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Figure 1:

-1/

Mouse RACVF1 ¢DNA: SEQ ID NO:1

1 ATCGGATCCCTCTCTGEETCCCCAGCTCCTTGCATACTCGCTACCATGGCA
TCTCTCTTCTCTGGACGCATCTTGATCAGEGARCAACAGCGACCAGGATGA
AGTGGAGACAGAGECAGAGCTCAGCCETAGGTTAGAGRATCGTCTGETET
TGCTETTCTTCGECGECCEECECCTETCCCCAGTECCAGGCCTTTGCCLCA
GTCCTCARAGACTTCTTCGETGCEGECTCACTGACCAGTTCTACGTGITGCG
CGGCAGCACAGCTEGCCCTEGTCTATGTETCCCAGGACCCTACAGAGEAGC
ARCAGGACCTCTTCCTCAGCGACATGCCTGARAAATGGECTCTTCCTGLCG
TTCCATGATGAACTGAGGAGGTCAGECCCCAGGEARGACCAGGGAGEGCT
TCCTGCAGAAGGCATTTCCCTGGAGGTTTACTETCCTGETACTACTTETS
CATARAGAGGTATTCCTC 468
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Polypeptide : ATG to TGA: SEQ ID NO:2

1
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Figure 2:

MASLFSGRIL IRNNSDODEV ETERELSRRL
APVLKDFFVR LTDEFYVLRA AQLALVYVSQ

LPFHDELRR

Mouse RACVFIL ¢DNA: SEQ ID NO:3

1
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101
151
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701 .
751

CCCCAGCTCC
TCTTGATCAG
CTGAGCCGTA

- CGCCTGETCCC

TGCGGECTCAC
GTCTATGTGT
GGACATECCT
GGGACCTCGGE
CTTRAGCCTC
GCGTCTGGGA
TGEGACCGCAG
AGCATCACCG
CEGCEGGAGT
CGGGTACARG
GAGCTCTGGT
CCCGARGGAR

TTECATACTG
GAACAACAGC
GGTTAGAGAR
CAGTGCCAGG
TGACGAGTTC
CCCAGGACCC
GABARATGGC
GCGCCAGTTC
GTGGGGACET
CCCRCCTGLT
CTTCCTGCAA
AGCCTCTGCG
CGGEECGAARC
GGCGGAGCTC
GACACCABAG
CCGG

CTACCATGGC
GACCAGGATG
TCETCTGGTG
CCTTTGCCCC
TACGTGCTGC
TACAGRGGAG
TCTTCCTGCC
TCTGTCCGTC
GCTGACARGC
TTGCCAACTG
CCGGAGGATT
CCGTCGCAAG
GGCGCCGACTC
TGETGACTCC
TACCGGTGCA

Polypeptide : ATG to TGA: SEQ ID NO:4

MASLFSGRIL IRNNSDQDEV ETEAELSRRL
APVLKDFFVR LTDEFYVLRA AQLALVYVSQ
LPFHDELRRD LGRQFSVRQL PAVVVLKPGEG
NWQEAAELLD RSFLQPEDLD EPARRSITEP

l .
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201 .

DSGEPQGDAG

TRAELW

ENRLVLLFFG
DPTEEQODLF

ATCTCTCTTC
AAGTGGAGAC
TTGCTGTTCT
AGTCCTCAAA
GGGCAGCACA
CARCAGGACT
GTTCCATGAT
AACTGCCAGC
GACGCCACGG
GCRGGAGECC
TGGATGAGCC
TACCGAGTAG
TGGTGAACCC
CAGGGTAGGA
CGACCGAGGT

ENRLVLLFFG
DPTEEQQDLF
DVLTSDATEE
LRRRKYRVDR

21 JUL 2005

PCT/EP02/63810
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AGACPQCQAF
LRDMPEEKWLE

TCTGGACGCA
AGAGGCAGAG
TCGECGCCCEE
GACTTCTTCG
GCTGECCCTE
TCTTCCTCAG
GARCTGAGGA
GGTTGTGGTA
AGGAGATCCA
GCAGAGCTCC
TECGECGECGC
ACCGGGATGT
CAGGGGGRCG
GTGEGGACCG
TCGATGACCET

RGACPQCQAF
LEDMPEKWLF
JIQRLGPACFA
DVGGSGAKRR
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Figure 3:

2114

Human RACVF1 cDNA: SEQ ID NO:5
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CCCRAGCRCCC
CTGATCCGCA
CAGTCGCAGG
CTTGTCCACA

AACCCAGGTT
ACARATAGCGA
CTEGAGAACC
GTGECCAGGCC

CGGCTCACAG ATGAGTTCTA

GTACGTGTCC
ACATGCCARA
TCGA

CAGGACTCCA
GAAATGGCTT

ACCATGGCCT
CCAGGACGAG
GGCTGGTGCT
TTCGTGCCCA
TGTACTGCGG
CGGAGGAGCA
TTCCTGCCCT

Polypeptide : ATG to TGA: SEQ ID NO:6
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Figure 4:

MASLFSGRIL IRNNSDQDEL DTEAEVSRRL
VPILKDFFVR LTDEFYVLRA AQLATVYVS(D

LPFEDDLRR

Human RACVFI1L cDNA: SEQ ID NO:7

1
51
101
151
201
251
301
351
401
451
501
551
601
651

CCGGEGEACCA
GCCTCCCTET
CGAGCTGGAT
TGCTGCTGTT
CCCATCCTCA
GCGGGCGGCT
AGCAGCAGGA
CCCTTTGAGG
GCECCTELCG
GCGACGECGEC
TGGCAGGAGE
CCTGGAGGAC
AGTACCGCGT
GGTGGGCAGS

CACGCCGCGC
TCTCTGGCCG
ACGGAGGLCTG
CTTTGETGCT
AGGRCTTCTT
CAGCTGGCCC
CCTGTTCCTC
ATGATCTGAG
GCGGTCGTGGE
CGACGAGATC
CGGCCGAGET
CAGGAGCCAC
GGARRACGCG
AGGGCCGEEGC

TGTCCCCAGC
CATCCTGATC
AGGTCAGTCG
GGECCTTGTLC
CGTGCEECTC
TGETGTACGT
ARGGACATGC
GAGGGACCTC
TGCTCAAGCC
CAGCGCCTGG
GCTEGACCGEC
GGAGCCTCAC
GCGCEAGECG
CGGEGGELTG

Polypeptide : ATG to TGA: SEQ ID NO:8

1
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201

MASLFSGRIL IRNNSDQDEL DTEAEVSRRL
VPILKDFFVR LTDEFYVLRA AQLALVYVSQ
LPFEDDLRRD LGRQFSVERL PAVVVLKPDG
NWQEAAEVLD RNFQLPEDLE DQEPRSLTEC

GGGEEGGAGG

LF

CCCTGTTCTC
CTGGATACGS
GCTGTTCTTT
TCCTCARGGA
GCGGCTCAGC
GCAGGACCTS
TTGAGGATGA

ENRLVLLFEFG
DSTEEQODLF

ACCCAACC(CA
CGCARACAATA

-CAGGCTGGAG

CACAGTGCCR
ACAGATGAGT

GTCCCAGGAC

CARAGRBATG
GEGCGCCAGT
GGACGGEGAL
CCACCGCCTG
ARCTTCCAGC
CGAGTGCCTG
GGCGCGACCC
TTCTGA

ENRLVLLFFG
DSTEEQQDLF
DVLTRDGADE
LRRHKYRVEK

27 JUL 2005

PCT/EPO2/03810

TGGCCOCATC
AGGCTGAGET
GGTECTGEGE
CTTCTTCGTG
TEGCCCTERT
TTCCTCAAGE
TCTGAGGAGG

AGACPQCQAF
LKDMPKEWLEF

GGTTACCATG
GCGACCAGGA

AACCGGCTGG -

GGCCTTCGTG
TCTATGTACT
TCCACGGAGG
GCTTTTCCTG
TCTCAGTGGA
GTGCTCACTC
CTTCGCCAAC
TECCAGAGGA
CGCCGCCRCA
CGGGGGAGGH

AGACPQCOAF
LKDMPKKWLF
IQRLGTACFA
AARGGRDPGG
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Figure 5:

Mouse RACVEZ eDNA:

1
51

101
151
201
251
301
351
401
451
501
551

ATAARATAGA
GGGGCACCCA

TGCTCTCTCC
GCTEAGAGGC
CAGGTGGCCG
CCGAGCTCGT
CGGGAGGGCA
AGCTTTGTAC
CGCTACTCTG
GCTCCCTTCGE
GTTGGACTTC
ACGACCCCTA

3/14

SEQ ID NO:9

GGGTGGCAGA
GCTGETCATCG

TCCCTTCGGC
GCCTAGTGCT
TGCAGCCCAG
GGUGATEGTG
CGGTGGTGGA
TTTGCEGCGE
CGACTTCTAC
AGGTGGTTTT
ATGCGCEAGC
CCGGCAGTGA

GGTTGATGGC
CTGCTGTCGC

TCAAGGTGAG
GCGGEGAGGCT
GGCTCQTCTC
GACGTGCTGG
GGCCGAGGTG
GCCGGTGCTC
ACGGAGCTGG
CGTGTCGGCA
TGCACCGCTC
GTGEEGACCC

Polypeptide : ATG to TGA: SEQ ID NO:10

1
51

Figure 6:

