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FIG. 5 
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FIG7A 
--------------------- M K H L W F' F L L L V A APR W V L S 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGAAACACCTGTGGT TCTTCCTCCTGCTGGTGGCA GCTCCCAGATGGGTCCTGTC 

MfeI 
HCDRl 

'QVQLVQS GAEVKK PGESLKI SCKGSGY SFTNYW 
101 CCAGGTGCAATTGGTTCAGA GCGGCGCGGAAGTGAAAAAA CCGGGCGAAAGCCTGAAAAT TAGCTGCAAAGGTTCCGGAT ATTCCTTTACT~G 

HCDR2 
ISWVRQM PGKGLEW MGE'IYP DDSYTRY SPSFQGQ 

201 AT'TICTTGGGTGCGCCAGAT GCCTGGGAAGGGTCTCGAGT GGA'fGGGCTTTATCTATCCG GATGATAGCTATACCCGTTA TTCTCCGAGCTTTCAGGGCC 

VTISAD KSISTAY LQWSSLK ASDTAM YYCARFS· 
301 AGGTGACCATTAGCGCGGAT AAAAGCATTAGCACCGCGTA TCTTCAATGGAGCAGCCTGA AAGCGAGCGATACGGCCATG TATTATTGCGCGCGTT'T'TTC 

Elp! 
HCDR3 

·YRHYLDM DDHWGa GTLVTVS SASTKGP SVFPLA 
401 TTATCGTCATTATCTTGATA TGGATGATCATTGGGGCCAA GGCACCCTGGTGACGGTTAG CTCAGCCTCCACCAAGGGTC CATCGGTCTTCCCCCTGGCA 

PSSKSTS GGTAALG CLVKDY PPEPVTV SWNSGAL 
501 CCCTCCTCCAAGAGCACCTC TGGGGGCACAGCGGCCCTGG GCTGCCTGGTCAAGGACTA.C TTCCCCGAACCGGTGACGGT GTCGTGGAACTCAGGCGCCC 

TSGVHT PPAVLQS SGLYSLS SVVTVP SSSLGTQ 
601 TGACCAGCGGCGTGCACACC TTCCCGGCTGTCCTACAGTC CTCAGGACTCTACTCCCTCA GCAGCGTGGTGACCGTGCCC TCCAGCAGCTTGGGCACCCA 

·TYICNVN HKPSNT KVDKRVE PKSCDXT HTCPPC 
701 GACCTACATCTGCAACGTGA ATCACAAGCCCAGCAACACC AAGGTGGACAAGAGAGTTGA GCCCAAATCTTGTGACAAAA CTCACACATGCCCACCGTGC 

PAPELLG GPSVPLP PPKPKD TLMISRT PEVTCVV 
801 CCAGCACCTGAACTCCTGGG GGGACCGTCAGTCTTCCTCT TCCCCCCAAAACCCAAGGAC ACCCTCATGATCTCCCGGAC CCCTGAGGTCACATGCGTGG 

·VDVSHE DPEVKFN WYVDGVE VHNAKT KPREEQY 
901 TGGTGGACGTGAGCCACGAA GACCCTGAGGTCMGTTCAA CTGGTACGTGGACGGCGTGG AGGTGCATAATGCCAAGACA AAGCCGCGGGAGGAGCAGTA 

·NSTYRVV SVLTVL HQDWLNG KEYKCKV SNKALP 
1001 CAACAGCl\CGTACCGGGTGG TCAGCGTCCTCACCGTCCTG CACCAGGACTGGCTGAATGG CAAGGAGTACAAGTGCAAGG TCTCCAACAAAGCCCTCCCA 

APIEKTI SKAKGQP REPQVY TLPPSRE EMTKNQV 
GCCCCCATCGAGAAAACCAT CTCCAAAGCCAAAGGGCAGC CCCGAGAACCACAGGTGTAC ACCCTGCCCCCATCCCGGGA GGAGATGACCAAGAACCAGG 

·SLTCLV KGFYPSD IAVEWES NGQPEN NYKTTPP 
1201 TCAGCCTGACCTGCCTGGTC AAAGGCTTCTATCCCAGCGA CATCGCCGTGGAGTGGGAGA GCAATGGGCAGCCGGAGAAC AACTACAAGACCACGCCTCC 

·VLDSDGS FFLYSK LTVDKSR WQQGNVF SCSVMH 
1301. CGTGCTGGACTCCGACGGCT CCTTCTTCCTCTACAGCAAG CTCACCGTGGACAAGAGCAG GTGGCAGCAGGGGAACGTCT TCTCATGCTCCGTGATGCAT 

EALHNHY TQKSLSL SPGK 
1401 GAGGCTCTGCACAACCACTA CACGCAGAAGAGCCTCTCCC TGTCTCCGGGTAAATGAGGG CCCGTTTAAACGGGTGGCAT CCCTGTGACCCCTCCCCAGT 

1501 GCCTCTCCTGGCCCTGGAAG TTGCCACTCCAGTGCCCACC AGCCTTGTCCT 
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FIG. 78 
pMORPH(!l2_Ig_FOR 

MKHLWF FLLLVA APRWVLS 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGAAACACCTGTGGT TCTTCCTCCTGCTGGTGGCA GCTCCCAGATGGGTCCTGTC 

MfeI 
HCDRl 

QVQLVES GGGLVQ PGGSLRL SCAASGF TFNSYS 
10.1 CCAGGTGCAATTGGTGGAAA GCGGCGGCGGCCTGGTGCAA CCGGGCGGCAGCCTGCGTCT GAGCTGCGCGGCCTCCGGAT TTACCTTTAATTCTTATTCT 

HCDR2 

~W V R Q A P G KG LEW V S Y ISS R SST T Y Y ADS V K Q R 
201. ATGTCTTGGGTGCGCCAAGC CCCTGGGAAGGGTCTCGAGT GGGTGAGCTATATCTCTTCT CGTTCTAGCACTACCTATTA TGCGGATAGCGTGAAAGGCC 

FTISRD NSKNTLY LQMNSLR AEDTAV YYCARGY· 
301 GTTTTACCATTTCACGTGAT AATTCGAAAAACACCCTGTA TCTGCAAATGAACAGCCTGC GTGCGGAAGATACGGCCGTG TATTATTGCGCGCGTGGTTA 

BlpI 
HCDR3 

FHGMDYW GQGTLV TVSSAST KGPSVFP LAPSSK 
401 TTTTCATGGTATGGATTATT GGGGCCAAGGCACCCTGGTG ACGGTTAGCTCAGCCTCCAC CAAGGGTCCATCGGTCTTCC CCCTGGCACCCTCCTCCAAG 

STSGGTA ALGCLVK DYFPEP VTVSWNS GALTSGV 
501. AGCACCTCTGGGGGCACAGC GGCCCTGGGCTGCCTGGTCA AGGACTACTTCCCCGAACCG GTGACGGTGTCGTGGAACTC AGGCGCCCTGACCAGCGGCG 

'HTFPAV LQSSGLY SLSSVVT VPSSSL GTQTYIC 
601 TGCACACCTTCCCGGCTGTC CTACAGTCCTCAGGACTCTA CTCCCTCAGCAGCGTGGTGA CCGTGCCCTCCAGCAGCTTG GGCACCCAGACCTACATCTG 

'NVNHKPS NTKVDK RVEPKSC DKTHTCP PCPAPE 
701 CAACGTGAATCACAAGCCCA GCAACACCAAGGTGGACAAG AGAGTTGAGCCCAMTCTTG TGACAAAACTCACACATGCC CACCGTGCCCAGCACCTGAA 

LLGGPSV FLPPPKP KDTLMI SRTPEVT CVVVDVS 
801 CTCCTGGGGGGACCGTCAGT CTTCCTCTTCCCCCCAAAAC CCAAGGACACCCTCATGATC TCCCGGACCCCTGAGGTCAC ATGCGTGGTGGTGGACGTGA 

'HEDPEV KPNWYVD GVEVHNA KTKPRE EQYNSTY 
901 GCCACGAAGACCCTGAGGTC AAGTTCAACTGGTACGTGGA CGGCGTGGAGGTGCATAATG CCAAGACAAAGCCGCGGGAG GAGCAGTACAACAGCACGTA 

'RVVSVLT VLHQDW LNGKEYK CKVSNKA LPAPIE 
lClOl CCGGGTGGTCAGCGTCCTCA CCGTCCTGCACCAGGACTGG CTGAATGGCAAGGAGTACAA GTGCAAGGTCTCCAACAAAG CCCTCCCAGCCCCCATCGAG 

KTISKAK GQPREPQ VYTLPP SREEMTK NQVSLTG 
1101 AAAACCATCTCCAAAGCCAA AGGGCAGCCCCGAGAACCAC AGGTGTACACCCTGCCCCCA TCCCGGGAGGAGATGACCAA GAACCAGGTCAGCCTGACCT 

·LVKGFY PSDIAVE WESNGQP ENNYKT TPPVLDS 
1201 GCCTGGTCAAAGGCTTCTAT CCCAGCGACATCGCCGTGGA GTGGGAGAGCAATGGGCAGC CGGAGAACAACTACAAGACC ACGCCTCCCGTGCTGGACTC 

'DGSFFLY SKLTVD KSRWQQG NVFSCSV MHEALH 
1301 CGACGGCTCCTTCT'fCCTCT ACAGCAAGCTCACCGTGGAC l.J..GAGCAGGTGGCAGCAGGG GAACGTC'I'TCTCATGCTCCG TGATGCATGAGGCTCTGCAC 

NHYTQKS LSLSPGK* 
140], AACCACTACACGCAGAAGAG CCTCTCCCTGTCTCCGGGTA AATGAGGGCCCGTTTAAACG GGTGGCATCCCTGTGACCCC TCCCCAGTGCCTCTCCTGGC 

1501 CCTGGAAGTTGCCACTCCAG TGCCCACCAGCCTTGTCCT 
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pMORPH®2 _ Ig_FOR 

--------------------- MAW ALL L L T L L T Q G T G S W A 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGCCTGGGCTCTGC TGCTCCTCACCCTCCTCACT CAGGGCACAGGATCCTGGGC 

EcoRV 
LCDRl 

DIELTQP PSVSVA PGQTARI SCSGDSL GSKYVH 
101 TGATATCGAACTGACCCAGC CGCCTTCAGTGAGCGTTGCA CCAGGTCAGACCGCGCGTAT CTCGTGTAGCGGCGATTCTC TTGGTTCTAAGTATGTTCAT 

LCDR2 
WYQQKPG QAPVLVI YRDNKR PSGIPER FSGSNSG 

201 TGGTACCAGCAGAAACCCGG GCAGGCGCCAGTTCTTGTGA TTTATCGTGATAATAAGCGT CCCTCAGGCATCCCGGAACG CTTTAGCGGATCCAACAGCG 

LCDR3 
NTATLT ISGTQAE DEADYYC QSYDAT EFTYVFG 

301 GCAACACCGCGACCCTGACC ATTAGCGGCACTCAGGCGGA AGACGAAGCGGATTATTATT GCCAGTCTTATGATGCTACT GAGTTTACTTATGTGTTTGG 

HpaI 

GGTKLTV LGQFKA APSVTLP PPSSEEL QANKAT 
401 CGGCGGCACGAAGTTAACCG TCCTAGGTCAGCCCAAGGCT GCCCCCTCGGTCACTCTGTT CCCGCCCTCCTCTGAGGAGC TTCAAGCCAACAAGGCCACA 

LVCLISD FYPGAVT VAWKAD SSPVKAG VETTTPS 
501 CTGGTGTGTCTCATAAGTGA CTTCTACCCGGGAGCCGTGA CAGTGGCCTGGAAGGCAGAT AGCAGCCCCGTCAAGGCGGG AGTGGAGACCACCACACCCT 

'XQSNNK YAASSYL SLTPEQW XSHRSY SCQVTHE 
601 CCAAACAAAGCAACAACAAG TACGCGGCCAGCAGCTATCT GAGCCTGACGCCTGAGCAGT GGAAGTCCCACAGAAGCTAC AGCTGCCAGGTCACGCATGA 

'GSTVEKT VAPTEC s* 
701 AGGGAGCACCGTGGAGAAGA CAGTGGCCCCTACAGAATGT TCATAGGGGCCCGTTTAAAC GGGTGGCATCCCTGTGACCC CTCCCCAGTGCCTCTCCTGG 

[J 01 CCCTGGAAGTTGCCACTCCA GTGCCCACCAGCCTTGTCCT 

pMORPH@Z Ig REV 100.0% 
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FIG.9A 

pMORPH@2_19_FOR 

-------~------------- M V L Q T Q V F' I S L L L W I S GAY 
'l'AATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA 

EcoRV 
LCDRl 

GDIVLTQ SPATLS LSPGERA TLSCRAS SVSFD 
un CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT 

LCDR2 
YLGWYQQ KPGQAPR LLIYGA SNRATGV PARFSGS 

201 ~TGGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCGTTTTAGCGGCT 

LCDR3 
GSGTDF TI,TISSL EPEDFAT YYCQQY YNMPYTF 

301 CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CTTATTATTGCCAGCAGTAT TATAATATGCCTTATACCTT 

Bsiw! 

GQGTKVE IKRTVA APSVPIF PPSDEQL KSGTAS 
40.1. TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT 

VVCLLNN PYPREAK VQWKVD NALQSGN SQESVTE 
50~. GTTGTGTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA AAGTACAGTGGAAGGTGGAT AACGCCCTCG.ATCGGGTAA CTCCCAGGAGAGTGTCACAG 

'QDSKDS TYSLSST LTLSKAD YEKHKV YACEVTH 
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACfACGAGAAACACAAAGTC TACGCCTGCGAAGTCACCCA 

'QGLSSPV TKSFNR GEC· 
701 TCAGGGCCTGAGCTCGCCCG TCACAAAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC 

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT 

pMORPH@2_19_REV 
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FIG.9B 

pMORPH®2_19_FOR 

--------------------- M V L Q T Q v F I S L L L W I S GAY 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA 

ECoRV 
LCDRl 

GDIVLTQ SPATLS LSPGERA TLSCRAS QSVSFD 
-,01 CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT 

LCDR2 
YLGWYQQ KPGQAPR LLIYGA SNRATGV PARPSGS 

201 ~TGGTACCAGCA GAMCCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCGTTTTAGCGGCT 

LCDR3 
GSGTDF TLT188L EPEDFAT YYCFQY LIVPFTF 

301 CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGMGACTTTGCGA CCTATTATTGCTTTCAGTAT CTTATTGTTCCTTTTACCTT 

BsiwI 

GQGTKVE IKRTVA APSVPIJ! PPSDEQL KSGTAS 
401 TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT 

VVCLLNN FYPREAK VQWKVD NALQSGN SQESVTE 
SuI GTTGTGTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA AAGTACAGTGGMGGTGGAT MCGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGTCACAG 

'QDSKDS TYSLSST LTLSKAD YEKHKV YACEVTH 
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACTACGAGAAACACAAAGTC TACGCCTGCGAAGTCACCCA 

'QGLSSPV TKSFNR GEe* 
701 TCAGGGCCTGAGCTCGCCCG TCACMAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC 

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT 

pMORPH®2_Ig_REV 
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FIG.9C 

pMORP}f'!l2_Ig_FOR 
-~------------------- M V L Q T Q v F I S L L L W I S GAY 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA 

EcoRV 
LCDRl 

GDIVLTQ SPATLS LSPGERA TLSCRAS SVSFD 
tOl CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT 

LCDR2 
YLGWYQQ KPGQAPR LLIYGA SNRATGV PARFSGS 

201 ~TGGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCGTTTTAGCGGCT 

LCDR3 
GSGTDF TLTISSL EPEDFAT YYCQQY NINPFTF 

301 CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGMCCTGAAGACTTTGCGA CCTATTATTGCCAGCAGTAT AATATTAATCCTTTTACCTT 

BsiWI 

GQGTKVE IKRTVA APBVP'IF PPSDEQL KSGTAS 
401 TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT 

VVCLLNN FYPREAK VQWKVD NALQSGN SQESVTE 
501 GTTGTGTGCCTGCTGMTAA CTTCTATCCCAGAGAGGCCA AAGTACAGTGGAAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGTCACAG 

QDSKDS TYSLSST LTLSKAD YEKHKV YACEVTH 
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACTACGAGAAACACAAAGTC TACGCCTGCGAAGTCACCCA 

'QGLSSPV TKSPNR GEe'" 
701 TCAGGGCCTGAGCTCGCCCG TCACAAAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC 

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT 
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FIG.9D 
pMORPH®2 _ 19_ FOR 

_____________________ M V L Q T Q V F I S L L L W I S GAY 

Tp..-ATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCAT'1'TCTCTGTTG CTCTGGATCTCTGGTGCCTA 

EcoRV 
LCDRl 

GDIVTJTQ SPATLS LSPGERA TLSCRAS QSVSFD 
101 CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT 

LCDR2 
YLGWYQQ KPGQAPR LLIYGA SNRATGV PARFSGS 

201 ~TTGGTACCAGCA GAAACCAGGTCMGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCQTTTTAGCGGCT 

LCDR3 
GSGTOF TLTISSL EPEDFAT YYCLQY FNPPHTF 

3 a 1 CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGMCCTGAAGACTTTGCGA CCTATTATTGCCTTCAGTAT TTTAATCCTCCTCATACCTT 

BsiWI 

GQGTKVE KRTVA APSVFIF PPSDEQL KSGTAS 
401 TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGl<.ACTGCCTCT 

VVCLLNN FYPREAK VQWKVD NALQSGN SQESVTE 
501 GTTGTGTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA AAGTACAGTC--GAAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGTCACAG 

'QDSKDS TYSLSST LTLSKAD YEKHKV YACEVTH 
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG AcrACGAGAAACACAAAGTC TACGCCTGCGAAGTCACCCA 

'QGLSSPV TKSFNR GEe'" 
701 TCAGGGCCTGAGCTCGCCCG TCACAAAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC 

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT 
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FIG.9E 

pMORPIf!l2 _ Ig_FOR 
--------------------- M V L Q T Q v F I S L L L W I S GAY 
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA 

EcoRV 
LCDRl 

GOrVLTQ SPATLS LSPGERA TLSCRAS QSVSFD 
1.01 CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT 

LCDR2 
YLGWYQQ KPGQAPR LLIYQA SNRATGV PARFSGS 

201 ~GGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTMTTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCGTTTTAGCGGCT 

LCDR3 
GBGTDF TLTISSL EPEDFAT YYCFQA LIMPFTF 

}Ol CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CCTATTATTGCTTTCAGGCT CTTATTATGCCTTTTACCTT 

BsiWI 

GQGTKVE IKRTVA APSVFIF PPSDEQL KSGTAS 

401 TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT 

VVCLLNN FYPREAK VQWKVD NALQSGN SQESVTE 
501 GTTGTGTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCc;,. AAGTACAGTGGAAGGTGGAT AACGCCCTCCAATCGGGTM CTCCCAGGAGAGTGTCACAG 

'QDSKDS TYSLSST LTLSKAD YEKHKV YACEVTH 
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACTACGAG'AMCACAAAGTC TACGCCTGCGAAGTCACCCA 

'()GLSSPV TKSFNR GEC* 
701 TCAGGGCCTGAGCTCGCCCG TCACAAAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC 

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT 
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SG2562A Sequence listing as filed.TXT
                         SEQUENCE LISTING

<110>  DAIICHI SANKYO COMPANY, LIMITED
 
<120>  ANTI-MST1R ANTIBODIES AND USES THEREOF

<130>  SG2562A

<150>  US 61/151,411
<151>  2009-02-10

<160>  83    

<170>  PatentIn version 3.5

<210>  1
<211>  8
<212>  PRT
<213>  Homo sapiens

<400>  1

Gly Tyr Phe His Gly Met Asp Tyr 
1               5               

<210>  2
<211>  17
<212>  PRT
<213>  Homo sapiens

<400>  2

Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val Lys 
1               5                   10                  15      

Gly 
    

<210>  3
<211>  5
<212>  PRT
<213>  Homo sapiens

<400>  3

Ser Tyr Ser Met Ser 
1               5   

<210>  4
<211>  12
<212>  PRT
<213>  Homo sapiens

<400>  4

Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His 
1               5                   10          

<210>  5
<211>  17
<212>  PRT
<213>  Homo sapiens
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SG2562A Sequence listing as filed.TXT
<400>  5

Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe Gln 
1               5                   10                  15      

Gly 
    

<210>  6
<211>  5
<212>  PRT
<213>  Homo sapiens

<400>  6

Asn Tyr Trp Ile Ser 
1               5   

<210>  7
<211>  9
<212>  PRT
<213>  Homo sapiens

<400>  7

Gln Gln Tyr Tyr Asn Met Pro Tyr Thr 
1               5                   

<210>  8
<211>  11
<212>  PRT
<213>  Homo sapiens

<400>  8

Gln Ser Tyr Asp Ala Thr Glu Phe Thr Tyr Val 
1               5                   10      

<210>  9
<211>  9
<212>  PRT
<213>  Homo sapiens

<400>  9

Phe Gln Tyr Leu Ile Val Pro Phe Thr 
1               5                   

<210>  10
<211>  9
<212>  PRT
<213>  Homo sapiens

<400>  10

Gln Gln Tyr Asn Ile Asn Pro Phe Thr 
1               5                   

<210>  11
<211>  9
<212>  PRT
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SG2562A Sequence listing as filed.TXT
<213>  Homo sapiens

<400>  11

Leu Gln Tyr Phe Asn Pro Pro His Thr 
1               5                   

<210>  12
<211>  9
<212>  PRT
<213>  Homo sapiens

<400>  12

Phe Gln Ala Leu Ile Met Pro Phe Thr 
1               5                   

<210>  13
<211>  12
<212>  PRT
<213>  Homo sapiens

<400>  13

Arg Ala Ser Gln Ser Val Ser Phe Asp Tyr Leu Gly 
1               5                   10          

<210>  14
<211>  7
<212>  PRT
<213>  Homo sapiens

<400>  14

Gly Ala Ser Asn Arg Ala Thr 
1               5           

<210>  15
<211>  11
<212>  PRT
<213>  Homo sapiens

<400>  15

Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val His 
1               5                   10      

<210>  16
<211>  7
<212>  PRT
<213>  Homo sapiens

<400>  16

Arg Asp Asn Lys Arg Pro Ser 
1               5           

<210>  17
<211>  547
<212>  PRT
<213>  Homo sapiens
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SG2562A Sequence listing as filed.TXT
<400>  17

Glu Asp Trp Gln Cys Pro Arg Thr Pro Tyr Ala Ala Ser Arg Asp Phe 
1               5                   10                  15      

Asp Val Lys Tyr Val Val Pro Ser Phe Ser Ala Gly Gly Leu Val Gln 
            20                  25                  30          

Ala Met Val Thr Tyr Glu Gly Asp Arg Asn Glu Ser Ala Val Phe Val 
        35                  40                  45              

Ala Ile Arg Asn Arg Leu His Val Leu Gly Pro Asp Leu Lys Ser Val 
    50                  55                  60                  

Gln Ser Leu Ala Thr Gly Pro Ala Gly Asp Pro Gly Cys Gln Thr Cys 
65                  70                  75                  80  

Ala Ala Cys Gly Pro Gly Pro His Gly Pro Pro Gly Asp Thr Asp Thr 
                85                  90                  95      

