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Description

[0001] The present invention relates to the field of pharmacy, particularly the preparation of vaccines, especially of
anti-cancer bacterial therapeutic vaccines.

[0002] Bacteria belonging to the genus Salmonella are Gram-negative bacteria from the Enterobacteriaceae family
which are disease-causing in humans and animals, and represent a serious medical and veterinary problem.

[0003] Vaccination with live, attenuated strains of Salmonella is an effective way to prevent the infection. Attenuated
strains of Salmonella were obtained by introducing specific irreversible mutations into certain genes in the chromosome
of Salmonella, such as: aroA (1), aroC (2), surA (3), htrA (4), rpoS (5), and galE (6).

[0004] Current methods of Salmonella attenuation which are used to obtain vaccine material are based on the intro-
duction of genetically stable deletions that reduce or eliminate the virulence of bacteria, while they do not change or
intensify their immunogenicity.

[0005] Through attenuation of wild strain Salmonella typhi, a new strain Ty21a was created and used for vaccination
against typhoid fever. Attenuation of this strain has been achieved through a number of mutations induced by chemical
mutagens. This has resulted in a strain that is sensitive to galactose (a mutation in galE gene), auxotrophic for isoleucine
and valine (mutations in ilvD genes), has reduced resistance to stress (a mutation in rpoS), and is also unable to produce
the Vi polysaccharide. The plurality of mutations makes the strain genetically stable and safe. Revertant mutations within
the virulence genes were not observed either in vitro or in vivo (7, 8).

[0006] The strain CVD908 has clearly defined mutations in the genes aroC and aroD, but causes fever and other
adverse reactions in volunteers vaccinated with high doses. Further attenuation of this strain by the deletion of htrA
gene, which encodes a serine protease essential for bacterial survival in macrophages, led to strain CVD908-htrA, which
is well tolerated even at high doses and shows high immunogenicity (9).

[0007] Mutants of Salmonella enterica serovar Typhimurium, lacking the transcription regulator RfaH effectively prevent
salmonellosis when used to vaccinate mice. Lack of RfaH affects the expression of genes involved in the synthesis of
lipopolysaccharide core and O-antigen. Such mutants do not differ in their ability to proliferate, but show increased
susceptibility to antibacterial peptides (10).

[0008] Due to the specificity of preventive vaccines, aiming to elicitimmune memory after administration, their activity
may be based on the ability of attenuated bacteria to stimulate a humoral immune response (production of neutralising
antibodies). The generation of an effective humoral response does not require the ability to invade host cells by Samonella
sp. vaccines. This means that even relatively large deletions in the chromosome of Salmonella sp. may be tolerated in
vaccinting material prepared for use as a preventive vaccine. However, the relative ease of attenuation does not always
coincide with the retention of the original (effective) immunogenicity.

[0009] A therapeutic vaccine vector should be highly attenuated and possibly poorly immunogenic to provide effec-
tiveness of repeated administration into a patient. In the case of conjugated heterogeneous (allo- or xenogenic) antigens
(epitopes), the vector should demonstrate adjuvant properties (while maintaining its low immunogenicity). A therapeutic
vector should be capable of stimulating a specific type of immune response, that is to induce a humoral (Th2) or cellular
(Th1) response as needed.

[0010] The VNP20009 strain was developed as a vaccine vector whose task was to deliver non-toxic cytostatic drug
precursors (prodrugs) to tumour tissue (9, 10). Deletions within the genes purl and msbB result in auxotrophism of the
strain with a reduced capacity to stimulate TNF in the infected organism. Preliminary studies have shown the ability of
preferential accumulation of VNP20009 within tumours in mice (11). VNP20009 was also found to have an inhibitory
effect on tumour development. Phase | clinical studies have not confirmed the effects observed in small mammals. So
far, there are no studies on the immunogenicity of VNP20009 in mice nor humans (12).

[0011] Surface expression of the variable fragment of a CEA-specific antibody (T84.66) improved the ability of selective
accumulation of bacteria in malignant tumours (13). However, the stress caused by overexpression of the fusion protein
OmpA-scFv (CEA-specific) substantially (100-fold) reduced the invasiveness of transformed VNP20009 (designated
VNP/scFv). Despite the reduced invasiveness, an increase in therapeutic effects was observed for VNP/scFv versus
VNP20009 in murine models of transplantable tumours stably transfected with the human CEA gene (MC38CEA and
CT26CEA adenocarcinomas). Another reason for the reduced effectiveness of VNP/scFv is probably genetic instability
of the strain involving the loss of the plasmid (and hence the loss of ability to express OmpA-scFv) in the absence of
antibiotic selection pressure. Reversion to wild type VNP20009 in the patient would not promote the targeting of the
bacteria towards CEA-rich sites (tumour tissue).

[0012] In the case of a Salmonella sp., vector it is important to retain the invasive features of the bacteria, which are
related to the quality of the immune mechanisms stimulated by those bacteria.

[0013] There is still a great need to develop expertise in the field of therapeutic vaccines. A particularly important issue
is the impact of attenuation-related effects on the strength and type of immune response dependent on the type of
microorganism.

[0014] The purpose of this invention is to provide an effective vaccine vector, particularly effective for the treatment
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of cancer.

[0015] The aim of the present invention is therefore to obtain the appropriate strain of Salmonella sp., pursuant to
demand in the field of therapeutic vaccines as a vector for delivery of therapeutic material to target cells, particularly
cancer cells, cells infected with a virus, etc., with immunogenicity resulting from the physiological intracellular location
of bacteria.

[0016] The subjectofthe presentinventionis a strain of Samonella enterica serovar Typhimurium VNP20009 deposited
in the Polish Collection of Microorganisms under access no. B/00024. Another subject of the present invention is the
use of the strain of Samonella enterica serovar Typhimurium VNP20009 deposited in the Polish Collection of Microor-
ganisms under access no. B/00024 to produce a vaccine, especially anti-cancer vaccine.

[0017] Another subject of the present invention is a method of obtaining a therapeutic vaccine vector, characterized
in that a genetic modification is introduced into the vector strain Salmonella enterica serovar Typhimurium VNP20009
specific to cancer cells, resulting in a delayed overexpression of a gene encoding a protein responsible for the invasive
features of this strain, wherein an expression cassette is obtained, containing sipB gene under the control of PsifB
promoter that controls its delayed overexpression, and then the cassette is integrated into the bacterial chromosome.
[0018] Preferably, the expression cassette is integrated into the bacterial chromosome is the cassette PsifB-sipB
according to SEQ ID 1 or the cassette ushA-5'-PsifB-sipB-ushA-3’ according to SEQ ID 2.

[0019] In a preferred embodiment of the present invention, the method includes an additional final step of removing
a gene for antibiotic resistance from the bacterial genome.

[0020] The subject of the present invention in an embodiment is made clear in the figure, in which:

Figure 1A shows the electrophoretic separation of a PCR product in 1% agarose gel in the presence of ethidium
bromide for the sipB gene sequence (1782 bp) obtained from the genomic DNA of a reference strain, S. typhimurium
SL5319;

Figure 1B shows the results obtained using Western blotting confirming the functionality of the cloned sipB gene;
Figure 2 shows the results obtained as a result of the isolation of the sifB gene promoter and the results of functionality
assays of the PsifB-GFP construct:

Figure 2A shows the image of the electrophoretic separation of the PCR product in 1.2% agarose gel in the presence
of ethidium bromide;

Figure 2B shows a microscopic image of the RAW264.7 macrophage cell line infected with VNP20009 transformed
with the pBR322-PsifB-GFP plasmid;

Figure 2C shows the results of the cytofluorimetric analysis of bacterial cultures. VNP20009/PsifB-sipB-GFP: in-
duction of the expression of the SipB-GFP fusion protein (right panel), GFP-negative bacteria (left panel);

Figure 3 shows a diagram of the integration of the plasmid into the genome and DNA fragment exchange, stimulated
by the cleavage of both DNA strands;

Figure 4 shows the relative position of the sipB gene sequence, PsifB promoter and the insertion site of the PsifB-
sipB cassette (ushA gene) in the genome of Salmonella typhimurium. LT2;

Figure 5 shows a diagram of the pSG76C plasmid including cloned cassette ushA-5’-PsifB-sipB-'ushA-3’;

Figure 6 shows a diagram of the genomic sequence generated through the recombination of the ushA gene with a
homologous region 5’-ushA of the plasmid. Primer sequences used for the analysis of chloramphenicol-resistant
clones were indicated on the figure;

Figure 7 shows the electrophoretic separation of RT-PCR products in 1% agarose gel in the presence of ethidium
bromide: DNA of the mutated clone was amplified with the following primers: 1 - A and B (2350 bp) 2 - A and G
(3755 bp) 3-Aand F (4560 bp) 4 - Aand D, 5 - C and D (2411 bp); M - mass standard;

Figure 8 shows the images obtained by electrophoretic separation of RT-PCR products in 1% agarose gel in the
presence of ethidium bromide:

- in Figure 8A the image of the product of cDNA amplification with primers specific for PsifB-sipB (1222 bp): 1 -
VNP20009, 2 - modified VNP20009, M - mass standard;

- in Figure 8B the image of the the product of cDNA amplification with primers specific for sipB (389 bp; on the
upper panel): 1 - VNP20009, 2 - modified VNP20009; product of cDNA amplification of 16S rRNA (350 bp; on
the bottom panel); M - mass standard;

Figure 9 shows the image of electrophoretic separation of the PCR product with primer sequences complementary
to sequences flanking the ushA gene performed on the genomic DNA of a clone obtained through the procedure of
PsifB-sipB integration into the VNP20009 chromosome; 1 - amplification product with primers E and D (1526 bp),
2 - product amplification with primer A and D (4709 bp), M - mass standard;

Figure 10 shows a graph representing the results of the invasion of RAW264 cells by VNP20009 and VNP/sipB;
Figure 11 shows the results of an experiment performed on lung metastasis model CT26CEA in Balb/c mice. The
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upper row shows the lungs of the control mice isolated on day 15 after the intravenous administration of 5 x 105
CT26CEA cells. White spots visible on the dark background are small tumour foci. The bottom row shows lungs
explanted from mice, which were administered Salmonella typhimurium VNP/sipB bacteria intranasally in the amount
of 2 x 107 CFU/mouse 48 hours after the injection of cancer cells;

Figure 12 presents the result of an experiment performed on lung metastasis model CT26CEA in Balb/c mice. The
upper row shows lungs of the control mice isolated on day 15 after intravenous administration of 5 x 105 CT26CEA
cells. White spots visible on the dark background are small tumour foci. The bottom row shows lungs taken from
mice, which were administered various modifications of Salmonella typhimurium intranasally in the amount of 2 x
107 CFU/mouse 96 hours after the injection of cancer cells; the mean numbers of tumour foci in the lungs are shown
on the graph in the lower part of the figure.

