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SEQUENCE LISTING 

<110> DAIICHI SANKYO COMPANY, LIMITED 

<120> A new anti-DR5 antibody 

<130> DSPCT-FP1141 

<150> JP 2010-243549 
<151> 2010-10-29 

<160> 89 

<170> Patentln version 3.4 

<210> 1 
<211> 15 
<212> PRT 
<213> Mus musculus 

<400> 1 

Glu val Gln Leu Gin Gln Ser Gly Pro Glu Leu val Lys Pro Gly 
1 	 5 	 10 	 15 

<210> 2 
<211> 20 
<212> PRT 
<213> Mus musculus 

<400> 2 

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

Asp Gin Ala Ser 
20 

<210> 3 
<211> 26 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer MH258E1F1 

<400> 3 
aagaattcat gggatggagc tgtatc 	 26 

<210> 4 
<211> 32 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer G1EVR1 

<400> 4 
aagatatctt atttaccagg agagtgggag ag 	 32 

<210> 5 
<211> 26 
<212> DNA 
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<213> Artificial sequence 

<220> 
<223> Primer MK19EIF1 

<400> 5 
aagaattcat gaagttgcct gttagg 	 26 

<210> 6 
<211> 32 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer KEVR1 

<400> 6 
aagatatctt aacactcatt cctgttgaag ct 	 32 

<210> 7 
<211> 1395 
<212> DNA 
<213> Mus musculus 

<220> 
<221> CDS 
<222> (1)..(1395) 

<400> 7 
atg gga tgg agc tgt atc ttt ctc ttt ctc ctg tca gta act gta 2?; 	48 
Met Gly Trp Ser Cys Ile Phe Leu Phe Leu Leu Ser Val Thr Val 
1 	 5 	 10 	 15 

gtg ttc tct gag gtt cag ctg cag cag tct gga cct gag ctg gtg aag 	96 
Val Phe Ser Glu Val Gln Leu Gln Gln Ser Gly Pro Glu Leu Val Lys 

20 	 25 	 30 

cct ggg gct tca gtg aag ata tcc tgc aag gct tct gt tac tca ttt 	144 
Pro Gly Ala Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

att ggc tac ttt atg aac tgg atg aag cag agc cat gga aag agc ctt 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser His Gly Lys Ser Leu 

50 	 55 	 60 

gag tgg att gga cgt ttt aat cca tac aat ggt gat act ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aag ttc aag ggc aag gcc aca ttg act gta gac aaa tcc tct acc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Thr 

85 	 90 	 95 

aca gcc cac atg gag ctc ctg agc ctg aca tct gag gac tct gca gtc 	336 
Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val 

100 	 105 	 110 

tat ttt tgt gga aga tcg gcg tat tac ttc gat agtggc tac ttt 
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly 	Phe 

ggg 
	

384 

115 	 120 	 125 

gac tac tgg ggc caa ggc acc act ctc aca gtc tcc tca gcc aaa acg 	432 
Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser Ala Lys Thr 

130 	 135 	 140 
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aca ccc cca tct gtc tat cca ctg gcc cct gga tct gct gcc caa act 	480 
Thr Pro Pro Ser val Tyr Pro Leu Ala Pro Gly Ser Ala Ala Gln Thr 
145 	 150 	 155 	 160 

aac tcc atg gtg acc ctg gga tgc ctg gtc aag ggc tat ttc cct gag 	528 
Asn Ser Met val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu 

165 	 170 	 175 

cca gt aca gt acc tgg aac tct 	tcc ctg tcc agc 	gt cac 	576 
Pro ValThr ValThr Trp Asn Ser Gly Ser Leu Ser Ser Gly ValHis 

180 	 185 	 190 

acc ttc cca gct gtc ctg cag tct gac ctc tac act ctg agc agc tca 	624 
Thr Phe Pro Ala Val Leu Gln Ser Asp Leu Tyr Thr Leu Ser Ser Ser 

195 	 200 	 205 

gtg act gtc ccc tcc agc acc tgg ccc agc gag acc gtc acc tgc aac 	672 
valThr val Pro Ser Ser Thr Trp Pro Ser Glu Thr val Thr Cys Asn 

210 	 215 	 220 

gtt gcc cac ccg gcc agc agc acc aag gtg gac aag aaa att gtg ccc 	720 
Val Ala His Pro Ala Ser Ser Thr Lys Val Asp Lys Lys Ile ValPro 
225 	 230 	 235 	 240 

agg gat tgt ggt tgt aag cct tgc ata tgt aca gtc cca gaa gta tca 	768 
Arg Asp Cys Gly Cys Lys Pro Cys Ile Cys Thr Val Pro Glu Val Ser 

245 	 250 	 255 

tct gtc ttc atc ttc ccc cca aag ccc aag gat gtg ctc acc att act 	816 
Ser Val Phe Ile Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr 

260 	 265 	 270 

ctg act cct aag gtc acg tgt gtt gtg gta gac atc agc aag gat gat 	864 
Leu Thr Pro Lys val Thr Cys val val Val Asp Ile Ser Lys Asp Asp 

275 	 280 	 285 

ccc gag gtc cag ttc agc tgg ttt gta gat gat gtg gag gtg cac aca 	912 
Pro Glu val Gin Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr 

290 	 295 	 300 

gct cag acg caa ccc cgg gag gag cag ttc aac agc act ttc cgc tca 	960 
Ala Gln Thr Gln Pro Arg Glu Glu Gln Phe Asn Ser Thr Phe Arg Ser 
305 	 310 	 315 	 320 

gtc agt gaa ctt ccc atc atg cac cag gac tgg ctc aat ggc aag gag 	1008  
Val Ser Glu Leu Pro Ile Met His Gln Asp Trp Leu Asn Gly Lys Glu 

325 	 330 	 335 

ttc aaa tgc agg gtc aac agt gca gct ttc cct gcc ccc atc gag aaa 	1056 
Phe Lys Cys Arg val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys 

340 	 345 	 350 

acc atc tcc aaa acc aaa ggc aga ccg aag gct cca cag gtg tac acc 	1104 
Thr Ile Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro Gln Val Tyr Thr 

355 	 360 	 365 

att cca cct ccc aag gag cag atg gcc aag gat aaa gtc agt ctg acc 	1152 
Ile Pro Pro Pro Lys Glu Gln Met Ala Lys Asp Lys val Ser Leu Thr 

370 	 375 	 380 

tgc atg ata aca gac ttc ttc cct gaa gac att act gtg gag tgg cag 	1200 
Cys Met Ile Thr Asp Phe Phe Pro Glu Asp Ile Thr Val Glu Trp Gln 
385 	 390 	 395 	 400 

tgg aat ggg cag cca gcg gag aac tac aag aac act cag ccc atc atg 	1248 
Trp Asn Gly Gln Pro Ala Glu Asn Tyr Lys Asn Thr Gln Pro Ile Met 

405 	 410 	 415 
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gac aca gat ggc tct tac ttc gtc tac agc aag ctc aat gtg cag aag 	1296  
Asp Thr Asp Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val Gln Lys 

420 	 425 	 430 

agc aac tgg gag gca gga aat act ttc acc tgc tct gtg tta cat gag 	1344 
Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu 

435 	 440 	 445 

ggc ctg cac aac cac cat act gag aag agc ctc tcc cac tct cct la; 	1392 
Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro 

450 	 455 	 460 

aaa 	 1395 
Lys 
465 

<210> 8 
<211> 465 
<212> PRT 
<213> Mus musculus 

<400> 8 

Met Gly Trp Ser Cys Ile Phe Leu Phe Leu Leu Ser Val Thr val Gly 
1 	 5 	 10 	 15 

Val Phe Ser Glu Val Gln Leu Gln Gln Ser Gly Pro Glu Leu val Lys 
20 	 25 	 30 

Pro Gly Ala Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser His Gly Lys Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

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

Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser Ala Lys Thr 
130 	 135 	 140 

Thr Pro Pro Ser val Tyr Pro Leu Ala Pro Gly Ser Ala Ala Gln Thr 
145 	 150 	 155 	 160 

Asn Ser Met Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu 
165 	 170 	 175 
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Pro Val Thr Val Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His 

180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Asp Leu Tyr Thr Leu Ser Ser Ser 
195 	 200 	 205 

val Thr val Pro Ser Ser Thr Trp Pro Ser Glu Thr val Thr Cys Asn 
210 	 215 	 220 

val Ala His Pro Ala Ser Ser Thr Lys Val Asp Lys Lys Ile val Pro 
225 	 230 	 235 	 240 

Arg Asp Cys Gly Cys Lys Pro Cys Ile Cys Thr val Pro Glu val Ser 
245 	 250 	 255 

Ser val Phe Ile Phe Pro Pro Lys Pro Lys Asp Val Leu Thr Ile Thr 
260 	 265 	 270 

Leu Thr Pro Lys val Thr Cys val Val val Asp Ile Ser Lys Asp Asp 
275 	 280 	 285 

Pro Glu Val Gln Phe Ser Trp Phe val Asp Asp Val Glu val His Thr 
290 	 295 	 300 

Ala Gin Thr Gln Pro Arg Glu Glu Gln Phe Asn Ser Thr Phe Arg Ser 
305 	 310 	 315 	 320 

val Ser Glu Leu Pro Ile Met His Gln Asp Trp Leu Asn Gly Lys Glu 
325 	 330 	 335 

Phe Lys Cys Arg val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys 
340 	 345 	 350 

Thr Ile Ser Lys Thr Lys Gly Arg Pro Lys Ala Pro Gln val Tyr Thr 
355 	 360 	 365 

Ile Pro Pro Pro Lys Glu Gln Met Ala Lys Asp Lys val Ser Leu Thr 
370 	 375 	 380 

Cys Met Ile Thr Asp Phe Phe Pro Glu Asp Ile Thr val Glu Trp Gln 
385 	 390 	 395 	 400 

Trp Asn Gly Gln Pro Ala Glu Asn Tyr Lys Asn Thr Gin Pro Ile Met 
405 	 410 	 415 

Asp Thr Asp Gly Ser Tyr Phe Val Tyr Ser Lys Leu Asn val Gln Lys 
420 	 425 	 430 

Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser val Leu His Glu 
435 	 440 	 445 
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Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly 

450 	 455 	 460 

Lys 
465 

<210> 9 
<211> 714 
<212> DNA 
<213> mus musculus 

<220> 
<221> CDS 
<222> (1)..(714) 

<400> 9 
atg aag ttg cct gtt agg ctg ttg gtg ctg atg ttc tgg att cct gct 	48 
Met Lys Leu Pro Val Arg Leu Leu Val Leu Met Phe Trp Ile Pro Ala 
1 	 5 	 10 	 15 

tcc agc agt gat gtt gtg atg acc caa act cca ctc tcc ctg cct gtc 	96 
Ser Ser Ser Asp Val val met Thr Gln Thr Pro Leu Ser Leu Pro val 

20 	 25 	 30 

agt ctt gga gat caa gcc tcc atc tct tgc aga tct agt cag agc ctt 	144 
Ser Leu Gly Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu 

35 	 40 	 45 

gta cac agt aat gga aac acc tat cta cat tgg tac ctg cag aag cca 	192 
val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro 

50 	 55 	 60 

ggc cag tct cca aag ctc ctg atc tac aaa gtt tcc aac cga ttt tct 	240 
Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser 
65 	 70 	 75 	 80 

ggg gtc cca gac agg ttc agt ggc agt gga tca ggg aca gat ttc aca 	288 
Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr 

85 	 90 	 95 

ctc aag atc agc aga gtg gag gct gag gat ctg gga att tat ttc tgc 	336 
Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Phe Cys 

100 	 105 	 110 

tct caa agt aca cat gtt ccg tgg acg ttc ggt gga ggc acc aag ctg 	384 
Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu 

115 	 120 	 125 

gaa atc aaa cgg gct gat gct gca cca act gta tcc atc ttc cca cca 	432 
Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro 

130 	 135 	 140 
) 

tcc agt gag cag tta aca tct gga ggt gcc tca gtc gtg tgc ttc ttg 	480 
Ser Ser Glu Gln Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu 
145 	 150 	 155 	 160 

aac aac ttc tac ccc aaa gac atc aat gtc aag tgg aag att gat nc 	528 
Asn Asn Phe Tyr Pro Lys Asp Ile Asn val Lys Trp Lys Ile Asp 

165 	 170 	 175 

agt gaa cga caa aat ggc gtc ctg aac agt tgg act gat cag gac agc 	576 
Ser Glu Arg Gln Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser 

180 	 185 	 190 

aaa gac agc acc tac agc atg agc agc acc ctc acg ttg acc aag gac 	624 
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Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp 

195 	 200 	 205 

gag tat gaa cga cat aac agc tat acc tgt gag gcc act cac aag aca 	672 
Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr 

210 	 215 	 220 

tca act tca ccc att gtc aag agc ttc aac agg aat gag tgt 	 714 
Ser Thr Ser Pro Ile val Lys Ser Phe Asn Arg Asn Glu Cys 
225 	 230 	 235 

<210> 10 
<211> 238 
<212> PRT 
<213> Mus musculus 

<400> 10 

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

Ser Ser Ser Asp Val val Met Thr Gln Thr Pro Leu Ser Leu Pro Val 
20 	 25 	 30 

Ser Leu Gly Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu 
35 	 40 	 45 

Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gin Lys Pro 
50 	 55 	 60 

Gly Gin Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser 
65 	 70 	 75 	 80 

Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr 
85 	 90 	 95 

Leu Lys Ile Ser Arg val Glu Ala Glu Asp Leu Gly Ile Tyr Phe Cys 
100 	 105 	 110 

Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu 
115 	 120 	 125 

Glu Ile Lys Arg Ala Asp Ala Ala Pro Thr val Ser Ile Phe Pro Pro 
130 	 135 	 140 

Ser Ser Glu Gln Leu Thr Ser Gly Gly Ala Ser Val val Cys Phe Leu 
145 	 150 	 155 	 160 

Asn Asn Phe Tyr Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly 
165 	 170 	 175 

Ser Glu Arg Gln Asn Gly val Leu Asn Ser Trp Thr Asp Gin Asp Ser 
180 	 185 	 190 

Lys Asp Ser Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp 
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195 	 200 	 205 

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr 
210 	 215 	 220 

Ser Thr Ser Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys 
225 	 230 	 235 

<210> 11 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer EFF1 

<400> 11 
ccacgcgccc tgtagcggcg cattaagc 	 28 

<210> 12 
<211> 30 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer EFsmaR 

<400> 12 
aaacccggga gctttttgca aaagcctagg 	 30 

<210> 13 
<211> 1704 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence of signal peptide, Fc region and poly A 

addition signal of human kappa chain 

<400> 13 
ggtaccaccc aagctggcta ggtaagcttg ctagcgccac catggtgctg cagacccagg 	60 

tgttcatctt cctgctgctg tggatctccg gcgcatatgg cgatatcgtg atgattaaac 	120 

gtacggtggc cgccccctcc gtgttcatct tccccccctc cgacgagcag ctgaagtccg 	180 

gcaccgcctc cgtggtgtgc ctgctgaata acttctaccc cagagaggcc aaggtgcagt 	240 

ggaagggga caacgccctg cagtccggga actcccagga gagcgtgacc gagcaggaca 	300 

gcaaggacag cacctacagc ctgagcagca ccctgaccct gagcaaagcc gactacgaga 	360 

agcacaaggt gtacgcctgc gaggtgaccc accagggcct gagctccccc gtcaccaaga 	420 

gcttcaacag gggggagtgt taggggcccg tttaaacggg tggcatccct gtgacccctc 	480 

cccagtgcct ctcctggccc tggaagttgc cactccagtg cccaccagcc ttgtcctaat 	540 

aaaattaagt tgcatcattt tgtctgacta ggtgtccttc tataatatta tggggtggag 	600 

gggggtggta tggagcaagg ggcaagttgg gaagacaacc tgtagggcct gcggggtcta 	660 

ttgggaacca agctggagtg cagtggcaca atcttggctc actgcaatct ccgcctcctg 	720 
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6 a6Pd 

099 	D6PD1.661.66 67DPILDPD6 PDPEDEZEIED 6p66p666DD DDETPPDPEre PDDEaPEITD 

009 	61.66P663.6D 66Dp661.6De 1.661.Dpupla 6ppD1.66e61. ODDP6PP6DP DDEIP61.6DE6 

OtiS 	61.661.661.6D 61.pDeD1.66p 63.DDDDp66D DDIOZE61.PD 1DDDPDP66E PDDDPPPPDD 

08V 	DDDD11.DaDD 3.1DZETD1DD DP6666661D D1DETEaDDP APD3DEaDD DPDDDSZPDP 

OZV 	DPDI.DPPEPD P61.61.1DITP EDDAP611.6 P6PETPDP66 3.66PPDDP7P EDEIEDDAPP 

09E 	DPD1.Pp61.6D PPAZDIXDP ZDDPETDDDP D66614D6PD 6PDDZDDD61. 6DDPE01.661.6 

00E 	DETD6PDI.DD DI.DP1OZDPE0 6PDIODZ6PD 61.D33.61.D6D DDDI.I.DDPDP S61.6D66D6p 

OVZ 	DDE6ZDDAD 66PDI.DPP66 1.D6P61.6DDP 6110DDET6D DDDalaelDP 66PeD1.661.D 

081 	D6106661.DD ADAPDPD6 63661.D13DP DETETPDDI.) DI.DDDPD661. DDDDDIaD1.6 

OZT 	D6PP000666 PEDDEDDZDD EmDZD6P1.1.6 6D66PD61.61. ZEPD6466PD DET6lD61.66 

09 	61.PETDDDI.D 6pD663.663.0 61.DD1DDIaD 14651.61DDP DETP61TDDP DAD6P1061. 
bT <0017> 

1861 
Welling 4o uol.6aJ Dd pup appdad ipu61.s 4o aDuanbas appoaLDnN <EZZ> 

<OZZ> 

aDuanbas LPP!-J44JV <ETZ> 
dNa <ZTZ> 
OZTT <TTZ> 

VT 	<K Z> 

VOLT 	 666D DDIO6PPEPP D6l1.34D6Ee 

0891 	1.DD66p6611 zzaaD66e66 p61.6p3.6pp6 PDDI.I.P3o6p 61.DloD63.D1. DD6DD66p6D 

OZ9T 	D66p6pD63.P 1.1.1x11.1141. lappl.Dp61.D 661.pDDDD6D DlDlaPDDD6 D0Ia6EDDDEI 

095T 	DDI.DPPI.DDD ADDDIXDDD E0DDI.DEEZDD D6DDD1.6P1. EDDPPAPD1. 6P2ITEDZDZ 

005T PAZPAPPE DE01.PZ6PP6P D66PDETDDD DZAETDDDD 1.6epp663.61. 66pDpppD6p 

OVVT 	D1.6plaPppl. DITAZPAP PPDEIZEZ6PP EeD66PDEIED DDDI.D66PD) DDZEIPPP663. 

08E1 	61.666p1a6p 01.6161.61PP 661.61.D3app laPPEIDEOPP 1.14PPPPEOP p3.34P61.D6p 

61PEPPPP11 6614PlD)66 Dlazp6DD6z 1.14e666ppz pzIap61.141 DI4PI.D1.66D 

09ZT 	ZDZEZDODPP DZDEOPEOPP 661.DPEPODI. 1.63.1.D1DP66 1.6EZPP1.11.D 1.1.6DPDD1.6p 

00ZT 	661.1.6Dp61.1. 1.DDD6D1.11.1 3.66Dp6pl.p6 ZDDDE0DIXDD 6661.6p1.6Dp 01.1663.p61.6 

OVIT 	66PlaP614D PPPPPPDDDD P6D4DDPD66 DP1.1.1361.6P 141.P6DD346 66p1.14DDD1 

080T 	D66666D1.PP PZDZAPPDI. 60000 .1106 6DDE031.6DP DADI.D141.D 

OZOT 34D6D1.14DD lADDAD6P ZDDADETDD EaZDEOPI.D6 DDP61.6D6PD 6D6DE.14661. 

096 	66.61.666D6 6D6D6ppl.lp D6D66D6P1.6 ZDDAD6DPD DZAZDPD3P P61.6D66PDP 

006 	14p666.D6. IXPEDDDI.DD 66ZZDDPDD0 EZDZE63.66P 	 DPPDDI.D1.66 

OV8 	1,66pDD661. zpveDDppla 1.6666DP6p6 E3.66141434 1.614141.ppz DDPD1D66PD 

08L 	Dp61pD61.pD 66pDplap66 611.6146p6D 0D1DAPD1D DEaDDZDZZE 6APPD11.66 

1x1'(T-ST9EE8E)saDuanbaS-T1TIdd 
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gtcctcaccg tcctgcacca ggactggctg aatggcaagg agtacaagtg caaggtctcc 	720 

aacaaagccc tcccagcccc catcgagaaa accatctcca aagccaaagg ccagccccgg 	780 

gaaccacagg tgtacaccct gcccccatcc cgggaggaga tgaccaagaa ccaggtcagc 	840 

ctgacctgcc tggtcaaagg cttctatccc agcgacatcg ccgtggagtg ggagagcaat 	900 

ggccagcccg agaacaacta caagaccacc cctcccgtgc tggactccga cggctccttc 	960 

ttcctctaca gcaagctcac cgtggacaag agcaggtggc agcagggcaa cgtcttctca 1020 

tgctccgtga tgcatgaggc tctgcacaac cactacaccc agaagagcct ctccctgtct 1080 

cccggcaaat gagatatcgg gcccgtttaa acgggtggca 	 1120 

<210> 15 
<211> 717 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Nucleotide sequence coding the light chain of chimera 8273 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 15 
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

ggc gca tat ggc gat gtt gtg atg acc caa act cca ctc tcc ctg cct 	96 
Gly Ala Tyr Gly Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Pro 

20 	 25 	 30 

gtc agt ctt gga gat caa gcc tcc atc tct tgc aga tct agt cag agc 	144 
Val Ser Leu Gly Asp Gin Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 

35 	 40 	 45 

ctt gta cac agt aat gga aac acc tat cta cat tgg tac ctg cag aag 	192 
Leu Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 

50 	 55 	 60 

cca ggc cag tct cca aag ctc ctg atc tac aaa gtt tcc aac cga ttt 	240 
Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

tct ggg gtc cca gac agg ttc agt ggc agt gga tca ggg aca gat ttc 	288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 	 90 	 95 

aca ctc aag atc agc aga gtg gag get gag gat ctg gga att tat ttc 	336 
Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Phe 

100 	 105 	 110 

tgc tct caa agt aca cat gtt ccg tgg acg ttc ggt gga ggc acc aag 	384 
Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys 

115 	 120 	 125 

ctg gaa atc aaa cgt acg gtg gcc gcc ccc tcc gt ttc atc ttc ccc 	432 
Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser ValPhe Ile Phe Pro 

130 	 135 	 140 

ccc tcc gac gag cag ctg aag tcc ggc acc gcc tcc gtg gtg tgc ctg 	480 
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Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val val Cys Leu 
145 	 150 	 155 	 160 

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 	528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 

165 	 170 	 175 

aac gcc ctg cag tcc ggg aac tcc cag gag agc gtg acc gag cag gac 	576 
Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 

180 	 185 	 190 

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 	624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 	 200 	 205 

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 	672 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln 

210 	 215 	 220 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 	 717 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 16 
<211> 239 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 16 

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Ser Leu Gly Asp Gin Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 
35 	 40 	 45 

Leu Val His Ser Asn Gly Asn Thr Tyr Leu HiS Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Phe 
100 	 105 	 110 

Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys 
115 	 120 	 125 

Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro 
130 	 135 	 140 

Page 11 



FP1141_Sequences(3833615_1).TxT 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val Val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln 
210 	 215 	 220 

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu cys 
225 	 230 	 235 

<210> 17 
<211> 41 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer 8273LF 

<400> 17 
aaacatatgg cgatgttgtg atgacccaaa ctccactctc c 	 41 

<210> 18 
<211> 41 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer B273LR 

<400> 18 
aaacgtacgt ttgatttcca gcttggtgcc tccaccgaac g 

	
41 

<210> 19 
<211> 1413 
<212> DNA 
<213> ;Artificial Sequence 

<220> 
<223> Nucleotide sequence coding the heavy chain of chimera B273 

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

<400> 19 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 
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gtg ctg agc gag gtt cag ctg cag cag tct gga cct gag ctg gtg aag 	96 
Val Leu Ser Glu val Gin Leu Gln Gin Ser Gly Pro Glu Leu Val Lys 

20 	 25 	 30 

cct ggg gct tca gtg aag ata tcc tgc aag gct tct ggt tac tca ttt 	144 
Pro Gly Ala Ser val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

att ggc tac ttt atg aac tgg atg aag cag agc cat gga aag agc ctt 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser His Gly Lys Ser Leu 

50 	 55 	 60 

gag tgg att gga cgt ttt aat cca tac aat ggt gat act ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aag ttc aag ggc aag gcc aca ttg act gta gac aaa tcc tct acc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Thr 

85 	 90 	 95 

aca gcc cac atg gag ctc ctg agc ctg aca tct gag gac tct gca gtc 	336 
Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val 

100 	 105 	 110 

tat ttt tgt gga aga tcg gcg tat tac ttc gat agt 	tac ttt 	384 
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp SerGyGyTyr Phe 

115 	 120 	 125 

gac tac tgg ggc caa ggc acc act ctc aca gtc agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gin Gly Thr Thr Leu Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc gct gtc ctg cag tcc tca g a ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

gtg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg g-1? 	864 
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Valval 

275 	 280 	 285 
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gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 	912 
Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 

290 	 295 	 300 

ggc gtg gag gtg cat aat gcc aag aca aag ccc cgg gag gag cag tac 	960 
Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Tyr 
305 	 310 	 315 	 320 

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg Val val Ser val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

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

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc -gac ggc tcc ttc ttc ctc tac agc 	1296  
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gln Gly Asn val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc g c aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 20 
<211> 471 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 20 

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

Val Leu Ser Glu Val Gln Leu Gln Gln Ser Gly Pro Glu Leu val Lys 
20 	 25 	 30 

Pro Gly Ala Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
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35 
	

40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser His Gly Lys Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Thr 
85 	 90 	 95 

Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr val Pro Ser ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys Val Val val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 21 
<211> 41 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer B273HF 

