
SEQUENCE LISTING 

<110> Kyowa Kirin Co., Ltd. 

<120> Bispecific antibody binding to TfR 

<130> W528470 

<150> JP2018-248334 

<151> 2018-12-28 

<160> 117 

<170> Patentln version 3.5 

<210> 1 

<211> 1643 

<212> DNA 

<213> Homo sapiens 

<400> 1 

tggagaatcc tgggggttat gtggcgtata gtaaggctgc aacagttact ggtaaactgg 	60 

tccatgctaa ttttggtact aaaaaagatt ttgaggattt atacactcct gtgaatggat 	120 

ctatagtgat tgtcagagca gggaaaatca cctttgcaga aaaggttgca aatgctgaaa 	180 

gcttaaatgc aattggtgtg ttgatataca tggaccagac taaatttccc attgttaacg 	240 

cagaactttc attattgga catgctcatc tggggacagg tgacccttac acacctggat 	300 

tcccttcctt caatcacact cagtttccac catctcggtc atcaggattg cctaatatac 	360 

ctgtccagac aatctccaga gctgctgcag aaaagctgtt tgggaatatg gaaggagact 	420 

gtccctctga ctggaaaaca gactctacat gtaggatggt aacctcagaa agcaagaatg 	480 

tgaagctcac tgtgagcaat gtgctgaaag agataaaaat tcttaacatc tttggagtta 	540 

ttaaaggctt tgtagaacca gatcactatg ttgtagttgg ggcccagaga gatgcatggg 	600 

gccctggagc tgcaaaatcc ggtgtaggca cagctctcct attgaaactt gcccagatgt 	660 

tctcagatat ggtcttaaaa gatgggtttc agcccagcag aagcattatc tttgccagtt 	720 

ggagtgctgg agactttgga tcggttggtg ccactgaatg gctagaggga tacctttcgt 	780 

ccctgcattt aaaggctttc acttatatta atctggataa agcggttctt ggaaccagca 	840 

acttcaaggt ttctgccagc ccactgttgt atacgcttat tgagaaaaca atgcaaaatg 	900 
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tgaagcatcc ggttactggg caatttctat atcaggacag caactgggcc agcaaagttg 	960 

agaaactcac tttagacaat gctgctttcc ctttccttgc atattctgga atcccagcag 	1020 

tttctttctg tttttgcgag gacacagatt atccttattt gggaaccacc atggacacct 	1080 

ataaggaact gattgagagg attcctgagt tgaacaaagt ggcacgagca gctgcagagg 	1140 

tcgctggtca gttcgtgatt aaactaaccc atgatgttga attgaacctg gactatgaga 	1200 

ggtacaacag ccaactgctt tcatttgtga gggatctgaa ccaatacaga gcagacataa 	1260 

aggaaatggg cctgagttta cagtggctgt attctgctcg tggagacttc ttccgtgcta 	1320 

cttccagact aacaacagat ttcgggaatg ctgagaaaac agacagattt gtcatgaaga 	1380 

aactcaatga tcgtgtcatg agagtggagt atcacttcct ctaccotac gtatctccaa 	1440 

aagagtctcc tttccgacat gtcttctggg gctccggctc tcacacgctg ccagctttac 	1500 

tggagaactt gaaactgcgt aaacaaaata acggtgcttt taatgaaacg ctgttcagaa 	1560 

accagttggc tctagctact tggactattc agggagctgc aaatgccctc tctggtgacg 	1620 

tttgggacat tgacaatgag ttt 	 1643 

<210> 2 

<211> 672 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Cys Lys Gly Val Glu Pro Lys Thr Glu Gys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 
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Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gin Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 
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260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser lle Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 
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Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 



6 

660 	 665 	 670 

<210> 3 

<211> 2016 

<212> DNA 

<213> Monkey 

<400> 3 

tgtaaagggg tagaaccaaa aactgagtgt gagagactgg caggcaccga gtaccageg 	60 

agggaggagc cagaagagga cttccctgcg gcaccgcgct tatactggga cgacctgaag 	120 

agaaagttgt cagagaaact ggacaccaca gacttcacca gcaccatcaa gctgctgaat 	180 

gaaaatttat atgtccctcg tgaggctgga tctcaaaaag atgaaaatct tgcattgtat 	240 

attgaaaatc aatttcgtga atttaaacta agoaaagtot ggcgtgatca acattttgtt 	300 

aagattcagg tcaaggacag tgctcaaaac tcggtgatca tagttgataa gaatggtgga 	360 

cttgtttacc tggtggagaa tcctgggggt tatgtggcat atagtaaggc tgcaacagtt 	420 

actggtaaac tggtccatgc taattttggt actaaaaaag actttgagga tttagactct 	480 

cctgtgaatg gatctatagt gattgtcaga gcaggaaaaa tcacctttgc agaaaaggtt 	540 

gcaaatgctg aaagcttaaa tgcaattggt gtcttgatat atatggacca gactaaattt 	600 

cctattgtta aggcagacct ttcattcttt ggacatgctc atctgggaac aggtgaccot 	660 

tacacacctg gattcccttc cttcaatcac actcagtttc caccatctca gtcgtcagga 	720 

ttgcctaata tacctgtcca aacgatctcc agagctgctg cagaaaagct gtttggaaat 	780 

atggagggag actgtccctc tgactggaaa acagactcta cgtgtaagat ggtaacctcg 	840 

gaaaacaaga gtgtgaagct cacggtgagc aatgtgctga aagagacaaa aattcttaac 	900 

atctttggag ttattaaagg cttcgtagaa ccagatcact atgttgtggt tggggcccag 	960 

agagatogt ggggcccegg agctgcaaaa tccagtgtgg ggacagctct cctgttgaaa 	1020 

cttgcccaga tgttctcaga tatggtctta aaagatgggt ttcagcccag cagaagcatt 	1080 

atctttgcca gttggagtgc tggagacttt ggatcggttg gtgccactga atggctagag 	1140 

ggataccttt catccttgca tttaaaggct ttcacttaca ttaatctgga taaagcggtg 	1200 

cttggaacca gcaacttcaa ggtttctgcc agcccgttgt tgtatacgct gattgagaaa 	1260 
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acaatgcaag atgtgaaaca tccggttact gggcgatctc tatatcagga cagcaactgg 	1320 

gccagcaaag ttgagaaact cactttagac aatgctgott tccetttcct tgcgtattct 	1380 

ggaatcccag cagtttcttt ctgtttttgt gaggacacag attatcotta cttgggcacc 	1440 

accatggaca cctataagga actggtggag aggattcctg agctgaacaa agtggcacga 	1500 

gcagcggcag aagtagctgg tcagttcgtg attaaactga cccatgatac tgaattgaac 	1560 

ctggactatg agaggtacaa cagccagctg cttttgtttt tgagggatct gaaccagtac 	1620 

agagcagatg taaaggaaat gggcctgagc ttgcagtggc tgtattctgc tcgtggagac 	1680 

tttttccgtg ctacttccag gctaacaaca gatttcagga atgctgagaa aagggacaag 	1740 

tttgtcatga agaagctcaa tgatcgtgtc atgagagtcg agtattactt cctctcaccc 	1800 

tatgtgtctc caaaagagtc tcctttccgg cacgtcttct ggggctcggg ctcccacacg 	1860 

ctgtecgott tactggagag cttgaaactg cgtagacaga ataacagtgc ttttaatgaa 	1920 

acgctgttca gaaaccagct ggctctcgcg acttggacta ttcagggagc tgcaaatgcc 	1980 

ctttctggtg acgtttggga cattgacaat gagttt 	 2016 

<210> 4 

<211> 672 

<212> PRT 

<213> Monkey 

<400> 4 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Ala Arg Glu Glu Pro Glu Glu Asp Phe Pro Ala Ala Pro 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Thr Thr Asp Phe Thr Ser Thr Ile Lys Leu Leu Asn Glu Asn Leu Tyr 

50 	 55 	 60 
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Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 
65 	 70 	 75 	 80 

Ile Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 
85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 
100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Gly Leu Val Tyr Leu Val Glu Asn Pro 
115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 
130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Asp Ser 
145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Lys Ala Asp Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Gln Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 
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260 	 265 	 270 

Ser Thr Cys Lys Met Val Thr Ser Glu Asn Lys Ser Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Thr Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Ser Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asp Val Lys His Pro Val Thr Gly Arg 

420 	 425 	 430 

Ser Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 
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Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Val Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Thr Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Leu Phe Leu Arg Asp Leu Asn Gln Tyr Arg Ala Asp Val 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Arg Asn Ala Glu 

565 	 570 	 575 

Lys Arg Asp Lys Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr Tyr Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Ser Ala Leu 

610 	 615 	 620 

Leu Glu Ser Leu Lys Leu Arg Arg Gln Asn Asn Ser Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 
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660 	 665 	 670 

<210> 5 

<211> 2280 

<212> DNA 

<213> Homo sapiens 

<400> 5 

atgatggatc aagctagatc agcattctct aacttgtttg gtggagaacc attgtcatat 	60 

acccggttca gcctggctog gcaagtagat ggcgataaca gtcatgtgga gatgaaactt 	120 

gctgtagatg aagaagaaaa tgctgacaat aacacaaagg ccaatgtcac aaaaccaaaa 	180 

aggtgtagtg gaagtatctg ctatgggact attgctgtga tcgtcttttt cttgattgga 	240 

tttatgattg gctacttggg ctattgtaaa ggggtagaac caaaaactga gtgtgagaga 	300 

ctggcaggaa ccgagtctcc agtgagggag gagccaggag aggacttccc tgcagcacgt 	360 

cgcttatatt gggatgacct gaagagaaag ttgtcggaga aactggacag cacagacttc 	420 

accggcacca tcaagctgct gaatgaaaat tcatatgtcc ctcgtgaggc tggatctcaa 	480 

aaagatgaaa atcttgcgtt gtatgttgaa aatcaatttc gtgaatttaa actcagcaaa 	540 

gtctggcgtg atcaacattt tgttaagatt caggtcaaag acagcgctca aaactcggtg 	600 

atcatagttg ataagaacgg tagacttgtt tacctggtgg agaatcctgg gggttatgtg 	660 

gcgtatagta aggctgcaac agttactggt aaactggtcc atgctaattt tggtactaaa 	720 

aaagattttg aggatttata cactcctgtg aatggatcta tagtgattgt cagagcaggg 	780 

aaaatcacct ttgcagaaaa ggttgcaaat gctgaaagct taaatgcaat tggtgtgttg 	840 

atatacatgg accagactaa atttcccatt gttaacgcag aactttcatt ctttggacat 	900 

gctcatctgg ggacaggtga cccttacaca cctggattcc cttccttcaa tcacactcag 	960 

tttccaccat ctcggtcatc aggattgcct aatatacctg tccagacaat ctccagagct 	1020 

gctgcagaaa agctgtttgg gaatatggaa ggagactgtc cctctgactg gaaaacagac 	1080 

tctacatgta ggatggtaac ctcagaaagc aagaatgtga agctcactgt gagcaatgtg 	1140 

ctgaaagaga taaaaattct taacatcttt ggagttatta aaggctttgt agaaccagat 	1200 

cactatgttg tagttggggc ccagagagat gcatggggcc ctggagctgc aaaatccggt 	1260 
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gtaggcacag ctctcctatt gaaacttgcc cagatgttct cagatatggt cttaaaagat 	1320 

gggtttcagc ccagcagaag cattatcttt gccagttgga gtgctggaga ctttggatcg 	1380 

gttggtgcca ctgaatggct agagggatac otttcgtccc tgcatttaaa ggctttcact 	1440 

tatattaatc tggataaagc ggttcttggt accagcaact tcaaggtttc tgccagccca 	1500 

ctgttgtata cgcttattga gaaaacaatg caaaatgtga agcatccggt tactgggcaa 	1560 

tttctatatc aggacagcaa ctgggccagc aaagttgaga aactcacttt agacaatgct 	1620 

gctttccctt tccttgcata ttctggaatc ccagcagttt ctttagttt ttgcgaggac 	1680 

acagattatc cttatttggg taccaccatg gacacctata aggaactgat tgagaggatt 	1740 

cctgagttga acaaagtggc acgagcagct gcagaggtcg ctggtcagtt cgtgattaaa 	1800 

ctaaccoatg atgttgaatt gaacctggac tatgagaggt acaacagcca actgctttca 	1860 

tttgtgaggg atctgaacca atacagagca gacataaagg aaatgggcct gagtttacag 	1920 

tggctgtatt ctgctcgtgg agacttcttc cgtgctactt ccagactaac aacagatttc 	1980 

gggaatgctg agaaaacaga cagatttgtc atgaagaaac tcaatgatcg tgtcatgaga 	2040 

gtggagtatc acttcctctc tccctacgta tctccaaaag agtctccttt ccgacatgtc 	2100 

ttctggggct ccggctctca cacgctgcca gctttactgg agaacttgaa actgcgtaaa 	2160 

caaaataacg gtgcttttaa tgaaacgctg ttcagaaacc agttggctot agotacttgg 	2220 

actattcagg gagctgcaaa tgccctctct ggtgacgttt gggacattga caatgagttt 	2280 

<210> 6 

<211> 760 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Met Asp Gln Ala Arg Ser Ala Phe Ser Asn Leu Phe Gly Gly Glu 

1 	 5 	 10 	 15 

Pro Leu Ser Tyr Thr Arg Phe Ser Leu Ala Arg Gln Val Asp Gly Asp 

20 	 25 	 30 
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Asn Ser His Val Glu Met Lys Leu Ala Val Asp Glu Glu Glu Asn Ala 

35 	 40 	 45 

Asp Asn Asn Thr Lys Ala Asn Val Thr Lys Pro Lys Arg Cys Ser Gly 

50 	 55 	 60 

Ser Ile Cys Tyr Gly Thr Ile Ala Val Ile Val Phe Phe Leu Ile Gly 

65 	 70 	 75 	 80 

Phe Met Ile Gly Tyr Leu Gly Tyr Cys Lys Gly Val Glu Pro Lys Thr 
85 	 90 	 95 

Glu Cys Glu Arg Leu Ala Gly Thr Glu Ser Pro Val Arg Glu Glu Pro 
100 	 105 	 110 

Gly Glu Asp Phe Pro Ala Ala Arg Arg Leu Tyr Trp Asp Asp Leu Lys 
115 	 120 	 125 

Arg Lys Leu Ser Glu Lys Leu Asp Ser Thr Asp Phe Thr Gly Thr Ile 

130 	 135 	 140 

Lys Leu Leu Asn Glu Asn Ser Tyr Val Pro Arg Glu Ala Gly Ser Gln 

145 	 150 	 155 	 160 

Lys Asp Glu Asn Leu Ala Leu Tyr Val Glu Asn Gln Phe Arg Glu Phe 

165 	 170 	 175 

Lys Leu Ser Lys Val Trp Arg Asp Gln His Phe Val Lys Ile Gln Val 

180 	 185 	 190 

Lys Asp Ser Ala Gln Asn Ser Val Ile Ile Val Asp Lys Asn Gly Arg 

195 	 200 	 205 

Leu Val Tyr Leu Val Glu Asn Pro Gly Gly Tyr Val Ala Tyr Ser Lys 

210 	 215 	 220 

Ala Ala Thr Val Thr Gly Lys Leu Val His Ala Asn Phe Gly Thr Lys 
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225 	 230 	 235 	 240 

Lys Asp Phe Glu Asp Leu Tyr Thr Pro Val Asn Gly Ser Ile Val Ile 

245 	 250 	 255 

Val Arg Ala Gly Lys Ile Thr Phe Ala Glu Lys Val Ala Asn Ala Glu 

260 	 265 	 270 

Ser Leu Asn Ala Ile Gly Val Leu Ile Tyr Met Asp Gln Thr Lys Phe 

275 	 280 	 285 

Pro Ile Val Asn Ala Glu Leu Ser Phe Phe Gly His Ala His Leu Gly 

290 	 295 	 300 

Thr Gly Asp Pro Tyr Thr Pro Gly Phe Pro Ser Phe Asn His Thr Gln 

305 	 310 	 315 	 320 

Phe Pro Pro Ser Arg Ser Ser Gly Leu Pro Asn Ile Pro Val Gln Thr 

325 	 330 	 335 

Ile Ser Arg Ala Ala Ala Glu Lys Leu Phe Gly Asn Met Glu Gly Asp 

340 	 345 	 350 

Cys Pro Ser Asp Trp Lys Thr Asp Ser Thr Cys Arg Met Val Thr Ser 

355 	 360 	 365 

Glu Ser Lys Asn Val Lys Leu Thr Val Ser Asn Val Leu Lys Glu Ile 

370 	 375 	 380 

Lys Ile Leu Asn Ile Phe Gly Val Ile Lys Gly Phe Val Glu Pro Asp 

385 	 390 	 395 	 400 

His Tyr Val Val Val Gly Ala Gin Arg Asp Ala Trp Gly Pro Gly Ala 

405 	 410 	 415 

Ala Lys Ser Gly Val Gly Thr Ala Leu Leu Leu Lys Leu Ala Gln Met 

420 	 425 	 430 
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Phe Ser Asp Met Val Leu Lys Asp Gly Phe Gln Pro Ser Arg Ser Ile 