Figure 13 shows the results of an experiment performed on lung metastasis model B16F10 in C57B1/6 mice. The
upper row shows lungs of the control mice isolated on day 28 after intravenous administration of 5 x 105 B16F10
cells. Tumour sites are visible as dark spots.

The middle and lower rows shows lungs isolated from mice, which were administered VNP (middle row) or VNP/sipB
(bottom row) bacteria intranasally in the amount of 2 x 107 CFU/mouse 96 hours after the injection of cancer cells;
Figure 14 shows the effect of antibody isotype skewing caused by selective stimulation of a Th1-type immune
response by VNP/sipB. The results were produced by vaccination of Swiss mice (outbred) with VNP20009 strains:
mice vaccinated with "wild type" VNP20009 (upper panel), mice vaccinated with VNP/sipB (lower panel);

Figure 15 shows the result of DNA sequencing performed on a recombinant genomic DNA fragment of the modified
strain of Salmonella enterica s. Typhimurium VNP20009:

Figure 15A shows a DNA sequence, which includes sequences flanking ushA gene and complete sequence of the
integrated PsifB-sipB construct that in VNP/sipB bacteria is located within the ushA gene.

Figure 15B presents the results which confirm the identity of the sequence from VNP/sipB with template DNA from
a model strain of Salmonella typhimurium LT2. Lower strand: template (lower strand of DNA), the location of the
each element of the construct is indicated (sifB promoter, sipB ORF, ushA integration site) in accordance with the
numbering of LT2 strain deposited in GenBank (NCBI). Upper strand: marked as "Query", shows the sequence
obtained from the VNP/sipB.

Figure 16 shows the sequences of primers used in the sequencing of genomic DNA. A schematic location of the
primers is indicated in Figure 15 within the flanking sequences and the integrated construct.

Figure 17 shows the Apoptosis of VNP20009- or VNP/sipB-infected MC38CEA cells, measured as a percentage of
annexin V binding cells. Bacteria used for infection were expressing RFP. Annexin V-APC fluorescence was analyzed
in RFP-positive population of MC38CEA cells.

[0021] In the present invention the VNP/sipB vector was obtained with the full retention of invasive ability (Fig. 10).
[0022] The prepared vaccine vector utilised the natural ability of Salmonella sp. to infect host cells. The invasiveness
of Salmonella sp. is a multifactorial process, which involves components of both the bacterial cells and the host cells
(14). Adhesion of bacteria to a host cell causes the activation of Type Ill Secretion Systems genes (TTSS) grouped into
the "Salmonella Pathogenicity Island-1" (SPI-1). Products of those genes, including the SipB protein, allow bacteria to
penetrate the cell (15). Expression of another set of genes is activated inside the host cell. Those genes are located
within the SPI-2 and their products facilitate the proliferation of the bacteria within the cytoplasm. The expression of SPI-
2 genes is regulated by interaction of endoplasmatic factors with the SPI-2 promoters. The promoter of the sifB gene is
one of those promoters (16).

[0023] Proliferation of the bacteria in the cytoplasm leads to apoptosis of the host cell, which in turn allows the bacteria
to escape and subsequently infect other cells. One of the factors that induce apoptosis is the already mentioned SipB
protein (14).

[0024] Itwas assumed that delayed (by using the promoter of sifB gene) overexpression of SipB (PsifB-sipB) will result
in intracellular elimination of infective bacteria with simultaneous apoptosis/necrosis of the infected cells. Interim infection
will form a strong signal for leukocyte migration to the infection site, but will not result in the infection of the population
of newly-migrating immune cells.

[0025] The result produced by such a vaccine vector will be the eradication of tumours through the concerted action
of the bacteria and the immune system.

[0026] The present invention is illustrated by the following embodiments:

Example 1: Cloning of the sipB gene

[0027] The sequence of the SipB gene (1782 bp) (Fig. 1A) was obtained from the genomic DNA of a reference strain
S. typhimurium SL5319 using a PCR technique with the following primers:
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5’AACTGCAGAACCAATGCATTGGTTTCTCCCTTTATTTTGGCA
3’CGGGATCCCGAAGTAGCATTAGCCGTAGCG,

which contain restriction site Pstll BamHI.

cDNA for sipB was cloned into the expression cassette of plasmid pQE30 to obtain a sequence encoding the fusion
protein RGS-6His-SipB. The correctness of the sipB sequence was confirmed by sequencing of both strands of sipB
cDNA.

[0028] The functionality of the cloned sipB gene was confirmed using a standard Western blot technique (Fig. 1B)
performed on lysates of E. coli M15 incubated in the presence of IPTG (0.5 mM), using anti-His-tag antibodies.

[0029] The results of Western blot analysis showed that the expression of SipB with an inducible promoter was toxic
to bacteria, as induced in the E. coliM 15 strain (containing the plasmid pREP-4 with the lacl gene encoding the repressor
protein). Protein expression was induced with 0.5 mM IPTG in E. coli M15 grown in TB medium at 25°C up to an optical
density of OD600~1.0. Bacterial lysate was prepared from 120 ml of culture after a 2.5-hour induction and was purified
on an IMAC chromatography resin, TALON BD. The collected fractions were separated with SDS-PAGE on 10% gel
and the blots were probed with 0-RGS-6His antibodies (Qiagen).

[0030] Molecular weight of the obtained product corresponded to the mass of SipB protein (62 kDa).

Example 2: Isolation of sifB gene promoter and construction of sipB gene controlled by PsifB

[0031] The coding sequence of the promoter region of sifB gene was obtained through PCR on genomic DNA of
Salmonella typhimurium VNP20009, using the following primers: "forward" CCCAAGCTTGGGCCTTAGCCATTCT-
GACTG with a Hindlll restriction site and "reverse”" GAAGATCTTCACTTCATTACTGGAATAGGTGGT with a Bglll
restriction site. Concurrently, a sequence encoding GFP was obtained from the pGFPuv plasmid (Clontech) using PCR
and the following primers: "forward" GAAGATCTTCTCACACAGGAAACAGCTATGAC with a Bglll restriction site and
"reverse" GAAGATCTTCGCGCTCAGTTGGAATTCA, also with a Bglll restriction site. PCR products were cloned into
the plasmid pGEM-TEasy (Promega) and propagated in Escherichia coli DH5a.. Upon confirmation of sequence identity
with a sequence obtained from GenBank database, the gfp gene was cloned into the Bglll restriction site of the pGEM-
TEasy-PsifB plasmid, which had been previously obtained from plasmid pGEM-TEasy-gfp. Intracellular induction of the
PsifB promoter was confiirmed in vitro by infection of the RAW264.7 macrophage cell line with VNP20009 bacteria
containing the pGEM-TEasy-PsijB-gfp plasmid, with the gfp sequence cloned in forward or reverse orientation to the
promoter. The sipB coding sequence with the RBS and 6His sequences was obtained from the pQE-sipB plasmid using
PCR and the following primers:

"forward" GGAAGATCTTCCAGAGGAGAAATTAACTATGAGA

"reverse" GAAGATCTTCGGAGTCCAAGCTCAGCTA

(both primers with a Bglll restriction site).

[0032] The PCR product was cloned into the pGEM-TEasy-PsifB plasmid into the Bglll site. PsifB-sipB cassette was
excised from pGEM-TEasy-PsifB-sipB plasmid with the restrictase Notl and after filling the sticky ends, it was cloned
into a low-copy pBR322 plasmid (in EcoRV-Nrul cloning site) and into pMoPac2-Ipp-ompA-scFv plasmid.

[0033] Figure 2 presents the results of sifB gene promoter isolation and functional tests of PsifB-GFP construct.
[0034] Figure 2A shows an electrophoretic image of PCR product separation in 1.2% agarose gel in the presence of
ethidium bromide. The coding sequence of the promoter region of sifB gene (603 bp) was obtained using PCR from the
genomic DNA of Salmonella typhimurium. The identity of the sequence was confirmed with the sequence obtained from
GenBank (Salmonella typhimurium LT2, 1 691 572 - 1 692 152 bp). To confirm the functionality of the obtained promoter
sequence, a transcriptional fusion protein PsifB-GFP was produced (gfp sequence amplified from the pGFPuv plasmid
(Clontech) using PCR). Concurrently, the RBS-RGS-6His-sipB sequence was obtained from plasmid pQE30-sipB via
PCR.

[0035] Figure 2B shows a microscopic image obtained of the RAW264.7 macrophage cell line infected with VNP20009
transformed with the pBR322-PsifB-gfp plasmid. Induction of the PsifB promoter in intracellular bacteria was evaluated
microscopically. VNP20009 transformed with low-copy plasmid (pBR322) or high-copy plasmid (P GEM-TEasy), both
including the PsifB-gfp cassette, did not demonstrate any microscopically detectable GFP expression when grown in
TB medium.

