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342-64 PCT seq_ST25 
<210> 2 
<211> 220 
<212> PRT 
<213> Homo sapiens 

<400> 2 

Met Ala ser Ala Gly Met Gln Ile Leu Gly Val val Leu Thr Leu Leu 
1 5 10 	 15 

Gly Trp val Asn Gly Leu val Ser Cys Ala Leu Pro Met Trp Lys Val 
20 25 30 

Thr Ala Phe Ile Gly Asn ser Ile Val Val Ala Gln Val Val Trp Glu 
35 40 45 

Gly Leu Trp Met Ser Cys val val Gln Ser Thr Gly Gln Met Gln Cys 
50 55 60 

Lys val Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala 
65 70 75 80 

Arg Ala Leu Cys Val Ile Ala Leu Leu Val Ala Leu Phe Gly Leu Leu 
85 90 	 95 

Val Tyr Leu Ala Gly Ala Lys Cys Thr Thr Cys val Glu Glu Lys Asp 
100 105 110 

Ser Lys Ala Arg Leu val Leu Thr ser Gly Ile val Phe val Ile ser 
115 120 125 

Gly val Leu Thr Leu Ile Pro val Cys Trp Thr Ala His Ala Ile Ile 
130 135 140 

Arg Asp Phe Tyr Asn Pro Leu val Ala Glu Ala Gln Lys Arg Glu Leu 
145 150 155 160 

Gly Ala Ser Leu Tyr Leu Gly Trp Ala Ala Ser Gly Leu Leu Leu Leu 
165 170 	 175 

Gly Gly Gly Leu Leu Cys Cys Thr Cys Pro Ser Gly Gly Ser Gln Gly 
180 185 190 

Pro ser His Tyr Met Ala Arg Tyr ser Thr Ser Ala Pro Ala Ile ser 
195 200 205 

Arg Gly Pro Ser Glu Tyr Pro Thr Lys Asn Tyr Val 
210 215 220 

<210> 3 
<211> 805 
<212> DNA 
<213> Artificial 

<220> 
<223> codon-optimized nucleic acid sequence encoding human claudin 6 
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342-64 PCT seq_ST25 

Gly Ser Thr Gly Asp Ala Ala Gln Pro Arg Asp Phe Tyr Asn Pro Leu 
20 

val Ala Glu Ala Gln Lys 

25 30 

35 

<210> 	6 
<211> 	13 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	6 

Arg Asp Phe Tyr Asn Pro Leu val Ala Glu Ala Gln Lys 
1 	 5 10 

<210> 	7 
<211> 	53 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	7 

Pro Met Trp Lys Val Thr Ala Phe Ile Gly Asn Ser Ile val val Ala 
1 	 5 10 15 

Gln val val Trp Glu Gly Leu Trp met Ser Cys val val Gln Ser Thr 
20 25 30 

Gly Gln Met Gln Cys Lys Val Tyr Asp Ser Leu Leu Ala Leu Pro Gln 
35 40 45 

Asp Leu Gln Ala Ala 
50 

<210> 	8 
<211> 	220 
<212> 	PRT 
<213> 	Homo sapiens 

<220> 
<221> 	VARIANT 
<222> 	(143)..(143) 
<223> 	human claudin 6 1143v polymorphism 

<400> 	8 

met Ala Ser Ala Gly Met Gln Ile Leu Gly Val Val Leu Thr Leu Leu 
1 	 5 10 15 

Gly Trp val Asn Gly Leu val ser Cys Ala Leu Pro met Trp Lys val 
20 25 30 

Thr Ala Phe Ile Gly Asn ser Ile val val Ala Gln Val val Trp Glu 
35 40 45 

Gly Leu Trp met ser Cys val Val Gln Ser Thr Gly Gln met Gln Cys 
50 55 60 
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342-64 PCT seq_ST25 