MVDVLGGRRL VIREGTVVEA EVALONKVVA
FYTELVSEAR RPAPFEVVFV SARDGESAEEML

101 Q

Mouse RACVF2IL cDNA: SEQ ID NO:11
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TTGACTCTIGG
GGGAGRGGETT
CATCGCTGCT
TCGGCTCAAG
GTGCTGCGGE
CCCAGGGCTC
TGGTGEACGT
GCTGGAGGCCG
GGLCGECCEE
TCTRCACGGA
GTTTTCETET
CGAGCTGCAC
ATGAACTGAA
ATCAAGCAGA
AGAGCGCGGGE
TCCARRACTT
TATCTTCARA
TGTAGAGTCR

TACGTCTGCC

CACCTTTCTC
ACAGAACTCT
TTGACCTATGE
GTAAACGTAT
ACRCTCACAC

TGGGTAGAGA
GRTGGCETGE
GTCGCAGCTT
GTGAGCTGTT
AGGCTCAGTG
GTCTCTCCAC
GCTGGGrGEG
RGRTGGCGCT
TGCTCGCCCA
GCTGGTGAGC
CGGCAGACGE
GGCTCCTGRC
GRAGAGGTAC
ACGGAGCTGT
CTAGCTTGCT
CTCGGGATGA
ARGGGCTTAG
CCATGCTGTG
CCCTGTGEGT
CACCGGTGCC
ATGCAAGRTG
GAGGTGATAC
TTATTACTCG
TTTE

Polypeptide : ATG to TGA: SEQ ID NO:12

1 MVDVLGGERRL: VIREGTVVEA

GGGTTTGCAA
CTCTGCTTTIT
CTGEAGTGGC
CCAGCAGAAG
TCATCTTCCR
TGETCTCCECT
CGGCGCCTGG
GCAGARCARG
GCCGCCGACTT
GAGGCGCGGC
CAGTGCGGAG
TGGCATTGCC
GARATCACCG
CATCACCARAC
TTCAGRAACTG
CCAGGGCAGT
CTGGTTCCCT
ACARGCAGAGCA
CCTAGAGCTC
TAGGATCCAG
CTCTTTCCTA
ATTTTCTGAT
GATTTGTAGA

EVATLONKVVA

GTGECTCTGC
AGCTTCTGEGA

CTGTTCCAGC
CAGTGTCATC
TCCACTGTET
GCGGECGECGE
GCGCTGCAGA
GCCCAGCCGEC
TGAGCGAGGC
GACGGCAGTG
CTGGCTGGCA
AGGGGTCATG

LYFAMRGRCSP
DFMRELHGSW

GGCAGGATAA
TGCETGCCGEE
CACTGTGCTC
GCGGGGCTGA
GCTRACARGGT
TCACGCCGAG
TGACCCGEGGA
GTGGETARCTT
CACGCCGCTG
GGCCCECTCC
GAGATGTTGG
CTTCCACGAC
CCATCCCCAR
ARAGGGCGGA
GGTGGAAGCA
TGCTGEAAGT
TCTCTGCTGA
TAARACTGCTC
CGTTGAATGT
GACACATCAG
CAGGARATTT
GACATTTTTG
CTGTGTAATT

LYFAAGRCSP

27 JUL 2005

PCT/EP02/03810

TTTTTGETGC
GTGGCCACTG

AGARGGLGGEG
TTCCAGCTAL
CCTCTTCACG
CCTGGTGACC
ACARGETGGET
GACTTCACGC
GLCGEECGEELCC
CGGAGGAGAT
TTGCCCTTICC
GGGCTGGCEC

SRDFTPLILCD
LALPFHDPYR

AATAGAGGGT
CACCAGCTGT
TCTCCTCCCT
GAGGCGCCTA
GGCCGTGECAG
CTCGTGGCGA
GGGCACGGTG
TCTACTTTGC
CTCTGCGACT
CTTCGAGGTG
ACTTCATGCG
CCCTACCGGC
GCTGGTGETC
AGCAGATCCG
GCCGATGTTT
TCAGGGCAAC
GGAATGTCAT
AGGBARGAAC
TTATTTCTTA
CCACGAGTTA
CTTTGATAAR
TGATGCTTTG
TAATAMRACCA

SRDFTPLLCD
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Figure 7:

414

FYTELVSEAR RPAPFEVVFV SANGSAEEML
HELEKXKRYEIT ATIPKLVVIKQ NGAVITNKGR

FONFSG

Human RACVE2 ¢DNA: SEQ ID NO:13

1 .
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1201
1251
1301
1351
1401
1451

GTETGEGECGE
GTTGCCTGGC
GTATCTGGGEG
TTGCTCCAGC
AGGTCTTGAG
CGGCGCTCGC
TCECETCTCA
GCGGCACCTG
TGCAGAACAR
AGCCGCGACT
CGAGGCELGE
GCARGCTGCCR
CTGECGLTGC
GCCCAGECTG
TCCTGGGETTC
RACAGCCATTG
ACACTCCGAG
TCTGCGAGTC
ATCCTGCTGC
TTGAAGAGGT
CCAAGATTTG
ARAACGTGGET
GAGATTCTGT
ARGTGARATA
TTTGTGGGAT
GAAGGTTGGT
GGGRATGETT
ATTTGATAGC
TTTALARATA
GAGGAGAARAA

GGCGCAGTTG
TEGCCCCRCT
TCTCTGGIGT
CACAGGCGAG
AGGTCCAGCG
CGCCGCCTCC
GGTGGCTECE
GTGACCTGTA
GGTGGTGGCA
TCACGCCGCT
CGECCCGCET
GGAGATGCTG
CCTTCCACGA
GAGTGCAGTG
ARGTGATTICT
CTGTGRAATTA
AGTGCAGCTG
TGTGCTCATT
TGGGTATATA
ATCTGCACCC
GBAGCAACCT
ACATATACAC
CATTTGCAAT
AGCCAGGCAC
CTAATGATCA
TACCAGAAGC
ARTAGGTACA
ACAACAGTET
ACTATAATTG
ARAARAAAAR

GGGGAGGGTG
CCCAGAGGCE
CTGAGTGTCT
GCCTGGCCAA
CCCGGTGGTG
CCGCAGGTGA
TGTCTGCGCC
AGGGECCGCGAC
CTQTACTTCG
GCTCTGCGAC
CCTTCGARGT
GACTTCATCC
CCCCTACCGG
GCGTGATCTT
CTAGCCTTAG
CGTGAGGGAA
TTCTCCCCCC
ARCAATGTGC
CCCGAABGAR
CCATGTTTAT
AAGTGICCAT
AATGGAGTAC
ARTATAGATC
AGRAAGACARA
AARCAATTGA
TGEABAGGAA
ABARARTACA
GACTACTGTC
CATTGTTTGT
A

Polypeptide : ATG to TGA : SEQ ID NO:14

1
51
101

Figure 8:

Pileup short sequences :

MVDILGERHL VICKGATVEA EAALONKVVA
FYTALVAEAR RPAPFEVVFV SADGSCQEML
CRSLALLPRL, ECSQVILAHC NLCLLGSSDS

1

MRACVF1
hRACVF1
mRACVF2
hRACVF2

MVDVLGGRRL VTREG. .

DFMRELHGSW
KQIRERGLAC

CAGAGACCTG
GGTGCCECGT
CATTGTCGGC
GGTGTGEGCG
CGGACAGAGS
TCATCCTCCT
ATGGTTGACA
GGTGGRGGCC
CGGCGECCCG
TTCTATACGG
GGTCTTCGTG
GCCGAGCTGCA
CAACGGAGTC
AGCTCACTCC

CCTCCTGAGC.

AGATATTCAA
GCACCATCCG
TGTGACCATG
AGGARAAGGA
TECAGCACTS
CAACAGATGA
TCTTCAGCCA
GARMAGGAGE
ACATCACATG
ACTCTTGGAC
AGTGGGRTTG
AAGRATAAAT
AATAATCATT
AACECRABRAG

LYFARARCAP
DFMRELHGAW
LALAS

27 JUL 2005

PCT/EP02/03810

LRALPFHDPYR
PONWVEARDV

AGEGCTTGRG
TGTCGCCCAG
GCGAACACAA
CATCTAGGGC
CGGGECACCG
GCAGGTGTCC
TTCTGGGCGA
GAGGCGGCGC
GTGCGCGCCE
CGCTGETGEC
TCAGCCGACG
TGGCRCCTGE
TCGCTCTGTT
ABRCCTTTGCC
ATCTGGGACT
GAGGAGTTGG
TGTCCTGCAT
TGACTCAGCA
AGCCAGTATA
TTCACAACAG
ATGGATARAG
TTAARARAAAT
CCCTTATGTG
TTCTCACTTA
ATAGAGAGTA
GGAGGAAGGT
ARGACCTAAT
TARTTGTACA
ATARATGCTT

SRDFTPLLCD
LATLPFHDPFYR

50

MASLFSGRIL IRNNSDODEV ETEZELSRRL ENRLVLLFFG AGACPRCQAF
MASLFSGRIL IRNNSDQDEL DTEAEVSRRL ENRLVLLFFG AGACPQCQAF
.. T VVEAEVA. .L QNKVVALYFA AGRCSPSRDF
MVDILGERHL VICKG....A TVEAEAA..L QNKVVALYFA AARCAPSRDF
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MRACVFL
hrR4ACVF1
mRACVF2
hRACVFZ

mRACVF1
hRACVFL
mRACVFZ2
hRACVF2

51

5714

APVLKDFFVR LTDEFYVLRA AQLALVYVSQ DPTEEQQDLF
VPILKDFFVR LTDEFYVLRA AQLALVYVSQ DSTEEQQDLF
TPLLCDFYTE LVSE..ARRP APFEVVFVSA DGSAEEMLDF
TPLLCDFYTA LVAE..ARRP APFEVVFVSA DGSCQEMLDF

