinum mRNA for hypothetical protein, 
clone Can137 

  0387-94-(6-
12-06)_D10 

4.00E
-150 

emb|AJ012686.1|CAR012686 Cicer arietinum mRNA for nucleolar protein, 
partial 

  Contig\128 0 emb|AJ299063.1|CAR299063 Cicer arietinum partial mRNA for putative 
mitochondrial glyoxalase  II (ORF1), clone CanGLXII 

  0010-
94_005(5-31-
06) 

3.00E
-116 

dbj|AB212224.1| Citrullus lanatus GAT mRNA for glutamate N-
acetyltransferase,  complete cds 

  0010-93-
G12(4-21-06) 

1.00E
-19 

dbj|AB212224.1| Citrullus lanatus GAT mRNA for glutamate N-
acetyltransferase,  complete cds 

  Contig\201 0 gb|AY428798.1| Citrus junos dicarboxylate/tricarboxylate carrier (dtc) mRNA,  
complete cds; mitochondrial 

  0449-94-(6-
27-06)_G06 

0 emb|AJ001304.1|CPHYPOTHE Citrus paradisi mRNA for hypothetical protein 
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  Contig\139 0 emb|Z97064.1|CPDUNCAN Citrus paradisi mRNA for hypothetical protein 

  0513-94-(6-8-
06)_E02 

0 gb|DQ083540.1| Citrus sinensis pyruvate decarboxylase mRNA, partial cds 

  0855-94-(6-5-
06)_G07 

0 dbj|AB022091.1| Citrus unshiu CitSUSA mRNA for sucrose synthase, complete 
cds 

  0660-94-(6-6-
06)_D08 

0 gb|AY561840.1| Citrus unshiu fructokinase mRNA, complete cds 

  Contig\98 9.00E
-38 

gb|DQ415921.1| Cleome spinosa clone BAC Cs2, complete sequence 

  0091-94-
B09(4-28-06) 

6.00E
-144 

gb|DQ845760.1| Cloning vector pExpress-1, complete sequence 

  Contig\6 0 emb|X65304.3|CVPGEM3Z Cloning vector pGEM-3Z 

  Contig\49 0 dbj|AB243086.1| Codonopsis lanceolata mRNA for sulfite oxidase, complete 
cds 

  0709-94-(6-7-
06)_A02 

0 emb|AJ295617.1|CAV295617 Corylus avellana mRNA for putative luminal 
binding protein 

  1152-94-(6-
15-06)_D04 

0 emb|AJ417435.1|CSA417435 Cucumis sativus partial mRNA for 
phosphoenolpyruvate carboxylase  (pepc1 gene) 

  1039-94-(6-2-
06)_F05 

0 dbj|AB070626.1| Cucurbita sp. cv. Kurokawa Amakuri pAPX mRNA for 
peroxisomal  ascorbate peroxidase, complete cds 

  0793-94-(6-
14-06)_C05 

0 gb|DQ650638.1| Dimocarpus longan peroxidase (POD1) mRNA, complete cds 

  Contig\19 0 gb|EF445894.1| Escherichia coli isolate E81 disrupted tna operon, complete 
sequence;  and insertion sequence IS1, complete sequence 

  0607-94-(6-6-
06)_G01 

3.00E
-107 

gb|DQ376138.1| Eucalyptus globulus subsp. globulus pectate lyase (PL1) 
mRNA,  partial cds 

  0714-94-(6-7-
06)_F02 

9.00E
-82 

emb|AM231807.1| Fagus sylvatica mRNA for GASA protein (gasa4 gene), 
from seed  tissue 

  Contig\114 0 emb|AJ420192.1|FSY420192 Fagus sylvatica mRNA for gibberellin 20-oxidase 
1 (ga20ox1 gene) 

  Contig\61 7.00E
-172 

emb|AJ130885.1|FSY130885 Fagus sylvatica mRNA for xyloglucan 
endotransglycosylase 1 

  Contig\157 0 emb|AJ130885.1|FSY130885 Fagus sylvatica mRNA for xyloglucan 
endotransglycosylase 1 

  Contig\109 0 emb|AJ298828.1|FSY298828 Fagus sylvatica partial mRNA for protein 
phosphatase (pp1-1 gene) 

  1174-94-(6-
15-06)_D06 

0 gb|DQ166522.1| Fagus sylvatica putative 3-dehydroquinate synthase mRNA, 
complete  cds 

  0755-94-(6-7-
06)_G07 

0 gb|DQ166527.1| Fagus sylvatica putative chorismate mutase mRNA, complete 
cds 

  0842-94-(6-5-
06)_B06 

0 emb|AJ001451.2|FVAJ1451 Fragaria vesca partial mRNA for putative 
cystathionine gamma  synthase 

  Contig\175 4.00E
-30 

emb|AJ001448.1|FVAJ1448 Fragaria vesca partial mRNA for ripening-induced 
protein, clone  2.5.R1 

  0626-94-(6-6-
06)_B04 

5.00E
-155 

gb|EU024845.1| Fragaria vesca subsp. americana clone fosmid 32L07, complete  
sequence 

  0365-94-(6-
12-06)_B08 

3.00E
-25 

emb|AJ870451.1| Fragaria x ananassa microsatellite DNA, locus UFFa10D08 

  Contig\171 5.00E
-117 

emb|Z46955.1|GMHSF31 G.max mRNA for heat shock transcription factor 31 

  0919-94-(6-
14-06)_F12 

1.00E
-169 

gb|U92876.1|GMU92876 Garcinia mangsotana acyl-ACP thioesterase (FatA1) 
mRNA, nuclear  gene encoding chloroplast protein, complete cds 

  0369-94-(6-
12-06)_F08 

1.00E
-85 

gb|AF205859.1|AF205859 Gentiana lutea FtsZ protein (ftsZ) mRNA, complete 
cds; nuclear  gene for chloroplast product 
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  0833-94-(6-5-
06)_A05 

1.00E
-104 

gb|EF640322.1| Glycine max acyl-CoA oxidase mRNA, complete cds 

  Contig\143 0 gb|L22162.1|SOYMER5HOM Glycine max brassinosteroid-regulated protein 
mRNA, complete  cds 

  1036-94-(6-2-
06)_C05 

1.00E
-93 

gb|DQ787076.1| Glycine max bZIP transcription factor bZIP43 (bZIP43) 
mRNA, partial  cds 

  1105-94-(6-9-
06)_E07 

4.00E
-93 

gb|AC159804.18| Glycine max clone gmp1-34b24, complete sequence 

  0042-93-
G08(4-21-06) 

4.00E
-19 

gb|AC198447.7| Glycine max clone gmw2-48a19, complete sequence 

  0611-94-(6-6-
06)_C02 

0 gb|EF433423.1| Glycine max cysteine synthase (OAS-TL7) mRNA, complete 
cds 

  Contig\166 0 gb|AF475939.1| Glycine max elongation factor 1-gamma mRNA, complete cds 

  1139-94-(6-9-
06)_G11 

0 gb|EF521872.1| Glycine max endonuclease (EN1) mRNA, complete cds 

  Contig\192 0 gb|AF516880.1| Glycine max expansin (EXP2) mRNA, complete cds 

  1002-94-(6-2-
06)_B01 

8.00E
-146 

gb|AY126715.1| Glycine max galactinol synthase mRNA, complete cds 

  Contig\81 0 dbj|AB196933.1| Glycine max Gm cnx-1 mRNA for calnexin, complete cds 

  0750-94-(6-7-
06)_B07 

7.00E
-109 

gb|AY458843.1| Glycine max heat shock factor protein hsf8-related mRNA, 
complete  cds 

  0861-94-(6-5-
06)_E08 

1.00E
-118 

gb|AF249913.1|AF249913 Glycine max In2-1 protein mRNA, complete cds 

  0361-94-(6-
12-06)_F07 

0 gb|AY230156.1| Glycine max leaf ubiquitous urease mRNA, complete cds 

  Contig\197 2.00E
-165 

emb|AJ871580.1| Glycine max mRNA for beta-amylase (bmy1 gene) 

  0943-94-(6-
16-06)_F12 

0 dbj|AB016063.1| Glycine max mRNA for mitochondrial phosphate transporter, 
complete  cds 

  0215-94(5-
31-06)_012 

0 emb|AM238658.1| Glycine max mRNA for putative beta-glycosidase (sfr2 
gene), from  leaf tissue 

  0359-94-(6-
12-06)_D07 

1.00E
-136 

emb|AJ518837.1|GMA518837 Glycine max mRNA for putative phosphatase 
(nod33 gene) 

  0696-94-(6-6-
06)_H12 

8.00E
-70 

dbj|AB083028.1| Glycine max mRNA for syringolide-induced protein 1-3-1B, 
complete  cds 

  0587-94-(6-8-
06)_B10 

0 gb|AF160197.1|AF160197 Glycine max Ni-binding urease accessory protein 
UreG (Eu3) mRNA,  complete cds 

  Contig\9 2.00E
-115 

gb|DQ224372.1| Glycine max ornithine aminotransferase mRNA, complete cds 

  0523-94-(6-8-
06)_G03 

6.00E
-147 

gb|U51193.1|GMU51193 Glycine max peroxidase (sEPb1) mRNA, partial cds 

  0323-94-(6-9-
06)_C02 

0 gb|AY942816.1| Glycine max putative plastid glucose 6 phosphate/phosphate 
translocator  mRNA, complete cds; nuclear gene for plastid product 

  Contig\48 2.00E
-153 

gb|AF532622.1| Glycine max ubiquitin-conjugation enzyme gene, complete cds 

  1163-94-(6-
15-06)_C05 

0 gb|U53418.1|GMU53418 Glycine max UDP-glucose dehydrogenase mRNA, 
complete cds 

  0017-
94_004(5-31-
06) 

3.00E
-122 

gb|EU019586.1| Glycine max WRKY50 (WRKY50) mRNA, partial cds 

  Contig\203 2.00E
-103 

gb|AY429438.1| Gossypium barbadense fiber protein Fb34 mRNA, complete 
cds 

  Contig\205 5.00E
-104 

gb|AY337616.1| Gossypium barbadense Gbiaa-Re (iaa-re) mRNA, complete 
cds 
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  0332-94-(6-9-
06)_A03 

0 gb|U73746.2|GHU73746 Gossypium hirsutum annexin (AnnGh1) mRNA, 
partial cds 

  0300-94(5-
31-06)_013 

6.00E
-93 

gb|AY283056.1| Gossypium hirsutum central motor kinesin 1 (CMK1) mRNA, 
complete  cds 

  Contig\152 0 gb|EF432568.1| Gossypium hirsutum kinesin-related protein (kch2) mRNA, 
complete  cds 

  0858-94-(6-5-
06)_B08 

0 gb|DQ004685.1| Hevea brasiliensis 12-oxophytodienoate reductase (opr) 
mRNA,  complete cds 

  1169-94-(6-
15-06)_G05 

0 gb|AF521007.1| Hevea brasiliensis heat shock protein mRNA, complete cds 

  Contig\83 0 gb|AY297039.1| Hevea brasiliensis latex cyanogenic beta glucosidase mRNA, 
complete  cds 

  0016-93-
A12(4-21-06) 

2.00E
-11 

dbj|AK000414.1| Homo sapiens cDNA FLJ20407 fis, clone KAT01658 

  1147-94-(6-9-
06Truncated)_
G12 

6.00E
-27 

dbj|AK123523.1| Homo sapiens cDNA FLJ41529 fis, clone BRTHA2014792, 
weakly  similar  to ENHANCER OF ZESTE 

  0806-94-(6-5-
06)_F01 

0 ref|NM_016656.2| Homo sapiens Ras-related GTP binding B (RRAGB), 
transcript variant  RAGBl, mRNA 

  0792-94-(6-7-
06)_H11 

4.00E
-92 

dbj|AK248503.1| Hordeum vulgare subsp. vulgare cDNA clone: FLbaf31a24, 
mRNA sequence 