Lys val Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala 
65 70 75 80 

Arg Ala Leu Cys Val Ile Ala Leu Leu val Ala Leu Phe Gly Leu Leu 
85 90 95 

Val Tyr Leu Ala Gly Ala Lys Cys Thr Thr Cys val Glu Glu Lys Asp 
100 105 110 

Ser Lys Ala Arg Leu val Leu Thr Ser Gly Ile val Phe val Ile Ser 
115 120 125 

Gly val Leu Thr Leu Ile Pro val Cys Trp Thr Ala His Ala val Ile 
130 135 140 

Arg Asp Phe Tyr Asn Pro Leu Val Ala Glu Ala Gln Lys Arg Glu Leu 
145 150 155 160 

Gly Ala Ser Leu Tyr Leu Gly Trp Ala Ala Ser Gly Leu Leu Leu Leu 
165 170 175 

Gly Gly Gly Leu Leu Cys Cys Thr Cys Pro Ser Gly Gly Ser Gln Gly 
180 185 190 

Pro Ser HiS Tyr met Ala Arg Tyr ser Thr Ser Ala Pro Ala Ile Ser 
195 200 205 

Arg Gly Pro Ser Glu Tyr Pro Thr Lys Asn Tyr val 
210 215 220 

<210> 9 
<211> 217 
<212> PRT 
<213> Homo sapiens 

<400> 9 

Met Ala Ser Thr Gly Leu Glu Leu Leu Gly Met Thr Leu Ala Val Leu 
1 5 10 15 

Gly Trp Leu Gly Thr Leu val Ser Cys Ala Leu Pro Leu Trp Lys val 
20 25 30 

Thr Ala Phe Ile Gly Asn Ser Ile val Val Ala Gln Val val Trp Glu 
35 40 45 

Gly Leu Trp Met Ser Cys Val Val Gln Ser Thr Gly Gln Met Gln Cys 
50 55 60 

Lys Val Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala 
65 70 75 80 

Arg Ala Leu Cys val Ile Ala Leu Leu Leu Ala Leu Leu Gly Leu Leu 
85 90 95 
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342-64 PCT seq_ST25 

val Ala Ile Thr Gly Ala Gln Cys Thr Thr Cys val Glu Asp Glu Gly 
100 105 110 

Ala Lys Ala Arg Ile Val Leu Thr Ala Gly val Ile Leu Leu Leu Ala 
115 120 125 

Gly Ile Leu val Leu Ile Pro val Cys Trp Thr Ala His Ala Ile Ile 
130 135 140 

Gln Asp Phe Tyr Asn Pro Leu Val Ala Glu Ala Leu Lys Arg Glu Leu 
145 150 155 160 

Gly Ala Ser Leu Tyr Leu Gly Trp Ala Ala Ala Ala Leu Leu met Leu 
165 170 175 

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

Pro Arg Gly Pro Arg Leu Gly Tyr Ser Ile Pro Ser Arg Ser Gly Ala 
195 200 205 

Ser Gly Leu Asp Lys Arg Asp Tyr Val 
210 215 

<210> 10 
<211> 209 
<212> PRT 
<213> Homo sapiens 

<400> 10 

met Ala Ser met Gly Leu Gln val Met Gly Ile Ala Leu Ala Val Leu 
1 5 10 15 

Gly Trp Leu Ala val Met Leu Cys Cys Ala Leu Pro met Trp Arg Val 
20 25 30 

Thr Ala Phe Ile Gly Ser Asn Ile Val Thr Ser Gln Thr Ile Trp Glu 
35 40 45 

Gly Leu Trp Met Asn Cys val val Gln Ser Thr Gly Gln met Gln Cys 
50 55 60 

Lys Val Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala 
65 70 75 80 

Arg Ala Leu Val Ile Ile Ser Ile Ile Val Ala Ala Leu Gly Val Leu 
85 90 95 

Leu Ser val val Gly Gly Lys Cys Thr Asn Cys Leu Glu Asp Glu Ser 
100 105 110 

Ala Lys Ala Lys Thr Met Ile Val Ala Gly val Val Phe Leu Leu Ala 
115 120 125 
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342-64 PCT seq_ST25 