101

LPFEDELRR
LPFEDDLRR
LPFHDPYRQ

LPFHDPYROR SLALZTLPRLEC SGVILAHCNLI: CLLGSSDSLA

Pileup long sequences :

mRACVF1L
hRACVFIL
MRACVE2L

hRACVF2

mMRECVF1L
hRACVFiL
mMRACVF 2T,
hrdACvVE2

mRACVF 1L
hRACVF1L

mRACVF2L .

hRACVE2

mRACVF1L
hRACVFIL
mRACVF2L

hRACVF2

mRACVFIL
hRACVF1L
mRACVF2L

hrdCVF2

Figure 9:

1

MASLFSGRIL
MASLFSGRIL
MVDVLGGRRL
MVDILGERHL

51

APVLKDFFVR
VPILKDFFVR
TPLLCDFYTE
TPLLCDFYTA

101

LPFHDELRRD
LPFEDDLRRD
LPFHEDPYRHE
LPFHDPYROR

151

CFANWQERAAE"

CFANWQEARE
CFQNWVEARD

201
KRRDSGEPQG
. . RDPGGGGG

IRNNSDODEV
IRNNSDODEL
VTREG....T
VTCKG. . ..A

LTDEFYVLRA
LTDEFYVLRA
LVSE. .ARRP
LVAE. .ARRP

. . LGROFEV
.. -LGRQFSV
- . .LKKRYET

SLALLPRLEC

LL.DRSFLOPE
VLDRNFQLPE
VFQNFSG

2158 .

DAGTRAELW
EEGGAGCGLF

ETEAELSRRL
DTEAEVSRRL
VVEAEVA..L
TVEAERA..L

AQLALVYVSQ
AQLALVYVSQ
APFEVVFVSA
APFEVVFVSA

RQLPAVVVLK
ERLPAVVVLK
TAIPKLVVIK
5Gv...ILAH

DLDEPARRSI
DLEDQEPRSL

ENRLVLLFFG
ENRLVLLFFG
QNKVVALYFA

ONKVVALYFA -

DPTEEQQDLF
DSTEEQQDLF
DGSAEEMLDF
DGSCQEMLDE

PGGIVLTSDA
PDGDVLTRDG

QNGAVITNKG

CNLCLLGSSD

TEPLRRRKYR
TECLRRHKYR

27 JUL 2005

PCT/EP(2/(3810

100

LRDMPEEWLF
LXDMPKKWLE
MRELHGSWLA
MRELHGAWLA

143

LAS

50
BGACPQCQAF
BGACPQCQAF
RGRCSPSRDF¥
ABRRCAPSRDF

100
LRIMPEKWLF
LKDMPKKWLE
MRELHGSWLA
MRELHGAWLA

150
TEEIQRLGPA
BDEIQRLGTA
RKQIRERGLA
SLALAS

200
VDRDVGGSGA
VEKAARGG. .

SEQ ID NO: 26: 5° cggeatccATGGCATCTCTCTTCTCTGGACGC 3°

SEQID NO:27: 5° ggaattcTCACCTCCTCAGTTCATCATGGAA 3°
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Figure 10:

RACVF1
" RQCVE2

RACVF1
RACVE2

RACVF1
RACVEF2

Figure 11:

" bc016199
bg707818

bc016199
bg707818

bc016199
bg707818

bc016199
bg707818

Figure 12:

1

. MASLFSGRIL

MVDVLGGRRL

51
APVLKDFFVR
TPLLCDFYTE

101
LPFHDELRR
LPFHDPYRQ

IRNNSDODEV
V....TREGT

LTDEFYVLRA
LVSE. .ARRP

mouse RACVE2
human RJICVF2

1
MVDVLGGRRL
MVDILGEREL

51T
FYTELVSEAR
FYTALVAEAR

101
0%
ORSLATLPRL

Name: mRACVE2

Name: beb52141
Name: bi5l17442
Name: bg707818
Name: bic03812

MRACVF2

be552141
bi517442
bg707818
bi603812

mRACVF2

be552141
bis17442
bg707818
bis03giz

mRACVEF2

bebs52141
biBi7442
bg707818
bis03812

TETCCTCGGEE
TGTCCTCGGE
TETCCTCEGGE
TETCCTCGGEE

GGUGGGCEGC
GGCGAGCGEC
GGCGAGCGGC
GGCGAGCGGC
GGCGAGCGGC

GGECGCTGCAG
GECGECTGCAG
GGCGCTGCAG
GGECGCTCECAG
GGCGCTGCAG

VTREGTVVEL
VICKGATVEA

RPAPFEVVFV
RPAPFEVVFEFV
120

ECSGVILAH*

6/14

ETEAEIL:SRRL
VVEAEVA. .L

AQLATLVIVSQ
APFEVVFVSA

EVALONKVVA
EAALONKVVA

SADGSAEEML
SADGSCOEML:

ENRLVLLFFG
ONKVVALYFA

DPTEEQQDLF
DPGSAEEMLDF

LYFAAGRCSP
LYFARARCAP

DFMRELHGSHW

DFMRELHGAW

mouse sequence bellsls®
homo sapiens |
homo sapiens
homo sapiens
howmo sapiens

TCTCAGETGEG
TCTCAGCTGG
TCTCAGGTGG
TCTCAGGETGEG

GCCTGGTGAC
ACCTGGTGAC
ACCTAGTGAC
ACCTGEGTGAC
ACCTGGETGAC

ARCAAGGIGE
AACAAGGTGG
AACAAGCTGE
AACRAGGTGE
AACRAGGTGG

CTGCGTETCT
CTGCGTGETCT
CTGCETGETCT
CTGCEGTGETCT

CCEEGAGEEC
CTGTARGGGC
CTGTAAGGEC
CTGTAAGGEGC
CTGTAAGGGC

TAGCTTTGTA
TGECACTGTA
TGGCACTGTA
TGGCACTGTA
TEECACTGTA

ATEGT
GCGCCATGET
GCGCCATGET
GCGCCATGET
GCECCATGGET

ACCGTGETGE
GCGACGGTGG
GCGACGATEE
GCGACGGETGGE
GCGACGETES

CTTTGCGGCE
CTTCGCGGECG
CTTCGECEECE

CTTCGCGGCG

CTTCECGGCG

2% JUL 7005

PCT/EP02/03810

50
AGACPQCQAF

AGRCSPSRDF

100D
LRDMPEKWLF
MRELHGSWILA

50
SRDFTPLLCD
SRDFTFLLCD

100
LALPFHDPYR
LALFFHEFYR

GGACGTGCTG
TGACATTCTG
TGACATTCTG
TGACATTCTG
TGACATTCTG

AGGCCGAGGT
AGGCCGRGGC
AGGCCGRGGC
AGGCCGAGGC
AGGCCGAGGC

GGCCGETGCT
GCCCGETECS
G.CCEETECE
GCCCGETGECE
GCCCGETGCE
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mRACVF2 CGCCCAGLCE CGACTTCACG CCGCTGCTCT GCGACTTCTA CACGGAGCTG
be552141 CGCCGAGCCG CGACTTCACE CCGUTGCTCT GUGACTTCTA TACGGCECTG
bisl7442 CGCCGAGCCG CGA.TTCACG CCECTGCTCT GCGACTTCTA TACGGCECTG
bg707818 CGCCGAGCCG CGACTTCACG CCGCTGCTCT GCGACTTCTA TACGGCGCTG
bie03812 CECCCAGCCG CGACTTCACG CCGCTGCTCT GCGACTTCTA TACGGCGCTG
mRACVEF2 GTGAGCEGAGG CGCGECGECC CECTCCCTTC GAGGETGGTTT TCGTGTCGGC
be552141 GTGGCCGAGGE CGCGECEGCC CGECECCCTTC GAAGTGETCT TCETGTCAGC
bi517442 GTGGCCGAG. ...CECGEGGEGE CCGCECCTTC GAAGTGGETCT TCGTGTCAGC
bhg707818 GTGGCCGAGG CGCGGCEGCC CECECCCTTC GAAGTGGTCT TCGTGTCAGC
bi603812 GTGGECCGRGE CGCEGCGGCC CGCGCCCITC GAAGTGETCT TCETGTCAGC
mkdCVF2 BAGACGGCAGT GCGGAGCGARGA TGT.TGGACT TCATGECGCGA GCTGCACGEGEC
bes552143 CGACGGCAGC TCCCAGGAGA TGC.TGGACT TCATGCGCGA GCTGCATGGT
bis17442 CGACGGCAGC TCCCAGGAGA TGC.TGGACT TCATGECGLGEA GUTG.ATGGC
bg707818 CGACGGCAGC TGCCAGGAGA TGC.TGGACT TCATGCGCGA GCTGCATGGC
bien38l2 CGACGGCAGC TGCCAGGAGA TGCTTGGACT TCATGCECGA GCTGCATTGC
mRACVY2 TCCTGGC. TG GCATTGCCCT TCCACGACCC CTACCSGCAG TGA
be552141 GCCTGGC.TG GCGCTGCCCT TCCACGACCC CTACCGGCAC CATTGCTIGTG
bik17442 GCCTGEGC.TGE GCGCTGE.CCT TCCACGACCC CTACCGBGCAC AGCCGGAGCC
ba707818 GCCTGGC.TG GCGCTECCCT TCCACGAACC CUTACCGGCAA CGGAGTCTCG
bis0381l2 GCCTGGCTTIG GCGITGCCCT TCCACGACCC CTACCGECAR CGGAGTCTCG
Figure 13:
pileup
o “GapWeight: 5
GapLengthWeight: 1
- Name: RACVF1
Name: bg255078
Name: ai716631
Name: bg2941i11
Name: belQ8041 Rev
Name: bg395178
1 50
RACVFL  memmmmmmnn cmmmmmmcn e e e e S
BG299078 ~mmmmmmeon mmmm e e e ATCGGATC CTCTCTGEGET ,
BIiT16631 ~ommommmms cmmmmmma e m e oo ~CE GCCECTTAAT SINE
DYR29411]l  ~mmmmmmmee s o e e e
bei0B041 ACGAGGTCAAR CCTTGGCTAC ACAGGGAGTC TGAGGACAGC ATGGGNTACA
bg355178 @ ~~~mmmmee e e e A CGCCQECGLCTG
51 100
RACVEL ~emrmmmmes e e, ATEGEC ATCTCTCTTC TCTGGACGCA
bg229078 CCCCAGCTCC TTGCATACTG CTACCATGGC ATCTCTICTTC TCTGEGACGCA
ai716631 TAAGACGEAT CCCCGACTAC GTAGTCEEGA ATTCGGCACE AGGEGCCGCA
bg294111 ~~~CAGCTCC TTGCATACTE CTACCATGGC ATCTCTCTTC TCTGGACGCA
bel08041 AGAAACCCTC TCTCAAARACC AAACAAGGCC TGGCAGTACT AGTGCACTTG
bg395178 TCCCCAGCAC CCAACCCAGG TTACCATGGC CTCCCTGTTC TCTEGCCGCA
PR K ¢ : . 150
RACVF1 TCTTGATCAG GAACAACAGC GACCAGEGATG AAGTGGAGAC AGAGGCAGAG
bg298078 TCTTGATCAG GAACAACAGC GACCAGGATG AGAGGCAGAG