Lys Val Leu Val Leu Asp Pro Ala Leu Pro Ala Leu Val Ser Cys Gly 
            100                 105                 110         

Ser Ser Leu Gln Gly Arg Cys Phe Leu His Asp Leu Glu Pro Gln Gly 
        115                 120                 125             

Thr Ala Val His Leu Ala Ala Pro Ala Cys Leu Phe Ser Ala His His 
    130                 135                 140                 

Asn Arg Pro Asp Asp Cys Pro Asp Cys Val Ala Ser Pro Leu Gly Thr 
145                 150                 155                 160 

Arg Val Thr Val Val Glu Gln Gly Gln Ala Ser Tyr Phe Tyr Val Ala 
                165                 170                 175     

Ser Ser Leu Asp Ala Ala Val Ala Gly Ser Phe Ser Pro Arg Ser Val 
            180                 185                 190         

Ser Ile Arg Arg Leu Lys Ala Asp Ala Ser Gly Phe Ala Pro Gly Phe 
        195                 200                 205             

Val Ala Leu Ser Val Leu Pro Lys His Leu Val Ser Tyr Ser Ile Glu 
    210                 215                 220                 

Tyr Val His Ser Phe His Thr Gly Ala Phe Val Tyr Phe Leu Thr Val 
225                 230                 235                 240 

Gln Pro Ala Ser Val Thr Asp Asp Pro Ser Ala Leu His Thr Arg Leu 
                245                 250                 255     

Ala Arg Leu Ser Ala Thr Glu Pro Glu Leu Gly Asp Tyr Arg Glu Leu 
            260                 265                 270         
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SG2562A Sequence listing as filed.TXT

Val Leu Asp Cys Arg Phe Ala Pro Lys Arg Arg Arg Arg Gly Ala Pro 
        275                 280                 285             

Glu Gly Gly Gln Pro Tyr Pro Val Leu Gln Val Ala His Ser Ala Pro 
    290                 295                 300                 

Val Gly Ala Gln Leu Ala Thr Glu Leu Ser Ile Ala Glu Gly Gln Glu 
305                 310                 315                 320 

Val Leu Phe Gly Val Phe Val Thr Gly Lys Asp Gly Gly Pro Gly Val 
                325                 330                 335     

Gly Pro Asn Ser Val Val Cys Ala Phe Pro Ile Asp Leu Leu Asp Thr 
            340                 345                 350         

Leu Ile Asp Glu Gly Val Glu Arg Cys Cys Glu Ser Pro Val His Pro 
        355                 360                 365             

Gly Leu Arg Arg Gly Leu Asp Phe Phe Gln Ser Pro Ser Phe Cys Pro 
    370                 375                 380                 

Asn Pro Pro Gly Leu Glu Ala Leu Ser Pro Asn Thr Ser Cys Arg His 
385                 390                 395                 400 

Phe Pro Leu Leu Val Ser Ser Ser Phe Ser Arg Val Asp Leu Phe Asn 
                405                 410                 415     

Gly Leu Leu Gly Pro Val Gln Val Thr Ala Leu Tyr Val Thr Arg Leu 
            420                 425                 430         

Asp Asn Val Thr Val Ala His Met Gly Thr Met Asp Gly Arg Ile Leu 
        435                 440                 445             

Gln Val Glu Leu Val Arg Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn 
    450                 455                 460                 

Phe Ser Leu Gly Asp Ser Gly Gln Pro Val Gln Arg Asp Val Ser Arg 
465                 470                 475                 480 

Leu Gly Asp His Leu Leu Phe Ala Ser Gly Asp Gln Val Phe Gln Val 
                485                 490                 495     

Pro Ile Arg Gly Pro Gly Cys Arg His Phe Leu Thr Cys Gly Arg Cys 
            500                 505                 510         

Leu Arg Ala Trp His Phe Met Gly Cys Gly Trp Cys Gly Asn Met Cys 
        515                 520                 525             

Gly Gln Gln Lys Glu Cys Pro Gly Ser Trp Gln Gln Asp His Cys Pro 
    530                 535                 540                 
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SG2562A Sequence listing as filed.TXT

Pro Lys Leu 
545         

<210>  18
<211>  351
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(351)

<400>  18
cag gtg caa ttg gtg gaa agc ggc ggc ggc ctg gtg caa ccg ggc ggc         48
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly           
1               5                   10                  15                

agc ctg cgt ctg agc tgc gcg gcc tcc gga ttt acc ttt aat tct tat         96
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Ser Tyr           
            20                  25                  30                    

tct atg tct tgg gtg cgc caa gcc cct ggg aag ggt ctc gag tgg gtg        144
Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val           
        35                  40                  45                        

agc tat atc tct tct cgt tct agc act acc tat tat gcg gat agc gtg        192
Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val           
    50                  55                  60                            

aaa ggc cgt ttt acc att tca cgt gat aat tcg aaa aac acc ctg tat        240
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr           
65                  70                  75                  80            

ctg caa atg aac agc ctg cgt gcg gaa gat acg gcc gtg tat tat tgc        288
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys           
                85                  90                  95                

gcg cgt ggt tat ttt cat ggt atg gat tat tgg ggc caa ggc acc ctg        336
Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln Gly Thr Leu           
            100                 105                 110                   

gtg acg gtt agc tca                                                    351
Val Thr Val Ser Ser                                                       
        115                                                               

<210>  19
<211>  117
<212>  PRT
<213>  Homo sapiens

<400>  19

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly 
1               5                   10                  15      

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Ser Tyr 
            20                  25                  30          

Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 
        35                  40                  45              
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Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val 
    50                  55                  60                  

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65                  70                  75                  80  

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
                85                  90                  95      

Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln Gly Thr Leu 
            100                 105                 110         

Val Thr Val Ser Ser 
        115         

<210>  20
<211>  363
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(363)

<400>  20
cag gtg caa ttg gtt cag agc ggc gcg gaa gtg aaa aaa ccg ggc gaa         48
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Glu           
1               5                   10                  15                

agc ctg aaa att agc tgc aaa ggt tcc gga tat tcc ttt act aat tat         96
Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr           
            20                  25                  30                    

tgg att tct tgg gtg cgc cag atg cct ggg aag ggt ctc gag tgg atg        144
Trp Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met           
        35                  40                  45                        

ggc ttt atc tat ccg gat gat agc tat acc cgt tat tct ccg agc ttt        192
Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe           
    50                  55                  60                            

cag ggc cag gtg acc att agc gcg gat aaa agc att agc acc gcg tat        240
Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr           
65                  70                  75                  80            

ctt caa tgg agc agc ctg aaa gcg agc gat acg gcc atg tat tat tgc        288
Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys           
                85                  90                  95                

gcg cgt ttt tct tat cgt cat tat ctt gat atg gat gat cat tgg ggc        336
Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly           
            100                 105                 110                   

caa ggc acc ctg gtg acg gtt agc tca                                    363
Gln Gly Thr Leu Val Thr Val Ser Ser                                       
        115                 120                                           

<210>  21
<211>  121
<212>  PRT
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SG2562A Sequence listing as filed.TXT
<213>  Homo sapiens

<400>  21

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Glu 
1               5                   10                  15      

Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr 
            20                  25                  30          

Trp Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met 
        35                  40                  45              

Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe 
    50                  55                  60                  

Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr 
65                  70                  75                  80  

Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys 
                85                  90                  95      

Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly 
            100                 105                 110         

Gln Gly Thr Leu Val Thr Val Ser Ser 
        115                 120     

<210>  22
<211>  330
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(330)

<400>  22
gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc         48
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
1               5                   10                  15                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat         96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            20                  25                  30                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        144
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        35                  40                  45                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        192
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    50                  55                  60                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
65                  70                  75                  80            

cct gaa gac ttt gcg act tat tat tgc cag cag tat tat aat atg cct        288
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Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Asn Met Pro           
                85                  90                  95                

tat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg                330
Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr                   
            100                 105                 110                   

<210>  23
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  23

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp 
            20                  25                  30          

Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Asn Met Pro 
                85                  90                  95      

Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
            100                 105                 110 

<210>  24
<211>  330
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(330)

<400>  24
gat atc gaa ctg acc cag ccg cct tca gtg agc gtt gca cca ggt cag         48
Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Gln           
1               5                   10                  15                

acc gcg cgt atc tcg tgt agc ggc gat tct ctt ggt tct aag tat gtt         96
Thr Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val           
            20                  25                  30                    

cat tgg tac cag cag aaa ccc ggg cag gcg cca gtt ctt gtg att tat        144
His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Ile Tyr           
        35                  40                  45                        

cgt gat aat aag cgt ccc tca ggc atc ccg gaa cgc ttt agc gga tcc        192
Arg Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser           
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    50                  55                  60                            

aac agc ggc aac acc gcg acc ctg acc att agc ggc act cag gcg gaa        240
Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr Gln Ala Glu           
65                  70                  75                  80            

gac gaa gcg gat tat tat tgc cag tct tat gat gct act gag ttt act        288
Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr Glu Phe Thr           
                85                  90                  95                

tat gtg ttt ggc ggc ggc acg aag tta acc gtt ctt ggc cag                330
Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gln                   
            100                 105                 110                   

<210>  25
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  25

Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Gln 
1               5                   10                  15      

Thr Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Ile Tyr 
        35                  40                  45              

Arg Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr Gln Ala Glu 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr Glu Phe Thr 
                85                  90                  95      

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gln 
            100                 105                 110 

<210>  26
<211>  330
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(330)

<400>  26
gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc         48
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
1               5                   10                  15                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat         96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            20                  25                  30                    
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tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        144
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        35                  40                  45                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        192
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    50                  55                  60                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
65                  70                  75                  80            

cct gaa gac ttt gcg acc tat tat tgc ttt cag tat ctt att gtt cct        288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr Leu Ile Val Pro           
                85                  90                  95                

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg                330
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr                   
            100                 105                 110                   

<210>  27
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  27

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp 
            20                  25                  30          

Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr Leu Ile Val Pro 
                85                  90                  95      

Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
            100                 105                 110 

<210>  28
<211>  330
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(330)

<400>  28
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gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc         48
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
1               5                   10                  15                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat         96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            20                  25                  30                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        144
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        35                  40                  45                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        192
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    50                  55                  60                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
65                  70                  75                  80            

cct gaa gac ttt gcg acc tat tat tgc cag cag tat aat att aat cct        288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ile Asn Pro           
                85                  90                  95                

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg                330
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr                   
            100                 105                 110                   

<210>  29
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  29

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp 
            20                  25                  30          

Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ile Asn Pro 
                85                  90                  95      

Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
            100                 105                 110 

<210>  30
<211>  330
<212>  DNA
<213>  Homo sapiens
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<220>
<221>  CDS
<222>  (1)..(330)

<400>  30
gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc         48
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
1               5                   10                  15                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat         96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            20                  25                  30                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        144
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        35                  40                  45                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        192
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    50                  55                  60                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
65                  70                  75                  80            

cct gaa gac ttt gcg acc tat tat tgc ctt cag tat ttt aat cct cct        288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr Phe Asn Pro Pro           
                85                  90                  95                

cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg                330
His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr                   
            100                 105                 110                   

<210>  31
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  31

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp 
            20                  25                  30          

Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr Phe Asn Pro Pro 
                85                  90                  95      

His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
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            100                 105                 110 

<210>  32
<211>  330
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (1)..(330)

<400>  32
gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc         48
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
1               5                   10                  15                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat         96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            20                  25                  30                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        144
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        35                  40                  45                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        192
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    50                  55                  60                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
65                  70                  75                  80            

cct gaa gac ttt gcg acc tat tat tgc ttt cag gct ctt att atg cct        288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala Leu Ile Met Pro           
                85                  90                  95                

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg                330
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr                   
            100                 105                 110                   

<210>  33
<211>  110
<212>  PRT
<213>  Homo sapiens

<400>  33

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp 
            20                  25                  30          

Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  
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Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala Leu Ile Met Pro 
                85                  90                  95      

Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
            100                 105                 110 

<210>  34
<211>  24
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR forward primer

<400>  34
ttggcccagt ccagacctcg agtc                                              24

<210>  35
<211>  25
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR reverse primer

<400>  35
actctgtgga gtgagggacc taatg                                             25

<210>  36
<211>  4200
<212>  DNA
<213>  Macaca fascicularis

<220>
<221>  CDS
<222>  (1)..(4200)

<400>  36
atg gag ctc ctc cct ccg ctg cct cag tcc ttc tta ctg ctg ctg ctg         48
Met Glu Leu Leu Pro Pro Leu Pro Gln Ser Phe Leu Leu Leu Leu Leu           
1               5                   10                  15                

ttg cct gcc aag ccc gcg gcg gcc aag gaa tgg cag tgc ccg cgc acc         96
Leu Pro Ala Lys Pro Ala Ala Ala Lys Glu Trp Gln Cys Pro Arg Thr           
            20                  25                  30                    

ccc tac gcg gcc tct cga gac ttt aac gtg aag tac atg gtg ccc agc        144
Pro Tyr Ala Ala Ser Arg Asp Phe Asn Val Lys Tyr Met Val Pro Ser           
        35                  40                  45                        

ttc tcc gcc gga ggc ctg gtg cag acc atg gtg acc tac cag ggc gac        192
Phe Ser Ala Gly Gly Leu Val Gln Thr Met Val Thr Tyr Gln Gly Asp           
    50                  55                  60                            

aaa aat gag agt gct gtg ttt gta gcc ata cgc aat cgc ctg cac gtg        240
Lys Asn Glu Ser Ala Val Phe Val Ala Ile Arg Asn Arg Leu His Val           
65                  70                  75                  80            

ctt ggg cct gac ctg aag tct gtc cag agc ctg gcc acg ggc cct gct        288
Leu Gly Pro Asp Leu Lys Ser Val Gln Ser Leu Ala Thr Gly Pro Ala           
                85                  90                  95                
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ggg gac cct ggc tgc cag acg tgt gca gcc tgt ggc cca ggc ccc cac        336
Gly Asp Pro Gly Cys Gln Thr Cys Ala Ala Cys Gly Pro Gly Pro His           
            100                 105                 110                   

ggc cct tcc ggt gac aca gac aca aag gtg ctg gtg ctg gag ccc gcg        384
Gly Pro Ser Gly Asp Thr Asp Thr Lys Val Leu Val Leu Glu Pro Ala           
        115                 120                 125                       

ctg cct gcc ctg gtc agt tgt ggc tcc agc ctg cag ggc cgc tgc ttc        432
Leu Pro Ala Leu Val Ser Cys Gly Ser Ser Leu Gln Gly Arg Cys Phe           
    130                 135                 140                           

ctg cat gac cta gat ccc caa ggg aca gcc gtg cat ctg gca gcg cca        480
Leu His Asp Leu Asp Pro Gln Gly Thr Ala Val His Leu Ala Ala Pro           
145                 150                 155                 160           

gcc tgc ctc ttc tca gcc cac cat aac cgg ccc gat gac tgc ccc gac        528
Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp           
                165                 170                 175               

tgt gtg gcc agc cca ttg ggc acc cgt gtg act gtg gtt gag caa ggc        576
Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu Gln Gly           
            180                 185                 190                   

cag gcc tcc tat ttc tac gtg gca tcc tca ctg gac gca gcc gtg gct        624
Gln Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Ala Ala Val Ala           
        195                 200                 205                       

gcc agc ttc agc cca cgc tca gtg tct atc agg cgt ctc aag gcc gac        672
Ala Ser Phe Ser Pro Arg Ser Val Ser Ile Arg Arg Leu Lys Ala Asp           
    210                 215                 220                           

gcc tcg gga ttt gca ccg ggc ttt gtg gca ttg tca gtg ctg ccc aag        720
Ala Ser Gly Phe Ala Pro Gly Phe Val Ala Leu Ser Val Leu Pro Lys           
225                 230                 235                 240           

cat ctt gtc tcc tac agt att gaa tat gtg cac agc ttc cat acg gga        768
His Leu Val Ser Tyr Ser Ile Glu Tyr Val His Ser Phe His Thr Gly           
                245                 250                 255               

gcc ttc gtc tac ttc ctg act gta cag ccg gcc agc gtg act gat gct        816
Ala Phe Val Tyr Phe Leu Thr Val Gln Pro Ala Ser Val Thr Asp Ala           
            260                 265                 270                   

cct ggt gcc ctg cac aca cgc ctg gca cga ctt agc gcc act gag cca        864
Pro Gly Ala Leu His Thr Arg Leu Ala Arg Leu Ser Ala Thr Glu Pro           
        275                 280                 285                       

gag ttg ggt gac tat cgg gag ctg gtc ctc gac tgc aga ttt gct cca        912
Glu Leu Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro           
    290                 295                 300                           

aaa cgc agg cgc cgg ggg gcc cca gag ggc gga cag ccc tac cct gtg        960
Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Gly Gln Pro Tyr Pro Val           
305                 310                 315                 320           

ctg cgg gtg gcc cac tct gct cca gtg ggt gct caa ctt gcc act gag       1008
Leu Arg Val Ala His Ser Ala Pro Val Gly Ala Gln Leu Ala Thr Glu           
                325                 330                 335               

ctg agc att gct gag ggc cag gaa gtg cta ttt ggg gtc ttt gtg gct       1056
Leu Ser Ile Ala Glu Gly Gln Glu Val Leu Phe Gly Val Phe Val Ala           
            340                 345                 350                   

ggc aag gat agt ggc cct ggc gtg ggc ccc aac tct gtc gtc tgt gcc       1104
Gly Lys Asp Ser Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala           
        355                 360                 365                       
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ttc ccc att gac ctg ctg gac aca tta att gat gaa ggt gtg gag cgc       1152
Phe Pro Ile Asp Leu Leu Asp Thr Leu Ile Asp Glu Gly Val Glu Arg           
    370                 375                 380                           

tgt tgt gaa tcc cca gtc cat cca ggc ctc cgg cga ggc ctc gac ttc       1200
Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asp Phe           
385                 390                 395                 400           

ttc cag tca ccc agt ttt tgc ccc aac ccg cct ggc ctg gag gcc ccc       1248
Phe Gln Ser Pro Ser Phe Cys Pro Asn Pro Pro Gly Leu Glu Ala Pro           
                405                 410                 415               

agc ccc aac acc agc tgc cgc cac ttc cct ttg ctg gtc agt agc agc       1296
Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Leu Val Ser Ser Ser           
            420                 425                 430                   

ttc tca cgt gtg gac cta ttc aat ggg ctg ttg gga aca gta gag gtc       1344
Phe Ser Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Thr Val Glu Val           
        435                 440                 445                       

act gca ctg tat gtg aca cgc ctt gac aac gtc aca gtg gca cac atg       1392
Thr Ala Leu Tyr Val Thr Arg Leu Asp Asn Val Thr Val Ala His Met           
    450                 455                 460                           

ggc aca gcg gat ggg cgt atc ctg cag gtg gag ctg gcc agg tca ctc       1440
Gly Thr Ala Asp Gly Arg Ile Leu Gln Val Glu Leu Ala Arg Ser Leu           
465                 470                 475                 480           

aac tac ttg ctg tat gtg tcc aac ttc tca ctg ggt gac agt ggg cag       1488
Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Asp Ser Gly Gln           
                485                 490                 495               

ccc gtg cag cgg gat gtc agt cgc ctt ggg gac cac cta ttc ttc gcc       1536
Pro Val Gln Arg Asp Val Ser Arg Leu Gly Asp His Leu Phe Phe Ala           
            500                 505                 510                   

tct ggg gac cag gtt ttc cag gta cct atc caa ggc cct ggc tgc cgc       1584
Ser Gly Asp Gln Val Phe Gln Val Pro Ile Gln Gly Pro Gly Cys Arg           
        515                 520                 525                       

cac ttc ctc acc tgt ggg cgt tgc cta agg gca cag cgt ttc atg ggc       1632
His Phe Leu Thr Cys Gly Arg Cys Leu Arg Ala Gln Arg Phe Met Gly           
    530                 535                 540                           

tgt ggc tgg tgt ggg aac atg tgt ggc cgg cag aag gag tgt cct ggc       1680
Cys Gly Trp Cys Gly Asn Met Cys Gly Arg Gln Lys Glu Cys Pro Gly           
545                 550                 555                 560           

tcc tgg caa cag gac cac tgt ccg cct aag ctt act gag ttc cac ccc       1728
Ser Trp Gln Gln Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro           
                565                 570                 575               

cac agt gga cct tta agg ggc agt aca agg ctg acc ctg tgt ggc tcc       1776
His Ser Gly Pro Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser           
            580                 585                 590                   

aac ttc tac ctg cac cct tct ggt ctg gtg cct gag gga acc cat cag       1824
Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His Gln           
        595                 600                 605                       

atc acg gtg ggc caa agt ccc tgc cgg cca ctg ccc aag gac agc tca       1872
Ile Thr Val Gly Gln Ser Pro Cys Arg Pro Leu Pro Lys Asp Ser Ser           
    610                 615                 620                           

aaa ctc aga cca gtg ccc cgg aaa gac ttt gta gag gag ttt gag tgt       1920
Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe Glu Cys           
625                 630                 635                 640           
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gaa ctg gag ccc ttg ggc acc caa gca gtg ggg cct acc aac gtc agc       1968
Glu Leu Glu Pro Leu Gly Thr Gln Ala Val Gly Pro Thr Asn Val Ser           
                645                 650                 655               

ctc acc gtg act aac atg cca ccg ggc aag cac ttc cgg gta gac ggc       2016
Leu Thr Val Thr Asn Met Pro Pro Gly Lys His Phe Arg Val Asp Gly           
            660                 665                 670                   

acc tcc atg ctg aga ggc ttc ttt ttc atg gag cca gtg ctg ata gca       2064
Thr Ser Met Leu Arg Gly Phe Phe Phe Met Glu Pro Val Leu Ile Ala           
        675                 680                 685                       

gtg caa ccc ctc ttt ggc cca cgg gca gga ggc acc tgt ctc act ctt       2112
Val Gln Pro Leu Phe Gly Pro Arg Ala Gly Gly Thr Cys Leu Thr Leu           
    690                 695                 700                           

gaa ggc cag agt ctg tct gta ggc acc agc cgg gct gtg ctg gtc aat       2160
Glu Gly Gln Ser Leu Ser Val Gly Thr Ser Arg Ala Val Leu Val Asn           
705                 710                 715                 720           

ggg act gag tgt ctg cta gca cgg gtc agt gag ggg cag ctt tta tgt       2208
Gly Thr Glu Cys Leu Leu Ala Arg Val Ser Glu Gly Gln Leu Leu Cys           
                725                 730                 735               

gcc aca ccc cct ggg gcc atg gtg gcc agt gtc ccc ctt agc ctg cag       2256
Ala Thr Pro Pro Gly Ala Met Val Ala Ser Val Pro Leu Ser Leu Gln           
            740                 745                 750                   

gtg ggg ggt gcc cag gta cct ggt tcc tgg acc ttc cac tac aga gaa       2304
Val Gly Gly Ala Gln Val Pro Gly Ser Trp Thr Phe His Tyr Arg Glu           
        755                 760                 765                       

gac cct gtc gtg cta agc atc agc ccc aac tgt ggc tac agc aac tcc       2352
Asp Pro Val Val Leu Ser Ile Ser Pro Asn Cys Gly Tyr Ser Asn Ser           
    770                 775                 780                           