Gly Leu Met Val Ile Val Pro Val Ser Trp Thr Ala His Asn Ile Ile 
130 135 140 

Gln Asp Phe Tyr Asn Pro Leu Val Ala Ser Gly Gln Lys Arg Glu Met 
145 150 155 160 

Gly Ala Ser Leu Tyr val Gly Trp Ala Ala Ser Gly Leu Leu Leu Leu 
165 170 175 

Gly Gly Gly Leu Leu Cys Cys Asn Cys Pro Pro Arg Thr Asp Lys Pro 
180 185 190 

Tyr Ser Ala Lys Tyr Ser Ala Ala Arg Ser Ala Ala Ala Ser Asn Tyr 

val 

195 200 205 

<210> 11 
<211> 220 
<212> PRT 
<213> Homo sapiens 

<400> 11 

Met Ser Met Gly Leu Glu Ile Thr Gly Thr Ala Leu Ala Val Leu Gly 
1 5 10 15 

Trp Leu Gly Thr Ile Val Cys Cys Ala Leu Pro Met Trp Arg val Ser 
20 25 30 

Ala Phe Ile Gly Ser Asn Ile Ile Thr Ser Gln Asn Ile Trp Glu Gly 
35 40 45 

Leu Trp Met Asn Cys Val Val Gln Ser Thr Gly Gln Met Gln Cys Lys 
50 55 60 

val Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala Arg 
65 70 75 80 

Ala Leu Ile Val Val Ala Ile Leu Leu Ala Ala Phe Gly Leu Leu val 
85 90 95 

Ala Leu Val Gly Ala Gln Cys Thr Asn Cys val Gln Asp Asp Thr Ala 
100 105 110 

Lys Ala Lys Ile Thr Ile Val Ala Gly val Leu Phe Leu Leu Ala Ala 
115 120 125 

Leu Leu Thr Leu Val Pro Val Ser Trp Ser Ala Asn Thr Ile Ile Arg 
130 135 140 

Asp Phe Tyr Asn Pro val Val Pro Glu Ala Gln Lys Arg Glu Met Gly 
145 150 155 160 
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342-64 PCT seq_ST25 

Ala Gly Leu Tyr val Gly Trp Ala Ala Ala Ala Leu Gln Leu Leu Gly 
165 	 170 	 175 

Gly Ala Leu Leu Cys Cys Ser Cys Pro Pro Arg Glu Lys Lys Tyr Thr 
180 	 185 	 190 

Ala Thr Lys val val Tyr Ser Ala Pro Arg Ser Thr Gly Pro Gly Ala 
195 	 200 	 205 

Ser Leu Gly Thr Gly Tyr Asp Arg Lys Asp Tyr val 
210 	 215 	 220 

<210> 	12 
<211> 	159 
<212> 	DNA 
<213> 	Artificial 

<220> 
<223> 	codon-optimized nucleic acid sequence encoding the predicted 

extracellular loop 1 (Ecl) of human claudin 6 

<400> 	12 
cccatgtgga aagtgaccgc cttcatcggc aacagcatcg tggtggccca ggtggtctgg 

gagggcctgt ggatgagctg cgtggtgcag agcaccggcc agatgcagtg caaggtgtac 1 

gacagcctgc tggccctgcc tcaggatctg caggctgct 1 

<210> 	13 
<211> 	106 
<212> 	PRT 
<213> 	Artificial 

<220> 
<223> 	predicted 1st extracellular loop of human claudin 6 containing an 

1g kappa leader sequence 

<220> 
<221> 	signal 
<222> 	(1)..(21) 
<223> 	ig kappa leader sequence 

<220> 
<221> 	Domain 
<222> 	(26)..(78) 
<223> 	predicted 1st extracellular loop (Ecl) of human claudin 6 