435 	 440 	 445 

Ile Phe Ala Ser Trp Ser Ala Gly Asp Phe Gly Ser Val Gly Ala Thr 

450 	 455 	 460 

Glu Trp Leu Glu Gly Tyr Leu Ser Ser Leu His Leu Lys Ala Phe Thr 

465 	 470 	 475 	 480 

Tyr Ile Asn Leu Asp Lys Ala Val Leu Gly Thr Ser Asn Phe Lys Val 

485 	 490 	 495 

Ser Ala Ser Pro Leu Leu Tyr Thr Leu Ile Glu Lys Thr Met Gln Asn 

500 	 505 	 510 

Val Lys His Pro Val Thr Gly Gln Phe Leu Tyr Gln Asp Ser Asn Trp 

515 	 520 	 525 

Ala Ser Lys Val Glu Lys Leu Thr Leu Asp Asn Ala Ala Phe Pro Phe 

530 	 535 	 540 

Leu Ala Tyr Ser Gly Ile Pro Ala Val Ser Phe Cys Phe Cys Glu Asp 

545 	 550 	 555 	 560 

Thr Asp Tyr Pro Tyr Leu Gly Thr Thr Met Asp Thr Tyr Lys Glu Leu 

565 	 570 	 575 

Ile Glu Arg Ile Pro Glu Leu Asn Lys Val Ala Arg Ala Ala Ala Glu 

580 	 585 	 590 

Val Ala Gly Gln Phe Val Ile Lys Leu Thr His Asp Val Glu Leu Asn 

595 	 600 	 605 

Leu Asp Tyr Glu Arg Tyr Asn Ser Gln Leu Leu Ser Phe Val Arg Asp 

610 	 615 	 620 

Leu Asn Gln Tyr Arg Ala Asp lle Lys Glu Met Gly Leu Ser Leu Gln 
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625 	 630 	 635 	 640 

Trp Leu Tyr Ser Ala Arg Gly Asp Phe Phe Arg Ala Thr Ser Arg Leu 

645 	 650 	 655 

Thr Thr Asp Phe Gly Asn Ala Glu Lys Thr Asp Arg Phe Val Met Lys 

660 	 665 	 670 

Lys Leu Asn Asp Arg Val Met Arg Val Glu Tyr His Phe Leu Ser Pro 

675 	 680 	 685 

Tyr Val Ser Pro Lys Glu Ser Pro Phe Arg His Val Phe Trp Gly Ser 

690 	 695 	 700 

Gly Ser His Thr Leu Pro Ala Leu Leu Glu Asn Leu Lys Leu Arg Lys 

705 	 710 	 715 	 720 

GIn Asn Asn Gly Ala Phe Asn Glu Thr Leu Phe Arg Asn GIn Leu Ala 

725 	 730 	 735 

Leu Ala Thr Trp Thr Ile GIn Gly Ala Ala Asn Ala Leu Ser Gly Asp 

740 	 745 	 750 

Val Trp Asp Ile Asp Asn Glu Phe 

755 	 760 

<210> 7 

<211> 2280 

<212> DNA 

<213> Cynomolgus monkey 

<400> 7 

atgatggatc aagctagatc agcattctct aacttgtttg gtggagaacc attgtcatat 	60 

acceggttca gcctggctcg gcaagtagac gogataaca gtcatgtgga gatgaaactt 	120 

gctgtagatg atgaagaaaa tgctgacaat aacacaaagg ccaatggcac aaaaccaaaa 	180 

aggtgtggtg gaaatatctg ctatgggact attgccgtga tcatcttttt cttgattggg 	240 

tttatgattg gctacttggg ctattgtaaa ggggtagaac caaaaactga gtgtgagaga 	300 



17 

ctggcaggca ccgagtctcc agcgagggag gagccagaag aggacttccc tgcggcaccg 	360 

cgcttatact gggacgacct gaagagaaag ttgtcagaga aactggacac cacagacttc 	420 

accagcacca tcaagctgct gaatgaaaat ttatatgtcc ctcgtgaggc tggatctcaa 	480 

aaagatgaaa atettgcatt gtatattgaa aatcaatttc gtgaatttaa actaagcaaa 	540 

gtctggcgtg atcaacattt tgttaagatt caggtcaagg acagtgctca aaactcggtg 	600 

atcatagttg ataagaatgg tggacttgtt tacctggtgg agaatcctgg gggttatgtg 	660 

gcatatagta aggctgcaac agttactggt aaactggtcc atgctaattt tggtactaaa 	720 

aaagactttg aggatttaga ctctcctgtg aatggatcta tagtgattgt cagagcagga 	780 

aaaatcacct ttgcagaaaa ggttgcaaat gctgaaagct taaatgcaat tggtgtcttg 	840 

atatatatgg accagactaa atttcctatt gttaaggcag acctttcatt ctttggacat 	900 

gctcatctgg gaacaggtga cccttacaca cctggattcc cttccttcaa tcacactcag 	960 

tttccaccat ctcagtcgtc aggattgcct aatatacctg tccaaacgat ctccagagct 	1020 

gctgcagaaa agctgtttgg aaatatggag ggagactgtc cctctgactg gaaaacagac 	1080 

tctacgtgta agatggtaac ctcggaaaac aagagtgtga agctcacggt gagcaatgtg 	1140 

ctgaaagaga caaaaattct taacatcttt ggagttatta aaggcttcgt agaaccagat 	1200 

cactatgttg tggttggggc ccagagagat gcgtggggcc ccggagctgc aaaatccagt 	1260 

gtggggacag ctctcctgtt gaaacttgcc cagatgttct cagatatggt cttaaaagat 	1320 

gggtttcagc ccagcagaag cattatcttt gccagttgga gtgctggaga ctttggatcg 	1380 

gttggtgcca ctgaatggct agagggatac ctttcatcct tgcatttaaa ggctttcact 	1440 

tacattaatc tggataaagc ggtgcttgga accagcaact tcaaggtttc tgccagcccg 	1500 

ttgttgtata cgctgattga gaaaacaatg caagatgtga aacatccggt tactgggcga 	1560 

tctctatatc aggacagcaa ctgggccagc aaagttgaga aactcacttt agacaatgct 	1620 

gattccat tccttgcgta ttctggaatc ccagcagttt ctttctgttt ttgtgaggac 	1680 

acagattatc cttacttggg caccaccatg gacacctata aggaactggt ggagaggatt 	1740 

cctgagctga acaaagtggc acgagcagcg gcagaagtag ctggtcagtt cgtgattaaa 	1800 
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ctgacccatg atactgaatt gaacctggac tatgagaggt acaacagcca gctgcttttg 	1860 

tttttgaggg atctgaacca gtacagagca gatgtaaagg aaatgggcct gagcttgcag 	1920 

tggctgtatt ctgctcgtgg agactttttc cgtgctactt ccaggctaac aacagatttc 	1980 

aggaatgctg agaaaaggga caagtttgtc atgaagaagc tcaatgatcg tgtcatgaga 	2040 

gtcgagtatt acttcctctc accctatgtg tctccaaaag agtctccttt ccggcacgtc 	2100 

ttctggggct cgggctccca cacgctgtcc gctttactgg agagcttgaa actgcgtaga 	2160 

cagaataaca gtgcttttaa tgaaacgctg ttcagaaacc agctggctct cgcgacttgg 	2220 

actattcagg gagctgcaaa tgccctttct ggtgacgttt gggacattga caatgagttt 	2280 

<210> 8 

<211> 760 

<212> PRT 

<213> Cynomolgus monkey 

<400> 8 

Met Met Asp Gln Ala Arg Ser Ala Phe Ser Asn Leu Phe Gly Gly Glu 

1 	 5 	 10 	 15 

Pro Leu Ser Tyr Thr Arg Phe Ser Leu Ala Arg Gln Val Asp Gly Asp 

20 	 25 	 30 

Asn Ser His Val Glu Met Lys Leu Ala Val Asp Asp Glu Glu Asn Ala 

35 	 40 	 45 

Asp Asn Asn Thr Lys Ala Asn Gly Thr Lys Pro Lys Arg Cys Gly Gly 

50 	 55 	 60 

Asn Ile Cys Tyr Gly Thr Ile Ala Val Ile Ile Phe Phe Leu Ile Gly 

65 	 70 	 75 	 80 

Phe Met Ile Gly Tyr Leu Gly Tyr Cys Lys Gly Val Glu Pro Lys Thr 

85 	 90 	 95 

Glu Cys Glu Arg Leu Ala Gly Thr Glu Ser Pro Ala Arg Glu Glu Pro 



19 

100 	 105 	 110 

Glu Glu Asp Phe Pro Ala Ala Pro Arg Leu Tyr Trp Asp Asp Leu Lys 

115 	 120 	 125 

Arg Lys Leu Ser Glu Lys Leu Asp Thr Thr Asp Phe Thr Ser Thr Ile 

130 	 135 	 140 

Lys Leu Leu Asn Glu Asn Leu Tyr Val Pro Arg Glu Ala Gly Ser Gln 

145 	 150 	 155 	 160 

Lys Asp Glu Asn Leu Ala Leu Tyr Ile Glu Asn GIn Phe Arg Glu Phe 

165 	 170 	 175 

Lys Leu Ser Lys Val Trp Arg Asp GIn His Phe Val Lys Ile GIn Val 

180 	 185 	 190 

Lys Asp Ser Ala Gln Asn Ser Val Ile Ile Val Asp Lys Asn Gly Gly 

195 	 200 	 205 

Leu Val Tyr Leu Val Glu Asn Pro Gly Gly Tyr Val Ala Tyr Ser Lys 

210 	 215 	 220 

Ala Ala Thr Val Thr Gly Lys Leu Val His Ala Asn Phe Gly Thr Lys 

225 	 230 	 235 	 240 

Lys Asp Phe Glu Asp Leu Asp Ser Pro Val Asn Gly Ser Ile Val Ile 

245 	 250 	 255 

Val Arg Ala Gly Lys Ile Thr Phe Ala Glu Lys Val Ala Asn Ala Glu 

260 	 265 	 270 

Ser Leu Asn Ala Ile Gly Val Leu Ile Tyr Met Asp Gln Thr Lys Phe 

275 	 280 	 285 

Pro Ile Val Lys Ala Asp Leu Ser Phe Phe Gly His Ala His Leu Gly 

290 	 295 	 300 
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Thr Gly Asp Pro Tyr Thr Pro Gly Phe Pro Ser Phe Asn His Thr Gln 

305 	 310 	 315 	 320 

Phe Pro Pro Ser Gln Ser Ser Gly Leu Pro Asn Ile Pro Val Gln Thr 

325 	 330 	 335 

Ile Ser Arg Ala Ala Ala Glu Lys Leu Phe Gly Asn Met Glu Gly Asp 

340 	 345 	 350 

Cys Pro Ser Asp Trp Lys Thr Asp Ser Thr Cys Lys Met Val Thr Ser 

355 	 360 	 365 

Glu Asn Lys Ser Val Lys Leu Thr Val Ser Asn Val Leu Lys Glu Thr 

370 	 375 	 380 

Lys Ile Leu Asn Ile Phe Gly Val Ile Lys Gly Phe Val Glu Pro Asp 

385 	 390 	 395 	 400 

His Tyr Val Val Val Gly Ala Gln Arg Asp Ala Trp Gly Pro Gly Ala 

405 	 410 	 415 

Ala Lys Ser Ser Val Gly Thr Ala Leu Leu Leu Lys Leu Ala Gln Met 

420 	 425 	 430 

Phe Ser Asp Met Val Leu Lys Asp Gly Phe Gln Pro Ser Arg Ser Ile 

435 	 440 	 445 

Ile Phe Ala Ser Trp Ser Ala Gly Asp Phe Gly Ser Val Gly Ala Thr 

450 	 455 	 460 

Glu Trp Leu Glu Gly Tyr Leu Ser Ser Leu His Leu Lys Ala Phe Thr 

465 	 470 	 475 	 480 

Tyr Ile Asn Leu Asp Lys Ala Val Leu Gly Thr Ser Asn Phe Lys Val 

485 	 490 	 495 

Ser Ala Ser Pro Leu Leu Tyr Thr Leu Ile Glu Lys Thr Met Gln Asp 
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500 	 505 	 510 

Val Lys His Pro Val Thr Gly Arg Ser Leu Tyr Gln Asp Ser Asn Trp 

515 	 520 	 525 

Ala Ser Lys Val Glu Lys Leu Thr Leu Asp Asn Ala Ala Phe Pro Phe 

530 	 535 	 540 

Leu Ala Tyr Ser Gly Ile Pro Ala Val Ser Phe Cys Phe Cys Glu Asp 

545 	 550 	 555 	 560 

Thr Asp Tyr Pro Tyr Leu Gly Thr Thr Met Asp Thr Tyr Lys Glu Leu 

565 	 570 	 575 

Val Glu Arg Ile Pro Glu Leu Asn Lys Val Ala Arg Ala Ala Ala Glu 

580 	 585 	 590 

Val Ala Gly Gln Phe Val Ile Lys Leu Thr His Asp Thr Glu Leu Asn 

595 	 600 	 605 

Leu Asp Tyr Glu Arg Tyr Asn Ser Gln Leu Leu Leu Phe Leu Arg Asp 

610 	 615 	 620 

Leu Asn Gln Tyr Arg Ala Asp Val Lys Glu Met Gly Leu Ser Leu Gln 

625 	 630 	 635 	 640 

Trp Leu Tyr Ser Ala Arg Gly Asp Phe Phe Arg Ala Thr Ser Arg Leu 

645 	 650 	 655 

Thr Thr Asp Phe Arg Asn Ala Glu Lys Arg Asp Lys Phe Val Met Lys 

660 	 665 	 670 

Lys Leu Asn Asp Arg Val Met Arg Val Glu Tyr Tyr Phe Leu Ser Pro 

675 	 680 	 685 

Tyr Val Ser Pro Lys Glu Ser Pro Phe Arg His Val Phe Trp Gly Ser 

690 	 695 	 700 
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Gly Ser His Thr Leu Ser Ala Leu Leu Glu Ser Leu Lys Leu Arg Arg 
705 	 710 	 715 	 720 

Gln Asn Asn Ser Ala Phe Asn Glu Thr Leu Phe Arg Asn Gin Leu Ala 

725 	 730 	 735 

Leu Ala Thr Trp Thr Ile GIn Gly Ala Ala Asn Ala Leu Ser Gly Asp 

740 	 745 	 750 

Val Trp Asp Ile Asp Asn Glu Phe 

755 	 760 

<210> 9 

<211> 1914 

<212> DNA 

<213> Homo sapiens 

<400> 9 

atgcgaccct ccgggacggc cggggcagcg ctcctggcgc tgctggctgc gctctgcccg 	60 

gcgagtcggg ctctggagga aaagaaagtt tgccaaggca cgagtaacaa gctcacgcag 	120 

ttgggcactt ttgaagatca ttttctcagc ctccagagga tgttcaataa ctgtgaggtg 	180 

gtccttggga atttggaaat tacctatgtg cagaggaatt atgatctttc cttcttaaag 	240 

accatccagg aggtggctgg ttatgtcctc attgccctca acacagtgga gcgaattcct 	300 

ttggaaaacc tgcagatcat cagaggaaat atgtactacg aaaattccta tgccttagca 	360 

gtcttatcta actatgatgc aaataaaacc ggactgaagg agagcccat gagaaattta 	420 

caggaaatcc tgcatggcgc cgtgcggttc agcaacaacc ctgccctgtg caacgtggag 	480 

agcatccagt ggcgggacat agtcagcagt gactttctca gcaacatgtc gatggacttc 	540 

cagaaccacc tgggcagctg ccaaaagtgt gatccaagct gtcccaatgg gagctgctgg 	600 

ggtgcaggag aggagaactg ccagaaactg accaaaatca tctgtgccca gcagtgctcc 	660 

gggcgctgcc gtggcaagtc ccccagtgac tgctgccaca accagtgtgc tgcaggctgc 	720 

acaggccccc gggagagcga ctgcctggtc tgccgcaaat tccgagacga agccacgtgc 	780 

aaggacacct gccccccact catgctctac aaccccacca cgtaccagat ggatgtgaac 	840 
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cccgagggca aatacagctt tggtgccacc tgcgtgaaga agtgtccccg taattatgtg 	900 

gtgacagatc acggctcgtg cgtccgagcc tgtggggccg acagctatga gatggaggaa 	960 

gacggcgtoc gcaagtgtaa gaagtgcgaa gggccttgcc gcaaagtgtg taacggaata 	1020 

ggtattggtg aatttaaaga ctcactctcc ataaatgcta cgaatattaa acacttcaaa 	1080 

aactgcacct ccatcagtgg cgatctccac atcctgccgg tggcatttag gggtgactcc 	1140 

ttcacacata ctectcctet ggatccacag gaactggata ttctgaaaac cgtaaaggaa 	1200 

atcacagggt ttttgctgat tcaggcttgg cctgaaaaca ggacggacct ccatgccttt 	1260 

gagaacctag aaatcatacg cggcaggacc aagcaacatg gtcagttttc tcttgcagtc 	1320 

gtcagcctga acataacatc cttgggatta cgctccctca aggagataag tgatggagat 	1380 

gtgataattt caggaaacaa aaatttgtgc tatgcaaata caataaactg gaaaaaactg 	1440 

tttgggacct ccggtcagaa aaccaaaatt ataagcaaca gaggtgaaaa cagctgcaag 	1500 

gccacaggcc aggtctgcca tgccttgtgc tcccccgagg gctgctgggg cccggagccc 	1560 

agggactgcg tctcttgccg gaatgtcagc cgaggcaggg aatgcgtgga caagtgcaac 	1620 

cttctggagg gtgagccaag ggagtttgtg gagaactctg agtgcataca gtgccaccca 	1680 

gagtgcctgc ctcaggccat gaacatcacc tgcacaggac ggggaccaga caactgtatc 	1740 

cagtgtgccc actacattga cggcccccac tgcgtcaaga cctgcccggc aggagtcatg 	1800 

ggagaaaaca acaccctggt ctggaagtac gcagacgccg gccatgtgtg ccacctgtgc 	1860 

catccaaact gcacctacgg atgcactggg ccaggtcttg aaggctgtcc aacg 	 1914 

<210> 10 

<211> 638 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Arg Pro Ser Gly Thr Ala Gly Ala Ala Leu Leu Ala Leu Leu Ala 