cac atc acc atc tgt ggc cag cat cta act tca gca tgg cac tta gtg       2400
His Ile Thr Ile Cys Gly Gln His Leu Thr Ser Ala Trp His Leu Val           
785                 790                 795                 800           

ctg tca ttc cat gac ggg ctt agg gca gtg gag agc agg tgt gag agg       2448
Leu Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser Arg Cys Glu Arg           
                805                 810                 815               

cag ctt cca gag cag cag ttg tgc cgc ctg cct gaa tat gtg gtc caa       2496
Gln Leu Pro Glu Gln Gln Leu Cys Arg Leu Pro Glu Tyr Val Val Gln           
            820                 825                 830                   

gac ccc cag gga tgg gtg gca gga aat ctg agt gcc tgg ggg gat gga       2544
Asp Pro Gln Gly Trp Val Ala Gly Asn Leu Ser Ala Trp Gly Asp Gly           
        835                 840                 845                       

gct gct ggc ttt aca ctg cct ggc ttt cgc ttc cta acc cca ccc cat       2592
Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Thr Pro Pro His           
    850                 855                 860                           

cca ccc agt gcc aac cta att cca ctg aag cct gag gag cat gcc att       2640
Pro Pro Ser Ala Asn Leu Ile Pro Leu Lys Pro Glu Glu His Ala Ile           
865                 870                 875                 880           

aag ttt gag tat att ggg ctg ggt gct gtg act gac tgc gtg ggt gtc       2688
Lys Phe Glu Tyr Ile Gly Leu Gly Ala Val Thr Asp Cys Val Gly Val           
                885                 890                 895               

aac gtg acc gtg ggt ggt gag agc tgc cag cac gag ttc cgg ggg gac       2736
Asn Val Thr Val Gly Gly Glu Ser Cys Gln His Glu Phe Arg Gly Asp           
            900                 905                 910                   
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atg gtt gtc tgc ccc ctg ccc cca tcc ctg cag ctt ggc aag gat ggt       2784
Met Val Val Cys Pro Leu Pro Pro Ser Leu Gln Leu Gly Lys Asp Gly           
        915                 920                 925                       

gcc cca ctg cag gtc tgc gtg gat ggt gaa tgt cac atc ctg ggt aga       2832
Ala Pro Leu Gln Val Cys Val Asp Gly Glu Cys His Ile Leu Gly Arg           
    930                 935                 940                           

gtg gtg tgg cca ggg cca gat ggg gtc cca cag agc acg ctc ctt ggt       2880
Val Val Trp Pro Gly Pro Asp Gly Val Pro Gln Ser Thr Leu Leu Gly           
945                 950                 955                 960           

atc ctg ctg cct ttg ctg ctg ctt gtg gcc gca ttg gcc act gca ctg       2928
Ile Leu Leu Pro Leu Leu Leu Leu Val Ala Ala Leu Ala Thr Ala Leu           
                965                 970                 975               

gtc ttc agc tac tgg tgg cag agg aag cag cta gtt ctt cct ccc aac       2976
Val Phe Ser Tyr Trp Trp Gln Arg Lys Gln Leu Val Leu Pro Pro Asn           
            980                 985                 990                   

ctg gat gac ctg gca tcc ctg gac  cag act act gga gcc  aca ccc ctg     3024
Leu Asp Asp Leu Ala Ser Leu Asp  Gln Thr Thr Gly Ala  Thr Pro Leu         
        995                 1000                 1005                     

cct att  ctc tac tcg ggc tct  gac tac aga agt ggc  ctt gca cgc        3069
Pro Ile  Leu Tyr Ser Gly Ser  Asp Tyr Arg Ser Gly  Leu Ala Arg            
    1010                 1015                 1020                        

cct gcc  act gat ggt cta gat  tcc act tgt gtc cat  gga gca tcc        3114
Pro Ala  Thr Asp Gly Leu Asp  Ser Thr Cys Val His  Gly Ala Ser            
    1025                 1030                 1035                        

ttc tcc  aat agt gaa gat gaa  tcc tgt gtt cca ctg  ctg cgg aaa        3159
Phe Ser  Asn Ser Glu Asp Glu  Ser Cys Val Pro Leu  Leu Arg Lys            
    1040                 1045                 1050                        

gag tcc  atc cag cta agg gac  ctg gac tct gcg ctg  ttg gct gag        3204
Glu Ser  Ile Gln Leu Arg Asp  Leu Asp Ser Ala Leu  Leu Ala Glu            
    1055                 1060                 1065                        

gtc aag  gat gtg ctg att ccc  cat gag cgg gtg gtc  gcc cac agt        3249
Val Lys  Asp Val Leu Ile Pro  His Glu Arg Val Val  Ala His Ser            
    1070                 1075                 1080                        

gac cga  gtc att ggc aaa ggc  cac ttt gga gtt gtc  tac cat gga        3294
Asp Arg  Val Ile Gly Lys Gly  His Phe Gly Val Val  Tyr His Gly            
    1085                 1090                 1095                        

gaa tac  ata gac cag gcc cag  aat cga atc caa tgt  gcc atc aag        3339
Glu Tyr  Ile Asp Gln Ala Gln  Asn Arg Ile Gln Cys  Ala Ile Lys            
    1100                 1105                 1110                        

tca cta  agt cgc atc aca gag  atg cag cag gtg gag  gcc ttc ctt        3384
Ser Leu  Ser Arg Ile Thr Glu  Met Gln Gln Val Glu  Ala Phe Leu            
    1115                 1120                 1125                        

cga gag  ggg ctg ctc atg cgt  ggc ctg aac cac ccg  aat gtg ctg        3429
Arg Glu  Gly Leu Leu Met Arg  Gly Leu Asn His Pro  Asn Val Leu            
    1130                 1135                 1140                        

gct ctc  att ggt atc atg ttg  cca ccc gag ggc ctg  ccc cat gtg        3474
Ala Leu  Ile Gly Ile Met Leu  Pro Pro Glu Gly Leu  Pro His Val            
    1145                 1150                 1155                        

ctg ctg  ccc tat atg tgc cac  ggt gac ctg ctc cag  ttc atc cgc        3519
Leu Leu  Pro Tyr Met Cys His  Gly Asp Leu Leu Gln  Phe Ile Arg            
    1160                 1165                 1170                        
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tca cct  cag cgg aac ccc acc  gtg aag gac ctc atc  agc ttt ggc        3564
Ser Pro  Gln Arg Asn Pro Thr  Val Lys Asp Leu Ile  Ser Phe Gly            
    1175                 1180                 1185                        

ctg cag  gta gcc cat ggc atg  gag tac ctc gca gag  cag aag ttt        3609
Leu Gln  Val Ala His Gly Met  Glu Tyr Leu Ala Glu  Gln Lys Phe            
    1190                 1195                 1200                        

gtg cac  agg gac ctg gct gcg  cga aac tgc atg ctg  gac gag tca        3654
Val His  Arg Asp Leu Ala Ala  Arg Asn Cys Met Leu  Asp Glu Ser            
    1205                 1210                 1215                        

ttc act  gtc aaa gtg gct gac  ttt ggt ttg gcc cgt  gac atc ctg        3699
Phe Thr  Val Lys Val Ala Asp  Phe Gly Leu Ala Arg  Asp Ile Leu            
    1220                 1225                 1230                        

gac aag  gaa tac tat agt gtt  caa cag cat cgc cac  gct cgc cta        3744
Asp Lys  Glu Tyr Tyr Ser Val  Gln Gln His Arg His  Ala Arg Leu            
    1235                 1240                 1245                        

cct gtg  aag tgg atg gcg ctg  gag agc ctg cag acc  tat aga ttt        3789
Pro Val  Lys Trp Met Ala Leu  Glu Ser Leu Gln Thr  Tyr Arg Phe            
    1250                 1255                 1260                        

acc acc  aag tct gat gtg tgg  tca ttt ggt gtg ctg  ctg tgg gaa        3834
Thr Thr  Lys Ser Asp Val Trp  Ser Phe Gly Val Leu  Leu Trp Glu            
    1265                 1270                 1275                        

ctg ttg  aca cgg ggt gcc cca  cca tac ccc cac atc  gac cct ttt        3879
Leu Leu  Thr Arg Gly Ala Pro  Pro Tyr Pro His Ile  Asp Pro Phe            
    1280                 1285                 1290                        

gac ctc  acc cac ttc ctg gcc  cag ggt cgg cgc ctg  ccc cag cct        3924
Asp Leu  Thr His Phe Leu Ala  Gln Gly Arg Arg Leu  Pro Gln Pro            
    1295                 1300                 1305                        

gag tat  tgc ccc aat tct ctg  tac caa gtg atg cag  caa tgc tgg        3969
Glu Tyr  Cys Pro Asn Ser Leu  Tyr Gln Val Met Gln  Gln Cys Trp            
    1310                 1315                 1320                        

gag gcg  gac cca gca gca cga  ccc acc ttc gga gta  cta gtg ggg        4014
Glu Ala  Asp Pro Ala Ala Arg  Pro Thr Phe Gly Val  Leu Val Gly            
    1325                 1330                 1335                        

gaa gtg  gag cag ata gtg tct  gca ctg ctt ggg gac  cat tat gtg        4059
Glu Val  Glu Gln Ile Val Ser  Ala Leu Leu Gly Asp  His Tyr Val            
    1340                 1345                 1350                        

cag ctg  cca gca acc tac atg  aac ctg ggc ccc agc  acc tca cat        4104
Gln Leu  Pro Ala Thr Tyr Met  Asn Leu Gly Pro Ser  Thr Ser His            
    1355                 1360                 1365                        

gag atg  aat gtg cat cca gaa  cag cag cag tcc tca  ccc atg cca        4149
Glu Met  Asn Val His Pro Glu  Gln Gln Gln Ser Ser  Pro Met Pro            
    1370                 1375                 1380                        

ggg agt  gca cac cga ccc cgg  cca ctc tca gag cct  cct cgg ccc        4194
Gly Ser  Ala His Arg Pro Arg  Pro Leu Ser Glu Pro  Pro Arg Pro            
    1385                 1390                 1395                        

act tga                                                               4200
Thr                                                                       
                                                                          

<210>  37
<211>  1399
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<212>  PRT
<213>  Macaca fascicularis

<400>  37

Met Glu Leu Leu Pro Pro Leu Pro Gln Ser Phe Leu Leu Leu Leu Leu 
1               5                   10                  15      

Leu Pro Ala Lys Pro Ala Ala Ala Lys Glu Trp Gln Cys Pro Arg Thr 
            20                  25                  30          

Pro Tyr Ala Ala Ser Arg Asp Phe Asn Val Lys Tyr Met Val Pro Ser 
        35                  40                  45              

Phe Ser Ala Gly Gly Leu Val Gln Thr Met Val Thr Tyr Gln Gly Asp 
    50                  55                  60                  

Lys Asn Glu Ser Ala Val Phe Val Ala Ile Arg Asn Arg Leu His Val 
65                  70                  75                  80  

Leu Gly Pro Asp Leu Lys Ser Val Gln Ser Leu Ala Thr Gly Pro Ala 
                85                  90                  95      

Gly Asp Pro Gly Cys Gln Thr Cys Ala Ala Cys Gly Pro Gly Pro His 
            100                 105                 110         

Gly Pro Ser Gly Asp Thr Asp Thr Lys Val Leu Val Leu Glu Pro Ala 
        115                 120                 125             

Leu Pro Ala Leu Val Ser Cys Gly Ser Ser Leu Gln Gly Arg Cys Phe 
    130                 135                 140                 

Leu His Asp Leu Asp Pro Gln Gly Thr Ala Val His Leu Ala Ala Pro 
145                 150                 155                 160 

Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp 
                165                 170                 175     

Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu Gln Gly 
            180                 185                 190         

Gln Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Ala Ala Val Ala 
        195                 200                 205             

Ala Ser Phe Ser Pro Arg Ser Val Ser Ile Arg Arg Leu Lys Ala Asp 
    210                 215                 220                 

Ala Ser Gly Phe Ala Pro Gly Phe Val Ala Leu Ser Val Leu Pro Lys 
225                 230                 235                 240 

His Leu Val Ser Tyr Ser Ile Glu Tyr Val His Ser Phe His Thr Gly 
                245                 250                 255     
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Ala Phe Val Tyr Phe Leu Thr Val Gln Pro Ala Ser Val Thr Asp Ala 
            260                 265                 270         

Pro Gly Ala Leu His Thr Arg Leu Ala Arg Leu Ser Ala Thr Glu Pro 
        275                 280                 285             

Glu Leu Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro 
    290                 295                 300                 

Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Gly Gln Pro Tyr Pro Val 
305                 310                 315                 320 

Leu Arg Val Ala His Ser Ala Pro Val Gly Ala Gln Leu Ala Thr Glu 
                325                 330                 335     

Leu Ser Ile Ala Glu Gly Gln Glu Val Leu Phe Gly Val Phe Val Ala 
            340                 345                 350         

Gly Lys Asp Ser Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala 
        355                 360                 365             

Phe Pro Ile Asp Leu Leu Asp Thr Leu Ile Asp Glu Gly Val Glu Arg 
    370                 375                 380                 

Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asp Phe 
385                 390                 395                 400 

Phe Gln Ser Pro Ser Phe Cys Pro Asn Pro Pro Gly Leu Glu Ala Pro 
                405                 410                 415     

Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Leu Val Ser Ser Ser 
            420                 425                 430         

Phe Ser Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Thr Val Glu Val 
        435                 440                 445             

Thr Ala Leu Tyr Val Thr Arg Leu Asp Asn Val Thr Val Ala His Met 
    450                 455                 460                 

Gly Thr Ala Asp Gly Arg Ile Leu Gln Val Glu Leu Ala Arg Ser Leu 
465                 470                 475                 480 

Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Asp Ser Gly Gln 
                485                 490                 495     

Pro Val Gln Arg Asp Val Ser Arg Leu Gly Asp His Leu Phe Phe Ala 
            500                 505                 510         

Ser Gly Asp Gln Val Phe Gln Val Pro Ile Gln Gly Pro Gly Cys Arg 
        515                 520                 525             

Page 22

bhang
Rectangle



SG2562A Sequence listing as filed.TXT

His Phe Leu Thr Cys Gly Arg Cys Leu Arg Ala Gln Arg Phe Met Gly 
    530                 535                 540                 

Cys Gly Trp Cys Gly Asn Met Cys Gly Arg Gln Lys Glu Cys Pro Gly 
545                 550                 555                 560 

Ser Trp Gln Gln Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro 
                565                 570                 575     

His Ser Gly Pro Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser 
            580                 585                 590         

Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His Gln 
        595                 600                 605             

Ile Thr Val Gly Gln Ser Pro Cys Arg Pro Leu Pro Lys Asp Ser Ser 
    610                 615                 620                 

Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe Glu Cys 
625                 630                 635                 640 

Glu Leu Glu Pro Leu Gly Thr Gln Ala Val Gly Pro Thr Asn Val Ser 
                645                 650                 655     

Leu Thr Val Thr Asn Met Pro Pro Gly Lys His Phe Arg Val Asp Gly 
            660                 665                 670         

Thr Ser Met Leu Arg Gly Phe Phe Phe Met Glu Pro Val Leu Ile Ala 
        675                 680                 685             

Val Gln Pro Leu Phe Gly Pro Arg Ala Gly Gly Thr Cys Leu Thr Leu 
    690                 695                 700                 

Glu Gly Gln Ser Leu Ser Val Gly Thr Ser Arg Ala Val Leu Val Asn 
705                 710                 715                 720 

Gly Thr Glu Cys Leu Leu Ala Arg Val Ser Glu Gly Gln Leu Leu Cys 
                725                 730                 735     

Ala Thr Pro Pro Gly Ala Met Val Ala Ser Val Pro Leu Ser Leu Gln 
            740                 745                 750         

Val Gly Gly Ala Gln Val Pro Gly Ser Trp Thr Phe His Tyr Arg Glu 
        755                 760                 765             

Asp Pro Val Val Leu Ser Ile Ser Pro Asn Cys Gly Tyr Ser Asn Ser 
    770                 775                 780                 

His Ile Thr Ile Cys Gly Gln His Leu Thr Ser Ala Trp His Leu Val 
785                 790                 795                 800 
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Leu Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser Arg Cys Glu Arg 
                805                 810                 815     

Gln Leu Pro Glu Gln Gln Leu Cys Arg Leu Pro Glu Tyr Val Val Gln 
            820                 825                 830         

Asp Pro Gln Gly Trp Val Ala Gly Asn Leu Ser Ala Trp Gly Asp Gly 
        835                 840                 845             

Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Thr Pro Pro His 
    850                 855                 860                 

Pro Pro Ser Ala Asn Leu Ile Pro Leu Lys Pro Glu Glu His Ala Ile 
865                 870                 875                 880 

Lys Phe Glu Tyr Ile Gly Leu Gly Ala Val Thr Asp Cys Val Gly Val 
                885                 890                 895     

Asn Val Thr Val Gly Gly Glu Ser Cys Gln His Glu Phe Arg Gly Asp 
            900                 905                 910         

Met Val Val Cys Pro Leu Pro Pro Ser Leu Gln Leu Gly Lys Asp Gly 
        915                 920                 925             

Ala Pro Leu Gln Val Cys Val Asp Gly Glu Cys His Ile Leu Gly Arg 
    930                 935                 940                 

Val Val Trp Pro Gly Pro Asp Gly Val Pro Gln Ser Thr Leu Leu Gly 
945                 950                 955                 960 

Ile Leu Leu Pro Leu Leu Leu Leu Val Ala Ala Leu Ala Thr Ala Leu 
                965                 970                 975     

Val Phe Ser Tyr Trp Trp Gln Arg Lys Gln Leu Val Leu Pro Pro Asn 
            980                 985                 990         

Leu Asp Asp Leu Ala Ser Leu Asp  Gln Thr Thr Gly Ala  Thr Pro Leu 
        995                 1000                 1005             

Pro Ile  Leu Tyr Ser Gly Ser  Asp Tyr Arg Ser Gly  Leu Ala Arg 
    1010                 1015                 1020             

Pro Ala  Thr Asp Gly Leu Asp  Ser Thr Cys Val His  Gly Ala Ser 
    1025                 1030                 1035             

Phe Ser  Asn Ser Glu Asp Glu  Ser Cys Val Pro Leu  Leu Arg Lys 
    1040                 1045                 1050             

Glu Ser  Ile Gln Leu Arg Asp  Leu Asp Ser Ala Leu  Leu Ala Glu 
    1055                 1060                 1065             
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Val Lys  Asp Val Leu Ile Pro  His Glu Arg Val Val  Ala His Ser 
    1070                 1075                 1080             

Asp Arg  Val Ile Gly Lys Gly  His Phe Gly Val Val  Tyr His Gly 
    1085                 1090                 1095             

Glu Tyr  Ile Asp Gln Ala Gln  Asn Arg Ile Gln Cys  Ala Ile Lys 
    1100                 1105                 1110             

Ser Leu  Ser Arg Ile Thr Glu  Met Gln Gln Val Glu  Ala Phe Leu 
    1115                 1120                 1125             

Arg Glu  Gly Leu Leu Met Arg  Gly Leu Asn His Pro  Asn Val Leu 
    1130                 1135                 1140             

Ala Leu  Ile Gly Ile Met Leu  Pro Pro Glu Gly Leu  Pro His Val 
    1145                 1150                 1155             

Leu Leu  Pro Tyr Met Cys His  Gly Asp Leu Leu Gln  Phe Ile Arg 
    1160                 1165                 1170             

Ser Pro  Gln Arg Asn Pro Thr  Val Lys Asp Leu Ile  Ser Phe Gly 
    1175                 1180                 1185             

Leu Gln  Val Ala His Gly Met  Glu Tyr Leu Ala Glu  Gln Lys Phe 
    1190                 1195                 1200             

Val His  Arg Asp Leu Ala Ala  Arg Asn Cys Met Leu  Asp Glu Ser 
    1205                 1210                 1215             

Phe Thr  Val Lys Val Ala Asp  Phe Gly Leu Ala Arg  Asp Ile Leu 
    1220                 1225                 1230             

Asp Lys  Glu Tyr Tyr Ser Val  Gln Gln His Arg His  Ala Arg Leu 
    1235                 1240                 1245             

Pro Val  Lys Trp Met Ala Leu  Glu Ser Leu Gln Thr  Tyr Arg Phe 
    1250                 1255                 1260             

Thr Thr  Lys Ser Asp Val Trp  Ser Phe Gly Val Leu  Leu Trp Glu 
    1265                 1270                 1275             

Leu Leu  Thr Arg Gly Ala Pro  Pro Tyr Pro His Ile  Asp Pro Phe 
    1280                 1285                 1290             

Asp Leu  Thr His Phe Leu Ala  Gln Gly Arg Arg Leu  Pro Gln Pro 
    1295                 1300                 1305             

Glu Tyr  Cys Pro Asn Ser Leu  Tyr Gln Val Met Gln  Gln Cys Trp 
    1310                 1315                 1320             
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Glu Ala  Asp Pro Ala Ala Arg  Pro Thr Phe Gly Val  Leu Val Gly 
    1325                 1330                 1335             

Glu Val  Glu Gln Ile Val Ser  Ala Leu Leu Gly Asp  His Tyr Val 
    1340                 1345                 1350             

Gln Leu  Pro Ala Thr Tyr Met  Asn Leu Gly Pro Ser  Thr Ser His 
    1355                 1360                 1365             

Glu Met  Asn Val His Pro Glu  Gln Gln Gln Ser Ser  Pro Met Pro 
    1370                 1375                 1380             

Gly Ser  Ala His Arg Pro Arg  Pro Leu Ser Glu Pro  Pro Arg Pro 
    1385                 1390                 1395             

Thr 
    

<210>  38
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR forward primer for human MST1R

<400>  38
gaggactggc agtgcccgcg cac                                               23

<210>  39
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR reverse primer for human MST1R

<400>  39
tcaagtgggc cgaggaggct ctg                                               23

<210>  40
<211>  24
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR forward primer for cynomolgus monkey MST1R

<400>  40
aaggaatggc agtgcccgcg cacc                                              24

<210>  41
<211>  25
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR forward primer for mouse MST1R
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<400>  41
tcaagtgggc cgaggaggct ctgag                                             25

<210>  42
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR forward primer for mouse MST1R

<400>  42
tccaccaacc tgaactggca gtg                                               23

<210>  43
<211>  23
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  PCR reverse primer for mouse MST1R

<400>  43
tcaagtgggc aggggtggct ctg                                               23

<210>  44
<211>  4785
<212>  DNA
<213>  Homo sapiens

<220>
<221>  CDS
<222>  (265)..(4467)

