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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 

pMORPH®2 _ 19_ REV 

bhang
Rectangle



28/37 

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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