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1

9

PRT
Artificial

Peptide sequence of NY-ESO

Ser Leu Leu Met Trp Ile Thr GIn Cys

1

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

<220>
<223>

<400>

5
2
10
PRT
Artificial

Peptide sequence of MAGEC-1

Ile Leu Phe Gly Ile Ser Leu Arg Glu Val

1

5 10
1/349



<210> 3

211> 26

<212> DNA

<213> Artificial

<220>
<223> Primer for analyzing scFv sequence

<400> 3
ctcttcgceta ttacgeccage tggega 26

<210> 4

<211> 30

<212> DNA

<213> Artificial

<220>
<223> Primer for analyzing scFv sequence

<400> 4
ataacaattt cacacaggaa acagctatga 30

<210> 5

<211> 360

<212> DNA

<213> Artificial

<220>
<223> Nucleotide sequence of a heavy chain variable region of NYA-0001

<400> 5

gaggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggtc cctgacacce 60
tectgttcag cgtctggatt ctccatcegt agttatgata tacactgggt ccgccagget 120
ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc 180
gcagactccg tgaagggecy atttaccatc ttcagagacg aatcggagaa catggtgtat 240

2/349



ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

<210> 6

<211> 120

<212> PRT

<213> Artificial

<220>

<223> Amino acid sequence of a heavy chain variable region of NYA-0001

<400> 6

Glu val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg
1 5 10 15

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

Asp lle His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu Asn Met Val Tyr
65 70 75 80

Leu GIn Met Ser Gly Leu Arg Val Glu Asp Thr Ala Val Tyr His Cys
85 90 95

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110
3/349



Gly Thr Met Val Thr Val Ser Ser
115 120

<210> 7

<211> 333

<212> DNA

<213> Artificial

<220>
<223> Nucleotide sequence of a light chain variable region of NYA-0001

<400> 7

cagtctgtgt tgacgcagcc gecctcagtg tctgeggece caggacagaa ggtcaccatc 60
tcctgetety gaagcagctc caacattggg aataattatg tatcctggta ccagcagetc 120
ccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct 180
gaccgattct ctggctccaa gtctggcacg tcageccacce tgggcatcac cggactccag 240
actggggacg aggccgatta ttactgcgga acatgggata gcagcctgag tgccccttgg 300
gtgttcggeg gagggaccaa ggtcaccgte cta 333
<210> 8

<211> 111

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of a light chain variable region of NYA-0001

<400> 8
GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn

1 5 10 15

4/349



Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn
20 25 30

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

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

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn
65 70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu

85 90 95

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

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

<220>
<223>

<400>

100 105 110

9

360

DNA
Artificial

Nucleotide sequence of a heavy chain variable region of NYA-0060

9

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

5/349

60

120

180

240

300



agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

<210> 10

<211> 120

<212> PRT

<213> Artificial

<220>

<223> Amino acid sequence of a heavy chain variable region of NYA-0060

<400> 10

Glu val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg
1 5 10 15

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

Asp lle His Trp Val Arg Leu Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu Asn Met Val Tyr
65 70 75 80

Leu GIn Met Ser Gly Leu Arg Val Glu Asp Thr Ala Val Tyr His Cys
85 90 95

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110

6/349



Gly Thr Met Val Thr Val Ser Ser

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

<220>
<223>

<400>

115 120

11

333

DNA
Artificial

Nucleotide sequence of a light chain variable region of NYA-0060

11

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc

tcctgetety gaageagetc caacattggg aataattatg tatcctggta ccagcagetc

Cccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct

gaccgattct ctggctccaa gtctggcacg tcagecacce tgggcatcac cggactccag

actggggacyg aggccgatta ttactgcgga acatgggata gcagectgag tgecccttgg

gtgttcggey gagggaccaa ggtcaccgte cta

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

<220>
<223>

<400>

12

111

PRT
Artificial

Amino acid sequence of a light chain variable region of NYA-0060

12

GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn

1

5 10 15

Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn

20 25 30
71349

60

120

180

240

300

333



Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu

35 40 45

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser

50

55 60

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn

65

70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu

85 90 95

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

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

<220>
<223>

<400>

100 105 110

13

360

DNA
Artificial

Nucleotide sequence of a heavy chain variable region of NYA-0068

13

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

8/349

60

120

180

240

300

360



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

<220>
<223>

<400>

14

120

PRT
Artificial

Amino acid sequence of a heavy chain variable region of NYA-0068

14

Glu val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg

1

5 10 15

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

20 25 30

Asp lIle His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val

35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala Asp Ser Val

50

55 60

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

65

70 75 80

Leu GIn Met Ser Gly Leu Arg Val Glu Asp Thr Ala Val Tyr His Cys

85 90 95

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn

100 105 110

Gly Thr Met Val Thr Val Ser Ser

115 120
9/349



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

<220>
<223>

<400>

15

333

DNA
Artificial

Nucleotide sequence of a light chain variable region of NYA-0068

15

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc

tcctgetety gaageagetc caacattggg aattggtatg tatcctggta ccagcagetc

Cccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct

gaccgattct ctggctccaa gtctggcacg tcageccacce tgggcatcac cggactccag

actggggacyg aggccgatta ttactgcgga acatgggata gcagectgag tgecccttgg

gtgttcggey gagggaccaa ggtcaccgtc cta

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

<220>
<223>

<400>

16

111

PRT
Artificial

Amino acid sequence of a light chain variable region of NYA-0068

16

GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn

1

5 10 15

Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp

20 25 30

10/349

60

120

180

240

300

333



Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu

35 40 45

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser

50

55 60

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn

65

70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu

85 90 95

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

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

<220>
<223>

<400>

100 105 110

17

360

DNA
Artificial

Nucleotide sequence of a heavy chain variable region of NYA-0082

17

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

11/349

60

120

180

240

300

360



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

<220>
<223>

<400>

18

120

PRT
Artificial

Amino acid sequence of a heavy chain variable region of NYA-0082

18

Glu val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg

1

5 10 15

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

20 25 30

Asp lle His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val

35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala Asp Ser Val

50

55 60

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

65

70 75 80

Leu GIn Met Ser Gly Leu Arg Val Glu Asp Thr Ala Val Tyr His Cys

85 90 95

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn

100 105 110

Gly Thr Met Val Thr Val Ser Ser

115 120

12/349



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

<220>
<223>

<400>

19

333

DNA
Artificial

Nucleotide sequence of a light chain variable region of NYA-0082

19

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc

tcctgetety gaageagetc caacattggg aataattatg tatcctggta ccagcggetc

Cccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct

gaccgattct ctggctccaa gtctggcacg tcageccacce tgggcatcac cggactccag

actggggacyg aggccgatta ttactgcgga tcatgggata gcagectgag tgecccttgg

gtgttcggey gagggaccaa ggtcaccgte cta

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

<220>
<223>

<400>

20

111

PRT
Artificial

Amino acid sequence of a light chain variable region of NYA-0082

20

GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn

1

5 10 15

Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn

20 25 30

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

35 40 45
13/349
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120

180
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300
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Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser
50 55 60

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn
65 70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Ser Trp Asp Ser Ser Leu
85 90 95

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Val Thr Val Leu
100 105 110

<210> 21

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-1163

<400> 21
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggtc cctgacacce
tectgttcag cgtctggatt ctccatcegt agetatgata tacactgggt ccgectgget
ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc
gcagactccg tgaagggecg atttaccatc ttcagagacg aatcggagaa catggtgtat
ctgcaaatga gcggectgag agttgaggac acggctgttt atcactgtge gagagggagt
agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy
14/349

60

120

180

240

300

360

420

480



cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctectg ctctggaage
agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce
aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaccg attctctgge
tccaagtctg gcacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
gattattact gcggaacaty ggatagcagc ctgagtgcec cttgggtgtt cggcggaggg
accaaggtca ccgtectagg cgeggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 22

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2023

<400> 22
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage
15/349

540

600

660

720

780

840

876

60

120

180

240

300

360

420

480

540



agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce
aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaccg attctctgge
tccaagtctg geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
gattattact gcggaacaty ggatagcagc ctgagtgcec cttgggtgtt cggeggaggg
accaaggtca ccgtectagg cgeggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 23