<400>  44
agtgtacagc ggcggctggg gcggcaggtg aggcggctgg ggcgttgctg tcgtgcgtcc       60

gcaggcgtca ggtgctcaga cccgagggcc gggaagggat ttgggtttca caggaacctg      120

gggcgggggt ccgctatctt ggggctgtcg ggaccgctgc ttaaatttgg cccagtccag      180

acctcgagtc gggcccccag ccaggcccac gcccaggtcc aggcccaggc cggtagggat      240

cctctagggt cccagctcgc ctcg atg gag ctc ctc ccg ccg ctg cct cag         291
                           Met Glu Leu Leu Pro Pro Leu Pro Gln            
                           1               5                              

tcc ttc ctg ttg ctg ctg ctg ttg cct gcc aag ccc gcg gcg ggc gag        339
Ser Phe Leu Leu Leu Leu Leu Leu Pro Ala Lys Pro Ala Ala Gly Glu           
10                  15                  20                  25            

gac tgg cag tgc ccg cgc acc ccc tac gcg gcc tct cgc gac ttt gac        387
Asp Trp Gln Cys Pro Arg Thr Pro Tyr Ala Ala Ser Arg Asp Phe Asp           
                30                  35                  40                

gtg aag tac gtg gtg ccc agc ttc tcc gcc gga ggc ctg gta cag gcc        435
Val Lys Tyr Val Val Pro Ser Phe Ser Ala Gly Gly Leu Val Gln Ala           
            45                  50                  55                    

atg gtg acc tac gag ggc gac aga aat gag agt gct gtg ttt gta gcc        483
Met Val Thr Tyr Glu Gly Asp Arg Asn Glu Ser Ala Val Phe Val Ala           
        60                  65                  70                        
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ata cgc aat cgc ctg cat gtg ctt ggg cct gac ctg aag tct gtc cag        531
Ile Arg Asn Arg Leu His Val Leu Gly Pro Asp Leu Lys Ser Val Gln           
    75                  80                  85                            

agc ctg gcc acg ggc cct gct gga gac cct ggc tgc cag acg tgt gca        579
Ser Leu Ala Thr Gly Pro Ala Gly Asp Pro Gly Cys Gln Thr Cys Ala           
90                  95                  100                 105           

gcc tgt ggc cca gga ccc cac ggc cct ccc ggt gac aca gac aca aag        627
Ala Cys Gly Pro Gly Pro His Gly Pro Pro Gly Asp Thr Asp Thr Lys           
                110                 115                 120               

gtg ctg gtg ctg gat ccc gcg ctg cct gcg ctg gtc agt tgt ggc tcc        675
Val Leu Val Leu Asp Pro Ala Leu Pro Ala Leu Val Ser Cys Gly Ser           
            125                 130                 135                   

agc ctg cag ggc cgc tgc ttc ctg cat gac cta gag ccc caa ggg aca        723
Ser Leu Gln Gly Arg Cys Phe Leu His Asp Leu Glu Pro Gln Gly Thr           
        140                 145                 150                       

gcc gtg cat ctg gca gcg cca gcc tgc ctc ttc tca gcc cac cat aac        771
Ala Val His Leu Ala Ala Pro Ala Cys Leu Phe Ser Ala His His Asn           
    155                 160                 165                           

cgg ccc gat gac tgc ccc gac tgt gtg gcc agc cca ttg ggc acc cgt        819
Arg Pro Asp Asp Cys Pro Asp Cys Val Ala Ser Pro Leu Gly Thr Arg           
170                 175                 180                 185           

gta act gtg gtt gag caa ggc cag gcc tcc tat ttc tac gtg gca tcc        867
Val Thr Val Val Glu Gln Gly Gln Ala Ser Tyr Phe Tyr Val Ala Ser           
                190                 195                 200               

tca ctg gac gca gcc gtg gct gcc agc ttc agc cca cgc tca gtg tct        915
Ser Leu Asp Ala Ala Val Ala Ala Ser Phe Ser Pro Arg Ser Val Ser           
            205                 210                 215                   

atc agg cgt ctc aag gct gac gcc tcg gga ttc gca ccg ggc ttt gtg        963
Ile Arg Arg Leu Lys Ala Asp Ala Ser Gly Phe Ala Pro Gly Phe Val           
        220                 225                 230                       

gcg ttg tca gtg ctg ccc aag cat ctt gtc tcc tac agt att gaa tac       1011
Ala Leu Ser Val Leu Pro Lys His Leu Val Ser Tyr Ser Ile Glu Tyr           
    235                 240                 245                           

gtg cac agc ttc cac acg gga gcc ttc gta tac ttc ctg act gta cag       1059
Val His Ser Phe His Thr Gly Ala Phe Val Tyr Phe Leu Thr Val Gln           
250                 255                 260                 265           

ccg gcc agc gtg aca gat gat cct agt gcc ctg cac aca cgc ctg gca       1107
Pro Ala Ser Val Thr Asp Asp Pro Ser Ala Leu His Thr Arg Leu Ala           
                270                 275                 280               

cgg ctt agc gcc act gag cca gag ttg ggt gac tat cgg gag ctg gtc       1155
Arg Leu Ser Ala Thr Glu Pro Glu Leu Gly Asp Tyr Arg Glu Leu Val           
            285                 290                 295                   

ctc gac tgc aga ttt gct cca aaa cgc agg cgc cgg ggg gcc cca gaa       1203
Leu Asp Cys Arg Phe Ala Pro Lys Arg Arg Arg Arg Gly Ala Pro Glu           
        300                 305                 310                       

ggc gga cag ccc tac cct gtg ctg cgg gtg gcc cac tcc gct cca gtg       1251
Gly Gly Gln Pro Tyr Pro Val Leu Arg Val Ala His Ser Ala Pro Val           
    315                 320                 325                           

ggt gcc caa ctt gcc act gag ctg agc atc gcc gag ggc cag gaa gta       1299
Gly Ala Gln Leu Ala Thr Glu Leu Ser Ile Ala Glu Gly Gln Glu Val           
330                 335                 340                 345           
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cta ttt ggg gtc ttt gtg act ggc aag gat ggt ggt cct ggc gtg ggc       1347
Leu Phe Gly Val Phe Val Thr Gly Lys Asp Gly Gly Pro Gly Val Gly           
                350                 355                 360               

ccc aac tct gtc gtc tgt gcc ttc ccc att gac ctg ctg gac aca cta       1395
Pro Asn Ser Val Val Cys Ala Phe Pro Ile Asp Leu Leu Asp Thr Leu           
            365                 370                 375                   

att gat gag ggt gtg gag cgc tgt tgt gaa tcc cca gtc cat cca ggc       1443
Ile Asp Glu Gly Val Glu Arg Cys Cys Glu Ser Pro Val His Pro Gly           
        380                 385                 390                       

ctc cgg cga ggc ctc gac ttc ttc cag tcg ccc agt ttt tgc ccc aac       1491
Leu Arg Arg Gly Leu Asp Phe Phe Gln Ser Pro Ser Phe Cys Pro Asn           
    395                 400                 405                           

ccg cct ggc ctg gaa gcc ctc agc ccc aac acc agc tgc cgc cac ttc       1539
Pro Pro Gly Leu Glu Ala Leu Ser Pro Asn Thr Ser Cys Arg His Phe           
410                 415                 420                 425           

cct ctg ctg gtc agt agc agc ttc tca cgt gtg gac cta ttc aat ggg       1587
Pro Leu Leu Val Ser Ser Ser Phe Ser Arg Val Asp Leu Phe Asn Gly           
                430                 435                 440               

ctg ttg gga cca gta cag gtc act gca ttg tat gtg aca cgc ctt gac       1635
Leu Leu Gly Pro Val Gln Val Thr Ala Leu Tyr Val Thr Arg Leu Asp           
            445                 450                 455                   

aac gtc aca gtg gca cac atg ggc aca atg gat ggg cgt atc ctg cag       1683
Asn Val Thr Val Ala His Met Gly Thr Met Asp Gly Arg Ile Leu Gln           
        460                 465                 470                       

gtg gag ctg gtc agg tca cta aac tac ttg ctg tat gtg tcc aac ttc       1731
Val Glu Leu Val Arg Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn Phe           
    475                 480                 485                           

tca ctg ggt gac agt ggg cag ccc gtg cag cgg gat gtc agt cgt ctt       1779
Ser Leu Gly Asp Ser Gly Gln Pro Val Gln Arg Asp Val Ser Arg Leu           
490                 495                 500                 505           

ggg gac cac cta ctc ttt gcc tct ggg gac cag gtt ttc cag gta cct       1827
Gly Asp His Leu Leu Phe Ala Ser Gly Asp Gln Val Phe Gln Val Pro           
                510                 515                 520               

atc caa ggc cct ggc tgc cgc cac ttc ctg acc tgt ggg cgt tgc cta       1875
Ile Gln Gly Pro Gly Cys Arg His Phe Leu Thr Cys Gly Arg Cys Leu           
            525                 530                 535                   

agg gca tgg cat ttc atg ggc tgt ggc tgg tgt ggg aac atg tgc ggc       1923
Arg Ala Trp His Phe Met Gly Cys Gly Trp Cys Gly Asn Met Cys Gly           
        540                 545                 550                       

cag cag aag gag tgt cct ggc tcc tgg caa cag gac cac tgc cca cct       1971
Gln Gln Lys Glu Cys Pro Gly Ser Trp Gln Gln Asp His Cys Pro Pro           
    555                 560                 565                           

aag ctt act gag ttc cac ccc cac agt gga cct cta agg ggc agt aca       2019
Lys Leu Thr Glu Phe His Pro His Ser Gly Pro Leu Arg Gly Ser Thr           
570                 575                 580                 585           

agg ctg acc ctg tgt ggc tcc aac ttc tac ctt cac cct tct ggt ctg       2067
Arg Leu Thr Leu Cys Gly Ser Asn Phe Tyr Leu His Pro Ser Gly Leu           
                590                 595                 600               

gtg cct gag gga acc cat cag gtc act gtg ggc caa agt ccc tgc cgg       2115
Val Pro Glu Gly Thr His Gln Val Thr Val Gly Gln Ser Pro Cys Arg           
            605                 610                 615                   
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cca ctg ccc aag gac agc tca aaa ctc aga cca gtg ccc cgg aaa gac       2163
Pro Leu Pro Lys Asp Ser Ser Lys Leu Arg Pro Val Pro Arg Lys Asp           
        620                 625                 630                       

ttt gta gag gag ttt gag tgt gaa ctg gag ccc ttg ggc acc cag gca       2211
Phe Val Glu Glu Phe Glu Cys Glu Leu Glu Pro Leu Gly Thr Gln Ala           
    635                 640                 645                           

gtg ggg cct acc aac gtc agc ctc acc gtg act aac atg cca ccg ggc       2259
Val Gly Pro Thr Asn Val Ser Leu Thr Val Thr Asn Met Pro Pro Gly           
650                 655                 660                 665           

aag cac ttc cgg gta gac ggc acc tcc gtg ctg aga ggc ttc tct ttc       2307
Lys His Phe Arg Val Asp Gly Thr Ser Val Leu Arg Gly Phe Ser Phe           
                670                 675                 680               

atg gag cca gtg ctg ata gca gtg caa ccc ctc ttt ggc cca cgg gca       2355
Met Glu Pro Val Leu Ile Ala Val Gln Pro Leu Phe Gly Pro Arg Ala           
            685                 690                 695                   

gga ggc acc tgt ctc act ctt gaa ggc cag agt ctg tct gta ggc acc       2403
Gly Gly Thr Cys Leu Thr Leu Glu Gly Gln Ser Leu Ser Val Gly Thr           
        700                 705                 710                       

agc cgg gct gtg ctg gtc aat ggg act gag tgt ctg cta gca cgg gtc       2451
Ser Arg Ala Val Leu Val Asn Gly Thr Glu Cys Leu Leu Ala Arg Val           
    715                 720                 725                           

agt gag ggg cag ctt tta tgt gcc aca ccc cct ggg gcc acg gtg gcc       2499
Ser Glu Gly Gln Leu Leu Cys Ala Thr Pro Pro Gly Ala Thr Val Ala           
730                 735                 740                 745           

agt gtc ccc ctt agc ctg cag gtg ggg ggt gcc cag gta cct ggt tcc       2547
Ser Val Pro Leu Ser Leu Gln Val Gly Gly Ala Gln Val Pro Gly Ser           
                750                 755                 760               

tgg acc ttc cag tac aga gaa gac cct gtc gtg cta agc atc agc ccc       2595
Trp Thr Phe Gln Tyr Arg Glu Asp Pro Val Val Leu Ser Ile Ser Pro           
            765                 770                 775                   

aac tgt ggc tac atc aac tcc cac atc acc atc tgt ggc cag cat cta       2643
Asn Cys Gly Tyr Ile Asn Ser His Ile Thr Ile Cys Gly Gln His Leu           
        780                 785                 790                       

act tca gca tgg cac tta gtg ctg tca ttc cat gac ggg ctt agg gca       2691
Thr Ser Ala Trp His Leu Val Leu Ser Phe His Asp Gly Leu Arg Ala           
    795                 800                 805                           

gtg gaa agc agg tgt gag agg cag ctt cca gag cag cag ctg tgc cgc       2739
Val Glu Ser Arg Cys Glu Arg Gln Leu Pro Glu Gln Gln Leu Cys Arg           
810                 815                 820                 825           

ctt cct gaa tat gtg gtc cga gac ccc cag gga tgg gtg gca ggg aat       2787
Leu Pro Glu Tyr Val Val Arg Asp Pro Gln Gly Trp Val Ala Gly Asn           
                830                 835                 840               

ctg agt gcc cga ggg gat gga gct gct ggc ttt aca ctg cct ggc ttt       2835
Leu Ser Ala Arg Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly Phe           
            845                 850                 855                   

cgc ttc cta ccc cca ccc cat cca ccc agt gcc aac cta gtt cca ctg       2883
Arg Phe Leu Pro Pro Pro His Pro Pro Ser Ala Asn Leu Val Pro Leu           
        860                 865                 870                       

aag cct gag gag cat gcc att aag ttt gag tat att ggg ctg ggc gct       2931
Lys Pro Glu Glu His Ala Ile Lys Phe Glu Tyr Ile Gly Leu Gly Ala           
    875                 880                 885                           
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gtg gct gac tgt gtg ggt atc aac gtg acc gtg ggt ggt gag agc tgc       2979
Val Ala Asp Cys Val Gly Ile Asn Val Thr Val Gly Gly Glu Ser Cys           
890                 895                 900                 905           

cag cac gag ttc cgg ggg gac atg gtt gtc tgc ccc ctg ccc cca tcc       3027
Gln His Glu Phe Arg Gly Asp Met Val Val Cys Pro Leu Pro Pro Ser           
                910                 915                 920               

ctg cag ctt ggc cag gat ggt gcc cca ttg cag gtc tgc gta gat ggt       3075
Leu Gln Leu Gly Gln Asp Gly Ala Pro Leu Gln Val Cys Val Asp Gly           
            925                 930                 935                   

gaa tgt cat atc ctg ggt aga gtg gtg cgg cca ggg cca gat ggg gtc       3123
Glu Cys His Ile Leu Gly Arg Val Val Arg Pro Gly Pro Asp Gly Val           
        940                 945                 950                       

cca cag agc acg ctc ctt ggt atc ctg ctg cct ttg ctg ctg ctt gtg       3171
Pro Gln Ser Thr Leu Leu Gly Ile Leu Leu Pro Leu Leu Leu Leu Val           
    955                 960                 965                           

gct gca ctg gcg act gca ctg gtc ttc agc tac tgg tgg cgg agg aag       3219
Ala Ala Leu Ala Thr Ala Leu Val Phe Ser Tyr Trp Trp Arg Arg Lys           
970                 975                 980                 985           

cag cta gtt ctt cct ccc aac ctg aat gac ctg gca tcc ctg gac  cag      3267
Gln Leu Val Leu Pro Pro Asn Leu Asn Asp Leu Ala Ser Leu Asp  Gln          
                990                 995                 1000              

act gct gga gcc  aca ccc ctg cct att  ctg tac tcg ggc tct  gac        3312
Thr Ala Gly Ala  Thr Pro Leu Pro Ile  Leu Tyr Ser Gly Ser  Asp            
            1005                 1010                 1015                

tac aga agt ggc  ctt gca ctc cct gcc  att gat ggt ctg gat  tcc        3357
Tyr Arg Ser Gly  Leu Ala Leu Pro Ala  Ile Asp Gly Leu Asp  Ser            
            1020                 1025                 1030                

acc act tgt gtc  cat gga gca tcc ttc  tcc gat agt gaa gat  gaa        3402
Thr Thr Cys Val  His Gly Ala Ser Phe  Ser Asp Ser Glu Asp  Glu            
            1035                 1040                 1045                

tcc tgt gtg cca  ctg ctg cgg aaa gag  tcc atc cag cta agg  gac        3447
Ser Cys Val Pro  Leu Leu Arg Lys Glu  Ser Ile Gln Leu Arg  Asp            
            1050                 1055                 1060                

ctg gac tct gcg  ctc ttg gct gag gtc  aag gat gtg ctg att  ccc        3492
Leu Asp Ser Ala  Leu Leu Ala Glu Val  Lys Asp Val Leu Ile  Pro            
            1065                 1070                 1075                

cat gag cgg gtg  gtc acc cac agt gac  cga gtc att ggc aaa  ggc        3537
His Glu Arg Val  Val Thr His Ser Asp  Arg Val Ile Gly Lys  Gly            
            1080                 1085                 1090                

cac ttt gga gtt  gtc tac cac gga gaa  tac ata gac cag gcc  cag        3582
His Phe Gly Val  Val Tyr His Gly Glu  Tyr Ile Asp Gln Ala  Gln            
            1095                 1100                 1105                

aat cga atc caa  tgt gcc atc aag tca  cta agt cgc atc aca  gag        3627
Asn Arg Ile Gln  Cys Ala Ile Lys Ser  Leu Ser Arg Ile Thr  Glu            
            1110                 1115                 1120                

atg cag cag gtg  gag gcc ttc ctg cga  gag ggg ctg ctc atg  cgt        3672
Met Gln Gln Val  Glu Ala Phe Leu Arg  Glu Gly Leu Leu Met  Arg            
            1125                 1130                 1135                

ggc ctg aac cac  ccg aat gtg ctg gct  ctc att ggt atc atg  ttg        3717
Gly Leu Asn His  Pro Asn Val Leu Ala  Leu Ile Gly Ile Met  Leu            
            1140                 1145                 1150                
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cca cct gag ggc  ctg ccc cat gtg ctg  ctg ccc tat atg tgc  cac        3762
Pro Pro Glu Gly  Leu Pro His Val Leu  Leu Pro Tyr Met Cys  His            
            1155                 1160                 1165                

ggt gac ctg ctc  cag ttc atc cgc tca  cct cag cgg aac ccc  acc        3807
Gly Asp Leu Leu  Gln Phe Ile Arg Ser  Pro Gln Arg Asn Pro  Thr            
            1170                 1175                 1180                

gtg aag gac ctc  atc agc ttt ggc ctg  cag gta gcc cgc ggc  atg        3852
Val Lys Asp Leu  Ile Ser Phe Gly Leu  Gln Val Ala Arg Gly  Met            
            1185                 1190                 1195                

gag tac ctg gca  gag cag aag ttt gtg  cac agg gac ctg gct  gcg        3897
Glu Tyr Leu Ala  Glu Gln Lys Phe Val  His Arg Asp Leu Ala  Ala            
            1200                 1205                 1210                

cgg aac tgc atg  ctg gac gag tca ttc  aca gtc aag gtg gct  gac        3942
Arg Asn Cys Met  Leu Asp Glu Ser Phe  Thr Val Lys Val Ala  Asp            
            1215                 1220                 1225                

ttt ggt ttg gcc  cgc gac atc ctg gac  agg gag tac tat agt  gtt        3987
Phe Gly Leu Ala  Arg Asp Ile Leu Asp  Arg Glu Tyr Tyr Ser  Val            
            1230                 1235                 1240                

caa cag cat cgc  cac gct cgc cta cct  gtg aag tgg atg gcg  ctg        4032
Gln Gln His Arg  His Ala Arg Leu Pro  Val Lys Trp Met Ala  Leu            
            1245                 1250                 1255                

gag agc ctg cag  acc tat aga ttt acc  acc aag tct gat gtg  tgg        4077
Glu Ser Leu Gln  Thr Tyr Arg Phe Thr  Thr Lys Ser Asp Val  Trp            
            1260                 1265                 1270                

tca ttt ggt gtg  ctg ctg tgg gaa ctg  ctg aca cgg ggt gcc  cca        4122
Ser Phe Gly Val  Leu Leu Trp Glu Leu  Leu Thr Arg Gly Ala  Pro            
            1275                 1280                 1285                

cca tac cgc cac  att gac cct ttt gac  ctt acc cac ttc ctg  gcc        4167
Pro Tyr Arg His  Ile Asp Pro Phe Asp  Leu Thr His Phe Leu  Ala            
            1290                 1295                 1300                

cag ggt cgg cgc  ctg ccc cag cct gag  tat tgc cct gat tct  ctg        4212
Gln Gly Arg Arg  Leu Pro Gln Pro Glu  Tyr Cys Pro Asp Ser  Leu            
            1305                 1310                 1315                

tac caa gtg atg  cag caa tgc tgg gag  gca gac cca gca gtg  cga        4257
Tyr Gln Val Met  Gln Gln Cys Trp Glu  Ala Asp Pro Ala Val  Arg            
            1320                 1325                 1330                

ccc acc ttc aga  gta cta gtg ggg gag  gtg gag cag ata gtg  tct        4302
Pro Thr Phe Arg  Val Leu Val Gly Glu  Val Glu Gln Ile Val  Ser            
            1335                 1340                 1345                

gca ctg ctt ggg  gac cat tat gtg cag  ctg cca gca acc tac  atg        4347
Ala Leu Leu Gly  Asp His Tyr Val Gln  Leu Pro Ala Thr Tyr  Met            
            1350                 1355                 1360                

aac ttg ggc ccc  agc acc tcg cat gag  atg aat gtg cgt cca  gaa        4392
Asn Leu Gly Pro  Ser Thr Ser His Glu  Met Asn Val Arg Pro  Glu            
            1365                 1370                 1375                

cag ccg cag ttc  tca ccc atg cca ggg  aat gta cgc cgg ccc  cgg        4437
Gln Pro Gln Phe  Ser Pro Met Pro Gly  Asn Val Arg Arg Pro  Arg            
            1380                 1385                 1390                

cca ctc tca gag  cct cct cgg ccc act  tga cttagttctt gggctggacc       4487
Pro Leu Ser Glu  Pro Pro Arg Pro Thr                                      
            1395                 1400                                     
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tgcttagctg ccttgagcta accccaagct gcctctgggc catgccaggc cagagggcag     4547

tggccctcca ccttgttcct gccctttaac tttcagaggc aataggtaaa tggggcccat     4607

taggtccctc actccacaga gtgagccagt gagggcagtc ctgcaacatg tatttatgga     4667

gtgcctgctg tggaccctgt cttctgggca cagtggactc agcagtgacc acaccaacac     4727

tgacccttga accaataaag gaacaaatga ctattaaagc acaaaaaaaa aaaaaaaa       4785

<210>  45
<211>  1400
<212>  PRT
<213>  Homo sapiens

<400>  45

Met Glu Leu Leu Pro Pro Leu Pro Gln Ser Phe Leu Leu Leu Leu Leu 
1               5                   10                  15      

Leu Pro Ala Lys Pro Ala Ala Gly Glu Asp Trp Gln Cys Pro Arg Thr 
            20                  25                  30          

Pro Tyr Ala Ala Ser Arg Asp Phe Asp Val Lys Tyr Val Val Pro Ser 
        35                  40                  45              

Phe Ser Ala Gly Gly Leu Val Gln Ala Met Val Thr Tyr Glu Gly Asp 
    50                  55                  60                  

Arg Asn Glu Ser Ala Val Phe Val Ala Ile Arg Asn Arg Leu His Val 
65                  70                  75                  80  