  1004-94(6-2-
06Truncated)_
D01 

2.00E
-84 

dbj|AB290349.1| Humulus lupulus DFR mRNA for dihydroflavonol 4-
reductase, complete  cds 

  0130-94-
B03(5-9-06) 

4.00E
-178 

gb|AF302496.1| Hybrid poplar (Populus trichocarpa x P. deltoides) NADPH-
cytochrome  P450 oxydoreductase isoform 1 mRNA, complete cds 

  0917-94-(6-
14-06)_D12 

3.00E
-132 

dbj|AB125890.1| Ipomoea batatas SRF6 mRNA for leucine-rich repeat receptor-
like  kinase, complete cds 

  0654-94-(6-6-
06)_F07 

4.00E
-143 

gb|EU106891.1| Jatropha curcas chloroplast acyl-ACP thioesterase mRNA, 
complete  cds; nuclear gene for chloroplast product 

  0568-94-(6-8-
06)_C08 

0 gb|DQ026508.1| Juglans regia hexose transporter 1 mRNA, complete cds 

  0437-94-(6-
16-06)_E02 

0 emb|Z34527.1|LESSRPSPR L.esculentum (UC82-B) mRNA for 54-kD signal 
recognition particle  (SRP) specific protein 

  Contig\190 4.00E
-162 

emb|X80840.1|LEGDL L.esculentum mRNA for glutamate decarboxylase-like 
protein 

  0911-94-(6-
14-06)_F11 

0 emb|Z73932.1|LJRAB1C L.japonicus mRNA for small GTP-binding protein, 
RAB1C 

  Contig\173 0 emb|Z73962.1|LJRAC2 L.japonicus mRNA for small GTP-binding protein, 
RAC2 

  0648-94(6-6-
06)_H06 

0 gb|DQ139264.1| Lotus corniculatus var. japonicus pyridoxine biosynthesis 
protein  mRNA, complete cds 

  Contig\188 4.00E
-125 

dbj|AP004956.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT34I04, TM0133,  complete sequence 

  1104-94-(6-9-
06)_D07 

3.00E
-63 

dbj|AP004965.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT20J05, TM0143b,  complete sequence 

  1054-94-(6-2-
06)_E07 

4.00E
-92 

dbj|AP004968.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT43O24, TM0145,  complete sequence 

  0748-94-(6-7-
06)_H06 

6.00E
-116 

dbj|AP006427.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT45A23, TM0318,  complete sequence 

  0226-94-
C10(5-10-06) 

4.00E
-45 

dbj|AP009073.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT43J08, TM1255,  complete sequence 

  0124-94-
D02(5-9-06) 

3.00E
-14 

dbj|AP004941.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT25N10, TM0109,  complete sequence 
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Contig\75 

2.00E
-148 

dbj|AP004579.1| Lotus japonicus genomic DNA, chromosome 2, 
clone:LjT11E23, TM0557 

  1050-94-(6-2-
06)_A07 

2.00E
-121 

dbj|AP006864.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT18I21, TM1144,  complete sequence 

  0849-94-(6-5-
06)_A07 

1.00E
-09 

dbj|AP004505.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT10E18, TM0035,  complete sequence 

  0628-94-(6-6-
06)_D04 

1.00E
-36 

dbj|AP004977.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT12A10, TM0160,  complete sequence 

  Contig\41 4.00E
-144 

dbj|AP004512.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT10L16, TM0042,  complete sequence 

  1182-94-(6-
15-06)_H06 

2.00E
-95 

dbj|AP004536.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT15N19, TM0097b,  complete sequence 

  0671-94-(6-6-
06)_G09 

2.00E
-172 

dbj|AP004911.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT13O11, TM0069,  complete sequence 

  0211-94-
D08(5-10-06) 

9.00E
-91 

dbj|AP006382.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT32J05, TM0238,  complete sequence 

  Contig\142 2.00E
-72 

dbj|AP006127.1| Lotus japonicus genomic DNA, chromosome 5, 
clone:LjT48O21, TM0211,  complete sequence 

  Contig\26 8.00E
-51 

dbj|AP006731.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT45B09, TM0885c,  complete sequence 

  1180-94-(6-
15-06)_G06 

4.00E
-55 

dbj|AP006412.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT29C05, TM0301c,  complete sequence 

  0598-94-(6-8-
06)_E11 

1.00E
-99 

dbj|AP004960.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT19B18, TM0139,  complete sequence 

  0427-94-(6-
16-06)_C01 

0 dbj|AB167408.1| Lotus japonicus LjM3Kalpha mRNA for mitogen-activated 
kinase  kinase kinase alpha, complete cds 

  0099-94-
B10(4-28-06) 

6.00E
-163 

gb|EF640319.1| Lupinus albus GDP-dissociation inhibitor mRNA, complete cds 

  Contig\129 0 emb|AJ344108.1|LAL344108 Lupinus albus mRNA for ATP citrate lyase b-
subunit (aclb gene) 

  0860-94-(6-5-
06)_D08 

7.00E
-178 

emb|AJ421012.3|LLU421012 Lupinus luteus mRNA for putative 
metallophosphatase (ppd4 gene) 

  0307-94-(6-
12-06)_F05 

3.00E
-96 

gb|U19099.1|LCU19099 Lycopersicon chilense unknown protein (LC15) 
mRNA, complete cds 

  1142-94-(6-9-
06)_B12 

0 gb|AY656837.1| Lycopersicon esculentum arginase 1 (ARG1) mRNA, complete 
cds 

  Contig\146 9.00E
-139 

gb|AF233745.1|AF233745 Lycopersicon esculentum chaperonin 21 precursor, 
mRNA, complete  cds; nuclear gene for chloroplast product 

  0159-94(5-
31-06)_004 

0 gb|BT012805.1| Lycopersicon esculentum clone 113821R, mRNA sequence 

  0032-93-
A10(4-21-06) 

8.00E
-111 

gb|BT012808.1| Lycopersicon esculentum clone 113828F, mRNA sequence 

  0533-94-(6-8-
06)_A05 

4.00E
-124 

gb|BT012822.1| Lycopersicon esculentum clone 113871F, mRNA sequence 

  0814-94-(6-5-
06)_F02 

0 gb|BT012845.1| Lycopersicon esculentum clone 113921R, mRNA sequence 

  0515-94-(6-8-
06)_G02 

0 gb|BT012881.1| Lycopersicon esculentum clone 113982F, mRNA sequence 

  0429-94-(6-
27-06)_B06 

0 gb|BT012988.1| Lycopersicon esculentum clone 114208R, mRNA sequence 

  0570-94-(6-8-
06)_E08 

4.00E
-149 

gb|BT012992.1| Lycopersicon esculentum clone 114212R, mRNA sequence 

  0445-94-(6-
16-06)_D03 

6.00E
-147 

gb|BT013010.1| Lycopersicon esculentum clone 114247F, mRNA sequence 
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  0605-94-(6-6-
06)_E01 

8.00E
-146 

gb|BT013017.1| Lycopersicon esculentum clone 114255R, mRNA sequence 

  0547-94-(6-8-
06)_G06 

3.00E
-164 

gb|BT013054.1| Lycopersicon esculentum clone 114310R, mRNA sequence 

  0921-94-(6-
14-06)_H12 

2.00E
-103 

gb|BT013092.1| Lycopersicon esculentum clone 114358R, mRNA sequence 

  0898-94-(6-
14-06)_H07 

2.00E
-166 

gb|BT013422.1| Lycopersicon esculentum clone 132061R, mRNA sequence 

  0235-94-
D11(5-10-06) 

2.00E
-22 

gb|BT013475.1| Lycopersicon esculentum clone 132142R, mRNA sequence 

  0319-94-(6-9-
06)_G01 

0 gb|BT013490.1| Lycopersicon esculentum clone 132174R, mRNA sequence 

  0888-94-(6-5-
06)_H11 

0 gb|BT013497.1| Lycopersicon esculentum clone 132183F, mRNA sequence 

  0811-94-(6-5-
06)_C02 

8.00E
-108 

gb|BT013508.1| Lycopersicon esculentum clone 132199F, mRNA sequence 

  006-94-
E05(4-28-06) 

3.00E
-180 

gb|BT013569.1| Lycopersicon esculentum clone 132307R, mRNA sequence 

  0872-94-(6-5-
06)_H09 

7.00E
-83 

gb|BT013653.1| Lycopersicon esculentum clone 132472F, mRNA sequence 

  0247-94(5-
31-06)_003 

0 gb|BT013673.1| Lycopersicon esculentum clone 132492F, mRNA sequence 

  0259-94(5-
31-06)_012 

2.00E
-168 

gb|BT013729.1| Lycopersicon esculentum clone 132589F, mRNA sequence 

  0661-94-(6-6-
06)_E08 

1.00E
-143 

gb|BT013770.1| Lycopersicon esculentum clone 132655R, mRNA sequence 

  0390-94-(6-8-
06)_G11 

3.00E
-163 

gb|BT013787.1| Lycopersicon esculentum clone 132681F, mRNA sequence 

  1081-94-(6-2-
06)_G10 

0 gb|BT013793.1| Lycopersicon esculentum clone 132713F, mRNA sequence 

  0640-94-(6-6-
06)_H05 

7.00E
-83 

gb|BT013820.1| Lycopersicon esculentum clone 132742F, mRNA sequence 

  0918-94-(6-
14-06)_E12 

0 gb|BT013889.1| Lycopersicon esculentum clone 132874R, mRNA sequence 

  0902-94-(6-
14-06)_E10 

1.00E
-28 

gb|BT013931.1| Lycopersicon esculentum clone 132929R, mRNA sequence 

  0255-94(5-
31-06)_004 

2.00E
-118 

gb|BT013943.1| Lycopersicon esculentum clone 132966F, mRNA sequence 

  1031-94-(6-2-
06)_F04 

2.00E
-165 

gb|BT013978.1| Lycopersicon esculentum clone 133023F, mRNA sequence 

  0698-94-(6-
12-06)_G12 

0 gb|BT014017.1| Lycopersicon esculentum clone 133079F, mRNA sequence 

  0450-94-(6-
16-06)_H03 

1.00E
-130 

gb|BT014025.1| Lycopersicon esculentum clone 133087R, mRNA sequence 

  1179-94-(6-
15-06)_F06 

5.00E
-136 

gb|BT014125.1| Lycopersicon esculentum clone 133233F, mRNA sequence 

  0727-94-(6-7-
06)_C04 

0 gb|BT014132.1| Lycopersicon esculentum clone 133248R, mRNA sequence 

  0797-94-(6-7-
06)_E12 

0 gb|BT014209.1| Lycopersicon esculentum clone 133386F, mRNA sequence 

  0857-94-(6-5-
06)_A08 

4.00E
-111 

gb|BT014286.1| Lycopersicon esculentum clone 133525F, mRNA sequence 

  0123-94-
C02(5-9-06) 

6.00E
-112 

gb|BT014350.1| Lycopersicon esculentum clone 133626F, mRNA sequence 
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  0736-94-(6-7-
06)_D05 

3.00E
-107 

gb|BT014372.1| Lycopersicon esculentum clone 133660F, mRNA sequence 

  1307-94-(6-
16-06)_A07 

2.00E
-95 

gb|BT014397.1| Lycopersicon esculentum clone 133702F, mRNA sequence 

  0451-94-(6-
16-06)_A04 

2.00E
-89 

gb|BT014430.1| Lycopersicon esculentum clone 133748R, mRNA sequence 

  1148-94-(6-9-
06)_H12 

6.00E
-27 

gb|BT014542.1| Lycopersicon esculentum clone 133957R, mRNA sequence 

  0373-94-(6-
12-06)_A09 

4.00E
-175 

gb|BT013152.1| Lycopersicon esculentum clone 134156F, mRNA sequence 

  0759-94-(6-7-
06)_C08 

8.00E
-152 

gb|BT013369.1| Lycopersicon esculentum clone 135389F, mRNA sequence 

  0312-94-(6-9-
06)_A01 

6.00E
-157 

gb|BT013399.1| Lycopersicon esculentum clone 135708R, mRNA sequence 

  0926-94-(6-
16-06)_D11 

0 gb|AY240231.1| Lycopersicon esculentum gamma-aminobutyrate transaminase 
subunit  precursor isozyme 3 mRNA, complete cds 