1 	 5 	 10 	 15 

Ala Leu Cys Pro Ala Ser Arg Ala Leu Glu Glu Lys Lys Val Cys Gln 
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20 
	

25 	 30 

Gly Thr Ser Asn Lys Leu Thr Gln Leu Gly Thr Phe Glu Asp His Phe 

35 	 40 	 45 

Leu Ser Leu Gln Arg Met Phe Asn Asn Cys Glu Val Val Leu Gly Asn 

50 	 55 	 60 

Leu Glu Ile Thr Tyr Val Gln Arg Asn Tyr Asp Leu Ser Phe Leu Lys 

65 	 70 	 75 	 80 

Thr Ile Gln Glu Val Ala Gly Tyr Val Leu Ile Ala Leu Asn Thr Val 

85 	 90 	 95 

Glu Arg Ile Pro Leu Glu Asn Leu Gln Ile Ile Arg Gly Asn Met Tyr 

100 	 105 	 110 

Tyr Glu Asn Ser Tyr Ala Leu Ala Val Leu Ser Asn Tyr Asp Ala Asn 

115 	 120 	 125 

Lys Thr Gly Leu Lys Glu Leu Pro Met Arg Asn Leu Gln Glu Ile Leu 

130 	 135 	 140 

His Gly Ala Val Arg Phe Ser Asn Asn Pro Ala Leu Cys Asn Val Glu 

145 	 150 	 155 	 160 

Ser Ile Gln Trp Arg Asp Ile Val Ser Ser Asp Phe Leu Ser Asn Met 

165 	 170 	 175 

Ser Met Asp Phe Gln Asn His Leu Gly Ser Cys Gln Lys Cys Asp Pro 

180 	 185 	 190 

Ser Cys Pro Asn Gly Ser Cys Trp Gly Ala Gly Glu Glu Asn Cys Gln 

195 	 200 	 205 

Lys Leu Thr Lys Ile Ile Cys Ala Gln Gln Cys Ser Gly Arg Cys Arg 

210 	 215 	 220 
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Gly Lys Ser Pro Ser Asp Cys Cys His Asn Gln Cys Ala Ala Gly Cys 

225 	 230 	 235 	 240 

Thr Gly Pro Arg Glu Ser Asp Cys Leu Val Cys Arg Lys Phe Arg Asp 

245 	 250 	 255 

Glu Ala Thr Cys Lys Asp Thr Cys Pro Pro Leu Met Leu Tyr Asn Pro 

260 	 265 	 270 

Thr Thr Tyr Gln Met Asp Val Asn Pro Glu Gly Lys Tyr Ser Phe Gly 

275 	 280 	 285 

Ala Thr Cys Val Lys Lys Cys Pro Arg Asn Tyr Val Val Thr Asp His 

290 	 295 	 300 

Gly Ser Cys Val Arg Ala Cys Gly Ala Asp Ser Tyr Glu Met Glu Glu 

305 	 310 	 315 	 320 

Asp Gly Val Arg Lys Cys Lys Lys Cys Glu Gly Pro Cys Arg Lys Val 

325 	 330 	 335 

Cys Asn Gly Ile Gly Ile Gly Glu Phe Lys Asp Ser Leu Ser Ile Asn 

340 	 345 	 350 

Ala Thr Asn Ile Lys His Phe Lys Asn Cys Thr Ser Ile Ser Gly Asp 

355 	 360 	 365 

Leu His Ile Leu Pro Val Ala Phe Arg Gly Asp Ser Phe Thr His Thr 

370 	 375 	 380 

Pro Pro Leu Asp Pro Gln Glu Leu Asp Ile Leu Lys Thr Val Lys Glu 

385 	 390 	 395 	 400 

Ile Thr Gly Phe Leu Leu Ile Gln Ala Trp Pro Glu Asn Arg Thr Asp 

405 	 410 	 415 

Leu His Ala Phe Glu Asn Leu Glu Ile Ile Arg Gly Arg Thr Lys Gln 
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420 	 425 	 430 

His Gly Gln Phe Ser Leu Ala Val Val Ser Leu Asn Ile Thr Ser Leu 

435 	 440 	 445 

Gly Leu Arg Ser Leu Lys Glu Ile Ser Asp Gly Asp Val Ile Ile Ser 

450 	 455 	 460 

Gly Asn Lys Asn Leu Cys Tyr Ala Asn Thr Ile Asn Trp Lys Lys Leu 

465 	 470 	 475 	 480 

Phe Gly Thr Ser Gly Gln Lys Thr Lys Ile Ile Ser Asn Arg Gly Glu 

485 	 490 	 495 

Asn Ser Cys Lys Ala Thr Gly Gln Val Cys His Ala Leu Cys Ser Pro 

500 	 505 	 510 

Glu Gly Cys Trp Gly Pro Glu Pro Arg Asp Cys Val Ser Cys Arg Asn 

515 	 520 	 525 

Val Ser Arg Gly Arg Glu Cys Val Asp Lys Cys Asn Leu Leu Glu Gly 

530 	 535 	 540 

Glu Pro Arg Glu Phe Val Glu Asn Ser Glu Cys Ile Gln Cys His Pro 

545 	 550 	 555 	 560 

Glu Cys Leu Pro Gln Ala Met Asn Ile Thr Cys Thr Gly Arg Gly Pro 

565 	 570 	 575 

Asp Asn Cys Ile Gln Cys Ala His Tyr Ile Asp Gly Pro His Cys Val 

580 	 585 	 590 

Lys Thr Cys Pro Ala Gly Val Met Gly Glu Asn Asn Thr Leu Val Trp 

595 	 600 	 605 

Lys Tyr Ala Asp Ala Gly His Val Cys His Leu Cys His Pro Asn Cys 

610 	 615 	 620 
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Thr Tyr Gly Cys Thr Gly Pro Gly Leu Glu Gly Cys Pro Thr 

625 	 630 	 635 

<210> 11 

<211> 1914 

<212> DNA 

<213> Monkey 

<400> 11 

atgcgaccct ccgggacggc cggggccgcg ctoctggcgc tgctggctgc gctctgcccc 	60 

gcgagtcggg ctctggagga aaagaaagtt tgccaaggca cgagtaacaa actcacgcag 	120 

ttgggcactt ttgaagatca ttttctcagc ctccagagga tgttcaataa ctgtgaggtg 	180 

gtccttggga atttggaaat tacctacgtg cagaggaatt atgatctttc cttcttaaag 	240 

accatccagg aggtggctgg ttatgtcctc atcgccctca acacagtgga gcggattcct 	300 

ttggaaaacc tgcagatcat cagaggaaac atgtactatg aaaattccta tgccttagca 	360 

gtcttatcta actatgatgc aaataaaacc ggactgaagg agetgcccat gagaaactta 	420 

caggaaatcc tgcatggcgc cgtgcggttc agcaacaacc ctgccctgtg caacgtggag 	480 

agcatccagt ggcgggacat agtcagcagc gagtttctca gcaacatgtc gatggacttc 	540 

cagaaccacc tgggcagctg ccaaaagtgt gatccaagct gtcccaatgg gagctgctgg 	600 

ggtgcaggag aggagaactg ccagaaactg accaaaatca tctgtgccca gcagtgctcc 	660 

gggcgctgcc gcggcaagtc ccccagtgac tgctgccaca accagtgtgc cgcgggctgc 	720 

acgggccccc gggagagcga ctgcctggtc tgccgcaaat tccgagacga agccacgtgc 	780 

aaggacacct gccccccact catgctctac aaccccacca cataccagat ggatgtgaac 	840 

cccgagggca aatacagctt tggtgccacc tgcgtgaaga agtgtccccg taattatgtg 	900 

gtgacagatc acggctcgtg cgtccgagcc tgcggggccg acagctatga gatggaggaa 	960 

gacggcgtcc gcaagtgtaa gaagtgcgaa gggccttgcc gcaaagtgtg taatggaata 	1020 

ggtattggtg aatttaaaga cacactctcc ataaatgcta caaatattaa acacttcaaa 	1080 

aactgcacct ccatcagtgg cgatctccac atcctgccgg tggcatttag gggtgactcc 	1140 

ttcacacaca ctccgcctct ggatccacag gaactggata ttctgaaaac cgtaaaggaa 	1200 
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atcacagggt ttttgctgat tcaggcttgg cctgaaaaca ggacggacct ccatgctttt 	1260 

gagaacctag aaatcatacg tggcaggacc aagcaacacg gtcagttttc tcttgcggtc 	1320 

gtcagcctga acataacatc cttgggatta cgctccotca aggagataag cgatggagat 	1380 

gtgataattt caggaaacaa aaatttgtgc tatgcaaata caataaactg gaaaaaactg 	1440 

tttgggacct ccagtcagaa aaccaaaatt ataagcaaca gaggtgaaaa cagctgcaag 	1500 

gccacgggcc aggtctgcca tgccttgtgc tcccccgagg gctgctgggg cccggagccc 	1560 

agggactgcg tctcctgtca gaatgtcagc cgaggcagag aatgcgtgga caagtgcaac 	1620 

atcctggagg gcgagccaag ggagtttgtg gagaactctg agtgcataca gtgccaccca 	1680 

gaatgcctgc cccaggtcat gaacatcacc tgcacaggac ggggaccaga caactgtatc 	1740 

cagtgtgccc actacattga cggcccccac tgcgtcaaga cctgcccagc aggagtcatg 	1800 

ggagaaaaca acaccctggt ctggaagtac gcagacgccg gccacgtgtg ccacttgtgc 	1860 

catccaaact gcacctacgg atgcactggg ccaggtcttg aaggctgtgc aagg 	 1914 

<210> 12 

<211> 638 

<212> PRT 

<213> Monkey 

<400> 12 

Met Arg Pro Ser Gly Thr Ala Gly Ala Ala Leu Leu Ala Leu Leu Ala 

1 	 5 	 10 	 15 

Ala Leu Cys Pro Ala Ser Arg Ala Leu Glu Glu Lys Lys Val Cys GIn 

20 	 25 	 30 

Gly Thr Ser Asn Lys Leu Thr GIn Leu Gly Thr Phe Glu Asp His Phe 

35 	 40 	 45 

Leu Ser Leu Gln Arg Met Phe Asn Asn Cys Glu Val Val Leu Gly Asn 

50 	 55 	 60 

Leu Glu Ile Thr Tyr Val GIn Arg Asn Tyr Asp Leu Ser Phe Leu Lys 
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65 	 70 	 75 	 80 

Thr Ile Gln Glu Val Ala Gly Tyr Val Leu Ile Ala Leu Asn Thr Val 

85 	 90 	 95 

Glu Arg Ile Pro Leu Glu Asn Leu Gln Ile Ile Arg Gly Asn Met Tyr 

100 	 105 	 110 

Tyr Glu Asn Ser Tyr Ala Leu Ala Val Leu Ser Asn Tyr Asp Ala Asn 

115 	 120 	 125 

Lys Thr Gly Leu Lys Glu Leu Pro Met Arg Asn Leu Gln Glu Ile Leu 

130 	 135 	 140 

His Gly Ala Val Arg Phe Ser Asn Asn Pro Ala Leu Cys Asn Val Glu 

145 	 150 	 155 	 160 

Ser Ile Gln Trp Arg Asp Ile Val Ser Ser Glu Phe Leu Ser Asn Met 

165 	 170 	 175 

Ser Met Asp Phe Gln Asn His Leu Gly Ser Cys Gln Lys Cys Asp Pro 

180 	 185 	 190 

Ser Cys Pro Asn Gly Ser Cys Trp Gly Ala Gly Glu Glu Asn Cys Gln 

195 	 200 	 205 

Lys Leu Thr Lys Ile Ile Cys Ala Gln Gln Cys Ser Gly Arg Cys Arg 

210 	 215 	 220 

Gly Lys Ser Pro Ser Asp Cys Cys His Asn Gln Cys Ala Ala Gly Cys 

225 	 230 	 235 	 240 

Thr Gly Pro Arg Glu Ser Asp Cys Leu Val Cys Arg Lys Phe Arg Asp 

245 	 250 	 255 

Glu Ala Thr Cys Lys Asp Thr Cys Pro Pro Leu Met Leu Tyr Asn Pro 

260 	 265 	 270 
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Thr Thr Tyr Gln Met Asp Val Asn Pro Glu Gly Lys Tyr Ser Phe Gly 

275 	 280 	 285 

Ala Thr Cys Val Lys Lys Cys Pro Arg Asn Tyr Val Val Thr Asp His 

290 	 295 	 300 

Gly Ser Cys Val Arg Ala Cys Gly Ala Asp Ser Tyr Glu Met Glu Glu 

305 	 310 	 315 	 320 

Asp Gly Val Arg Lys Cys Lys Lys Cys Glu Gly Pro Cys Arg Lys Val 

325 	 330 	 335 

Cys Asn Gly Ile Gly Ile Gly Glu Phe Lys Asp Thr Leu Ser Ile Asn 

340 	 345 	 350 

Ala Thr Asn Ile Lys His Phe Lys Asn Cys Thr Ser Ile Ser Gly Asp 

355 	 360 	 365 

Leu His Ile Leu Pro Val Ala Phe Arg Gly Asp Ser Phe Thr His Thr 

370 	 375 	 380 

Pro Pro Leu Asp Pro Gln Glu Leu Asp Ile Leu Lys Thr Val Lys Glu 

385 	 390 	 395 	 400 

Ile Thr Gly Phe Leu Leu Ile Gln Ala Trp Pro Glu Asn Arg Thr Asp 

405 	 410 	 415 

Leu His Ala Phe Glu Asn Leu Glu Ile Ile Arg Gly Arg Thr Lys Gln 

420 	 425 	 430 

His Gly Gln Phe Ser Leu Ala Val Val Ser Leu Asn Ile Thr Ser Leu 

435 	 440 	 445 

Gly Leu Arg Ser Leu Lys Glu Ile Ser Asp Gly Asp Val Ile Ile Ser 

450 	 455 	 460 

Gly Asn Lys Asn Leu Cys Tyr Ala Asn Thr Ile Asn Trp Lys Lys Leu 
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465 	 470 	 475 	 480 