Leu Gly Pro Asp Leu Lys Ser Val Gln Ser Leu Ala Thr Gly Pro Ala 
                85                  90                  95      

Gly Asp Pro Gly Cys Gln Thr Cys Ala Ala Cys Gly Pro Gly Pro His 
            100                 105                 110         

Gly Pro Pro Gly Asp Thr Asp Thr Lys Val Leu Val Leu Asp Pro Ala 
        115                 120                 125             

Leu Pro Ala Leu Val Ser Cys Gly Ser Ser Leu Gln Gly Arg Cys Phe 
    130                 135                 140                 

Leu His Asp Leu Glu Pro Gln Gly Thr Ala Val His Leu Ala Ala Pro 
145                 150                 155                 160 

Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp 
                165                 170                 175     

Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu Gln Gly 
            180                 185                 190         

Gln Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Ala Ala Val Ala 
        195                 200                 205             
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Ala Ser Phe Ser Pro Arg Ser Val Ser Ile Arg Arg Leu Lys Ala Asp 
    210                 215                 220                 

Ala Ser Gly Phe Ala Pro Gly Phe Val Ala Leu Ser Val Leu Pro Lys 
225                 230                 235                 240 

His Leu Val Ser Tyr Ser Ile Glu Tyr Val His Ser Phe His Thr Gly 
                245                 250                 255     

Ala Phe Val Tyr Phe Leu Thr Val Gln Pro Ala Ser Val Thr Asp Asp 
            260                 265                 270         

Pro Ser Ala Leu His Thr Arg Leu Ala Arg Leu Ser Ala Thr Glu Pro 
        275                 280                 285             

Glu Leu Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro 
    290                 295                 300                 

Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Gly Gln Pro Tyr Pro Val 
305                 310                 315                 320 

Leu Arg Val Ala His Ser Ala Pro Val Gly Ala Gln Leu Ala Thr Glu 
                325                 330                 335     

Leu Ser Ile Ala Glu Gly Gln Glu Val Leu Phe Gly Val Phe Val Thr 
            340                 345                 350         

Gly Lys Asp Gly Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala 
        355                 360                 365             

Phe Pro Ile Asp Leu Leu Asp Thr Leu Ile Asp Glu Gly Val Glu Arg 
    370                 375                 380                 

Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asp Phe 
385                 390                 395                 400 

Phe Gln Ser Pro Ser Phe Cys Pro Asn Pro Pro Gly Leu Glu Ala Leu 
                405                 410                 415     

Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Leu Val Ser Ser Ser 
            420                 425                 430         

Phe Ser Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Pro Val Gln Val 
        435                 440                 445             

Thr Ala Leu Tyr Val Thr Arg Leu Asp Asn Val Thr Val Ala His Met 
    450                 455                 460                 

Gly Thr Met Asp Gly Arg Ile Leu Gln Val Glu Leu Val Arg Ser Leu 
465                 470                 475                 480 
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Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Asp Ser Gly Gln 
                485                 490                 495     

Pro Val Gln Arg Asp Val Ser Arg Leu Gly Asp His Leu Leu Phe Ala 
            500                 505                 510         

Ser Gly Asp Gln Val Phe Gln Val Pro Ile Gln Gly Pro Gly Cys Arg 
        515                 520                 525             

His Phe Leu Thr Cys Gly Arg Cys Leu Arg Ala Trp His Phe Met Gly 
    530                 535                 540                 

Cys Gly Trp Cys Gly Asn Met Cys Gly Gln Gln Lys Glu Cys Pro Gly 
545                 550                 555                 560 

Ser Trp Gln Gln Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro 
                565                 570                 575     

His Ser Gly Pro Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser 
            580                 585                 590         

Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His Gln 
        595                 600                 605             

Val Thr Val Gly Gln Ser Pro Cys Arg Pro Leu Pro Lys Asp Ser Ser 
    610                 615                 620                 

Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe Glu Cys 
625                 630                 635                 640 

Glu Leu Glu Pro Leu Gly Thr Gln Ala Val Gly Pro Thr Asn Val Ser 
                645                 650                 655     

Leu Thr Val Thr Asn Met Pro Pro Gly Lys His Phe Arg Val Asp Gly 
            660                 665                 670         

Thr Ser Val Leu Arg Gly Phe Ser Phe Met Glu Pro Val Leu Ile Ala 
        675                 680                 685             

Val Gln Pro Leu Phe Gly Pro Arg Ala Gly Gly Thr Cys Leu Thr Leu 
    690                 695                 700                 

Glu Gly Gln Ser Leu Ser Val Gly Thr Ser Arg Ala Val Leu Val Asn 
705                 710                 715                 720 

Gly Thr Glu Cys Leu Leu Ala Arg Val Ser Glu Gly Gln Leu Leu Cys 
                725                 730                 735     

Ala Thr Pro Pro Gly Ala Thr Val Ala Ser Val Pro Leu Ser Leu Gln 
            740                 745                 750         
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Val Gly Gly Ala Gln Val Pro Gly Ser Trp Thr Phe Gln Tyr Arg Glu 
        755                 760                 765             

Asp Pro Val Val Leu Ser Ile Ser Pro Asn Cys Gly Tyr Ile Asn Ser 
    770                 775                 780                 

His Ile Thr Ile Cys Gly Gln His Leu Thr Ser Ala Trp His Leu Val 
785                 790                 795                 800 

Leu Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser Arg Cys Glu Arg 
                805                 810                 815     

Gln Leu Pro Glu Gln Gln Leu Cys Arg Leu Pro Glu Tyr Val Val Arg 
            820                 825                 830         

Asp Pro Gln Gly Trp Val Ala Gly Asn Leu Ser Ala Arg Gly Asp Gly 
        835                 840                 845             

Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Pro Pro Pro His 
    850                 855                 860                 

Pro Pro Ser Ala Asn Leu Val Pro Leu Lys Pro Glu Glu His Ala Ile 
865                 870                 875                 880 

Lys Phe Glu Tyr Ile Gly Leu Gly Ala Val Ala Asp Cys Val Gly Ile 
                885                 890                 895     

Asn Val Thr Val Gly Gly Glu Ser Cys Gln His Glu Phe Arg Gly Asp 
            900                 905                 910         

Met Val Val Cys Pro Leu Pro Pro Ser Leu Gln Leu Gly Gln Asp Gly 
        915                 920                 925             

Ala Pro Leu Gln Val Cys Val Asp Gly Glu Cys His Ile Leu Gly Arg 
    930                 935                 940                 

Val Val Arg Pro Gly Pro Asp Gly Val Pro Gln Ser Thr Leu Leu Gly 
945                 950                 955                 960 

Ile Leu Leu Pro Leu Leu Leu Leu Val Ala Ala Leu Ala Thr Ala Leu 
                965                 970                 975     

Val Phe Ser Tyr Trp Trp Arg Arg Lys Gln Leu Val Leu Pro Pro Asn 
            980                 985                 990         

Leu Asn Asp Leu Ala Ser Leu Asp  Gln Thr Ala Gly Ala  Thr Pro Leu 
        995                 1000                 1005             

Pro Ile  Leu Tyr Ser Gly Ser  Asp Tyr Arg Ser Gly  Leu Ala Leu 
    1010                 1015                 1020             
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Pro Ala  Ile Asp Gly Leu Asp  Ser Thr Thr Cys Val  His Gly Ala 
    1025                 1030                 1035             

Ser Phe  Ser Asp Ser Glu Asp  Glu Ser Cys Val Pro  Leu Leu Arg 
    1040                 1045                 1050             

Lys Glu  Ser Ile Gln Leu Arg  Asp Leu Asp Ser Ala  Leu Leu Ala 
    1055                 1060                 1065             

Glu Val  Lys Asp Val Leu Ile  Pro His Glu Arg Val  Val Thr His 
    1070                 1075                 1080             

Ser Asp  Arg Val Ile Gly Lys  Gly His Phe Gly Val  Val Tyr His 
    1085                 1090                 1095             

Gly Glu  Tyr Ile Asp Gln Ala  Gln Asn Arg Ile Gln  Cys Ala Ile 
    1100                 1105                 1110             

Lys Ser  Leu Ser Arg Ile Thr  Glu Met Gln Gln Val  Glu Ala Phe 
    1115                 1120                 1125             

Leu Arg  Glu Gly Leu Leu Met  Arg Gly Leu Asn His  Pro Asn Val 
    1130                 1135                 1140             

Leu Ala  Leu Ile Gly Ile Met  Leu Pro Pro Glu Gly  Leu Pro His 
    1145                 1150                 1155             

Val Leu  Leu Pro Tyr Met Cys  His Gly Asp Leu Leu  Gln Phe Ile 
    1160                 1165                 1170             

Arg Ser  Pro Gln Arg Asn Pro  Thr Val Lys Asp Leu  Ile Ser Phe 
    1175                 1180                 1185             

Gly Leu  Gln Val Ala Arg Gly  Met Glu Tyr Leu Ala  Glu Gln Lys 
    1190                 1195                 1200             

Phe Val  His Arg Asp Leu Ala  Ala Arg Asn Cys Met  Leu Asp Glu 
    1205                 1210                 1215             

Ser Phe  Thr Val Lys Val Ala  Asp Phe Gly Leu Ala  Arg Asp Ile 
    1220                 1225                 1230             

Leu Asp  Arg Glu Tyr Tyr Ser  Val Gln Gln His Arg  His Ala Arg 
    1235                 1240                 1245             

Leu Pro  Val Lys Trp Met Ala  Leu Glu Ser Leu Gln  Thr Tyr Arg 
    1250                 1255                 1260             

Phe Thr  Thr Lys Ser Asp Val  Trp Ser Phe Gly Val  Leu Leu Trp 
    1265                 1270                 1275             
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Glu Leu  Leu Thr Arg Gly Ala  Pro Pro Tyr Arg His  Ile Asp Pro 
    1280                 1285                 1290             

Phe Asp  Leu Thr His Phe Leu  Ala Gln Gly Arg Arg  Leu Pro Gln 
    1295                 1300                 1305             

Pro Glu  Tyr Cys Pro Asp Ser  Leu Tyr Gln Val Met  Gln Gln Cys 
    1310                 1315                 1320             

Trp Glu  Ala Asp Pro Ala Val  Arg Pro Thr Phe Arg  Val Leu Val 
    1325                 1330                 1335             

Gly Glu  Val Glu Gln Ile Val  Ser Ala Leu Leu Gly  Asp His Tyr 
    1340                 1345                 1350             

Val Gln  Leu Pro Ala Thr Tyr  Met Asn Leu Gly Pro  Ser Thr Ser 
    1355                 1360                 1365             

His Glu  Met Asn Val Arg Pro  Glu Gln Pro Gln Phe  Ser Pro Met 
    1370                 1375                 1380             

Pro Gly  Asn Val Arg Arg Pro  Arg Pro Leu Ser Glu  Pro Pro Arg 
    1385                 1390                 1395             

Pro Thr  
    1400 

<210>  46
<211>  4720
<212>  DNA
<213>  Mus musculus

<220>
<221>  CDS
<222>  (257)..(4393)

<400>  46
gctgtagcag cggcagctag aagcagcagc tggggcccct ggtgaggtga tcgtgccatt       60

gccgtgtccg tgggtccaca gccaggtgct cagaccacaa gccagagaga aaggttgggt      120

ttgccaggga ccagggcagg ggggcagctg cccaggagct ttcagtaccg ctgcgtaaag      180

ctggtctcag ctcggaccct gagtctggtt cgatcaagtc ctggaccttc tgggattccc      240

aaggggcccc agctca atg ggg ctg cct ctg ccg ctg ctt caa tcc tct ctt      292
                  Met Gly Leu Pro Leu Pro Leu Leu Gln Ser Ser Leu         
                  1               5                   10                  

ctg cta atg ctt ctt ttg cgg ctg tcg gcg gcg tcc acc aac ctg aac        340
Leu Leu Met Leu Leu Leu Arg Leu Ser Ala Ala Ser Thr Asn Leu Asn           
        15                  20                  25                        

tgg cag tgc cca cga ata ccc tac gca gcc tcc cga gac ttc agt gtc        388
Trp Gln Cys Pro Arg Ile Pro Tyr Ala Ala Ser Arg Asp Phe Ser Val           
    30                  35                  40                            
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aag tac gtg gtc ccc agc ttc tcc gcg ggg ggc cgg gta cag gcc acc        436
Lys Tyr Val Val Pro Ser Phe Ser Ala Gly Gly Arg Val Gln Ala Thr           
45                  50                  55                  60            

gca gcc tac gag gac agt aca aat agt gcg gtg ttt gtg gcc aca cgc        484
Ala Ala Tyr Glu Asp Ser Thr Asn Ser Ala Val Phe Val Ala Thr Arg           
                65                  70                  75                

aat cac ctg cac gtg ctt ggg cct gac ctg cag ttc ata gag aac ctg        532
Asn His Leu His Val Leu Gly Pro Asp Leu Gln Phe Ile Glu Asn Leu           
            80                  85                  90                    

acc act ggc cct atc ggg aac cct ggc tgc cag act tgt gcg agc tgt        580
Thr Thr Gly Pro Ile Gly Asn Pro Gly Cys Gln Thr Cys Ala Ser Cys           
        95                  100                 105                       

ggt cca ggc cct cat gga cca cca aag gac aca gac aca ctg gtg cta        628
Gly Pro Gly Pro His Gly Pro Pro Lys Asp Thr Asp Thr Leu Val Leu           
    110                 115                 120                           

gtg atg gag cca ggt ttg cca gcc ctg gtc agc tgt ggc tca acc cta        676
Val Met Glu Pro Gly Leu Pro Ala Leu Val Ser Cys Gly Ser Thr Leu           
125                 130                 135                 140           

cag ggc cgc tgc ttc ctg cat gag ctg gag cct cgg ggg aaa gcc ctg        724
Gln Gly Arg Cys Phe Leu His Glu Leu Glu Pro Arg Gly Lys Ala Leu           
                145                 150                 155               

cac tta gca gct cca gcc tgc cta ttc tca gca aac aat aac aag cct        772
His Leu Ala Ala Pro Ala Cys Leu Phe Ser Ala Asn Asn Asn Lys Pro           
            160                 165                 170                   

gag gcc tgc acg gac tgt gtg gct agc ccc ctg ggc act cgt gtg act        820
Glu Ala Cys Thr Asp Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr           
        175                 180                 185                       

gtg gtg gag cag ggg cat gct tcc tac ttc tat gtg gca tct tcg cta        868
Val Val Glu Gln Gly His Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu           
    190                 195                 200                           

gac cca gag ttg gcc gct agc ttt agc ccc cgc tcg gtg tcc atc cgt        916
Asp Pro Glu Leu Ala Ala Ser Phe Ser Pro Arg Ser Val Ser Ile Arg           
205                 210                 215                 220           

cgt cta aag tct gat act tct gga ttc caa cca ggt ttt ccg tcg ctg        964
Arg Leu Lys Ser Asp Thr Ser Gly Phe Gln Pro Gly Phe Pro Ser Leu           
                225                 230                 235               

tcg gtg ctg ccc aaa tat ttg gcc tcc tac ctc atc aaa tat gtg tac       1012
Ser Val Leu Pro Lys Tyr Leu Ala Ser Tyr Leu Ile Lys Tyr Val Tyr           
            240                 245                 250                   

agc ttc cac tcg ggg gat ttt gtc tac ttt ctg act gtc cag ccc atc       1060
Ser Phe His Ser Gly Asp Phe Val Tyr Phe Leu Thr Val Gln Pro Ile           
        255                 260                 265                       

agt gtc aca agc cct ccc agt gcc ttg cat aca cgt ctg gtc cgg ctc       1108
Ser Val Thr Ser Pro Pro Ser Ala Leu His Thr Arg Leu Val Arg Leu           
    270                 275                 280                           

aat gct gta gag cca gag att ggt gac tac cgg gag ctg gtc ttg gac       1156
Asn Ala Val Glu Pro Glu Ile Gly Asp Tyr Arg Glu Leu Val Leu Asp           
285                 290                 295                 300           

tgt cat ttt gca cct aaa cgc cgg cgc cgt gga gcc ccg gag ggc aca       1204
Cys His Phe Ala Pro Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Thr           
                305                 310                 315               
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cag ccc tac cca gtg ctt cag gca gcc cac tct gct cca gtg gat gcc       1252
Gln Pro Tyr Pro Val Leu Gln Ala Ala His Ser Ala Pro Val Asp Ala           
            320                 325                 330                   

aaa ctg gct gtg gaa ctg agc att tca gag ggc cag gaa gtg ctt ttt       1300
Lys Leu Ala Val Glu Leu Ser Ile Ser Glu Gly Gln Glu Val Leu Phe           
        335                 340                 345                       

ggg gtc ttt gtg acc gtc aag gat ggt ggc tct ggc atg ggt ccc aac       1348
Gly Val Phe Val Thr Val Lys Asp Gly Gly Ser Gly Met Gly Pro Asn           
    350                 355                 360                           

tct gtt gta tgt gcc ttc ccc att tac cac ctg aac atc ctg att gaa       1396
Ser Val Val Cys Ala Phe Pro Ile Tyr His Leu Asn Ile Leu Ile Glu           
365                 370                 375                 380           

gag ggt gtc gaa tat tgc tgt cac tct tca aat tct tct tcc ctg ttg       1444
Glu Gly Val Glu Tyr Cys Cys His Ser Ser Asn Ser Ser Ser Leu Leu           
                385                 390                 395               

tcg aga ggc ctt gac ttc ttc cag acg ccc agt ttt tgt cct aat ccg       1492
Ser Arg Gly Leu Asp Phe Phe Gln Thr Pro Ser Phe Cys Pro Asn Pro           
            400                 405                 410                   

cct ggt gga gag gcc tcc ggc ccc agc tcc cgt tgc cac tac ttc cct       1540
Pro Gly Gly Glu Ala Ser Gly Pro Ser Ser Arg Cys His Tyr Phe Pro           
        415                 420                 425                       

ttg atg gtc cac gct agc ttc acc cgt gtg gac ctc ttc aat gga ctg       1588
Leu Met Val His Ala Ser Phe Thr Arg Val Asp Leu Phe Asn Gly Leu           
    430                 435                 440                           

tta gga tca gtg aag gtc acc gca ctg cat gtg aca cgt ctt ggc aat       1636
Leu Gly Ser Val Lys Val Thr Ala Leu His Val Thr Arg Leu Gly Asn           
445                 450                 455                 460           

gtt aca gtg gcc cac atg ggc act gtg gat ggg cgt gtc cta cag gtg       1684
Val Thr Val Ala His Met Gly Thr Val Asp Gly Arg Val Leu Gln Val           
                465                 470                 475               

gag ata gcc agg tca ctc aac tac ctg ctg tat gtg tcc aac ttc tcc       1732
Glu Ile Ala Arg Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser           
            480                 485                 490                   

ctg ggc agc agt gga cag cct gtt cat cgg gat gtc agc cgc ctc ggg       1780
Leu Gly Ser Ser Gly Gln Pro Val His Arg Asp Val Ser Arg Leu Gly           
        495                 500                 505                       

aat gac cta ctc ttt gcc tct ggg gac cag gtc ttc aag gtg ccc atc       1828
Asn Asp Leu Leu Phe Ala Ser Gly Asp Gln Val Phe Lys Val Pro Ile           
    510                 515                 520                           

cag ggc cct ggc tgt cgt cat ttt ctc acc tgt tgg cgt tgc ctg aga       1876
Gln Gly Pro Gly Cys Arg His Phe Leu Thr Cys Trp Arg Cys Leu Arg           
525                 530                 535                 540           

gca cag cgc ttc atg gga tgt ggc tgg tgt ggg gac cgg tgt gac cgg       1924
Ala Gln Arg Phe Met Gly Cys Gly Trp Cys Gly Asp Arg Cys Asp Arg           
                545                 550                 555               

cag aag gag tgt cct ggc tcc tgg caa cag gac cac tgt ccg cct gag       1972
Gln Lys Glu Cys Pro Gly Ser Trp Gln Gln Asp His Cys Pro Pro Glu           
            560                 565                 570                   

atc agt gag ttc tat cct cac agc ggg cct cta agg ggc act acg agg       2020
Ile Ser Glu Phe Tyr Pro His Ser Gly Pro Leu Arg Gly Thr Thr Arg           
        575                 580                 585                       
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ctc acc ctt tgt ggc tcc aac ttc tac ctg cga cct gat gat gtc gta       2068
Leu Thr Leu Cys Gly Ser Asn Phe Tyr Leu Arg Pro Asp Asp Val Val           
    590                 595                 600                           

cct gag gga aca cac cag atc acc gtg ggc caa agt ccc tgc cga ctg       2116
Pro Glu Gly Thr His Gln Ile Thr Val Gly Gln Ser Pro Cys Arg Leu           
605                 610                 615                 620           

ctg cct aag gac tct tca agc cct agg cca ggg tcc ctc aag gaa ttc       2164
Leu Pro Lys Asp Ser Ser Ser Pro Arg Pro Gly Ser Leu Lys Glu Phe           
                625                 630                 635               

ata cag gaa ctt gaa tgt gag ctg gag ccc ctg gtc acc cag gca gtg       2212
Ile Gln Glu Leu Glu Cys Glu Leu Glu Pro Leu Val Thr Gln Ala Val           
            640                 645                 650                   

ggg act aca aac atc agc ctt gtc atc acc aac atg cca gca ggc aag       2260
Gly Thr Thr Asn Ile Ser Leu Val Ile Thr Asn Met Pro Ala Gly Lys           
        655                 660                 665                       

cac ttc cga gtg gaa ggc atc tct gta cag gaa ggc ttc tct ttc gtg       2308
His Phe Arg Val Glu Gly Ile Ser Val Gln Glu Gly Phe Ser Phe Val           
    670                 675                 680                           

gag cca gtg ctg aca tca ata aaa cct gac ttt ggc ccg cgg gct ggg       2356
Glu Pro Val Leu Thr Ser Ile Lys Pro Asp Phe Gly Pro Arg Ala Gly           
685                 690                 695                 700           

ggt act tat ctc acc ctc gaa ggc cag agc ctg tct att gcc acc agc       2404
Gly Thr Tyr Leu Thr Leu Glu Gly Gln Ser Leu Ser Ile Ala Thr Ser           
                705                 710                 715               

cga gct gcg ctg gtc aat gga acc cag tgc cgg ctg gaa cag gtc aat       2452
Arg Ala Ala Leu Val Asn Gly Thr Gln Cys Arg Leu Glu Gln Val Asn           
            720                 725                 730                   

gag gag cag atc tta tgt gtc acg cct cct gga gct ggc acg gcc agg       2500
Glu Glu Gln Ile Leu Cys Val Thr Pro Pro Gly Ala Gly Thr Ala Arg           
        735                 740                 745                       

gtc ccc ctt cat ctg cag ata ggg ggt gct gag gtg cct ggc tcc tgg       2548
Val Pro Leu His Leu Gln Ile Gly Gly Ala Glu Val Pro Gly Ser Trp           
    750                 755                 760                           

acc ttt cac tac aag gaa gac cct att gtg ttg gac atc agt ccc aag       2596
Thr Phe His Tyr Lys Glu Asp Pro Ile Val Leu Asp Ile Ser Pro Lys           
765                 770                 775                 780           