  Contig\25 0 gb|AY368907.1| Lycopersicon esculentum molecular chaperone Hsp90-2 
mRNA, complete  cds 

  Contig\18 4.00E
-80 

emb|X90695.1|MSRNAPE02 M.sativa mRNA for peroxidase 2 

  Contig\4 1.00E
-11 

emb|CT963076.3| M.truncatula DNA sequence from clone MTH2-22P7 on 
chromosome  3, complete sequence 

  0462-94-(6-
16-06)_D05 

5.00E
-60 

emb|CU457801.7| M.truncatula DNA sequence from clone MTH2-38N16 on 
chromosome  3, complete sequence 

  Contig\130 2.00E
-47 

emb|CU062624.10| M.truncatula DNA sequence from clone MTH2-77J21 on 
chromosome  3, complete sequence 

  Contig\103 5.00E
-174 

emb|CT961058.16| M.truncatula DNA sequence from clone MTH2-80N17 on 
chromosome  3, complete sequence 

  0766-94-(6-7-
06)_A09 

0 gb|AF039709.1|AF039709 Maackia amurensis 14-3-3 protein homolog mRNA, 
complete cds 

  1008-94-(6-2-
06)_H01 

3.00E
-176 

gb|AF153828.1|AF153828 Malus domestica alpha-amylase mRNA, complete 
cds 

  Contig\7 0 gb|U80269.1|MDU80269 Malus domestica translation initiation factor 2 beta 
(eIF-2beta)  mRNA, partial cds 

  0026-94-(6-
12-06)_A01 

8.00E
-98 

gb|DQ279909.1| Malus pumila CXE carboxylesterase (CXE8) mRNA, complete 
cds 

  Contig\150 0 gb|DQ221207.1| Malus x domestica cytosolic malate dehydrogenase mRNA, 
complete  cds 

  0672-94-(6-6-
06)_H09 

0 gb|AY787586.1| Malus x domestica L-galactose-1-phosphate phosphatase 
mRNA, complete  cds 

  1107-94-(6-9-
06)_G07 

5.00E
-72 

gb|DQ074461.1| Malus x domestica MYB6 mRNA, complete cds 

  0825-94-(6-5-
06)_A04 

0 gb|DQ184951.1| Malus x domestica putative receptor kinase (DIPM4) mRNA, 
complete  cds 

  Contig\91 2.00E
-104 

emb|AM040280.1| Mangifera indica partial mRNA for beta-galactosidase 
(pman11  gene) 

  Contig\176 5.00E
-111 

gb|DQ122779.1| Medicago sativa clone C4 unknown mRNA 

  1052-94-(6-2-
06)_C07 

3.00E
-138 

gb|DQ122777.1| Medicago sativa clone RF4 histidyl-tRNA synthetase mRNA, 
partial  cds 

  Contig\135 6.00E
-167 

gb|AF020272.1|AF020272 Medicago sativa cytosolic malate dehydrogenase 
(cmdh) mRNA, complete  cds 

  0630-94-(6-6-
06)_F04 

1.00E
-66 

emb|Y16672.1|MSY16672 Medicago sativa mRNA for putative arginine/serine-
rich splicing  factor, (sclp gene) 
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  0745-94-(6-7-
06)_E06 

4.00E
-168 

gb|AY247272.1| Medicago truncatula AKIN beta2 mRNA, complete cds 

  
0071_F06(For
4-28-06) 

5.00E
-50 

gb|AC169124.2| Medicago truncatula chromosome 2 BAC clone mte1-34m3, 
complete  sequence 

  0309-94(5-
31-06)_012 

1.00E
-76 

gb|AC186295.3| Medicago truncatula chromosome 2 BAC clone mth2-26g6, 
complete  sequence 

  Contig\77 1.00E
-05 

emb|CT025844.1| Medicago truncatula chromosome 5 clone mte1-41h18, 
COMPLETE SEQUENCE 

  1130-94-(6-9-
06)_F10 

2.00E
-110 

emb|CT963115.2| Medicago truncatula chromosome 5 clone mte1-43g8, 
COMPLETE SEQUENCE 

  Contig\46 3.00E
-31 

emb|CR954197.2| Medicago truncatula chromosome 5 clone mte1-80m7, 
COMPLETE SEQUENCE 

  0914-94-(6-
14-06)_A12 

2.00E
-38 

emb|CR931728.1| Medicago truncatula chromosome 5 clone mth2-175g3, 
COMPLETE SEQUENCE 

  0382-94-(6-
12-06)_A10 

5.00E
-22 

emb|CU302329.1| Medicago truncatula chromosome 5 clone mth2-171p15, 
COMPLETE  SEQUENCE 

  0779-94-(6-7-
06)_D10 

9.00E
-63 

emb|CT573508.2| Medicago truncatula chromosome 5 clone mth2-29p15, 
COMPLETE SEQUENCE 

  0562-94-(6-8-
06)_H07 

2.00E
-19 

emb|CU302347.1| Medicago truncatula chromosome 5 clone mth2-5p5, 
COMPLETE SEQUENCE 

  Contig\67 5.00E
-60 

emb|CR936324.2| Medicago truncatula chromosome 5 clone mth2-62a22, 
COMPLETE SEQUENCE 

  1079-94-(6-2-
06)_E10 

4.00E
-93 

emb|CR962131.2| Medicago truncatula chromosome 5 clone mth2-69b10, 
COMPLETE SEQUENCE 

  Contig\123 2.00E
-72 

emb|CU179920.2| Medicago truncatula chromosome 5 clone mth4-25c2, 
COMPLETE SEQUENCE 

  1160-94-(6-
15-06)_B05 

7.00E
-71 

gb|AC146307.24| Medicago truncatula chromosome 6 clone mth2-9p17, 
complete sequence 

  Contig\64 2.00E
-07 

gb|AC171533.3| Medicago truncatula chromosome 7 BAC clone mth2-82b20, 
complete  sequence 

  Contig\189 2.00E
-26 

gb|AC144483.10| Medicago truncatula chromosome 8 clone mth2-12f13, 
complete sequence 

  1071-94-(6-2-
06)_E09 

2.00E
-116 

gb|AC146862.24| Medicago truncatula chromosome 8 clone mth2-174p12, 
complete  sequence 

  0431-94-(6-
16-06)_G01 

3.00E
-177 

gb|EF128059.1| Medicago truncatula class II KNOX homeobox transcription 
factor  (KNOX4) mRNA, complete cds 

  1088-94-(6-2-
06)_F11 

1.00E
-180 

gb|AC152920.17| Medicago truncatula clone mth2-101o15, complete sequence 

  Contig\144 2.00E
-109 

gb|AC152921.8| Medicago truncatula clone mth2-102h2, complete sequence 

  0006-94-
C05(4-20-06) 

9.00E
-161 

gb|AC148097.7| Medicago truncatula clone mth2-15a20, complete sequence 

  Contig\57 2.00E
-46 

gb|AC136974.11| Medicago truncatula clone mth2-22e9, complete sequence 

  0007for_D05' 7.00E
-23 

gb|AC144389.22| Medicago truncatula clone mth2-25e14, complete sequence 

  Contig\3 3.00E
-62 

gb|AC140035.9| Medicago truncatula clone mth2-25n18, complete sequence 

  0271-94(5-
31-06)_004 

2.00E
-23 

gb|AC137669.12| Medicago truncatula clone mth2-27m3, complete sequence 

  1060-94-(6-2-
06)_B08 

3.00E
-87 

gb|AC126012.22| Medicago truncatula clone mth2-27p4, complete sequence 

  1087-94-(6-2-
06)_E11 

2.00E
-121 

gb|AC128638.34| Medicago truncatula clone mth2-36h10, complete sequence 
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  Contig\73 0 gb|AC148818.15| Medicago truncatula clone mth2-39c7, complete sequence 

  Contig\31 1.00E
-68 

gb|AC151426.32| Medicago truncatula clone mth2-6o22, complete sequence 

  1077-94-(6-2-
06)_C10 

2.00E
-96 

gb|AC126786.22| Medicago truncatula clone mth2-8c2, complete sequence 

  0644-94-(6-6-
06)_D06 

4.00E
-35 

gb|AC146567.10| Medicago truncatula clone mth2-99p24, complete sequence 

  0641-94-(6-6-
06)_A06 

0 emb|AJ430609.1|MTR430609 Medicago truncatula mRNA for squalene 
monooxygenase 1 (sqp1 gene) 

  0927-94-(6-
15-06)_F01 

6.00E
-08 

gb|AC192090.4| Mus musculus BAC clone RP23-408O7 from chromosome 3, 
complete  sequence 

  0521-94-(6-8-
06)_E03 

2.00E
-08 

gb|AC127583.4| Mus musculus BAC clone RP24-121M11 from 13, complete 
sequence 

  Contig\121 4.00E
-42 

emb|AJ697696.1| Nicotiana benthamiana mRNA for ALY protein (ALY617 
allele) 

  Contig\116 0 gb|DQ121388.1| Nicotiana benthamiana PHB2 mRNA, complete cds 

  1016-94-(6-2-
06)_G02 

0 emb|AJ272011.1|NPL272011 Nicotiana plumbaginifolia mRNA for 
oligouridylate binding protein  (ubp1 gene) 

  1086-94-(6-2-
06)_D11 

1.00E
-104 

gb|DQ231577.1| Nicotiana sylvestris cryptochrome 2 (cry2) mRNA, complete 
cds 

  0679-94-(6-6-
06)_G10 

6.00E
-135 

gb|AY578143.2| Nicotiana tabacum 3-dehydroquinate dehydratase / shikimate 
dehydrogenase  isoform 2 mRNA, complete cds 

  Contig\40 2.00E
-153 

gb|AY775048.1| Nicotiana tabacum Avr9/Cf-9 rapidly elicited protein 271 
(ACRE271)  mRNA, partial cds 

  0105-94-
H10(4-28-06) 

6.00E
-157 

gb|AF190657.1|AF190657 Nicotiana tabacum clone 7 poly(A)-binding protein 
(PABP) mRNA,  partial cds 

  1035-94-(6-
14-06)_G08 

5.00E
-117 

gb|AF154645.1| Nicotiana tabacum clone PR26 mRNA sequence 

  0942-94-(6-
15-06)_E03 

6.00E
-141 

gb|AF191497.1|AF191497 Nicotiana tabacum DnaJ-like protein mRNA, 
complete cds 

  Contig\29 0 emb|AJ319873.1|NTA319873 Nicotiana tabacum mRNA for carbamoyl 
phosphate synthase small  subunit 

  0217-94-(6-
16-06)_B09 

0 emb|AJ249883.1|NTA249883 Nicotiana tabacum mRNA for N-
acetylglucosaminyltransferase I  (GntI gene), clone A9 

  0556-94-(6-
12-06)_H10 

0 emb|AJ291738.1|NTA291738 Nicotiana tabacum mRNA for putative alpha7 
proteasome subunit  (a7 gene) 

  Contig\126 0 dbj|AB079020.1| Nicotiana tabacum mRNA for ras-related protein RAB8-1, 
complete  cds 

  1005-94-(6-2-
06)_E01 

0 emb|AJ011576.1|NTA011576 Nicotiana tabacum mRNA for RNA-directed 
RNA polymerase 

  Contig\202 0 dbj|AB036735.1| Nicotiana tabacum NtADH mRNA for allyl alcohol 
dehydrogenase,  complete cds 