Phe Gly Thr Ser Ser Gln Lys Thr Lys Ile Ile Ser Asn Arg Gly Glu 

485 	 490 	 495 

Asn Ser Cys Lys Ala Thr Gly Gln Val Cys His Ala Leu Cys Ser Pro 

500 	 505 	 510 

Giu Gly Cys Trp Gly Pro Giu Pro Arg Asp Cys Val Ser Cys Gln Asn 

515 	 520 	 525 

Val Ser Arg Gly Arg Giu Cys Val Asp Lys Cys Asn Ile Leu Glu Gly 

530 	 535 	 540 

Giu Pro Arg Glu Phe Val Glu Asn Ser Glu Cys Ile Gin Cys His Pro 

545 	 550 	 555 	 560 

Glu Cys Leu Pro Gln Val Met Asn Ile Thr Cys Thr Gly Arg Gly Pro 

565 	 570 	 575 

Asp Asn Cys Ile Gin Cys Ala His Tyr Ile Asp Gly Pro His Cys Val 

580 	 585 	 590 

Lys Thr Cys Pro Ala Gly Val Met Gly Glu Asn Asn Thr Leu Val Trp 

595 	 600 	 605 

Lys Tyr Ala Asp Ala Gly His Val Cys His Leu Cys His Pro Asn Cys 

610 	 615 	 620 

Thr Tyr Gly Cys Thr Gly Pro Gly Leu Giu Gly Cys Ala Arg 

625 	 630 	 635 

<210> 13 

<211> 3630 

<212> DNA 

<213> Homo sapiens 

<400> 13 
atgcgaccct ccgggacggc cggggcagcg ctcctggcgc tgctggctgc gctctgcccg 	60 
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gcgagtcggg ctctggagga aaagaaagtt tgccaaggca cgagtaacaa gctcacgcag 	120 

ttgggcactt ttgaagatca ttttctcagc ctccagagga tgttcaataa ctgtgaggtg 	180 

gtccttggga atttggaaat tacctatgtg cagaggaatt atgatctttc cttcttaaag 	240 

accatccagg aggtggctgg ttatgtcctc attgccctca acacagtgga gcgaattcct 	300 

ttggaaaacc tgcagatcat cagaggaaat atgtactacg aaaattccta tgccttagca 	360 

gtcttatcta actatgatgc aaataaaacc ggactgaagg agctgcccat gagaaattta 	420 

caggaaatcc tgcatggcgc cgtgcggttc agcaacaacc ctgccctgtg caacgtggag 	480 

agcatccagt ggcgggacat agtcagcagt gactttctca gcaacatgtc gatggacttc 	540 

cagaaccacc tgggcagctg ccaaaagtgt gatccaagct gtcccaatgg gagctgctgg 	600 

ggtgcaggag aggagaactg ccagaaactg accaaaatca tctgtgccca gcagtgctcc 	660 

gggcgctgcc gtggcaagtc ccccagtgac tgctgccaca accagtgtgc tgcaggctgc 	720 

acaggccccc gggagagcga ctgcctggtc tgccgcaaat tccgagacga agccacgtgc 	780 

aaggacacct gccccccact catgctctac aaccccacca cgtaccagat ggatgtgaac 	840 

cccgagggca aatacagctt tggtgccacc tgcgtgaaga agtgtccccg taattatgtg 	900 

gtgacagatc acggctcgtg cgtccgagcc tgtggggccg acagctatga gatggaggaa 	960 

gacggcgtcc gcaagtgtaa gaagtgcgaa gggccttgcc gcaaagtgtg taacggaata 	1020 

ggtattggtg aatttaaaga ctcactctcc ataaatgcta cgaatattaa acacttcaaa 	1080 

aactgcacct ccatcagtgg cgatctccac atcctgccgg tggcatttag gggtgactcc 	1140 

ttcacacata ctcctcctct ggatccacag gaactggata ttctgaaaac cgtaaaggaa 	1200 

atcacagggt ttttgctgat tcaggcttgg cctgaaaaca ggacggacct ccatgccttt 	1260 

gagaacctag aaatcatacg cggcaggacc aagcaacatg gtcagttttc tottgcagtc 	1320 

gtcagcctga acataacatc cttgggatta cgctccctca aggagataag tgatggagat 	1380 

gtgataattt caggaaacaa aaatttgtgc tatgcaaata caataaactg gaaaaaactg 	1440 

tttgggacct ccggtcagaa aaccaaaatt ataagcaaca gaggtgaaaa cagctgcaag 	1500 

gccacaggcc aggtctgcca tgccttgtgc tcccccgagg gctgctgggg cccggagccc 	1560 
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agggactgcg tctcttgccg gaatgtcagc cgaggcaggg aatgcgtgga caagtgcaac 	1620 

cttctggagg gtgagccaag ggagtttgtg gagaactctg agtgcataca gtgccaccca 	1680 

gagtgcctgc ctcaggccat gaacatcacc tgcacaggac ggggaccaga caactgtatc 	1740 

cagtgtgccc actacattga cggcccccac tgcgtcaaga cctgcccggc aggagtcatg 	1800 

ggagaaaaca acaccctggt ctggaagtac gcagacgccg gccatgtgtg ccacctgtgc 	1860 

catccaaact gcacctacgg atgcactggg ccaggtcttg aaggctgtcc aacgaatggg 	1920 

cctaagatcc cgtccatcgc cactgggatg gtgggggccc tcctcttgct gctggtggtg 	1980 

gccctgggga tcggcctctt catgcgaagg cgccacatcg ttcggaagcg cacgctgcgg 	2040 

aggctgctgc aggagaggga gcttgtggag cctcttacac ccagtggaga agctcccaac 	2100 

caagctctct tgaggatctt gaaggaaact gaattcaaaa agatcaaagt gctgggctcc 	2160 

ggtgcgttcg gcacggtgta taagggactc tggatcccag aaggtgagaa agttaaaatt 	2220 

cccgtcgcta tcaaggaatt aagagaagca acatctccga aagccaacaa ggaaatectc 	2280 

gatgaagcct acgtgatggc cagcgtggac aacccccacg tgtgccgcct gctgggcatc 	2340 

tgcctcacct ccaccgtgca gctcatcacg cagctcatgc ccttcggctg cctcctggac 	2400 

tatgtccggg aacacaaaga caatattggc tcccagtacc tgctcaactg gtgtgtgcag 	2460 

atcgcaaagg gcatgaacta cttggaggac cgtcgcttgg tgcaccgcga cctggcagcc 	2520 

aggaacgtac tggtgaaaac accgcagcat gtcaagatca cagattttgg gctggccaaa 	2580 

ctgctgggtg cggaagagaa agaataccat gcagaaggag gcaaagtgcc tatcaagtgg 	2640 

atggcattgg aatcaatttt acacagaatc tatacccacc agagtgatgt ctggagctac 	2700 

ggggtgactg tttgggagtt gatgaccttt ggatccaagc catatgacgg aatccctgcc 	2760 

agcgagatct cctccatcct ggagaaagga gaacgcctcc ctcagccacc catatgtacc 	2820 

atcgatgtct acatgatcat ggtcaagtgc tggatgatag acgcagatag tcgcccaaag 	2880 

ttccgtgagt tgatcatcga attctccaaa atggcccgag acccccagcg ctaccttgtc 	2940 

attcaggggg atgaaagaat gcatttgcca agtcctacag actccaactt ctaccgtgcc 	3000 

ctgatggatg aagaagacat ggacgacgtg gtggatgccg acgagtacct catcccacag 	3060 
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cagggcttct tcagcagccc ctccacgtca cggactcccc tcctgagctc tctgagtgca 	3120 

accagcaaca attccaccgt ggcttgcatt gatagaaatg ggctgcaaag ctgtcccatc 	3180 

aaggaagaca gcttcttgca gcgatacagc tcagacccca caggcgcctt gactgaggac 	3240 

agcatagacg acaccttcct cccagtgcct gaatacataa accagtccgt tcccaaaagg 	3300 

cccgctggct ctgtgcagaa tcctgtctat cacaatcagc ctctgaaccc cgcgcccagc 	3360 

agagacccac actaccagga cocccacagc actgcagtgg gcaaccccga gtatctcaac 	3420 

actgtccagc ccacctgtgt caacagcaca ttcgacagcc ctgcccactg ggcccagaaa 	3480 

ggcagccacc aaattagcct ggacaaccct gactaccagc aggacttctt tcccaaggaa 	3540 

gccaagccaa atggcatat taagggctcc acagctgaaa atgcagaata cctaagggtc 	3600 

gcgccacaaa gcagtgaatt tattggagca 	 3630 

<210> 14 

<211> 1210 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Met Arg Pro Ser Gly Thr Ala Gly Ala Ala Leu Leu Ala Leu Leu Ala 

1 	 5 	 10 	 15 

Ala Leu Cys Pro Ala Ser Arg Ala Leu Glu Glu Lys Lys Val Cys Gln 

20 	 25 	 30 

Gly Thr Ser Asn Lys Leu Thr Gln Leu Gly Thr Phe Glu Asp His Phe 

35 	 40 	 45 

Leu Ser Leu Gln Arg Met Phe Asn Asn Cys Glu Val Val Leu Gly Asn 

50 	 55 	 60 

Leu Glu Ile Thr Tyr Val Gln Arg Asn Tyr Asp Leu Ser Phe Leu Lys 

65 	 70 	 75 	 80 

Thr Ile Gln Glu Val Ala Gly Tyr Val Leu Ile Ala Leu Asn Thr Val 
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85 
	

90 	 95 

Glu Arg Ile Pro Leu Glu Asn Leu Gin Ile Ile Arg Gly Asn Met Tyr 

100 	 105 	 110 

Tyr Glu Asn Ser Tyr Ala Leu Ala Val Leu Ser Asn Tyr Asp Ala Asn 

115 	 120 	 125 

Lys Thr Gly Leu Lys Glu Leu Pro Met Arg Asn Leu Gln Glu Ile Leu 

130 	 135 	 140 

His Gly Ala Val Arg Phe Ser Asn Asn Pro Ala Leu Cys Asn Val Glu 

145 	 150 	 155 	 160 

Ser Ile Gln Trp Arg Asp Ile Val Ser Ser Asp Phe Leu Ser Asn Met 

165 	 170 	 175 

Ser Met Asp Phe Gln Asn His Leu Gly Ser Cys Gin Lys Cys Asp Pro 

180 	 185 	 190 

Ser Cys Pro Asn Gly Ser Cys Trp Gly Ala Gly Glu Glu Asn Cys Gln 

195 	 200 	 205 

Lys Leu Thr Lys Ile Ile Cys Ala Gln Gin Cys Ser Gly Arg Cys Arg 

210 	 215 	 220 

Gly Lys Ser Pro Ser Asp Cys Cys His Asn Gln Cys Ala Ala Gly Cys 

225 	 230 	 235 	 240 

Thr Gly Pro Arg Glu Ser Asp Cys Leu Val Cys Arg Lys Phe Arg Asp 

245 	 250 	 255 

Glu Ala Thr Cys Lys Asp Thr Cys Pro Pro Leu Met Leu Tyr Asn Pro 

260 	 265 	 270 

Thr Thr Tyr Gln Met Asp Val Asn Pro Glu Gly Lys Tyr Ser Phe Gly 

275 	 280 	 285 
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Ala Thr Cys Val Lys Lys Cys Pro Arg Asn Tyr Val Val Thr Asp His 

290 	 295 	 300 

Gly Ser Cys Val Arg Ala Cys Gly Ala Asp Ser Tyr Glu Met Glu Glu 

305 	 310 	 315 	 320 

Asp Gly Val Arg Lys Cys Lys Lys Cys Glu Gly Pro Cys Arg Lys Val 

325 	 330 	 335 

Cys Asn Gly Ile Gly Ile Gly Glu Phe Lys Asp Ser Leu Ser Ile Asn 
340 	 345 	 350 

Ala Thr Asn Ile Lys His Phe Lys Asn Cys Thr Ser Ile Ser Gly Asp 
355 	 360 	 365 

Leu His Ile Leu Pro Val Ala Phe Arg Gly Asp Ser Phe Thr His Thr 
370 	 375 	 380 

Pro Pro Leu Asp Pro Gln Glu Leu Asp Ile Leu Lys Thr Val Lys Glu 

385 	 390 	 395 	 400 

Ile Thr Gly Phe Leu Leu Ile Gln Ala Trp Pro Glu Asn Arg Thr Asp 

405 	 410 	 415 

Leu His Ala Phe Glu Asn Leu Glu Ile Ile Arg Gly Arg Thr Lys Gln 
420 	 425 	 430 

His Gly Gln Phe Ser Leu Ala Val Val Ser Leu Asn Ile Thr Ser Leu 

435 	 440 	 445 

Gly Leu Arg Ser Leu Lys Glu lle Ser Asp Gly Asp Val Ile Ile Ser 

450 	 455 	 460 

Gly Asn Lys Asn Leu Cys Tyr Ala Asn Thr Ile Asn Trp Lys Lys Leu 

465 	 470 	 475 	 480 

Phe Gly Thr Ser Gly Gln Lys Thr Lys Ile Ile Ser Asn Arg Gly Glu 
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485 	 490 	 495 

Asn Ser Cys Lys Ala Thr Gly Gln Val Cys His Ala Leu Cys Ser Pro 

500 	 505 	 510 

Glu Gly Cys Trp Gly Pro Glu Pro Arg Asp Cys Val Ser Cys Arg Asn 

515 	 520 	 525 

Val Ser Arg Gly Arg Glu Cys Val Asp Lys Cys Asn Leu Leu Glu Gly 

530 	 535 	 540 

Glu Pro Arg Glu Phe Val Glu Asn Ser Glu Cys Ile Gln Cys His Pro 

545 	 550 	 555 	 560 

Glu Cys Leu Pro Gln Ala Met Asn Ile Thr Cys Thr Gly Arg Gly Pro 

565 	 570 	 575 

Asp Asn Cys Ile Gln Cys Ala His Tyr Ile Asp Gly Pro His Cys Val 

580 	 585 	 590 

Lys Thr Cys Pro Ala Gly Val Met Gly Glu Asn Asn Thr Leu Val Trp 

595 	 600 	 605 

Lys Tyr Ala Asp Ala Gly His Val Cys His Leu Cys His Pro Asn Cys 

610 	 615 	 620 

Thr Tyr Gly Cys Thr Gly Pro Gly Leu Glu Gly Cys Pro Thr Asn Gly 

625 	 630 	 635 	 640 

Pro Lys lle Pro Ser Ile Ala Thr Gly Met Val Gly Ala Leu Leu Leu 

645 	 650 	 655 

Leu Leu Val Val Ala Leu Gly Ile Gly Leu Phe Met Arg Arg Arg His 

660 	 665 	 670 

Ile Val Arg Lys Arg Thr Leu Arg Arg Leu Leu Gln Glu Arg Glu Leu 

675 	 680 	 685 
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Val Glu Pro Leu Thr Pro Ser Gly Glu Ala Pro Asn Gln Ala Leu Leu 
690 	 695 	 700 

Arg Ile Leu Lys Glu Thr Glu Phe Lys Lys Ile Lys Val Leu Gly Ser 

705 	 710 	 715 	 720 

Gly Ala Phe Gly Thr Val Tyr Lys Gly Leu Trp Ile Pro Glu Gly Glu 

725 	 730 	 735 

Lys Val Lys Ile Pro Val Ala lle Lys Glu Leu Arg Glu Ala Thr Ser 

740 	 745 	 750 

Pro Lys Ala Asn Lys Glu Ile Leu Asp Glu Ala Tyr Val Met Ala Ser 

755 	 760 	 765 

Val Asp Asn Pro His Val Cys Arg Leu Leu Gly Ile Cys Leu Thr Ser 

770 	 775 	 780 

Thr Val Gln Leu Ile Thr Gln Leu Met Pro Phe Gly Cys Leu Leu Asp 

785 	 790 	 795 	 800 

Tyr Val Arg Glu His Lys Asp Asn Ile Gly Ser Gln Tyr Leu Leu Asn 

805 	 810 	 815 

Trp Cys Val Gln Ile Ala Lys Gly Met Asn Tyr Leu Glu Asp Arg Arg 

820 	 825 	 830 

Leu Val His Arg Asp Leu Ala Ala Arg Asn Val Leu Val Lys Thr Pro 

835 	 840 	 845 

Gln His Val Lys Ile Thr Asp Phe Gly Leu Ala Lys Leu Leu Gly Ala 

850 	 855 	 860 

Glu Glu Lys Glu Tyr His Ala Glu Gly Gly Lys Val Pro Ile Lys Trp 

865 	 870 	 875 	 880 

Met Ala Leu Glu Ser Ile Leu His Arg Ile Tyr Thr His Gln Ser Asp 
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885 	 890 	 895 

Val Trp Ser Tyr Gly Val Thr Val Trp Glu Leu Met Thr Phe Gly Ser 

900 	 905 	 910 

Lys Pro Tyr Asp Gly Ile Pro Ala Ser Glu Ile Ser Ser Ile Leu Glu 

915 	 920 	 925 

Lys Gly Glu Arg Leu Pro Gln Pro Pro Ile Cys Thr Ile Asp Val Tyr 

930 	 935 	 940 

Met Ile Met Val Lys Cys Trp Met Ile Asp Ala Asp Ser Arg Pro Lys 

945 	 950 	 955 	 960 

Phe Arg Glu Leu Ile Ile Glu Phe Ser Lys Met Ala Arg Asp Pro Gln 

965 	 970 	 975 

Arg Tyr Leu Val Ile Gln Gly Asp Glu Arg Met His Leu Pro Ser Pro 

980 	 985 	 990 

Thr Asp Ser Asn Phe Tyr Arg Ala Leu Met Asp Glu Glu Asp Met Asp 

995 	 1000 	 1005 

Asp Val Val Asp Ala Asp Glu Tyr Leu Ile Pro Gin Gln Gly Phe 

1010 	 1015 	 1020 

Phe Ser Ser Pro Ser Thr Ser Arg Thr Pro Leu Leu Ser Ser Leu 

1025 	 1030 	 1035 

Ser Ala Thr Ser Asn Asn Ser Thr Val Ala Cys Ile Asp Arg Asn 

1040 	 1045 	 1050 

Gly Leu Gln Ser Cys Pro Ile Lys Glu Asp Ser Phe Leu Gln Arg 

1055 	 1060 	 1065 

Tyr Ser Ser Asp Pro Thr Gly Ala Leu Thr Glu Asp Ser Ile Asp 

1070 	 1075 	 1080 
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Asp Thr Phe Leu Pro Val Pro Glu Tyr Ile Asn Gln Ser Val Pro 