<400> 	13 

Met Glu Thr Asp Thr Leu Leu Leu Trp val Leu Leu Leu Trp val Pro 
1 	 5 	 10 	 15 

Gly Ser Thr Gly Asp Ala Ala Gln Pro Pro Met Trp Lys Val Thr Ala 
20 	 25 	 30 

Phe Ile Gly Asn Ser Ile val val Ala Gln val val Trp Glu Gly Leu 
35 	 40 	 45 

Trp met Ser Cys val Val Gln Ser Thr Gly Gln met Gln Cys Lys val 
50 	 55 	 60 

60 

20 

59 
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Tyr Asp Ser Leu Leu Ala Leu Pro Gln Asp Leu Gln Ala Ala Leu Glu 
65 	 70 	 75 80 

Ser Arg Gly Pro Phe Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Asn 
85 	 90 95 

Met His Thr Gly His His His His His His 
100 	 105 

<210> 	14 
<211> 	13 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	14 

Pro Met Trp Lys Val Thr Ala Phe Ile Gly Asn Ser Ile 
1 	 5 	 10 

<210> 	15 
<211> 	15 
<212> 	PRT 
<213> 	HOMO sapiens 

<400> 	15 

met Trp Lys val Thr Ala Phe Ile Gly Asn Ser Ile val val Ala 
1 	 5 	 10 15 

<210> 	16 
<211> 	20 
<212> 	DNA 
<213> 	Artificial 

<220> 
<223> 	Oligonucleotide 

<400> 	16 
tccatgacgt tcctgacgtt 

<210> 	17 
<211> 	43 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Oligonucleotide 

<400> 	17 
gagaaagctt gccgccacca tgggatggag ctggatcttt ctc 

<210> 	18 
<211> 	43 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Oligonucleotide 

<400> 	18 
gagagggccc ttggtggagg ctgaagagac tgtgagagtg gtg 

20 

43 

43 
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342-64 PCT seq_ST25 

<210> 	19 
<211> 	43 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	oligonucleotide 

<400> 	19 
gagagggccc ttggtggagg ctgaggagac tgtgagagtg gtg 43 

<210> 	20 
<211> 	43 
<212> 	DNA 
<213> 	Artificial 	Sequence 

<220> 
<223> 	oligonucleotide 

<400> 	20 
gagagggccc ttggtggagg ctgaggagac tgtgagagtg gtg 43 

<210> 	21 
<211> 	46 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	oligonucleotide 

<400> 	21 
gagaaagctt gccgccacca tgcattttca agtgcagatt ttcagc 46 

<210> 	22 
<211> 	33 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	oligonucleotide 

<400> 	22 
cacacgtacg tttgatttcc agcttggtgc ctc 33 

<210> 	23 
<211> 	33 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	oligonucleotide 

<400> 	23 
cacacgtacg tttgatttcc agcttggtgc ctc 33 

<210> 	24 
<211> 	993 
<212> 	DNA 
<213> 	HOMO sapiens 

<400> 	24 
gcctccacca agggcccaag cgtgttcccc ctggccccca gcagcaagag caccagcggc 60 

ggcacagccg ccctgggctg cctggtgaag gactacttcc ccgagcccgt gaccgtgagc 120 
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342-64 PCT seq_ST25 
tggaacagcg gagccctgac ctccggcgtg cacaccttcc ccgccgtgct gcagagcagc 180 