  0079-93-
B04(4-21-06) 

4.00E
-108 

emb|AJ299251.1|NTA299251 Nicotiana tabacum partial mRNA for lysyl-tRNA 
synthetase (lysRS  gene) 

  Contig\100 0 gb|AF190655.1|AF190655 Nicotiana tabacum poly(A)-binding protein (PABP) 
mRNA, complete  cds 

  0065-94-
H05(4-28-06) 

0 gb|AY619952.1| Nicotiana tabacum putative UDP-glucuronate decarboxylase 3 
mRNA,  complete cds 

  0110-94-
E11(4-28-06) 

1.00E
-134 

gb|AF055910.2| Orobanche ramosa NADPH-dependent mannose 6-phosphate 
reductase  (M6PR) mRNA, complete cds 

  Contig\72 6.00E
-65 

emb|CT829234.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCEA047B09,  full insert sequence 

  Contig\147 1.00E
-156 

emb|CT837671.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCEA046L07,  full insert sequence 
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  0536-94-(6-8-
06)_D05 

6.00E
-147 

emb|CT830199.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCRA126P24,  full insert sequence 

  Contig\96 0 dbj|AK064791.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J013000C08,  full insert sequence 

  Contig\70 3.00E
-152 

dbj|AK069870.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J023039C20,  full insert sequence 

  Contig\39 3.00E
-139 

dbj|AK100610.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J023107L11,  full insert sequence 

  Contig\162 8.00E
-32 

dbj|AK067094.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J013098P05,  full insert sequence 

  1141-94-(6-9-
06)_A12 

2.00E
-147 

ref|NM_001049454.1| Oryza sativa (japonica cultivar-group) Os01g0328900 
(Os01g0328900)  mRNA, complete cds 

  1127-94-(6-9-
06Truncated)_
C10 

2.00E
-07 

ref|NM_001073481.1| Oryza sativa (japonica cultivar-group) Os12g0540700 
(Os12g0540700)  mRNA, complete cds 

  1118-94-(6-9-
06)_B09 

9.00E
-101 

ref|NM_001049151.1| Oryza sativa (japonica cultivar-group) Os01g0254100 
(Os01g0254100)  mRNA, complete cds 

  0744-94-(6-7-
06)_D06 

1.00E
-136 

ref|NM_001053454.1| Oryza sativa (japonica cultivar-group) Os02g0506500 
(Os02g0506500)  mRNA, complete cds 

  0663-94-(6-6-
06)_G08 

2.00E
-72 

ref|NM_001063520.1| Oryza sativa (japonica cultivar-group) Os06g0182500 
(Os06g0182500)  mRNA, complete cds 

  0599-94-(6-8-
06)_F11 

5.00E
-117 

ref|NM_001055284.1| Oryza sativa (japonica cultivar-group) Os03g0115100 
(Os03g0115100)  mRNA, complete cds 

  0577-94-(6-8-
06)_B09 

6.00E
-78 

ref|NM_001068166.1| Oryza sativa (japonica cultivar-group) Os08g0359500 
(Os08g0359500)  mRNA, complete cds 

  0571-94-(6-8-
06)_F08 

6.00E
-52 

ref|NM_001065116.1| Oryza sativa (japonica cultivar-group) Os06g0715100 
(Os06g0715100)  mRNA, complete cds 

  0457-94-(6-
16-06)_G04 

5.00E
-66 

ref|NM_001065908.1| Oryza sativa (japonica cultivar-group) Os07g0280200 
(Os07g0280200)  mRNA, complete cds 

  0346-94-(6-9-
06)_D04 

6.00E
-166 

ref|NM_001062092.1| Oryza sativa (japonica cultivar-group) Os05g0415700 
(Os05g0415700)  mRNA, complete cds 

  0440-94-(6-
16-06)_H02 

1.00E
-156 

emb|Z68506.1|PSIEP110 P.sativum mRNA for 110 kD chloroplast inner 
envelope protein  IEP110 

  Contig\8 1.00E
-163 

gb|DQ781308.1| Pachysandra terminalis chloroplast carbonic anhydrase mRNA, 
complete  cds; nuclear gene for chloroplast product 

  0905-94-(6-
14-06)_H10 

2.00E
-84 

gb|AF492816.1| Phaseolus vulgaris cyclic nucleotide-gated channel A (CNGC-
A)  mRNA, partial cds 

  0699-94-(6-
12-06)_H12 

0 gb|AF492818.1| Phaseolus vulgaris cyclic nucleotide-gated channel C (CNGC-
C)  mRNA, partial cds 

  0350-94-(6-9-
06)_G04 

8.00E
-165 

emb|Z99953.1|PVZ99953 Phaseolus vulgaris Moldavian encoding cysteine 
proteinase precursor  (clone cp41) 

  Contig\149 0 emb|AJ288895.1|PVU288895 Phaseolus vulgaris mRNA for peroxiredoxin (2-
Cys PRx gene) 

  1040-94-(6-2-
06)_G05 

2.00E
-21 

gb|AF363809.1|AF363809 Phaseolus vulgaris Pto-like kinase SG2 gene, partial 
cds 

  0261-94(5-
31-06)_016 

3.00E
-08 

gb|AF461687.1| Pinus pinaster putative ubiquitin mRNA, partial cds 

  0520-94-(6-8-
06)_D03 

0 gb|AF397903.1| Pisum sativum AAA-metalloprotease FtsH (FTSH) mRNA, 
complete  cds; nuclear gene for mitochondrial product 

  Contig\136 0 gb|L36856.1|PEAIAP34A Pisum sativum GTP-binding protein (IAP34) mRNA, 
complete cds 

  Contig\105 0 dbj|D86494.1| Pisum sativum mRNA for diminuto, complete cds 

  1113-94-(6-9-
06)_E08 

0 emb|X59773.1|PSGDPP Pisum sativum mRNA for P protein, a part of glycine 
cleavage  complex 
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  0907-94-(6-
14-06)_B11 

7.00E
-102 

emb|AJ251828.1|PSA251828 Pisum sativum partial mRNA for putative 
cysteine protease (plp  gene) 

  1115-94-(6-9-
06)_G08 

3.00E
-63 

dbj|AB021873.1| Pisum sativum RSP mRNA for ribosome-sedimenting protein, 
complete  cds 

  0944-94-(6-
15-06)_G03 

2.00E
-122 

gb|DQ181626.1| Pisum sativum unknown mRNA 

  0613-94-(6-6-
06)_E02 

3.00E
-170 

emb|AM111319.1| Plantago major partial mRNA for Nucleoside-Diphopshate-
Sugar  Dehydratase (nsd1 gene) 

  0265-94(5-
31-06)_007 

2.00E
-67 

emb|AM293621.1| Platanus x acerifolia partial ORF5 mRNA for hypothetical 
protein,  clone Q8E 

  0863-94-(6-5-
06)_G08 

5.00E
-117 

emb|CT028878.1| Poplar cDNA sequences 

  0739-94-(6-7-
06)_G05 

1.00E
-92 

emb|CT028623.1| Poplar cDNA sequences 

  0616-94-(6-6-
06)_H02 

1.00E
-150 

emb|CT028457.1| Poplar cDNA sequences 

  0886-94-(6-5-
06)_F11 

0 gb|AY230139.1| Populus alba cyclin D mRNA, complete cds 

  Contig\193 0 gb|AY755413.1| Populus alba x Populus tremula homeodomain protein 
ARBORKNOX1  (ARBORKNOX1) mRNA, complete cds 

  Contig\5 0 emb|AJ744954.1| Populus alba x Populus tremula mRNA for putative auxin-
amidohydrolase  precursor (Iar3 gene) 

  Contig\161 0 gb|DQ131179.1| Populus deltoides lipoxygenase LOX2 (LOX2) mRNA, 
complete cds 

  Contig\182 2.00E
-178 

gb|DQ517530.1| Populus euphratica Na+/H+ antiporter (sos1) mRNA, complete 
cds 

  Contig\199 3.00E
-139 

gb|AY501392.1| Populus tomentosa MADS box transcription factor (MADS1) 
mRNA,  complete cds 

  Contig\165 0 gb|EF035039.1| Populus tremula x Populus alba LIM domain protein WLIM1b 
(WLIM1b)  mRNA, complete cds 

  Contig\153 0 gb|EF035040.1| Populus tremula x Populus alba LIM domain protein WLIM2a 
(WLIM2a)  mRNA, complete cds 

  Contig\158 0 gb|EF501824.1| Populus tremula x Populus alba secondary wall-associated 
glycosyltransferase  family 8D (GT8D) mRNA, complete cds 

  0325-94-(6-
14-06)_E02 

7.00E
-162 

gb|EF035036.1| Populus tremula x Populus alba strain INRA717-1B4 LIM 
domain  protein GLIM1b (GLIM1b) mRNA, complete cds 

  0890-94-(6-
14-06)_E07 

2.00E
-97 

emb|AJ306828.1|PTR306828 Populus tremula x Populus tremuloides mRNA 
for aux/IAA protein  (IAA5 gene) 

  Contig\148 3.00E
-177 

gb|AF373100.1| Populus tremula x Populus tremuloides auxin-regulated protein  
(IAA1) mRNA, complete cds 

  0453-94-(6-
16-06)_C04 

0 gb|AY935506.1| Populus tremula x Populus tremuloides secondary cell wall-
related  glycosyltransferase family 47 mRNA, complete cds 

  Contig\90 0 gb|EF194056.1| Populus tremula x Populus tremuloides xyloglucan 
endotransglycosylase/hydrolase  precursor XTH-17 mRNA, complete cds 

  0177-94-
B04(5-10-06) 

8.00E
-168 

gb|AF377868.1| Populus tremuloides MADS-box protein PTM5 mRNA, 
complete cds 

  0195-94-
D06(5-10-06) 

3.00E
-66 

gb|DQ536148.1| Populus trichocarpa clone 15623897 auxin-regulated protein-
like  protein mRNA, complete cds 

  0544-94-(6-8-
06)_D06 

0 gb|AC210650.1| Populus trichocarpa clone POP004-K01, complete sequence 

  0548-94-(6-8-
06)_H06 

1.00E
-123 

gb|AC210505.1| Populus trichocarpa clone POP021-M24, complete sequence 

  0767-94-(6-7-
06)_B09 

2.00E
-167 

gb|AC210335.1| Populus trichocarpa clone POP024-E12, complete sequence 
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  0930-94-(6-
16-06)_F11 

6.00E
-46 

gb|AC149300.1| Populus trichocarpa clone Pop1-040E01, complete sequence 

  0052-94-
C04(4-28-06) 

1.00E
-13 

gb|AC185353.2| Populus trichocarpa clone Pop1-100A20, complete sequence 

  0818-94-(6-5-
06)_B03 

4.00E
-36 

gb|AC187865.2| Populus trichocarpa clone Pop1-4F12, complete sequence 

  0381-94-(6-
12-06)_H09 

1.00E
-118 

gb|AC184077.2| Populus trichocarpa clone Pop1-53L15, complete sequence 

  1080-94-(6-2-
06)_F10 

4.00E
-131 

gb|AC184091.2| Populus trichocarpa clone Pop1-64B3, complete sequence 

  Contig\99 5.00E
-98 

gb|AC182701.2| Populus trichocarpa clone Pop1-74K8, complete sequence 

  0329-94-(6-
27-06)_H03 

3.00E
-96 

gb|AC182701.2| Populus trichocarpa clone Pop1-74K8, complete sequence 

  0468-94-(6-
16-06)_B06 

0 gb|AC182714.2| Populus trichocarpa clone Pop1-86K15, complete sequence 

  0619-94-(6-6-
06)_C03 

1.00E
-48 

gb|EU130560.1| Populus trichocarpa GAGA-motif binding transcriptional 
activator  (BBR/BPC1) mRNA, complete cds 