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2027

<400> 23
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce
16/349

600

660

720

780

840

876

60
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540

600



aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge
tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
gattattact gcggatcaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg
accaaggtca ccgtcctagg cgeggecgea ggtgecaggtg gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 24

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-1143

<400> 24
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaccg attctctgge
17/349

660

720

780

840

876

60

120

180

240

300

360

420

480

540

600

660



tccaagtcety geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
gattattact gcggaacaty ggatagcagc ctgagtgccc cttgggtgtt cggcggaggg
accaaggtca ccgtcctagg cgeggecgea ggtgcaggtg gtgattacaa agatgatgac
gataaaggtg cagcggegea tcaccatcat caccac

<210> 25

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2143

<400> 25
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agctatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaatty gtatgtatcc tggtaccage ggetcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
18/349

720

780

840

876

60

120

180

240

300

360

420

480

540

600

660

720



gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg
accaaggtca ccgtcctagg cgeggecgea ggtgecaggtg gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 26

<211> 292

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1163

<400> 26

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

19/349

780

840

876



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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270
20/349



Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 27
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2023

<400> 27
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95
21/349



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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

22/349



Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 28
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2027

<400> 28

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

23/349



Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Ser Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255
24/349



Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 29
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1143

<400> 29
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80
25/349



Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240
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Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 30

<211> 292

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2143

<400> 30

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

27/349



Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240
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Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 31

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-1154

<400> 31
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggtc cctgacacce
tectgttcag cgtctggatt ctccatcegt agttatgata tgcactgggt ccgeccagget
ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc
gcagactccg tgaagggecg atttaccatc ttcagagacg aatcggagaa catggtgtat
ctgcaaatga gcggectgag agttgaggac acggecgttt atcactgtge gagagggagt
agtaatcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy
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cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctectg ctctggaage
agctccaaca ttgggaataa ttatgtatcc tggtaccagc ggctcccagg aacagcccce
aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaccg attctctgge
tccaagtctg gcacgtcage caccctggge atcaccggac tccagactgg ggacgaggec
gattactact gcggagcatyg ggatagcagc ctgagtgcec cttgggtgtt cggeggaggg
accaaggtca ccgtectagg cgeggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 32

<211> 292

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1154

<400> 32

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Asn His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240
31/349



Asp Tyr Tyr Cys Gly Ala Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 33
<211> 290
<212> PRT
<213> Artificial

<220>

<223> Amino acid sequence of truncated form of
HLA-A*0201(UniProtKB-P01892)

<400> 33

Met Ser His Ser Met Arg Tyr Phe Phe Thr Ser Val Ser Arg Pro Gly

1 5 10 15

Arg Gly Glu Pro Arg Phe Ile Ala Val Gly Tyr Val Asp Asp Thr GIn
20 25 30

Phe Val Arg Phe Asp Ser Asp Ala Ala Ser GIn Arg Met Glu Pro Arg
35 40 45

Ala Pro Trp lle Glu GIn Glu Gly Pro Glu Tyr Trp Asp Gly Glu Thr
32/349



50 55 60

Arg Lys Val Lys Ala His Ser GIn Thr His Arg Val Asp Leu Gly Thr
65 70 75 80

Leu Arg Gly Tyr Tyr Asn GIn Ser Glu Ala Gly Ser His Thr Val GIn
85 90 95

Arg Met Tyr Gly Cys Asp Val Gly Ser Asp Trp Arg Phe Leu Arg Gly
100 105 110

Tyr His GIn Tyr Ala Tyr Asp Gly Lys Asp Tyr Ile Ala Leu Lys Glu
115 120 125

Asp Leu Arg Ser Trp Thr Ala Ala Asp Met Ala Ala GIn Thr Thr Lys
130 135 140

His Lys Trp Glu Ala Ala His Val Ala Glu GIn Leu Arg Ala Tyr Leu
145 150 155 160

Glu Gly Thr Cys Val Glu Trp Leu Arg Arg Tyr Leu Glu Asn Gly Lys
165 170 175

Glu Thr Leu GIn Arg Thr Asp Ala Pro Lys Thr His Met Thr His His
180 185 190

Ala Val Ser Asp His Glu Ala Thr Leu Arg Cys Trp Ala Leu Ser Phe
195 200 205

Tyr Pro Ala Glu Ile Thr Leu Thr Trp GIn Arg Asp Gly Glu Asp GIn
210 215 220
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Thr GIn Asp Thr Glu Leu Val Glu Thr Arg Pro Ala Gly Asp Gly Thr
225 230 235 240

Phe GIn Lys Trp Ala Ala Val Val Vval Pro Ser Gly GIn Glu GIn Arg
245 250 255

Tyr Thr Cys His Val GIn His Glu Gly Leu Pro Lys Pro Leu Thr Leu
260 265 270

Arg Trp Glu Gly Leu Asn Asp Ile Phe Glu Ala GIn Lys lle Glu Trp
275 280 285

His Glu
290

<210> 34
<211> 100
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of beta 2-microglobin

<400> 34
Met Ile GIn Arg Thr Pro Lys lle GIn Val Tyr Ser Arg His Pro Ala

1 5 10 15

Glu Asn Gly Lys Ser Asn Phe Leu Asn Cys Tyr Val Ser Gly Phe His
20 25 30

Pro Ser Asp lle Glu Val Asp Leu Leu Lys Asn Gly Glu Arg lle Glu
35 40 45

34/349



Lys Val Glu His Ser Asp Leu Ser Phe Ser Lys Asp Trp Ser Phe Tyr
50 55 60

Leu Leu Tyr Tyr Thr Glu Phe Thr Pro Thr Glu Lys Asp Glu Tyr Ala
65 70 75 80

Cys Arg Val Asn His Val Thr Leu Ser GIn Pro Lys Ile Val Lys Trp
85 90 95

Asp Arg Asp Met
100

<210> 35

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2035

<400> 35
atgaaacacc tgtggttctt cctectgetg gtggcagetc ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggagge gtggtccage ctgggaggtc cctgacacce
tcctgttcag cgtctggatt ctccatcegt agetatgata tacactgggt ccgectgget
ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc
gcagactccg tgaagggecy atttaccatc ttcagagacg aatcggagaa catggtgtat
ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt
agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca
ggtggaggcg gttcaggcgg aggtggcage ggcggtggeg ggagtcagtc tgtgttgacg
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cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gaaggtatcc tggtaccage agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgccc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg cgeggecgea ggtgcaggtg gtgattacaa agatgatgac

gataaaggtg cagcggcgea tcaccatcat caccac

<210> 36

<211> 292

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2035

<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 Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
36/349
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65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Lys Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

37/349



Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 37

<211> 120

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-1143-VHO1

<400> 37
Glu val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Ile Arg Ser Tyr
20 25 30

Asp lle His Trp Val Arg Leu Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

38/349



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

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

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 38

<211> 120

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-1143-VHO2

<400> 38
GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Ile Arg Ser Tyr
20 25 30

Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr Ala Asp Ser Val
50 55 60

39/349



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

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

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 39
<211> 120
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-1143-VHO3

<400> 39
Glu val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Ile Arg Ser Tyr
20 25 30

Asp lIle His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr Ala Asp Ser Val
50 55 60
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Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys Asn Thr Leu Tyr
65 70 75 80

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

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 40
<211> 111
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-1143-VLO1

<400> 40
GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn

1 5 10 15

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
20 25 30

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

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

41/349



Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
85 90 95

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu
100 105 110

<210> 41

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2044

<400> 41
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgactcgec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggcetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece
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aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg
tctaaaagty gtacaagege taccctgggt atcaccggat tgcagaccgg agatgaggceg
gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt
actaaggtta ccgtcttggyg cgcggecgca ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggegea tcaccatcat caccac

<210> 42

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2045

<400> 42
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgactcgec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgyg cacceceggge caacgggtca caatatcatg ttctggetcet