ggcctgtaca gcctgagcag cgtggtgacc gtgcccagca gcagcctggg cacccagacc 240 

tacatctgca acgtgaacca caagcccagc aacaccaagg tggacaagag agtggagccc 300 

aagagctgcg acaagaccca cacctgcccc ccctgcccag ccccagagct gctgggcgga 360 

cccagcgtgt tcctgttccc ccccaagccc aaggacaccc tgatgatcag caggaccccc 420 

gaggtgacct gcgtggtggt ggacgtgagc cacgaggacc cagaggtgaa gttcaactgg 480 

tacgtggacg gcgtggaggt gcacaacgcc aagaccaagc ccagagagga gcagtacaac 540 

agcacctaca gggtggtgtc cgtgctgacc gtgctgcacc aggactggct gaacggcaag 600 

gaatacaagt gcaaggtctc caacaaggcc ctgccagccc ccatcgaaaa gaccatcagc 660 

aaggccaagg gccagccacg ggagccccag gtgtacaccc tgccccccag ccgggaggag 720 

atgaccaaga accaggtgtc cctgacctgt ctggtgaagg gcttctaccc cagcgacatc 780 

gccgtggagt gggagagcaa cggccagccc gagaacaact acaagaccac ccccccagtg 840 

ctggacagcg acggcagctt cttcctgtac agcaagctga ccgtggacaa gtccaggtgg 900 

cagcagggca acgtgttcag ctgcagcgtg atgcacgagg ccctgcacaa ccactacacc 960 

cagaagtccc tgagcctgag ccccggcaag tag 993 

<210> 	25 
<211> 	330 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	25 

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys 
1 	 5 10 15 

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

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

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

Leu Ser Ser val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr 
65 	 70 75 80 

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

Arg val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys 
100 105 110 

Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro 
115 120 125 

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys 
Page 11 



342-64 PCT seq_ST25 
130 135 	 140 

Val val val Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp 
145 	 150 	 155 160 

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu 
165 	 170 175 

Glu Gln Tyr Asn Ser Thr Tyr Arg val Val ser Val Leu Thr val Leu 
180 	 185 190 

His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn 
195 	 200 205 

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly 
210 215 220 

Gln Pro Arg Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Glu Glu 
225 	 230 	 235 240 

Met Thr Lys Asn Gln val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr 
245 	 250 255 

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn 
260 	 265 270 

Asn Tyr Lys Thr Thr Pro Pro val Leu Asp ser Asp Gly Ser Phe Phe 
275 280 285 

Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gin Gln Gly Asn 
290 	 295 300 

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr 
305 	 310 	 315 320 

Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
325 	 330 

<210> 	26 
<211> 	324 
<212> 	DNA 
<213> 	HOMO sapiens 

<400> 	26 
cgtacggtgg ccgctcccag cgtgttcatc ttccccccca gcgacgagca gctgaagtcc 60 

ggcaccgcca gcgtggtgtg cctgctgaac aacttctacc cccgggaggc caaggtgcag 120 

tggaaggtgg acaacgccct gcagagcggc aacagccagg agagcgtcac cgagcaggac 180 

agcaaggact ccacctacag cctgagcagc accctgaccc tgagcaaggc cgactacgag 240 

aagcacaagg tgtacgcctg cgaggtgacc caccagggcc tgtccagccc cgtgaccaag 300 

agcttcaaca ggggcgagtg ctag 324 

<210> 27 
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342-64 PCT se _ST25 
<211> 107 
<212> PRT 
<213> Homo sapiens 

<400> 27 

Arg Thr Val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu 
1 5 10 15 

Gln Leu Lys Ser Gly Thr Ala Ser val Val Cys Leu Leu Asn Asn Phe 
20 25 30 

Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp Asn Ala Leu Gln 
35 40 45 

Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gin Asp Ser Lys Asp Ser 
50 55 60 

Thr Tyr Ser Leu Ser ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu 
65 70 75 80 

Lys HiS Lys val Tyr Ala Cys Glu val Thr His Gln Gly Leu Ser ser 
85 90 95 

Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
100 105 

<210> 28 
<211> 32 
<212> DNA 
<213> Artificial 	Sequence 

<220> 
<223> oligonucleotide 

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

(31)..(32) 
any nucleotide 

<400> 28 
tttttttttt tttttttttt tttttttttt nn 

<210> 29 
<211> 30 
<212> DNA 
<213> Artificial 	sequence 

<220> 
<223> Oligonucleotide 

<400> 29 
aagcagtggt atcaacgcag agtacgcggg 

<210> 30 
<211> 26 
<212> DNA 
<213> Artificial 	sequence 

<220> 
<223> Oligonucleotide 
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<400> 	30 
ctgctcactg gatggtggga agatgg 26 

<210> 	31 
<211> 	25 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	oligonucleotide 