ARGTGGAGAC
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ai716631
bg294111
be108041
bg395178

RACVF1
by299078
ai7lée3l
bg294ill
hejggpai
bg3s5178

RACVF1L
bg299078
ai716631
bg294111
bel08041
bg395178

RACVF1
bg2389078
ai7?7l6631
bg294111
belDdB041
bg3ss5178

RACVFE1
bg295078
ai716631
bg294111
bel108041
bg395178

RACVF1
bg299078
aiv7l6631
bg2942111
belogo0al
bg395178

RACVF1
bg255078
ai716631
bg294111
bel0§041
bg355178

RACVFL
bg299078
21716631

- bg294111
bel08041
bg395178

TCTTGATCAG
TCTTGATCAG
GGAGGCAGRE
TCCTGATCCG

153

CTGAGCCGTA
CTGAGCCGTA
CTGAGCCGCC
CTGAGCCETA
CTGAGCCGLC
GTCAGTCGCA

201

CGCCTGETCCC
CGCCTGETCCC
GGCCTETCCC
CGCCTETQCCC
GGCCTGTCCC
GECTTGETCCA
251

TGCGGCTCAC

TGCCGCTCAL
TGCGGCTCAC

TGCGGCTCAC

TGCGGCTCAC
TGCGGCTCAC

301
GTCTATGTGT

GTCTATGTGT

GTCTATGTGT
GTCTATGTGT
GTCTATGTGT
GTGTACGTGY

351

GGACATGCCT
GGACATGCCT
GGACATGCCT
GGACATGCCT
GGACATGCCT
GGRCATGCCA

401

GAACARCAGC
GARCAACAGC
GARACAACAGC
CAACAATAGC

GGTTAGAGARA
GGTTAGAGAA,

GOTTAGAGAR

GGTTAGAGAA
GGTTAGAGAA
GGCTGGAGAA

CAGTGCCAGG
CAGTGCCAGG
CAGTGCCAGG
CAGTGCCAGE
CAGTGCCAGG
CAGTGCCAGG

TGACGAGTTC
TGACGAGTTC
TGATGAGTTC
TGACCAGTTC
TGATCGAGTTC
AGATGARGTTC

CCCAGGACCC
CCCAGGACCC
CCCAGGACCC
CCCRGGACCC
CCCAGGACCC
CCCAGGACTC

GARBAATGGC
GAARAATGGC
GAAAAGTGGC
GARAARMTGGC
GARRAGTGGC
AAGAAATGGEC

8/14

GACCAGGATG
GACCAGGATG
GACCAGGATG
GACCAGGACG

TCGTCTGGETG
TCCTCTCETG
TCGTCTTGTG
TCGTCTGGETG
TCETCTTGETG
CCGGCTGETE

CCTTTGCCCC
€c. TTGCCCC
ccTregccee
CC. TTGCCCC
CCTTCECCCC
CCTTCETGCC

TACGTGCTGC
TACGTGCTGC
TACGTGCTAC
TACETGCTGC
TACGTGCTAC
TATGTACTGC

TACAGRGGAG
TACAGAGGAG
TACAGAGGAG
TACRGAGGAG
TACAGAGGAG
CACGGAGGAG

TCTTCCTGCC
TCTYCCTGECC
TCTTCCTGCC
TCTTCCTGCC
TCTTCCTGCC
TTTTCCTGCC

AAGTGGAGAC
ARGTGGRGAC
AAGTGGAGAC
AGCTGGATAC

TTGCTGTTCT
TTGCTGTTCT
CTACTGTTCT
~TGCTGTTCT
CTACTGTTCT
CTGCTGTTCT

AGTCCTCAAA
AGTCCTCARA
AGTCCTCARA
AGTCCTCAARR
AGTCCTCARA
CATCCTCAAG

GGGCAGCACA
GGGCAGCACK
CGGCAGCACA
GGGCAGCARCA
GGCGCAGCACA
GGECGGCT

CAACAGGACC
CAACAGGACC
CAACAGGACC
CRACAGGACC
CARACAGGACC
CAGCAGGACC

GTITCCA.TGA
GTCCCACTGA
GTTCCA.TGA
GTTCCA.TGA
GTTCCA.TGA
CTTTGA.GGA
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AGAGGCAGAG
AGAGGCAGAG
AGAGGCAGAG
GGAGGCTGAR

200
TCGGCECCGGE
TCGGCGCCGG
TCEETGECTCG
TCEGECECCGE
TCGETGECTEE
TTGETGCTGG

250
GACTTCTTCG |

CGACTTCTTCG
GACTTCTTCG

GACTTCTTCG .

GACTTCTTCG
CACTTCTTCG

3200
GCTGECCCTE
GCTGGECCCTG
GCTGECCCTG
GCTGGCCCTG
GCTGGCCCTE
GCTGGCCCTE

350
TCTTCCTCAG
TCTTCCTCAG
TGTTCCTCCG
TCTTCCTCAG
TGTTCCTCCE
TGTTCCTCAA

400
TGAACTGAGG
TGAACTGAGG
TGACCTGARGG
TGAACTGEAGE
TGACCTGAGG
TGATCTGAGG

BGGTGA~ mrm e e e e e i e e e e e e

AGGTGAGGCC
AGRGACCTCG
AGGGACCTCG
AGTAATAAAAR
AGGGACCTCG

[P e

CCTGGAGGTT

CCAGGGARGA
GGCGCCAGTT
GGCGCCAGTT
ATTAGAGGTT
GGCGCCAGTT

TACTGTCCTG

CCAGGGRGGG
CTCCET~~
CTCTGTCCGT
GTGGCTCARA
CTCAGTGGAG

GTACTACTTIG

S o o gt it g ot

CARCTGCCAG
ARBARRADAR
CGCCTGCCEE

- e P i

TGCACTARAG

AGGTATTCCT

L G ot e o e L Wt o o St Bt g ok e Pt S sl A Rt s g A S s P f o Sk U e o s L P e it Tk

ACTTARGCCT

GCTCAAGCCG

GGTGEGGGACE

GACGGGGACG

TGCTGACAAG

TGCTCACTCG

CGRACGCCACG

CGACGGCGECC

GAGGAGATCC

e N

GACGAGATCC
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DELOB0E]  ~ e s e e e e e
bg395178 AACTCAATCC TGTGGGCACC BGGACACCGC AARRAARAARAC AAAAARAGCA

RACVF]  smmmmmmmn e mm i e oo
bg298078 ~—mmemmmme e e .
BIT1663] ~mmmmmmmme mmm e e
DGZ94111  mmmmmmmmmm e
BEL0BOA]l mrmmmmmmm e e
bg395178 AAATGCAAAA AAAGACAGGA CATACGACG

Figure 14:

BG259078

ATCGGATCCTCTCTGEETCCCCAGCTCCTTGCATACTGCTACCATGECATCTCTCTTCTC
——————— i e e R it S 51V

1 -~ £ :
TAGCCTAGGAGAGACCCAGGGEGTCEGAGGAACGTATGACGATGGTACCGTAGAGAGARCGAG

121

18l

241

301

361

421

481

541

601

TGGACCGCATCTTGATCAGGAACARCAGEGACCAGGATGARCTGEACGACAGAGECAGAGCT

ACCTGCGTAGARCTAGTCCTTETTETCGCTGRTCCTACTTCACCTCTETCTCCGTCTCGA
GAGCCGTAGETTAGRAGAATCGTCTEGEGT TGCTGTTCTTCGGCECCERCGCCTETCCCCA
CTCEGCATCCAATCTCTTAGCAGACCACABCGACAAGAAGCCECGECCGUGGACRGGAGT
GTGCCAGGCE?TGCCCCAGTCCTCAAAGACTTCTTCGTGCGGCTCACTGACGAGTTCTAC
CACGETCCEEARCEEAGTCAGEAGTTTCTGAAGAAGCACGCCEAGTGACTGCTCAAGATG
GTGCTGCGGBCAGCACAGCTGGCCCTEETCTATETGTCCCAGGACCCTACAGAGGAGCAR
€ ACOACGOCCRTCRTETCACCOAEACCACATACA CACGTCOTGEGRTETCTCOTCRTT
removed
CAGGACCTCTTCCTCAGGGACATGCCTGARAAATGGCTCTTCCTGCCGTCCCACTGATGA
GTCCTGGAGAAGEAGTCCCTETACGEACTTTTTACCGAGAACGACGGCAGEGTGACTACT
ACTGAGGAGETGAGGCCCCAGGGAAGACCAGGEAGEECTTCCTERAGAAGECATTTCCCT
TGACTCCTCCACTCCGGGATCCCTTCTGGTCCCTCCCGABGGACCTCTTCCGTARRGEGA
GGAGGTTTACTETCCTGETACTACTTGTGCACTARAGAGGTATTCCTCCACACCARCCAC
COTCCARATGACAGGACCATGATGAACACGTGATTTCTCCATAAGEAGETATGETTEETE
AGGCGACAACAACACACAAGAGETGTCCCATCCGCTCTTCCATCACAGCCCACTGACGCC
TCCECTGT TR TG TETETTCTCCACAGGETAGGCCAGAAGETAGTATCAGETGACTGCCE
AGACAGCATCECGACGCTCACCGCTCAGAARAACACAGETAGT CTCACAGECCTGCCATC
TCTETCETAGCGCTGCGACTECCGAGTCTTTTTGTET CCATCAGAGTATCCGGACGETAG
CTAATACTGECCACCCTEAGCACARGAGCGATGECTACAAGCCTCARCGCTAGARTCTAR

GATTATGACCGETGEGACTCETE I TCTCGCTACCGATGTTCGGAGTTCCGATCTTAGATT

180

240

300

360

4290

480 .

540

6G0

- 660
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ARCCACGAGGTECEGGACCCTAGCCCCCACTCCCCEGGEAGCGC

TTGEETGCTCCACCCCTGECATCCGGEETGACGGGCCCTLGCE

Figure 15:

BG294111

CABCTCCTTGCATACTGCTACCATGGCATCTCTCTTCTCTCGGACGCATCTTCATCAGGAA
e e R Fmom e o Fomm o m e + 60
GTCGAGGARCGTATGACGATGGTACCGTAGAGAGAAGAGACCTGCGTAGAACTAGTCCTT

1 --

181
241
301
361
421
481
541
601
661

721

CAACAGCGACCAGGATGAAGTGGAGACAGAGGCAGAGCTGAGCCGTAGGTTAGAGAATCG

GTTCTCGCTEETCCTACTTCACCTYCTCTCTCCGTCTCGACTCGGCATCCAATCTCTTAGC

- +T ] +T
TCTGGTETIGCTETTCTTCGGLGLCGECECLTETCCCCAGTECCAGGCCTTECCCCAGTCL

AGACCACACGACAAGAAGCCGCGGCCGCGGACAGGGGTCACGGTCCGGAACGGGGTCAGG
TCAARGACTTCTTCGTGCGECTCACTGACGAGTTCTACGTECTGCCGGCAGCACAGCTGE
AGTTTCTGARGAAGCACGOCAAGTGACTECTCARGATECACGACGCCCETCETATCGACT
CCCTGGTCTATGTGTCCCAGGACCCTACAGAGGAGCAACAGGACCTCTTCCTCAGGGACA
GGGACCAGATACACAGGETCCTGGGATGTCTCCTCGTTGTCCTGGAGARGEGAGTCCCTET
TGCCTGARRAATGGCTCTTCCTGCCETTCCATGATGRACTEGAGGAGEGACCTCGEGECGCC
ACCEACTTTTTACCOAGANGEACGICAAGETACTACTTGACTCCT CCCTAGACCCCRCEE
AGTTCTCTGTCCGTCARCTGCCAGCCGGTTGTGETACTTAAGCCTGGTGEEGACCTGCTCEA
TCAAGAGACAGGCAGTTGACGGTCGCCAACACCATGAATTCGGACCACCCCTGCACGACT
CAAGCGACGCCACGGAGGAGATCCAGCATCTGEGACCCGCCTECTTTGCCARCTGGECAGS
CTTCECTEOCETCCCTCCTCT AT CAGACCCTGRECGEACEARACOETTEACCETCL
AGGCCGCAGAGCTCCTGGACCGCAGCTTCCTGCAACCGGAGGATTTGGATGAGCCTGCGC
TCCGGCGTCTCGAGGACCTGGCGTCGAAGGACGTTGGCCTCCTAAACCTACTCGGACGCG
GGCGCAGCATCACCGAGCCTCTGCGCCGTCGCAAGTACCGAGTAGACCGGGATGTCGGCG
CCGCGTCGETAGTGGCTCCGAGACGCGECAGCEGTTCATGGCTCATCTGGCCCTACAGCCEC
GGAGCGEGECEARACGGCECGACTCTEGTGAACCCCAGGEEGCEACGCEEGTACAAGEGCGS
CCTCGCCCCGCTTTGCCGCECTEAGACCACTTCGEETCCCCCTGCECCCATETTCCCGLC
AGCTCTGGTGACTCCCAGEGTAGGAGTGEERACCCEAGCTCTCETGACACCARAGTACCG
TCGAGACCACTGAGGETCCCATCCTCACCCCTGECCTCCAGACCACTGTGETTTCATGGC
GTGCACCGACCGAGETTGATGACCCTCCCGAAGGAACCGG.

CACGTECTEECTCCAACTACTGGRAGEGCTTCCTTGECC

18¢

240

300

360

420

480

540

600

660

720
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<110>

<120>

<130>

<160>

<170>

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

atcggatcce tctctgggtc cccagetcct tgcatactge

New Seg RACVF.STZ25.txt

SEQUENCE LISTING

UNIVERSITE LOUIS PASTEUR/ NOVARTIS AG

Disease associated protein

4-31883

35

PatentiIn version 3.1

1
468
DNA

Mus musculus

D35
(45)..(374)

i

ttc tct g%a €gC atC ttg atc agg aac aac agc gac
G

rhe Ser

y Arg Ile Leu Ile Arg Asn Asn Ser AsSp
10 15

gag aca gag gca gag ctg agc ¢gt agg tta gag aat
Gilu

Thr

ctg tic ttc g?
Leu Phe Phe goy Ala

Glu Ala GTu Leu Ser Arg arg Leu Glu Asn
25 _ 30

€ gcc g?c gcc tgt ccc cag tgc cag
Gly Ala cys Zgo Gln Cys Gin

gtc ctc aaa gac tic ttc gtg cgg ctc act gac gag

val Leu

cgg gca g
Arg Ala

Lys Asp Phe Phe val Arg Leu Thr Asp Glu
55 60 -

ca cag ctg gcc ctg gtc tat gtg tcc cag
Ala GIn Leu Ala Leu val Tyr val ser GIn

Page 1

1

cag
Gin

cgt
Arg

gee
Ala

ttc
Phe
65

gac
Asp

gat
Asp

ctg
Leu

Tt
Phe
50

tac
Tyr

cCct

Pro

gaa
Glu

at
va
35

oce
Ala

gt
va

aca
Thy
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tacc atg gca tct ctc
Met Ala Ser Leu

gt
va
20

Ttg
Ley

cca
Pro

ctg
Lel

gag
Glu

56

104

152

200

248

296
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70

gag caa cag
Glu G1n Gln

~rn oo e
\_LB -

\..5 ~
Leu Pro Phe

agggcttcct ggagaaggeca tttccctgga ggtttactgt cctggtacta cttgtgcata

gac
ASp

cat

His

aagaggtatt cctc

<210> 2
<211> 109
<212> PRT

ctc
Leu

gat
ASp
105

<213> Mus musculus

<400> 2

Met Ala Ser
1
GIn Asp Glu

Arg Leu val
35

Ala Phe Ala
50

Phe Tyr val
65

Asp Pro Thr
Lys Trp Leu

<210> 3
<211> 764
<217> DNA

Leu

vatl

20

Leu

Pro

Glu

Phe
100

Phe

Glu

l.eu

val

Arg

Glu

85

Leu

<213> Mus musculus

<220>

ttc
Phe
90

gaa

Glu

Ser

Thr

Phe

Leu

Ala

70

Gln

Pro

75

ctc agg
Leu Arg

Gly Arg

Glu Ala

Phe Gly
40

Lys Asp

55

Ala Gln

GIn Asp

Phe His

gac
Asp

ile

Glu

25

Ala

Phe

Leu

Leu

atg cct gaa aaa tgg ctc tic
Met Pro Glu Lys Trp Leu Phg
10

95

New Seq RACVF.STZ5.txt
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tga ggroooaggs asgaccagygy

Leu Ile Arg
10

Leu Ser Arg

Gly Ala Cys

phe val arg
60

Ala Leu val
75

Phe Leu Arg
90

Glu Leu Arg

Page 2

Asn

Arg

Pro

45

Leuy

TYr

Asp

ATQ

Asn

Leu

30

GIn

Thr

val

Met

ser

15

Glu

Cys

Asp

Ser

Pro
95

Asp

Asn

Gln

Glu

Gin

80

Glu

344

9
Lo
Y

454
468
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C
L.