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg
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tctaaaagty gtacaagegc tagectggec ataagtggtc tgcagagtga agatgaggceg
gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt
actaagctga ccgtcttggyg cgcggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggegea tcaccatcat caccac

<210> 43

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2047

<400> 43
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgageggt

caagtacagc tggtggaatc cggtggagge gtggtccage cgggacgeag cttgagactg

tcetgegety catctggett ttccatacga tectacgata tgcactgggt tcgccaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattac

gcggattcag tgaaggggey gttcacaatt tcacgggaca attcaaagaa taccttgtat

ctccagatgt cttcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagege taccctgggt atcaccggat tgcagaccgg agatgaggceg
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gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt
actaaggtta ccgtcttggyg cgcggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 44

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2048

<400> 44
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga

caagttcaac tcgtggaatc tggtggaggg gtggtacaac caggecggtc acttagactg

tcetgegety cgagtggatt ttccatcaga tcttacgaca tgcactgggt tcgccaagcea

cccggaaagg gtttggaaty ggtggetacg atctcctacy atggatccca gaagtattac

gccgacageg tcaagggecg atttacaata tcacgggaca attcaaagaa taccttgtat

ctccagatgt cttcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgyg caccceggge caacgggtca caatatcatg ttctggetcet

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagegc tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt
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actaagctga ccgtcttggg cgcggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 45

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2060

<400> 45
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagegc taccctgggt atcaccggat tgcagaccgg agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaaggtta ccgtcttggyg cgcggecgca ggtgcaggty gtgattacaa agatgatgac
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gataaaggtg cagcggcgea tcaccatcat caccac

<210> 46

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-2061

<400> 46
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgg cacceceggge caacgggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagegc tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaagctga ccgtcttggyg cgcggecgca ggtgcaggty gtgattacaa agatgatgac

gataaaggtg cagcggcgea tcaccatcat caccac
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<210> 47
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2044

<400> 47
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125
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Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
49/349



290

<210> 48
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2045

<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 Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr 1le Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
50/349



115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr lIle Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285
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His His His His
290

<210> 49
<211> 246
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-0082

<400> 49
Glu val GIn Leu Val Glu Ser Gly Gly Gly Val val GIn Pro Gly Arg

1 5 10 15

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

Asp lle His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu Asn Met Val Tyr
65 70 75 80

Leu GIn Met Ser Gly Leu Arg Val Glu Asp Thr Ala Val Tyr His Cys
85 90 95

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp Ile Trp Gly GIn
100 105 110
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Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
115 120 125

Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr GIn Pro Pro Ser
130 135 140

Val Ser Ala Ala Pro Gly GIn Lys Val Thr lle Ser Cys Ser Gly Ser
145 150 155 160

Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr GIn Arg Leu Pro
165 170 175

Gly Thr Ala Pro Lys Leu Leu lle Tyr Asp Asn Asn Lys Arg Pro Ser
180 185 190

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

Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala Asp Tyr Tyr Cys
210 215 220

Gly Ser Trp Asp Ser Ser Leu Ser Ala Pro Trp Val Phe Gly Gly Gly
225 230 235 240

Thr Lys Val Thr Val Leu
245

<210> 50
<211> 292
<212> PRT
<213> Artificial
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<220>
<223> Full-length amino acid sequence of NYA-2047

<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 Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
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145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 51
<211> 292
<212> PRT
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<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2048

<400> 51
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140
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Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr

145 150 155

160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr Ile Ser

165 170

175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr

180 185

190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn

195 200

205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly

210 215

220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala

225 230 235

240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val

245 250

255

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ala Ala Ala Gly Ala

260 265

270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His

275 280

His His His His
290

<210> 52
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<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2060

<400> 52
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
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130 135

140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr

145 150 155

160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser

165 170

175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr

180 185

190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn

195 200

205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly

210 215

220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala

225 230 235

240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val

245 250

255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala

260 265

270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His

275 280

His His His His
290
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<210> 53
<211> 292
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-2061

<400> 53
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125
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Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
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290

<210> 54

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRH1

<400> 54

Gly Phe Ser lle Arg Ser Tyr Asp
1 5

<210> 55

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRH2

<400> 55
Ile Ser Tyr Asp Gly Ser GIn Lys

1 5

<210> 56
<211> 13
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRH3

<400> 56

Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp lle
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<210> 57

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRL1

<400> 57

Ser Ser Asn Ile Gly Asn Asn Tyr
1 5

<210> 58

<211> 3

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRL2

<400> 58
Asp Asn Asn

1

<210> 59
<211> 12
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-0001-CDRL3

<400> 59

Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
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<210> 60

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of NYA-2023-CDRL1

<400> 60

Ser Ser Asn lle Gly Asn Trp Tyr
1 5

<210> 61
<211> 12
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-2027-CDRL3

<400> 61
Gly Ser Trp Asp Ser Ser Leu Ser Ala Pro Trp Val

1 5 10

<210> 62
<211> 13
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of NYA-1154-CDRH3

<400> 62

Ala Arg Gly Ser Ser Asn His Tyr Glu Ala Phe Asp lle
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

63

12

PRT
Artificial

Amino acid sequence of NYA-1154-CDRL3

63

Gly Ala Trp Asp Ser Ser Leu Ser Ala Pro Trp Val

1

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

<220>
<223>

<400>

5 10
64
8
PRT
Artificial

Amino acid sequence of NYA-0035-CDRL1

64

Ser Ser Asn lle Gly Asn Trp Lys

1

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

<220>
<223>

<400>

5
65
867
DNA
Artificial

Full-length nucleotide sequence of NYC-0003

65

atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegge

65/349
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gaagtccagc tgttggagtc aggtggegga ttggtgcaac ctggegggtc actgaggetg
agttgtgcag ctagcggcett cacattctct acgtatcaga tgagctgggt gagacaggcet
ccaggaaagg gtctggaatg ggtcagcggg attgtgtcta geggtggete cactgectat
gccgatageg taaaaggecg ctttacgatc tctcgggaca actctaagaa cacactctat
ctgcagatga attcccttag agccgaagat accgecgtgt actactgtge tggggaactg
ctcccgtatt acggtatgga cgtttgggge caaggcacca ctgtcacagt gagttccggt
ggaggcgggt caggcggagg cggtagtgga ggtggaggat cacaaagcga getgacacag
cctaggtccg tatccggaag tccagggcag agegtcacca tcagctgeac tggcacctct
cgagatgtcg gcggatacaa ctacgtgtct tggtatcagc agcatcccgg caaagcgece
aaactcatca tacacgacgt gattgagcgg tccagtgggg ttcccgatcg tttcageggg
tcaaagtccg gaaataccgc aagcctgacc atttctggge ttcaggcaga ggatgaggcet
gactactact gctggtcctt tgccgggage tattacgtgt ttgggacagg gactgacgtg
actgttctgg gcgeggeege aggtgcaggt ggtgattaca aagatgatga cgataaaggt
gcagcggege atcaccatca tcaccac

<210> 66

<211> 867

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0004

<400> 66
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegge

gaagtccage tgttggagtc aggtggegga ttggtgcaac ctggegggtc actgaggetg
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agttgtgcag ctagcggcett cacattctct acgtatcaga tgagctgggt gagacaggcet
ccaggaaagg gtctggaatg ggtcagcggg attgtgtcta geggtggete cactgectat
gccgatageg taaaaggecg ctttacgatc tctcgggaca actctaagaa cacactctat
ctgcagatga attcccttag agccgaagat accgecgtgt actactgtge tggggaactg
ctcccgtatt acggtatgga cgtttgggge caaggcacca ctgtcacagt gagttccggt
ggaggcgggt caggcggagg cggtagtgga ggtggaggat cacaaagcga getgacacag
cctaggtccg tatccggaag tccagggcag agegtcacca tcagctgeac tggcaccgag
cgagatgtcg gcggatacaa ctacgtgtct tggtatcagc agcatcccgg caaagcgece
aaactcatca tacacgacgt gattgagcgg tccagtgggg ttcccgatcg tttcageggg
tcaaagtccg gaaataccgc aagcctgacc atttctggge ttcaggcaga ggatgaggcet
gactactact gctggtcctt tgccggggge tattacgtgt ttgggacagg gactgacgtg
actgttctgg gcgeggeege aggtgcaggt ggtgattaca aagatgatga cgataaaggt
gcagcggege atcaccatca tcaccac