  0283-94(5-
31-06)_011 

0 gb|AF139498.1|AF139498 Prunus armeniaca porin (mPOR) mRNA, nuclear 
gene encoding mitochondrial  product, complete cds 

  0198-94-(6-
16-06)_H08 

9.00E
-161 

gb|DQ222998.1| Prunus armeniaca temperature-induced lipocalin (TIL) mRNA, 
complete  cds 

  0234-94-
C11(5-10-06) 

0 emb|AJ862887.1| Prunus avium mRNA for putative auxin influx carrier protein 
(lax1  gene) 

  1085-94-(6-2-
06)_C11 

6.00E
-166 

gb|AC154901.1| Prunus persica (peach) BAC clone 82I18, complete sequence 

  0454-94-(6-
16-06)_D04 

3.00E
-88 

gb|AF467900.1| Prunus persica clone pPn31C7 hypothetical proteins, and 
hypothetical  transcription factor genes, complete cds 

  Contig\167 0 gb|AF039598.1| Prunus persica light harvesting chlorophyll A/B binding protein  
(Lhcb-Pp2) mRNA, complete cds 

  0871-94-(6-
14-06)_G06 

0 dbj|AB047518.1| Prunus persica PpExp2 mRNA for expansin, complete cds 

  0525-94-(6-8-
06)_A04 

2.00E
-178 

gb|AF386521.1|AF386521 Pyrus communis putative Tub family protein 
mRNA, partial cds 

  0446-94-(6-
16-06)_E03 

6.00E
-160 

dbj|AB239590.1| Pyrus pyrifolia var. culta PsS-AIV2 mRNA for soluble acid 
invertase,  complete cds 

  0684-94-(6-6-
06)_D11 

0 emb|AJ577264.1|QRO577264 Quercus robur partial mRNA for expansin-like 
protein (ORF1) 

  1166-94-(6-
15-06)_E05 

9.00E
-25 

gb|AY526717.1| Quercus suber resistance protein (RPc) gene, RPc-a allele, 
partial  cds 

  0303-94(5-
31-06)_002 

0 emb|Z81012.1|RCUNKN R.communis mRNA for unknown protein 

  0278-94(5-
31-06)_001 

3.00E
-154 

emb|AJ007579.1|RNI7579 Ribes nigrum mRNA for putative cysteine 
proteinase, partial 

  1030-94-(6-2-
06)_E04 

0 gb|DQ300357.1| Ricinus communis ACS1 mRNA, partial cds 

  0074-94-
A07(4-28-06) 

0 gb|U72693.1|RCU72693 Ricinus communis phospholipase D gene, complete 
cds 

  0074-93-
G04(4-21-06) 

2.00E
-144 

gb|L33686.1|RCCPLD Ricinus communis phospholipase D mRNA, complete 
cds 

  0785-94-(6-7-
06)_B11 

1.00E
-168 

gb|DQ007449.1| Ruta graveolens UDP-N-acetyl glucosamine-dolichyl 
phosphate transferase  mRNA, partial sequence 

  1046-94-(6-2-
06)_E06 

0 dbj|AB003137.1| Salix gilgiana mRNA for DnaJ homolog protein, complete cds 
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  Contig\13 0 gb|AF326321.1|AF326321 Shuttle vector pBHad-CMV, complete plasmid 
sequence 

  0743-94-(6-7-
06)_C06 

0 gb|EF447217.1| Solanum chacoense ovule receptor-like kinase 28 (ORK28) 
mRNA,  complete cds 

  0606-94-(6-6-
06)_F01 

0 dbj|AK246627.1| Solanum lycopersicum cDNA, clone: FC17BE09, HTC in 
fruit 

  0642-94-(6-6-
06)_B06 

8.00E
-127 

dbj|AK246647.1| Solanum lycopersicum cDNA, clone: FC18AD04, HTC in 
fruit 

  0444-94-(6-
16-06)_C03 

4.00E
-93 

dbj|AK224815.2| Solanum lycopersicum cDNA, clone: FC18BH03, HTC in 
fruit 

  0162-94-
B07(5-5-06) 

9.00E
-72 

dbj|AK246659.1| Solanum lycopersicum cDNA, clone: FC18CA01, HTC in 
fruit 

  0824-94-(6-5-
06)_H03 

2.00E
-141 

dbj|AK246759.1| Solanum lycopersicum cDNA, clone: FC23AF10, HTC in 
fruit 

  0115-94-
B12(4-28-06) 

6.00E
-157 

dbj|AK246844.1| Solanum lycopersicum cDNA, clone: FC26AC04, HTC in 
fruit 

  0263-94(5-
31-06)_003 

4.00E
-76 

dbj|AK246968.1| Solanum lycopersicum cDNA, clone: LEFL1005BD01, HTC 
in leaf 

  0768-94-(6-7-
06)_C09 

0 dbj|AK247440.1| Solanum lycopersicum cDNA, clone: LEFL1021DD06, HTC 
in leaf 

  0681-94-(6-6-
06)_A11 

7.00E
-26 

dbj|AK247103.1| Solanum lycopersicum cDNA, clone: LEFL1035AD05, HTC 
in leaf 

  0221-94-
F09(5-10-06) 

8.00E
-168 

dbj|AK247264.1| Solanum lycopersicum cDNA, clone: LEFL1078BG09, HTC 
in leaf 

  0725-94-(6-7-
06)_A04 

5.00E
-66 

dbj|AK247284.1| Solanum lycopersicum cDNA, clone: LEFL1086AG10, HTC 
in leaf 

  0208-94-
A08(5-10-06) 

7.00E
-143 

dbj|AK247687.1| Solanum lycopersicum cDNA, clone: LEFL1092AE12, HTC 
in leaf 

  0030-94-
E01(4-28-06) 

2.00E
-131 

dbj|AK247932.1| Solanum lycopersicum cDNA, clone: LEFL2051C01, HTC in 
fruit 

  Contig\60 7.00E
-134 

gb|DQ206630.1| Solanum tuberosum ABA 8'-hydroxylase CYP707A1 mRNA, 
complete  cds 

  0119-94-
F12(4-28-06) 

1.00E
-151 

gb|AF193845.1|AF193845 Solanum tuberosum branched-chain amino acid 
aminotransferase  (BCAT1) mRNA, complete cds 

  Contig\186 8.00E
-108 

gb|DQ241861.1| Solanum tuberosum clone 021G11 translocon-associated 
protein  beta family protein-like mRNA, complete cds 

  Contig\44 3.00E
-170 

gb|DQ200374.1| Solanum tuberosum clone 059F12 unknown mRNA 

  Contig\78 0 gb|DQ222496.1| Solanum tuberosum clone 104F01 triose phosphate isomerase 
cytosolic  isoform-like mRNA, complete cds 

  Contig\127 0 gb|DQ222522.1| Solanum tuberosum clone 129C03 Ran/TC4-like protein 
mRNA, complete  cds 

  Contig\145 0 gb|DQ268839.1| Solanum tuberosum clone 130D11 40S ribosomal protein S4-
like  protein mRNA, complete cds 

  Contig\17 6.00E
-116 

gb|DQ235163.1| Solanum tuberosum clone 153D02 CAPIP1-like mRNA, 
complete cds 

  Contig\76 3.00E
-138 

gb|DQ235192.1| Solanum tuberosum clone 167F07 unknown mRNA 

  Contig\20 2.00E
-28 

gb|DQ241827.1| Solanum tuberosum clone 172C11 hypothetical protein 
mRNA, complete  cds 

  0923-94-(6-
15-06)_B01 

3.00E
-176 

gb|DQ294277.1| Solanum tuberosum clone 172G04 60S ribosomal protein L19-
like  protein mRNA, complete cds 

  0294-94(5-
31-06)_001 

0 gb|AY690423.1| Solanum tuberosum cultivar USW 2230 glucose-6-phosphate 
isomerase  (GPI) mRNA, complete cds 
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  Contig\133 0 emb|AJ000265.1|SOJ00265 Spinacia oleracea mRNA (nuclear-encoded) for 
chloroplast glucose-6-phosphate  isomerase 

  Contig\15 9.00E
-101 

gb|AF266551.1|AF266551 Staphylococcus capitis clone 4b shotgun library 
fragment 

  Contig\200 0 emb|AJ313385.1|TCA313385 Theobroma cacao mRNA for aspartic proteinase 
(ap2 gene) 

  0020-
94_010(5-31-
06) 

0 emb|AJ313384.1|TCA313384 Theobroma cacao mRNA for aspartic proteinase 
(ap1 gene) 

  0233-94-
B11(5-10-06) 

0 gb|AY570507.1| Theobroma cacao somatic embryogenesis receptor-like kinase 
(SERK)  mRNA, partial cds 

  0734-94-(6-7-
06)_B05 

0 gb|AY445630.1| Trifolium pratense GTP-binding protein TypA mRNA, 
complete cds 

  0576-94-(6-
12-06)_E11 

3.00E
-151 

dbj|AB236802.1| Trifolium pratense RNA for hypothetical protein, complete 
cds,  clone: C1966 

  0347-94-(6-
12-06)_F06 

2.00E
-166 

dbj|AB236792.1| Trifolium pratense RNA for putative DNA binding protein, 
partial  cds, clone: C1861 

  0298-94(5-
31-06)_009 

1.00E
-145 

gb|AY192361.1| Trifolium repens cysteine protease 14 mRNA, complete cds 

  Contig\163 3.00E
-126 

emb|AJ867392.1| Triticum aestivum mRNA for glycosyltransferase (a1 gene) 

  0762-94-(6-7-
06)_F08 

0 emb|Y08624.1|VUTED2 V.unguiculata mRNA for Ted2 protein 

  Contig\138 0 gb|AF047173.1| Vernicia fordii aquaporin mRNA, complete cds 

  0839-94-(6-
14-06)_C06 

0 gb|AY819699.1| Vernicia fordii NADH:cytochrome b5 reductase (CBR1A) 
mRNA, complete  cds 

  Contig\27 5.00E
-168 

gb|AF141898.1|AF141898 Vitis berlandieri x Vitis rupestris putative aquaporin 
PIP1-2  (PIP1-2) mRNA, complete cds 

  0817-94-(6-5-
06)_A03 

5.00E
-148 

gb|DQ354157.1| Vitis pseudoreticulata clone EST-443 unknown mRNA 

  0529-94-(6-8-
06)_E04 

3.00E
-170 

gb|DQ336282.1| Vitis pseudoreticulata L-isoaspartate-O-methyl transferase 
mRNA,  complete cds 

  1310-94-(6-
16-06)_D07 

0 gb|L34836.1|VIIMDN Vitis vinifera (clone pGME1) malate dehydrogenase 
mRNA, complete  cds 

  Contig\112 0 gb|AY839872.2| Vitis vinifera aquaporin (TIP1;1) mRNA, complete cds 

  0645-94-(6-6-
06)_E06 

3.00E
-49 

emb|AM432629.2| Vitis vinifera contig VV78X000634.80, whole genome 
shotgun sequence 

  0013-
94_011(5-31-
06) 

3.00E
-58 

emb|AM484093.2| Vitis vinifera contig VV78X003218.11, whole genome 
shotgun sequence 

  0838-94-(6-5-
06)_F05 

1.00E
-137 

emb|AM448978.2| Vitis vinifera contig VV78X005403.16, whole genome 
shotgun sequence 

  0713-94-(6-7-
06)_E02 

0 emb|AM484571.2| Vitis vinifera contig VV78X010579.6, whole genome 
shotgun sequence 

  0804-94-(6-5-
06)_D01 

1.00E
-85 

emb|AM467308.2| Vitis vinifera contig VV78X011524.4, whole genome 
shotgun sequence 

  0379-94-(6-
12-06)_F09 

6.00E
-46 

emb|AM467727.2| Vitis vinifera contig VV78X011652.21, whole genome 
shotgun sequence 