[0036] Figure 2C presents the results of cytofluorimetric analysis performed on the bacterial culture. VNP20009/PsifB-
sipB-gfp (but not E. coli DH50/PsifB-sipB-gfp), cultured for 12 hours at 30°C with shaking (180 RPM) in eukaryotic cell
culture medium OPTIMEM (Invitrogen), showed the induced expression of the fusion protein SipB-GFP (right panel).
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The same bacteria cultured in TB were GFP-negative (left panel).

[0037] The use of plasmid constructs is limited in vivo due to the frequent loss of plasmids from bacteria in the absence
of selection pressure (antibiotics). Yet genetic stability is one of the fundamental features of bacteria that allows their
use as vaccine material. A method of obtaining genetically stable bacterial strains is the integration of functional cassettes
(promoter-gene) into the bacterial chromosome.

Example 3: Integration of the PsifB-sipB expression cassette into the VNP20009 chromosome

[0038] In order to obtain a genetically stable, attenuated strain of Salmonella typhimurium with the overexpression of
endogenous SipB protein induced inside an infected cell, the PsifB-sipB expression cassette was integrated into
VNP20009 genome. Integration was performed by the homologous recombination method, based on the natural recom-
bination and repair system of the bacteria (Rec-A protein activity) and using a conditionally replicating plasmid as a
vector for delivering a mutant allele into genomic DNA (17). At a temperature not permitting multiplication of the plasmid,
clones which integrated the plasmid (as a result of recombination with wild and mutant copies of the gene) and acquired
chromosomal resistance are selected in the presence of an antibiotic. At this stage, homologous regions of the modified
gene are duplicated in the genome. In the next stage, an exchange occurs between the duplicated sequences, stimulated
by cleavage of DNA sequences within the plasmid sequence present in the genome. The result is a return to the wild
allele form or replacement into the mutated form, with simultaneous excision of the antibiotic resistance gene. A diagram
of gene exchange by recombination of homologous segments stimulated by DNA cleavage is shown in Figure 3.
[0039] Theregion of the ushA gene (STM0494) was chosen as the target site for integration, as it has a high homology
with the ushA gene of Escherichia coli, but very low expression and low activity of the encoded enzyme in Salmonella
typhimurium (UDP-glucose hydrolase with a point mutation, "silent gene"). The ushA gene has been inactivated in strains
of S. typhimurium and its active functional homologue is ushB. The DNA sequences of these genes do not show a
significant homology (18, 19). Considerable distance between ushA and sequences PsifB and sipB in S. typhimurium
genome (Fig. 4) should reduce the genomic instability of the modified strain, associated with the introduction of additional
copies of those sequences, which may be a substrate for homologous recombination.

[0040] A conditionally replicating plasmid, pSG76-C, was used for the integration. The PsifB-sipB sequence was cloned
into the plasmid, flanked with regions of homology, i.e. segments of sequence identical to the target sequence of inte-
gration within the bacterial chromosome (5’-ushA and 3’-ushA); chloramphenicol resistance gene for selection of clones,
in which crossing-over occurred; ori R6Ky and an extremely rare restriction site for endonuclease I-Scel (Fig. 4).
[0041] Replication of the pSG76-C plasmid requires protein IT, supplied with an auxiliary plasmid pPIR-A (with ther-
mosensitive ori pSC101). Plasmid pSG76C-ushA-PsifB-sipB can be built into the genome by a single crossing-over
involving a region of homology and the corresponding chromosomal region. At a temperature preventing the replication
of the plasmid pPIR-A (37-42°C), and thus also plasmid pSG76C, in the presence of the antibiotic, there is a selection
of clones with the plasmid sequence integrated into the genome. At this stage, flanking regions of homology are duplicated
in the genome. Then, expression of I-Scel meganuclease is induced from the pSTKST auxiliary plasmid. The cleavage
of both DNA strands within the integrated plasmid sequence stimulates the Rec-A-dependent intramolecular recombi-
nation (double strand break-stimulated gene replacement) - a repair of the DNA break occurs, with the use of adjacent
flanking regions of homology. Single crossing-over could happen with the participation of the regions of 5’-ushA or
3’-ushA. In the first case the region of integration returns to the wild form (restoration of the ushA gene sequence integrity);
in the second case, a productive re-arrangement occurs, with simultaneous removal of the antibiotic resistance gene.
A modified bacterial strain is obtained as a result, without any selection marker in the form of antibiotic resistance gene
or any other exogenous sequence.

Example 4: Cloning the ushA-5’-PsifB-sipB-ushA-3’ cassette into the pSG76-C plasmid

[0042] Complementary DNA for ushA was obtained from the genomic DNA of VNP20009 using PCR and the following
primers:

forward FushA GGGGTACCCCGCGATGTTGGAGATAGTAGG,
reverse RushA GGGGTACCCCTACAGCCAGCTCACCTCA,

both containing a restriction site for the enzyme Kpnl. The PCR product (1825 bp) was cloned into the pGEM-TEasy
plasmid (Promega) and propagated in Escherichia coli DH5a. Upon confirmation of sequence identity with a sequence
obtained from the GenBank database, the PsifB-sipB sequence (obtained from pGEM-TEasy-PsifB-sipB) was cloned
into the restriction site Hpal, located within ushA. The orientation of the PsifB-sipB sequence was the reverse of the
orientation of the ushA gene.

[0043] In the thusly obtained construct, the PsifB-sipB sequence is flanked with a 1091 bp fragment of ushA at 5’-end
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and a 732 bp fragment at 3’-end. Then, the ushA-5’-PsifBsipB-ushA-3’ cassette was cut out with Kpul enzyme and
cloned into pSG76-C in Kpnl site, yielding pSG76C-USS (Fig. 5).

Example 5: Integration of the pSG76C-USS plasmid into VNP20009 chromosome

[0044] The plasmid was amplified in Escherichia coli DH5a..pir (with the genomic copy of pir gene, encoding n protein)
and transformed into the VNP20009 strain (by electroporation), which had been previously transformed with the pPIR-A
plasmid. Then, the VNP20009 bacteria were cultured on solid medium as follows: 40 hours at 30°C with ampicillin and
chloramphenicol, 5 hours at 30°C with chloramphenicol, 17 hours at 42°C with chloramphenicol and 7 hours at 37°C
with chloramphenicol, for the selection of clones that have acquired the chromosomal antibiotic resistance. Among the
transformants resistant to chloramphenicol, 5 large colonies of bacteria were selected, transferred to solid medium with
chloramphenicol and cultured for additional 20 hours at 37°C. Then the selected clones were tested for integration of
the plasmid into chromosome, that is, whether the plasmid was inserted into the ushA gene. PCR was carried out with
a pair of primers complimentary to sequences flanking the insertion site and to the plasmid sequence and PsifB-sipB
(Fig 5, Table 1), with the following conditions: 94°C 90 sec, 94°C 45 s, 58°C 30 s, 72°C for 2 min 30 sec, 28 cycles.
[0045] Accordingly, a diagram of genomic sequence generated by recombination between ushA gene and homology
region 5’-ushA of the plasmid in shown Figure 6. The position of the primers used for the analysis of chloramphenicol-
resistant clones is also indicated.

[0046] The primers used in the experiment are listed in Table 1:

Table 1. Primer sequences used for analysis of recombinant clones and mass of PCR products confirming the
integration of the plasmid into the genome within the ushA gene sequence.

PRODUCT
PRIMER SEQUENCE (5’ - 3’) _l:YRg:UCT-WILD AFTER
INTEGRATION
FushA GGGGTACCCCGCGATGTTGGAGATAGTAGG 8366 bp
1825 bp 4366 bp (after
RushA GGGGTACCCCTACAGCCAGCTCACCTCA removal of
resistance gene)
A GCGACTGGATCATATCGT i 2350 bp
B CGCCTCACTATGCTCATG
(] CTGAACGGTCTGGTTATAGG 2411 bp
D CTGGATATTGAACTGGCG ) - (after removal of
resistance gene)
A GCGACTGGATCATATCGT 8709 bp
2168 bp 4709 bp (after
D CTGGATATTGAACTGGCG removal of
resistance gene)
E CCCAAGCTTGGGCCTTAGCCATTCTGACTG 5140 bp
1526 bp (after
D CTGGATATTGAACTGGCG i removal of
resistance gene)
A GCGACTGGATCATATCGT 4560 bp
F GCAGGTCGACTCTAGAGGAT ) - (after removal of
resistance gene)
A GCGACTGGATCATATCGT
G CCCAAGCTTGGGCCTTAGCCATTCTGACTG 3755 bp

[0047] In the case of plasmid integration into ushA gene in PCR with primers A and B, a product of 2350 bp was
obtained and with primers C and D - a 2411 bp product, while the standard PCR with primers A and D did not yield any
product (Fig. 7).

[0048] Figure 7 shows an electrophoretic image of the separation of PCR in a 1% agarose gel in the presence of
ethidium bromide. DNA of the mutated clone was amplified using the following primers: 1 - A and B (2350 bp) 2 - A and
G (3755 bp) 3-A and F (4560 bp) 4 - Aand D, 5 - C and D (2411 bp).

[0049] Total RNA was isolated from wild-type VNP20009 bacteria and a clone positive for the integration, cultured in
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conditions that induced the PsifB promoter activity. In a RT-PCR with primer specific for the sipB copy newly introduced
into the genome (complementary to the sequence including the synthetic RBS sequence) performed on a template
derived from the mutant clone, a product was obtained with molecular mass corresponding to 1222 bp (Fig. 8).