<210> 67

<211> 289

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0003

<400> 67
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Leu Glu Ser Gly Gly Gly Leu Val
67/349
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20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Ser Thr Tyr GIn Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Gly lle Val Ser Ser Gly Gly Ser Thr Ala Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr Tyr Cys Ala Gly Glu Leu Leu Pro Tyr Tyr Gly Met Asp Val
115 120 125

Trp Gly GIn Gly Thr Thr val Thr Val Ser Ser Gly Gly Gly Gly Ser
130 135 140

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Glu Leu Thr GIn
145 150 155 160

Pro Arg Ser Val Ser Gly Ser Pro Gly GIn Ser Val Thr Ile Ser Cys
165 170 175

Thr Gly Thr Ser Arg Asp Val Gly Gly Tyr Asn Tyr Val Ser Trp Tyr
180 185 190

68/349



GIn GIn His Pro Gly Lys Ala Pro Lys Leu lle lle His Asp Val lle
195 200 205

Glu Arg Ser Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Asn Thr Ala Ser Leu Thr lle Ser Gly Leu GIn Ala Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Trp Ser Phe Ala Gly Ser Tyr Tyr Val Phe Gly Thr
245 250 255

Gly Thr Asp Val Thr Val Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp
260 265 270

Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His His His His
275 280 285

His

<210> 68
<211> 289
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0004

<400> 68

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 Gly Glu Val GIn Leu
20

GIn Pro Gly Gly Ser Leu Arg Leu
35 40

Phe Ser Thr Tyr GIn Met Ser Trp
50 55

Leu Glu Trp Val Ser Gly lle Vval
65 70

Ala Asp Ser Val Lys Gly Arg Phe
85

Asn Thr Leu Tyr Leu GIn Met Asn
100

Val Tyr Tyr Cys Ala Gly Glu Leu
115 120

Trp Gly GIn Gly Thr Thr val Thr
130 135

Leu Glu Ser Gly Gly Gly Leu Val
25 30

Ser Cys Ala Ala Ser Gly Phe Thr
45

Val Arg GIn Ala Pro Gly Lys Gly
60

Ser Ser Gly Gly Ser Thr Ala Tyr
75 80

Thr 1le Ser Arg Asp Asn Ser Lys
90 95

Ser Leu Arg Ala Glu Asp Thr Ala
105 110

Leu Pro Tyr Tyr Gly Met Asp Val
125

Val Ser Ser Gly Gly Gly Gly Ser
140

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Glu Leu Thr GIn
145 150 155 160

Pro Arg Ser Val Ser Gly Ser Pro Gly GIn Ser Val Thr Ile Ser Cys
165 170 175

Thr Gly Thr Glu Arg Asp Val Gly Gly Tyr Asn Tyr Val Ser Trp Tyr
70/349



180 185 190

GIn GIn His Pro Gly Lys Ala Pro Lys Leu lle lle His Asp Val lle
195 200 205

Glu Arg Ser Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Asn Thr Ala Ser Leu Thr lle Ser Gly Leu GIn Ala Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Trp Ser Phe Ala Gly Gly Tyr Tyr Val Phe Gly Thr
245 250 255

Gly Thr Asp Val Thr Val Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp
260 265 270

Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His His His His
275 280 285

His

<210> 69

<211> 876

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-0001

<400> 69
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegga 60
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gaggtgcagc tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce
tecctgttcag cgtctggatt ctccatcegt agttatgata tacactgggt ccgccaggcet
ccaggcaagg ggctagagtg ggtggccact atatcatatg atggaagtca gaagtacttc
gcagactccg tgaagggecg atttaccatc ttcagagacg aatcggagaa catggtgtat
ctgcaaatga gcggectgag agttgaggac acggctgttt atcactgtgc gagagggagt
agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca
ggtggaggcg gttcaggcgg aggtggcage ggeggtggeyg ggagtcagtc tgtgttgacg
cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcectg ctctggaage
agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce
aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaccg attctctgge
tccaagtctg gcacgtcage caccctggge atcaccggac tccagactgg ggacgaggcec
gattattact gcggaacatg ggatagcagc ctgagtgecc cttgggtgtt cggeggaggg
accaaggtca ccgtcctagg cgeggecgea ggtgcaggty gtgattacaa agatgatgac
gataaaggtg cagcggcgea tcaccatcat caccac

<210> 70

<211> 292

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-0001

<400> 70

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 Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
73/349



180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Ala Ala Ala Gly Ala
260 265 270

Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala Ala His His
275 280 285

His His His His
290

<210> 71

<211> 738

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of HC1

<400> 71
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegac 60
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aaaactcaca catgcccacc ctgeccagca cctgaagecg cagggggace ctcagtctte
ctcttcececee caaaacccaa ggacacccte atgatctccc ggaccectga ggtcacatge
gtggtggtgt cagtgagcca cgaagaccct gaggtcaagt tcaactggta cgtggacgge
gtggaggtgc ataatgccaa gacaaagccc cgggaggagc agtacaacag cacgtaccgg
gtggtcageg tcctcaccgt cctgeaccag gactggetga atggcaagga gtacaagtge
aaggtctcca acaaagccct cccageccce atcgagaaaa ccatctccaa agccaaagge
cagccecggg aaccacaggt gtacgtgetg cccccatece gggacgaget gaccaagaac
caggtcagcc tgctgtgect ggtcaaagge ttctatccca gegacatcge cgtggagtgg
gagagcaatg gccagcccga gaacaactac ctgacctgge ctceegtget ggactccgac
ggctccttct tcctctacag caagctcacc gtggacaaga gcaggtggca gcagggcaac
gtcttctcat gctccgtgat geatgaggcet ctgcacaacc actacaccca gaagagectc
tcectgtcte ccggcaag

<210> 72

<211> 2235

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0016-HC2

<400> 72
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc
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gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacg

cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc cagcggettc
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atcttcggag gcggaactaa

actcacacat gcccaccctg

ttccececcaa aacccaagga

gtggtgtcag tgagccacga

gaggtgcata atgccaagac

gtcagegtee tcaccgtect

gtctccaaca aagccctccc

ccecgggaac cacaggtgta

gtcagcectga cctgectggt

agcaatggcc agcccgagaa

tccttegeee tegtgageaa

ttctcatget ccgtgatgea

ctgtctcccg gcaag

<210> 73

<211> 2235

<212> DNA

<213> Artificial

<220>

gctgacagty ttggcagecy ageccaaatc ttctgacaaa

cccagcacct gaagecgeag ggggaccctc agtcttccte

caccctcatg atctcccgga cccctgaggt cacatgegtg

agaccctgag gtcaagttca actggtacgt ggacggegtg

aaagccccgg gaggagcagt acaacagcac gtaccgggtg

gcaccaggac tggctgaatg gcaaggagta caagtgcaag

agcccccatc gagaaaacca tctccaaagc caaaggccag

cgtgtaccce ccatceccggg acgagetgac caagaaccag

caaaggcttc tatcccagcg acatcgeegt ggagtgggag

caactacaag accacccctc ccgtgetgga ctccgacgge

gctcaccgtg gacaagagca ggtggcagea gggcaacgtc

tgaggctctg cacaaccact acacccagaa gagcctctcc

<223> Full-length nucleotide sequence of NYF-0019-HC2

<400> 73
atgaaacacc tgtggttctt

gaggtgcage tggtggagte

tcetgttcag cgtctggatt

cctectgety gtggeagete ccagatgggt getgagegga

tgggggaggce gtggtccage ctgggaggtc cctgacacce

ctccatcegt agctatgata tacactgggt ccgectgget
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ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaatty gtatgtatcc tggtaccage ggetcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata
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accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag

actcacacat

ttccececcaa

gtggtgtcag

gaggtgcata

gtcagcgtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

gctgacagty ttggcagecy agcccaaatc

cccageacct gaagccgeag ggggaccctc

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

cagcggctte

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccgggty

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec

ctgtctcecy

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

74
2235
DNA
Arti

<220>
<223>

<400> 74

gcaag

ficial

Full-length nucleotide sequence of NYF-0022-HC2

atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce
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tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce
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tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag

actcacacat

ttccececcaa

gtggtgtcag

gaggtgcata

gtcagegtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

gctgacagty ttggcagecy agcccaaatc

cccageacct gaagccgeag ggggacccte

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatgct ccgtgatgca tgaggctctg cacaaccact acacccagaa gagcctctcc

ctgtctcecy

<210> 75
<211>
<212>
<213>

DNA

<220>
<223>

<400> 75

gcaag

2235

Artificial

Full-length nucleotide sequence of NYF-0023-HC2

atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga
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gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacg

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg
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tatcagcagc

ttccagggac

agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag

actcacacat

ttccceccaa

gtggtgtcag

gaggtgcata

gtcagegtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

gctgacagty ttggcagecy agcccaaatc

cccageacct gaagccgeag ggggacccte

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgeegt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

Caaaagaccc

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatgct ccgtgatgca tgaggctctg cacaaccact acacccagaa gagcctctcc

ctgtctcecy

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

76
2235
DNA
Arti

<220>
<223>

<400> 76

gcaag

ficial

Full-length nucleotide sequence of NYF-0027-HC2
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atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggatcaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa
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cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc

tcaggggtee

accggctttc

atcttcggag

actcacacat

ttccceccaa

gtggtgtcag

gaggtgcata

gtcagegtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

ttccagggac

ctgaccgatt

aggccgaaga

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

agctcccaag ttgctgatct atcgcgacga

tagtggcagc aaaagcggta cttccgette

tgaggcagac tactattgcc agtcatattc

gctgacagty ttggcagecy agcccaaatc

cccagcacct gaagccgeag ggggacccte

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

cgtgaactgg

Caaaagaccc

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec

ctgtctcecg

<210> 77
<211>
<212>
<213>

DNA

<220>
<223>

gcaag

2235

Artificial

Full-length nucleotide sequence of NYF-0035-HC2
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<400> 77
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacg

cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gaaggtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag geacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg
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ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc

ttccagggac

agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag

actcacacat

ttccceccaa

gtggtgtcag

gaggtgcata

gtcagcgtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

gctgacagty ttggcagecy agcccaaatc

cccageacct gaagccgeag ggggacccte

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec

ctgtctcecy

<210> 78
<211>
<212>
<213>

DNA

gcaag

2235

Artificial
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<220>
<223> Full-length nucleotide sequence of NYF-0044-HC2

<400> 78
atgaaacacc tgtggttctt cctcctgetg gtggcagete ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgactcgec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagegc taccctgggt atcaccggat tgcagaccgg agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaaggtta ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag geacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg
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cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttecgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggctte

atcttcggag geggaactaa getgacagtg ttggcagecg ageccaaatc ttctgacaaa

actcacacat gcccaccctg cccagcacct gaagccgcag ggggaccctc

ttccececcaa aacccaagga

gtggtgtcag tgagccacga

gaggtgcata atgccaagac

gtcagcgtee tcaccgtect

gtctccaaca aagccctccc

ccecgggaac cacaggtgta

gtcagectga cctgectggt

agcaatggcc agcccgagaa

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgctgga

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

tccttecgece tcgtgagcaa getcacegty gacaagagca ggtggeagea gggcaacgtc

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec

ctgtctcccg geaag

<210> 79
<211> 2235
<212> DNA
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<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0045-HC2

<400> 79

atgaaacacc tgtggttctt cctectgctg gtggcagete ccagatgggt getgageggt 60
gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggctce cctgegactc 120
tcttgegecg catctggett ttccatacga tectacgata ttcattgggt ccgactcgec 180
cctggcaaag gtcttgaatg ggttgecact atctcctacg acgggtctca gaaatattat 240
gcggattcag tgaaggggeg gttcacaatt tcacgagacy agtcaaagaa tacactgtac 300
ctccaaatga attcactgag agccgaggat actgcagtct atcattgtgc aagagggtcc 360
tcaggecact acgaggectt tgatatatgg ggccaaggea ccttggtaac cgttagtage 420

ggaggtggag gaagcggagg cggcggttce ggaggaggtg gaagtcaatc cgttctgact 480

cagccaccct ccgectetgg cacceceggge caacgggtca caatatcatg ttctggetct 540
tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegecc 600
aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg 660
tctaaaagty gtacaagcgc tagectggee ataagtggtc tgcagagtga agatgaggeg 720
gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggeggaggt 780
actaagctga ccgtcttggg aggaggeggt tcagaagtge agetggtgga atccgggggg 840
ggcctggtge agectggggy gagectgaga ctgagttgty cegectetgg ggtgacattt 900
aactactatg gcatgtctty gatccgccag gecacctggaa agggectgga gtgggtggec 960

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca 1020

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa 1080
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gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg 1140

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg 1200

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa 1260

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg 1320

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce 1380

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata 1440

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc cagcggettc 1500

atcttcggag geggaactaa getgacagtg ttggcagecg ageccaaatc ttctgacaaa 1560

actcacacat gcccaccctg cccagcacct gaagecgeag ggggaccctc agtcttccte 1620

ttccccecaa aacccaagga caccctcatg atctccegga ccectgaggt cacatgegtg 1680

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt ggacggegtg 1740

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac gtaccgggtg 1800

gtcagegtee tcaccgtect gecaccaggac tggctgaatg gcaaggagta caagtgcaag 1860

gtctccaaca aagccctcce ageccccatc gagaaaacca tctccaaagc caaaggecag 1920

ccecgggaac cacaggtgta cgtgtaccce ccatcccggg acgagetgac caagaaccag 1980

gtcagcctga cctgectggt caaaggettc tatcccageg acatcgecgt ggagtgggag 2040

agcaatggcc agcccgagaa caactacaag accacccctc ccgtgetgga ctccgacgge 2100

tccttegece tcgtgagcaa getcacegty gacaagagca ggtggeagea gggcaacgte 2160

ttctcatgct ccgtgatgca tgaggctctg cacaaccact acacccagaa gagcctctcc 2220
ctgtctcceg gcaag 2235
<210> 80

91/349



<211> 2235
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0047-HC2

<400> 80
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

caagtacagc tggtggaatc cggtggagge gtggtccage cgggacgeag cttgagactg

tcetgegety catctggett ttccatacga tectacgata tgcactgggt tcgccaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattac

gcggattcag tgaaggggey gttcacaatt tcacgggaca attcaaagaa taccttgtat

ctccagatgt cttcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagegc taccctgggt atcaccggat tgcagaccgg agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaaggtta ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgecag gecacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

92/349

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020



atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect

gatacagctg tgtactattyg cactctggac ggcagggatg ggtgggtcge

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag geggaactaa getgacagtg ttggcagecg agcccaaatc

actcacacat gcccaccctg cccagcacct gaagccgcag ggggaccctc

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac

gtcagegtee tcaccgtect geaccaggac tggctgaaty gcaaggagta

gtctccaaca aagccctccc agcccccatc gagaaaacca tctccaaagc

ccecgggaac cacaggtgta cgtgtaccee ccatcecggg acgagetgac

gtcagectga cctgectggt caaaggcttc tatcccageg acatcgecgt

agcaatggcc agcccgagaa caactacaag accacccctc cegtgetgga

tccttegece tecgtgagcaa getcaccgtg gacaagagea ggtggeagea

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa

ctgtctcccg gcaag
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gagagccgaa

ctattgggag

aggcagtggg

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggette

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccgggty

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

gagcctctee

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2235



<210> 81

<211> 2235
<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0048-HC2

<400> 81
atgaaacacc tgtggttctt cctectgetg gtggcagetce ccagatgggt getgagegga

caagttcaac tcgtggaatc tggtggaggg gtggtacaac caggecggtc acttagactg

tcetgegety cgagtggatt ttccatcaga tcttacgaca tgcactgggt tcgccaagcea

cccggaaagg gtttggaaty ggtggctacg atctcctacy atggatccca gaagtattac

gccgacageg tcaagggecg atttacaata tcacgggaca attcaaagaa taccttgtat

ctccagatgt cttcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgyg cacceceggge caacgggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagege tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaagctga ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag geacctggaa agggectgga gtgggtggec