DS

<222> (26)..(676)
<223>

<400>

3

ccccagcetcc ttgcatactg Ctacc

ttg
Leu
10

ctg
Leuw

%

tte
Phe

gcc
Ala

tic
Phe
90

gaa
Glu

gcyg
Ala

" acg
Thr

gag
Glu

gat
Asp
170

tac

Tyr

Tct
ser

atc
1le

agc
ser

gcce
Ala

gt
va

ctg
Leu
75

ctc
Leu

ctyg
Leb

grt
val

gag
Glu

gce
Ala
155

gag
Glu

cga

Arg

&y

agg
Arg

cgt
Arg

tgt
Cys

cgg
Arg
60

gtc
val

2499
Arg

agg
Arg

gt
va

gag
Glu
140

gca
Ala

cCct
Pro

gta
val

gaa

Glu

aac
Asni

agg
Arg

cce
Pro
45

ctc
Leu

tat
Tyr

gac
AsSp

agg
Arg

gta
val
125

atc
Ile

949
Glu

gcg

‘Ala

gac
Asp

cce
Pro
205

dac
AsSn

tta
Leu
30

cag
Glin

act
Thr

gt
Va

atg
Met

gac
Asp
110

ctt
Leu

cag
GIn

ctc
Leu

€gg
Arg

cag
Arg

190

cag
GIn

agce
ser
15

gag
Glu

tgce
Cys

gac
Asp

tcc

Ser

cct
Pro

.95

cic
Leu

aag
Lys

cgt
Arg

ctg
Leu

cgc
Arg
175

gat

Asp.

999
Gly

gac
Asp

aat
Asn

cag
Gln

gag
Glu

cag
Gin
80

gaa
Glu

oty

cct
Pro

cig
Leu

gac
Asp
160

agc
Ser

gtc
val

gac
Asp

New Seq R4CVF.ST25.txt

atg
Met

cag
Gln

gt
Arg

gce
Ala

ttc
Phe
65

gac
Asp

aaa
Lys

cgc
Arg

ggt
Gly

gga

‘Gly

145

cge
Arg

atc
Ile

3Ty

gcg
Ala

gca
Ala

gat
Asp

ctg
Leu

Tttt
pPhe
50

tac
Tyr

cCct
Pro

tgg
Trp

cag
Gln

999
Gly
130
cCcc
Pro

agc
Ser

acce
Thr

&ty

&y
210

tct
Ser

gaa
Glu

gt
va
35

gcce
Ala

gt
va

aca
Thr

ctc
Leu

trc
Phe
115

gat
Asp

gece
Ala

ttc
Phe

gag
Glu

agc
Ser

195

aca
Thr

ctc
Leu

gt
va
20

ttg
Leu

CCa
Pro

ctg
l.eu

gag
Glu

ttc
Phe
100

tct
Ser

gt
va

tgc
Cys

ctg
Leu

cct
Pro
180

c1y

agg
Arg

ctcccagggt aggagtgogg accggagetc tggtgacacc

Page 3

ttC
Phe

gag
Glu

ctg
Leu

gtc
val

cgg
Arg

gag
Glu
85

ctg
teu

gtc
val

ctg
Leu

Tttt
Phe

Cdad
G1In
165

ctg
Leu

gcg

Ala

acg
Ala

aaagtaccgg tgcacgaccg

tct
Ser

aca
Thr

ttc
Phe

ctc
Leu

gca
Ala
70

caa
Gin

ccg
Pro

cgt
Arg

aca
Thr

gcc
Ala
150

ccg
Pro

cge
Arg

aaa
Lys

gag
Glu

ety

gag
Glu

ttcC
Phe

aaa
Lys
55

gca
Ala

cag

Gin

Ttc
phe

cad
GIn

agc
Ser
135

aac
Asn

gad
Glu

cgt
Arg

ceg
Arg

ctc
Leu
215

cge
Arg

gca
Ala

&y
40

gac
Asp

cag
Gln

gac
Asp

CE_i't
Hls

ctg
Leu
120

gac
AsSD

tgg
Trp

gat
Asp

cgc
Arg

cgc
Arg
200

tgg
Trp

736
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atc 52
Ile
aag 100
Glu
25
gcc 148
Ala
trc 196
Phe
ctg 244
Leu
ok als 292
1 ey
gat 340
Asp
105
cca 388
Pro
gce 436
Ala
cag 484 |
GIn
ttg 532
Leu
aag 580
Lys
185
gac 628
Asp
tga 676
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aggttgatga ccctcccgaa ggaaccgyg 764

<210> 4
<211> 216
<212> PRT

<213> Mus musculus

<400> 4

Met Ala Ser Leu Phe Ser Gly Arg Ile Lgu Ile Arg Asn Asn Sgr Asp
1 5 1 1

6Iln Asp Glu 381 Glu Thr Glu Ala Glu Leu Ser Arg Arg ggu Glu Asn
25

Arg Leu §?1 Leu Leu Phe Phe g%y Ala Gly Ala Cys zgo Gln Cys GIn

Ala phe Ala Pro val Leu %gs Asp Phe Phe val ASg Leu Thr Asp Glu
50 6

Phe Tyr val Leu Arg Ala Ala GlIn Leu Ala Leu val Tyr val Ser Gln
65 70 75 80

Asp pPro Thr Glu G;u GIn GIn Asp Leu gge Leu Arg Asp Met gro Glu
8 5

Lys Trp Leu phe Leu Pro Phe His Asp Glu Leu Arg Arg Asp Leu Gly
100 105 110

Arg Gln Phe ser val Arg Gin Leu Pro Ala val val val Leu Lys Pro
115 120 125 -

Gly Gly Asp val Leu Thr Ser Asp Ala Thr Glu Glu Ile Gln Arg Leu
130 135 140

Gly pPro Ala Cys pPhe Ala Asn Trp GIn 6lu Ala Ala Glu Leu Leu Asp
145 150 155 160

Arg Ser phe Leu GIn Pro Glu Asp Leu Asp Glu Pro Ala Arg Arg Ser
165 170 175

Ile Thr G¢iu Pro Leu Arg Arg Arg Lys Tyr Arg val Asp Arg Asp val
180 185 190

Gly Gly ser Gly Ala Lys Arg Arg Asp Ser Gly Glu Pro GlIn Gly Asp
195 200 205
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agt
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gt
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} ctg
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75

ctcC
Leu

ctg
Leu
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tgt
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aag
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agg
Arg

<210>
<211>
<212>
<213>
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<213> Homo
<220>
<221> (DS
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<400> 5

aac
Asn

ayg
Arg

cca
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ctc

Ley

tac
Tyr

gac
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agd
Arg
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PRT
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sapiens

.(353)

aat agc
Asn Ser
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ctg gag
Leu Glu
30

cag tac
Gln Cys

aca gat

“Thr Asp

gtg tcc
val Ser

atg cca
Met Pro
95

tga

sapiens

gac
AsSD

dac
Asn

cag
Gn

gag
Glu

cag
GIn

80

aag
Lys
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I

cag
GIn

cgg
Arg

gce
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tte
Phe
65

gac
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aaa
Lys
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ctg
Leu

TtC
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50

tat
Tyr

tcc
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tgg
Trp

gag
Glu

gt
va
35

at
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gta
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acg.
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ctt
Leu

ctg gat acg
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ctg
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CCcC
Pro

ctg
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gag
Glu
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Phe
100

Page 5

Asp

cty
Lel

atc
Ile

cgq
Arg
gag
Glu
85

ctg
Leu

Thr

TtcC

Phe

ctc
teu

gcg
Ala
70
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1
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Arg Leu val

35

Ala Phe val
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Phe Tyr val
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Asp Ser Thr

Lys Trp Leu
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<220>

<221> DS
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<400 7

Leu Phe

Leu Asp

20

Leu Leu

Pro Ile

Leu Arg

Glu Glu

85

Phe Leu
100

sapiens

.. (686)
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Thr

Phe

Leu

Ala

70

GIn

Pro

Gly

Glu

Phe

Lys

55

Ala

Glin

Fhe
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Glu val
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Ala Gly

rhe pPhe
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teu rhe
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ccggggacca cacgccgege tgrccccage acccaaccca

ctg ttc tct ggc cgce
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ctg gat acg gag gct

Leu Asp Thr Glu
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ctg ctg ttc ttt g%t
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atc
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gag

Ala Glu
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gct
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ctg
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agt
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gct
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cgce aac
Arg Asn

cgc agg
Arg Arg

tgt cca
Cys Pro
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val Tyr
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agc gac
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gag aac
Glu Asn

tgc cag
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Met

atg
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cag
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cgg
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atc
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cag
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gag
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ctg
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ttc
Phe

ctg
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ctg

Leu

gac
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Ctc
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gcg
Ala

70

cag
Gln

ccC
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gag
Glu
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gcc
Ala
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cca
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cgc
Arg

cCcc
Pro

212
PRT

Homo

8

Met Ala Ser
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Gin Asp Gilu -

Arg Leu val

aag
Lys
55

gct
Ala

cag
Gln

Tttt
Phe

cgc
Arg

cge
Arg
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aac
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gag
Glu

cgc
Arg
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cag
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gac
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gag
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ctg
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gac
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ctg
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ctc
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gtc
val

gac
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gcg
Ala
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gac
Asp

cge
Arg
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cgg
Arg
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gt
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aag
Lys

agg
Arg

gt
va

gag
Glu
140
gce
Ala

cag
Gln

gt
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gag
Glu
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ctc aca
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tac gt
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gac atg
Asp Met

agg gac
Arg Asp
110

gtg ctc
val Leu
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atc cag
ITe GIn

gag gty
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gag cca
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gaa aag
Giu Lys
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gag ggc
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cca
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ctce
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aag
LysS
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cgg
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cag
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cga
Arg
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val Ser Arg Arg
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Gly Ala Cys Pro Gin
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Glu
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gctgtcatcg
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cagtgtcatc
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aac aag gt
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cgc gac ttc
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- gag gcg cgg
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gé agt gcg
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ctgcigtcge agetrictgga gtggccacty tgotctctoce tcccttegge

ctgttccage agaaggcggy gcetgagagge goctagtgcet gegggaggct

ttccagctaa

ccgagctegt

cdg gag g
Arg Glu Gly
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gta gct ttg
val Ala Leu
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€gg ccc get
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ctg
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tcggctcaag
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cag
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ctg
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cgc
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gag
Glu
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e
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aag
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ctg
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cgg
Arg
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aag
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&
tgctggaadt
ggaatgtcat
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;'caccggtgcc
ctcrticcta
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taatadacca
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<211>
<212>
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_ Met val Asp

| .