[0050] Figure 8 shows the images obtained by electrophoretic separation of RT-PCR products in 1% agarose gel in
the presence of ethidium bromide. RNA was isolated from bacteria cultured under PsifB promoter-inducing conditions.
(A) Product of cDNA amplification with primers specific for PsifB-sipB (1222 bp): 1 - VNP20009, 2 - modified VNP20009;
(B) product of cDNA amplification with primers specific for sipB (389 bp): 1 - VNP20009, 2 - modified VNP20009 and
product of cDNA amplification for 16S rRNA (350 bp).

Example 6: Removal of antibiotic resistance gene from the VNP20009 genome

[0051] The above-mentioned genetic manipulations required the presence of an antibiotic resistance gene, which is
undesirable in the final vaccine material. Therefore, this gene was deleted in the following stage. The cleavage of genomic
DNA at the restriction site for I-Scel enzyme, which had been introduced into the genome together with the plasmid
sequence, stimulated recombination with the participation of neighbouring regions of homology and selection of the
clones, in which the DNA break was repaired. Clones with confirmed integration of the pSG76C-USS plasmid were
subsequently transformed with plasmid pSTKST (with thermosensitive ori sequence pSC101) containing a gene for I-
Scel meganuclease under the control of the tetracycline promoter. The clones were cultured on solid medium with
kanamycin at 30°C. Then, individual colonies were transferred into liquid LB medium with kanamycin (20 pg/ml) and
autoclaved chlortetracycline (cTc, 30 ng/ml, induces the expression of I-Scel by inactivating the tetracycline repressor)
and incubated for 24 hours at 30°C. The culture was diluted 1:108, transferred to solid medium with kanamycin and cTc
and cultured at 30°C for 20 hours. Then, the clones were tested for the deletion of the resistance gene and for planned
recombination with a PCR using pair of primers E and D - in this case the obtained product had 1526 bp (Fig. 9, lane
1). PCR was performed using the primers A and D and a programme as follows: 94°C 2 min, 94°C 30 s, 58°C 30 s,
70°C 4 min, 10 cycles; 94°C 30 s, 58°C 30 s, 70°C 4 min + 10 sec/cycle, 20 cycles. The resulting product was longer
than 4500 bp and corresponded to the length of the ushA sequence with the integrated PsifB-sipB cassette (Fig. 9, path 2).
[0052] Figure 9 shows the image of electrophoretic separation of the PCR product with primer sequences comple-
mentary to sequences flanking, the ushA gene performed on the genomic DNA of a clone obtained with the procedure
of PsifB-sipB integration into the VNP20009 chromosome. Amplification products were obtained with primers E and D
(1526 bp) and with primers A and D (4709 bp).

[0053] Integration of the PsifBsipB functional cassette into the VNP20009 chromosome is such a significant genetic
modification of the bacteria, that it results in obtaining of a new bacterial strain.

Example 7: Testing of the VNP/sipB (INT) functionality
Example 7A: Comparison of the invasive ability of VNP20009 and VNP/sipB bacteria

[0054] The invasiveness VNP20009 and VNP/sipB strains was tested on RAW264.7 cells. No statistically significant
differences in the invasiveness were found between "wild" and recombinant strains of VNP. RAW264.7 macrophage
cell line was cultured on 48-well plates at the density of 2.5 x 104 in DMEM medium with 10% serum for 24 hours. The
cells were infected with VNP20009 and VNP/sipB in 100 wl of OPTIMEM medium (Invitrogen) without serum at MOI 5,
determined by measuring optical density at 600 nm. After 1-hour of co-incubation of the cells with bacteria (37°C, 5%
CO,), another 100 wl of OPTIMEM supplemented serum and gentamicin (2% serum, 100 png/ml gentamicin) was added
and incubated for 3 hours (37°C, 5% CO,) to eliminate extracellular bacteria. Then, the cells were harvested and
transferred to LB/agar plates. The number of live intracellular bacteria was assessed based on the number of bacterial
colonies present after 24-hour incubation and referred to the number of cells in the specific well.

[0055] Concurrently, the number of CFU per well of the start of infection was determined, based on the amount of
bacterial colonies after 24-hour culturing on LB/agar plates, obtained from an appropriately diluted bacterial suspension
used for the infection. Invasiveness of the bacteria was defined as the fraction of intracellular bacteria from the number
of bacteria used for the infection (Fig. 10).

Example 7B: Therapeutic effects of VNP/sipB in a mouse tumour model

[0056] The experiment was performed on the CT26CEA lung metastasis model in Balb/c mice. Lungs were stained
with Indian ink. Figure 11 (upper row) shows lungs of the control mice isolated on day 15 after the intravenous admin-
istration of 5 x 105 CT26CEA cells. White spots visible on the dark background are small tumour foci and their number
(> 300 per lung) and randomly assessed volume illustrate the effectiveness of metastasis. The bottom row shows lungs
taken from mice, which were administered Salmonella typhimurium VVNP/sipB bacteria intranasally in the amount of 2 x
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107 CFU/mouse 48 hours after the injection of cancer cells. In those lungs, an average of <20 tumours/lung were found.
In the group of mice that were vaccinated with VNP/sipB, no detectable tumours were found in 50% of the examined lungs.

Example 7C: Comparison of therapeutic effects of various VNP20009 modifications in a mouse tumour model

[0057] The experiment was performed on the CT26CEA lung metastasis model in Balb/c mice. Lungs were stained
with Indian ink. Figure 12 (upper row) shows lungs of the control mice isolated on day 15 after intravenous administration
of 5 x 105 CT26CEA cells. White spots visible on the dark background are small tumour foci and their number (> 300
per lung) and randomly assessed volume illustrate the effectiveness of metastasis. The bottom row shows lungs taken
from mice, which were administered various modifications of Salmonella typhimurium bacteria intranasally in the amount
of 2 x 107 CFU/mouse 96 hours after the injection of cancer cells. In the lungs VNP/sipB vaccinated animals an average
of 54 tumours/lung was found and 50% of the examined lungs did not have any detectable tumours; the mean numbers
of tumour foci in the lungs are shown on the graph in the lower part of the figure.

Example 7D: Comparison of therapeutic effects of VNP20009 and VNP/sipB in mouse tumour model of B16F10
melanoma

[0058] The experiment was performed on the B16F10 lung metastasis model in C57B1/6 mice (Fig.13). Lungs were
stained with picric acid. Figure 13 (upper row) shows lungs of the control mice isolated on day 28 after intravenous
administration of 5 x 105 B16F10 cells. Tumours are shown as dark dots and their number and randomly assessed size
illustrate the effectiveness of metastasis. The middle and lower rows shows lungs isolated from mice, which were
administered VNP (middle row) or VNP/sipB (bottom row) bacteria intranasally in the amount of 2 x 107 CFU/mouse 96
hours after the injection of cancer cells. In these lungs, less than 2 tumours/lung were found on average. In the group
of mice that were vaccinated with VNP/sipB, no detectable tumours were found in 75% of the examined lungs.

Example 7E: Selective stimulation of Th1-type response by VNP/sipB

[0059] As an effect of the vaccination of Swiss mice (outbred) with the modified VNP20009 strains, immune response
skewing towards a Th1-type response is found in half of the vaccinated animals (Fig. 14). While administration of the
"wild type" VNP20009 (top panel) elicited all analysed antibody isotypes (IgG1, IgG2a and IgM), only high levels of IgG2a
and the almost complete absence of IgG1 were found in the serum of mice vaccinated with VNP/sipB (bottom panel).
It is very likely that the observed isotype skewing forms an important link in the chain of immune responses stimulated
by VNP/sipB, which result, inter alia, in growth inhibition (or elimination) of tumours in the vaccinated mice.

Example 7F: Apoptosis of VNP/sipB infected MC38CEA cells

[0060] Apoptosis induction in MC38CEA adenocarcinoma cells infected with VNP20009 or VNP/sipB was analyzed
by flow cytometry of annexin V-stained cells. Bacteria transformed with the pDsRed2 plasmid encoding RFP (Red
Fluorescent Protein) were used for the infection.

[0061] Cells were seeded on 24-well plate at 7.5-104 per well in DMEM containing 10% FBS and cultured at 37°C in
5% CO2. Infection was carried out with bacteria suspended in 200 pl Opti-MEM at the multiplicity of infection equal to
20 bacteria per cell. Bacteria were allowed to invade cells for 45 min at 37°C in 5% CO2. Then, 200 pl of gentamicin-
containing Opti-MEM was added to kill extracellular bacteria (final concentration of gentamicin was 100 g/ml). Incubation
was continued for 1.5 h (37°C, 5% CO2). The media were then replaced with 0.5 ml Opti-MEM with 20 pwg/ml gentamicin.
After 20 h of incubation, cells were collected, stained with APC-labeled annexin V for 15 min at room temperature and
analyzed by flow cytometry. Fig. 17 shows the percentage of annexin V binding cells gated on an RFP-positive, bacteria-
infected population. There was around 10% more annexin V positive MC38CEA cells following infection with VNP/sipB
than VNP20009.

Example 8: Sequencing of the recombinant fragment of genomic DNA of the modified Salmonella enterica s.
Typhimurium VNP20009 strain

[0062] The following DNA sequences were analysed: the ushA gene with its flanking sequences and the entire se-
quence of the integrated PsifB-sipB construct that in VNP/sipB bacteria is located within the ushA gene (Fig. 15). The
identity of the sequence from VNP/sipB with template DNA from a model strain of Salmonella typhimurium, LT2, was
confirmed using BLAST software (NCBI). On the template (lower strand of DNA) in Figure 15B, the location of the each
element of the construct is indicated (sifB promoter, sipB ORF, ushA integration site) in accordance with the numbering
of the LT2 strain deposited in GenBank (NCBI). Upper strand, marked as "Query", shows the sequence obtained from
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the VNP/sipB. The PsifB sequence in the genome of Salmonella typhimurium LT2 is located in the position 1 691 578
- 1692 147 bp. The sipB sequence in the genome of Salmonella typhimurium LT2 is located in the position of 3 029
114-3 030 895 bp. The ushA sequence in the genome of Salmonella typhimurium. LT2 is located in the position 553
634 - 555 286 bp.