<400> 21 
aaagctgagc gaggttcagc tgcagcagtc tggacctgag c 	 41 

<210> 22 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer B273HR 

<400> 22 
aaagctgagc tgactgtgag agtggtgcct tggccccagt ag 	 42 

<210> 23 
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<211> 130 
<212> PRT 
<213> Homo sapiens 

<400> 23 

Ala Leu Ile Thr Gln Gln Asp Leu Ala Pro Gln Gln Arg Ala Ala Pro 
1 	 5 	 10 	 15 

Gln Gln Lys Arg Ser Ser Pro Ser Glu Gly Leu Cys Pro Pro Gly His 
20 	 25 	 30 

His Ile Ser Glu Asp Gly Arg Asp Cys Ile Ser Cys Lys Tyr Gly Gln 
35 	 40 	 45 

Asp Tyr Ser Thr His Trp Asn Asp Leu Leu Phe Cys Leu Arg Cys Thr 
50 	 55 	 60 

Arg Cys Asp Ser Gly Glu val Glu Leu Ser Pro Cys Thr Thr Thr Arg 
65 	 70 	 75 	 80 

Asn Thr Val Cys Gln Cys Glu Glu Gly Thr Phe Arg Glu Glu Asp Ser 
85 	 90 	 95 

Pro Glu Met Cys Arg Lys Cys Arg Thr Gly Cys Pro Arg Gly Met Val 
100 	 105 	 110 

Lys Val Gly Asp Cys Thr Pro Trp Ser Asp Ile Glu Cys Val His Lys 
115 	 120 	 125 

Glu Ser 
130 

<210> 24 
<211> 28 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer DR5 Ndefw 

<400> 24 
gtggcatatg gctctgatca cccaacaa 	 28 

<210>
C
25 

<211> 2T 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer DR5 xhory 

<400> 25 
cgcctcgagt gattctttgt ggacaca 	 27 

<210> 26 
<211> 139 
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<212> PRT 
<213> Artificial Sequence 

<220> 
<223> rsDR5 

<400> 26 

Met Ala Leu Ile Thr Gln Gin Asp Leu Ala Pro Gln Gln Arg Ala Ala 
1 	 5 	 10 	 15 

Pro Gln Gln Lys Arg Ser Ser Pro Ser Glu Gly Leu Cys Pro Pro Gly 
20 	 25 	 30 

His His Ile Ser Glu Asp Gly Arg Asp Cys Ile Ser Cys Lys Tyr Gly 
35 	 40 	 45 

Gln Asp Tyr Ser Thr His Trp Asn Asp Leu Leu Phe Cys Leu Arg Cys 
50 	 55 	 60 

Thr Arg Cys Asp Ser Gly Glu Val Glu Leu Ser Pro Cys Thr Thr Thr 
65 	 70 	 75 	 80 

Arg Asn Thr Val Cys Gln Cys Glu Glu Gly Thr Phe Arg Glu Glu Asp 
85 	 90 	 95 

Ser Pro Glu Met Cys Arg Lys Cys Arg Thr Gly Cys Pro Arg Gly Met 
100 	 105 	 110 

val Lys Val Gly Asp Cys Thr Pro Trp Ser Asp Ile Glu Cys val His 
115 	 120 	 125 

Lys Glu Ser Leu Glu His His His His His His 
130 	 135 

<210> 27 
<211> 717 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h13273_L1 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 27 
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
Met val Leu Gln Thr Gin Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

ggc gca tat ggc gac atc gta atg acc cag tct ccg ctg agt ctt cct 	96 
Gly Ala Tyr Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro 

20 	 25 	 30 

gtg act cca ggg gag ccc gca agc atc tct tgt cgc agc agt cag tca 	144 
Val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 
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40 	 45 

ctg gtc cat agc aat ggg aac act tac ctg cat tgg tac ctc caa aaa 	192 
Leu Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 

50 	 55 	 60 

cca ggg cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 	240 
Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

agt ggt gtg cct gac cgc ttc tcc gga agt ggc tcc ggg aca gat ttc 	288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 	 90 	 95 

act ctt aag att tca aga gtg gag gca gaa gac gtt gga gtc tat tat 	336 
Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr 

100 	 105 	 110 

tgc tca cag agc aca cat gtc ccc tgg act ttc ggt ccc ggc aca aaa 	384 
Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Pro Gly Thr Lys 

115 	 120 	 125 

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gt ttc atc ttc ccc 	432 
val Glu Ile Lys Arg Thr val Ala Ala Pro Ser ValPhe Ile Phe Pro 

130 	 135 	 140 

ccc tcc gac gag cag ctg aag tcc ggc acc gcc tcc gtg gtg tgc ctg 	480 
Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu 
145 	 150 	 155 	 160 

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 	528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 

165 	 170 	 175 

aac gcc ctg cag tcc ggg aac tcc cag gag agc gtg acc gag cag gac 	576 
Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 

180 	 185 	 190 

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 	624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 	 200 	 205 

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 	672 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln 

210 	 215 	 220 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 	 717 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 28 
<211> 239 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 28 

Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro 
20 	 25 	 30 

35 
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val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg ser Ser Gln Ser 
35 	 40 	 45 

Leu val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr 
100 	 105 	 110 

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
115 	 120 	 125 

Val Glu Ile Lys Arg Thr val Ala Ala Pro Ser Val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu Val Thr His Gln 
210 	 215 	 220 

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 29 
<211> '717 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Nucleotide sequence coding hB273_L2 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 29 
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
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Gin Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 

10 	 15 
Val Leu Gln Thr 

5 
Met 
1 

ggc gca tat 
Gly Ala Tyr 

agc ctg ccc 
Ser Leu Pro 
30 

ggc gac gtc gtc atg 
Gly Asp val val Met 
20 

aca cag aca cct ctg 
Thr Gln Thr Pro Leu 
25 

gtg tct 
valSer 

tca tct cag tct 
Ser Ser Gln Ser 
45 

ctg ggc gaa ccc gcc 
Leu Gly Glu Pro Ala 
35 

agt att tct tgt agg 
Ser Ile Ser Cys Arg 
40 

gtc 
Val 

gag att 
Glu Ile 
130 

ctg 
Leu 
160 

tcc gtg gtg tgc 
Ser Val Val Cys 

gag tgt 
Glu Cys Gly 

gcc 
Ala 
155 

acc 
G y Thr 

ctg aag tcc 
Leu Lys Ser 
150 

tcc gga 
Ser Gly 

ggt tca 
Gly Ser 

gt cct 
ValPro 

Gly agt 
Ser 
90 

ggg acc 
Gly Thr 

gat cga ttc agc 

85
Asp Arg Phe Ser 

acc ttg aag 
Thr Leu Lys 

att agc cgg gtc gag 
Ile Ser Arg Val Glu 
100 

gcc gag gat gtt gga 
Ala Glu Asp Val Gly 
105 

cct 
Pro 
125 

tgt agc 
Cys Ser 

cag agt aca cac gtg 
Gln Ser Thr His Val 
115 

ccc tgg acc ttc gga 
Pro Trp Thr Phe Gly 
120 

acc 
Thr 
205 

gac 
Asp 
195 

agc aag 
Ser Lys 

acc ctg 
Thr Leu 

ctg agc aaa 
Leu Ser Lys 

ctg agc agc 
Leu Ser Ser 
200 

agc acc tac agc 
Ser Thr Tyr Ser 

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

<220> 

30 
239 
PRT 
Artificial sequence 

cca ggt cag tcc cca 
Pro Gly Gln Ser Pro 
65 

ccc tcc gac gag cag 
Pro Ser Asp Glu Gln 
145 

aac aca tat ctc cat 
Asn Thr Tyr Leu His 
55 

gtg gcc gcc ccc tcc 
Val Ala Ala Pro Ser 
135 

aag gtg tac gcc tgc 
Lys Val Tyr Ala Cys 
215 

tgg tac ctg cag aag 
Trp Tyr Leu Gln Lys 
60 

ttc 
Phe 
80 

gac ttc 
Asp Phe 
95 

gtg tat ttc 
ValTyr Phe 
110 

act aaa 
Gly Thr Lys 

gtg ttc atc ttc ccc 
ValPhe Ile Phe Pro 
140 

gag gtg acc cac cag 
Glu Val Thr His Gln 
220 

96 

144 

192 

240 

288 

336 

384 

432 

480 

528 

576 

624 

672 

717 

aaa cgt acg 
Lys Arg Thr 

gcc gac tac gag aag cac 
Ala Asp Tyr Glu Lys His 

219 

ggc ctg agc tcc ccc 
Gly Leu Ser Ser Pro 
225 

gtc acc aag agc ttc 
Val Thr Lys Ser Phe 
230 

aac agg 
Asn Arg 
235 

<223> Synthetic Construct 

Page 21 

gtg cac agt aac gga 
Val His Ser Asn Gly 
50 

ctg 
Leu 

aag ctc ctg atc tat 
Lys Leu Leu Ile Tyr 
70 

aag gtg agc aac aga 
Lys Val Ser Asn Arg 
75 

ctg aat aac ttc 
Leu Asn Asn Phe 

aac gcc ctg 
Asn Ala Leu 

tac ccc aga gag gcc 
Tyr Pro Arg Glu Ala 
165 

gg aac tcc 
Gly Asn Ser 

gtg cag tgg aag 
Val Gln Trp Lys 

gtg acc 
ValThr 

gtg gac 
Val Asp 
175 

cag gac 
Gln Asp 

aag 
Lys 
170 

gag 
Glu 

cag tcc 
Gln Ser 
180 

cag 
Gln 
185 

agc 
Ser Glu 

190 
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<400> 30 

Met val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp val val Met Thr Gln Thr Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Ser Leu Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 
35 	 40 	 45 

Leu Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Phe 
100 	 105 	 110 

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
115 	 120 	 125 

val Glu Ile Lys Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu val Thr His Gln 
210 . 	 215 	 220 

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 31 
<211> 717 
<212> DNA 
<213> Artificial Sequence 

<220> 
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<223> Nucleotide sequence coding h13273_L3 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 31 
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

ggc gca tat ggc gac gtg gtg atg acg cag act ccg ctg tca ctg ccc 	96 
Gly Ala Tyr Gly Asp val val Met Thr Gln Thr Pro Leu Ser Leu Pro 

20 	 25 	 30 

gta tct ctg gga gag cct gcc agc atc agc tgc agg agc tct caa tca 	144 
Val Ser Leu Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 

35 	 40 	 45 

ctg gtg cac tct aac ggt aat acc tac ctc cac tgg tat ctc cag aag 	192 
Leu Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 

50 	 55 	 60 

cca gga caa tcc cca aag ttg ctc ata tat aaa gtg tcc aac cgg ttc 	240 
Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

tca gga gtc cct gac cgg ttt agc ggt agt ggc tct ggt aca gat ttc 	288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 	 90 	 95 

acc ctg aaa ata tca agg gtt gaa gcg gaa gac gta gga gtg tat ttt 	336 
Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp Val Gly Val Tyr Phe 

100 	 105 	 110 

tgc agc cag agc acc cat gtc ccc tgg aca ttt ggg ggc ggc acc aag 	384 
Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Gly Gly Thr Lys 

115 	 120 	 125 

gtc gaa atc aag cgt acg gtg gcc gcc ccc tcc gt ttc atc ttc ccc 	432 
Val Glu Ile Lys Arg Thr val Ala Ala Pro Ser ValPhe Ile Phe Pro 

130 	 135 	 140 

ccc tcc gac gag cag ctg aag tcc ggc acc gcc tcc gtg gtg tgc ctg 	480 
Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 	 150 	 155 	 160 

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 	528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys val Asp 

165 	 170 	 175 

aac gcc ctg cag tcc ggg aac tcc cag gag agc gtg acc gag cag gac 	576 
Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 

180 	 185 	 190 

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 	624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 	 200 	 205 

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 	672 
Ala Asp Tyr Glu Lys HiS Lys Val Tyr Ala Cys Glu Val Thr His Gln 

210 	 215 	 220 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 	 717 
Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 
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<210> 32 
<211> 239 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 32 

Met val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp val Val Met Thr Gln Thr Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Ser Leu Gly Glu Pro Ala Ser Ile ser Cys Arg Ser Ser Gln ser 
35 	 40 	 45 

Leu val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly Vai Pro Asp Arg Phe Ser Gly ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Phe 
100 	 105 	 110 

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Gly Gly Thr Lys 
115 	 120 	 125 

val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gin 
210 	 215 	 220 

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
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225 	 230 	 235 

<210> 33 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding hB273_Hi 

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

<400> 33 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu ValAla Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc caa gtt cag ctc gtg cag tcc ggc gcg gag gtt aag aaa 	96 
Val Leu Ser Gln Val Gln Leu val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cca ggc gca tcc gtt aaa gtg tca tgt aag gcc agc gtac tcc ttt 	144 
Pro Gly Ala Ser Val Lys ValSer Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tac ttt atg aac tgg gtg cgg cag gcc cct ggt atg ggc ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Val Arg Gln Ala Pro Gly Met Gly Leu 

50 	 55 	 60 

gag tgg atg gga cgg ttt aat cca tat aat ggc gat act ttt tac aac 	240 
Glu Trp Met Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aaa ttt aaa gga agg gtc act ctc aca gtg gat aaa agc act agt 	288 
Gln Lys Phe Lys Gly Arg Val Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acg gct tac atg gaa ctg tcc tcc ctc aga tca gaa gat act gcc gtc 	336 
Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 