val 'val Glu

Phe Ala Ala Gly
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Cys Asp Phe Tyr
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Phe Glu val
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Asp Phe Met
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gca
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cgg cat
Arg His
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cag
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gat
AsSp
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cga
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ctg
Leu

aag
LYS

cag
GIn
120

aag
Lys

cgc
Arg

gag
Glu
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ftc
Phe

caa
GIn

150

tcagggcaac
tgtagagtca
ccctgtgggt
taggatccag
céggaaattt
tgatgctttag

acactcacac
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Ala Glu
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Arg
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Glu
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Cys
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70
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tatcttcaaa
ccatgergtg
cctagagcetc
gacacatcag
ctttgataaa
gtaaacgtat

tttg

Gly Arg

Leuw

Ala
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Ser

Leu val

35

Ser Ala
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aag agg
Lys Arg

105
&

cta
Lett

aac gct
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o 55 453

aac
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ttc

tecg
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aagggcttag
acagagagca
cgttgaatgt
ccacgagtta
ttgacctatg
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iLeu val
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Gly Sser
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Ile

Gilu

acc
Thr
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atc
Ile
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Tttt
Phe

gtc
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tgc
Cys
140

&ty

ctggttcect
taaactgctc
Ttatttctta
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gaggtgatac

ggtttgtaga
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val val
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Arg Pro
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Ala Glu Glu

Ala Leu
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Leu
80

Met

Phe His

95

780

840
900
960
1020

1080

1140
1164



WO 02/081513

ASp

Pro

Gly

val
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gtgtgggcay
tggecccget
ctgagtgtct
ggtgtgggcg
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gyggagggtg

ggtgecgege

gcgaacacaa

ggcgeagttg
cccagaggceg
cattgtcggc
catctagggc aggtcttgag
cggcgetoge cgeegectec
ggtggctgeg tgtctgegec
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tgt
Thr
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aag agc
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gcg
A
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acg
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cgg
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gcg cgg
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Gly Leu Ala Cys
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cagagacctg agggcitgag

tgtcgcccag gtatctgggg
ttgctccagc cacaggcgag
aggtccagcg cccggtggty
ccgcaggtga tcatccteet
atg gtt gac att ctg
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gt
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acg

gag
Thr

gce
Glu
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Ttc

acg
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35
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cgg
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ttc tat

rPhe Tyr

ttc gaa gtg gtc ttc gt
phe Glu Va? val rhe

65 70
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gac g?c agc tgc cag gag atg ctg gac ttc atg cgc gag ctg cat g%c
Asp Gly Ser Cys GIn Glu Met ggu Asp Phe Met Arg Glu Leu His Gly
75 85

gcc tgg ctg geg ctg ccc tic cac gac ccc tac cgg caa cgg agt ctc
Ala Trp Leu Ala Leu Pro g?e His Asp Pro Tyr Arg Gln Arg Ser Leu
90 - 100

gct ctg ttg ccc agyg ctg gag tgc agt g$c gtg atc tta gct cac tgc
Ala Leu Leu Pro Arg Leu Glu Cys Ser Gly val Ile Leu Ala His Cys
105 110 ~ 115 120
aac ctt tgc ctc ctg g?t tca agt gat tct cta goo tta gee tcc tga
Asn Leu Cys Leu Leu Gly Ser Ser Asp Ser Leu Ala Leu Ala Ser

gcatctggga

ggacactccg

-, tetgtgctca
|

tacccgaaag
attgcagcac
gaatggataa
atgagattct
taagccaggc
caaaacaatt
aaagtggogt
ataagaccta
catttaaaaa

aaaaaaaaaa

1<210> 14
<211>

135
<212> PRT

<213>

<400> 14

125

130

ctacagccat tgctgtgaat tacgtgaggg

agagtgcagc
ttaacaatgt
aaaggaaaag
tgttcacaac
agaaaacgtg
gtcatttgeca
acagaaagac
gaactcttgg
tgggaggaag
atatttgata
taactataat

aaaa

Homo sapiens

tgtictcce
gctgtgacca
gaagccagta
agccaagétt
gtacataiac
ataatataga
aaacatcaca
acatagagag
gtgggaatgg
gcacéacagt

tgcattgttt

ccgcaccatc
tgtgactcag
tattgaagag
tggaagcaac
acaatggagt
tggaaaagga
tgttctcact
tagaaggttg
ttaataggta
gtgactactg

gtaacacaaa

aaagatattg
cgtgtcctge
caatcctgct
gtatctgcac
ctaagtgrec
actcttcagc
ggcccttatg

tatttgtggg

gttaccagaa:

caaaaaaata
tcaataatca

agataaatgc

135
aagaggagtt
attctgcgag
gctgggtata
ccccatgttt
atcaacagat
cattaaaaaa
tgaagtgaaa
atctaatgat
gctggaaagy
caadgaataa
tttaattgta

ttgaggagaa

Met val asp ITe Leu Gly Glu Arg His Leu val Thr Cys Lys Gly Ala
1 5 10 15

Thr val Glu Ala G¢lu Ala Ala Leu GIn Aspn Lys val val gga Leu Tyr

20

25

phe ATa-gga Ala Arg Cys Ala zgo ser Arg Asp Phe T?r Pro Leu Leu
. 4

Page 13

594

642

690

738

798
858
018
978
1038
1098
1158
1218
1278
1338
1398
1458
14772

21 JUL 1005
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Cys Asp Phe
50

phe Glu val
65

Asp Phe Met

Asp Pro Tyr

ser Gly val
115

Asp Ser Leu

130

<210>
<211~
<212>
<213>

15
702
DNA

Mus

<400>. 15
arcggatcct

tggacgcatc
gagccgtaag
gtgccaggcec
gtgctgcggg
caggacctcet
actgaggagg
ggaggtttac
aggcgacaac
agacagcatc
ctaatactga

aaccacgagg

<210> 16
<Z11> 387
<212> DNA

Tyr Thr

Phe

val

Glu
85

Arag

Arg Gln

100

Ile Leu

Ala Leu

musculus

ctétgggtcc
ttgatcagga
ttagagaatc
ttgccccagt
cagcacagct
tcctcaggga
tgaggcccca
tgtcctggta
aacacacaag
gcgacgctca
ccaccctgag

tggggaccgt

Ala

vai

70

Leu

Arg

Ala

Ala

New Seq RACVF.ST25.txt

Leu
55

Ser

His

ser

His
120

sear
135

ccagctectt
acaacagcga
gtctgatgtt
cctcaaagac
ggccctggtc
catgcctgaa
gggaagacca
ctacttgtgc
aggtgtccca
cggctcagaa
cacaagagcg

aggccccact

val Ala Glu Ala
Ala Asp Gly Ser
75
Gly Ala Trp Lenu
90
Leu Ala Leu Leu

105

Cys AsSh Leu Cys

gcatactgct
ccaggatgaa
gergttottce
ttcitcgtgce
tatgtgtccc
aaatggcict
gggagggctt
actaaagagg
tcegetettc
aaacacaggt
atggctacaa

ccecgggage

Page 14

21 JuL 2008

PCT/EP#2/63810
Arg Arg Pro Ala Pro
60
Cys Gin Glu Met Leu
&0
Ala Leu Pro Phe His
35
Pro Arg Leu Glu Cys
110
Leu Leu Gly Ser Ser
125
1
accatggecat ctetcttete 60 .
gtggagacag aggcagagct 120
ggcgecgygeg cctgtececa 180
ggctcactga cgagttctac 240
aggaccctac agaggagcaa 300 \
tcctgeegtc ccactgatga 360
cctggagaag geattteoct 420
tattcctcca caccaaccac 480
catcacagcc cactgacgcec 540
agtctcacag gcctgccatc 600
gccitcaagge tagaatctaa 660
gc 702




2% JuL 2905

<213>

Page 15

WO 02/081513 PCT/EPO2/03810
. New Seq RACVF.STZ25.txt

<213> Rattus norvegicus

<400> 16

cggccgcetia attaagdcgg atccccgact acgtagtcgg gaattcggca <gaggggcecg 60
catcttgatc aggaacaaca gcgaccagga tgaagtggag acagaggcag agctgagecg 120
ccggttagag aatcgtcitg tgctactgtt cttcggtget ggggectgtc cccagtgeca 180
gogccttcgec ccagtcctca aagacttctt cgtgeggcotc actgatgagt tctacgtgcet 240
acgggragca cagctggeee tggitctatgt gtcccaggac cctacagagg agcaacagga 300
cctgttccte cgggacatgc ctgaazagty gctcttcctg ccgttecatg atgaéctgag 360
gagagaccte gggegecagt teotcogt 387
<210> 17