  1134-94-(6-9-
06)_B11 

2.00E
-83 

emb|AM437239.1| Vitis vinifera contig VV78X018020.2, whole genome 
shotgun sequence 

  0543-94-(6-8-
06)_C06 

5.00E
-09 

emb|AM440497.2| Vitis vinifera contig VV78X018685.4, whole genome 
shotgun sequence 

  0054-94-
E04(4-28-06) 

5.00E
-88 

emb|AM482958.2| Vitis vinifera contig VV78X019958.11, whole genome 
shotgun sequence 
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  0686-94-(6-6-
06)_F11 

2.00E
-134 

emb|AM466389.2| Vitis vinifera contig VV78X020180.8, whole genome 
shotgun sequence 

  Contig\37 2.00E
-97 

emb|AM458094.1| Vitis vinifera contig VV78X024267.14, whole genome 
shotgun sequence 

  0127-94(5-
31-06)_007 

5.00E
-63 

emb|AM437734.2| Vitis vinifera contig VV78X024535.5, whole genome 
shotgun sequence 

  0214-94(5-
31-06)_010 

3.00E
-84 

emb|AM447494.2| Vitis vinifera contig VV78X024983.11, whole genome 
shotgun sequence 

  0172-94-
E03(5-10-06) 

0 emb|AM466191.1| Vitis vinifera contig VV78X027829.4, whole genome 
shotgun sequence 

  0136-94(5-
31-06)_011 

9.00E
-66 

emb|AM446570.2| Vitis vinifera contig VV78X034573.14, whole genome 
shotgun sequence 

  0388-94-(6-
12-06)_E10 

7.00E
-96 

emb|AM479658.1| Vitis vinifera contig VV78X035251.11, whole genome 
shotgun sequence 

  1120-94-(6-9-
06)_D09 

3.00E
-43 

emb|AM441534.1| Vitis vinifera contig VV78X035471.3, whole genome 
shotgun sequence 

  0362-94-(6-
12-06)_G07 

6.00E
-116 

emb|AM440961.2| Vitis vinifera contig VV78X037392.6, whole genome 
shotgun sequence 

  Contig\132 4.00E
-169 

emb|AM486046.1| Vitis vinifera contig VV78X042566.6, whole genome 
shotgun sequence 

  0315-94-(6-9-
06)_D01 

2.00E
-98 

emb|AM426422.2| Vitis vinifera contig VV78X044419.14, whole genome 
shotgun sequence 

  Contig\177 4.00E
-23 

emb|AM470132.1| Vitis vinifera contig VV78X044452.23, whole genome 
shotgun sequence 

  0695-94-(6-6-
06)_G12 

2.00E
-33 

emb|AM468846.1| Vitis vinifera contig VV78X046391.5, whole genome 
shotgun sequence 

  0149-94-
E05(5-9-06) 

6.00E
-55 

emb|AM476574.1| Vitis vinifera contig VV78X048877.7, whole genome 
shotgun sequence 

  0141-94-
E04(5-9-06) 

7.00E
-105 

emb|AM430425.2| Vitis vinifera contig VV78X049119.5, whole genome 
shotgun sequence 

  0904-94-(6-
14-06)_G10 

4.00E
-10 

emb|AM423655.1| Vitis vinifera contig VV78X050837.6, whole genome 
shotgun sequence 

  0789-94-(6-7-
06)_E11 

2.00E
-127 

emb|AM442180.2| Vitis vinifera contig VV78X054778.6, whole genome 
shotgun sequence 

  0756-94-(6-7-
06)_H07 

3.00E
-49 

emb|AM462727.2| Vitis vinifera contig VV78X055060.11, whole genome 
shotgun sequence 

  Contig\110 5.00E
-09 

emb|AM474715.1| Vitis vinifera contig VV78X055193.7, whole genome 
shotgun sequence 

  0594-94-(6-8-
06)_A11 

4.00E
-17 

emb|AM427820.2| Vitis vinifera contig VV78X055578.7, whole genome 
shotgun sequence 

  0016-
94_002(5-31-
06) 

6.00E
-62 

emb|AM465666.2| Vitis vinifera contig VV78X057834.10, whole genome 
shotgun sequence 

  0846-94-(6-5-
06)_F06 

1.00E
-149 

emb|AM443511.2| Vitis vinifera contig VV78X059386.8, whole genome 
shotgun sequence 

  0625-94-(6-6-
06)_A04 

1.00E
-123 

emb|AM463368.2| Vitis vinifera contig VV78X059861.10, whole genome 
shotgun sequence 

  0295-94(5-
31-06)_003 

5.00E
-88 

emb|AM451060.2| Vitis vinifera contig VV78X060552.11, whole genome 
shotgun sequence 

  0826-94-(6-5-
06)_B04 

3.00E
-68 

emb|AM460476.2| Vitis vinifera contig VV78X063991.7, whole genome 
shotgun sequence 

  0252-94(5-
31-06)_013 

5.00E
-139 

emb|AM428631.2| Vitis vinifera contig VV78X064996.4, whole genome 
shotgun sequence 

  0503-94-(6-8-
06)_C01 

3.00E
-06 

emb|AM470530.2| Vitis vinifera contig VV78X066539.5, whole genome 
shotgun sequence 
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  0546-94-(6-8-
06)_F06 

8.00E
-171 

emb|AM445156.2| Vitis vinifera contig VV78X067066.11, whole genome 
shotgun sequence 

  0537-94-(6-8-
06)_E05 

0 emb|AM445156.2| Vitis vinifera contig VV78X067066.11, whole genome 
shotgun sequence 

  0795-94-(6-7-
06)_C12 

4.00E
-67 

emb|AM486698.2| Vitis vinifera contig VV78X068997.3, whole genome 
shotgun sequence 

  0822-94-(6-5-
06)_F03 

2.00E
-46 

emb|AM451408.2| Vitis vinifera contig VV78X073445.2, whole genome 
shotgun sequence 

  0596-94-(6-8-
06)_C11 

0 emb|AM443064.1| Vitis vinifera contig VV78X073525.10, whole genome 
shotgun sequence 

  0328-94-(6-9-
06)_G02 

8.00E
-41 

emb|AM470860.1| Vitis vinifera contig VV78X074716.3, whole genome 
shotgun sequence 

  0316-94-(6-9-
06)_E01 

2.00E
-93 

emb|AM448784.2| Vitis vinifera contig VV78X077229.13, whole genome 
shotgun sequence 

  Contig\204 6.00E
-53 

emb|AM424498.1| Vitis vinifera contig VV78X081526.43, whole genome 
shotgun sequence 

  0511-94-(6-8-
06)_C02 

2.00E
-71 

emb|AM425004.2| Vitis vinifera contig VV78X083605.8, whole genome 
shotgun sequence 

  0668-94-(6-6-
06)_D09 

2.00E
-77 

emb|AM443416.1| Vitis vinifera contig VV78X083609.33, whole genome 
shotgun sequence 

  0545-94-(6-8-
06)_E06 

1.00E
-47 

emb|AM425275.2| Vitis vinifera contig VV78X087688.7, whole genome 
shotgun sequence 

  0836-94-(6-5-
06)_D05 

4.00E
-48 

emb|AM469471.2| Vitis vinifera contig VV78X090243.7, whole genome 
shotgun sequence 

  0063-94-
F05(4-28-06) 

6.00E
-68 

emb|AM459605.2| Vitis vinifera contig VV78X091834.13, whole genome 
shotgun sequence 

  0514-94-(6-8-
06)_F02 

3.00E
-145 

emb|AM476887.2| Vitis vinifera contig VV78X092610.11, whole genome 
shotgun sequence 

  0870-94-(6-5-
06)_F09 

2.00E
-115 

emb|AM458473.1| Vitis vinifera contig VV78X094999.4, whole genome 
shotgun sequence 

  1082-94-(6-2-
06)_H10 

1.00E
-142 

emb|AM436998.1| Vitis vinifera contig VV78X098497.33, whole genome 
shotgun sequence 

  0896-94-(6-5-
06)_H12 

4.00E
-169 

emb|AM460819.2| Vitis vinifera contig VV78X099670.6, whole genome 
shotgun sequence 

  0614-94-(6-6-
06)_F02 

0 emb|AM476761.1| Vitis vinifera contig VV78X102785.4, whole genome 
shotgun sequence 

  0667-94-(6-6-
06)_C09 

2.00E
-70 

emb|AM471679.2| Vitis vinifera contig VV78X104105.11, whole genome 
shotgun sequence 

  0163-94-
C07(5-5-06) 

3.00E
-166 

emb|AM456450.2| Vitis vinifera contig VV78X104795.20, whole genome 
shotgun sequence 

  0526-94-(6-8-
06)_B04 

6.00E
-78 

emb|AM465028.1| Vitis vinifera contig VV78X105028.7, whole genome 
shotgun sequence 

  0524-94-(6-8-
06)_H03 

1.00E
-55 

emb|AM459051.1| Vitis vinifera contig VV78X105510.28, whole genome 
shotgun sequence 

  0887-94-(6-5-
06)_G11 

7.00E
-90 

emb|AM465307.2| Vitis vinifera contig VV78X110587.5, whole genome 
shotgun sequence 

  0790-94-(6-7-
06)_F11 

3.00E
-81 

emb|AM446906.2| Vitis vinifera contig VV78X112185.9, whole genome 
shotgun sequence 

  Contig\50 4.00E
-17 

emb|AM426844.1| Vitis vinifera contig VV78X115678.10, whole genome 
shotgun sequence 

  0352-94-(6-
27-06)_H04 

2.00E
-65 

emb|AM440904.2| Vitis vinifera contig VV78X119347.17, whole genome 
shotgun sequence 

  1063-94-(6-2-
06)_E08 

9.00E
-101 

emb|AM436746.1| Vitis vinifera contig VV78X120047.5, whole genome 
shotgun sequence 
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  0244-94-
E12(5-10-06) 

7.00E
-42 

emb|AM427983.2| Vitis vinifera contig VV78X123551.5, whole genome 
shotgun sequence 

  0753-94-(6-7-
06)_E07 

7.00E
-159 

emb|AM435130.2| Vitis vinifera contig VV78X123562.7, whole genome 
shotgun sequence 

  0693-94-(6-6-
06)_E12 

4.00E
-54 

emb|AM440507.2| Vitis vinifera contig VV78X124639.7, whole genome 
shotgun sequence 

  0580-94-(6-8-
06)_D09 

1.00E
-98 

emb|AM428739.2| Vitis vinifera contig VV78X124967.7, whole genome 
shotgun sequence 

  0653-94-(6-6-
06)_E07 

1.00E
-98 

emb|AM441566.2| Vitis vinifera contig VV78X129319.10, whole genome 
shotgun sequence 

  0385-94-(6-
12-06)_B10 

0 emb|AM423527.2| Vitis vinifera contig VV78X129999.11, whole genome 
shotgun sequence 

  0885-94-(6-5-
06)_E11 

5.00E
-28 

emb|AM424169.2| Vitis vinifera contig VV78X130502.3, whole genome 
shotgun sequence 

  1128-94-(6-9-
06Truncated)_
D10 

2.00E
-76 

emb|AM463089.1| Vitis vinifera contig VV78X133512.3, whole genome 
shotgun sequence 

  0735-94-(6-7-
06)_C05 

2.00E
-109 

emb|AM454394.2| Vitis vinifera contig VV78X133763.7, whole genome 
shotgun sequence 

  0175-94-
H03(5-10-06) 

9.00E
-34 

emb|AM459902.1| Vitis vinifera contig VV78X135233.9, whole genome 
shotgun sequence 

  0567-94-(6-8-
06)_B08 

2.00E
-121 

emb|AM451466.2| Vitis vinifera contig VV78X135650.3, whole genome 
shotgun sequence 

  0219-94-
D09(5-10-06) 

8.00E
-60 

emb|AM467027.2| Vitis vinifera contig VV78X136834.9, whole genome 
shotgun sequence 