100 	 105 	 110 

tac tac tgc gcc cga agt gct tac tat ttc gac agc ggg ggc tac ttt 	384 
Tyr Tyr Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 

115 	 120 	 125 

gat tat tgg ggc cag ggg acc ctg gta act gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc gct gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 
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gtg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

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

275 	 280 	 285 

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

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg Val val Ser val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056  
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104  
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

gaa cca cag gtg tac acc ctg ccc cca tcc cgg g4g gag atg acc aag 	1152  
Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248  
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296  
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc gc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 
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<210> 34 
<211> 471 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 34 

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

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

Pro Gly Ala Ser val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp val Arg Gln Ala Pro Gly Met Gly Leu 
50 	 55 	 60 

Glu Trp Met Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gin Lys Phe Lys Gly Arg Val Thr Leu Thr Val Asp Lys Ser Thr ser 
85 	 90 	 95 

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Tyr Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser Ala ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 
210 	 215 	 220 
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Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys val Val Val 
275 	 280 	 285 

Asp val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg val val Ser Val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 35 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 
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gcc gag gta aaa 
Ala Glu Val Lys 

30 

tct ggt tac tct 
Ser Gly Tyr Ser 

45 

ccc ggt atg tct 
Pro Gly Met Ser 
60 

gac act ttt tat 
Asp Thr Phe Tyr 

gac aag tca act 
Asp Lys Ser Thr 

95 

gtg cag agt gga 
Val Gln Ser Gly 

25 

tcc tgt aag gca 
Ser Cys Lys Ala 
40 

atg aag cag tct 
Met Lys Gln Ser 

ccc tac aac 
Pro Tyr Asn Gly 

75 

act ctg 
Thr Leu 

acc gtg 
Thr Val 
90 

tat tat ttc gat 
Tyr Tyr Phe Asp 
120 

agc gga ggg tat 
Ser Gly Gly Tyr 

125 

ctt gta 
Leu val 

acc gtg 
Thr Val 

agc tca gcc tcc 
Ser Ser Ala Ser 
140 

ctg gca ccc 
Leu Ala Pro 

tcc aag agc acc 
Ser Lys Ser Thr 

tcc 
Ser 
155 

tgc ctg 
Cys Leu 

gtc aag 
val Lys 
170 

gac tac ttc ccc 
Asp Tyr Phe Pro 

175 

tcc tca gga 
Ser Ser Gly 
200 

ctc tac tcc ctc agc 
Leu Tyr Ser Leu Ser 

205 

ttg ggc acc cag acc tac atc 
Leu Gly Thr Gin Thr Tyr Ile 

220 

agc 
Ser 

tca ctg agg tcc 
Ser Leu Arg Ser 

105 

gaa gat acc gcc 
Glu Asp Thr Ala 

110 

ggc gcc 
Gly Ala 
185 

ctg acc agc ggc gtg 
Leu Thr Ser Gly Va 

190 

tca 
Ser 

FP1141_Sequences(3833615_1).TxT 

<220> 
<223> Nucleotide sequence coding hB273_H2 

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

<400> 35 
atg aaa cac ctg tgg ttc ttc 
Met Lys His Leu Trp Phe Phe 
1 	 5 

ctc ctg ctg gtg 
Leu Leu Leu Va 

10 

gtg ctg agc cag gtc cag ctg 
Val Leu Ser Gln val Gin Leu 

20 

cca ggg gct agt gtc aag gtc 
Pro Gly Ala Ser Val Lys Val 

35 

ata gga tac ttc atg aac tgg 
Ile Gly Tyr Phe Met Asn Trp 

50 	 55 

gag tgg att ggc aga ttc aac 
Glu Trp Ile Gly Arg Phe Asn 
65 	 70 

cag aag ttc aaa ggg aaa gcc 
Gln Lys Phe Lys Gly Lys Ala 

85 

aca gca tac atg gaa ttg tcc 
Thr Ala Tyr Met Glu Leu Ser 

100 

tac ttc tgc gct cgg agt gct 
Tyr Phe Cys Ala Arg Ser Ala 

115 

gac tat tgg ggg caa ggg acc 
Asp Tyr Trp Gly Gln Gly Thr 

130 	 135 

aag ggc cca agc gtc ttc ccc 
Lys Gly Pro Ser val Phe Pro 
145 	 150 

ggc ggc aca gcc gcc ctg ggc 
Gly Gly Thr Ala Ala Leu Gly 

165 

ccc gtg acc gtg agc tgg aac 
Pro Val Thr val Ser Trp Asn 

180 

gtg gtg acc gtg ccc tcc agc 
Val Val Thr Val Pro Ser Ser 

210 	 215 

aac gtg aat cac aag ccc agc aac 
Asn Val Asn His Lys Pro Ser Asn 

acc ttc 
Thr Phe 

ccc gct gtc ctg cag 
Pro Ala Val Leu Gln 
195 

gca gct ccc aga tgg 
Ala Ala Pro Arg Trp 

15 

48 

	

aaa 	96 
Lys 

	

ttt 	144 
Phe 

	

ctg 	192 
Leu 

	

aat 	240 
Asn 
80 

	

tcc 	288 
Ser 

gtg 

	

Val 

	384 
Phe 

	

acc 	432 
Thr 

	

tct 	480 
Ser 
160 

	

gaa 	528 
Glu 

	

cac 	576 
His 

	

agc 	624 
Ser 

	

tgc 	672 
Cys 

	

gag 	720 
Glu 

336 

acc aag gtg gac aag aga gtt 
Thr Lys Val Asp Lys Arg Val 
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225 	 230 	 235 	 240 

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

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

275 	 280 	 285 

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

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg val val Ser Val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 	1152 
Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296 
Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc g9c aaa 	 1413  
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 36 
<211> 471 
<212> PRT 
<213> Artificial sequence 

Page 30 



FP1141_Sequences(3833615_1).TxT 
<220> 
<223> Synthetic Construct 

<400> 36 

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

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

Pro Gly Ala Ser Val Lys val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser Pro Gly Met Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

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

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 
180 	 185 	 190 

Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

Val val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 
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Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val val val 
275 	 280 	 285 

Asp val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg val Val Ser val Leu Thr val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 
435 	 440 	 445 

Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 37 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h13273_H3 

<220> 
<221> CDS 

Page 32 



FP1141_Sequences(3833615_1).TxT 
<222> (1)..(1413) 

<400> 37 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc gaa gtg cag ctc gtg caa agc ggc gct gaa gtg aaa aaa 	96 
Val Leu Ser Glu Val Gin Leu Val Gln Ser Gly Ala Glu ValLys Lys 

20 	 25 	 30 

cca gga gcc tca gtc aaa gtg tcc tgt aag gcc tcc ggg tat agc ttc 	144 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tat ttt atg aac tgg atg aag cag agc ccg ggc aaa agc ctc 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser Pro Gly Lys Ser Leu 

50 	 55 	 60 

gaa tgg atc ggg aga ttc aat cca tac aat ggt gac acc ttt tac aat 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aaa ttc aaa ggc aag gcc acg ctg act gta gac aaa tcc acc agc 	288 
Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

aca gcc cac atg gaa ttg tct tcc ctg agg tct gag gat acc gcg g? 	336 
Thr Ala His met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala 

100 	 105 	 110 

tac ttt tgt ggc cga agt gcg tat tat ttc 	tca Gly 	tac ttc 
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp SerG Gly TyrPhe 	

384 
?g  

115 	 120 	 125 

gat tac tgg ggt cag ggg acg ctc gtc acc gta agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

ggc ggc aca gcc gcc ctg ggc tgc ctg gtc aag gac tac ttc ccc gaa 	528 
Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc gct gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

V
tg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
al val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
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Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gtg
? 
	864 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys Valval 
275 	 280 	 285 

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

290 	 295 	 300 

ggc gtg gag gtg cat aat gcc aag aca aag ccc cgg gag gag cag tac 	960 
Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Tyr 
305 	 310 	 315 	 320 

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg Val Val Ser val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gin Pro Arg 

 

355 	 360 	 365 

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

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296 
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser val Met His Glu Ala Leu His Asn HiS Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 38 
<211> 471 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 38 

Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 
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Val Leu Ser Glu val Gln Leu val Gln Ser Gly Ala Glu val Lys Lys 
20 	 25 	 30 

Pro Gly Ala Ser Val Lys val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Lys Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Thr Ser 
85 	 90 	 95 

Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr val ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val Val 
275 	 280 	 285 

Page 35 



FP1141_Sequences(3833615_1).TXT 

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg Val val Ser Val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gin Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 39 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> NuCleotide sequence coding h6273_H1-1 

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

<400> 39 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 
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gtg ctg agc cag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
Val Leu Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct ggc gct tct gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly Ala Ser Val Lys val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tac ttc atg aac tgg atg cgg cag gcc cct ggc atg gga ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Met Arg Gln Ala Pro Gly Met Gly Leu 

50 	 55 	 60 

gaa tgg atg ggc cgg ttc aac ccc tac aac ggc gac acc ttc tac aac 	240 
Glu Trp Met Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aaa ttc aag ggc aga gtg acc ctg acc gtg gac aag agc acc agc 	288 
Gln Lys Phe Lys Gly Arg val Thr Leu Thr val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acc gcc tac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gtg 	336 
Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala 

100 	 105 	 110 

tat ttc tgc ggc aga agc gcc tac tac ttc gac agc gyc 	tac ttc 	384 
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 

115 	 120 	 125 

gac tac tgg ggc cag gc acc ctg gt aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu ValThr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc gct gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

gtg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
Val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

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

275 	 280 	 285 
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gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 	912 
Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008  
Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056  
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 	1152 
Glu Pro Gin val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248  
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296  
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag g c aac gtc ttc tca 	1344 
Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413  
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 40 
<211> 471 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 40 

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

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

Pro Gly Ala Ser val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
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35 
	

40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Arg Gln Ala Pro Gly Met Gly Leu 
50 	 55 	 60 

Glu Trp Met Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gln Lys Phe Lys Gly Arg Val Thr Leu Thr Val Asp Lys Ser Thr Ser 
85 	 90 	 95 

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
• 260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys val val val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg Val Val Ser val Leu Thr val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 41 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h6273_H2-1 

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

<400> 41 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

V
tg ctg agc gag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
al Leu Ser Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct gga gcc agc gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly  Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

Page 40 



ctg agc agc 
Leu Ser Ser 

ctg 
Leu 
105 

cgg agc gag gat acc gcc gtg 
Arg Ser Glu Asp Thr Ala val 

110 

tac tac 
Tyr Tyr 
120 

ttc gac agc ggc ggc tac ttc 
Phe Asp Ser Gly Gly Tyr Phe 

125 

agc gcc 
Ser Ala 

ggc acc ctg 
Gly Thr Leu 

135 

gtg aca gtg 
val Thr Val  

agc tca gcc tcc acc 
Ser Ser Ala Ser Thr 
140 

ttc ccc ctg gca 
Phe Pro Leu Ala 
150 

ccc tcc 
Pro Ser 

155  

tcc aag agc acc tct 
Ser Lys Ser Thr Ser 

160 

ttc ccc get gtc ctg cag 
Phe Pro Ala val Leu Gin 

195 

tcc tca gga ctc tac 
Ser Ser Gly Leu Tyr 
200 

tcc ctc agc agc 
Ser Leu Ser Ser 
205 

acc 
Thr 

tcc agc agc ttg ggc acc 
Ser Ser Ser Leu Gly Thr 

215  

cag acc tac atc tgc 
Gln Thr Tyr Ile Cys 
220 

ccc agc aac acc aag gtg gac aag aga 
Pro Ser Asn Thr Lys Val Asp Lys Arg 
230 	 235  

gtt gag 
Val Glu 

240 

aaa act cac aca 
Lys Thr His Thr 

tgc cca ccc tgc cca 
Cys Pro Pro Cys Pro 
250 

gca cct 
Ala Pro 
255 

ccc tca gtc ttc ctc ttc ccc 
Pro Ser Val Phe Leu Phe Pro 

265 

cca aaa ccc aag 
Pro Lys Pro Lys 

270 
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atc ggc tac ttc atg aac tgg 
Ile Gly Tyr Phe Met Asn Trp 