<400> 	31 
acaggggcca gtggatagac cgatg 25 

<210> 	32 
<211> 	45 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	oligonucleotide 

<400> 	32 
gtaatacgac tcactatagg gcaagcagtg gtatcaacgc agagt 45 

<210> 	33 
<211> 	22 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	oligonucleotide 

<400> 	33 
gtaatacgac tcactatagg gc 22 

<210> 	34 
<211> 	117 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VH sequence 

<400> 	34 

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

Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr ser Phe Thr Gly Tyr 
20 	 25 30 

Thr Met Asn Trp val Lys Gln Ser His Gly Lys Asn Leu Glu Trp Ile 
35 	 40 	 45 

Gly Leu Ile Asn Pro Tyr Asn Gly Gly Thr ser Tyr Asn Gln Lys Phe 
50 	 55 	 60 

Lys Gly Lys Ala Thr Leu Thr Ile Asp Lys ser Ser Ser Thr Ala Tyr 
65 	 70 	 75 80 
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met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg ASp Tyr Gly Tyr val Leu Asp Tyr Trp Gly Gln Gly Thr Thr 
100 105 110 

Leu Thr val Ser Ser 
115 

<210> 	35 
<211> 	107 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody vL sequence 

<400> 	35 

Gln Ile val 	Leu Thr Gln Ser Pro Ala Ile met Ser Ala ser Pro Gly 
1 	 5 10 15 

Glu Lys Val Thr Ile Thr Cys Ser Ala Ser Ser Ser val Ser Tyr Leu 
20 25 30 

His Trp Phe Gln Gln Lys Pro Gly Thr Ser Pro Lys Leu Trp val Tyr 
35 40 45 

Ser Thr Ser Asn Leu Pro Ser Gly val Pro Ala Arg Phe Gly Gly ser 
50 55 60 

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile ser Arg met Glu Ala Glu 
65 70 75 80 

Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg ser Ile Tyr Pro Pro Trp 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 

<210> 	36 
<211> 	117 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VH sequence 

<400> 	36 

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

Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr Gly Tyr 
20 25 30 

Thr Met Asn Trp Val Lys Gln Ser His Gly Lys Asn Leu Glu Trp Ile 
35 40 45 
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Gly Leu Ile Asn Pro Tyr Asn Gly Gly Thr Ile Tyr Asn Gln Lys Phe 
50 55 60 

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

Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val Tyr Tyr Cys 
85 90 95 

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

Leu Thr val Ser Ser 
115 

<210> 	37 
<211> 	107 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Antibody vL sequence 

<400> 	37 

Gln Ile val Leu Thr Gln Ser Pro Ser Ile Met Ser val Ser Pro Gly 
1 	 5 10 15 

Glu Lys val Thr Ile Thr Cys Ser Ala ser Ser Ser val Ser Tyr Met 
20 25 30 

His Trp Phe Gln Gln Lys Pro Gly Thr Ser Pro Lys Leu Cys Ile Tyr 
35 40 45 

Ser Thr ser Asn Leu Ala Ser Gly val Pro Ala Arg Phe Ser Gly Arg 
50 55 60 

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser Arg val Ala Ala Glu 
65 70 75 80 

Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg Ser Asn Tyr Pro Pro Trp 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 

<210> 	38 
<211> 	117 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VH sequence 

<400> 	38 

Glu val Gln Leu Gln Gin Ser Gly Pro Glu Leu Val Lys Pro Gly Ala 
1 	 5 10 15 
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Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr Gly Tyr 
20 25 30 

Thr met Asn Trp val Lys Gln Ser His Gly Lys Asn Leu Glu Trp Ile 
35 40 45 

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

Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Ser ser Thr Ala Tyr 
65 70 75 80 

Met Glu Leu Leu Ser Leu Thr Ser Glu Asp ser Ala val Phe Tyr Cys 
85 90 95 

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

Leu Thr val Ser Ser 
115 

<210> 	39 
<211> 	107 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody vL sequence 