tgt ggc tac agt ggc tcc cac atc atg atc cat ggc cag cat ctg act       2644
Cys Gly Tyr Ser Gly Ser His Ile Met Ile His Gly Gln His Leu Thr           
                785                 790                 795               

tca gca tgg cac ttc acg cta tca ttc cat gat gga caa agt aca gtg       2692
Ser Ala Trp His Phe Thr Leu Ser Phe His Asp Gly Gln Ser Thr Val           
            800                 805                 810                   

gag agc agg tgt gcg ggg cag ttt gtg gaa caa cag cag cgt cga tgt       2740
Glu Ser Arg Cys Ala Gly Gln Phe Val Glu Gln Gln Gln Arg Arg Cys           
        815                 820                 825                       

cgc ctg cct gaa tat gtg gtc cga aac cct cag ggg tgg gca aca ggg       2788
Arg Leu Pro Glu Tyr Val Val Arg Asn Pro Gln Gly Trp Ala Thr Gly           
    830                 835                 840                           

aat ctg agc gtc tgg ggt gat gga gca gct ggc ttc aca ctg cct ggt       2836
Asn Leu Ser Val Trp Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly           
845                 850                 855                 860           
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ttt cgc ttc ctg ccc cca ccc agt cca ctc aga gct ggc ctg gtt gag       2884
Phe Arg Phe Leu Pro Pro Pro Ser Pro Leu Arg Ala Gly Leu Val Glu           
                865                 870                 875               

ttg aaa cct gaa gaa cat tca gtt aaa gtt gag tat gtc ggg ctg ggc       2932
Leu Lys Pro Glu Glu His Ser Val Lys Val Glu Tyr Val Gly Leu Gly           
            880                 885                 890                   

gct gtg gca gac tgt gtg act gtg aac atg acc gtg ggt ggt gag gtc       2980
Ala Val Ala Asp Cys Val Thr Val Asn Met Thr Val Gly Gly Glu Val           
        895                 900                 905                       

tgc caa cat gag ctc cgg ggg gat gtg gtg atc tgc ccc ctg ccc cct       3028
Cys Gln His Glu Leu Arg Gly Asp Val Val Ile Cys Pro Leu Pro Pro           
    910                 915                 920                           

tcc ctg caa ctt ggc aag gat ggt gtc cca ttg cag gtc tgt gta gac       3076
Ser Leu Gln Leu Gly Lys Asp Gly Val Pro Leu Gln Val Cys Val Asp           
925                 930                 935                 940           

ggt ggg tgt cac atc ctg agc caa gtg gtt cgc tca agc cca ggc agg       3124
Gly Gly Cys His Ile Leu Ser Gln Val Val Arg Ser Ser Pro Gly Arg           
                945                 950                 955               

gcc tca cag agg ata ctc ctt att gct ctt ctg gtc ttg atc ctg ctt       3172
Ala Ser Gln Arg Ile Leu Leu Ile Ala Leu Leu Val Leu Ile Leu Leu           
            960                 965                 970                   

gtg gct gtg ctg gcc gtt gcc ctg atc ttt aac tcc cga aga cgg aaa       3220
Val Ala Val Leu Ala Val Ala Leu Ile Phe Asn Ser Arg Arg Arg Lys           
        975                 980                 985                       

aag cag cta ggt gct cac tcc ctc tcc cca aca aca  ctc tct gac atc      3268
Lys Gln Leu Gly Ala His Ser Leu Ser Pro Thr Thr  Leu Ser Asp Ile          
    990                 995                 1000                          

aac  gat aca gct tcc ggg  gct ccg aac cat gaa  gaa tcg tca gag        3313
Asn  Asp Thr Ala Ser Gly  Ala Pro Asn His Glu  Glu Ser Ser Glu            
1005                 1010                 1015                            

agt  agg gat ggg aca agt  gtc cca ctg ctg cgg  aca gag tct atc        3358
Ser  Arg Asp Gly Thr Ser  Val Pro Leu Leu Arg  Thr Glu Ser Ile            
1020                 1025                 1030                            

cgg  ctc cag gat ctg gac  agg atg ctc cta gct  gag gtc aag gat        3403
Arg  Leu Gln Asp Leu Asp  Arg Met Leu Leu Ala  Glu Val Lys Asp            
1035                 1040                 1045                            

gta  ctg att ccc cat gaa  caa gtg gtc atc cat  act gac caa gtc        3448
Val  Leu Ile Pro His Glu  Gln Val Val Ile His  Thr Asp Gln Val            
1050                 1055                 1060                            

att  ggc aaa ggc cac ttt  ggt gtt gtc tac cac  gga gaa tat aca        3493
Ile  Gly Lys Gly His Phe  Gly Val Val Tyr His  Gly Glu Tyr Thr            
1065                 1070                 1075                            

gac  gga gca cag aat cag  acc cac tgt gcc atc  aag tct ctg agt        3538
Asp  Gly Ala Gln Asn Gln  Thr His Cys Ala Ile  Lys Ser Leu Ser            
1080                 1085                 1090                            

cgc  att aca gag gtg cag  gag gtg gag gct ttc  ctg cgg gag ggg        3583
Arg  Ile Thr Glu Val Gln  Glu Val Glu Ala Phe  Leu Arg Glu Gly            
1095                 1100                 1105                            

ctg  ctc atg cgt ggc cta  cat cac cca aac atc  ctg gct ctc atc        3628
Leu  Leu Met Arg Gly Leu  His His Pro Asn Ile  Leu Ala Leu Ile            
1110                 1115                 1120                            
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ggt  atc atg ctg ccc ccg  gag ggg ctt ccc cgg  gtg ctg ttg ccc        3673
Gly  Ile Met Leu Pro Pro  Glu Gly Leu Pro Arg  Val Leu Leu Pro            
1125                 1130                 1135                            

tat  atg cgc cac gga gac  ctg ctt cgt ttc att  cgc tcc cct cag        3718
Tyr  Met Arg His Gly Asp  Leu Leu Arg Phe Ile  Arg Ser Pro Gln            
1140                 1145                 1150                            

agg  aac ccc act gtg aag  gat ctt gtc agc ttt  ggc ctg cag gta        3763
Arg  Asn Pro Thr Val Lys  Asp Leu Val Ser Phe  Gly Leu Gln Val            
1155                 1160                 1165                            

gcc  tgt ggt atg gag tac  ctg gca gag cag aag  ttc gtg cac aga        3808
Ala  Cys Gly Met Glu Tyr  Leu Ala Glu Gln Lys  Phe Val His Arg            
1170                 1175                 1180                            

gac  ctg gct gct agg aac  tgc atg ctg gac gag  tca ttc aca gtc        3853
Asp  Leu Ala Ala Arg Asn  Cys Met Leu Asp Glu  Ser Phe Thr Val            
1185                 1190                 1195                            

aag  gtg gct gac ttt ggt  ctg gca cgg ggc gtc  cta gac aag gaa        3898
Lys  Val Ala Asp Phe Gly  Leu Ala Arg Gly Val  Leu Asp Lys Glu            
1200                 1205                 1210                            

tac  tac agt gtt cgc cag  cat cgc cat gct cgc  ctg cca gtc aaa        3943
Tyr  Tyr Ser Val Arg Gln  His Arg His Ala Arg  Leu Pro Val Lys            
1215                 1220                 1225                            

tgg  atg gca ctg gag agc  ctg cag acc tac agg  ttc acc acc aag        3988
Trp  Met Ala Leu Glu Ser  Leu Gln Thr Tyr Arg  Phe Thr Thr Lys            
1230                 1235                 1240                            

tcc  gat gtg tgg tca ttc  ggg gtg ctg ctc tgg  gag cta cta aca        4033
Ser  Asp Val Trp Ser Phe  Gly Val Leu Leu Trp  Glu Leu Leu Thr            
1245                 1250                 1255                            

cgg  ggt gct cca ccc tac  ccc cat atc gat ccc  ttc gac ctc tct        4078
Arg  Gly Ala Pro Pro Tyr  Pro His Ile Asp Pro  Phe Asp Leu Ser            
1260                 1265                 1270                            

cac  ttc ctg gct cag ggc  cgc cgc ctg cct cag  cct gag tac tgt        4123
His  Phe Leu Ala Gln Gly  Arg Arg Leu Pro Gln  Pro Glu Tyr Cys            
1275                 1280                 1285                            

cct  gat tca ctg tat cac  gtg atg ctt cga tgc  tgg gag gct gac        4168
Pro  Asp Ser Leu Tyr His  Val Met Leu Arg Cys  Trp Glu Ala Asp            
1290                 1295                 1300                            

cca  gcg gca cga ccc acc  ttc aga gcc cta gtg  ctg gaa gta aag        4213
Pro  Ala Ala Arg Pro Thr  Phe Arg Ala Leu Val  Leu Glu Val Lys            
1305                 1310                 1315                            

cag  gta gtg gcc tca ctg  ctt ggg gac cac tat  gtg cag ctg aca        4258
Gln  Val Val Ala Ser Leu  Leu Gly Asp His Tyr  Val Gln Leu Thr            
1320                 1325                 1330                            

gca  gct tat gtg aac gta  ggc ccc aga gcg gtg  gat gat ggg agt        4303
Ala  Ala Tyr Val Asn Val  Gly Pro Arg Ala Val  Asp Asp Gly Ser            
1335                 1340                 1345                            

gtg  cct ccg gag cag gta  cag ccc tcg cct cag  cat tgc agg agc        4348
Val  Pro Pro Glu Gln Val  Gln Pro Ser Pro Gln  His Cys Arg Ser            
1350                 1355                 1360                            

acg  tca aag ccc cgg cct  ctc tca gag cca ccc  ctg ccc act tga        4393
Thr  Ser Lys Pro Arg Pro  Leu Ser Glu Pro Pro  Leu Pro Thr                
1365                 1370                 1375                            
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ccaaagccct gagtaggcca caggcactag atctgctaag tggccttgag caaattacaa     4453

gctgcctctg ggcctaggac aagcctcagc atggaaaacc tccactcttt agctttctgg     4513

ggccactgaa ggtgggaaac cgggcccatt tgagcccctc gttccagcat gagccagtga     4573

catttttgta gcatgtattt atgtaatgtc tgttttgtac ctgtttcgga atacagagga     4633

tccagcagtg atcacagaga tactacagta taaaataata taaataaata aatgaatgaa     4693

tattcgagca caaaaaaaaa aaaaaaa                                         4720

<210>  47
<211>  1378
<212>  PRT
<213>  Mus musculus

<400>  47

Met Gly Leu Pro Leu Pro Leu Leu Gln Ser Ser Leu Leu Leu Met Leu 
1               5                   10                  15      

Leu Leu Arg Leu Ser Ala Ala Ser Thr Asn Leu Asn Trp Gln Cys Pro 
            20                  25                  30          

Arg Ile Pro Tyr Ala Ala Ser Arg Asp Phe Ser Val Lys Tyr Val Val 
        35                  40                  45              

Pro Ser Phe Ser Ala Gly Gly Arg Val Gln Ala Thr Ala Ala Tyr Glu 
    50                  55                  60                  

Asp Ser Thr Asn Ser Ala Val Phe Val Ala Thr Arg Asn His Leu His 
65                  70                  75                  80  

Val Leu Gly Pro Asp Leu Gln Phe Ile Glu Asn Leu Thr Thr Gly Pro 
                85                  90                  95      

Ile Gly Asn Pro Gly Cys Gln Thr Cys Ala Ser Cys Gly Pro Gly Pro 
            100                 105                 110         

His Gly Pro Pro Lys Asp Thr Asp Thr Leu Val Leu Val Met Glu Pro 
        115                 120                 125             

Gly Leu Pro Ala Leu Val Ser Cys Gly Ser Thr Leu Gln Gly Arg Cys 
    130                 135                 140                 

Phe Leu His Glu Leu Glu Pro Arg Gly Lys Ala Leu His Leu Ala Ala 
145                 150                 155                 160 

Pro Ala Cys Leu Phe Ser Ala Asn Asn Asn Lys Pro Glu Ala Cys Thr 
                165                 170                 175     

Asp Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu Gln 
            180                 185                 190         
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Gly His Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Pro Glu Leu 
        195                 200                 205             

Ala Ala Ser Phe Ser Pro Arg Ser Val Ser Ile Arg Arg Leu Lys Ser 
    210                 215                 220                 

Asp Thr Ser Gly Phe Gln Pro Gly Phe Pro Ser Leu Ser Val Leu Pro 
225                 230                 235                 240 

Lys Tyr Leu Ala Ser Tyr Leu Ile Lys Tyr Val Tyr Ser Phe His Ser 
                245                 250                 255     

Gly Asp Phe Val Tyr Phe Leu Thr Val Gln Pro Ile Ser Val Thr Ser 
            260                 265                 270         

Pro Pro Ser Ala Leu His Thr Arg Leu Val Arg Leu Asn Ala Val Glu 
        275                 280                 285             

Pro Glu Ile Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys His Phe Ala 
    290                 295                 300                 

Pro Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Thr Gln Pro Tyr Pro 
305                 310                 315                 320 

Val Leu Gln Ala Ala His Ser Ala Pro Val Asp Ala Lys Leu Ala Val 
                325                 330                 335     

Glu Leu Ser Ile Ser Glu Gly Gln Glu Val Leu Phe Gly Val Phe Val 
            340                 345                 350         

Thr Val Lys Asp Gly Gly Ser Gly Met Gly Pro Asn Ser Val Val Cys 
        355                 360                 365             

Ala Phe Pro Ile Tyr His Leu Asn Ile Leu Ile Glu Glu Gly Val Glu 
    370                 375                 380                 

Tyr Cys Cys His Ser Ser Asn Ser Ser Ser Leu Leu Ser Arg Gly Leu 
385                 390                 395                 400 

Asp Phe Phe Gln Thr Pro Ser Phe Cys Pro Asn Pro Pro Gly Gly Glu 
                405                 410                 415     

Ala Ser Gly Pro Ser Ser Arg Cys His Tyr Phe Pro Leu Met Val His 
            420                 425                 430         

Ala Ser Phe Thr Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Ser Val 
        435                 440                 445             

Lys Val Thr Ala Leu His Val Thr Arg Leu Gly Asn Val Thr Val Ala 
    450                 455                 460                 
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His Met Gly Thr Val Asp Gly Arg Val Leu Gln Val Glu Ile Ala Arg 
465                 470                 475                 480 

Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Ser Ser 
                485                 490                 495     

Gly Gln Pro Val His Arg Asp Val Ser Arg Leu Gly Asn Asp Leu Leu 
            500                 505                 510         

Phe Ala Ser Gly Asp Gln Val Phe Lys Val Pro Ile Gln Gly Pro Gly 
        515                 520                 525             

Cys Arg His Phe Leu Thr Cys Trp Arg Cys Leu Arg Ala Gln Arg Phe 
    530                 535                 540                 

Met Gly Cys Gly Trp Cys Gly Asp Arg Cys Asp Arg Gln Lys Glu Cys 
545                 550                 555                 560 

Pro Gly Ser Trp Gln Gln Asp His Cys Pro Pro Glu Ile Ser Glu Phe 
                565                 570                 575     

Tyr Pro His Ser Gly Pro Leu Arg Gly Thr Thr Arg Leu Thr Leu Cys 
            580                 585                 590         

Gly Ser Asn Phe Tyr Leu Arg Pro Asp Asp Val Val Pro Glu Gly Thr 
        595                 600                 605             

His Gln Ile Thr Val Gly Gln Ser Pro Cys Arg Leu Leu Pro Lys Asp 
    610                 615                 620                 

Ser Ser Ser Pro Arg Pro Gly Ser Leu Lys Glu Phe Ile Gln Glu Leu 
625                 630                 635                 640 

Glu Cys Glu Leu Glu Pro Leu Val Thr Gln Ala Val Gly Thr Thr Asn 
                645                 650                 655     

Ile Ser Leu Val Ile Thr Asn Met Pro Ala Gly Lys His Phe Arg Val 
            660                 665                 670         

Glu Gly Ile Ser Val Gln Glu Gly Phe Ser Phe Val Glu Pro Val Leu 
        675                 680                 685             

Thr Ser Ile Lys Pro Asp Phe Gly Pro Arg Ala Gly Gly Thr Tyr Leu 
    690                 695                 700                 

Thr Leu Glu Gly Gln Ser Leu Ser Ile Ala Thr Ser Arg Ala Ala Leu 
705                 710                 715                 720 

Val Asn Gly Thr Gln Cys Arg Leu Glu Gln Val Asn Glu Glu Gln Ile 
                725                 730                 735     
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Leu Cys Val Thr Pro Pro Gly Ala Gly Thr Ala Arg Val Pro Leu His 
            740                 745                 750         

Leu Gln Ile Gly Gly Ala Glu Val Pro Gly Ser Trp Thr Phe His Tyr 
        755                 760                 765             

Lys Glu Asp Pro Ile Val Leu Asp Ile Ser Pro Lys Cys Gly Tyr Ser 
    770                 775                 780                 

Gly Ser His Ile Met Ile His Gly Gln His Leu Thr Ser Ala Trp His 
785                 790                 795                 800 

Phe Thr Leu Ser Phe His Asp Gly Gln Ser Thr Val Glu Ser Arg Cys 
                805                 810                 815     

Ala Gly Gln Phe Val Glu Gln Gln Gln Arg Arg Cys Arg Leu Pro Glu 
            820                 825                 830         

Tyr Val Val Arg Asn Pro Gln Gly Trp Ala Thr Gly Asn Leu Ser Val 
        835                 840                 845             

Trp Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu 
    850                 855                 860                 

Pro Pro Pro Ser Pro Leu Arg Ala Gly Leu Val Glu Leu Lys Pro Glu 
865                 870                 875                 880 

Glu His Ser Val Lys Val Glu Tyr Val Gly Leu Gly Ala Val Ala Asp 
                885                 890                 895     

Cys Val Thr Val Asn Met Thr Val Gly Gly Glu Val Cys Gln His Glu 
            900                 905                 910         

Leu Arg Gly Asp Val Val Ile Cys Pro Leu Pro Pro Ser Leu Gln Leu 
        915                 920                 925             

Gly Lys Asp Gly Val Pro Leu Gln Val Cys Val Asp Gly Gly Cys His 
    930                 935                 940                 

Ile Leu Ser Gln Val Val Arg Ser Ser Pro Gly Arg Ala Ser Gln Arg 
945                 950                 955                 960 

Ile Leu Leu Ile Ala Leu Leu Val Leu Ile Leu Leu Val Ala Val Leu 
                965                 970                 975     

Ala Val Ala Leu Ile Phe Asn Ser Arg Arg Arg Lys Lys Gln Leu Gly 
            980                 985                 990         

Ala His Ser Leu Ser Pro Thr Thr  Leu Ser Asp Ile Asn  Asp Thr Ala 
        995                 1000                 1005             
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Ser Gly  Ala Pro Asn His Glu  Glu Ser Ser Glu Ser  Arg Asp Gly 
    1010                 1015                 1020             

Thr Ser  Val Pro Leu Leu Arg  Thr Glu Ser Ile Arg  Leu Gln Asp 
    1025                 1030                 1035             

Leu Asp  Arg Met Leu Leu Ala  Glu Val Lys Asp Val  Leu Ile Pro 
    1040                 1045                 1050             

His Glu  Gln Val Val Ile His  Thr Asp Gln Val Ile  Gly Lys Gly 
    1055                 1060                 1065             

His Phe  Gly Val Val Tyr His  Gly Glu Tyr Thr Asp  Gly Ala Gln 
    1070                 1075                 1080             

Asn Gln  Thr His Cys Ala Ile  Lys Ser Leu Ser Arg  Ile Thr Glu 
    1085                 1090                 1095             

Val Gln  Glu Val Glu Ala Phe  Leu Arg Glu Gly Leu  Leu Met Arg 
    1100                 1105                 1110             

Gly Leu  His His Pro Asn Ile  Leu Ala Leu Ile Gly  Ile Met Leu 
    1115                 1120                 1125             

Pro Pro  Glu Gly Leu Pro Arg  Val Leu Leu Pro Tyr  Met Arg His 
    1130                 1135                 1140             

Gly Asp  Leu Leu Arg Phe Ile  Arg Ser Pro Gln Arg  Asn Pro Thr 
    1145                 1150                 1155             

Val Lys  Asp Leu Val Ser Phe  Gly Leu Gln Val Ala  Cys Gly Met 
    1160                 1165                 1170             

Glu Tyr  Leu Ala Glu Gln Lys  Phe Val His Arg Asp  Leu Ala Ala 
    1175                 1180                 1185             

Arg Asn  Cys Met Leu Asp Glu  Ser Phe Thr Val Lys  Val Ala Asp 
    1190                 1195                 1200             

Phe Gly  Leu Ala Arg Gly Val  Leu Asp Lys Glu Tyr  Tyr Ser Val 
    1205                 1210                 1215             

Arg Gln  His Arg His Ala Arg  Leu Pro Val Lys Trp  Met Ala Leu 
    1220                 1225                 1230             

Glu Ser  Leu Gln Thr Tyr Arg  Phe Thr Thr Lys Ser  Asp Val Trp 
    1235                 1240                 1245             

Ser Phe  Gly Val Leu Leu Trp  Glu Leu Leu Thr Arg  Gly Ala Pro 
    1250                 1255                 1260             
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Pro Tyr  Pro His Ile Asp Pro  Phe Asp Leu Ser His  Phe Leu Ala 
    1265                 1270                 1275             

Gln Gly  Arg Arg Leu Pro Gln  Pro Glu Tyr Cys Pro  Asp Ser Leu 
    1280                 1285                 1290             

Tyr His  Val Met Leu Arg Cys  Trp Glu Ala Asp Pro  Ala Ala Arg 
    1295                 1300                 1305             

Pro Thr  Phe Arg Ala Leu Val  Leu Glu Val Lys Gln  Val Val Ala 
    1310                 1315                 1320             

Ser Leu  Leu Gly Asp His Tyr  Val Gln Leu Thr Ala  Ala Tyr Val 
    1325                 1330                 1335             

Asn Val  Gly Pro Arg Ala Val  Asp Asp Gly Ser Val  Pro Pro Glu 
    1340                 1345                 1350             

Gln Val  Gln Pro Ser Pro Gln  His Cys Arg Ser Thr  Ser Lys Pro 
    1355                 1360                 1365             

Arg Pro  Leu Ser Glu Pro Pro  Leu Pro Thr 
    1370                 1375             

<210>  48
<211>  1413
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07919 heavy chain

<220>
<221>  CDS
<222>  (1)..(1413)