50 	 55  

atg aag cag agc ccc ggc atg agc ctg 
Met Lys Gln Ser Pro Gly Met Ser Leu 

60 

ttc aac ccc tac 
Phe Asn Pro Tyr 
70 

aag gcc acc ctg 
Lys Ala Thr Leu 

aac ggc gac acc ttc tac aac 
Asn Gly Asp Thr Phe Tyr Asn 

75 	 80 

aca gtg gac aag agc acc agc 
Thr val Asp Lys Ser Thr Ser 
90 	 95 

192 

240 

288 

336 

384 

432 

480 

528 

576 

624 

672 

720 

768 

816 

864 

912 

960 

acc gcc tac atg gaa 
Thr Ala Tyr Met Glu 

100 

tac 
Tyr 

ttc tgc gcc aga 
Phe Cys Ala Arg 

115 

gac tac tgg ggc cag 
Asp Tyr Trp Gly Gln 

130 

aag ggc cca agc gtc 
Lys Gly Pro Ser Val 
145 

gtg acc gtg ccc 
val Thr Val Pro 
210 

aac gtg aat cac aag 
Asn Val Asn His Lys 
225 

ccc aaa tct tgt gac 
Pro Lys Ser Cys Asp 

245 

gaa ctc ctg ggg gga 
Glu Leu Leu Gly Gly 

• 260 

gtg 
val 

gaa tgg atc ggc cgg 
Glu Trp Ile Gly Arg 
65 

cag aag ttc aag gga 
Gln Lys Phe Lys Gly 

85 

ggc ggc aca 
Gly Gly Thr 

gcc gcc ctg ggc tgc ctg 
Ala Ala Leu Gly Cys Leu 

165 

gtc aag 
val Lys 
170 

gac tac ttc ccc gaa 
Asp Tyr Phe Pro Glu 

175 

ccc gtg acc gtg agc tgg aac tca 
Pro val Thr Val Ser Trp Asn Ser 

180 

ggc gcc ctg acc 
Gly Ala Leu Thr 
185 

agc ggc gtg cac 
Ser Gly Val His 

190 

gac acc ctc atg atc tcc 
Asp Thr Leu Met Ile Ser 

275 

cgg acc cct gag gtc aca 
Arg Thr Pro Glu val Thr 

280  

tgc gtg gtg gtg 
Cys Val Val val 
285 

gac gtg agc cac gaa gac 
Asp Val Ser His Glu Asp 

290  

cct gag gtc aag ttc 
Pro Glu val Lys Phe 
295 

aac tgg tac gtg gac 
Asn Trp Tyr Val Asp 
300 

ggc gtg gag gtg cat aat 
Gly Val Glu Val His Asn 
305 	 310 

gcc aag 
Ala Lys 

aca aag ccc cgg gag gag 
Thr Lys Pro Arg Glu Glu 

315 
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aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008  
Asn Ser Thr Tyr Arg Val val Ser Val Leu Thr val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

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

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296 
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 1344 
Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 

 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 42 
<211> 471 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 42 

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

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

Pro Gly Ala Ser val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 
50 	 55 	 60 
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Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

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

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val 
100 	 105 	 110 

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val 
275 	 280 	 285 

Asp val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg val val. Ser val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 
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Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu 

340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 43 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h6273_H2-2 

<220> 
<221> CDS 
<222> (1)—(1413) 

<400> 43 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc cag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
Val Leu Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct gga gcc agc gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly Ala Ser val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tac ttc atg aac tgg atg aag cag agc ccc ggc atg agc ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 

50 	 55 	 60 

gaa tgg atc ggc cgg ttc aac ccc tac aac ggc gac acc ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
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65 	 70 	 75 	 80 

cag aag ttc aag gga aag gcc acc ctg aca gtg gac aag agc acc agc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acc gcc cac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gtg 	336 
Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 

100 	 105 	 110 

tac ttc tgc gcc aga agc gcc tac tac ttc gac agc ggc ggc tac ttc 	384 
Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp SerGyGyTyr Phe 

115 	 120 	 125 

gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc get gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

gtg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
Val val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg
? 
 gtg
? 
	864 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys val 
275 	 280 	 285 

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 	912 
Asp val Ser HiS Glu Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp 

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg Val val Ser Val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

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

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

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

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296 
Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc gc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 44 
<211> 471 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> synthetic Construct 

<400> 44 

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

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

Pro Gly Ala Ser val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 
85 	 90 	 95 
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Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val val Val 
275 	 280 	 285 

Asp val ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg val val Ser Val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 
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Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 45 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h13273_H2-3 

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

<400> 45 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc gag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
Val Leu Ser Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct gga gcc agc gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc gc tac ttc atg aac tgg atg aag cag agc ccc ggc atg agc ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser Pro Gly Met Ser Leu 

50 	 55 	 60 

gaa tgg atc ggc cgg ttc aac ccc tac aac ggc gac acc ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aag ttc aag gga aag gcc acc ctg aca gtg gac aag agc acc agc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acc gcc cac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gtg 	336 
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Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 

100 	 105 	 110 

tac ttc tgc gcc aga agc gcc tac tac ttc gac agc ggc ggc tac ttc 	384 
Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 

115 	 120 	 125 

gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc get gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser ser 

195 	 200 	 205 

gtg gtg acc gtg ccc tcc agc agc ttg ggc acc cag acc tac atc tgc 	672 
Val Val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

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

275 	 280 	 285 

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

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 	1152  
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Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu met Thr Lys 

370 	 375 	 380 

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

atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296  
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 46 
<211> 471 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> synthetic Construct 

<400> 46 

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

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

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 
85 	 90 	 95 

Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 
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Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val Val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys val val val 
275 	 280 	 285 

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

Gly val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr 
305 	 310 	 315 	 320 

Asn Ser Thr Tyr Arg val Val Ser val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 
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ggc tac ttc atg aac 
Gly Tyr Phe Met Asn 
50 

atc 
Ile 

tgg ttc ttc ctc ctg 
Trp Phe Phe Leu Leu 
5 

ctg gtg gca get ccc 
Leu Val Ala Ala Pro 
10 

aga tgg 
Arg Trp 
15 

tgc aag gcc agc 
Cys Lys Ala Ser 

aag cag agc 
Lys Gln Ser 

ggc tac agc ttc 
Gly Tyr Ser Phe 
45 

tcc 
Ser 
40 

atg 
Met 

ccc ggc atg agc ctg 
Pro Gly Met Ser Leu 
60 

gaa tgg atc ggc cgg 
Glu Trp Ile Gly Arg 
65 

ttc aac ccc tac aac 
Phe Asn Pro Tyr Asn 
70 

ggc gac acc ttc tac 
Gly Asp Thr Phe Tyr 
75 
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Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser val met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 47 
<211> 1413 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Nucleotide sequence coding hB273_H2-4 

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

<400> 47 
atg aaa cac ctg 
Met Lys His Leu 
1 

gtg ctg agc 
Val Leu Ser 

cag gtg cag ctg gtg 
Gln Val Gln Leu Val 
20 

gcc agc gtg aag gtg 
Ala Ser Val Lys val 
35 

tgg 
Trp 
55  

cag tct ggc gcc gaa 
Gln Ser Gly Ala Glu 
25 

ctg cgg agc gag gat 
Leu Arg Ser Glu Asp 
105 

Gly 
125  

gtg aag aaa 
val Lys Lys 
30 

aac 
Asn 
80 

acc agc 
Thr Ser 
95 

acc gcc gtg 
Thr Ala Val 
110 

ggc tac ttc 
Gly Tyr Phe 

cct gga 
Pro Gly 

acc gcc tac atg gaa ctg agc agc 
Thr Ala Tyr Met Glu Leu Ser Ser 

100 

tac ttc 
Tyr Phe 

tgc ggc aga agc gcc 
Cys Gly Arg Ser Ala 
115 

tac tac ttc gac agc 
Tyr Tyr Phe Asp Ser 
120 

cag aag ttc aag 
Gln Lys Phe Lys 

gga aag gcc acc ctg 
Gly Lys Ala Thr Leu 
85 

aca gtg gac aag agc 
Thr Val Asp Lys Ser 
90 

48 

96 

144 

192 

240 

288 

336 

384 
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gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gtg cac 	576 
Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

acc ttc ccc get gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

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

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gtg
? 
	864 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val val 
275 	 280 	 285 

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

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 
• 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

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

370 	 375 	 380 

aac cag gtc agc ctg acc tgc ctg gtc aaa ggc ttc tat ccc agc gac 	1200 
Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 
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atc gcc gtg gag tgg gag agc aat ggc cag ccc gag aac aac tac aag 	1248 
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 

405 	 410 	 415 

acc acc cct ccc gtg ctg gac tcc gac ggc tcc ttc ttc ctc tac agc 	1296 
Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 

420 	 425 	 430 

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 48 
<211> 471 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 48 

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

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

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

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

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
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145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val Val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val val val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg val Val Ser val Leu Thr val Leu His Gin Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
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420 	 425 	 430 

Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gin Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 49 
<211> 1413 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Nucleotide sequence coding hB273_H2-5 

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

<400> 49 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc cag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
Val Leu Ser Gln Val Gin Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct gga gcc agc gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tac ttc atg aac tgg atg aag cag agc ccc ggc aag agc ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gin Ser Pro Gly Lys Ser Leu 

50 	 55 	 60 

gaa tgg atc ggc cgg ttc aac ccc tac aac ggc gac acc ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn 
65 	 70 	, 	 75 	 80 

cag aag ttc aag gga aag gcc acc ctg aca gtg gac aag agc acc agc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acc gcc tac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gq 	336 
Thr ATa Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala 

100 	 105 	 110 

tac ttc tgc ggc aga agc gcc tac tac ttc gac agc ggc gr tac ttc 	384 
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp SerGyGyTyr Phe 

115 	 120 	 125 

gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

aag ggc cca agc gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct 	480 
Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 
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g 	g gc gc aca gcc 
Gly Gly Thr Ala 

gcc ctg ggc tgc 
Ala Leu Gly Cys 
165 

ctg gtc aag gac tac 
Leu Val Lys Asp Tyr 

170 

ttc ccc gaa 
Phe Pro Glu 

175 

gtg agc tgg aac tca 
Val Ser Trp Asn Ser 
180 

ggc gcc ctg acc agc 
Gly Ala Leu Thr Ser 
185 

ggc gtg cac 
Gly ValHis 
190 

ccc gtg acc 
Pro Val Thr 

ttc ccc get gtc ctg cag 
Phe Pro Ala val Leu Gln 

195 

tca gga ctc tac tcc ctc agc agc 
Ser Gly Leu Tyr Ser Leu Ser Ser 

205 

acc 
Thr 

tcc 
Ser 
200 

gtg 
Val 

gtg acc 
val Thr 
210 

gt ccc tcc 
ValPro Ser 

agc agc ttg ggc acc 
Ser Ser Leu Gly Thr 
215 

cag acc tac atc tgc 
Gln Thr Tyr Ile Cys 
220 

aac gtg aat cac 
Asn Val Asn His 
225 

aag ccc agc aac acc 
Lys Pro Ser Asn Thr 

230 

aag gtg gac aag aga gtt 
Lys Val Asp Lys Arg val 

235 
Glu 
240 

aac cag gtc agc ctg acc tgc ctg gtc 
Asn Gln val Ser Leu Thr Cys Leu Val 
385 	 390 

atc gcc gtg gag 
Ile Ala val Glu 

tgg gag agc aat ggc 
Trp Glu Ser Asn Gly 
405 

acc acc cct ccc gtg ctg gac 
Thr Thr Pro Pro Val Leu Asp 

420 

tcc gac 
Ser Asp 

425 

ccc aaa tct tgt 
Pro Lys Ser Cys 

gac aaa act cac aca 
Asp Lys Thr His Thr 
245 

tgc cca ccc tgc 
Cys Pro Pro Cys 
250 

gaa ctc ctg 
Glu Leu Leu 

ggg gga ccc tca gtc 
Gly Gly Pro Ser Val 
260 

ttc ctc ttc ccc cca 
Phe Leu Phe Pro Pro 
265 

gtg agc cac gaa gac 
Val Ser His Glu Asp 
290 

cct gag gtc aag ttc 
Pro Glu val Lys Phe 
295 

gac 
Asp 

acc ctc atg atc tcc cgg 
Thr Leu Met Ile Ser Arg 

275 

acc cct gag gtc 
Thr Pro Glu val 
280 

gac 
Asp 

ggc gtg gag 
Gly val Glu 
305 

gtg cat aat gcc aag aca 
Val His Asn Ala Lys Thr 

310 

aag ccc cgg gag gag cag 
Lys Pro Arg Glu Glu Gln 

315 

aac agc acg tac 
Asn Ser Thr Tyr 

cgg gtg gtc agc gtc 
Arg Val val Ser val 
325 

ctc acc gtc ctg 
Leu Thr Val Leu 
330 

tgg ctg aat 
Trp Leu Asn 

ggc aag gag tac aag 
Gly Lys Glu Tyr ‘Lys 
340 

tgc aag gtc tcc aac 
Cys Lys Val Ser Asn 
345 

gaa 
Glu 

cca cag 
Pro Gln 
370 ' 

gtg tac acc 
ValTyr Thr 

ctg ccc cca tcc cgg 
Leu Pro Pro Ser Arg 
375 

gcc ccc atc gag aaa acc 
Ala Pro ile Glu Lys Thr 

355 

atc tcc aaa gcc 
Ile Ser Lys Ala 
360 

cca 
Pro 
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528 

576 

624 

672 

720 

768 

816 

864 

912 

960 

1008 

1056 

1104 

1152 

1200 

1248 

1296 

cca gca cct 
Pro Ala Pro 

255 

aaa ccc aag 
Lys Pro Lys 
270 

aca tgc gtg gtg gtg 
Thr Cys Val Val val 

285 

aac tgg tac gtg gac 
Asn Trp Tyr Val Asp 
300 

tac 
Tyr 
320 

cac cag gac 
His Gln Asp 

335 

aaa gcc ctc 
Lys Ala Leu 
350 

aaa ggc cag ccc cgg 
Lys Gly Gln Pro Arg 

365 

gag gag atg acc aag 
Glu Glu Met Thr Lys 
380 

ccc agc gac 
Pro Ser Asp 

400 

aac tac aag 
Asn Tyr Lys 

415 

ggc tcc ttc ttc ctc tac agc 
Gly Ser Phe Phe Leu Tyr Ser 

430 

aaa ggc ttc tat 
Lys Gly Phe Tyr 

395 

cag ccc gag aac 
Gln Pro Glu Asn 
410 
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aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 	1344 
Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gln Gly Asn Val Phe Ser 