[0063] Oligonucleotides used for sequencing of genomic DNA are listed in Figure 16. The schematic location of the
primers is indicated in Figure 15 within the flanking, sequences and the integrated construct.

[0064] As a result of the production of a properly modified strain of Salmonella enterica s. Typhimurium, a favourable
therapeutic vaccine vector was produced, which is particularly suitable for use as an anti-cancer bacterial vaccine vector.
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SEQUENCE LISTING
[0066]
<110> Uniwersytet Jagiellonski
Bereta, Michal

Chorobik, Paulina
<120> New strain of Salmonella enterica s. Typhimurium, its use and method to obtain a therapeutic vaccine vector
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<130> PZ/643/RW/PCT

<150> PL387319

<151> 2009-02-23

<160> 21

<170> Patentln version 3.3

<210>1
<211> 2414
<212> DNA
<213> artificial
<220>

<223> Coding sequence of the PsifB-sipB cassette

<400> 1

ccttagccat tctgactgca aaatgcccca ggatgctgtc ttttcgtgaa tttcaccatc 60
tgatttcttc attttgagcc tcctcgcagg tttttataat tttatcgccc aactggaaac 120
aaagccgtca gctaatcgtt acaacaaata taattaagac aaaaactaaa gagtaagata 180
tttatatcat aagcactatc agtattggcc ttctgcccta ccgctaaaca tctcattgtt 240
gttagcctaa taatactttt agtttaactt cttataagac aatttctaca cggttgagca 300
actatttact ttctctaaaa ataatatagt gcgtaattaa tcattactca tagtacatga 360
tgatgtgaga attaagaaaa ccgttttact ttcattcgtt ttatctgaca tatttcatgg 420
ccaggaggcg tgggcatgac taaagctacg ggtcgatttg aacaattgaa caataatgtt 480
gacggttcag gacaaagcaa aaatcaggtg tttcaccgat aggcaaaccg atgggcaaca 540
tgggataata tttcgaatac cacctattcc agtaatgaag tgaagatctt ccagaggaga 600
aattaactat gagaggatcg catcaccatc accatcacgg atcccgaagt agcattagece 660
gtagcggata tacccaaaat ccgcgcectcg ctgaggcggce ttttgaaggc gttcgtaaga 720
acacggactt tttaaaagcg gcggataaag cttttaaaga tgtggtggca acgaaagcgg 780
gcgaccttaa agccggaaca aagtccggcg agagcgctat taatacggtg ggtctaaage 840
cgcctacgga cgccgcccgg gaaaaactct ccagcgaagg gcaattgaca ttactgcecttg 900
gcaagttaat gaccctactg ggcgatgttt cgctgtctca actggagtct cgtctggegg 960
tatggcaggc gatgattgag tcacaaaaag agatggggat tcaggtatcg aaagaattcc 1020
agacggctct gggagaggct caggaggcga cggatctcta tgaagccagt atcaaaaaga 1080
cggataccgc caagagtgtt tatgacgctg cgaccaaaaa actgacgcag gcgcaaaata 1140
aattgcaatc gctggacccg gctgaccccg gctatgcaca agctgaagcc gcggtagaac 1200
aggccggaaa agaagcgaca gaggcgaaag aggccttaga taaggccacg gatgcgacgg 1260
ttaaagcagg cacagacgcc aaagcgaaag ccgagaaagc ggataacatt ctgaccaaat 1320
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tccagggaac
tgtcaaatgt
atacggaaga
aggcggagat
cgaaccgcat
ttgtggccgce
taatggtggc
taaacccgat
ccaaagcgct
ttggtgcgat
ggaaaggcgce
agaagttggt
aggggatgca
cgaatgcctt
aagtcacgaa
atgccagcga
agtggcttaa
aaaaagccat

agagtcgcgce

<210> 2
<211> 4352
<212> DNA
<213> artificial
<220>

<223> Sequence

<400> 2

gcgatgttgg
tttgaaggaa
ctgcggttga
ggcgttactg
aacctataaa
atatggcgaa
ggcgcaagag
ggaatccgat
cgctatggcc
aaagtgggcg
tctgtttaag
aaccaccgat
taaacctgcet

cgtgattatc

ggctaatgcc
cgccecgectce
aagcctgcaa
ggaaaagaaa
tatgggatgt
tgtttttacc
cgatgaaatt
tatggagcat
ggaaggatta
tgtcgceget
ggcggcgaaa
gcctaacgtg
acgtattact
aagtaaagag
taccgcagcc
ggcgcttgcet
acaatccgta
gtcttctgeg

ataa

EP 2 406 277 B1

gcctctcaga
actatgctca
aacgatcttg
tcggctgaat
atcgggaaag
ggtggggcga
gtgaaggcgg
gtgctgaagc
ggcgtcgata.
attgccatgg
ctgggtaacg
ctgaaacagt
agcggtctgg
ctggtaggta
cagtcagccg
gattttatge
gaaatatttg

gtacagcaaa

atcaggtttc
tggccatgtt
cgcttttcaa
tccaggaaga
tcctcggege
gtctggcgcet
cgacgggagt
cgttaatgga
agaaaacggc
tggcggtcat
cgctgagcaa
tggcgcaaaa
gtaatgtggg
ataccctaaa
gtggtgttgce
tcgecegttt
gtgaaaacca

atgcggatgce

of the ushA-5’-PsifB-sipB-ushA-3’ construct

agatagtagg
gtctcaattc
tattgagtca
gcggegttceg
attactatcc
tatggtctgg
gggggaagcg
ctccaggatg
gtcggtaatc
aagtttccct
ccgtgggcta
gacacggcga
gaagaagcaa

gcgaccacgce

atgtgtaatt
tgaaaacata
gggagagaaa
cgctgacgac
tgcataccaa
cggcgcaaaa
tcectgttgtt
cggagcccga
atgaatttga
ttctttacgce
tttttacacg
aaataggcaa
aggtggtgat
atatgggaca

attacttgcc
tttgtctatt
gatgaaattt
tcagcctgca
cgatcaccac
aacgctggtg
atccggecgge
tttcecgecggg
taatccgctc
caatatttat
ccaggatata
cccggaatat
tcaggaactt

ttatgacaac

13

ccagggtgag
tattgagatt
cgccttgcag
gacgcgcaaa
gctgctaacc
ggctgeggtg
gtcgtttatt
gctgattggce
agagatggcc
tgtggtggtc
aatgatgggc
cggcagcaaa
tagcaagatg
taaagtggcg
cgagggcgta
tgccatggat
gaaggtaacg
ttcgegtttt

taacatacct
attgcaagga
ttgaaacggg
caggcttacg
ggtcacttct
gacagtatcc
gacattaata
atgaatctga
accgtattgce
caaaaaagta
aaaatcgcgg
ttcaccgata

aatatgaatg
ggcgatcacg

caggataatc
gtgggcaaaa
gaagggcgtc
gccgaggaaa
attgtcagcg
ggacttgcgg
cagcaggcgce
aaggcgatta
ggcagcattg
gcagttgtcg
gaaacgatta
ctctttaccc
ggcctgcaaa
ttgggcatgg
tttattaaaa
cagattcagc
gcggaactgc
attctgcgcecc

gtgaaatgtg
aaggtaattt
gtgtggcgct
aaaaagataa
ggcgcagega
gtaaagaggt
ccggggtgec
ttggctacga
gccagcagga
ccggcgageg
taatcggctt
ttgagtttcg
aaaaaccgga

gttcgaacgc

1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2414

60
120
180
240
300
360
420
480
540
600
660
720
780
840
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gccgggcegac
cggtcactca
accgggaacyg
gtggggtaaa
tggccgeggg
cagaaccaat
agaataaaac
tccgceegtta
atctgatcca
ataaatacgc
cccaacgcca
aggcccatct
aagagtttgc
gtttcgccca
actgcgacca
ctgccggcca
gccttgccaa
tgctgaataa
agtcccaccg
acaatggtta
tcggetttge
ccttectgca
cccacaatct
tcctgcectcac
gtcagaatgt
gcatccgtgg
accgcggcett
tgcgectgeg
ttgatactgg
tctttcgata
agacgagact
agtaatgtca
agacccaccg
ttcgttgcca
cgaacgcctt
atgctacttc
tctggaagat
cccatcggtt
tattgttcaa
aaatatgtca

tactatgagt

gttgagatgg
caagacccgg
ccctgegege
tatgtgggcc
aattcgatga
gcattggttt
gcgaagcatc
ccttctggtt
tggcaaaacg
cctcggcaac
ctttatttag
tgctacccac
tgccgttttg
tcattttgct
ccacaatgac
tctctgeegt
tcagctccat
acgacactcc
cagccagcgce
gcagcgcgcce
gcgtctette
aggcgttgaa
caataaacat
cctgggaaac
tatccgecttt
ccttatctaa
cagcttgtgc
tcagtttttt
cttcatagag
cctgaatccc
ccagttgaga
attgcccttc
tattaatagc
ccacatcttt
caaaagccgce
gggatccgtg
cttcacttca
tgcctatcgg
ttgttcaaat
gataaaacga

aatgattaat
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cgcgtagect
tatgcatggce
cggataagca
gtgcggattt
agatcttcgg
ctccctttat
cgcattttgce
ttcaccaaat
ggcgagcata
accaccggct
ggtattacct
attacccaga
cgccaactgt
cagcgcgtta
cgccaccatg
tttcttatcg
taacggcttc
cgtcgeccgece
cagactcgcc
gaggactttc
ctggaattca
aagcgcaaga
ggccatgagc
ctgattctga
ctcggcectttce
ggcctctttce
atagccgggg
ggtcgcagceg
atccgtcgece
catctctttt
cagcgaaaca
gctggagagt
gctctcgcecg
aaaagcttta
ctcagcgagg
atggtgatgg
ttactggaat
tgaaacacct
cgacccgtag
atgaaagtaa

tacgcactat

gcctgeecggt
gtcggaaaat
aaatggcatc
cgaattccgt
agtccaagct
tttggcagtt
tgtaccgcag
atttctacgg
aaatcagcaa
gactgggctg
accagctctt
ccgctagtaa
ttcagcacgt
cccagtttcg
gcaatagcgg
acgcctaatc
agcacatgct
ttcacaattt
ccaccggtaa
ccgatacatc
gccgatttct
tcgttttgca
atagtgaggc
gaggcggceat
gctttggcgt
gcctctgtcg
tcagccgggt
tcataaacac
tcctgagect
tgtgactcaa
tcgeccagta
ttttccecggg
gactttgttc
tccgecgett
cgcggatttt
tgatgcgatc
aggtggtatt
gatttttgcect
ctttagtcat
aacggttttc
attattttta