1085 	 1090 	 1095 

Lys Arg Pro Ala Gly Ser Val Gln Asn Pro Val Tyr His Asn Gln 

1100 	 1105 	 1110 

Pro Leu Asn Pro Ala Pro Ser Arg Asp Pro His Tyr Gln Asp Pro 

1115 	 1120 	 1125 

His Ser Thr Ala Val Gly Asn Pro Glu Tyr Leu Asn Thr Val Gln 

1130 	 1135 	 1140 

Pro Thr Cys Val Asn Ser Thr Phe Asp Ser Pro Ala His Trp Ala 

1145 	 1150 	 1155 

Gln Lys Gly Ser His Gln Ile Ser Leu Asp Asn Pro Asp Tyr Gln 

1160 	 1165 	 1170 

Gln Asp Phe Phe Pro Lys Glu Ala Lys Pro Asn Gly Ile Phe Lys 

1175 	 1180 	 1185 

Gly Ser Thr Ala Glu Asn Ala Glu Tyr Leu Arg Val Ala Pro Gln 

1190 	 1195 	 1200 

Ser Ser Glu Phe Ile Gly Ala 

1205 	 1210 

<210> 15 

<211> 327 

<212> DNA 

<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the base sequence of A27 

VL 

<400> 15 
gaaatagtgt tgacgcagtc tccaggcacc ctgtctttgt ctccagggga aagagccacc 	60 

ctctcctgca gggccagtca gagtgttagc agcagctact tagcctggta ccagcagaaa 	120 
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cctggccagg ctcccaggct cctcatctat ggtgcatcca gcagggccac tggcatccca 	180 

gacaggttca gtggcagtgg gtctgggaca gacttcactc tcaccatcag cagactggag 	240 

cctgaagatt ttgcagtgta ttactgtcag cagtatggta gctcacctcc gtggacgttc 	300 

ggccaaggga ccaaggtgga aatcaaa 	 327 

<210> 16 

<211> 109 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A27 VL 

<400> 16 

Glu Ile Val Leu Thr Gln Ser Pro Gly 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 Ser Ser 

20 	 25 	 30 

Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu 

35 	 40 	 45 

Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser 

50 	 55 	 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu 

65 	 70 	 75 	 80 

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser Ser Pro 

85 	 90 	 95 

Pro Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 

100 	 105 

<210> 17 
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<211> 12 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A27 LCDR1 

<400> 17 

Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala 

1 	 5 	 10 

<210> 18 

<211> 7 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A27 LCDR2 

<400> 18 

Gly Ala Ser Ser Arg Ala Thr 

1 	 5 

<210> 19 

<211> 10 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A27 LCDR3 

<400> 19 

Gln Gln Tyr Gly Ser Ser Pro Pro Trp Thr 

1 	 5 	 10 

<210> 20 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 
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<223> description of the artificial sequence: the base sequence of 
PSM4072 VH 

<400> 20 
gaggtgcagc tggtggagac tgggggaggc ttggtgcaac ctggggggtc cctgagactc 	60 

tcctgtacag cctctggatt cacctttgaa agtcatgcca tgtactgggt ccggcaagct 	120 

ccagggaagg ggctggagtg ggtctcgggt attagtaatg gaggtagtag cacagagtac 	180 

gcagactccg tgaggggccg gttcaccatt tccagagaca attccaagaa tacggtgtat 	240 

ctgcaaatga acagcctgag agccgaggac acggccgtat attactgtgc gagaccaaga 	300 

tctccatatc tcttctacga tgctgctggt gtctggggcc aagggaccct ggtcaccgtc 	360 

tcctca 	 366 

<210> 21 
<211> 122 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid sequence 

of PSM4072 VH 

<400> 21 

Glu Val Gln Leu Val Glu Thr Gly Gly Gly Leu Val Gln Pro Gly Gly 

1 	 5 	 10 	 15 

Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Phe Thr Phe Glu Ser His 
20 	 25 	 30 

Ala Met Tyr Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Gly Ile Ser Asn Gly Gly Ser Ser Thr Glu Tyr Ala Asp Ser Val 

50 	 55 	 60 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr 

65 	 70 	 75 	 80 
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Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Pro Arg Ser Pro Tyr Leu Phe Tyr Asp Ala Ala Gly Val Trp 

100 	 105 	 110 

Gly Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 22 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of PSM4072 HCDR1 

<400> 22 

Ser His Ala Met Tyr 

1 	 5 

<210> 23 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of PSM4072 HCDR2 

<400> 23 

Gly Ile Ser Asn Gly Gly Ser Ser Thr Glu Tyr Ala Asp Ser Val Arg 

1 	 5 	 10 	 15 

Gly 

<210> 24 

<211> 13 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of PSM4072 HCDR3 

<400> 24 

Pro Arg Ser Pro Tyr Leu Phe Tyr Asp Ala Ala Gly Val 

1 	 5 	 10 

<210> 25 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of R327 

VH 

<400> 25 

gaggtgcagc tggtggagac cgggggaggc ttggtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctggatt cagctttgac aagtatacca tgaactgggt ccgccaggct 	120 

ccagggaagg ggctggagtg ggtctcagtt atttctaatg ggggagtttc tacagactac 	180 

gcagactccg ttaagggccg gttcaccgtc tccagagaca attccaagaa cacactgtac 	240 

ctgcaaatga acagcctgag agccgaggat atggccacat attactgtgc gcgtgcgagc 	300 

cagccgtggc tctataggac cggtgcggat gtgtggggcc aggggacaat gttcaccgtc 	360 

tcttca 	 366 

<210> 26 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of R327 VH 

<400> 26 

Glu Val Gln Leu Val Glu Thr Gly Gly Gly Leu Val Gln Pro Gly Gly 

1 	 5 	 10 	 15 
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Phe Asp Lys Tyr 

20 	 25 	 30 

Thr Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Val Ile Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val 

50 	 55 	 60 

Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 	 70 	 75 	 80 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Thr Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val Trp 

100 	 105 	 110 

Gly Gln Gly Thr Met Val Thr Val Ser Ser 

115 	 120 

<210> 27 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of R327 HCDR1 

<400> 27 

Lys Tyr Thr Met Asn 

1 	 5 

<210> 28 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 
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<223> description of the artificial sequence: the amino acid sequence 

of R327 HCDR2 

<400> 28 

Val lle Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val Lys 

1 	 5 	 10 	 15 

Gly 

<210> 29 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of R327 HCDR3 

<400> 29 

Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val 

1 	 5 	 10 

<210> 30 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of 

TfR1071 VH 

<400> 30 

tacgtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctggatt cagctttgac aagtatacca tgaactgggt ccgccaggct 	120 

ccagggaagg ggctggagtg ggtctcagtt atttctaatg ggggagtttc tacagactac 	180 

gcagactccg ttaagggccg gttoaccgto tccagagaca attccaagaa cacactgtac 	240 

ctgcaaatga acagcctgag agccgaggat atggccacat attactgtgc gcgtgcgagc 	300 

cagccgtggc tctataggac cggtgcggat gtgtggggcc aggggaccct ggtcaccgtc 	360 
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tcctca 	 366 

<210> 31 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1071 VH 

<400> 31 

Tyr 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 Ser Phe Asp Lys Tyr 

20 	 25 	 30 

Thr Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Val Ile Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val 

50 	 55 	 60 

Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 	 70 	 75 	 80 

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Met Ala Thr Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Ala Ser GIn Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val Trp 

100 	 105 	 110 

Gly GIn Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 32 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1071 HCDR1 

<400> 32 

Lys Tyr Thr Met Asn 

1 	 5 

<210> 33 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1071 HCDR2 

<400> 33 

Val Ile Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val Lys 

1 	 5 	 10 	 15 

Gly 

<210> 34 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1071 HCDR3 

<400> 34 

Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val 

1 	 5 	 10 

<210> 35 

<211> 366 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the base sequence of 

TfR4016 VH 

<400> 35 

tacgtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctggatt cagctttgac aagtatacca tgaactgggt ccgccaggct 	120 

ccagggaagg ggctggagtg ggtctcagtt atttctaatg ggggagtttc tacagactac 	180 

gcagactccg ttaagggccg gttcaccgtc tccagagaca attccaagaa cacactgtac 	240 

ctgcaaatga acagcctgag agccgaggat atggccacat attactgtgc gcgtgcgagc 	300 

cagccgtggc tctataggac cggtgcggat gtgtggggcc aggggaccac ggtcaccgtc 	360 

tcctca 	 366 

<210> 36 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR4016 VH 

<400> 36 

Tyr 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 Ser Phe Asp Lys Tyr 

20 	 25 	 30 

Thr Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Val Ile Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val 

50 	 55 	 60 

Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 	 70 	 75 	 80 



51 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Thr Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val Trp 

100 	 105 	 110 

Gly Gln Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 

<210> 37 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR4016 HCDR1 

<400> 37 

Lys Tyr Thr Met Asn 

1 	 5 

<210> 38 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR4016 HCDR2 

<400> 38 

Val Ile Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val Lys 

1 	 5 	 10 	 15 

Gly 

<210> 39 

<211> 13 

<212> PRT 
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<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR4016 HCDR3 

<400> 39 

Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val 

1 	 5 	 10 

<210> 40 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of 

cyno186 VH 

<400> 40 

caggtgcagc tggtggagtc tgggggagaa ttcgtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctggatt cccctttaaa ggctatgcca tgaattgggt ccgccaggct 	120 

ccagggaagg gattggagtg ggtctcaaga ataagtaatg gtggtagcta catagactac 	180 

gcagactccg taaagggccg gttcaccatc tccagagaca attccaagaa cacgctgtat 	240 

ttgcaaatag acagcctgag aaccgaggac acggccgtat attactgtgc gaaagcgaag 	300 

gacgcctata ggtggaacaa cgctatagac gaatggggcc aagggaccct ggtcaccgtc 	360 

tcctca 	 366 

<210> 41 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno186 VH 

<400> 41 

Gln Val Gln Leu Val Glu Ser Gly Gly Glu Phe Val Gln Pro Gly Gly 

1 	 5 	 10 	 15 
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Phe Lys Gly Tyr 

20 	 25 	 30 

Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 	 40 	 45 

Ser Arg Ile Ser Asn Gly Gly Ser Tyr Ile Asp 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 Ile Asp Ser Leu Arg Thr Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Lys Ala Lys Asp Ala Tyr Arg Trp Asn Asn Ala Ile Asp Glu Trp 

100 	 105 	 110 

Gly Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 42 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno186 HCDR1 

<400> 42 

Gly Tyr Ala Met Asn 

1 	 5 

<210> 43 

<211> 17 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno186 HCDR2 

<400> 43 

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

Gly 

<210> 44 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno186 HCDR3 

<400> 44 

Ala Lys Asp Ala Tyr Arg Trp Asn Asn Ala Ile Asp Glu 

1 	 5 	 10 

<210> 45 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of 

cyno292 VH 

<400> 45 

caggtgcagc tggtgcaatc tgggggaggc ctggtcaagc ctggggggtc cctgagaatc 	60 

tcctgtacaa cctctggatt cccctttgat ggctatacca tgacctgggt ccgccaggct 	120 

ccagggaagg ggctggagtg ggtctcaagt attagtaatg gtggtagcac cattttcgtc 	180 

tcagactcag tgagaggccg attcaccatc tccagagaca acgccaagaa ttcactgtat 	240 

ctccaaatga acaacgtggg agccgaggac acggctgtgt attactgtgc gagagctcga 	300 

gatgcgtatg gctggacgct tccttctgac atctggggcc aagggacaat ggtcaccgtc 	360 
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tcttca 	 366 

<210> 46 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno292 VH 

<400> 46 

Gln Val Gln Leu Val Gln Ser Gly Gly Gly Leu Val Lys Pro Gly Gly 

1 	 5 	 10 	 15 

Ser Leu Arg Ile Ser Cys Thr Thr Ser Gly Phe Pro Phe Asp Gly Tyr 

20 	 25 	 30 

Thr Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Ser Ile Ser Asn Gly Gly Ser Thr Ile Phe Val Ser Asp Ser Val 

50 	 55 	 60 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 

65 	 70 	 75 	 80 

Leu Gln Met Asn Asn Val Gly Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Ala Arg Asp Ala Tyr Gly Trp Thr Leu Pro Ser Asp Ile Trp 

100 	 105 	 110 

Gly Gln Gly Thr Met Val Thr Val Ser Ser 

115 	 120 

<210> 47 

<211> 5 

<212> PRT 
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<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno292 HCDR1 

<400> 47 

Gly Tyr Thr Met Thr 

1 	 5 

<210> 48 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno292 HCDR2 

<400> 48 

Ser Ile Ser Asn Gly Gly Ser Thr Ile Phe Val Ser Asp Ser Val Arg 

1 	 5 	 10 	 15 

Gly 

<210> 49 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno292 HCDR3 

<400> 49 

Ala Arg Asp Ala Tyr Gly Trp Thr Leu Pro Ser Asp Ile 

1 	 5 	 10 

<210> 50 

<211> 122 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1007 VH 

<400> 50 

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

Ser Leu Ser Leu Ser Cys Ala Ala Ser Gly Phe Ser Phe Lys Gly Tyr 

20 	 25 	 30 

Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Ser Leu Ser Asn Gly Gly Gly Ser Ser 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 Lys Thr Leu Gly Ala Tyr Tyr Ile Lys Ser Ala Met Asp Val Trp 

100 	 105 	 110 

Gly Gln Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 

<210> 51 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of cyno163 VH 

<400> 51 



58 

Glu 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 Ser Thr Tyr 

20 	 25 	 30 

Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Gly Ile Ser Asn Gly Gly Ser Ser Thr Glu Tyr Ala Asp Ser Val 

50 	 55 	 60 

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Val 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 Pro Arg Ser Pro Tyr Leu Phe Tyr Asp Ala Ala Gly Val Trp 

100 	 105 	 110 

Gly Gin Gly Thr Met Val Thr Val Ser Ser 

115 	 120 

<210> 52 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of 22-30 VH 

<400> 52 

GIn Val Gln Leu GIn Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 

1 	 5 	 10 	 15 

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Ile Ser Ser Tyr 

20 	 25 	 30 
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Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile 

35 	 40 	 45 

Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys 

50 	 55 	 60 

Ser Arg Val Thr Ile Ser Leu Asp Thr Ser Lys Asn Gln Phe Ser Leu 

65 	 70 	 75 	 80 

Arg Leu Ser Ser Val Thr Thr Ala Asp Thr Ala Leu Tyr Tyr Cys Thr 

85 	 90 	 95 

Arg Glu Ala Gly Tyr Tyr Asp Ser Ser Gly Tyr Tyr Gly Phe Asp Tyr 

100 	 105 	 110 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 53 

<211> 107 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of 22-30 VL 

<400> 53 

Asp Ile Gln Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 	 5 	 10 	 15 

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Ser Ser Trp 

20 	 25 	 30 

Leu Ala Trp Tyr Gln Gln Lys Pro Glu Lys Ala Pro Lys Ser Leu Ile 

35 	 40 	 45 

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 	 55 	 60 
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Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro 

65 	 70 	 75 	 80 

Glu Asp Phe Ala Thr Tyr Phe Cys Gln Gln Tyr Tyr Asn Tyr Pro Tyr 

85 	 90 	 95 

Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys 

100 	 105 

<210> 54 

<211> 114 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of T14 VH 

<400> 54 

Glu Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly 

1 	 5 	 10 	 15 

Ser Leu Arg Leu Ser Cys Val Val Ser Gly Gly Thr Phe Ser Asn Phe 

20 	 25 	 30 

Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Tyr Ile Ser Gly Ser Ser Ser Thr Ile Tyr Tyr Ala Asp Ser Val 

50 	 55 	 60 

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 

65 	 70 	 75 	 80 

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

85 	 90 	 95 

Val Ser Ser Ser Trp Tyr Tyr Trp Gly Gln Gly Thr Leu Val Thr Val 
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100 	 105 	 110 

Ser Ser 

<210> 55 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR434 VH 

<400> 55 

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Phe Lys Ser Tyr 

20 	 25 	 30 

Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ala Val Ile Ser Tyr Asp Gly Ser Ser Lys 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 Gly Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Asp Ser Asn Phe Trp Ser Gly Tyr Tyr Ser Pro Val Asp Val 