435 	 440 	 445 

tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 	 1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 50 
<211> 471 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 50 

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

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

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Lys Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp-Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 
85 	 90 	 95 

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val 
100 	 105 	 110 

Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 
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Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His 

180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

Val Val Thr val Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr val Asp 
290 	 295 	 300 

Gly val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr 
305 	 310 	 315 	 320 

Asn Ser Thr Tyr Arg val Val Ser val Leu Thr Val Leu His Gin Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 
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Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 

450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 51 
<211> 717 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding h13273_Ll-NE 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 51 

	

atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

	

ggc gca tat ggc gac atc gta atg acc cag tct ccg ctg agt ctt cct 	96 
Gly Ala Tyr Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro 

20 	 25 	 30 

	

gtg act cca ggg gag ccc gca agc atc tct tgt cgc agc agt cag tca 	144 
Val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 

35 	 40 	 45 

	

ctg gtc cat agc aat gag aac act tac ctg cat tgg tac ctc caa aaa 	192 
Leu Val His Ser Asn Glu Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 

50 	 55 	 60 

	

cca ggg cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 	240 
Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

	

agt ggt gtg cct gac cgc ttc tcc gga agt ggc tcc ggg aca gat ttc 	288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 	 90 	 95 

	

act ctt aag att tca aga gtg gag gca gaa gac gtt gga gtc tat tat 	336 
Thr Leu Lys Ile Ser Arg Val -Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 	 105 	 110 

	

tgc tca cag agc aca cat gtc ccc tgg act ttc ggt ccc ggc aca aaa 	384 
Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Pro Gly Thr Lys 

115 	 120 	 125 

	

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 	432 
val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro 

130 	 135 	 140 

	

ccc tcc gac gag cag ctg aag tcc ggc acc gcc tcc gtg gtg tgc ctg 	480 
Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 	 150 	 155 	 160 

	

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 	528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 

165 	 170 	 175 

	

aac gcc ctg cag tcc ggg aac tcc cag gag agc gtg acc gag cag gac 	576 
Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
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180 	 185 	 190 

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 	624 
Ser Lys Asp Ser Thr Tyr ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 	 200 	 205 

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 	672 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu val Thr His Gln 

210 	 215 	 220 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 	 717 
Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 52 
<211> 239 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 52 

Met Val Leu Gln Thr Gln val Phe Ile ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg ser Ser Gln Ser 
35 	 40 	 45 

Leu val His Ser Asn Glu Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly Val Tyr Tyr 
100 	 105 	 110 

Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
) 115 	 120 	 125 

val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val Val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys val Asp 
165 	 170 	 175 
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Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln 
210 	 215 	 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 53 
<211> 32 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-F1 

<400> 53 
aggtaagctt gctagcgcca ccatggtgct gc 	 32 

<210> 54 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-NE-R2 

<400> 54 
ccaatgcagg taagtgttct cattgctatg gaccagtgac tg 	 42 

<210> 55 
<211> 42 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Primer L-NE-F2 

<400> 55 
cagtcactgg tccatagcaa tgagaacact tacctgcatt gg 	 42 

<210> 56 
<211>' 32 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-R1 

<400> 56 
ggatgccacc cgtttaaacg ggcccctaac ac 	 32 

<210> 57 
<211> 717 
<212> DNA 
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gac tac gag aag cac 
Asp Tyr Glu Lys His 
210 

gcc 
Ala 

ggc gac atc gta atg 
Gly Asp Ile Val Met 
20 

acc cag tct ccg ctg 
Thr Gln Ser Pro Leu 
25 

agt ctt cct 
Ser Leu Pro 
30 

cca ggg gag ccc gca 
Pro Gly Glu Pro Ala 
35 

agc atc tct tgt cgc 
Ser Ile Ser Cys Arg 
40 

agc agt cag tca 
Ser Ser Gln Ser 
45 

cag ctc ttg atc tac 
Gln Leu Leu Ile Tyr 
70 

aag gtg tcc aat cgg 
Lys Val Ser Asn Arg 
75 

tca aga gtg gag 
Ser Arg Val Glu 

cag agc aca cat gtc 
Gln Ser Thr His Val 
115 

gaa gac gtt gga 
Glu Asp Val Gly 

ttc ggt 
Phe Gly 

tgc tca 
Cys Ser 

gca 
Ala 
105 

tgg 
Trp 

act ctt aag att 
Thr Leu Lys Ile 

100 

ccc 
Pro 
120 

act 
Thr 

ccc 
Pro 
125 
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<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding hB273_Ll-NF 

gtc cat agc aat ttc 
Val His Ser Asn Phe 
50 

Val gag atc aag cgt acg 
Glu Ile Lys Arg Thr 
130 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 57 
atg gtg ctg cag 
Met Val Leu Gln 
i 

ggc gca tat 
Gly Ala Tyr 

gtg act 
ValThr 

ctg 
Leu 

cca ggg cag tcc cca 
Pro Gly  Gln Ser Pro 
65 

ccc tcc gac gag cag 
Pro Ser Asp Glu Gln 
145 

aac act tac ctg cat 
Asn Thr Tyr Leu His 
55 

gtg gcc gcc ccc tcc 
val Ala Ala Pro Ser 
135 

aag gtg tac gcc tgc 
Lys Val Tyr Ala Cys 
215 

tgg tac ctc caa aaa 
Trp Tyr Leu Gln Lys 
60 

ttc 
Phe 
80 

gtc tat tat 
Val Tyr Tyr 
110 

goyc aca aaa 
G y Thr Lys 

gtg ttc atc ttc ccc 
ValPhe Ile Phe Pro 
140 

tcc gtg gtg tgc 
Ser val Val Cys 

ctg 
Leu 
160 

gag cag gac 
Glu Gln Asp 
190 

acc ctg agc aaa 
Thr Leu Ser Lys 
205 

gag gtg acc cac cag 
Glu Val Thr His Gln 
220 

ctg aag tcc 
Leu Lys Ser 
150 

gc acc 
Gly Thr 

gcc 
Ala 
155 

acc cag 
Thr Gln 
5 

gtg ttc atc 
ValPhe Ile 

tcc ctg ctg ctg tgg 
Ser Leu Leu Leu Trp 
10 

atc tcc 
Ile Ser 
15 

agt ggt 
Ser Gly 

gtg cct 
ValPro 

gac cgc ttc tcc gga 
Asp Arg Phe Ser Gly 
85 

agt 
Ser 
90 

tcc 
Gly Ser 

g aca 
Gly Thr 

gat ttc 
Asp Phe 
95 

ctg aat aac ttc 
Leu Asn Asn Phe 

tac ccc aga gag gcc 
Tyr Pro Arg Glu Ala 
165 

aag gtg cag tgg aag 
Lys Val Gln Trp Lys 
170 

gtg gac 
Val Asp 
175 

aac gcc ctg 
Asn Ala Leu 

cag tcc 
Gln Ser 
180 

aac tcc 
Gly Asn Ser 

cag gag agc 
Gln Glu Ser 
185 

gtg acc 
ValThr 

agc aag 
Ser Lys 

gac agc acc tac agc 
Asp Ser Thr Tyr Ser 
195 

ctg agc agc acc ctg 
Leu Ser Ser Thr Leu 
200 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 

48 

96 

144 

192 

240 

288 

336 

384 

432 

480 

528 

576 

624 

672 

717 
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Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 58 
<211> 239 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> Synthetic Construct 

<400> 58 

Met val Leu Gln Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Ile val Met Thr Gln Ser Pro Leu Ser Leu Pro 
20 	 25 	 30 

val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 
35 	 40 	 45 

Leu Val His Ser Asn Phe Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr 
100 	 105 	 110 

Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
115 	 120 	 125 

val Glu Ile Lys Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu 
145 	 150 	 155 	 160 

Leu As'n Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gin 
210 	 215 	 220 
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Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 59 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-NF-R2 

<400> 59 
ccaatgcagg taagtgttga aattgctatg gaccagtgac tg 	 42 

<210> 60 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-NF-F2 

<400> 60 
cagtcactgg tccatagcaa tttcaacact tacctgcatt 

<210> 61 
<211> 717 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Nucleotide sequence coding hB273_Ll-NK 

<220> 
<221> CDS 
<222> (1)..(717) 

<400> 61 
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 	48 
Met Val Leu Gln Thr Gln Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

ggc gca tat ggc gac atc gta atg acc cag tct ccg ctg agt ctt cct 	96 
Gly Ala Tyr Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro 

20 	 25 	 30 

gtg act cca ggg gag ccc gca agc atc tct tgt cgc agc agt cag tca 	144 
ValThr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 

35 	 40 	 45 

ctg gtc at agc aat aag aac act tac ctg cat tgg tac ctc caa aaa 	192 
Leu Val His Ser Asn Lys Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 

50 	 55 	 60 

cca ggg cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 	240 
Pro Gly Gln Ser Pro Gin Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

agt g  gt gtg cct ac cgc ttc tcc gga agt ggc tcc ggg aca gat ttc 	288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 	 90 	 95 

gg 42 
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act ctt aag att tca aga gtg gag gca gaa gac gtt gga gtc tat tat 	336 
Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 	 105 	 110 

tgc tca cag agc aca cat gtc ccc tgg act ttc ggt ccc ggc aca aaa 	384 
Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Pro Gly Thr Lys 

115 	 120 	 125 

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 	432 
Val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro 

130 	 135 	 140 

ccc tcc gac gag cag ctg aag tcc ggc acc gcc tcc gtg gtg tgc ctg 	480 
Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 	 150 	 155 	 160 

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 	528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys val Asp 

165 	 170 	 175 

aac gcc ctg cag tcc ggg aac tcc cag gag agc gtg acc gag cag gac 	576 
Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gln Asp 

180 	 185 	 190 

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 	624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 	 200 	 205 

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 	672 
Ala Asp Tyr Glu Lys His Lys ValTyr Ala Cys Glu val Thr His Gln 

210 	 215 	 220 

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 	 717 
Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 62 
<211> 239 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 62 

Met val Leu Gin Thr Gin Val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Ile val Met Thr Gln Ser Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser 
35 	 40 	 45 

Leu Val His Ser Asn Lys Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
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85 	 90 	 95 

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Val Gly val Tyr Tyr 
100 	 105 	 110 

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
115 	 120 	 125 

Val Glu Ile Lys Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gin 
210 	 215 	 220 

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 63 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-NK-R2 

<400> 63 
ccaatgcagg taagtgttct tattgctatg gaccagtgac tg 	 42 

<210> 64 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Priemr L-NK-F2 

<400> 64 
cagtcactgg tccatagcaa taagaacact tacctgcatt gg 	 42 

<210> 65 
<211> 717 
<212> DNA 
<213> Artificial Sequence 

Page 67 



gtc cat agc aat ctg 
Val His Ser Asn Leu 
50 

ctg 
Leu 

tgc tca 
Cys Ser 

cag agc aca cat 
Gln Ser Thr His 
115 

gag atc aag cgt acg 
Glu Ile Lys Arg Thr 
130 

gtc 
Val 

gac tac gag aag cac 
Asp Tyr Glu Lys His 
210 

gcc 
Ala 

aag tcc g c acc 
Lys Ser Gly Thr 

ctg 
Leu 
150 

<400> 65 
atg gtg ctg cag 
Met Val Leu Gin 
1 

acc 
Thr 
5 

cag gtg ttc atc 
Gln Val Phe Ile 

tcc ctg ctg ctg tgg 
Ser Leu Leu Leu Trp 
10 

atc tcc 
Ile Ser 
15 

ggc gca tat 
Gly Ala Tyr 

ggc gac 
Gly Asp 
20 

atc gta atg acc 
Ile Val Met Thr 

25 

cag tct ccg ctg 
Gin Ser Pro Leu 

agt ctt cct 
Ser Leu Pro 
30 

gtg act 
ValThr 

cca ggg gag 
Pro Gly Glu 
35 

ccc gca agc atc 
Pro Ala Ser Ile 

40 

tct tgt 
Ser Cys 

cgc agc agt cag tca 
Arg Ser Ser Gln Ser 

45 

cag ctc ttg atc tac 
Gln Leu Leu Ile Tyr 
70 

aag gtg tcc aat 
Lys Val Ser Asn 
75 

cgg ttc 
Arg Phe 

80 

agt ggt 
Ser Gly 

gtg cct 
valPro 

gac cgc 
Asp Arg 
85 

ttc tcc gga agt ggc tcc ggg aca 
Phe Ser Gly Ser Gly Ser Gly Thr 

90 

gat ttc 
Asp Phe 
95 

act ctt aag 
Thr Leu Lys 

att 
Ile 
100 

tca aga gtg gag gca gaa gac gtt gga 
Ser Arg Val Glu Ala Glu Asp Val Gly 

105 

gtc tat tat 
Val Tyr Tyr 
110 

ctg aat aac ttc 
Leu Asn Asn Phe 

tac ccc 
Tyr Pro 
165 

aga gag gcc aag gtg cag tgg aag 
Arg Glu Ala Lys Val Gln Trp Lys 

170 

gtg gac 
Val Asp 
175 

aac gdc ctg 
Asn Ala Leu 

cag tcc 
Gln Ser 
180 

Gl yy 
aac tcc cag gag agc gtg acc 
Asn Ser Gln Glu Ser Val Thr 

185 

gag cag gac 
Glu Gln Asp 
190 

acc aag agc ttc aac agg ggg gag tgt 
Thr Lys Ser Phe Asn Arg Gly Glu Cys 

235 

gtc 
Val 
230 

FP1141_Sequences(3833615_1).TXT 
<220> 
<223> Nucleotide sequence coding hB273_L1-NL 