14

tcgttggcega
aaaaaacagg
tggatcgtgce
aacggcgaga
cagctaatta
tttatgcgcecg
aagacatggc
attgtttaag
gcgcctcget
cggtattcgt
tacttaaggc
tacgttgcat
taggcaccaa
ccgccgegece
cgacaatcgc
cttccagecgce
ccataatcgg
catcggccac
aaacagcggc
ccataatgcg
tttccatctc
ggctttcttce
gggcgacatt
tagccgttcc
ctgtgcctgce
cttcttttcc
ccagcgattg
tcttggcggt
ctcccagage
tcatcgcctg
gggtcattaa
cggcgtccegt
cggctttaag
ttaaaaagtc
gggtatatcc
ctctcatagt
cgaaatatta
ttgtcctgaa
gcccacgect
ttaattctca

gagaaagtaa

tgattgtggg
tgaattacgt
aggcgcatga
tgaaaatggt
agcttggctg
actctggcgc
tttttgcagt
ccactgc;ga
ggcattttta
gacttccatg
attcgtttgc
ccecectgggta
cttcttaatc
tttceccgaca
accaacaatg
tttggtaatc
gtttagcgcc
cattaccgca
cacaacgctg
gttcgtttcc
cgcctgacge
cgtatttttg
tgacagatta
ctggaatttg
tttaaccgtc
ggcctgttct
caatttattt
atccgtcttt
cgtctggaat
ccataccgcc
cttgccaagc
aggcggcttt
gtcgececcget
cgtgttctta
gctacggcta
taatttctcc
tcccatgttg
ccgtcaacat
cctggceccatg
catcatcatg

atagttgctc

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
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aaccgtgtag
tgagatgttt
tactctttag
cagttgggcg
tgaaattcac
gcttgggaat
aaaaagtgac
aaaatccgca
aggtgaaaat
tccagaccaa
ttggcgtgat
aaagcgtgcet
aagaggtggt
cacagctcgc
aaggcgagcc
cgggcggcga
ttgacgcgga

ttacgccaaa

<210> 3
<211> 42
<212> DNA
<213> artificial
<220>

aaattgtctt
agcggtaggg
tttttgtctt
ataaaattat
gaaaagacag
cactagtgaa
ctgggataac
aatgctctcg
tggtagcgtg
tatgggacgg
gagcggcegge
caaggtacag
tgattatctc
caatgtgagc
tgttgatccg
tggttatccg
agtgctgaaa
tggtgaggtg

<223> SipB gene primer

<400> 3

EP 2 406 277 B1

ataagaagtt
cagaaggcca
aattatattt
aaaaacctgc
catcctgggg
ttcgcggceca
gggaaaagcg
ttattaacgc
aatggccttce
gtgattctgg
ggtattcgcg
ccgttcggca
accgccgtag
tttgtcgcca
gctaaaacct
cgcattgata
gagtttattc
agctggctgt

aactgcagaa ccaatgcatt ggtttctcec tttattttgg ca

<210> 4
<211> 30
<212> DNA
<213> artificial
<220>

<223> SipB gene primer reverse

<400> 4

gcgatgecga ttacgatgaa geccctagggce

<210>5
<211> 30
<212> DNA
<213> artificial
<220>

<223> sifB gene primer forward

<400> 5

cccaagcttg ggccttagcec attctgactg

<210> 6
<211> 33
<212> DNA
<213> artificial
<220>

<223> sifB gene primer reverse

<400> 6

30

30

aaactaaaag
atactgatag
gttgtaacga
gaggaggctc
cattttgcag
actaccagct
agcgtgtact
cgttccagaa
ttgaaggcga
ctgcgcagat
actcgattga
acattgtggt
cacagatgaa
aagagggcaa
atcgcatggce
acaaaccggg

agcaaaattc

ag

42

15

tattattagg
tgcttatgat
ttagctgacg
aaaatgaaga
tcagaatggc
tattccggta
ttacacgccg
taaaggtaaa
tcgcagtaag
cgcgcgcacc
ggcgggagat
gtatgccgat
accggactcc
gctcaccgat
gacgctgagt
ctacgtgaat
accgctggat

ctaacaacaa
ataaatatct
gctttgtttc
aatcagatgg
taaggcccaa
aatctcaaga
gaaatcgcag
gcgcaactgg
gtcagatttg
ggcgccgatt
attacctata
atgagcggca
ggcgcctatec
ctgaaaatca
ttcaacgcca
accgggttta
gcggeggcgt

3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4352
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gaagatcttc acttcattac tggaataggt ggt 33
<210>7

<211> 32

<212> DNA

<213> artificial

<220>

<223> GFP primer forward

<400> 7

gaagatcttc tcacacagga aacagctatg ac 32
<210> 8

<211> 28

<212> DNA

<213> artificial

<220>

<223> GFP primer reverse

<400> 8

gaagatcttc gcgctcagtt ggaattca 28
<210> 9

<211> 34

<212> DNA

<213> artificial

<220>

<223> sipB primer forward

<400> 9

ggaagatctt ccagaggaga aattaactat gaga 34
<210> 10

<211> 28

<212> DNA

<213> artificial

<220>

<223> sipB primer reverse

<400> 10

gaagatcttc ggagtccaag ctcagcta 28
<210> 11

<211> 30

<212> DNA

<213> artificial

<220>

<223> primer forward FushA

<400> 11

ggggtacccc gcgatgttgg agatagtagg 30
<210> 12

<211> 28

<212> DNA

<213> artificial

<220>

<223> primer reverse RushA

<400> 12

ggggtacccc tacagccagc tcacctca 28
<210> 13

<211> 30

<212> DNA

<213> artificial

<220>

<223> primer FushA

<400> 13

ggggtacccc gcgatgttgg agatagtagg 30
<210> 14
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<211> 28

<212> DNA

<213> artificial

<220>

<223> primer RushA

<400> 14

ggggtacccc tacagccagc tcacctca
<210> 15

<211> 18

<212> DNA

<213> artificial

<220>

<223> primer A

<400> 15

gcgactggat catatcgt 18
<210> 16

<211> 18

<212> DNA

<213> artificial

<220>

<223> primer B

<400> 16

cgcctcacta tgctcatg 18
<210> 17

<211> 20

<212> DNA

<213> artificial

<220>

<223> primer C

<400> 17

ctgaacggtc tggttatagg 20
<210> 18

<211> 18

<212> DNA

<213> artificial

<220>

<223> primer D

<400> 18

ctggatattg aactggcg 18
<210> 19

<211> 30

<212> DNA

<213> artificial

<220>

<223> primer E

<400> 19

cccaagcttg ggccttagcec attctgactg
<210> 20

<211> 20

<212> DNA

<213> artificial

<220>

<223> primer F

<400> 20

gcaggtcgac tctagaggat 20
<210> 21

<211> 30

<212> DNA

28

30

EP 2 406 277 B1
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<213> artificial

<220>

<223> primer G

<400> 21

cccaagcttg ggccttagcec attctgactg 30

Claims

1. Astrain of Samonella enterica serovar Typhimurium VNP/sipB deposited in the Polish Collection of Microorganisms
under access no. B/00024.

2. Application of the strain Samonella enterica serovar Typhimurium VNP/sipB deposited in the Polish Collection of
Microorganisms under access no. B/00024 to obtain a vaccine, especially an anti-cancer vaccine.

3. Method of obtaining a therapeutic vaccine vector, characterized in that a genetic modification is introduced into
the vector strain of Salmonella enterica serovar Typhimurium VNP20009 specific to cancer cells, resulting in the
delayed overexpression of a gene encoding a protein responsible for the invasive ability of this strain, wherein an
expression cassette is obtained, containing gene sipB under the control of PsifB promoter that controls its delayed
overexpression, and then the cassette is integrated into the bacterial chromosome.

4. A method according to claim 3, characterised in that the expression cassette integrated into the bacterial chro-
mosome is the PsifB-sipB cassette according to SEQ ID 1 or the ushA-5"-PsifB-sipB-ushA-3’ cassette according to
SEQID 2.

5. A method according to claim 4, characterised in that the method includes an additional final step of removing a
gene for antibiotic resistance from the bacterial genome.

Patentanspriiche

1. Salmonella enterica serovar Typhimurium VNP/sipB-Stamm, der in der Polnischen Sammlung fiir Mikroorganismen
unter der Hinterlegungsnummer B/00024 hinterlegt ist.

2. Verwendung des Salmonella enterica serovar Typhimurium VNP/sipB-Stamms, der in der Polnischen Sammlung
fir Mikroorganismen unter der Hinterlegungsnummer B/00024 hinterlegt ist, um einen Impfstoff, insbesondere einen
Anti-Krebs-Impfstoff, zu erhalten.