100 	 105 	 110 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 
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<210> 56 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 
of TfR435 VH 

<400> 56 

Gln Val Gln Leu Val Gln Ser Gly Gly Gly Val Val Gln Pro Gly Arg 

1 	 5 	 10 	 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Phe Lys Ser Tyr 

20 	 25 	 30 

Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ala Val Ile Ser Phe Asp Gly Ser Asn Lys 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 Gly Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Asp Ser Asn Phe Trp Ser Gly Tyr Tyr Ser Pro Val Asp Val 

100 	 105 	 110 

Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 

<210> 57 

<211> 111 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 
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of TfR434, 435 VL 

<400> 57 

Asn Phe Met Leu Thr Gln Pro His Ser Val Ser Glu Ser Pro Gly Lys 
1 	 5 	 10 	 15 

Thr Val Thr Ile Ser Cys Thr Arg Ser Ser Gly Ser Ile Ala Ser Asn 

20 	 25 	 30 

Ser Val Gln Trp Tyr Gln Gin Arg Pro Gly Ser Ala Pro Ile Thr Val 

35 	 40 	 45 

Ile Tyr Glu Asp Thr Gln Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 

50 	 55 	 60 

Gly Ser Ile Asp Ser Ser Ser Asn Ser Ala Ser Leu Thr Ile Ser Gly 

65 	 70 	 75 	 80 

Leu Gln Thr Glu Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ser 

85 	 90 	 95 

Ala Tyr His Trp Val Phe Gly Gly Gly Thr Lys Leu Ala Val Leu 

100 	 105 	 110 

<210> 58 

<211> 366 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of E08 

VH 

<400> 58 

gaggtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctggatt cagctttaac aacaatgcca tgaactgggt cogtcaggct 	120 

ccagggaagg ggctggagtg ggtctcaggt attcgtgccg atggcggtac gacatactac 	180 

gcagactccg tgaagggccg gttcaccatc tccagagaca attccaagaa cacactgtat 	240 
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ctgcaaatga acagcctgag agccgaggac acggccgtat atttctgtgg aaagacgcct 	300 

gactgggaaa tcttctacta cgctatggac gcctggggcc aagggaccac ggtcaccgtc 	360 

tcctca 	 366 

<210> 59 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E08 VH 

<400> 59 

Glu Val GIn 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 Ser Phe Asn Asn Asn 

20 	 25 	 30 

Ala Met Asn Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Gly Ile Arg Ala Asp Gly Gly 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 GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys 

85 	 90 	 95 

Gly Lys Thr Pro Asp Trp Glu Ile Phe Tyr Tyr Ala Met Asp Ala Trp 

100 	 105 	 110 

Gly GIn Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 
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<210> 60 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E08 HCDR1 

<400> 60 

Asn Asn Ala Met Asn 

1 	 5 

<210> 61 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E08 HCDR2 

<400> 61 

Gly Ile Arg Ala Asp Gly Gly Thr Thr Tyr Tyr Ala Asp Ser Val Lys 

1 	 5 	 10 	 15 

Gly 

<210> 62 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E08 HCDR3 

<400> 62 

Thr Pro Asp Trp Glu Ile Phe Tyr Tyr Ala Met Asp Ala 

1 	 5 	 10 

<210> 63 
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<211> 363 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the base sequence of E12 

VH 

<400> 63 
caggtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc 	60 

tcctgtgcag cctctagatt cacctttagc gcctatgcca tgggctgggt gcgccaggct 	120 

ccagggaagg ggctggagtg ggtctcaatt attgatagtg gtggtgtgta cacatactac 	180 

gcagactcca tgaagggccg cttcaccatc tccagagaca attccaagaa cacgctgtat 	240 

ctgcaaatga acagoctgag agccgaggac acggccgtat attactgtgc gagagatcat 	300 

tatggtgttg tttggggact tggagattac tggggccagg gaaccctggt cactgtctcc 	360 

tca 	 363 

<210> 64 
<211> 121 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid sequence 

of E12 VH 

<400> 64 

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 Arg Phe Thr Phe Ser Ala Tyr 

20 	 25 	 30 

Ala Met Gly Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 

Ser Ile Ile Asp Ser Gly Gly Val Tyr Thr Tyr Tyr Ala Asp Ser Met 

50 	 55 	 60 
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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 Asp His Tyr Gly Val Val Trp Gly Leu Gly Asp Tyr Trp Gly 
100 	 105 	 110 

Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 65 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E12 HCDR1 

<400> 65 

Ala Tyr Ala Met Gly 

1 	 5 

<210> 66 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E12 HCDR2 

<400> 66 

Ile Ile Asp Ser Gly Gly Val Tyr Thr Tyr Tyr Ala Asp Ser Met Lys 

1 	 5 	 10 	 15 

Gly 
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<210> 67 

<211> 12 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E12 HCDR3 

<400> 67 

Asp His Tyr Gly Val Val Trp Gly Leu Gly Asp Tyr 

1 	 5 	 10 

<210> 68 

<211> 354 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of E17 

VH 

<400> 68 

caggtgcagc tacagcagtg gggcgcagga ctgttgaagc cttcggagac tctgtccctc 	60 

acctgcgcac tgtacagtgg gtccttcagt gctcaggact ggagctggat ccgccagtcc 	120 

ccagagaagg ggctggagtg gattggggaa atctggcaag ggggaaaaac caactacaac 	180 

ccgtccctca agagtcgagt tagtatatca agagacaact ccaagaacca gttgtccctg 	240 

cagctgagct ctgtgaccgc cgcggacacg gctgtgtatt actgtgcgag ggtggactgg 	300 

tcttatcgtg tttttgaaat ctggggccaa gggacaatgg tcaccgtctc ttca 	 354 

<210> 69 

<211> 118 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E17 VH 

<400> 69 
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Gln Val Gln Leu Gln Gln Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu 
1 	 5 	 10 	 15 

Thr Leu Ser Leu Thr Cys Ala Leu Tyr Ser Gly Ser Phe Ser Ala Gln 

20 	 25 	 30 

Asp Trp Ser Trp Ile Arg Gln Ser Pro Giu Lys Gly Leu Glu Trp Ile 

35 	 40 	 45 

Gly Glu Ile Trp Gin Gly Gly Lys Thr Asn Tyr Asn Pro Ser Leu Lys 

50 	 55 	 60 

Ser Arg Val Ser Ile Ser Arg Asp Asn Ser Lys Asn Gin Leu Ser Leu 

65 	 70 	 75 	 80 

Gin Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala 

85 	 90 	 95 

Arg Val Asp Trp Ser Tyr Arg Val Phe Giu Ile Trp Gly Gln Gly Thr 

100 	 105 	 110 

Met Val Thr Val Ser Ser 

115 

<210> 70 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E17 HCDR1 

<400> 70 

Ala Gln Asp Trp Ser 

1 	 5 

<210> 71 

<211> 16 

<212> PRT 
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<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Eli HCDR2 

<400> 71 

Glu Ile Trp Gln Gly Gly Lys Thr Asn Tyr Asn Pro Ser Leu Lys Ser 

1 	 5 	 10 	 15 

<210> 72 

<211> 10 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of E17 HCDR3 

<400> 72 

Val Asp Trp Ser Tyr Arg Val Phe Glu Ile 

1 	 5 	 10 

<210> 73 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of KME07 VH 

<400> 73 

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

1 	 5 	 10 	 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Phe 

20 	 25 	 30 

Ala Phe Gly Trp Val Arg Gln Ala Pro Gly Gin Gly Leu Glu Trp Met 

35 	 40 	 45 
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Gly Glu Val Arg Pro Gly Phe Gly Thr Glu Ile Leu Thr Gln Asn Phe 

50 	 55 	 60 

Gln Asp Arg Val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Thr Tyr 

65 	 70 	 75 	 80 

Met Glu Leu Arg Ser Leu Lys Ser Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Gly Leu Leu Arg Gly Gly Tyr Ile Glu Asn Pro Phe Glu Ile 

100 	 105 	 110 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 74 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of KME09 VH 

<400> 74 

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

1 	 5 	 10 	 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Phe 

20 	 25 	 30 

Ala Trp Gly Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met 

35 	 40 	 45 

Gly Glu Ile Arg Pro Gly Phe Gly Thr Glu Ile Tyr Ala Gln Asn Phe 

50 	 55 	 60 

Gln Asp Arg Val Thr Phe Ile Thr Asp Glu Ala Thr Ser Thr Thr Tyr 

65 	 70 	 75 	 80 
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Met Glu Leu Ser Ser Leu Lys Ser Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Gly Leu Leu Arg Ser Gly Tyr Ile Asp Asn Pro Cys Asp Ile 

100 	 105 	 110 

Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 

115 	 120 

<210> 75 

<211> 125 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of KME11 VH 

<400> 75 

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

1 	 5 	 10 	 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Leu Ser Thr Tyr 

20 	 25 	 30 

Gly Ile Thr Trp Val Arg Gln Ala Pro Gly Gln Gly Phe Ala Trp Met 

35 	 40 	 45 

Gly Glu Ile Ile Pro Ser Leu Gly Ile Val Asn Tyr Ala Gln Lys Phe 

50 	 55 	 60 

Gln Gly Arg Val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Val Tyr 

65 	 70 	 75 	 80 

Met Glu Leu Ser Ser Val Thr Tyr Glu Asp Thr Ala Val Tyr Tyr Cys 

85 	 90 	 95 

Ala Gly Asp Glu Leu Ser Glu Gly His Ser Glu Tyr Tyr His Gly Met 

100 	 105 	 110 



73 

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser 

115 	 120 	 125 

<210> 76 

<211> 119 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Cetuximab VH 

<400> 76 

Gln Val Gln Leu Lys Gln Ser Gly Pro Gly Leu Val Gln Pro Ser Gln 

1 	 5 	 10 	 15 

Ser Leu Ser Ile Thr Cys Thr Val Ser Gly Phe Ser Leu Thr Asn Tyr 

20 	 25 	 30 

Gly Val His Trp Val Arg Gln Ser Pro Gly Lys Gly Leu Glu Trp Leu 

35 	 40 	 45 

Gly Val Ile Trp Ser Gly Gly Asn Thr Asp Tyr Asn Thr Pro Phe Thr 

50 	 55 	 60 

Ser Arg Leu Ser Ile Asn Lys Asp Asn Ser Lys Ser Gln Val Phe Phe 

65 	 70 	 75 	 80 

Lys Met Asn Ser Leu Gin Ser Asn Asp Thr Ala Ile Tyr Tyr Cys Ala 

85 	 90 	 95 

Arg Ala Leu Thr Tyr Tyr Asp Tyr Glu Phe Ala Tyr Trp Gly Gln Gly 

100 	 105 	 110 

Thr Leu Val Thr Val Ser Ala 

115 

<210> 77 
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<211> 107 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Cetuximab VL 

<400> 77 

Asp Ile Leu Leu Thr Gln Ser Pro Val Ile Leu Ser Val Ser Pro Gly 

1 	 5 	 10 	 15 

Glu Arg Val Ser Phe Ser Cys Arg Ala Ser Gln Ser Ile Gly Thr Asn 

20 	 25 	 30 

Ile His Trp Tyr Gln Gln Arg Thr Asn Gly Ser Pro Arg Leu Leu Ile 

35 	 40 	 45 

Lys Tyr Ala Ser Glu Ser Ile Ser Gly Ile Pro Ser Arg Phe Ser Gly 

50 	 55 	 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Ser Ile Asn Ser Val Glu Ser 

65 	 70 	 75 	 80 

Glu Asp Ile Ala Asp Tyr Tyr Cys Gln Gin Asn Asn Asn Trp Pro Thr 

85 	 90 	 95 

Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys 

100 	 105 

<210> 78 

<211> 117 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of HN3 VH 

<400> 78 

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Tyr Phe Asp Phe Asp Ser Tyr 

20 	 25 	 30 

Glu Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile 

35 	 40 	 45 

Gly Ser Ile Tyr His Ser Gly Ser Thr Tyr Tyr Asn Pro Ser Leu Lys 

50 	 55 	 60 

Ser Arg Val Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu 

65 	 70 	 75 	 80 

Gln Met Asn Thr Leu Arg Ala Glu Asp Thr Ala Thr Tyr Tyr Cys Ala 

85 	 90 	 95 

Arg Val Asn Met Asp Arg Phe Asp Tyr Trp Gly Gln Gly Thr Leu Val 

100 	 105 	 110 

Thr Val Ser Ser Ser 

115 

<210> 79 

<211> 2 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid of 

sequence of linker 

<400> 79 

Glu Ser 

1 

<210> 80 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
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<220> 
<223> description of the artificial sequence: the amino acid of 

sequence of linker 

<400> 80 

Glu Ser Lys Tyr Gly 

1 	 5 

<210> 81 
<211> 7 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid of 

sequence of linker 

<400> 81 

Glu Ser Lys Tyr Gly Pro Pro 

1 	 5 

<210> 82 
<211> 5 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid of 

sequence of linker 

<400> 82 

Gly Gly Gly Gly Ser 

1 	 5 

<210> 83 
<211> 981 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the base sequence of 

1gG4PE R409K constant region 
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<400> 83 

gctagcacca aggggccatc cgtcttcccc ctggcgccct gctccaggag cacctccgag 	60 

agcacagccg ccctgggctg cctggtcaag gactacttcc ccgaaccggt gacggtgtcg 	120 

tggaactcag gcgccctgac cagcggcgtg cacaccttcc cgotgtcct acagtcctca 	180 

ggactctact ccctcagcag cgtggtgacc gtgccctcca gcagcttggg cacgaagacc 	240 

tacacctgca acgtagatca caagcccagc aacaccaagg tggacaagag agttgagtcc 	300 

aaatatggtc coccatgccc accatgccca gcacctgagt tcgagggggg accatcagtc 	360 

ttcctgttcc ccccaaaacc caaggacact ctcatgatct ccoggacccc tgaggtcacg 	420 

tgcgtggtgg tggacgtgag ccaggaagac cccgaggtcc agttcaactg gtacgtggat 	480 

ggcgtggagg tgcataatgc caagacaaag ccgcgggagg agcagttcaa cagcacgtac 	540 

cgtgtggtca gcgtcctcac cgtcctgcac caggactggc tgaacggcaa ggagtacaag 	600 

tgcaaggtct ccaacaaagg cctcccgtcc tccatcgaga aaaccatctc caaagccaaa 	660 

gggcagcccc gagagccaca ggtgtacacc ctgcccccat cccaggagga gatgaccaag 	720 

aaccaggtca gcctgacctg cctggtcaaa ggcttctacc ccagcgacat cgccgtggag 	780 

tgggagagca atgggcagcc ggagaacaac tacaagacca cgcctcccgt gctggactcc 	840 

gacggctcct tcttcctcta cagcaagcta accgtggaca agagcaggtg gcaggagggg 	900 

aatgtcttct catgctccgt gatgcatgag gctctgcaca accactacac acagaagagc 	960 

ctctccctgt ctctgggtaa a 	 981 

<210> 84 

<211> 327 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of IgG4PE R409K constant region 

<400> 84 

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg 

1 	 5 	 10 	 15 
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Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 
20 	 25 	 30 

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 
35 	 40 	 45 

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 
50 	 55 	 60 

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr 

65 	 70 	 75 	 80 

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys 
85 	 90 	 95 

Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro 

100 	 105 	 110 

Glu Phe Glu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

115 	 120 	 125 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val 

130 	 135 	 140 

Asp Val Ser GIn Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp 

145 	 150 	 155 	 160 

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe 

165 	 170 	 175 

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp 

180 	 185 	 190 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu 

195 	 200 	 205 

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
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210 	 215 	 220 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys 
225 	 230 	 235 	 240 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 

245 	 250 	 255 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

260 	 265 	 270 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

275 	 280 	 285 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser 

290 	 295 	 300 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

305 	 310 	 315 	 320 

Leu Ser Leu Ser Leu Gly Lys 

325 

<210> 85 

<211> 294 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the base sequence of 

modified codons of lgG4 CI-11 

<400> 85 

gctagcacca aaggaccttc tgtatttcct cttgcgccat gctctcgctc tacgtcagaa 	60 

tcaactgccg ctctggggtg cctggttaaa gactacttcc cggagcctgt gacagtgagt 	120 

tggaactccg gcgccctgac atcaggagtg catacatttc ccgccgtgct tcagagcagc 	180 

ggactttata gcctcagcag tgtggtgacc gtgccatctt ccagcctggg gaccaagacc 	240 

tacacctgta acgtggacca caaacccagc aacaccaagg ttgataagag ggtc 	 294 
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<210> 86 

<211> 327 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of IgG4PE constant region 

<400> 86 

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg 

1 	 5 	 10 	 15 

Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr 

20 	 25 	 30 

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser 

35 	 40 	 45 

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser 

50 	 55 	 60 

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr 

65 	 70 	 75 	 80 

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys 

85 	 90 	 95 

Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro 

100 	 105 	 110 

Glu Phe Glu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

115 	 120 	 125 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val 

130 	 135 	 140 

Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp 
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145 	 150 	 155 	 160 