<220> 
<221> CDS 
<222> (1)..(717) 

cca ggg cag tcc cca 
Pro Gly Gln Ser Pro 
65 

ccc tcc gac gag cag 
Pro Ser Asp Glu Gln 
145 

ggc ctg agc tcc ccc 
Gly Leu Ser Ser Pro 
225 

aac act tac ctg cat 
Asn Thr Tyr Leu His 
55 

gtc ccc tgg act ttc 
Val Pro Trp Thr Phe 

120 

gtg gcc gcc ccc tcc 
Val Ala Ala Pro Ser 
135 

gcc 
Ala 
155 

aag gtg tac gcc tgc 
Lys Val Tyr Ala Cys 
215 

tgg tac ctc caa aaa 
Trp Tyr Leu Gln Lys 
60 

ggt ccc 
Gly Pro 

125 

aca aaa 
Gly Thr Lys 

gtg ttc atc ttc ccc 
Val Phe Ile Phe Pro 
140 

tcc gtg gtg tgc ctg 
Ser Val Val Cys Leu 

160 

ctg acc ctg agc aaa 
Leu Thr Leu Ser Lys 

205 

gag gtg acc cac cag 
Glu Val Thr His Gin 
220 

agc aag 
Ser Lys 

gac agc 
Asp Ser 
195 

acc tac agc ctg agc agc acc 
Thr Tyr Ser Leu Ser Ser Thr 

200 

48 

96 

144 

192 

240 

288 

336 

384 

432 

480 

528 

576 

624 

672 

717 
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<210> 66 
<211> 239 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 66 

Met Val Leu Gln Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Asp Ile val Met Thr Gln Ser Pro Leu Ser Leu Pro 
20 	 25 	 30 

Val Thr Pro Gly Glu Pro Ala Ser Ile ser Cys Arg Ser Ser Gln Ser 
35 	 40 	 45 

Leu val His Ser Asn Leu Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys 
50 	 55 	 60 

Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys val Ser Asn Arg Phe 
65 	 70 	 75 	 80 

Ser Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 
85 	 90 	 95 

Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 
100 	 105 	 110 

Cys Ser Gln Ser Thr His Val Pro Trp Thr Phe Gly Pro Gly Thr Lys 
115 	 120 	 125 

val Glu Ile Lys Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro 
130 	 135 	 140 

Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val val Cys Leu 
145 	 150 	 155 	 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys Val Asp 
165 	 170 	 175 

Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gln Asp 
180 	 185 	 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 	 200 	 205 

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu Val Thr His Gln 
210 	 215 	 220 
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Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 67 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer L-NL-R2 

<400> 67 
ccaatgcagg taagtgttca gattgctatg gaccagtgac tg 	 42 

<210> 68 
<211> 42 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Primer L-NL-F2 

<400> 68 
cagtcactgg tccatagcaa tctgaacact tacctgcatt gg 	 42 

<210> 69 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding hB273_H2-1-NE 

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

<400> 69 
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca get ccc aga tgg 	48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 	 5 	 10 	 15 

gtg ctg agc gag gtg cag ctg gtg cag tct ggc gcc gaa gtg aag aaa 	96 
val Leu Ser Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 

20 	 25 	 30 

cct gga gcc agc gtg aag gtg tcc tgc aag gcc agc ggc tac agc ttc 	144 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 

35 	 40 	 45 

atc ggc tac ttc atg aac tgg atg aag cag agc ccc ggc atg agc ctg 	192 
Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 

50 	 55 	 60 

gaa tgg atc ggc cgg ttc aac ccc tac aac gag gac acc ttc tac aac 	240 
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Glu Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

cag aag ttc aag gga aag gcc acc ctg aca gtg gac aag agc acc agc 	288 
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Thr Ser 

85 	 90 	 95 

acc gcc tac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gtg 336 
Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
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100 	 105 	 110 

tac ttc tgc gcc aga agc gcc tac tac ttc gac agc ggc ggc tac ttc 	384 
Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 

115 	 120 	 125 

gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 	432 
Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 

130 	 135 	 140 

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

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

165 	 170 	 175 

ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc ggc gt cac 	576 
Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly ValHis 

180 	 185 	 190 

acc ttc ccc get gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 	624 
Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 

195 	 200 	 205 

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

210 	 215 	 220 

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 	768 
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 

245 	 250 	 255 

gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 	816 
Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys 

260 	 265 	 270 

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gtg 
	

864 
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val valval 

275 	 280 	 285 

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

290 	 295 	 300 

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

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 	1008 
Asn Ser Thr Tyr Arg val val Ser Val Leu Thr Val Leu His Gln Asp 

325 	 330 	 335 

tgg ctg aat ggc aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 	1056 
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 

340 	 345 	 350 

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 	1104 
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 

355 	 360 	 365 

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

aac cag gtc agc ctg 
Asn Gln Val Ser Leu 
385 

acc tgc ctg gtc aaa 
Thr Cys Leu val Lys 
390 

ggc ttc tat ccc agc 
Gly Phe Tyr Pro Ser 
395 

gac 
Asp 
400 

1200 

1248 

1296 

1344 

1392 

1413 

atc gcc gtg gag 
Ile Ala Val Glu 

acc acc cct 
Thr Thr Pro 

aag ctc 
Lys Leu 

tgc 
Cys 

ctc tcc 
Leu Ser 
465  

tgg gag agc aat ggc 
Trp Glu Ser Asn Gly 
405 

gac 
Asp 
425 

tgg 
Trp 

get ctg cac 
Ala Leu His 
455 

aaa 
Gly Lys 
470 

cag ccc gag aac aac tac aag 
Gln Pro Glu Asn Asn Tyr Lys 
410 
	

415 

Gly Ser Phe Phe 
tcc ttc ttc ctc tac agc 

Leu Tyr Ser 
430 

Gln Gln Gly cag cag ggc Asn val Phe Ser 
aac gtc ttc tca 

445 

aac cac 
Asn His 

tac acc cag aag agc 
Tyr Thr Gln Lys Ser 
460 

ccc gtg ctg gac tcc 
Pro Val Leu Asp Ser 
420 

acc gtg gac aag agc agg 
Thr Val Asp Lys Ser Arg 
435 
	

440 

tcc gtg atg cat gag 
Ser Val Met His Glu 
450 

ctg tct ccc 
Leu Ser Pro 

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

<220> 
<223> 

<400>  

70 
471 
PRT 
Artificial sequence 

Synthetic Construct 

70 

Met Lys His Leu Trp Phe Phe 
1 	 5 

Leu Leu Leu 
10 

Val Ala Ala Pro Arg Trp 
15 

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

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 	 40 	 45 

Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu 
50 	 55 	 60 

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Glu Asp Thr Phe Tyr Asn 
65 	 70 	 75 	 80 

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

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val 
100 	 105 	 110 

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe 
115 	 120 	 125 
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Asp Tyr Trp Gly Gln Gly Thr Leu val Thr Val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
195 	 200 	 205 

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys val Val Val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg Val val Ser Val Leu Thr Val Leu His Gln Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 
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Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser 
435 	 440 	 445 

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 71 
<211> 32 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer H-Fl 

<400> 71 
aggtaagctt gctagcgcca ccatgaaaca cc 
	

32 

<210> 72 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer H-NE-R2 

<400> 72 
ctggttgtag aaggtgtcct cgttgtaggg gttgaaccgg cc 

	
42 

<210> 73 
<211> 42 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Primer H-NE-F2 

<400> 73 
ggccOttca acccctacaa cgaggacacc ttctacaacc ag 	 42 

<210> 74 
<211> 33 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Priemr H-R1 

<400> 74 
ggatgccacc cgtttaaacg ggcccgatat ctc 	 33 
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gca tat ggc 
Ala Tyr Gly 

20 

agc ccg ggt 
Ser Pro Gly 

35 

tct cgc tct 
Ser Arg Ser 
50 

ccc agt ttg ctg 
Pro Ser Leu Leu 
65 

gac cgg ttc tca 
Asp Arg Phe Ser 

ggc 
Gly 

ctt 
Leu 

atc 
Ile 

cgt 
Arg 

acg gtg gcc 
Thr val Ala 
130 

cag 
Gln 
145 

ctg aag tcc 
Leu Lys Ser 

tac ccc aga gag 
Tyr Pro Arg Glu 

tcc aga ctg 
Ser Arg Leu 

gag ccc gag 
Glu Pro Glu 
100 

gat ttc gcg gta 
Asp Phe Ala val 

105 

ggc agc 
Gly Ser 

agt cct tgg acc 
Ser Pro Trp Thr 
115 

ttc gga cag ggt 
Phe Gly Gln Gly 

120 
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75 <210> 
<211> 
<212> 
<213> 

705 
DNA 
Artificial sequence 

sequence coding the light chain of conatumumab 
<220> 
<223> Nucleotide 

<220> 
<221> CDS 
<222> (1)..(705) 

<400> 75 
atg gtg ctg 
Met Val Leu 
1 

cag acc cag 
Gln Thr Gln 

5 

gtg ttc atc 
ValPhe Ile 

tcc ctg ctg ctg tgg 
Ser Leu Leu Leu Trp 
10 

atc tcc 
Ile Ser 
15 

48 

96 

144 

192 

240 

288 

336 

384 

432 

480 

528 

576 

624 

672 

gaa atc gtg ttg aca cag 
Glu Ile Val Leu Thr Gln 

25 

gaa cgc gcc acc ctg tcc 
Glu Arg Ala Thr Leu Ser 

40 

tac ctc gcg tgg tac cag 
Tyr Leu Ala Trp Tyr Gln 

55 

ata tac ggt gcc tct agc 
Ile Tyr Gly Ala Ser Ser 

70 

tct 
Gly Ser 
85 

ggc tcc ggg act 
Gly Ser Gly Thr 

90 

gcc ccc tcc gtg ttc atc 
Ala Pro Ser Val Phe Ile 

135 

ggc acc gcc tcc gtg gtg 
Gly Thr Ala Ser Val Val 

150 

gcc aag gtg cag tgg aag 
Ala Lys val Gln Trp Lys 
165 	 170  

agt ccc ggc act ctt agc 
Ser Pro Gly Thr Leu Ser 

30 

tgc cgc gcc tct cag gga 
Cys Arg Ala Ser Gln Gly 

45 

cag aaa ccc ggc cag gcc 
Gln Lys Pro Gly Gln Ala 

60 

cga gca act ggc atc cca 
Arg Ala Thr Gly Ile Pro 
75 	 80 

gac ttc act ctg acc atc 
Asp Phe Thr Leu Thr Ile 

95 

tat tac tgc cag cag ttc 
Tyr Tyr Cys Gin Gln Phe 

110 

act aag gtg gag att aaa 
Thr Lys Val Glu Ile Lys 

125 

ttc ccc ccc tcc gac gag 
Phe Pro Pro Ser Asp Glu 

140 

tgc ctg ctg aat aac ttc 
Cys Leu Leu Asn Asn Phe 
155 	 160 

gtg gac aac gcc ctg cag 
val Asp Asn Ala Leu Gin 

175 

cag gac agc aag gac agc 
Gln Asp ser Lys Asp ser 

190 

agc aaa gcc gac tac gag 
Ser Lys Ala Asp Tyr Glu 

205 

tcc ggg aac tcc cag gag agc gtg acc gag 
Ser Gly Asn Ser Gln Glu Ser val Thr Glu 

180 	 185 

acc tac agc ctg agc agc acc ctg acc ctg 
Thr Tyr. Ser Leu Ser Ser Thr Leu Thr Leu 

195 	 200 

aag cac aag gtg tac gcc tgc gag gtg acc cac cag ggc ctg agc tcc 
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Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser 

210 	 215 	 220 

ccc gtc acc aag agc ttc aac agg ggg gag tgt 
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 76 
<211> 235 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 76 

Met Val Leu Gln Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser 
1 	 5 	 10 	 15 

Gly Ala Tyr Gly Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser 
20 	 25 	 30 

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Gly 
35 	 40 	 45 

Ile Ser Arg Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala 
50 	 55 	 60 

Pro Ser Leu Leu Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro 
65 	 70 	 75 	 80 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile 
85 	 90 	 95 

Ser Arg Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln Gln Phe 
100 	 105 	 110 

Gly Ser Ser Pro Trp Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys 
115 	 120 	 125 

Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu 
130 	 135 	 140 

Gln Ldu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe 
145 	 150 	 155 	 160 

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln 
165 	 170 	 175 

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser 
180 	 185 	 190 

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
195 	 200 	 205 

705 
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<400> 77 
atg aaa cac ctg tgg ttc ttc 
Met Lys His Leu Trp Phe Phe 