<400>  48
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg         48
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp           
1               5                   10                  15                

gtc ctg tcc cag gtg caa ttg gtt cag agc ggc gcg gaa gtg aaa aaa         96
Val Leu Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys           
            20                  25                  30                    

ccg ggc gaa agc ctg aaa att agc tgc aaa ggt tcc gga tat tcc ttt        144
Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe           
        35                  40                  45                        

act aat tat tgg att tct tgg gtg cgc cag atg cct ggg aag ggt ctc        192
Thr Asn Tyr Trp Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu           
    50                  55                  60                            

gag tgg atg ggc ttt atc tat ccg gat gat agc tat acc cgt tat tct        240
Glu Trp Met Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser           
65                  70                  75                  80            

ccg agc ttt cag ggc cag gtg acc att agc gcg gat aaa agc att agc        288
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Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser           
                85                  90                  95                

acc gcg tat ctt caa tgg agc agc ctg aaa gcg agc gat acg gcc atg        336
Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met           
            100                 105                 110                   

tat tat tgc gcg cgt ttt tct tat cgt cat tat ctt gat atg gat gat        384
Tyr Tyr Cys Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp           
        115                 120                 125                       

cat tgg ggc caa ggc acc ctg gtg acg gtt agc tca gcc tcc acc aag        432
His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys           
    130                 135                 140                           

ggt cca tcg gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct ggg        480
Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly           
145                 150                 155                 160           

ggc aca gcg gcc ctg ggc tgc ctg gtc aag gac tac ttc ccc gaa ccg        528
Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro           
                165                 170                 175               

gtg acg gtg tcg tgg aac tca ggc gcc ctg acc agc ggc gtg cac acc        576
Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr           
            180                 185                 190                   

ttc ccg gct gtc cta cag tcc tca gga ctc tac tcc ctc agc agc gtg        624
Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val           
        195                 200                 205                       

gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc aac        672
Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn           
    210                 215                 220                           

gtg aat cac aag ccc agc aac acc aag gtg gac aag aga gtt gag ccc        720
Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro           
225                 230                 235                 240           

aaa tct tgt gac aaa act cac aca tgc cca ccg tgc cca gca cct gaa        768
Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu           
                245                 250                 255               

ctc ctg ggg gga ccg tca gtc ttc ctc ttc ccc cca aaa ccc aag gac        816
Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp           
            260                 265                 270                   

acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gtg gac        864
Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp           
        275                 280                 285                       

gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac ggc        912
Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly           
    290                 295                 300                           

gtg gag gtg cat aat gcc aag aca aag ccg cgg gag gag cag tac aac        960
Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn           
305                 310                 315                 320           

agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac tgg       1008
Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp           
                325                 330                 335               

ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc cca       1056
Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro           
            340                 345                 350                   

gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggg cag ccc cga gaa       1104
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Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu           
        355                 360                 365                       

cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag aac       1152
Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn           
    370                 375                 380                           

cag gtc agc ctg acc tgc ctg gtc aaa ggc ttc tat ccc agc gac atc       1200
Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile           
385                 390                 395                 400           

gcc gtg gag tgg gag agc aat ggg cag ccg gag aac aac tac aag acc       1248
Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr           
                405                 410                 415               

acg cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc aag       1296
Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys           
            420                 425                 430                   

ctc acc gtg gac aag agc agg tgg cag cag ggg aac gtc ttc tca tgc       1344
Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys           
        435                 440                 445                       

tcc gtg atg cat gag gct ctg cac aac cac tac acg cag aag agc ctc       1392
Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu           
    450                 455                 460                           

tcc ctg tct ccg ggt aaa tga                                           1413
Ser Leu Ser Pro Gly Lys                                                   
465                 470                                                   

<210>  49
<211>  470
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  49

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1               5                   10                  15      

Val Leu Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
            20                  25                  30          

Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe 
        35                  40                  45              

Thr Asn Tyr Trp Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu 
    50                  55                  60                  

Glu Trp Met Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser 
65                  70                  75                  80  

Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser 
                85                  90                  95      

Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met 
            100                 105                 110         
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Tyr Tyr Cys Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp 
        115                 120                 125             

His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys 
    130                 135                 140                 

Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly 
145                 150                 155                 160 

Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro 
                165                 170                 175     

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr 
            180                 185                 190         

Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val 
        195                 200                 205             

Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn 
    210                 215                 220                 

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro 
225                 230                 235                 240 

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu 
                245                 250                 255     

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp 
            260                 265                 270         

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp 
        275                 280                 285             

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly 
    290                 295                 300                 

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn 
305                 310                 315                 320 

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp 
                325                 330                 335     

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro 
            340                 345                 350         

Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu 
        355                 360                 365             

Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn 
    370                 375                 380                 
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Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile 
385                 390                 395                 400 

Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr 
                405                 410                 415     

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys 
            420                 425                 430         

Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys 
        435                 440                 445             

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu 
    450                 455                 460                 

Ser Leu Ser Pro Gly Lys 
465                 470 

<210>  50
<211>  1401
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07692, MOR07923, MOR07924, MOR07925 and MOR07926 heavy chain

<220>
<221>  CDS
<222>  (1)..(1401)

<400>  50
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg         48
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp           
1               5                   10                  15                

gtc ctg tcc cag gtg caa ttg gtg gaa agc ggc ggc ggc ctg gtg caa         96
Val Leu Ser Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln           
            20                  25                  30                    

ccg ggc ggc agc ctg cgt ctg agc tgc gcg gcc tcc gga ttt acc ttt        144
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe           
        35                  40                  45                        

aat tct tat tct atg tct tgg gtg cgc caa gcc cct ggg aag ggt ctc        192
Asn Ser Tyr Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu           
    50                  55                  60                            

gag tgg gtg agc tat atc tct tct cgt tct agc act acc tat tat gcg        240
Glu Trp Val Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala           
65                  70                  75                  80            

gat agc gtg aaa ggc cgt ttt acc att tca cgt gat aat tcg aaa aac        288
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn           
                85                  90                  95                

acc ctg tat ctg caa atg aac agc ctg cgt gcg gaa gat acg gcc gtg        336
Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val           
            100                 105                 110                   
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tat tat tgc gcg cgt ggt tat ttt cat ggt atg gat tat tgg ggc caa        384
Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln           
        115                 120                 125                       

ggc acc ctg gtg acg gtt agc tca gcc tcc acc aag ggt cca tcg gtc        432
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val           
    130                 135                 140                           

ttc ccc ctg gca ccc tcc tcc aag agc acc tct ggg ggc aca gcg gcc        480
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala           
145                 150                 155                 160           

ctg ggc tgc ctg gtc aag gac tac ttc ccc gaa ccg gtg acg gtg tcg        528
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser           
                165                 170                 175               

tgg aac tca ggc gcc ctg acc agc ggc gtg cac acc ttc ccg gct gtc        576
Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val           
            180                 185                 190                   

cta cag tcc tca gga ctc tac tcc ctc agc agc gtg gtg acc gtg ccc        624
Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro           
        195                 200                 205                       

tcc agc agc ttg ggc acc cag acc tac atc tgc aac gtg aat cac aag        672
Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys           
    210                 215                 220                           

ccc agc aac acc aag gtg gac aag aga gtt gag ccc aaa tct tgt gac        720
Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp           
225                 230                 235                 240           

aaa act cac aca tgc cca ccg tgc cca gca cct gaa ctc ctg ggg gga        768
Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly           
                245                 250                 255               

ccg tca gtc ttc ctc ttc ccc cca aaa ccc aag gac acc ctc atg atc        816
Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile           
            260                 265                 270                   

tcc cgg acc cct gag gtc aca tgc gtg gtg gtg gac gtg agc cac gaa        864
Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu           
        275                 280                 285                       

gac cct gag gtc aag ttc aac tgg tac gtg gac ggc gtg gag gtg cat        912
Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His           
    290                 295                 300                           

aat gcc aag aca aag ccg cgg gag gag cag tac aac agc acg tac cgg        960
Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg           
305                 310                 315                 320           

gtg gtc agc gtc ctc acc gtc ctg cac cag gac tgg ctg aat ggc aag       1008
Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys           
                325                 330                 335               

gag tac aag tgc aag gtc tcc aac aaa gcc ctc cca gcc ccc atc gag       1056
Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu           
            340                 345                 350                   

aaa acc atc tcc aaa gcc aaa ggg cag ccc cga gaa cca cag gtg tac       1104
Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr           
        355                 360                 365                       

acc ctg ccc cca tcc cgg gag gag atg acc aag aac cag gtc agc ctg       1152
Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu           
    370                 375                 380                           
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acc tgc ctg gtc aaa ggc ttc tat ccc agc gac atc gcc gtg gag tgg       1200
Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp           
385                 390                 395                 400           

gag agc aat ggg cag ccg gag aac aac tac aag acc acg cct ccc gtg       1248
Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val           
                405                 410                 415               

ctg gac tcc gac ggc tcc ttc ttc ctc tac agc aag ctc acc gtg gac       1296
Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp           
            420                 425                 430                   

aag agc agg tgg cag cag ggg aac gtc ttc tca tgc tcc gtg atg cat       1344
Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His           
        435                 440                 445                       

gag gct ctg cac aac cac tac acg cag aag agc ctc tcc ctg tct ccg       1392
Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro           
    450                 455                 460                           

ggt aaa tga                                                           1401
Gly Lys                                                                   
465                                                                       

<210>  51
<211>  466
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  51

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1               5                   10                  15      

Val Leu Ser Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln 
            20                  25                  30          

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
        35                  40                  45              

Asn Ser Tyr Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu 
    50                  55                  60                  

Glu Trp Val Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala 
65                  70                  75                  80  

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn 
                85                  90                  95      

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 
            100                 105                 110         

Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln 
        115                 120                 125             

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val 
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    130                 135                 140                 

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala 
145                 150                 155                 160 

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser 
                165                 170                 175     

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val 
            180                 185                 190         

Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro 
        195                 200                 205             

Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys 
    210                 215                 220                 

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp 
225                 230                 235                 240 

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly 
                245                 250                 255     

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile 
            260                 265                 270         

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu 
        275                 280                 285             

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His 
    290                 295                 300                 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 
305                 310                 315                 320 

Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys 
                325                 330                 335     

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
            340                 345                 350         

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr 
        355                 360                 365             

Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu 
    370                 375                 380                 

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp 
385                 390                 395                 400 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
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                405                 410                 415     

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
            420                 425                 430         

Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His 
        435                 440                 445             

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro 
    450                 455                 460                 

Gly Lys 
465     

<210>  52
<211>  702
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07919 light chain

<220>
<221>  CDS
<222>  (1)..(702)

<400>  52
atg gcc tgg gct ctg ctg ctc ctc acc ctc ctc act cag ggc aca gga         48
Met Ala Trp Ala Leu Leu Leu Leu Thr Leu Leu Thr Gln Gly Thr Gly           
1               5                   10                  15                

tcc tgg gct gat atc gaa ctg acc cag ccg cct tca gtg agc gtt gca         96
Ser Trp Ala Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala           
            20                  25                  30                    

cca ggt cag acc gcg cgt atc tcg tgt agc ggc gat tct ctt ggt tct        144
Pro Gly Gln Thr Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser           
        35                  40                  45                        

aag tat gtt cat tgg tac cag cag aaa ccc ggg cag gcg cca gtt ctt        192
Lys Tyr Val His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu           
    50                  55                  60                            

gtg att tat cgt gat aat aag cgt ccc tca ggc atc ccg gaa cgc ttt        240
Val Ile Tyr Arg Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe           
65                  70                  75                  80            

agc gga tcc aac agc ggc aac acc gcg acc ctg acc att agc ggc act        288
Ser Gly Ser Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr           
                85                  90                  95                

cag gcg gaa gac gaa gcg gat tat tat tgc cag tct tat gat gct act        336
Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr           
            100                 105                 110                   

gag ttt act tat gtg ttt ggc ggc ggc acg aag tta acc gtc cta ggt        384
Glu Phe Thr Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly           
        115                 120                 125                       

cag ccc aag gct gcc ccc tcg gtc act ctg ttc ccg ccc tcc tct gag        432
Gln Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu           
    130                 135                 140                           
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gag ctt caa gcc aac aag gcc aca ctg gtg tgt ctc ata agt gac ttc        480
Glu Leu Gln Ala Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe           
145                 150                 155                 160           

tac ccg gga gcc gtg aca gtg gcc tgg aag gca gat agc agc ccc gtc        528
Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val           
                165                 170                 175               

aag gcg gga gtg gag acc acc aca ccc tcc aaa caa agc aac aac aag        576
Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys Gln Ser Asn Asn Lys           
            180                 185                 190                   

tac gcg gcc agc agc tat ctg agc ctg acg cct gag cag tgg aag tcc        624
Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser           
        195                 200                 205                       

cac aga agc tac agc tgc cag gtc acg cat gaa ggg agc acc gtg gag        672
His Arg Ser Tyr Ser Cys Gln Val Thr His Glu Gly Ser Thr Val Glu           
    210                 215                 220                           

aag aca gtg gcc cct aca gaa tgt tca tag                                702
Lys Thr Val Ala Pro Thr Glu Cys Ser                                       
225                 230                                                   

<210>  53
<211>  233
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  53

Met Ala Trp Ala Leu Leu Leu Leu Thr Leu Leu Thr Gln Gly Thr Gly 
1               5                   10                  15      

Ser Trp Ala Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala 
            20                  25                  30          

Pro Gly Gln Thr Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser 
        35                  40                  45              

Lys Tyr Val His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu 
    50                  55                  60                  

Val Ile Tyr Arg Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe 
65                  70                  75                  80  

Ser Gly Ser Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr 
                85                  90                  95      

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr 
            100                 105                 110         

Glu Phe Thr Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
        115                 120                 125             
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Gln Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu 
    130                 135                 140                 

Glu Leu Gln Ala Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe 
145                 150                 155                 160 

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val 
                165                 170                 175     

Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys Gln Ser Asn Asn Lys 
            180                 185                 190         

Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser 
        195                 200                 205             

His Arg Ser Tyr Ser Cys Gln Val Thr His Glu Gly Ser Thr Val Glu 
    210                 215                 220                 

Lys Thr Val Ala Pro Thr Glu Cys Ser 
225                 230             

<210>  54
<211>  708
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07692 light chain

<220>
<221>  CDS
<222>  (1)..(708)

<400>  54
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tct         48
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser           
1               5                   10                  15                

ggt gcc tac ggg gat atc gtg ctg acc cag agc ccg gcg acc ctg agc         96
Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser           
            20                  25                  30                    

ctg tct ccg ggc gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct        144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser           
        35                  40                  45                        

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca        192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala           
    50                  55                  60                            

ccg cgt cta tta att tat ggt gct tct aat cgt gca act ggg gtc ccg        240
Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro           
65                  70                  75                  80            

gcg cgt ttt agc ggc tct gga tcc ggc acg gat ttt acc ctg acc att        288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile           
                85                  90                  95                

agc agc ctg gaa cct gaa gac ttt gcg act tat tat tgc cag cag tat        336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr           
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            100                 105                 110                   

tat aat atg cct tat acc ttt ggc cag ggt acg aaa gtt gaa att aaa        384
Tyr Asn Met Pro Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys           
        115                 120                 125                       

cgt acg gtg gct gca cca tct gtc ttc atc ttc ccg cca tct gat gag        432
Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu           
    130                 135                 140                           

cag ttg aaa tct gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc        480
Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe           
145                 150                 155                 160           

tat ccc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa        528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln           
                165                 170                 175               

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc        576
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser           
            180                 185                 190                   

acc tac agc ctc agc agc acc ctg acg ctg agc aaa gca gac tac gag        624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu           
        195                 200                 205                       

aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg        672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser           
    210                 215                 220                           

ccc gtc aca aag agc ttc aac agg gga gag tgt tag                        708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys                               
225                 230                 235                               

<210>  55
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  55

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      
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Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr 
            100                 105                 110         

Tyr Asn Met Pro Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  56
<211>  708
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07923 light chain

<220>
<221>  CDS
<222>  (1)..(708)

<400>  56
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tct         48
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser           
1               5                   10                  15                

ggt gcc tac ggg gat atc gtg ctg acc cag agc ccg gcg acc ctg agc         96
Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser           
            20                  25                  30                    

ctg tct ccg ggc gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct        144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser           
        35                  40                  45                        

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca        192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala           
    50                  55                  60                            

ccg cgt cta tta att tat ggt gct tct aat cgt gca act ggg gtc ccg        240
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Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro           
65                  70                  75                  80            

gcg cgt ttt agc ggc tct gga tcc ggc acg gat ttt acc ctg acc att        288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile           
                85                  90                  95                

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tgc ttt cag tat        336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr           
            100                 105                 110                   

ctt att gtt cct ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa        384
Leu Ile Val Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys           
        115                 120                 125                       

cgt acg gtg gct gca cca tct gtc ttc atc ttc ccg cca tct gat gag        432
Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu           
    130                 135                 140                           

cag ttg aaa tct gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc        480
Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe           
145                 150                 155                 160           

tat ccc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa        528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln           
                165                 170                 175               

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc        576
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser           
            180                 185                 190                   

acc tac agc ctc agc agc acc ctg acg ctg agc aaa gca gac tac gag        624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu           
        195                 200                 205                       

aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg        672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser           
    210                 215                 220                           

ccc gtc aca aag agc ttc aac agg gga gag tgt tag                        708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys                               
225                 230                 235                               

<210>  57
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  57

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  
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Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr 
            100                 105                 110         

Leu Ile Val Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  58
<211>  708
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07924 light chain

<220>
<221>  CDS
<222>  (1)..(708)

<400>  58
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tct         48
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser           
1               5                   10                  15                

ggt gcc tac ggg gat atc gtg ctg acc cag agc ccg gcg acc ctg agc         96
Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser           
            20                  25                  30                    
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ctg tct ccg ggc gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct        144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser           
        35                  40                  45                        

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca        192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala           
    50                  55                  60                            

ccg cgt cta tta att tat ggt gct tct aat cgt gca act ggg gtc ccg        240
Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro           
65                  70                  75                  80            

gcg cgt ttt agc ggc tct gga tcc ggc acg gat ttt acc ctg acc att        288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile           
                85                  90                  95                

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tgc cag cag tat        336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr           
            100                 105                 110                   

aat att aat cct ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa        384
Asn Ile Asn Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys           
        115                 120                 125                       

cgt acg gtg gct gca cca tct gtc ttc atc ttc ccg cca tct gat gag        432
Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu           
    130                 135                 140                           

cag ttg aaa tct gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc        480
Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe           
145                 150                 155                 160           

tat ccc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa        528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln           
                165                 170                 175               

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc        576
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser           
            180                 185                 190                   

acc tac agc ctc agc agc acc ctg acg ctg agc aaa gca gac tac gag        624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu           
        195                 200                 205                       

aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg        672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser           
    210                 215                 220                           

ccc gtc aca aag agc ttc aac agg gga gag tgt tag                        708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys                               
225                 230                 235                               

<210>  59
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  59

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
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            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr 
            100                 105                 110         

Asn Ile Asn Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  60
<211>  708
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07925 light chain

<220>
<221>  CDS
<222>  (1)..(708)
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<400>  60
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tct         48
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser           
1               5                   10                  15                

ggt gcc tac ggg gat atc gtg ctg acc cag agc ccg gcg acc ctg agc         96
Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser           
            20                  25                  30                    

ctg tct ccg ggc gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct        144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser           
        35                  40                  45                        

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca        192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala           
    50                  55                  60                            

ccg cgt cta tta att tat ggt gct tct aat cgt gca act ggg gtc ccg        240
Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro           
65                  70                  75                  80            

gcg cgt ttt agc ggc tct gga tcc ggc acg gat ttt acc ctg acc att        288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile           
                85                  90                  95                

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tgc ctt cag tat        336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr           
            100                 105                 110                   

ttt aat cct cct cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa        384
Phe Asn Pro Pro His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys           
        115                 120                 125                       

cgt acg gtg gct gca cca tct gtc ttc atc ttc ccg cca tct gat gag        432
Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu           
    130                 135                 140                           

cag ttg aaa tct gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc        480
Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe           
145                 150                 155                 160           

tat ccc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa        528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln           
                165                 170                 175               

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc        576
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser           
            180                 185                 190                   

acc tac agc ctc agc agc acc ctg acg ctg agc aaa gca gac tac gag        624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu           
        195                 200                 205                       

aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg        672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser           
    210                 215                 220                           

ccc gtc aca aag agc ttc aac agg gga gag tgt tag                        708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys                               
225                 230                 235                               

<210>  61
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
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<223>  Synthetic Construct

<400>  61

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr 
            100                 105                 110         

Phe Asn Pro Pro His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  62
<211>  708
<212>  DNA
<213>  Artificial Sequence
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<220>
<223>  MOR07926 light chain

<220>
<221>  CDS
<222>  (1)..(708)

<400>  62
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tct         48
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser           
1               5                   10                  15                

ggt gcc tac ggg gat atc gtg ctg acc cag agc ccg gcg acc ctg agc         96
Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser           
            20                  25                  30                    

ctg tct ccg ggc gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct        144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser           
        35                  40                  45                        

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca        192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala           
    50                  55                  60                            

ccg cgt cta tta att tat ggt gct tct aat cgt gca act ggg gtc ccg        240
Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro           
65                  70                  75                  80            

gcg cgt ttt agc ggc tct gga tcc ggc acg gat ttt acc ctg acc att        288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile           
                85                  90                  95                

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tgc ttt cag gct        336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala           
            100                 105                 110                   

ctt att atg cct ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa        384
Leu Ile Met Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys           
        115                 120                 125                       

cgt acg gtg gct gca cca tct gtc ttc atc ttc ccg cca tct gat gag        432
Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu           
    130                 135                 140                           

cag ttg aaa tct gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc        480
Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe           
145                 150                 155                 160           

tat ccc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa        528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln           
                165                 170                 175               

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc        576
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser           
            180                 185                 190                   

acc tac agc ctc agc agc acc ctg acg ctg agc aaa gca gac tac gag        624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu           
        195                 200                 205                       

aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg        672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser           
    210                 215                 220                           

ccc gtc aca aag agc ttc aac agg gga gag tgt tag                        708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys                               
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225                 230                 235                               

<210>  63
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  63

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala 
            100                 105                 110         

Leu Ile Met Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 
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Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  64
<211>  1551
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR7919 heavy chain

<220>
<221>  CDS
<222>  (45)..(1457)