  0254-94-(6-
16-06)_B10 

2.00E
-49 

emb|AM453065.2| Vitis vinifera contig VV78X136997.8, whole genome 
shotgun sequence 

  0655-94-(6-6-
06)_G07 

1.00E
-85 

emb|AM481573.2| Vitis vinifera contig VV78X141279.3, whole genome 
shotgun sequence 

  1102-94-(6-9-
06)_B07 

5.00E
-136 

emb|AM458581.1| Vitis vinifera contig VV78X141303.10, whole genome 
shotgun sequence 

  0046-94-
E03(4-28-06) 

5.00E
-31 

emb|AM485344.2| Vitis vinifera contig VV78X146798.9, whole genome 
shotgun sequence 

  0788-94-(6-7-
06)_D11 

2.00E
-115 

emb|AM475102.2| Vitis vinifera contig VV78X148227.11, whole genome 
shotgun sequence 

  0229-94-
F10(5-10-06) 

6.00E
-43 

emb|AM438403.1| Vitis vinifera contig VV78X148954.8, whole genome 
shotgun sequence 

  0522-94-(6-8-
06)_F03 

4.00E
-99 

emb|AM454880.2| Vitis vinifera contig VV78X149779.3, whole genome 
shotgun sequence 

  1083-94-(6-2-
06)_A11 

5.00E
-47 

emb|AM426394.1| Vitis vinifera contig VV78X150841.10, whole genome 
shotgun sequence 

  0581-94-(6-8-
06)_E09 

2.00E
-167 

emb|AM467891.2| Vitis vinifera contig VV78X155293.3, whole genome 
shotgun sequence 

  0377-94-(6-
12-06)_D09 

4.00E
-175 

emb|AM467891.2| Vitis vinifera contig VV78X155293.3, whole genome 
shotgun sequence 

  0131-94-
C03(5-9-06) 

5.00E
-94 

emb|AM430014.2| Vitis vinifera contig VV78X155605.7, whole genome 
shotgun sequence 

  0796-94-(6-7-
06)_D12 

2.00E
-89 

emb|AM454175.1| Vitis vinifera contig VV78X156050.2, whole genome 
shotgun sequence 

  0045-94-
D03(4-28-06) 

8.00E
-22 

emb|AM485844.1| Vitis vinifera contig VV78X158554.4, whole genome 
shotgun sequence 

  0433-94-(6-
27-06)_D06 

1.00E
-22 

emb|AM476024.2| Vitis vinifera contig VV78X159831.9, whole genome 
shotgun sequence 

  0720-94-(6-7-
06)_D03 

2.00E
-21 

emb|AM478428.2| Vitis vinifera contig VV78X160122.36, whole genome 
shotgun sequence 
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  0609-94-(6-6-
06)_A02 

0 emb|AM466336.2| Vitis vinifera contig VV78X161177.4, whole genome 
shotgun sequence 

  0129-94-
A03(5-9-06) 

3.00E
-78 

emb|AM462739.2| Vitis vinifera contig VV78X161821.7, whole genome 
shotgun sequence 

  0121-94-
H12(4-28-06) 

4.00E
-127 

emb|AM447198.2| Vitis vinifera contig VV78X163338.7, whole genome 
shotgun sequence 

  0262-94(5-
31-06)_001 

2.00E
-29 

emb|AM445448.2| Vitis vinifera contig VV78X163861.25, whole genome 
shotgun sequence 

  0803-94-(6-5-
06)_C01 

4.00E
-35 

emb|AM457140.2| Vitis vinifera contig VV78X164259.5, whole genome 
shotgun sequence 

  0296-94(5-
31-06)_005 

2.00E
-106 

emb|AM446364.2| Vitis vinifera contig VV78X167880.8, whole genome 
shotgun sequence 

  0746-94-(6-7-
06)_F06 

3.00E
-56 

emb|AM477118.1| Vitis vinifera contig VV78X175812.10, whole genome 
shotgun sequence 

  0358-94-(6-
12-06)_C07 

4.00E
-149 

emb|AM428538.2| Vitis vinifera contig VV78X176556.9, whole genome 
shotgun sequence 

  
0071_B05(Rev
4-21-06) 

6.00E
-43 

emb|AM436525.2| Vitis vinifera contig VV78X179149.4, whole genome 
shotgun sequence 

  0831-94-(6-5-
06)_G04 

8.00E
-70 

emb|AM443236.2| Vitis vinifera contig VV78X183120.5, whole genome 
shotgun sequence 

  0140-94-
D04(5-9-06) 

6.00E
-49 

emb|AM470478.2| Vitis vinifera contig VV78X183888.10, whole genome 
shotgun sequence 

  0737-94-(6-7-
06)_E05 

3.00E
-44 

emb|AM488642.2| Vitis vinifera contig VV78X187737.9, whole genome 
shotgun sequence 

  0688-94-(6-6-
06)_H11 

1.00E
-105 

emb|AM487076.1| Vitis vinifera contig VV78X188132.3, whole genome 
shotgun sequence 

  Contig\24 2.00E
-116 

emb|AM451805.1| Vitis vinifera contig VV78X191383.8, whole genome 
shotgun sequence 

  0280-94(5-
31-06)_005 

4.00E
-32 

emb|AM425853.2| Vitis vinifera contig VV78X191886.14, whole genome 
shotgun sequence 

  0095-93-
B02(4-21-06) 

3.00E
-122 

emb|AM488253.2| Vitis vinifera contig VV78X192978.4, whole genome 
shotgun sequence 

  0636-94-(6-6-
06)_D05 

2.00E
-33 

emb|AM467064.2| Vitis vinifera contig VV78X193621.4, whole genome 
shotgun sequence 

  0147-94-
C05(5-9-06) 

1.00E
-134 

emb|AM451838.2| Vitis vinifera contig VV78X195455.4, whole genome 
shotgun sequence 

  0856-94-(6-5-
06)_H07 

3.00E
-100 

emb|AM479197.1| Vitis vinifera contig VV78X202850.5, whole genome 
shotgun sequence 

  0072-94-
F01(5-9-06) 

0 emb|AM459753.2| Vitis vinifera contig VV78X203315.8, whole genome 
shotgun sequence 

  Contig\80 1.00E
-23 

emb|AM468138.1| Vitis vinifera contig VV78X205727.5, whole genome 
shotgun sequence 

  0438-94-(6-
16-06)_F02 

2.00E
-102 

emb|AM487966.2| Vitis vinifera contig VV78X206601.18, whole genome 
shotgun sequence 

  0134-94-
F03(5-9-06) 

3.00E
-84 

emb|AM464998.2| Vitis vinifera contig VV78X209295.9, whole genome 
shotgun sequence 

  1072-94-(6-2-
06)_F09 

0 emb|AM425413.1| Vitis vinifera contig VV78X215139.6, whole genome 
shotgun sequence 

  0019-
94_008(5-31-
06) 

2.00E
-24 

emb|AM461381.2| Vitis vinifera contig VV78X216117.38, whole genome 
shotgun sequence 

  0649-94-(6-6-
06)_A07 

2.00E
-178 

emb|AM432430.2| Vitis vinifera contig VV78X216460.7, whole genome 
shotgun sequence 
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  1076-94-(6-2-
06)_B10 

1.00E
-28 

emb|AM473670.1| Vitis vinifera contig VV78X216657.3, whole genome 
shotgun sequence 

  0702-94-(6-7-
06)_B01 

2.00E
-103 

emb|AM446335.2| Vitis vinifera contig VV78X216922.15, whole genome 
shotgun sequence 

  0120-94-
A02(5-9-06) 

3.00E
-52 

emb|AM486571.2| Vitis vinifera contig VV78X217783.9, whole genome 
shotgun sequence 

  1003-94-(6-2-
06)_C01 

6.00E
-97 

emb|AM441201.1| Vitis vinifera contig VV78X218938.3, whole genome 
shotgun sequence 

  0220-
94E09(5-10-
06) 

7.00E
-42 

emb|AM428720.2| Vitis vinifera contig VV78X223874.4, whole genome 
shotgun sequence 

  0528-94-(6-8-
06)_D04 

0 emb|AM479280.2| Vitis vinifera contig VV78X229922.9, whole genome 
shotgun sequence 

  0356-94-(6-
12-06)_A07 

0 emb|AM479280.2| Vitis vinifera contig VV78X229922.9, whole genome 
shotgun sequence 

  0859-94-(6-5-
06)_C08 

1.00E
-118 

emb|AM452448.2| Vitis vinifera contig VV78X230125.6, whole genome 
shotgun sequence 

  0426-94-(6-
16-06)_B01 

5.00E
-41 

emb|AM452222.2| Vitis vinifera contig VV78X230407.7, whole genome 
shotgun sequence 

  1194-94-(6-
15-06)_F07 

0 emb|AM475919.1| Vitis vinifera contig VV78X233722.8, whole genome 
shotgun sequence 

  0894-94-(6-5-
06)_F12 

8.00E
-89 

emb|AM451964.2| Vitis vinifera contig VV78X237314.10, whole genome 
shotgun sequence 

  0829-94-(6-5-
06)_E04 

3.00E
-101 

emb|AM463121.1| Vitis vinifera contig VV78X245121.18, whole genome 
shotgun sequence 

  0021-
94_012(5-31-
06) 

2.00E
-24 

emb|AM453785.2| Vitis vinifera contig VV78X245887.19, whole genome 
shotgun sequence 

  0774-94-(6-7-
06)_H09 

0 emb|AM489278.2| Vitis vinifera contig VV78X249588.41, whole genome 
shotgun sequence 

  1178-94-(6-
15-06)_E06 

3.00E
-158 

emb|AM488387.1| Vitis vinifera contig VV78X249904.9, whole genome 
shotgun sequence 

  0285-94(5-
31-06)_015 

2.00E
-61 

emb|AM426326.2| Vitis vinifera contig VV78X251338.3, whole genome 
shotgun sequence 

  0257-94(5-
31-06)_008 

5.00E
-126 

emb|AM481020.2| Vitis vinifera contig VV78X251561.7, whole genome 
shotgun sequence 

  0800-94-(6-7-
06)_G12 

4.00E
-42 

emb|AM466875.2| Vitis vinifera contig VV78X252678.5, whole genome 
shotgun sequence 

  0380-94-(6-
12-06)_G09 

2.00E
-45 

emb|AM450130.2| Vitis vinifera contig VV78X253621.4, whole genome 
shotgun sequence 

  0075-94-
B07(4-28-06) 

8.00E
-79 

emb|AM459438.2| Vitis vinifera contig VV78X255329.11, whole genome 
shotgun sequence 

  0678-94-(6-6-
06)_F10 

1.00E
-156 

emb|AM453037.2| Vitis vinifera contig VV78X255915.8, whole genome 
shotgun sequence 

  0535-94-(6-8-
06)_C05 

5.00E
-117 

emb|AM458018.2| Vitis vinifera contig VV78X262152.22, whole genome 
shotgun sequence 

  0111-94-
F11(4-28-06) 

4.00E
-45 

emb|AM471702.1| Vitis vinifera contig VV78X263217.13, whole genome 
shotgun sequence 

  0230-94(5-
31-06)_014 

3.00E
-110 

emb|AM470409.1| Vitis vinifera contig VV78X265552.16, whole genome 
shotgun sequence 

  Contig\151 4.00E
-67 

emb|AM443902.1| Vitis vinifera contig VV78X271086.9, whole genome 
shotgun sequence 

  1017-94-(6-2-
06)_H02 

6.00E
-59 

emb|AM443902.1| Vitis vinifera contig VV78X271086.9, whole genome 
shotgun sequence 
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  0830-94-(6-5-
06)_F04 

7.00E
-77 

emb|AM456848.2| Vitis vinifera contig VV78X271989.8, whole genome 
shotgun sequence 