<400> 	39 

Gln Ile val Leu Thr Gln Ser Pro Ala Ile met Ser Ala Ser Pro Gly 
1 5 10 15 

Glu Lys val Thr Ile Thr Cys Ser Ala Ser Ser ser val Ser Tyr Met 
20 25 30 

HiS Trp Phe Gln Gln Lys Pro Gly Thr Ser Pro Lys Leu Trp Ile Tyr 
35 40 45 

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

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser Arg val Ala Ala Glu 
65 70 75 80 

Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg Ser Thr Tyr Pro Pro Trp 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 

<210> 	40 
<211> 	117 
<212> 	PRT 
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<213> 	Artificial 	sequence 

<220> 
<223> 	Antibody VH sequence 

<400> 	40 

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

Ser Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr Gly Tyr 
20 25 30 

Thr Leu Asn Trp val Lys Gln Ser His Gly Lys Asn Leu Glu Trp Ile 
35 40 45 

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

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

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

Ala Arg Asp Tyr Gly Tyr Val Phe Asp Tyr Trp Gly Gln Gly Thr Thr 
100 105 110 

Leu Thr val ser ser 
115 

<210> 	41 
<211> 	107 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Antibody VL sequence 

<400> 	41 

Gln Ile val 	Leu Thr Gin Ser Pro Ala Ile met Ser Ala Ser Pro Gly 
1 	 5 10 15 

Glu Lys Val Thr Ile Thr Cys Ser Ala Ser Ser Ser Val Asn Tyr Met 
20 25 30 

His Trp Phe Gln Leu Lys Pro Gly Thr Ser Pro Lys Leu Leu Ile Tyr 
35 40 45 

Ser Thr Ser Asn Leu Ala Ser Gly val Pro Ala Arg Phe Ser Gly Arg 
50 55 60 

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser Arg Met Glu Ala Glu 
65 	 70 75 80 

Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg Asn Asn Tyr Pro Pro Trp 
85 90 95 
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Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 	 105 

<210> 42 
<211> 5 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Antibody vH CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(1)..(1) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(3)..(3) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)..(5) 
<223> 	Any amino acid, preferably Leu or Phe, more preferably Leu 

<400> 	42 

Xaa Gly Xaa val Xaa 
1 	 5 

<210> 	43 
<211> 	6 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Antibody VH CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(2)..(2) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(6)..(6) 
<223> 	Any amino acid, 	preferably Leu or Phe, more preferably Leu 

<400> 	43 

Asp Xaa Gly Xaa Val Xaa 
1 	 5 

<210> 44 
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<211> 6 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> Antibody VH CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(1)..(1) 
<223> 	Any amino acid, 	preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(3)..(3) 
<223> 	Any amino acid, 	preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)..(5) 
<223> 	Any amino acid, 	preferably Leu or Phe, more preferably Leu 

<400> 	44 

xaa Gly xaa val xaa Asp 
1 	 5 

<210> 	45 
<211> 	7 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VH CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(2)..(2) 
<223> 	Any amino acid, 	preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, 	preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(6)..(6) 
<223> 	Any amino acid, 	preferably Leu or Phe, more preferably Leu 

<400> 	45 

Asp Xaa Gly Xaa val Xaa Asp 
1 	 5 

<210> 	46 
<211> 	10 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VH CDR3 sequence 

Page 20 



342-64 PCT seq_ST25 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(6)..(6) 
<223> 	Any amino acid, preferably an aromatic 

preferably Phe or Tyr, most preferably 
amino 
Tyr 

acid, 	more 

<220> 
<221> 	MISC_FEATURE 
<222> 	(8)..(8) 
<223> 	Any amino acid, preferably Leu or Phe, more preferably Leu 

<400> 	46 

Ala Arg Asp Xaa Gly xaa val Xaa Asp Tyr 
1 	 5 	 10 

<210> 	47 
<211> 	8 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Antibody VH CDR1 sequence 