94/349

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960



agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect

gatacagcty tgtactatty cactctggac ggcagggatg ggtgggtcge

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag geggaactaa getgacagtg ttggcagecg agcccaaatc

actcacacat gcccaccctg cccagcacct gaagccgcag ggggaccctc

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac

gtcagegtee tcaccgtect geaccaggac tggctgaaty gcaaggagta

gtctccaaca aagccctccc agcccccatc gagaaaacca tctccaaagc

ccecgggaac cacaggtgta cgtgtaccee ccatcccggg acgagetgac

gtcagectga cctgectggt caaaggcttc tatcccageg acatcgecgt

agcaatggcc agcccgagaa caactacaag accacccctc cegtgetgga

tcettegece tecgtgagcaa getcaccgtyg gacaagagea ggtggeagea

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa

95/349

caggttcaca

gagagccgaa

ctattgggag

aggcagtggg

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggette

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

gagcctctee

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220



ctgtctcccg gcaag

<210> 82

<211> 2235
<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0060-HC2

<400> 82
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagegc taccctgggt atcaccggat tgcagaccgg agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaaggtta ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

96/349

2235

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900



aactactatg gcatgtctty gatccgccag gecacctggaa agggectgga

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect

gatacagcty tgtactattyg cactctggac ggcagggatg ggtgggtcge

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag geggaactaa getgacagtg ttggcagecg agcccaaatc

actcacacat gcccaccctg cccagcacct gaagccgcag ggggaccctc

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac

gtcagegtee tcaccgtect gecaccaggac tggctgaaty gcaaggagta

gtctccaaca aagccctccc agcccccatc gagaaaacca tctccaaagc

ccecgggaac cacaggtgta cgtgtaccee ccatcecggg acgagetgac

gtcagectga cctgectggt caaaggcttc tatcccageg acatcgecgt

agcaatggcc agcccgagaa caactacaag accacccctc cegtgetgga

tccttegece tecgtgagcaa getcaccgtg gacaagagea ggtggeagea

97/349

gtgggtggec

caggttcaca

gagagccgaa

ctattgggag

aggcagtggg

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160



ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec
ctgtctcccg gcaag

<210> 83

<211> 2235

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0061-HC2

<400> 83
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgg cacceceggge caacgggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagegc tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaagctga ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

98/349

2220

2235

60

120

180

240

300

360

420

480

540

600

660

720

780

840



ggcctggtge agectggggy gagectgaga ctgagttgty ccgectctgg

aactactatg gcatgtctty gatccgccag gecacctggaa agggectgga

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect

gatacagcty tgtactattg cactctggac ggcagggatg ggtgggtcge

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt

cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgette

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc

atcttcggag geggaactaa getgacagtg ttggcagecg agcccaaatc

actcacacat gcccaccctg cccagcacct gaagccgcag ggggaccctc

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac

gtcagegtee tcaccgtect geaccaggac tggctgaaty gcaaggagta

gtctccaaca aagccctccc agcccccatc gagaaaacca tctccaaagc

ccecgggaac cacaggtgta cgtgtaccee ccatcecggg acgagetgac

gtcagectga cctgectggt caaaggcttc tatcccageg acatcgecgt

agcaatggcc agcccgagaa caactacaag accacccctc cegtgetgga

99/349

ggtgacattt

gtgggtggec

caggttcaca

gagagccgaa

ctattgggag

aggcagtggg

acctggccaa

cgtgaactgg

Caaaagaccc

cctggegata

cagcggette

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100



tccttecgece tcgtgagcaa getcacegty gacaagagca ggtggeagea gggcaacgte
ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec
ctgtctcccg gcaag

<210> 84

<211> 246

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of HC1

<400> 84
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu
20 25 30

Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
35 40 45

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser
50 55 60

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
65 70 75 80

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn
85 90 95

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp
100/349

2160

2220

2235



100 105 110

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
115 120 125

Ala Pro Ile Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu
130 135 140

Pro GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
145 150 155 160

GIn Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
165 170 175

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr
180 185 190

Trp Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
195 200 205

Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys
210 215 220

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
225 230 235 240

Ser Leu Ser Pro Gly Lys
245

<210> 85
<211> 745
<212> PRT
101/349



<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0016-HC

<400> 85
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

102/349



Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
103/349



305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

104/349



Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
105/349



645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 86
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0019-HC2

<400> 86
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
106/349



20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

107/349



GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
108/349



355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

109/349



Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Ala Leu
110/349



690 695 700

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 87
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0022-HC2

<400> 87
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
111/349



65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240
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Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
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405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575
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Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
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740 745

<210> 88
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0023-HC2

<400> 88
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
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115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285
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Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
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450

455

460

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

465

475

480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr

490

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu

500

505

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys

515

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu

530

535

540

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu

545

555

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys

570

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

580

585

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

595

495

Thr Val Leu Ala
510

Pro Pro Cys Pro
525

Phe Pro Pro Lys

Val Thr Cys Val
560

Phe Asn Trp Tyr
575

Pro Arg Glu Glu
590

Thr Val Leu His
605

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

610

615
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Ala Leu Pro Ala Pro lle Glu Lys Thr lIle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 89
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0027-HC2

<400> 89
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Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
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165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Ser Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335
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Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
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500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670
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Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 90
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0035-HC2

<400> 90
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45
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Ile Arg Ser Tyr Asp Ile His Trp Val Arg Leu Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Lys Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
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210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380
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Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
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545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720
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Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 91
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0044-HC2

<400> 91
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95
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Asn Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly Gly Gly Gly Ser Glu
131/349



260 265 270

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430
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lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
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595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr lIle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 92
<211> 745
<212> PRT
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<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0045-HC2

<400> 92
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr 1le Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

135/349



Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
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305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480
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Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
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645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 93
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0047-HC2

<400> 93
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
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20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190
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GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
141/349



355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

142/349



Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 94
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0048-HC2

<400> 94
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
144/349



65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240
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Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
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405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575
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Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
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740 745

<210> 95
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0060-HC2

<400> 95
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr 1le Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
149/349



115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285
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Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
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450

455

460

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

465

475

480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr

490

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu

500

505

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys

515

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu

530

535

540

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu

545

555

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys

570

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

580

585

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

595

495

Thr Val Leu Ala
510

Pro Pro Cys Pro
525

Phe Pro Pro Lys

Val Thr Cys Val
560

Phe Asn Trp Tyr
575

Pro Arg Glu Glu
590

Thr Val Leu His
605

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

610

615

152/349
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Ala Leu Pro Ala Pro lle Glu Lys Thr lIle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 96
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0061-HC2

<400> 96
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Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr lIle Ser
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165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335
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Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
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500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670
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Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 97

<211> 1404
<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-0001-Fab-HC1-k delete