1 <211> 759

<212> DNA

<213> Mus musculus

<400> 17

cagctccttg catactgcta ccatggcatc tctettctct ggacgcatct tgatcaggaa 60
| cadcagcgac caggatgaag tggagacaga ggcagagctg agecgtagot tagagaatcg 120
tctggtgtge tgttcttegy cgocggegee tgtccecagt gecaggectt gccccagtce - 180
tcaaagactt ctitcgtycgg cicactgacyg agitctacgt gctgcgggca gcacagctgg 240 .
.ccﬁtggtcta tgtgtcccag gaccctacag aggagcaaca ggacctcttc ctcagggaca 300
tgectgaaaa atggetetic ctgcegttec atgatgaact gaggagggac ctcgggcgec - 360
agttctctgt ccgtcaactg ccagcggttg tggtacttaa gcctggtggg gacgtgotga 420
/ caagcgacgc cacggaggag atccagcgtc tgggacccge ctgettigce aactggcagg 480
aggcegeaga getoctgyac cgcagettoc tggaaccgga ggatttggat gagcctgege 540
ggcgcagcat caccgagect ctgcgecgtc gcaagtaccg agtagaccdg gatgtcggog 600
ggagcgggge gaaacggcge gactctggtg aaccccdggg ggacgcgggt acaagggcgy 660
agctctggty actcccaggg taggagtaggg gaccggagét ctggtgacac caaagtaécg 720
gtgcacgacc gaggttgatg accctcccga aggaaccgg | 759
<210> 18

211> 443

<212> DNA

Rattus norvegicus



WO 02/081513

<220>
<221>
<222>
<223> any

<400> 18
acgaggtcaa

tctcaaaacc
gaccaggatg
ctactgttct
gacttcttcg
gtctatgtgt
gaaaagtggc

tggctcaaaa

19
889
DNA

<210>
<211>
<212>
<213>

<400> 19
acgecegeget

atcctgatcc
aggctggaga
gcettcgtge
c€gggeggctc
ctgttcctca
agggacctcg
gacggggacyg
ttcgocaact
ctggaggacc
gaaaaggcgg
ggggggctgt
ccacacgcag

agcacaacca

misc_feature

(46)..(46)

nucleotide

ccttgactac
aaacaaggec
aagtggagac
tcggtactgg
tgcggctcac
cccaggacec
tettectgec

daaadadaaa

Homo sapiens

gtccccagea
gcaacaatag
accggctggt
ccatcctcaa
agctggecct
aggacatgec
ggcgecagtt
tgctcactcg
ggcaggaggc
aggagccacg
cgcgaggegg
actgaccgct
ccagcaccag

ccggggacac

New Seq RACVF.ST25.txt

acagggagtc
tggcagtact
agaggcagag
ggcctgtecc
tgatgagttc
tacagaggag
gttccatgat

dad

cccaacccag
cgaccaggac
gctgctgttc
ggactfcttc
ggtgtacgtg
aaagaaatgg
ctcagtggag
cgacggcgec
ggccgaggtg
gagccteace
cgcgacceygg
gggtggagca
gtatcccgac

taaacgactc

tgaggacagc
agtgcacttg
ctgagccgec
cagtgccagg
tacgtgctac
caacaggacc

gacctgagga

gttaccatgg
gagctggata
tttggtgctg
gtgcggctca
tcccaggact
ctittcctge
cgcctgecay
gacgagatcc
ctggaccgea
gagtgcctgc
gggaggggct
gagggaggag
taggggagac

aactcaatcc

Page 16

atgggntaca
ggaggcagag
ggttagagaa
ccttecgeecce
gggcagcaca

tgttecteeg

‘gtaataaaaa

cctococectgtt
cggaggctga
gggcttgtece
cagatgagtt
ccacggagga
cctttgagga
cggtcgtggt
agcgeetggg
acttccagcet
gccgccacaa
ggggacgdgag
gattggtgga
agggcgaaga
tgtgggcacce

PCT/EP02/03810
agaaaccctc 60
gaacaacagc 120
tcatcttgtg 180
agtcctcaaa 240
gctagecctg 300
ggacatgcct 360
ttagaggttg 420

443
ctctggecgce 60
gagtcagtcgce 120
acagtgccag 180 j -
ctatgtactg 240 i
gcagcaggac 300
tgatctgagg 360
gctcaagceeg 420
caccgectge 480
gccagaggac 540
gtaccgcgty 600
gceggggece 660
agaacaacaa 720
cctgacccaa 780
aggacaccgce 840

21 JUL 7005
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New Seq RACVF.ST25.txt

dadadadaaac aadaaaagca aaatgcaaaa azdagacagga catacgacg

<210> 20
<213> 348

<212> DNA

<213>  Homo sapiens

<400> 20
tgtcctcggg

acctggtgac
tggractgta
- gcgacttcta
; tcgtgtcage

cctggetgac

<210> 21
<211> 340

<212> DNA

<213> Homo sapiens

<400> 21
tgtccteggg

acctggtgac
tggcactgta
gacttctata
cagccgacgg

ggcgctgect

<210> 22
«<211> 348
<212> DNA

<213> Homo sapiens

<400> 22

tgtccteggg tctcaggtgy ctgegtgtct gegecatggt tgacattcté

tctcaggtgg ctgogtgtcet

ctgtaagggc gcgacgatag
gceeggtgeg

gatggccgagg

cttcgcggeg
tacggcgcetg
cgacggcagc tcccaggaga

gctgeccttc cacgacccct

tctcaggtgg ctgegtgtct

ctgtaagggc gcgacggtgg
gceggtgcge
ggccgagege
gagatgctgg

ctaccggcac

ctitcgcgacg
cggcactagt
tagctcccag

fccacgaccc

gcgccatggt
aggccgagge
cgccgagecg
cgcggeggcc
tgctggactt

daccggcacca

gcgccatggt
aggccgaggce
gcegageege
ggggccgegce
acttcatycg

agccggagec

tgacattctg
ggcgetgeag
cgacttcacg
cacgcccttc

catgcgcgag

ttgctgtg

tgacattctg

ggcgetgcag

gattcacgcec
cttcgaagty

cgagctgatg |

71 Jub 2005

PCT/EPG2/03810
389
ggcgageggc 60
aacaaggtgg 120
ccgetgotet 180
gaagtggict 240
ctgcatggceg 300
348
ggcgageoge 60
aacaaggtgog 120
gctgctctoc 180
gtcttcgtgt 240
gcgectgget 300
340
gécgégcggc 60

acctggtgac ctgtaagggc gegacggtgg aggccgagge ggcgetgcag aacaaggtgg

Page 17

120



WO 02/081513

tggcactgia
gcgacttcta

tcgtgtcagce

cttcgeggeg
tacggcgctg
cgacggcagce

geLgeecttc

New Seqg RACVF,ST25.txt

gcccggtgeg €gecgagecyg cgacttcacg ccgetgetcet

gtggccgagg
tgccaggaga

<210> 23

<211> 350

<212> DNA

<213> Homo sapiens

<400> 23

tgtcctcggg tctcaggtgg ctgegigtct
acctggtgat ctgtaagggc gcgacggtgg
tggcactgta cttcgcggceg geccggigeg
gcgactteta tacggcgctg gtggocgagg
tcgtgtcage cgacggcage tgccaggaga
gcetggetty gegetgocct tccacgacceo
<210> 24

<211> 24

<212> DNA

<213> Artificiai Seguence
<220>

<223> Primer

<400> 24

tctatgtgtc ccaggaccct acag

<210> 25
<211> 26
<212> DNA
<213>
<220>
<223>
<400> 25

Primer

Artificial Sequence

tttatgcaca agtagtacca ggacag

cgcggcggee cgcgecctte gaagtggtct
tgctggactt catgcgcgag ctgcatggeg

-accggeaacg

gcgccatggt
aggccgagge
cgccgagecg
cgcggeggec
tgcttggact

ctaccggcaa

Page 18

gagtcicg

tgacattctg ggcgagcgge
ggcgctgecag aacaaggtgg
cgacttcécg ccgetagctct
cgcgeccttc gaagtggtet
tcatgcgega getgeattge

cggagtctcg

180
240
300

60
120
180
240
300

350 -

24

26

21 JUL 1005
PCT/EP02/03810
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<210>
<211>
<212>
<213>

<220>
<223>
<4 00>

New Seq RACVF.ST25.txt

26
32
DNA

Artificial Sequence

Primer

26 '

cgggatccat ggcatcitcte tictctggac gc

<210>

<211>
<212>
<213>

<220>

<223>
<400>

27
31
DNA

Artifictal Sequence

Primer

27

ggaattctca cctcctcagt tcatcatgga a

<210>
<211>
<21.2>

<213>

<220>
<223>
<400>

28
50
DNA

Artificial Sequence

Adaptor
28

tgttaccaat ctgaagtggg agcggecgac aattttttit ttttitttit

<210>
<211>
<212>
<213>

<220>

29
14
DNA

Artificial Sequence

Page 19

27 JUL 2003
PCT/EP(2/03810

32

31

50
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<223>
<400>

Adapter
29

aattcggcac gagg

<210>
<211>
<212>
<213>

<220>
<223>
<400>

30
10
DNA

Artificial sequence

Adaptor
30

cctcgtgecg

<210>
<211>
<212>
<213>

<220>
<223>

<400> .

31
22
DNA

Artificial Ssequence

Primer

31 i

gtaatacgac tcactatagg gc

<210>
<211>
<212>
<213>

<220>
<223>
<400>

32
22
DNA

Artificial sequence

Primer

32

ctattacgtc aagcctgtag cc

<210>
<211>
<212>

33
22
DNA

New Seq RACVF.ST25.txt

Page 20

21 JUL 2069

PCT/EP02/03810

14

22

22
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<213> Artificial Sequence

<220>

<223> Primer

S <400> 33

catcctecatc tittcttcect tc

<210> 34
<211> 22
<212> DNA

<213> Artificial

<400> 34

gccagcgtit tctgocttitt ac

<210> 35
<211> 22
<212> DNA

<213> Artificial

<d400> 35
aagccctgee tgotctaaca tc

New Seq RACVF.ST25.txt
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22

22

22