3. Verfahren zum Erhalt eines therapeutischen Impfstoff-Vektors, dadurch gekennzeichnet, dass eine genetische
Modifikation in den Salmonella enterica serovar Typhimurium VNP20009-Vektor-Stamm, der spezifisch flr Krebs-
zellen ist, eingefuhrt wird, die zu einer verzdgerten Uberexpression eines Gens fiihrt, welches ein Protein kodiert,
das fiur die invasive Fahigkeit des Stamms verantwortlich ist, wobei eine Expressionskassette erhalten wird, die das
sipB-Gen unter Kontrolle des PsifB-Promoters, der dessen verzdgerte Uberexpression kontrolliert, umfasst, und
dann die Kassette in das bakterielle Chromosom integriert wird.

4. Verfahren nach Patentanspruch 3, dadurch gekennzeichnet, dass die Expressionskassette, die in das bakterielle
Chromosom integriert ist, die PsifB-sipB-Kassette gemal SEQ ID NO: 1 oder die ushA-5-PsifB-sipB-ushA-3’-Kas-
sette gemalk SEQ ID NO: 2 ist.

5. Verfahren nach Patentanspruch 4, dadurch gekennzeichnet, dass das Verfahren einen zusatzlichen finalen Schritt

umfasst, der darin besteht, ein Gen fiir Antibiotikaresistenz aus dem bakteriellen Genom zu entfernen.

Revendications

1.

Souche de Salmonella enterica sérovar Typhimurium VNP/sipB déposée a la Collection Polonaise de Microorga-
nismes sous le numéro d’enregistrement B/00024.

18
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Application de la souche de Salmonella enterica sérovar Typhimurium VNP/sipB déposée a la Collection Polonaise
de Microorganismes sous le numéro d’enregistrement B/00024 pour obtenir un vaccin, en particulier un vaccin anti-
cancer.

Méthode d’obtention d’'un vecteur vaccinal thérapeutique, caractérisée en ce qu’une modification génétique est
introduite dans la souche vecteur de Salmonella enterica sérovar Typhimurium VNP20009 spécifique des cellules
cancéreuses, entrainant la surexpression retardée d’un géne codant pour une protéine responsable de la capacité
invasive de cette souche, dans laquelle une cassette d’expression est obtenue, contenant le géne sipB sous le
contréle du promoteur PsifB qui contrdle sa surexpression retardée, et puis la cassette est intégrée dans le chro-
mosome bactérien.

Méthode selon la revendication 3, caractérisée en ce que la cassette d’expression intégrée dans le chromosome
bactérien est la cassette PsifB-sipB selon SEQ ID 1 ou la cassette ushA-5-PsifB-sipB-ushA-3’selon SEQ ID 2.

Méthode selon la revendication 4, caractérisée en ce que la méthode comprend une étape finale supplémentaire
d’élimination d’'un géne de résistance a un antibiotique a partir du génome bactérien.
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Primer D (sifF):
>ref INC_003197.1) Salmonella typhimurium LT2, the whole genome

gbIAE006468.11

EP 2 406 277 B1

Salmonella typhimurium LT2, the whole genome

length = 4857432

Query

T 78bjct

Query

Sbjct
Query

Sbjct
Query

Sbjet.
Query

Sbjct
Query

Sbjct
Query

Sbjct
Query

Sbject
Query

Sbjct
Query

Sbhjct

4q

63

1691654
123

1691714
183

1691774
243

1691834
303

1691894
363

1691954
423

1682014
483

1652074
543

1692131

BATGCCC~AGGATGCTGTCTTTTCGTGGATTTCACCATCTGATTICTTCATTTTGAGCCT
INERERE 0 nd el L L L LLELL LR

AATGCCCCAGGATGCTGTCTTTTCGTGAATTTCACCATCTGATTTCTTCATTITGAGCCT

“T691594 ZAT

CCTCGCAGGTTTTTATAATTTTATCGCCCAACTGGAPACAAAGCCCTCAGCTAATCGTTA
NN RN RN R NN A N NN RN NN NN RN N RN Y]
CCTCGCAGGTTTTTATAATTTTATCGCCCAACTGGAAACAAAGCCGTCAGCTAATCGTTA
CAACAAATATAATTAAGACARAAACTAAAGAGTAAGATATTTATATCATAAGCACTATCA
CREVERRTEEREE e bt b e ettty
CAACAAATATAATTAAGACAAARACTAAAGAGTAAGATATTTATATCATAAGCACTATCA
GTATTGGCCTTCTGCCCTACCGCTAAACATCTCATTIGTTGTTAGCCTAATAATACTITTA
[RARRRR R RN NN AR RN RN RN N RN NN R R RN AR RN R RN RN RN RN RRN RN
GTATTGGCCTTCTGCCCTACCGCTAAACATCTCATTGTTGTTAGCCTAATAATACTTTTA
GTTTAACTTCTTATAAGACAATTTCTACACGGTTGAGCAACTATTTACTTTCTCTAAAAR
AR RN RN RN R R RN NN RN R N N AN RN N AR R AR RN RRRN N
GTTTAARCTTCTTATAAGACAATTTCTACACGGTTGAGCAACTATTTACTTTCTCTAARAAA
TAATATAGTGCGTAATTARTCATTACTCATAGTACATGATGATGTGAGAATTAAGAAARC
(NN NN NN N N R RN NN N PR RN N EERN RN RRR RN
TAATATAGTGCGTAATTAATCATTACTCATAGTACATGATGATGTGAGAATTAAGAARAC
CGTTTTACTTTCATTCGTTTTATCTGACATATTTCATGGCCAGGAGGCGTGGGCATGACT
RN NN R RN R N RN NN N R RN RN NARERRRRRRANY!
CGITTTACTTTCATTCGTTTTATCTGACATATI TCATGGCCAGGAGGCGTGGGCATGACT
ARAGCTACGGGTCGATTTGAACAATTGAACAATAATGTTGACGGTTCAGGACARAGCAAA
PECERORERRIN et g e e e r i nntne et ennrentioniid
AAAGCTACGGGTCGATTTGAACAATTGARCAATAATGTTGACGGTTCAGGACAAAGCAAR
ARTCAGGGGGTTTCCCCGATAGGCAAACCGATGGGGCAACATGGGATAATATTTCCGAAT
VEEVE 0 breen e e ke et b e eg e nen
ARTCA-GGTGTTTCACCGATAGGCAAACCGAT-GGGCAACATGGGATAATATTT-CGAAT
ACCACCCTATTCCCAGGTAATGAA 566

Lre L Lo

ACCA-CCTATTCC--AGTAATGAA 1692151

Primer C (sipseqd):
>ref INC_003197.1] Salmonella typhimurium LT2, the whole genome

gbJAB006468.1|

Salmonella typhimurium LT2, the whole genome

length = 4857432

Query

Sbjct

Query

3

3030607
60

CCAGTAGGGTCTT--ACTTGCCA~GCAGTARTGTCAATTGCCCTTCGCTGGAGAGTTTIT
PRULEIEEREl LR P e e et er et
CCAGTAGGGTCATTAACTTGCCAAGCAGTAATGTCAATTGCCCTTCGCTGGAGAGTTITTT
CCCGGGCGGCGTCCBTAGGCGGCTTTAGACCCACCGTATTAATAGCGCTCTCGCCGGACT

62
1691653
122

1691713
182

1691773
242

1691833
302

1691893
362

1691953
422

1692013
482

1692073
542

1692130

s9

3030666
119

Sbjct
Query

Sbjct

Query

Sbjct
Query

Sbjct
Query

Sbjcc

Query

Sbjct

Query

3030667
120

3030727
180

3030787
240

3030847
340

1692153
399

1692094
458

IS R AN N R R RN R R R AR A E I L L )
CCCGGGCGGCGTCCGTAGGCGGCTTTAGACCCACCGTATTAATAGCGC TCTCGCCGGACT
TTGTTCCGGCTTTAAGGTCGCCCGCTTTCGTTGCCACCACATCTTTARAAGCTTTATCCG
FORRERREN e e i ekt ber e e et g
TTGTTCCGGCTTTAAGGTCGCCLGCTTTCGTTGCCACCACATCTTTAAAAGC TTTATCCG”
CCGCTTTTARAAAGTCCGTGTTCTTACGAACGCCTTCARAAGCCGCCTCAGCGAGGCGCG
AR RN R R NN A RN N NN R NN NN N A EE RN N RN RRNRNRRRRNNNRRRN]
CCGCTTTTAAAAAGTCCGTGTTCTTACGAACGCCT TCAAARGCCGCCTCAGCGAGGCGCG
GATTITGGGTATATCCGCTACGGCTAATGCTACTT 274

PIVIEREEI PR R L i enn
GATTTTGGGTATATCCGCTACGGCTAATGCTACTT 3030881
ACTTCATTACTGGAAATAGGTGGTATTCGAA~TATTATCCCATGTTGCCCATCGGTTTGC
FOLERLORIEannny e ne b dvndbgetaretriirreabinnnrenl
ACTTCATTACTGGAA-TAGGTGGTATTCGAAATATTATCCCATGTTGCCCATCGGTTTGC
CTATCGGTGAAACACCTGATTTTIGCTT-GTCCTGAACCGTCAACATTATTGTTCAATTC
RN RN R NN AR AN N RN NN R AR R RN R R RN R NN R R RN NNRY]
CTATCGGTGARACACCTGATTITTGCTTTIGTCCTGAACCGTCAACATTATIGTTCAATIG
TTCAATCCGACCCGTAGCTTTAGTCATGGcceccceTCCTGGGCCATGARATATGTCCGA
(AR R NN AN NN N A N N N A R RN R RN RN RN