<400> 97
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegag

gtgcagetgy tggagtctgy gggaggegtg gtccagecty ggaggtecct gacaccctcc

tgttcagegt ctggattcte catccgtagt tatgatatac actgggtccg ccaggctcca

ggcaagggge tagagtgggt ggccactata tcatatgatg gaagtcagaa gtacttcgca

gactccgtga agggecgatt taccatcttc agagacgaat cggagaacat ggtgtatctg

caaatgagcg gectgagagt tgaggacacg getgtttatc actgtgcgag agggagtagt
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ggtcattatg aggcttttga

tccaccaagg geccaagegt

acagccgecce tgggetgect

aactcaggcg ccctgaccag

ctctactccc tcagcagcegt

atctgcaacg tgaatcacaa

tcttgtgaca aaactcacac

tcagtcttcc tcttcccccc

gtcacatgeg tggtggtgtc

gtggacggeg tggaggtgca

acgtaccggg tggtcagegt

tacaagtgca aggtctccaa

gccaaaggec agecceggga

accaagaacc aggtcagcct

gtggagtggg agagcaatgg

gactccgacyg getccttett

cagggcaacy tcttctcatg

aagagcctct ccctgtctee

<210> 98

<211> 711

<212> DNA
<213> Artificial

tatctgggge caagggacaa tggtcaccgt ctcttcagec

cttcceectg geaccetect ccaagageac ctctggegge

ggtcaaggac tacttccccg aacccgtgac cgtgagetgg

cggcgtgecac accttccceg ctgtcctgea gtectcagga

ggtgaccgtg ccctccagea gettgggeac ccagacctac

gcccagcaac accaaggtgg acaagagagt tgagcccaaa

atgcccacce tgeccagecac ctgaagcecge agggggacce

aaaacccaag gacaccctca tgatctcceg gacccctgag

agtgagccac gaagaccctg aggtcaagtt caactggtac

taatgccaag acaaagccce gggaggagca gtacaacage

cctcaccgte ctgcaccagg actggctgaa tggcaaggag

caaagccctc ccagccccca tcgagaaaac catctccaaa

accacaggtg tacgtgctgc ccccatcceg ggacgagetg

getgtgecty gtcaaaggct tctatcccag cgacatcgec

ccagcccgag aacaactacc tgacctggec teccgtgetg

cctctacage aagctcaccg tggacaagag caggtggcag

ctccgtgatg catgaggctc tgcacaacca ctacacccag

cgge
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720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380
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<220>
<223>

<400>

Full-length nucleotide sequence of NYA-0001-LC

98

atggtgctge agacccaggt gttcatctcc ctgctgctgt ggatctccgg cgegtacgge

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc

tcctgetety gaageagetc caacattggg aataattatg tatcctggta ccagcagctc

Cccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct

gaccgattct ctggctccaa gtctggcacg tcagecacce tgggcatcac cggactccag

actggggacyg aggccgatta ttactgcgga acatgggata gcagectgag tgecccttgg

gtgttcggey gagggaccaa ggtcaccgtc ctaggccage ctaaggctge ccctagegtg

accctgttce ctecttccag cgaggagett caagctaaca aggcecaccct ggtgtgtctt

atctctgact tctaccctgg cgctgtgace gtggectgga aggctgacag ctcecctgtg

aaggccggag tggagaccac cacacctagc aagcagtcta acaacaagta cgctgecage

tcctacctga gecttaccee tgagecagtgg aagtctcaca gaagctactc ctgtcaagtg

acccacgagg gcagcaccgt ggagaagacc gtggctccta ccgagtgtte c

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

<220>
<223>

<400>

99

468

PRT
Artificial

Full-length amino acid sequence of NYA-0001-Fab-HC1-k delete

99

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 GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn
20 25 30

Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser Ile
35 40 45

Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly Leu
50 55 60

Glu Trp Val Ala Thr Ile Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr lle Phe Arg Asp Glu Ser Glu Asn
85 90 95

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

Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp lle
115 120 125

Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Ala Ser Thr Lys Gly
130 135 140

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

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

Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe
161/349



180 185 190

Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val
195 200 205

Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val
210 215 220

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

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

Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr
260 265 270

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

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

Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser
305 310 315 320

Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu
325 330 335

Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala
340 345 350
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Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro
355 360 365

GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn
370 375 380

Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala
385 390 395 400

Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp
405 410 415

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

Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser
435 440 445

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

Leu Ser Pro Gly
465

<210> 100
<211> 237
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-0001-LC

<400> 100
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Met Val Leu GIn Thr GIn Val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr Gly GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala
20 25 30

Ala Pro Gly GIn Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn
35 40 45

Ile Gly Asn Asn Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala
50 55 60

Pro Lys Leu Leu Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly lle Pro
65 70 75 80

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly lle
85 90 95

Thr Gly Leu GIn Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp
100 105 110

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

Thr Val Leu Gly GIn Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro
130 135 140

Pro Ser Ser Glu Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu
145 150 155 160

Ile Ser Asp Phe Tyr Pro Gly Ala Val Thr val Ala Trp Lys Ala Asp
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165 170 175

Ser Ser Pro Val Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn
180 185 190

Ser Asn Asn Lys Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu
195 200 205

GIn Trp Lys Ser His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly
210 215 220

Ser Thr Val Glu Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230 235

<210> 101

<211> 1404
<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-1143-Fab-HC1-k delete

<400> 101
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegag

gtgcagetgy tggagtctgy gggaggegtg gtccagecty ggaggtecct gacaccctcc

tgttcagegt ctggattcte catccgtage tatgatatac actgggtccg cctggetcca

ggcaagggge tagagtgggt ggccactata tcatatgatg gaagtcagaa gtacttcgca

gactccgtga agggecgatt taccatcttc agagacgaat cggagaacat ggtgtatctg

caaatgagcg gectgagagt tgaggacacg getgtttatc actgtgcgag agggagtagt

ggtcattaty aggcttttga tatctggggce caagggacaa tggtcaccgt ctcttcagec
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tccaccaagg geccaagegt

acagccgecce tgggetgect

aactcaggcg ccctgaccag

ctctactccc tcagcagcegt

atctgcaacg tgaatcacaa

tcttgtgaca aaactcacac

tcagtcttcc tcttcccccc

gtcacatgeg tggtggtgte

gtggacggeg tggaggtgca

acgtaccggg tggtcagegt

tacaagtgca aggtctccaa

gccaaaggec agecceggga

accaagaacc aggtcagcct

gtggagtggg agagcaatgg

gactccgacyg getccttett

cagggcaacy tcttctcatg

aagagcctct ccctgtctee

<210> 102

<211> 711

<212> DNA

<213> Artificial

<220>
<223>

cttcceectg geaccetect ccaagageac ctctggegge

ggtcaaggac tacttccccg aacccgtgac cgtgagetgg

cggcgtgecac accttccceg ctgtcctgea gtectcagga

ggtgaccgtg ccctccagea gettgggeac ccagacctac

gcccagcaac accaaggtgg acaagagagt tgagcccaaa

atgcccacce tgeccageac ctgaagcecge agggggacce

aaaacccaag gacaccctca tgatctcceg gacccctgag

agtgagccac gaagaccctg aggtcaagtt caactggtac

taatgccaag acaaagccce gggaggagca gtacaacage

cctcaccgte ctgcaccagg actggctgaa tggcaaggag

caaagccctc ccagccccca tcgagaaaac catctccaaa

accacaggtg tacgtgctgc ccccatcceg ggacgagetg

gctgtgecty gtcaaaggct tctatcccag cgacatcgec

ccagcccgag aacaactace tgacctggec teccgtgetg

cctctacage aagctcaccg tggacaagag caggtggcag

ctccgtgatg catgaggctc tgcacaacca ctacacccag

cggc

Full-length nucleotide sequence of NYA-1143-LC
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<400> 102
atggtgctge agacccaggt gttcatctcc ctgctgcetgt ggatctccgg cgegtacgge

cagtctgtgt tgacgcagcc gecctcagtg tctgeggece caggacagaa ggtcaccatc
tecctgetectg gaagcagetc caacattggg aattggtatg tatcctggta ccagcagetc
ccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct
gaccgattct ctggctccaa gtctggcacg tcageccacce tgggcatcac cggactccag
actggggacg aggccgatta ttactgcgga acatgggata gcagcctgag tgccccttgg
gtgttcggeg gagggaccaa ggtcaccgte ctaggecage ctaaggctge ccctagegtg
accctgttcc ctectteccag cgaggagett caagctaaca aggccaccct ggtgtgtett
atctctgact tctaccctgg cgctgtgacc gtggectgga aggctgacag ctccectgtg
aaggccggag tggagaccac cacacctagc aagcagtcta acaacaagta cgctgecage
tcctacctga gecttaccee tgagcagtgg aagtctcaca gaagctactc ctgtcaagtg
acccacgagg gcagcaccgt ggagaagacc gtggctccta ccgagtgttc c