  0635-94-(6-6-
06)_C05 

2.00E
-59 

emb|AM463419.2| Vitis vinifera contig VV78X272673.7, whole genome 
shotgun sequence 

  0588-94-(6-8-
06)_C10 

3.00E
-18 

emb|AM449982.2| Vitis vinifera contig VV78X275557.3, whole genome 
shotgun sequence 

  0721-94-(6-7-
06)_E03 

1.00E
-42 

emb|AM456273.1| Vitis vinifera contig VV79X000559.3, whole genome 
shotgun sequence 

  Contig\97 0 gb|AY849388.1| Vitis vinifera cultivar Riesling cyc07 mRNA, partial cds 

  0540-94-(6-8-
06)_H05 

3.00E
-126 

gb|DQ843600.1| Vitis vinifera galacturonic acid reductase mRNA, complete cds 

  0810-94-(6-5-
06)_B02 

0 gb|EU016366.1| Vitis vinifera GEM-like 1 mRNA, complete cds 

  0740-94-(6-7-
06)_H05 

2.00E
-95 

gb|DQ673106.1| Vitis vinifera germin-like protein 2 mRNA, complete cds 

  Contig\14 0 gb|AY826350.1| Vitis vinifera homogentisate geranylgeranyl transferase 
(HGGT)  mRNA, complete cds 

  0270-94(5-
31-06)_002 

1.00E
-38 

emb|AJ237987.1|VVI237987 Vitis vinifera mRNA for putative ripening-related 
protein (grip68  gene) 

  0603-94-(6-6-
06)_C01 

1.00E
-180 

dbj|AB001375.1| Vitis vinifera mRNA for soluble NSF attachment protein 
homologue,  complete cds 

  Contig\84 2.00E
-84 

emb|AM441575.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X044576.17,  clone ENTAV 115 

  Contig\62 3.00E
-107 

emb|AM467202.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X053926.11,  clone ENTAV 115 

  Contig\58 7.00E
-134 

emb|AM440204.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X034340.4,  clone ENTAV 115 

  Contig\53 4.00E
-36 

emb|AM462469.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X137813.10,  clone ENTAV 115 

  Contig\43 5.00E
-98 

emb|AM454265.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X025044.6,  clone ENTAV 115 

  Contig\38 0 emb|AM472270.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X008189.5,  clone ENTAV 115 

  Contig\33 5.00E
-35 

emb|AM439204.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X204419.5,  clone ENTAV 115 

  Contig\28 4.00E
-80 

emb|AM438267.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X076653.8,  clone ENTAV 115 

  Contig\2 5.00E
-111 

emb|AM471131.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X100743.10,  clone ENTAV 115 

  Contig\187 1.00E
-112 

emb|AM436189.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X023655.4,  clone ENTAV 115 

  Contig\179 2.00E
-70 

emb|AM434350.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X178339.3,  clone ENTAV 115 

  Contig\141 1.00E
-74 

emb|AM486383.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X003670.12,  clone ENTAV 115 

  Contig\140 0 emb|AM486694.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X086249.3,  clone ENTAV 115 

  Contig\119 3.00E
-24 

emb|AM486598.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X039063.5,  clone ENTAV 115 

  Contig\118 0 emb|AM481936.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X234341.8,  clone ENTAV 115 

  Contig\113 2.00E
-32 

emb|AM485598.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X145389.17,  clone ENTAV 115 

  Contig\108 9.00E emb|AM459219.1| Vitis vinifera, whole genome shotgun sequence, contig 
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-171 VV78X157061.3,  clone ENTAV 115 

  Contig\1 1.00E
-62 

emb|AM472126.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X142339.3,  clone ENTAV 115 

  1167-94-(6-
15-06)_F05 

2.00E
-14 

emb|AM473925.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X242545.11,  clone ENTAV 115 

  1138-94-(6-9-
06)_F11 

0 emb|AM455759.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X260371.5,  clone ENTAV 115 

  1094-94-(6-2-
06)_D12 

2.00E
-45 

emb|AM431485.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X232794.5,  clone ENTAV 115 

  1092-94-(6-2-
06)_B12 

2.00E
-32 

emb|AM437104.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X270786.13,  clone ENTAV 115 

  1075-94-(6-2-
06)_A10 

1.00E
-30 

emb|AM464667.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X179256.5,  clone ENTAV 115 

  1067-94-(6-2-
06)_A09 

1.00E
-87 

emb|AM458760.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X269648.9,  clone ENTAV 115 

  1061-94-(6-2-
06)_C08 

6.00E
-40 

emb|AM466264.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X243603.3,  clone ENTAV 115 

  1041-94-(6-2-
06)_H05 

8.00E
-57 

emb|AM459477.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X049524.43,  clone ENTAV 115 

  1026-94-(6-2-
06)_A04 

6.00E
-97 

emb|AM486579.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X266421.7,  clone ENTAV 115 

  1021-94-(6-2-
06)_D03 

6.00E
-173 

emb|AM480357.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X015768.4,  clone ENTAV 115 

  1014-94-(6-2-
06)_E02 

4.00E
-35 

emb|AM486193.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X160992.3,  clone ENTAV 115 

  1010-94-(6-2-
06)_B02 

0 emb|AM432127.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X012423.11,  clone ENTAV 115 

  1007-94-(6-2-
06)_G01 

1.00E
-137 

emb|AM487366.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X151885.15,  clone ENTAV 115 

  1006-94-(6-2-
06)_F01 

1.00E
-80 

emb|AM448628.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X106645.3,  clone ENTAV 115 

  0945-94-(6-
15-06)_H03 

1.00E
-61 

emb|AM477926.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X077994.18,  clone ENTAV 115 

  0936-94-(6-
16-06)_D12 

7.00E
-58 

emb|AM450097.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV79X002210.3,  clone ENTAV 115 

  0931-94-(6-
16-06)_G11 

3.00E
-37 

emb|AM464603.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X204536.4,  clone ENTAV 115 

  0892-94-(6-5-
06)_D12 

6.00E
-46 

emb|AM445420.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X111264.5,  clone ENTAV 115 

  0883-94-(6-5-
06)_C11 

6.00E
-65 

emb|AM437120.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X031623.28,  clone ENTAV 115 

  0881-94-(6-5-
06)_A11 

2.00E
-65 

emb|AM454427.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X215478.32,  clone ENTAV 115 

  0854-94-(6-5-
06)_F07 

3.00E
-176 

emb|AM454398.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X038686.5,  clone ENTAV 115 

  0841-94-(6-5-
06)_A06 

5.00E
-41 

emb|AM457144.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X154954.16,  clone ENTAV 115 

  0834-94-(6-
15-
06bad)_H10 

5.00E
-79 

emb|AM438763.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X110917.28,  clone ENTAV 115 

  0821-94-(6-5-
06)_E03 

3.00E
-125 

emb|AM453537.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X199310.5,  clone ENTAV 115 

  0813-94-(6-5-
06)_E02 

0 emb|AM473297.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X024334.9,  clone ENTAV 115 
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  0808-94-(6-5-
06)_H01 

5.00E
-180 

emb|AM453481.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X069400.5,  clone ENTAV 115 

  0802-94-(6-5-
06)_B01 

1.00E
-54 

emb|AM465073.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X218558.56,  clone ENTAV 115 

  0782-94-(6-7-
06)_G10 

3.00E
-157 

emb|AM437104.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X270786.13,  clone ENTAV 115 

  0728-94-(6-7-
06)_D04 

5.00E
-34 

emb|AM456979.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X064852.7,  clone ENTAV 115 

  0716-94-(6-
14-06)_H04 

3.00E
-170 

emb|AM463258.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X156046.15,  clone ENTAV 115 

  0707-94-(6-7-
06)_G01 

5.00E
-110 

emb|AM483437.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X127436.12,  clone ENTAV 115 

  0676-94-(6-6-
06)_D10 

2.00E
-33 

emb|AM488688.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X230051.13,  clone ENTAV 115 

  0664-94-(6-6-
06)_H08 

2.00E
-70 

emb|AM461269.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X200864.8,  clone ENTAV 115 

  0639-94-(6-6-
06)_G05 

3.00E
-107 

emb|AM473297.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X024334.9,  clone ENTAV 115 

  0578-94-(6-8-
06)_C09 

2.00E
-97 

emb|AM463789.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X118074.3,  clone ENTAV 115 

  0572-94-(6-8-
06)_G08 

6.00E
-147 

emb|AM435225.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X240850.2,  clone ENTAV 115 

  0538-94-(6-8-
06)_F05 

0 emb|AM464367.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X086416.13,  clone ENTAV 115 

  0519-94-(6-8-
06)_C03 

6.00E
-103 

emb|AM440217.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X156061.11,  clone ENTAV 115 

  0372-94-(6-
12-06)_H08 

1.00E
-47 

emb|AM460409.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X135834.21,  clone ENTAV 115 

  0349-94-(6-9-
06)_F04 

8.00E
-114 

emb|AM451877.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X227014.6,  clone ENTAV 115 

  0326-94-(6-
14-06)_F02 

0 emb|AM448264.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X002540.12,  clone ENTAV 115 

  0275-94(5-
31-06)_012 

0 emb|AM470358.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X080993.6,  clone ENTAV 115 

  0269-94(5-
31-06)_015 

1.00E
-13 

emb|AM471515.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X220202.6,  clone ENTAV 115 

  0228-94-
E10(5-10-06) 

9.00E
-110 

emb|AM433542.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X095695.20,  clone ENTAV 115 

  0144-94(5-
31-06)_015 

5.00E
-120 

emb|AM456234.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X271524.3,  clone ENTAV 115 

  0118-94-
E12(4-28-06) 

1.00E
-70 

emb|AM458229.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X029806.3,  clone ENTAV 115 

  0085-94-
D08(4-28-06) 

1.00E
-31 

emb|AM449507.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X221633.8,  clone ENTAV 115 

  0047-93-
B08(4-21-06) 

4.00E
-57 

emb|AM480404.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X094129.12,  clone ENTAV 115 

  0024-94(5-
31-06)_001 

1.00E
-45 

emb|AM479304.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X064570.20,  clone ENTAV 115 

  0012-
94_009(5-31-
06) 

3.00E
-115 

emb|AM455467.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X047292.4,  clone ENTAV 115 

  0008-94-
G05(4-20-06) 

0 emb|AM469149.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X027578.8,  clone ENTAV 115 

  0006-93-
B05(4-20-06) 

1.00E
-134 

emb|AM456651.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X249037.7,  clone ENTAV 115 
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  0400-94-(6-8-
06)_H12 

2.00E
-173 

gb|AY226583.1| X Citrofortunella mitis leucine-rich repeat protein mRNA, 
complete  cds 

  Contig\170 0 gb|EF036511.1| YAC construction vector pRML2, complete sequence 

  1135-94-(6-9-
06)_C11 

4.00E
-149 

gb|DQ245286.1| Zea mays clone 14308 mRNA sequence 

  0117-94-
D12(4-28-06) 

2.00E
-17 

gb|DQ245711.1| Zea mays clone 19741 mRNA sequence 

  Contig\180 7.00E
-77 

gb|BT017347.1| Zea mays clone EL01N0323E09.c mRNA sequence 

  0843-94-(6-5-
06)_C06 

3.00E
-56 

gb|BT017608.1| Zea mays clone EL01N0432F07.c mRNA sequence 

  1028-94-(6-2-
06)_C04 

0 gb|BT024115.1| Zea mays clone EL01N0513A07 mRNA sequence 

  1301-94-(6-
16-06)_C06 

8.00E
-57 

gb|AY105876.1| Zea mays PCO109868 mRNA sequence 

  0032-94-
G01(4-28-06) 

0 gb|AY104603.1| Zea mays PCO113315 mRNA sequence 

  0430-94-(6-
16-06)_F01 

2.00E
-128 

gb|AY106247.1| Zea mays PCO128311 mRNA sequence 

 
 