26

3030726
179

3030786
239

3030846

398

1692085
457

1692035
517
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Sbjet 1692034 TTCAAATCGACCCGTAGCTTTAGTCATGCCCACGCCTCCT-GGCCATGAAATATGTCAG- 1691977

Query 518 ATAAAACGAATGGAAGTARAACGGGTTTTCTTAATTCCCCARTCCATCCGGGACCATTGA 577
[N NN R RN N N NN NN e N N B R AR |

Sbjct 1691976 ’ ATAAAACGAATGARAGTAAAAC-GGTTTTCTTAATTCTCACAT-CATCATGTACTA-TGA 1691920

~—Query~-578-—-——GTAAGGATTAA-—588
. [ARR RN RR NN
Sbjct 1691919 GTAATGATTAA 1691909

Primer E (FsipBgl):
>ref|NC_003197.1| Salmonella typhimurium LT2, the whole genome

gbJAE006468.1} Salmonella typhimurium LT2, the whole genome

length = 4857432

Query 31 AAGTAGCATTAGCCGTCCCGGATATACCCAARAATCCGCGCCTCGCTGAGGCGGCTTTTGA 90
RN RN N R NN R RN RN R NN R AR AR R R RN ERA ]

Sbjct 3030881 AAGTAGCATTAGCCGTAGCGGATATACCCAAAATCCGCGCCTCGCTGAGGCGGCTTTTGA 3030822

Query 91 AGGCGTTCGTAAGAACACGGACTTTTTAAARGCGGCGGATARAGCTTTTAAAGATGTGGT 150
RN RN NN R NN N NN RN NN R NN R RN R RN NRRRRY]

Sbjct 3030821 AGGCGTTCGTAAGAACACGGACTTTTTAAAAGCGGCGGATAAAGCTTTTAAAGATGTIGGT 3030762

Query 151 GGCAACGAAAGCGGGCGACCT TAARGCCGGAACAAAGTCCGGCGAGAGCGCTATTAATAC 210
CEOREERR R R b b ri e e teree e

Sbjct 3030761 GGCRACGARAAGCGGGCGACCTTAAAGCCGGAACAAAGTCCGGCGAGAGCGCTATTAATAC 3030702

Query 211 GGTGGGTCTAAAGCCGCCTACGGACGCCGCCCGGGARAAACTCTCCAGCGAAGGGCAATT 270
IR R NN R R NN NN NN NN NN NN RN AR RN SRR RRN]

Sbjct 3030701 GGTIGGGTC TMAGCCGCCTACGGACGCCGCCCGGGAAAMCTCi‘CCAGCGMGGGCM TT 3030642

Query 271 GACATTACTGCTTGGCAAGTTAATGACCCTACTGGGCGATGTTTCGCTGTCTCAACTGGA 330
TEPERRRIER et it et et e e et rnninteeaig

Sbjct 3030641 GACATTACTGCTTGGCAAGTTAATGACCCTACTGGGCGATGTTTCGCTGTCTCAACTGGA 3030582

Query 331 GICTCGTCTGGCGG TATGGCAGGCGATGATTGAGTCACAARAAGAGATGGGGATTCAGGT 390
IR NN N R RN A NN A NN R R NN AR RN AN AR FRA Y]

Sbjet 3030581 GTCTCGICTGGCGGTATGGCAGGCGAYGATTGAGTCACAAARAGAGATGGGGATTCAGGT 3030522

—Query—39+———ATCGAARGAATTCCAGACGGCTETGGGAGAGGECTCAGGAGGCGACGGATCTCTATGARGC 450

PIRRTEI O e b e e bt e n

Sbjct 3030521 ATCGAAAGAATTCCAGACGGCTCTGGGAGAGGCTCAGGAGGCGACGGATCTCTATGAAGC 3030462

Query 451 CAGTATCAAARAGACGGATACCGCCAAGAGTGTTTATGACGCTGCGACCaaaaa2aCTGAR S10
IR RN RN NN R N NN R RN RN NN AR R R A A RN RN R RN ERE N

Sbjct 3030461 CAGTATCAAAAAGACGGATACCGCCAAGAGTGTTTATGACGCTGCGACC-AAAAAACTGA 3030403

Query 511 CGCAGGCGCAAAATAAATTGCAATCGE TGGGACCCGGGCTGACCCCGGCTATGCCCAAGC 570
TELOCTRERIOT Rttt ne et e et rnnnd

Sbjct 3030402 CGCAGGCGCAAAATAAATTGCAATCGCT~GGACCC-GGCTGACCCCGGCTATGCACAAGC 3030345

Query S71 TGARACCCACGGTAAAACCAGGGCCGGARARGAAACGACCAGAGGNCGAARGAGGCCTTT 630
L e i POERRETENEIEE 0 ke grsinininennt

Sbjct 3030344 TG-AAGCCGCGGTAGAAC--AGGCCGGAAAAGAAGCGA-CAGAGG-CGAARGAGGCCTT- 3030291

Query 631 2naanaaGGNCCCNGGAAGGCNACCGGGTTAAAGCCAGGCNennaacccccaaangenaa 690

[ R O I A O B R R O N N e O O F RN A R N B

Sbjct 3030290 -AGATAAGGCCACGG--ATGCGAC--GGTTARAG~CAGGCACAGA~~CGCCAAA-GCGAR 3030240

Query 691 angccnnanaaaGGCGGARTAACATT 716
[ R N A R AR AR AT

Sbjct 3030239 A-GCC-GAGAAA-GCGG-ATAACATT 3030218

Primer A (Fushal):
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>ref INC_003197.1| Salmonella typhimurium LT2, the whole genome

gb|AED06468.1|

Salmonella typhimurium LT2, the whole genome

length = 4857432

Query 12 TGTGGGCCGTGCGGATTTCGAATTCCGTARCGGCGAGATG-AARTGGTT 59
— = T T TTY T RTITT T I TTIT T s

Sbjct 554515 TGTGGGCCGTGCGGATTTCGAATTCCGTAACGGCGAGATGAARATGGTT 554563

Query 138 TTTCTCCCTTTATTTIGGCAGTTTTTATGCGCGACTCYGGCGCAGAATAAAACGCGAAGC 197
(RN RN NN RN NN RN RN R RN NN RN AN N RN AR NNRN RN NAAY

Sbjct 3029090 TTTCTCCCTTTATTTTGGCAGTITTTATGCGCGACTCTGGCGCAGAATAAAACGCGARGC 3029149

Query 198 ATCCGCATTTTGCTGTACCGCAGAAGACATGGCTTTITTGCAGTTCCGCCGTITACCTICIG 257
PORVECRIUE L T R e e b v e g e

sbjct 3029150 ATCCGCATTTTGCTGTACCGCAGAAGACATGGCTTTITTGCAGTTCCGCCGTTACCTICIG 3029209

Query 258 GTTTTCACCAAATATTTCTACGGATTGTTTAAGCCACTGCTGAATCTGATCCATGGCAAA 317
IRV R e e s b i

Sbjct 3029210 GTTTTCACCAAATATTTCTACGGATTGTTTAAGCCACTGCTGAATCTGATCCATGGCAAR 3029269

Query 318 ACGGGCGAGCATARAATCAGCAAGCGCCTCGCTGGCATTTTTAATAARTACGCCCCTCGG 377
POEERTLEC L I B R B e et

Sbjet 3029270 ACGGGCGAGCATARAATCAGCAAGCGCCTCGCTGGCATTTTTAATAAATACG-CCCTCGG 3029328

Query 378 CAACRCCACCGGCTGACTGGGECTGCGGTAT TCGTGACTTCCATGCCCAACGCCACTTTA 437
TELULERREE DR p e et enitsniet

sbjct 3029329 CAACACCACCGGCTGACT-GGGCTGCGGTATTCGTGACTTCCATGCCCAACGCCACTTTA 3029387

Query 438 TTTAGGGTATTACCTACCAGCTCTTTACTTAAGGCATTCGTTTGCAGGCCCATCTTGCTA 497
NN RN R R NN RN R RN N A RN A NN RN N RN R RO NN

Sbjct 3029388 TTTAGGGTATTACCTACCAGCTCTTTACTTAAGGCATTCGTTIGCAGGCCCATCTTGCTA 3029447

Query 498 CCCACATTACCCAGACCGCTAGTAATACGTTGCATCCCCCTGGGGTAAAAAAGTTGGETG 557
TRPUULENTER R b e e vt e i tih

Sbjct 3029448 CCCACATTACCCAGACCGCTAGTARTACGTTGCAT-CCCCTGGG--TARAGAGTTTIGCTG 3029504

Query 558 CCGTTTTGCGCCARCTGTTTCAGCCACGTTAGGCACCARACTCCTTAATCCGTTTCGCCE 617
PRCRERUOI R R R eI ETe GV ety L0 it

T 8bjct 3029505 CCGIITIGCGCCAACIGTTTCAG~CACGTTAGGCACC-AACTTCTTAAT-CCTTTCCCCC 3028561

Query 618 ATCAATTTTGGCTCAAGCNGGGTTACCCCAGTTT 651
RN AR R A AR AR R RRN N RN

‘Sbjet 3029562 ATCA--TTITGCTC-AGC-GCGTTA-CCCAGTTT 3029590

Fig.15B
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A Fushal AATGGCATCTGGATCGTG

B sipseq3 GTAATCGCCTTGCCAATC
-C-sipseqd- ~-AGACGAGACTCCAGTTGAGA™

Dsiff CCCAAGCTTGGGCCTTAGCCATTCTGACTG

E FsipBgl GGAAGATCTTCCAGAGGAGAAATTAACTATGAGA

F sipseql GAGGCGACGGATCTCTAT
G sipseq2 CGCCTCACTATGCTCATG

Fig. 16
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