5 

ctc ctg ctg gtg 
Leu Leu Leu Val 

10 

gca gct ccc 
Ala Ala Pro 

aga tgg 
Arg Trp 
15 

agc cag gtg cag ctt 
Ser Gin Val Gln Leu 

20 

cag acc ctg tct ctt 
Gln Thr Leu Ser Leu 
35 

cag gaa agc ggg 
Gln Glu Ser Gly 

25 

act tgt aca gtg 
Thr Cys Thr Val 
40 

gtg ctg 
Val Leu 

ccc tcc 
Pro Ser 

tct 
Ser 

tca ggc gat tac ttc 
Ser Gly Asp Tyr Phe 
50 

tgg 
Trp 
55 

agt tgg att cgc 
Ser Trp Ile Arg 

caa ctg cct 
Gln Leu Pro 
60 

ggt aaa 
Giy Lys 

ccc ggc 
Pro Gly 

ctc gtg aag 
Leu Val Lys 
30 

agc ggt ggc agc att 
Ser Gly Gly Ser Ile 

45 

gtt gac act 
val Asp Thr 

agc aag 
Ser Lys 
95 

gcc gct 
Ala Ala 

gac acc gct 
Asp Thr Ala 
110 

tac tat tac ggc atg 
Tyr Tyr Tyr Gly Met 

125 

agc tca gcc tcc acc 
Ser Ser Ala Ser Thr 
140 

ttc tcc ctc cgg ctg 
Phe Ser Leu Arg Leu 

100 

tac tgt gca aga gat 
Tyr Cys Ala Arg Asp 
115 

aaa cag 
Lys Gln 

gtt tac 
Val Tyr 

gtt tgg gga cag gga 
Val Trp Gly Gin Gly 
130 

acc 
Thr 
135 

gat 
Asp 

FP1141_Sequences(3833615_1).TXT 

Lys His Lys Val Tyr Ala Cys Glu val Thr His Gln Giy Leu Ser Ser 
210 	 215 	 220 

Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 	 230 	 235 

<210> 77 
<211> 1413 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Nucleotide sequence coding the heavy chain of conatumumab 

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

tat 
Tyr 
80 

48 

96 

144 

192 

240 

288 

336 

384 

432 

480 

528 

ggg ctg gaa tgg 
Gly Leu Glu Trp 
65 

aac cct tca ctg 
Asn Pro Ser Leu 

aag ggc cca agc 
Lys Gly Pro Ser 
145 

ggc ggc aca gcc 
Gly Gly Thr Ala  

att cac aat tca 
Ile His Asn Ser 

75 

gta act atc tcc 
val Thr Ile Ser 

90 

tct tct gtc aca 
Ser Ser val Thr 

105 

cgg Gly Gly 
gt gc gac 

Arg Gly G Asp 
120 

acc gta aca gtg 
Thr Val Thr Val 

ctg gca ccc tcc 
Leu Ala Pro Ser 

155 

tgc ctg gtc aag 
Cys Leu val Lys 

170 

gga acc aca tat 
Gly Thr Thr Tyr 

tcc aag agc acc 
Ser Lys Ser Thr 

tct 
Ser 
160 

gac tac ttc ccc gaa 
Asp Tyr Phe Pro Glu 

175 

atc ggg cat 
Ile Gly His 

70 

aag agc cgg 
Lys Ser Arg 
85 

gtc ttc ccc 
val Phe Pro 

150 

gcc ctg ggc 
Ala Leu Gly 
165 
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tgg ctg aat 
Trp Leu Asn 

ggc aag gag tac aag 
Gly Lys Glu Tyr Lys 
340 

cca gcc ccc atc gag aaa acc 
Pro Ala Pro Ile Glu Lys Thr 

355 

gaa cca cag gtg tac acc 
Glu Pro Gln ValTyr Thr 

370 

ctg 
Leu 
375 

atc 
Ile 
360 

ccc 
Pro 

ccc 
Pro 

gtg acc 
valThr 

gtg agc tgg 
val Ser Trp 
180 
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aac tca ggc gcc ctg acc agc ggc 
Asn Ser Gly Ala Leu Thr Ser Gly 

185 	 190 

gt cac 
ValHis 

acc ttc 
Thr Phe 

ccc get gtc ctg cag 
Pro Ala Val Leu Gln 
195 

tcc tca 
Ser Ser 
200 

ctc tac 
Gly Leu Tyr 

tcc ctc agc agc 
Ser Leu Ser Ser 
205 

Val Val 
gtg acc 
ValThr 
210 

gtg ccc tcc 
ValPro Ser 

agc agc ttg 
Ser Ser Leu 
215 

acc 
Gly Thr 

cag acc tac atc tgc 
Gln Thr Tyr Ile Cys 
220 

aac gtg aat cac aag 
Asn Val Asn His Lys 
225 

ccc agc aac acc aag 
Pro Ser Asn Thr Lys 
230 

gtg gac aag aga gtt 
Val Asp Lys Arg val 
235 

Glu 
240 

gac aaa act cac aca 
Asp Lys Thr His Thr 
245 

tgc cca ccc tgc cca 
Cys Pro Pro Cys Pro 
250 

gca cct 
Ala Pro 
255 

ccc aaa tct tgt 
Pro Lys Ser Cys 

ggg gga ccc tca gtc 
Gly Gly Pro Ser Val 
260 

ttc ctc ttc ccc cca 
Phe Leu Phe Pro Pro 
265 

aaa ccc aag 
Lys Pro Lys 
270 

gaa ctc ctg 
Glu Leu Leu 

gtg agc cac gaa gac 
Val Ser His Glu Asp 
290 

cct gag gtc aag ttc 
Pro Glu Val Lys Phe 
295 

aac tgg tac gtg gac 
Asn Trp Tyr Val Asp 
300 

gac 
Asp 

aac 
Asn 
385 

cag gtc agc ctg 
Gln Val Ser Leu 

acc tgc ctg gtc aaa 
Thr Cys Leu Val Lys 
390 

ttc tat ccc 
Gly Phe Tyr Pro 
395 

tgg gag agc aat ggc 
Trp Glu Ser Asn Gly 
405 

cag ccc gag aac aac 
Gin Pro Glu Asn Asn 
410 

atc gcc gtg gag 
Ile Ala Val Glu 

ctc acc gtg gac aag agc 
Leu Thr Val Asp Lys Ser 

435 

agg tgg cag cag ggc 
Arg Trp Gln Gln Gly 
440 

aac gtc ttc tca 
Asn val Phe Ser 
445 

aag 
Lys 

576 

624 

672 

720 

768 

816 

864 

912 

960 

1008 

1056 

1104 

1152 

1200 

1248 

1296 

1344 

tgc gtg gtg gtg 
Cys Val Val Val 
285 

tac 
Tyr 
320 

cag gac 
Gln Asp 
335 

tgc aag gtc tcc aac 
Cys Lys Val Ser Asn 
345 

aaa gcc ctc 
Lys Ala Leu 
350 

ggc cag ccc cgg 
Gly Gln Pro Arg 
365 

agc gac 
Ser Asp 

400 

tac aag 

415 
r Lys 

ctc tac agc 
Leu Tyr Ser 
430 

gac acc 
Asp Thr 

ctc atg atc tcc cgg 
Leu Met Ile Ser Arg 
275 

acc cct gag gtc aca 
Thr Pro Glu Val Thr 
280 

ggc gtg gag 
Gly Val Glu 
305 

gtg cat 
ValHis 

aat gcc aag aca aag 
Asn Ala Lys Thr Lys 
310 

ccc cgg gag gag cag 
Pro Arg Glu Glu Gin 
315 

aac agc acg tac 
Asn Ser Thr Tyr 

cgg gtg gtc agc gtc 
Arg Val Val Ser Val 
325 

ctc acc gtc ctg cac 
Leu Thr Val Leu His 
330 

tcc aaa gcc aaa 
Ser Lys Ala Lys 

cca tcc cgg 
Pro Ser Arg 

gag gag atg acc aag 
Glu Glu Met Thr Lys 
380 

acc acc cct 
Thr Thr Pro 

ccc gtg ctg gac tcc 
Pro Val Leu Asp Ser 
420 

gac 
Asp 
425 

tcc ttc ttc 
Gly Ser Phe Phe 
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tgc tcc gtg atg cat gag get ctg cac aac cac tac acc cag aag agc 	1392 
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser 

450 	 455 	 460 

ctc tcc ctg tct ccc ggc aaa 
	

1413 
Leu Ser Leu Ser Pro Gly Lys 
465 	 470 

<210> 78 
<211> 471 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Synthetic Construct 

<400> 78 

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

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

Pro Ser Gln Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Ile 
35 	 40 	 45 

Ser Ser Gly Asp Tyr Phe Trp Ser Trp Ile Arg Gln Leu Pro Gly Lys 
50 	 55 	 60 

Gly Leu Glu Trp Ile Gly His Ile His Asn Ser Gly Thr Thr Tyr Tyr 
65 	 70 	 75 	 80 

Asn Pro Ser Leu Lys Ser Arg Val Thr Ile Ser val Asp Thr Ser Lys 
85 	 90 	 95 

Lys Gln Phe Ser Leu Arg Leu Ser Ser Val Thr Ala Ala Asp Thr Ala 
100 	 105 	 110 

Val Tyr Tyr Cys Ala Arg Asp'Arg Gly Gly Asp Tyr Tyr Tyr Gly Met 
115 	 120 	 125 

Asp val Trp Gly Gln Gly Thr Thr val Thr val Ser Ser Ala Ser Thr 
130 	 135 	 140 

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser 
145 	 150 	 155 	 160 

Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu 
165 	 170 	 175 

Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His 
180 	 185 	 190 

Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser 
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195 	 200 	 205 

Val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys 
210 	 215 	 220 

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu 
225 	 230 	 235 	 240 

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro 
245 	 250 	 255 

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys 
260 	 265 	 270 

Asp Thr Leu met Ile Ser Arg Thr Pro Glu val Thr Cys val val Val 
275 	 280 	 285 

Asp Val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp 
290 	 295 	 300 

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

Asn Ser Thr Tyr Arg Val val Ser val Leu Thr Val Leu His Gin Asp 
325 	 330 	 335 

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu 
340 	 345 	 350 

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg 
355 	 360 	 365 

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys 
370 	 375 	 380 

Asn Gln Val Ser Leu Thr Cys teu Val Lys Gly Phe Tyr Pro Ser Asp 
385 	 390 	 395 	 400 

Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys 
405 	 410 	 415 

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser 
420 	 425 	 430 

Lys Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser 
435 	 440 	 445 

Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser 
450 	 455 	 460 

Leu Ser Leu Ser Pro Gly Lys 
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465 	 470 

<210> 79 
<211> 16 
<212> PRT 
<213> Mus musculus 

<400> 79 

Arg Ser Ser Gin Ser Leu Val His Ser Asn Gly Asn Thr Tyr Leu His 
1 	 5 	 10 	 15 

<210> 80 
<211> 7 
<212> PRT 
<213> Mus musculus 

<400> 80 

Lys Val Ser Asn Arg Phe Ser 
1 	 5 

<210> 81 
<211> 9 
<212> PRT 
<213> Mus musculus 

<400> 81 

Ser Gln Ser Thr His val Pro Trp Thr 
1 	 5 

<210> 82 
<211> 5 
<212> PRT 
<213> Mus musculus 

<400> 82 

Gly Tyr Phe Met Asn 
1 	 5 

<210> 83 
<211> 17 
<212> PRT 
<213> Mus musculus 

<400> 83 

Arg Pile Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn Gin Lys Phe Lys 
1 	 5 	 10 	 15 

Gly 

<210> 84 
<211> 13 
<212> PRT 
<213> Mus musculus 

<400> 84 
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Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe Asp Tyr 
1 	 5 	 10 

<210> 85 
<211> 16 
<212> PRT 
<213> Artificial sequence 

<220> 
<223> CDRL1 of hB273_L1-NE 

<400> 85 

Arg Ser Ser Gln Ser Leu val His Ser Asn Glu Asn Thr Tyr Leu His 
1 	 5 	 10 	 15 

<210> 86 
<211> 16 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> CDRL1 of hB273_L1-NF 

<400> 86 

Arg Ser Ser Gln Ser Leu val His Ser Asn Phe Asn Thr Tyr Leu His 
1 	 5 	 10 	 15 

<210> 87 
<211> 16 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> CDRL1 of hB273_L1-NK 

<400> 87 

Arg Ser Ser Gln Ser Leu Val His Ser Asn Lys Asn Thr Tyr Leu His 
1 	 5 	 10 	 15 

<210> 88 
<211> 16 
<212> PRT 
<213> Artificial sequence 

<220> 
<223>, CDRL1 of hB273_L1-NL 

<400> 88 

Arg Ser Ser Gln Ser Leu Val His Ser Asn Leu Asn Thr Tyr Leu His 
1 	 5 	 10 	 15 

<210> 89 
<211> 17 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> CDRH2 of hB273_H2-1-NE 
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<400> 89 

Arg Phe Asn Pro Tyr Asn G1u Asp Thr Phe Tyr Asn Gin Lys Phe Lys 
1 	 5 	 10 	 15 

Gly 
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