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe 

165 	 170 	 175 

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp 

180 	 185 	 190 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu 

195 	 200 	 205 

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

210 	 215 	 220 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys 

225 	 230 	 235 	 240 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 

245 	 250 	 255 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

260 	 265 	 270 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

275 	 280 	 285 

Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser 

290 	 295 	 300 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

305 	 310 	 315 	 320 

Leu Ser Leu Ser Leu Gly Lys 

325 

<210> 87 

<211> 763 

<212> PRT 
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<213> Mus musculus 

<400> 87 

Met Met Asp Gln Ala Arg Ser Ala Phe Ser Asn Leu Phe Gly Gly Glu 
1 	 5 	 10 	 15 

Pro Leu Ser Tyr Thr Arg Phe Ser Leu Ala Arg Gln Val Asp Gly Asp 

20 	 25 	 30 

Asn Ser His Val Glu Met Lys Leu Ala Ala Asp Glu Glu Glu Asn Ala 

35 	 40 	 45 

Asp Asn Asn Met Lys Ala Ser Val Arg Lys Pro Lys Arg Phe Asn Gly 

50 	 55 	 60 

Arg Leu Cys Phe Ala Ala Ile Ala Leu Val Ile Phe Phe Leu Ile Gly 

65 	 70 	 75 	 80 

Phe Met Ser Gly Tyr Leu Gly Tyr Cys Lys Arg Val Glu Gln Lys Glu 

85 	 90 	 95 

Glu Cys Val Lys Leu Ala Glu Thr Glu Glu Thr Asp Lys Ser Glu Thr 

100 	 105 	 110 

Met Glu Thr Glu Asp Val Pro Thr Ser Ser Arg Leu Tyr Trp Ala Asp 

115 	 120 	 125 

Leu Lys Thr Leu Leu Ser Glu Lys Leu Asn Ser Ile Glu Phe Ala Asp 

130 	 135 	 140 

Thr Ile Lys Gln Leu Ser Gln Asn Thr Tyr Thr Pro Arg Glu Ala Gly 

145 	 150 	 155 	 160 

Ser Gln Lys Asp Glu Ser Leu Ala Tyr Tyr Ile Glu Asn Gln Phe His 

165 	 170 	 175 

Glu Phe Lys Phe Ser Lys Val Trp Arg Asp Glu His Tyr Val Lys Ile 

180 	 185 	 190 
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Gln Val Lys Ser Ser Ile Gly Gln Asn Met Val Thr Ile Val Gln Ser 

195 	 200 	 205 

Asn Gly Asn Leu Asp Pro Val Glu Ser Pro Glu Gly Tyr Val Ala Phe 

210 	 215 	 220 

Ser Lys Pro Thr Glu Val Ser Gly Lys Leu Val His Ala Asn Phe Gly 

225 	 230 	 235 	 240 

Thr Lys Lys Asp Phe Glu Glu Leu Ser Tyr Ser Val Asn Gly Ser Leu 

245 	 250 	 255 

Val Ile Val Arg Ala Gly Glu Ile Thr Phe Ala Glu Lys Val Ala Asn 

260 	 265 	 270 

Ala Gln Ser Phe Asn Ala Ile Gly Val Leu Ile Tyr Met Asp Lys Asn 

275 	 280 	 285 

Lys Phe Pro Val Val Glu Ala Asp Leu Ala Leu Phe Gly His Ala His 

290 	 295 	 300 

Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly Phe Pro Ser Phe Asn His 

305 	 310 	 315 	 320 

Thr Gln Phe Pro Pro Ser Gln Ser Ser Gly Leu Pro Asn Ile Pro Val 

325 	 330 	 335 

Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys Leu Phe Gly Lys Met Glu 

340 	 345 	 350 

Gly Ser Cys Pro Ala Arg Trp Asn Ile Asp Ser Ser Cys Lys Leu Glu 

355 	 360 	 365 

Leu Ser Gln Asn Gln Asn Val Lys Leu Ile Val Lys Asn Val Leu Lys 

370 	 375 	 380 
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Glu Arg Arg Ile Leu Asn Ile Phe Gly Val Ile Lys Gly Tyr Glu Glu 

385 	 390 	 395 	 400 

Pro Asp Arg Tyr Val Val Val Gly Ala Gln Arg Asp Ala Leu Gly Ala 

405 	 410 	 415 

Gly Val Ala Ala Lys Ser Ser Val Gly Thr Gly Leu Leu Leu Lys Leu 

420 	 425 	 430 

Ala Gln Val Phe Ser Asp Met Ile Ser Lys Asp Gly Phe Arg Pro Ser 

435 	 440 	 445 

Arg Ser Ile Ile Phe Ala Ser Trp Thr Ala Gly Asp Phe Gly Ala Val 

450 	 455 	 460 

Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser Ser Leu His Leu Lys 

465 	 470 	 475 	 480 

Ala Phe Thr Tyr Ile Asn Leu Asp Lys Val Val Leu Gly Thr Ser Asn 

485 	 490 	 495 

Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr Leu Met Gly Lys Ile 

500 	 505 	 510 

Met Gln Asp Val Lys His Pro Val Asp Gly Lys Ser Leu Tyr Arg Asp 

515 	 520 	 525 

Ser Asn Trp Ile Ser Lys Val Glu Lys Leu Ser Phe Asp Asn Ala Ala 

530 	 535 	 540 

Tyr Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala Val Ser Phe Cys Phe 

545 	 550 	 555 	 560 

Cys Glu Asp Ala Asp Tyr Pro Tyr Leu Gly Thr Arg Leu Asp Thr Tyr 

565 	 570 	 575 

Glu Ala Leu Thr Gln Lys Val Pro Gln Leu Asn Gln Met Val Arg Thr 

580 	 585 	 590 
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Ala Ala Glu Val Ala Gly GIn Leu Ile Ile Lys Leu Thr His Asp Val 
595 	 600 	 605 

Glu Leu Asn Leu Asp Tyr Glu Met Tyr Asn Ser Lys Leu Leu Ser Phe 

610 	 615 	 620 

Met Lys Asp Leu Asn Gln Phe Lys Thr Asp Ile Arg Asp Met Gly Leu 

625 	 630 	 635 	 640 

Ser Leu GIn Trp Leu Tyr Ser Ala Arg Gly Asp Tyr Phe Arg Ala Thr 

645 	 650 	 655 

Ser Arg Leu Thr Thr Asp Phe His Asn Ala Glu Lys Thr Asn Arg Phe 

660 	 665 	 670 

Val Met Arg Glu Ile Asn Asp Arg Ile Met Lys Val Glu Tyr His Phe 

675 	 680 	 685 

Leu Ser Pro Tyr Val Ser Pro Arg Glu Ser Pro Phe Arg His Ile Phe 

690 	 695 	 700 

Trp Gly Ser Gly Ser His Thr Leu Ser Ala Leu Val Glu Asn Leu Lys 

705 	 710 	 715 	 720 

Leu Arg Gln Lys Asn Ile Thr Ala Phe Asn Glu Thr Leu Phe Arg Asn 

725 	 730 	 735 

Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly Val Ala Asn Ala Leu 

740 	 745 	 750 

Ser Gly Asp Ile Trp Asn Ile Asp Asn Glu Phe 

755 	 760 

<210> 88 

<211> 672 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Apical domain mouse chimera of human TfR extracellular domain 

<400> 88 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Ser Ser lle Gly Gln Asn Met 

100 	 105 	 110 

Val Thr Ile Val Gln Ser Asn Gly Asn Leu Asp Pro Val Glu Ser Pro 

115 	 120 	 125 

Glu Gly Tyr Val Ala Phe Ser Lys Pro Thr Glu Val Ser Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Glu Leu Ser Tyr 

145 	 150 	 155 	 160 

Ser Val Asn Gly Ser Leu Val lle Val Arg Ala Gly Glu Ile Thr Phe 

165 	 170 	 175 
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Ala Glu Lys Val Ala Asn Ala Gln Ser Phe Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Lys Asn Lys Phe Pro Val Val Glu Ala Asp Leu Ala 

195 	 200 	 205 

Leu Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Gln Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Lys Met Glu Gly Ser Cys Pro Ala Arg Trp Asn Ile Asp 

260 	 265 	 270 

Ser Ser Cys Lys Leu Glu Leu Ser Gln Asn Gln Asn Val Lys Leu Ile 

275 	 280 	 285 

Val Lys Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 
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370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 
385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 
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Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 89 

<211> 675 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Protease—like domain mouse chimera of human TfR extracellular 

domain 

<400> 89 

Cys Lys Arg Val Glu Gln Lys Glu Glu Cys Val Lys Leu Ala Glu Thr 

1 	 5 	 10 	 15 

Glu Glu Thr Asp Lys Ser Glu Thr Met Glu Thr Glu Asp Val Pro Thr 

20 	 25 	 30 

Ser Ser Arg Leu Tyr Trp Ala Asp Leu Lys Thr Leu Leu Ser Glu Lys 

35 	 40 	 45 

Leu Asn Ser Ile Glu Phe Ala Asp Thr Ile Lys Gln Leu Ser Gln Asn 
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50 	 55 	 60 

Thr Tyr Thr Pro Arg Glu Ala Gly Ser GIn Lys Asp Glu Ser Leu Ala 
65 	 70 	 75 	 80 

Tyr Tyr Ile Glu Asn Gln Phe His Glu Phe Lys Phe Ser Lys Val Trp 

85 	 90 	 95 

Arg Asp Glu His Tyr Val Lys Ile GIn Val Lys Asp Ser Ala Gln Asn 

100 	 105 	 110 

Ser Val Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu 

115 	 120 	 125 

Asn Pro Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly 

130 	 135 	 140 

Lys Leu Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu 

145 	 150 	 155 	 160 

Tyr Thr Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile 

165 	 170 	 175 

Thr Phe Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly 

180 	 185 	 190 

Val Leu Ile Tyr Met Asp Gln Thr Lys Phe Pro lle Val Asn Ala Glu 

195 	 200 	 205 

Leu Ser Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr 

210 	 215 	 220 

Pro Gly Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser 

225 	 230 	 235 	 240 

Ser Gly Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala 

245 	 250 	 255 
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Glu Lys Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys 

260 	 265 	 270 

Thr Asp Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys 

275 	 280 	 285 

Leu Thr Val Ser Asn Val Leu Lys Glu Arg Arg Ile Leu Asn Ile Phe 

290 	 295 	 300 

Gly Val Ile Lys Gly Tyr Glu Glu Pro Asp Arg Tyr Val Val Val Gly 
305 	 310 	 315 	 320 

Ala Gln Arg Asp Ala Leu Gly Ala Gly Val Ala Ala Lys Ser Ser Val 

325 	 330 	 335 

Gly Thr Gly Leu Leu Leu Lys Leu Ala Gln Val Phe Ser Asp Met Ile 

340 	 345 	 350 

Ser Lys Asp Gly Phe Arg Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp 

355 	 360 	 365 

Thr Ala Gly Asp Phe Gly Ala Val Gly Ala Thr Glu Trp Leu Glu Gly 

370 	 375 	 380 

Tyr Leu Ser Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp 

385 	 390 	 395 	 400 

Lys Val Val Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu 

405 	 410 	 415 

Leu Tyr Thr Leu Met Gly Lys Ile Met Gln Asp Val Lys His Pro Val 

420 	 425 	 430 

Asp Gly Lys Ser Leu Tyr Arg Asp Ser Asn Trp Ile Ser Lys Val Glu 

435 	 440 	 445 

Lys Leu Ser Phe Asp Asn Ala Ala Tyr Pro Phe Leu Ala Tyr Ser Gly 
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450 	 455 	 460 

Ile Pro Ala Val Ser Phe Cys Phe Cys Glu Asp Ala Asp Tyr Pro Tyr 

465 	 470 	 475 	 480 

Leu Gly Thr Arg Leu Asp Thr Tyr Glu Ala Leu Thr Gln Lys Val Pro 

485 	 490 	 495 

Gln Leu Asn Gln Met Val Arg Thr Ala Ala Glu Val Ala Gly Gln Leu 

500 	 505 	 510 

Ile Ile Lys Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg 

515 	 520 	 525 

Tyr Asn Ser Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg 

530 	 535 	 540 

Ala Asp Ile Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala 

545 	 550 	 555 	 560 

Arg Gly Asp Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly 

565 	 570 	 575 

Asn Ala Glu Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg 

580 	 585 	 590 

Val Met Arg Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys 

595 	 600 	 605 

Glu Ser Pro Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu 

610 	 615 	 620 

Pro Ala Leu Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala 

625 	 630 	 635 	 640 

Phe Asn Glu Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr 

645 	 650 	 655 
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Ile Gln Gly Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp 

660 	 665 	 670 

Asn Glu Phe 

675 

<210> 90 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A01 

<400> 90 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 
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Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Lys Asn Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr GIn Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gin Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Ser Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 
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Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gin Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 
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Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 91 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A02 

<400> 91 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 
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1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 
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Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Ser Cys Pro Ala Arg Trp Asn Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 
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405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 
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Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys GIn Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gin Gly 
645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 
660 	 665 	 670 

<210> 92 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A03 

<400> 92 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 
20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 
35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 
50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gin Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gin Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 



101 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Glu Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Glu Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 



102 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 
305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala GIn Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe GIn Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met GIn Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr GIn Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 
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Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

GIn Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn GIn Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 93 

<211> 672 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A04 

<400> 93 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 
1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 
20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 
35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 
65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gin His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 
130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Glu Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Glu Ile Thr Phe 
165 	 170 	 175 
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Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Arg Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 
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370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gin Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 
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Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 
595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 
625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 
645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 
660 	 665 	 670 

<210> 94 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A05 

<400> 94 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 
20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 
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Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Ser Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Phe Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 
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Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 
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Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 
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Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 95 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A06 

<400> 95 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gin Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 
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Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Gln Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 
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340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 
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Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Giu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gin Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 96 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A07 

<400> 96 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 
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Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

GIn His Phe Val Lys Ile GIn Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 
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Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Leu Glu Thr Ser Gln Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 
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Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg lle Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gin Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gin Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 
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Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 97 

<211> 671 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A08 

<400> 97 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 
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Ile Ile Val Gln Lys Asn Gly Arg Leu Asp Leu Val Glu Asn Pro Gly 

115 	 120 	 125 

Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu Val 

130 	 135 	 140 

His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr Pro 
145 	 150 	 155 	 160 

Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe Ala 

165 	 170 	 175 

Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala lle Gly Val Leu Ile 

180 	 185 	 190 

Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser Phe 

195 	 200 	 205 

Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly Phe 

210 	 215 	 220 

Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly Leu 

225 	 230 	 235 	 240 

Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys Leu 

245 	 250 	 255 

Phe Gly Lys Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp Ser 

260 	 265 	 270 

Thr Cys Arg Met Val Thr Ser Glu Ser Gin Asn Val Lys Leu Thr Val 

275 	 280 	 285 

Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val Ile 

290 	 295 	 300 

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

Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala Leu 

325 	 330 	 335 

Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp Gly 

340 	 345 	 350 

Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly Asp 
355 	 360 	 365 

Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser Ser 

370 	 375 	 380 

Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val Leu 

385 	 390 	 395 	 400 

Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr Leu 

405 	 410 	 415 

Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln Phe 

420 	 425 	 430 

Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr Leu 

435 	 440 	 445 

Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala Val 

450 	 455 	 460 

Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr Thr 

465 	 470 	 475 	 480 

Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn Lys 

485 	 490 	 495 

Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys Leu 

500 	 505 	 510 
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Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser Gln 

515 	 520 	 525 

Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile Lys 

530 	 535 	 540 

Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp Phe 

545 	 550 	 555 	 560 

Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu Lys 

565 	 570 	 575 

Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg Val 

580 	 585 	 590 

Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro Phe 

595 	 600 	 605 

Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu Leu 

610 	 615 	 620 

Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu Thr 

625 	 630 	 635 	 640 

Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly Ala 

645 	 650 	 655 

Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 98 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid sequence 

of A09 
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<400> 98 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 
1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gin His Phe Val Lys Ile Gin Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Pro Thr Glu Val Ser Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 
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Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 
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Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 
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Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gin Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 99 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A10 

<400> 99 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 
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Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Pro Thr Glu Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 
145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 
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275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 



128 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gin Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 100 
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<211> 673 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of All 

<400> 100 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Ser Ser Ile Gly Gln Asn Ser 

100 	 105 	 110 

Val Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn 

115 	 120 	 125 

Pro Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys 

130 	 135 	 140 

Leu Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr 

145 	 150 	 155 	 160 
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Thr Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr 

165 	 170 	 175 

Phe Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val 

180 	 185 	 190 

Leu Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu 

195 	 200 	 205 

Ser Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro 

210 	 215 	 220 

Gly Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser 

225 	 230 	 235 	 240 

Gly Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu 

245 	 250 	 255 

Lys Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr 

260 	 265 	 270 

Asp Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu 

275 	 280 	 285 

Thr Val Lys Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly 

290 	 295 	 300 

Val Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala 

305 	 310 	 315 	 320 

Gln Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr 

325 	 330 	 335 

Ala Leu Leu Leu Lys Leu Ala Gin Met Phe Ser Asp Met Val Leu Lys 

340 	 345 	 350 

Asp Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala 

355 	 360 	 365 
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Gly Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu 