<400> 	47 

Gly Tyr Ser Phe Thr Gly Tyr Thr 
1 	 5 

<210> 	48 
<211> 	8 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	Antibody VH CDR2 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(8)..(8) 
<223> 	Any amino acid, preferably Thr, 	Ser or Ile, most preferably Thr 

<400> 	48 

Ile Asn Pro Tyr Asn Gly Gly xaa 
1 	 5 

<210> 	49 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VL CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(2)..(2) 
<223> 	Any amino acid, preferably Ser or Asn, most preferably ser 
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<220> 
<221> 	MISC_FEATURE 
<222> 	(3)..(3) 
<223> 	Any amino acid, 	preferably Tyr, 	Ser, 	Ile, Asn or Thr, more 

preferably Tyr, 	Ser, 	or Asn, most preferably Asn 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, preferably ser or Tyr, more preferably Tyr 

<400> 	49 

Arg Xaa Xaa Xaa Pro 
1 	 5 

<210> 	50 
<211> 	7 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Antibody VL CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(3)..(3) 
<223> 	Any amino acid, preferably Ser or Asn, most preferably Ser 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, 	preferably Tyr, 	Ser, 	Ile, Asn or Thr, more 

preferably Tyr, Ser, or Asn, most preferably Asn 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)..(5) 
<223> 	Any amino acid, preferably ser or Tyr, more preferably Tyr 

<400> 	50 

Gln Arg xaa Xaa Xaa Pro Pro 
1 	 5 

<210> 	51 
<211> 	10 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	Antibody VL CDR3 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, preferably Ser or Asn, most preferably Ser 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)—(5) 
<223> 	Any amino acid, 	preferably Tyr, 	Ser, 	Ile, Asn or Thr, more 

preferably Tyr, Ser, or Asn, most preferably Asn 

<220> 
<221> 	MISC_FEATURE 
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<222> 	(6)—(6) 
<223> 	Any amino acid, 	preferably Ser or Tyr, more preferably Tyr 

<400> 	51 

Gln Gln Arg Xaa Xaa Xaa Pro Pro Trp Thr 
1 	 5 10 

<210> 	52 
<211> 	5 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VL CDR1 sequence 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	Any amino acid, 	preferably Ser or Asn, most preferably Ser 

<400> 	52 

Ser Ser Val Xaa Tyr 
1 	 5 

<210> 	53 
<211> 	3 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VL CDR2 sequence 

<400> 	53 

ser Thr ser 
1 

<210> 	54 
<211> 	107 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	Antibody VL Sequence 

<400> 	54 

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

Glu Lys Val Thr Ile Thr Cys Ser Ala Ser Ser Ser val Ser Tyr Met 
20 25 30 

His Trp Phe Gln Gln Lys Pro Gly Thr Ser Pro Lys Leu Gly Ile Tyr 
35 	 40 45 

Ser Thr Ser Asn Leu Ala Ser Gly val Pro Ala Arg Phe ser Gly Arg 
50 	 55 60 

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser Arg val Ala Ala Glu 
65 	 70 75 80 
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Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg Ser Asn Tyr Pro Pro Trp 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 

<210> 	55 
<211> 	107 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	Antibody VL Sequence 

<400> 	55 

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

Glu Lys val Thr Ile Thr Cys Ser Ala Ser Ser Ser val Ser Tyr met 
20 25 30 

His Trp Phe Gln Gln Lys Pro Gly Thr Ser Pro Lys Leu Ser Ile Tyr 
35 40 45 

Ser Thr Ser Asn Leu Ala Ser Gly val Pro Ala Arg Phe Ser Gly Arg 
50 	 55 60 

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser Arg Val Ala Ala Glu 
65 	 70 75 80 

Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Arg Ser Asn Tyr Pro Pro Trp 
85 90 95 

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys 
100 105 

<210> 	56 
<211> 	25 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Oligonucleotide 

<400> 	56 
gggataattt cagctgacta aacag 

<210> 	57 
<211> 	25 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	Oligonucleotide 

<400> 	57 
ttccgtttag ttaggtgcag ttatc 
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