<400>  64
taatacgact cactataggg agacccaagc tggctagcgc cacc atg aaa cac ctg        56
                                                 Met Lys His Leu          
                                                 1                        

tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg gtc ctg tcc cag        104
Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp Val Leu Ser Gln           
5                   10                  15                  20            

gtg caa ttg gtt cag agc ggc gcg gaa gtg aaa aaa ccg ggc gaa agc        152
Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Glu Ser           
                25                  30                  35                

ctg aaa att agc tgc aaa ggt tcc gga tat tcc ttt act aat tat tgg        200
Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr Trp           
            40                  45                  50                    

att tct tgg gtg cgc cag atg cct ggg aag ggt ctc gag tgg atg ggc        248
Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met Gly           
        55                  60                  65                        

ttt atc tat ccg gat gat agc tat acc cgt tat tct ccg agc ttt cag        296
Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe Gln           
    70                  75                  80                            

ggc cag gtg acc att agc gcg gat aaa agc att agc acc gcg tat ctt        344
Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu           
85                  90                  95                  100           

caa tgg agc agc ctg aaa gcg agc gat acg gcc atg tat tat tgc gcg        392
Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys Ala           
                105                 110                 115               

cgt ttt tct tat cgt cat tat ctt gat atg gat gat cat tgg ggc caa        440
Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly Gln           
            120                 125                 130                   

ggc acc ctg gtg acg gtt agc tca gcc tcc acc aag ggt cca tcg gtc        488
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val           
        135                 140                 145                       

ttc ccc ctg gca ccc tcc tcc aag agc acc tct ggg ggc aca gcg gcc        536
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala           
    150                 155                 160                           

ctg ggc tgc ctg gtc aag gac tac ttc ccc gaa ccg gtg acg gtg tcg        584
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser           
165                 170                 175                 180           

tgg aac tca ggc gcc ctg acc agc ggc gtg cac acc ttc ccg gct gtc        632
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Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val           
                185                 190                 195               

cta cag tcc tca gga ctc tac tcc ctc agc agc gtg gtg acc gtg ccc        680
Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro           
            200                 205                 210                   

tcc agc agc ttg ggc acc cag acc tac atc tgc aac gtg aat cac aag        728
Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys           
        215                 220                 225                       

ccc agc aac acc aag gtg gac aag aga gtt gag ccc aaa tct tgt gac        776
Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp           
    230                 235                 240                           

aaa act cac aca tgc cca ccg tgc cca gca cct gaa ctc ctg ggg gga        824
Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly           
245                 250                 255                 260           

ccg tca gtc ttc ctc ttc ccc cca aaa ccc aag gac acc ctc atg atc        872
Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile           
                265                 270                 275               

tcc cgg acc cct gag gtc aca tgc gtg gtg gtg gac gtg agc cac gaa        920
Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu           
            280                 285                 290                   

gac cct gag gtc aag ttc aac tgg tac gtg gac ggc gtg gag gtg cat        968
Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His           
        295                 300                 305                       

aat gcc aag aca aag ccg cgg gag gag cag tac aac agc acg tac cgg       1016
Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg           
    310                 315                 320                           

gtg gtc agc gtc ctc acc gtc ctg cac cag gac tgg ctg aat ggc aag       1064
Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys           
325                 330                 335                 340           

gag tac aag tgc aag gtc tcc aac aaa gcc ctc cca gcc ccc atc gag       1112
Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu           
                345                 350                 355               

aaa acc atc tcc aaa gcc aaa ggg cag ccc cga gaa cca cag gtg tac       1160
Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr           
            360                 365                 370                   

acc ctg ccc cca tcc cgg gag gag atg acc aag aac cag gtc agc ctg       1208
Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu           
        375                 380                 385                       

acc tgc ctg gtc aaa ggc ttc tat ccc agc gac atc gcc gtg gag tgg       1256
Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp           
    390                 395                 400                           

gag agc aat ggg cag ccg gag aac aac tac aag acc acg cct ccc gtg       1304
Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val           
405                 410                 415                 420           

ctg gac tcc gac ggc tcc ttc ttc ctc tac agc aag ctc acc gtg gac       1352
Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp           
                425                 430                 435               

aag agc agg tgg cag cag ggg aac gtc ttc tca tgc tcc gtg atg cat       1400
Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His           
            440                 445                 450                   

gag gct ctg cac aac cac tac acg cag aag agc ctc tcc ctg tct ccg       1448
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Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro           
        455                 460                 465                       

ggt aaa tga gggcccgttt aaacgggtgg catccctgtg acccctcccc               1497
Gly Lys                                                                   
    470                                                                   

agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg tcct           1551

<210>  65
<211>  470
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  65

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1               5                   10                  15      

Val Leu Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
            20                  25                  30          

Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe 
        35                  40                  45              

Thr Asn Tyr Trp Ile Ser Trp Val Arg Gln Met Pro Gly Lys Gly Leu 
    50                  55                  60                  

Glu Trp Met Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser 
65                  70                  75                  80  

Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser 
                85                  90                  95      

Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met 
            100                 105                 110         

Tyr Tyr Cys Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp 
        115                 120                 125             

His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys 
    130                 135                 140                 

Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly 
145                 150                 155                 160 

Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro 
                165                 170                 175     

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr 
            180                 185                 190         
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Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val 
        195                 200                 205             

Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn 
    210                 215                 220                 

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro 
225                 230                 235                 240 

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu 
                245                 250                 255     

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp 
            260                 265                 270         

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp 
        275                 280                 285             

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly 
    290                 295                 300                 

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn 
305                 310                 315                 320 

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp 
                325                 330                 335     

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro 
            340                 345                 350         

Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu 
        355                 360                 365             

Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn 
    370                 375                 380                 

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile 
385                 390                 395                 400 

Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr 
                405                 410                 415     

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys 
            420                 425                 430         

Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys 
        435                 440                 445             

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu 
    450                 455                 460                 
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Ser Leu Ser Pro Gly Lys 
465                 470 

<210>  66
<211>  1539
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR7692, MOR7923, MOR7924, MOR7925 and MOR7926 heavy chain

<220>
<221>  CDS
<222>  (45)..(1445)

<400>  66
taatacgact cactataggg agacccaagc tggctagcgc cacc atg aaa cac ctg        56
                                                 Met Lys His Leu          
                                                 1                        

tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg gtc ctg tcc cag        104
Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp Val Leu Ser Gln           
5                   10                  15                  20            

gtg caa ttg gtg gaa agc ggc ggc ggc ctg gtg caa ccg ggc ggc agc        152
Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser           
                25                  30                  35                

ctg cgt ctg agc tgc gcg gcc tcc gga ttt acc ttt aat tct tat tct        200
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Ser Tyr Ser           
            40                  45                  50                    

atg tct tgg gtg cgc caa gcc cct ggg aag ggt ctc gag tgg gtg agc        248
Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser           
        55                  60                  65                        

tat atc tct tct cgt tct agc act acc tat tat gcg gat agc gtg aaa        296
Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val Lys           
    70                  75                  80                            

ggc cgt ttt acc att tca cgt gat aat tcg aaa aac acc ctg tat ctg        344
Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu           
85                  90                  95                  100           

caa atg aac agc ctg cgt gcg gaa gat acg gcc gtg tat tat tgc gcg        392
Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala           
                105                 110                 115               

cgt ggt tat ttt cat ggt atg gat tat tgg ggc caa ggc acc ctg gtg        440
Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln Gly Thr Leu Val           
            120                 125                 130                   

acg gtt agc tca gcc tcc acc aag ggt cca tcg gtc ttc ccc ctg gca        488
Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala           
        135                 140                 145                       

ccc tcc tcc aag agc acc tct ggg ggc aca gcg gcc ctg ggc tgc ctg        536
Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu           
    150                 155                 160                           

gtc aag gac tac ttc ccc gaa ccg gtg acg gtg tcg tgg aac tca ggc        584
Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly           
165                 170                 175                 180           

gcc ctg acc agc ggc gtg cac acc ttc ccg gct gtc cta cag tcc tca        632
Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser           
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                185                 190                 195               

gga ctc tac tcc ctc agc agc gtg gtg acc gtg ccc tcc agc agc ttg        680
Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu           
            200                 205                 210                   

ggc acc cag acc tac atc tgc aac gtg aat cac aag ccc agc aac acc        728
Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr           
        215                 220                 225                       

aag gtg gac aag aga gtt gag ccc aaa tct tgt gac aaa act cac aca        776
Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr           
    230                 235                 240                           

tgc cca ccg tgc cca gca cct gaa ctc ctg ggg gga ccg tca gtc ttc        824
Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe           
245                 250                 255                 260           

ctc ttc ccc cca aaa ccc aag gac acc ctc atg atc tcc cgg acc cct        872
Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro           
                265                 270                 275               

gag gtc aca tgc gtg gtg gtg gac gtg agc cac gaa gac cct gag gtc        920
Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val           
            280                 285                 290                   

aag ttc aac tgg tac gtg gac ggc gtg gag gtg cat aat gcc aag aca        968
Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr           
        295                 300                 305                       

aag ccg cgg gag gag cag tac aac agc acg tac cgg gtg gtc agc gtc       1016
Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val           
    310                 315                 320                           

ctc acc gtc ctg cac cag gac tgg ctg aat ggc aag gag tac aag tgc       1064
Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys           
325                 330                 335                 340           

aag gtc tcc aac aaa gcc ctc cca gcc ccc atc gag aaa acc atc tcc       1112
Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser           
                345                 350                 355               

aaa gcc aaa ggg cag ccc cga gaa cca cag gtg tac acc ctg ccc cca       1160
Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro           
            360                 365                 370                   

tcc cgg gag gag atg acc aag aac cag gtc agc ctg acc tgc ctg gtc       1208
Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val           
        375                 380                 385                       

aaa ggc ttc tat ccc agc gac atc gcc gtg gag tgg gag agc aat ggg       1256
Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly           
    390                 395                 400                           

cag ccg gag aac aac tac aag acc acg cct ccc gtg ctg gac tcc gac       1304
Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp           
405                 410                 415                 420           

ggc tcc ttc ttc ctc tac agc aag ctc acc gtg gac aag agc agg tgg       1352
Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp           
                425                 430                 435               

cag cag ggg aac gtc ttc tca tgc tcc gtg atg cat gag gct ctg cac       1400
Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His           
            440                 445                 450                   

aac cac tac acg cag aag agc ctc tcc ctg tct ccg ggt aaa tga           1445
Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys                   
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        455                 460                 465                       

gggcccgttt aaacgggtgg catccctgtg acccctcccc agtgcctctc ctggccctgg     1505

aagttgccac tccagtgccc accagccttg tcct                                 1539

<210>  67
<211>  466
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  67

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1               5                   10                  15      

Val Leu Ser Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln 
            20                  25                  30          

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
        35                  40                  45              

Asn Ser Tyr Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu 
    50                  55                  60                  

Glu Trp Val Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala 
65                  70                  75                  80  

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn 
                85                  90                  95      

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 
            100                 105                 110         

Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln 
        115                 120                 125             

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val 
    130                 135                 140                 

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala 
145                 150                 155                 160 

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser 
                165                 170                 175     

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val 
            180                 185                 190         

Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro 
        195                 200                 205             

Page 76

bhang
Rectangle



SG2562A Sequence listing as filed.TXT

Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys 
    210                 215                 220                 

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp 
225                 230                 235                 240 

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly 
                245                 250                 255     

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile 
            260                 265                 270         

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu 
        275                 280                 285             

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His 
    290                 295                 300                 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 
305                 310                 315                 320 

Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys 
                325                 330                 335     

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
            340                 345                 350         

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr 
        355                 360                 365             

Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu 
    370                 375                 380                 

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp 
385                 390                 395                 400 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
                405                 410                 415     

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
            420                 425                 430         

Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His 
        435                 440                 445             

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro 
    450                 455                 460                 

Gly Lys 
465     
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<210>  68
<211>  840
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07919 lambda light chain

<220>
<221>  CDS
<222>  (45)..(746)

<400>  68
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gcc tgg gct        56
                                                 Met Ala Trp Ala          
                                                 1                        

ctg ctg ctc ctc acc ctc ctc act cag ggc aca gga tcc tgg gct gat        104
Leu Leu Leu Leu Thr Leu Leu Thr Gln Gly Thr Gly Ser Trp Ala Asp           
5                   10                  15                  20            

atc gaa ctg acc cag ccg cct tca gtg agc gtt gca cca ggt cag acc        152
Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Gln Thr           
                25                  30                  35                

gcg cgt atc tcg tgt agc ggc gat tct ctt ggt tct aag tat gtt cat        200
Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val His           
            40                  45                  50                    

tgg tac cag cag aaa ccc ggg cag gcg cca gtt ctt gtg att tat cgt        248
Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Ile Tyr Arg           
        55                  60                  65                        

gat aat aag cgt ccc tca ggc atc ccg gaa cgc ttt agc gga tcc aac        296
Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser Asn           
    70                  75                  80                            

agc ggc aac acc gcg acc ctg acc att agc ggc act cag gcg gaa gac        344
Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr Gln Ala Glu Asp           
85                  90                  95                  100           

gaa gcg gat tat tat tgc cag tct tat gat gct act gag ttt act tat        392
Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr Glu Phe Thr Tyr           
                105                 110                 115               

gtg ttt ggc ggc ggc acg aag tta acc gtc cta ggt cag ccc aag gct        440
Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gln Pro Lys Ala           
            120                 125                 130                   

gcc ccc tcg gtc act ctg ttc ccg ccc tcc tct gag gag ctt caa gcc        488
Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu Glu Leu Gln Ala           
        135                 140                 145                       

aac aag gcc aca ctg gtg tgt ctc ata agt gac ttc tac ccg gga gcc        536
Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe Tyr Pro Gly Ala           
    150                 155                 160                           

gtg aca gtg gcc tgg aag gca gat agc agc ccc gtc aag gcg gga gtg        584
Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val Lys Ala Gly Val           
165                 170                 175                 180           

gag acc acc aca ccc tcc aaa caa agc aac aac aag tac gcg gcc agc        632
Glu Thr Thr Thr Pro Ser Lys Gln Ser Asn Asn Lys Tyr Ala Ala Ser           
                185                 190                 195               

agc tat ctg agc ctg acg cct gag cag tgg aag tcc cac aga agc tac        680
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Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser His Arg Ser Tyr           
            200                 205                 210                   

agc tgc cag gtc acg cat gaa ggg agc acc gtg gag aag aca gtg gcc        728
Ser Cys Gln Val Thr His Glu Gly Ser Thr Val Glu Lys Thr Val Ala           
        215                 220                 225                       

cct aca gaa tgt tca tag gggcccgttt aaacgggtgg catccctgtg               776
Pro Thr Glu Cys Ser                                                       
    230                                                                   

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      836

tcct                                                                   840

<210>  69
<211>  233
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  69

Met Ala Trp Ala Leu Leu Leu Leu Thr Leu Leu Thr Gln Gly Thr Gly 
1               5                   10                  15      

Ser Trp Ala Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala 
            20                  25                  30          

Pro Gly Gln Thr Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser 
        35                  40                  45              

Lys Tyr Val His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu 
    50                  55                  60                  

Val Ile Tyr Arg Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe 
65                  70                  75                  80  

Ser Gly Ser Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr 
                85                  90                  95      

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr 
            100                 105                 110         

Glu Phe Thr Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
        115                 120                 125             

Gln Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu 
    130                 135                 140                 

Glu Leu Gln Ala Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe 
145                 150                 155                 160 

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val 
                165                 170                 175     
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Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys Gln Ser Asn Asn Lys 
            180                 185                 190         

Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser 
        195                 200                 205             

His Arg Ser Tyr Ser Cys Gln Val Thr His Glu Gly Ser Thr Val Glu 
    210                 215                 220                 

Lys Thr Val Ala Pro Thr Glu Cys Ser 
225                 230             

<210>  70
<211>  846
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07692 kappa light chain

<220>
<221>  CDS
<222>  (45)..(752)

<400>  70
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag        56
                                                 Met Val Leu Gln          
                                                 1                        

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg        104
Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly           
5                   10                  15                  20            

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc        152
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
                25                  30                  35                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat        200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            40                  45                  50                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        55                  60                  65                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    70                  75                  80                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
85                  90                  95                  100           

cct gaa gac ttt gcg act tat tat tgc cag cag tat tat aat atg cct        392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Tyr Asn Met Pro           
                105                 110                 115               

tat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct        440
Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala           
            120                 125                 130                   
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gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct        488
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser           
        135                 140                 145                       

gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag        536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu           
    150                 155                 160                           

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa tcg ggt aac tcc        584
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser           
165                 170                 175                 180           

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc        632
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu           
                185                 190                 195               

agc agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc        680
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val           
            200                 205                 210                   

tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg ccc gtc aca aag        728
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys           
        215                 220                 225                       

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg       782
Ser Phe Asn Arg Gly Glu Cys                                               
    230                 235                                               

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      842

tcct                                                                   846

<210>  71
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  71

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr 
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            100                 105                 110         

Tyr Asn Met Pro Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  72
<211>  846
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07923 kappa light chain

<220>
<221>  CDS
<222>  (45)..(752)

<400>  72
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag        56
                                                 Met Val Leu Gln          
                                                 1                        

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg        104
Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly           
5                   10                  15                  20            

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc        152
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
                25                  30                  35                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat        200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            40                  45                  50                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        55                  60                  65                        
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att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    70                  75                  80                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
85                  90                  95                  100           

cct gaa gac ttt gcg acc tat tat tgc ttt cag tat ctt att gtt cct        392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr Leu Ile Val Pro           
                105                 110                 115               

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct        440
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala           
            120                 125                 130                   

gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct        488
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser           
        135                 140                 145                       

gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag        536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu           
    150                 155                 160                           

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa tcg ggt aac tcc        584
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser           
165                 170                 175                 180           

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc        632
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu           
                185                 190                 195               

agc agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc        680
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val           
            200                 205                 210                   

tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg ccc gtc aca aag        728
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys           
        215                 220                 225                       

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg       782
Ser Phe Asn Arg Gly Glu Cys                                               
    230                 235                                               

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      842

tcct                                                                   846

<210>  73
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  73

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          
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Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Tyr 
            100                 105                 110         

Leu Ile Val Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  74
<211>  846
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07924 kappa light chain

<220>
<221>  CDS
<222>  (45)..(752)

<400>  74
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag        56
                                                 Met Val Leu Gln          
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                                                 1                        

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg        104
Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly           
5                   10                  15                  20            

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc        152
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
                25                  30                  35                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat        200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            40                  45                  50                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        55                  60                  65                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    70                  75                  80                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
85                  90                  95                  100           

cct gaa gac ttt gcg acc tat tat tgc cag cag tat aat att aat cct        392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ile Asn Pro           
                105                 110                 115               

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct        440
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala           
            120                 125                 130                   

gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct        488
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser           
        135                 140                 145                       

gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag        536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu           
    150                 155                 160                           

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa tcg ggt aac tcc        584
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser           
165                 170                 175                 180           

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc        632
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu           
                185                 190                 195               

agc agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc        680
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val           
            200                 205                 210                   

tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg ccc gtc aca aag        728
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys           
        215                 220                 225                       

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg       782
Ser Phe Asn Arg Gly Glu Cys                                               
    230                 235                                               

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      842

tcct                                                                   846

<210>  75
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<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  75

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr 
            100                 105                 110         

Asn Ile Asn Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 
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<210>  76
<211>  846
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07925 kappa light chain

<220>
<221>  CDS
<222>  (45)..(752)

<400>  76
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag        56
                                                 Met Val Leu Gln          
                                                 1                        

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg        104
Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly           
5                   10                  15                  20            

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc        152
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
                25                  30                  35                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat        200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            40                  45                  50                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        55                  60                  65                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    70                  75                  80                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
85                  90                  95                  100           

cct gaa gac ttt gcg acc tat tat tgc ctt cag tat ttt aat cct cct        392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr Phe Asn Pro Pro           
                105                 110                 115               

cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct        440
His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala           
            120                 125                 130                   

gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct        488
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser           
        135                 140                 145                       

gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag        536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu           
    150                 155                 160                           

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa tcg ggt aac tcc        584
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser           
165                 170                 175                 180           

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc        632
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu           
                185                 190                 195               

agc agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc        680
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Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val           
            200                 205                 210                   

tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg ccc gtc aca aag        728
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys           
        215                 220                 225                       

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg       782
Ser Phe Asn Arg Gly Glu Cys                                               
    230                 235                                               

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      842

tcct                                                                   846

<210>  77
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  77

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gln Tyr 
            100                 105                 110         

Phe Asn Pro Pro His Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     
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Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  78
<211>  846
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  MOR07926 kappa light chain

<220>
<221>  CDS
<222>  (45)..(752)

<400>  78
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag        56
                                                 Met Val Leu Gln          
                                                 1                        

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg        104
Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly           
5                   10                  15                  20            

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc        152
Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly           
                25                  30                  35                

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct ttt gat        200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp           
            40                  45                  50                    

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta        248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu           
        55                  60                  65                        

att tat ggt gct tct aat cgt gca act ggg gtc ccg gcg cgt ttt agc        296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser           
    70                  75                  80                            

ggc tct gga tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa        344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu           
85                  90                  95                  100           

cct gaa gac ttt gcg acc tat tat tgc ttt cag gct ctt att atg cct        392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala Leu Ile Met Pro           
                105                 110                 115               

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct        440
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala           
            120                 125                 130                   
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gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct        488
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser           
        135                 140                 145                       

gga act gcc tct gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag        536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu           
    150                 155                 160                           

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa tcg ggt aac tcc        584
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser           
165                 170                 175                 180           

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc        632
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu           
                185                 190                 195               

agc agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc        680
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val           
            200                 205                 210                   

tac gcc tgc gaa gtc acc cat cag ggc ctg agc tcg ccc gtc aca aag        728
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys           
        215                 220                 225                       

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg       782
Ser Phe Asn Arg Gly Glu Cys                                               
    230                 235                                               

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg      842

tcct                                                                   846

<210>  79
<211>  235
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  79

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1               5                   10                  15      

Gly Ala Tyr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser 
            20                  25                  30          

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser 
        35                  40                  45              

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
    50                  55                  60                  

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro 
65                  70                  75                  80  

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
                85                  90                  95      

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala 
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            100                 105                 110         

Leu Ile Met Pro Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
        115                 120                 125             

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu 
    130                 135                 140                 

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145                 150                 155                 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
                165                 170                 175     

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser 
            180                 185                 190         

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
        195                 200                 205             

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 
    210                 215                 220                 

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225                 230                 235 

<210>  80
<211>  127
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Variable heavy chain 3

<220>
<221>  misc_feature
<222>  (30)..(35)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (50)..(66)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (99)..(116)
<223>  Xaa can be any naturally occurring amino acid

<400>  80

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly 
1               5                   10                  15      

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Xaa Xaa Xaa 
            20                  25                  30          
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Xaa Xaa Xaa Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 
        35                  40                  45              

Ser Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
    50                  55                  60                  

Xaa Xaa Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65                  70                  75                  80  

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
                85                  90                  95      

Ala Arg Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
            100                 105                 110         

Xaa Xaa Xaa Xaa Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
        115                 120                 125         

<210>  81
<211>  127
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Variable heavy chain 5

<220>
<221>  misc_feature
<222>  (30)..(35)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (50)..(66)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (99)..(116)
<223>  Xaa can be any naturally occurring amino acid

<400>  81

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Glu 
1               5                   10                  15      

Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Xaa Xaa Xaa 
            20                  25                  30          

Xaa Xaa Xaa Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met 
        35                  40                  45              

Gly Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
    50                  55                  60                  

Xaa Xaa Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr 
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65                  70                  75                  80  

Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys 
                85                  90                  95      

Ala Arg Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
            100                 105                 110         

Xaa Xaa Xaa Xaa Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
        115                 120                 125         

<210>  82
<211>  110
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Variable light chain keppa 3

<220>
<221>  misc_feature
<222>  (24)..(35)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (50)..(57)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  VARIANT
<222>  (86)..(86)
<223>  T

<220>
<221>  misc_feature
<222>  (90)..(98)
<223>  Xaa can be any naturally occurring amino acid

<400>  82

Asp Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1               5                   10                  15      

Glu Arg Ala Thr Leu Ser Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
            20                  25                  30          

Xaa Xaa Xaa Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 
        35                  40                  45              

Ile Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Gly Val Pro Ala Arg Phe Ser 
    50                  55                  60                  

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65                  70                  75                  80  

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
                85                  90                  95      
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Xaa Xaa Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr 
            100                 105                 110 

<210>  83
<211>  110
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Variable light chain lambda

<220>
<221>  misc_feature
<222>  (23)..(33)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (45)..(45)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (48)..(55)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (88)..(98)
<223>  Xaa can be any naturally occurring amino acid

<400>  83

Asp Ile Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Gln 
1               5                   10                  15      

Thr Ala Arg Ile Ser Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
            20                  25                  30          

Xaa Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Xaa Val Ile Xaa 
        35                  40                  45              

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr Gln Ala Glu 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
                85                  90                  95      

Xaa Xaa Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gln 
            100                 105                 110 
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