370 	 375 	 380 

Ser Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala 
385 	 390 	 395 	 400 

Val Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr 

405 	 410 	 415 

Thr Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly 

420 	 425 	 430 

Gln Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu 

435 	 440 	 445 

Thr Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro 

450 	 455 	 460 

Ala Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly 

465 	 470 	 475 	 480 

Thr Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu 

485 	 490 	 495 

Asn Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile 

500 	 505 	 510 

Lys Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn 

515 	 520 	 525 

Ser Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp 

530 	 535 	 540 

Ile Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly 

545 	 550 	 555 	 560 
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Asp Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala 
565 	 570 	 575 

Glu Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met 

580 	 585 	 590 

Arg Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser 

595 	 600 	 605 

Pro Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala 
610 	 615 	 620 

Leu Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn 
625 	 630 	 635 	 640 

Glu Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln 
645 	 650 	 655 

Gly Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu 
660 	 665 	 670 

Phe 

<210> 101 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Al2 

<400> 101 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 
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Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Glu Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ala 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 
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225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala GIn 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe GIn Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 
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Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 
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625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 
645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 102 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A13 

<400> 102 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 
20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 
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Ile Ile Val Gln Ser Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gin Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gin Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gin 

305 	 310 	 315 	 320 
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Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 
325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 
355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 
405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 
435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 
450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 
485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 
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Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gin Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 103 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid sequence 

of A14 

<400> 103 
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Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 

Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Ser Val 

100 	 105 	 110 

Ile Ile Val Gin Ser Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 
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195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 
210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr GIn Phe Pro Pro Ser Arg Ser Ser Gly 
225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val GIn Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser GIn Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala GIn 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala GIn Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe GIn Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 
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Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 
405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 
435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 
450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 
465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 
500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 
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595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 
610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys GIn Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn GIn Leu Ala Leu Ala Thr Trp Thr Ile GIn Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 
660 	 665 	 670 

<210> 104 

<211> 672 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A15 

<400> 104 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 

1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 

20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 

50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser GIn Lys Asp Glu Asn Leu Ala Leu Tyr 

65 	 70 	 75 	 80 
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Val Glu Asn Gln Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 

85 	 90 	 95 

Gln His Phe Val Lys Ile Gln Val Lys Asp Ser Ala Gln Asn Met Val 

100 	 105 	 110 

Thr Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Pro Val Glu Ser Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Thr Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 

165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gin Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Thr 

275 	 280 	 285 
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Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 

Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr Gln Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 
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Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

Gln Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 
530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 

565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 105 

<211> 672 
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<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of A16 

<400> 105 

Cys Lys Gly Val Glu Pro Lys Thr Glu Cys Glu Arg Leu Ala Gly Thr 
1 	 5 	 10 	 15 

Glu Ser Pro Val Arg Glu Glu Pro Gly Glu Asp Phe Pro Ala Ala Arg 
20 	 25 	 30 

Arg Leu Tyr Trp Asp Asp Leu Lys Arg Lys Leu Ser Glu Lys Leu Asp 

35 	 40 	 45 

Ser Thr Asp Phe Thr Gly Thr Ile Lys Leu Leu Asn Glu Asn Ser Tyr 
50 	 55 	 60 

Val Pro Arg Glu Ala Gly Ser Gln Lys Asp Glu Asn Leu Ala Leu Tyr 
65 	 70 	 75 	 80 

Val Glu Asn GIn Phe Arg Glu Phe Lys Leu Ser Lys Val Trp Arg Asp 
85 	 90 	 95 

GIn His Phe Val Lys Ile GIn Val Lys Asp Ser Ala GIn Asn Met Val 

100 	 105 	 110 

Ile Ile Val Asp Lys Asn Gly Arg Leu Val Tyr Leu Val Glu Asn Pro 

115 	 120 	 125 

Gly Gly Tyr Val Ala Tyr Ser Lys Ala Ala Glu Val Thr Gly Lys Leu 

130 	 135 	 140 

Val His Ala Asn Phe Gly Thr Lys Lys Asp Phe Glu Asp Leu Tyr Thr 

145 	 150 	 155 	 160 

Pro Val Asn Gly Ser Ile Val Ile Val Arg Ala Gly Lys Ile Thr Phe 
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165 	 170 	 175 

Ala Glu Lys Val Ala Asn Ala Glu Ser Leu Asn Ala Ile Gly Val Leu 

180 	 185 	 190 

Ile Tyr Met Asp Gln Thr Lys Phe Pro Ile Val Asn Ala Glu Leu Ser 

195 	 200 	 205 

Phe Phe Gly His Ala His Leu Gly Thr Gly Asp Pro Tyr Thr Pro Gly 

210 	 215 	 220 

Phe Pro Ser Phe Asn His Thr Gln Phe Pro Pro Ser Arg Ser Ser Gly 

225 	 230 	 235 	 240 

Leu Pro Asn Ile Pro Val Gln Thr Ile Ser Arg Ala Ala Ala Glu Lys 

245 	 250 	 255 

Leu Phe Gly Asn Met Glu Gly Asp Cys Pro Ser Asp Trp Lys Thr Asp 

260 	 265 	 270 

Ser Thr Cys Arg Met Val Thr Ser Glu Ser Lys Asn Val Lys Leu Ile 

275 	 280 	 285 

Val Ser Asn Val Leu Lys Glu Ile Lys Ile Leu Asn Ile Phe Gly Val 

290 	 295 	 300 

Ile Lys Gly Phe Val Glu Pro Asp His Tyr Val Val Val Gly Ala Gln 

305 	 310 	 315 	 320 

Arg Asp Ala Trp Gly Pro Gly Ala Ala Lys Ser Gly Val Gly Thr Ala 

325 	 330 	 335 

Leu Leu Leu Lys Leu Ala Gln Met Phe Ser Asp Met Val Leu Lys Asp 

340 	 345 	 350 

Gly Phe Gln Pro Ser Arg Ser Ile Ile Phe Ala Ser Trp Ser Ala Gly 

355 	 360 	 365 
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Asp Phe Gly Ser Val Gly Ala Thr Glu Trp Leu Glu Gly Tyr Leu Ser 

370 	 375 	 380 

Ser Leu His Leu Lys Ala Phe Thr Tyr Ile Asn Leu Asp Lys Ala Val 

385 	 390 	 395 	 400 

Leu Gly Thr Ser Asn Phe Lys Val Ser Ala Ser Pro Leu Leu Tyr Thr 

405 	 410 	 415 

Leu Ile Glu Lys Thr Met Gln Asn Val Lys His Pro Val Thr Gly Gln 

420 	 425 	 430 

Phe Leu Tyr GIn Asp Ser Asn Trp Ala Ser Lys Val Glu Lys Leu Thr 

435 	 440 	 445 

Leu Asp Asn Ala Ala Phe Pro Phe Leu Ala Tyr Ser Gly Ile Pro Ala 

450 	 455 	 460 

Val Ser Phe Cys Phe Cys Glu Asp Thr Asp Tyr Pro Tyr Leu Gly Thr 

465 	 470 	 475 	 480 

Thr Met Asp Thr Tyr Lys Glu Leu Ile Glu Arg Ile Pro Glu Leu Asn 

485 	 490 	 495 

Lys Val Ala Arg Ala Ala Ala Glu Val Ala Gly Gln Phe Val Ile Lys 

500 	 505 	 510 

Leu Thr His Asp Val Glu Leu Asn Leu Asp Tyr Glu Arg Tyr Asn Ser 

515 	 520 	 525 

GIn Leu Leu Ser Phe Val Arg Asp Leu Asn Gln Tyr Arg Ala Asp Ile 

530 	 535 	 540 

Lys Glu Met Gly Leu Ser Leu Gln Trp Leu Tyr Ser Ala Arg Gly Asp 

545 	 550 	 555 	 560 

Phe Phe Arg Ala Thr Ser Arg Leu Thr Thr Asp Phe Gly Asn Ala Glu 
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565 	 570 	 575 

Lys Thr Asp Arg Phe Val Met Lys Lys Leu Asn Asp Arg Val Met Arg 

580 	 585 	 590 

Val Glu Tyr His Phe Leu Ser Pro Tyr Val Ser Pro Lys Glu Ser Pro 

595 	 600 	 605 

Phe Arg His Val Phe Trp Gly Ser Gly Ser His Thr Leu Pro Ala Leu 

610 	 615 	 620 

Leu Glu Asn Leu Lys Leu Arg Lys Gln Asn Asn Gly Ala Phe Asn Glu 

625 	 630 	 635 	 640 

Thr Leu Phe Arg Asn Gln Leu Ala Leu Ala Thr Trp Thr Ile Gln Gly 

645 	 650 	 655 

Ala Ala Asn Ala Leu Ser Gly Asp Val Trp Asp Ile Asp Asn Glu Phe 

660 	 665 	 670 

<210> 106 

<211> 122 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of VH starting with TfR1071 EVQL 

<400> 106 

Glu 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 Ser Phe Asp Lys Tyr 

20 	 25 	 30 

Thr Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 

35 	 40 	 45 
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Ser Val lle Ser Asn Gly Gly Val Ser Thr Asp Tyr Ala Asp Ser Val 

50 	 55 	 60 

Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 

65 	 70 	 75 	 80 

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Thr Tyr Tyr Cys 

85 	 90 	 95 

Ala Arg Ala Ser Gln Pro Trp Leu Tyr Arg Thr Gly Ala Asp Val Trp 

100 	 105 	 110 

Gly Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 107 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1007 HCDR1 

<400> 107 

Gly Tyr Ser Met Ser 

1 	 5 

<210> 108 

<211> 17 

<212> PRT 

<213> Artificial Sequence 

<220> 
<223> description of the artificial sequence: the amino acid sequence 

of TfR1007 HCDR2 

<400> 108 

Ser Leu Ser Asn Gly Gly Gly Ser Ser Tyr Tyr Ala Asp Ser Val Lys 

1 	 5 	 10 	 15 
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Gly 

<210> 109 

<211> 13 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of TfR1007 HCDR3 

<400> 109 

Thr Leu Gly Ala Tyr Tyr Ile Lys Ser Ala Met Asp Val 

1 	 5 	 10 

<210> 110 

<211> 119 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Cetuximab VH 

<400> 110 

Gln Val Gln Leu Lys Gln Ser Gly Pro Gly Leu Val Gln Pro Ser GIn 

1 	 5 	 10 	 15 

Ser Leu Ser Ile Thr Cys Thr Val Ser Gly Phe Ser Leu Thr Asn Tyr 

20 	 25 	 30 

Gly Val His Trp Val Arg GIn Ser Pro Gly Lys Gly Leu Glu Trp Leu 

35 	 40 	 45 

Gly Val Ile Trp Ser Gly Gly Asn Thr Asp Tyr Asn Thr Pro Phe Thr 

50 	 55 	 60 

Ser Arg Leu Ser Ile Asn Lys Asp Asn Ser Lys Ser GIn Val Phe Phe 

65 	 70 	 75 	 80 
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Lys Met Asn Ser Leu Gln Ser Asn Asp Thr Ala Ile Tyr Tyr Cys Ala 

85 	 90 	 95 

Arg Ala Leu Thr Tyr Tyr Asp Tyr Glu Phe Ala Tyr Trp Gly Gln Gly 

100 	 105 	 110 

Thr Leu Val Thr Val Ser Ala 

115 

<210> 111 

<211> 107 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Cetuximab VL 

<400> 111 

Asp Ile Leu Leu Thr Gln Ser Pro Val Ile Leu Ser Val Ser Pro Gly 

1 	 5 	 10 	 15 

Glu Arg Val Ser Phe Ser Cys Arg Ala Ser Gln Ser Ile Gly Thr Asn 

20 	 25 	 30 

Ile His Trp Tyr Gln Gln Arg Thr Asn Gly Ser Pro Arg Leu Leu Ile 

35 	 40 	 45 

Lys Tyr Ala Ser Glu Ser Ile Ser Gly Ile Pro Ser Arg Phe Ser Gly 

50 	 55 	 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Ser Ile Asn Ser Val Glu Ser 

65 	 70 	 75 	 80 

Glu Asp Ile Ala Asp Tyr Tyr Cys Gln Gln Asn Asn Asn Trp Pro Thr 

85 	 90 	 95 

Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys 

100 	 105 
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<210> 112 

<211> 119 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Panitumumab VH 

<400> 112 

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 

1 	 5 	 10 	 15 

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Val Ser Ser Gly 

20 	 25 	 30 

Asp Tyr Tyr Trp Thr Trp Ile Arg Gln Ser Pro Gly Lys Gly Leu Glu 

35 	 40 	 45 

Trp Ile Gly His Ile Tyr Tyr Ser Gly Asn Thr Asn Tyr Asn Pro Ser 

50 	 55 	 60 

Leu Lys Ser Arg Leu Thr Ile Ser Ile Asp Thr Ser Lys Thr Gln Phe 

65 	 70 	 75 	 80 

Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Ile Tyr Tyr 

85 	 90 	 95 

Cys Val Arg Asp Arg Val Thr Gly Ala Phe Asp Ile Trp Gly Gln Gly 

100 	 105 	 110 

Thr Met Val Thr Val Ser Ser 

115 

<210> 113 

<211> 107 

<212> PRT 

<213> Artificial Sequence 

<220> 



155 

<223> description of the artificial sequence: the amino acid sequence 

of Panitumumab VL 

<400> 113 

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 	 5 	 10 	 15 

Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln Asp Ile Ser Asn Tyr 

20 	 25 	 30 

Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile 

35 	 40 	 45 

Tyr Asp Ala Ser Asn Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly 

50 	 55 	 60 

Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro 

65 	 70 	 75 	 80 

Glu Asp Ile Ala Thr Tyr Phe Cys Gln His Phe Asp His Leu Pro Leu 

85 	 90 	 95 

Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys 

100 	 105 

<210> 114 

<211> 121 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Necitumumab VH 

<400> 114 

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gln 

1 	 5 	 10 	 15 

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Ile Ser Ser Gly 

20 	 25 	 30 
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Asp Tyr Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu 

35 	 40 	 45 

Trp Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Asp Tyr Asn Pro Ser 

50 	 55 	 60 

Leu Lys Ser Arg Val Thr Met Ser Val Asp Thr Ser Lys Asn Gln Phe 

65 	 70 	 75 	 80 

Ser Leu Lys Val Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr 

85 	 90 	 95 

Cys Ala Arg Val Ser Ile Phe Gly Val Gly Thr Phe Asp Tyr Trp Gly 

100 	 105 	 110 

Gln Gly Thr Leu Val Thr Val Ser Ser 

115 	 120 

<210> 115 

<211> 107 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Necitumumab VL 

<400> 115 

Glu Ile Val Met 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 Ser Tyr 

20 	 25 	 30 

Leu Ala Trp Tyr Gln Gin Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile 

35 	 40 	 45 

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro 

65 	 70 	 75 	 80 

Glu Asp Phe Ala Val Tyr Tyr Cys His Gin Tyr Gly Ser Thr Pro Leu 

85 	 90 	 95 

Thr Phe Gly Gly Gly Thr Lys Ala Glu Ile Lys 

100 	 105 

<210> 116 

<211> 123 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Nimotuzumab VH 

<400> 116 

Gln Val Gln Leu Gln Gln Pro Gly Ala Glu Leu Val Lys Pro Gly Ala 

1 	 5 	 10 	 15 

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr 

20 	 25 	 30 

Tyr Ile Tyr Trp Val Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile 

35 	 40 	 45 

Gly Gly Ile Asn Pro Thr Ser Gly Gly Ser Asn Phe Asn Glu Lys Phe 

50 	 55 	 60 

Lys Thr Lys Ala Thr Leu Thr Val Asp Glu Ser Ser Thr Thr Ala Tyr 

65 	 70 	 75 	 80 

Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys 

85 	 90 	 95 
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Thr Arg Gln Gly Leu Trp Phe Asp Ser Asp Gly Arg Gly Phe Asp Phe 

100 	 105 	 110 

Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser 

115 	 120 

<210> 117 

<211> 112 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> description of the artificial sequence: the amino acid sequence 

of Nimotuzumab VL 

<400> 117 

Asp Val Leu Met Thr Gln Ile Pro Leu Ser Leu Pro Val Ser Leu Gly 

1 	 5 	 10 	 15 

Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Asn Ile Val His Ser 

20 	 25 	 30 

Asn Gly Asn Thr Tyr Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser 

35 	 40 	 45 

Pro Asn Leu Leu Ile Tyr Lys Val Ser Asn Arg Glu Ser Gly Val Pro 

50 	 55 	 60 

Asp Arg Phe Arg Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile 

65 	 70 	 75 	 80 

Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Phe Gln Tyr 

85 	 90 	 95 

Ser His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 

100 	 105 	 110 