<210> 103

<211> 1476

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of C3E-7085-HC2-k delete

<400> 103
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegga

gaagtgcagc tggtggaatc cgggggggge ctggtgcage ctggggggag cctgagactg
agttgtgccy cctctggggt gacatttaac tactatggca tgtcttggat ccgccaggcea
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cctggaaagg gectggagty ggtggecage atcactaggt ccggegggeg aatctactat

cccgacageg tcaagggeag gttcacaatt tcccgcgaga acacacagaa aactctgtac

ctgcagatga atagcctgag agccgaagat acagetgtgt actattgcac tctggacgge

agggatgggt gggtcgecta ttgggggcag ggaaccctgg tgacagtcag ctccggagga

ggaggatcty geggaggagg cagtggggga ggegggtcaa actttatget cactcagecg

tectetgttt ctggegtace tggecaacgg gtgaccatta getgtacggg taataccggg

aatatcgggt ctaactacgt gaactggtat cagcagcttc cagggacagc tcccaagttg

ctgatctatc gcgacgacaa aagaccctca ggggtccctg accgatttag tggcagcaaa

agcggtactt ccgettecct ggegataace ggetttcagg ccgaagatga ggcagactac

tattgccagt catattccag cggcttcatc ttcggaggeg gaactaaget gacagtgttg

gcagccgage ccaaatcttc tgacaaaact

gcegeagggg gaccctcagt cttectctte

tcecggacee ctgaggtcac atgegtggtg

aagttcaact ggtacgtgga cggcgtggag

gagcagtaca acagcacgta ccgggtggtc

ctgaatggca aggagtacaa gtgcaaggtc

aaaaccatct ccaaagccaa aggccagccc

tceegggacy agetgaccaa gaaccaggtc

cccagegaca tcgecgtgga gtgggagage

accccteccg tgctggacte cgacggetcee

aagagcaggt ggcagcaggg caacgtcttc

cacacatgcc caccctgccc

CCCCCaaaaC CCaaggacac

gtgtcagtga gccacgaaga

gtgcataatg ccaagacaaa

agcgtcectca cegtectgea

tccaacaaag ccctcccagce

cgggaaccac aggtgtacgt

agcctgacct gectggtcaa

aatggccagc ccgagaacaa

ttcgeectey tgagcaaget

tcatgctecg tgatgcatga

168/349

agcacctgaa

cctcatgatc

ccctgaggte

gccecgggag

ccaggactgg

ccccatcgag
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aaccactaca cccagaagag cctctccctg tctccc

<210> 104
<211> 468
<212> PRT
<213> Artificial

<220>

<223> Full-length amino acid sequence of NYA-1143-Fab-HC1-k delete

<400> 104
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 GIn Leu Val Glu Ser Gly Gly Gly Val Val GIn
20 25 30

Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser lIle
35 40 45

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

Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe Ala
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr lle Phe Arg Asp Glu Ser Glu Asn
85 90 95

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

Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp lle
169/349



115 120 125

Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Ala Ser Thr Lys Gly
130 135 140

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

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

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

Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val
195 200 205

Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr 1le Cys Asn Val
210 215 220

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

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

Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr
260 265 270

Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val
275 280 285
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Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val
290 295 300

Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser
305 310 315 320

Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu
325 330 335

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

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

GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn
370 375 380

Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala
385 390 395 400

Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp
405 410 415

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

Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser
435 440 445

Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser
171/349



450 455 460

Leu Ser Pro Gly
465

<210> 105
<211> 237
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1143-LC

<400> 105
Met Val Leu GIn Thr GIn Val Phe Ile Ser Leu Leu Leu Trp Ile Ser

1 5 10 15

Gly Ala Tyr Gly GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala
20 25 30

Ala Pro Gly GIn Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn
35 40 45

Ile Gly Asn Trp Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala
50 55 60

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

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly lle
85 90 95

Thr Gly Leu GIn Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp
172/349



100 105 110

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

Thr Val Leu Gly GIn Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro
130 135 140

Pro Ser Ser Glu Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu
145 150 155 160

Ile Ser Asp Phe Tyr Pro Gly Ala Val Thr val Ala Trp Lys Ala Asp
165 170 175

Ser Ser Pro Val Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn
180 185 190

Ser Asn Asn Lys Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu
195 200 205

GIn Trp Lys Ser His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly
210 215 220

Ser Thr Val Glu Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230 235

<210> 106
<211> 493
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of C3E-7085-HC2-k delete
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<400> 106
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
35 40 45

Phe Asn Tyr Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly
50 55 60

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

Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
85 90 95

Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
115 120 125

Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly
130 135 140

Gly Gly Gly Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro
145 150 155 160
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Ser Ser Val Ser Gly Val Pro Gly GIn Arg Val Thr lle Ser Cys Thr
165 170 175

Gly Asn Thr Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn
180 185 190

Leu Pro Gly Thr Ala Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg
195 200 205

Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser
210 215 220

Ala Ser Leu Ala Ile Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr
225 230 235 240

Tyr Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys
245 250 255

Leu Thr val Leu Ala Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr
260 265 270

Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe
275 280 285

Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
290 295 300

Glu val Thr Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu Val
305 310 315 320

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
175/349



325 330 335

Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
340 345 350

Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
355 360 365

Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr lle Ser
370 375 380

Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro
385 390 395 400

Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val
405 410 415

Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly
420 425 430

GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
435 440 445

Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
450 455 460

GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
465 470 475 480

Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly
485 490
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<210> 107
<211> 1497
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-1143-HC1-k delete

<400> 107
atgaaacacc tgtggttctt cctectgetg gtggcagetce ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagc agccgagece aaatcttctg acaaaactca cacatgecca

ccetgeccag cacctgaage cgcaggggga ccctcagtct tectcttcee cccaaaacce

aaggacaccc tcatgatctc ccggacccct gaggtcacat gegtggtggt gtcagtgage
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cacgaagacc ctgaggtcaa gttcaactgg tacgtggacg gcegtggaggt gecataatgec

aagacaaagc cccgggagga gcagtacaac agcacgtacc gggtggtcag cgtcctcacc

gtcctgcace aggactgget gaatggcaag gagtacaagt gcaaggtctc caacaaagcc

ctcccagece ccatcgagaa aaccatctcc aaagccaaag gecagecccg ggaaccacag

gtgtacgtge tgcccccatc ccgggacgag ctgaccaaga accaggtcag cctgetgtge

ctggtcaaag gcttctatce cagcgacatc gecgtggagt gggagagcaa tggccagecc

gagaacaact acctgaccty gectcecgtg ctggactceg acggetcctt cttectctac

agcaagctca ccgtggacaa gagcaggtgg cagcagggca acgtcttctc atgctccgtg

atgcatgagg ctctgcacaa ccactacacc cagaagagec tctccctgte tcccgge

<210> 108
<211> 499
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1143-HC1-k delete

<400> 108
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg Leu Ala Pro Gly Lys Gly
178/349
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50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220
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Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala
275 280 285

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
290 295 300

Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Vval Val Ser Val Ser
305 310 315 320

His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu
325 330 335

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
340 345 350

Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn
355 360 365

Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro
370 375 380

Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn
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385 390 395 400

Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val
405 410 415

Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Vval
420 425 430

Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp Pro
435 440 445

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

Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val
465 470 475 480

Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
485 490 495

Ser Pro Gly

<210> 109
211> 2142
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of C3E-7085-NYA-1154-Fab-HC2-k
delete

<400> 109
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegga 60
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gaagtgcagc tggtggaatc cggggggggc ctggtgcagc ctggggggag cctgagactg

agttgtgccy cctctggggt gacatttaac tactatggca tgtcttggat ccgccaggcea

cctggaaagy gectggagty ggtggecage atcactaggt ccggegggeg aatctactat

cccgacageg tcaagggeag gttcacaatt tcccgcgaga acacacagaa aactctgtac

ctgcagatga atagcctgag agccgaagat acagetgtgt actattgcac tctggacgge

agggatgggt gggtcgecta ttgggggcag ggaaccctgg tgacagtcag ctccggagga

ggaggatcty geggaggagg cagtggggga ggegggtcaa actttatget cactcagecg

tectetgttt ctggegtace tggccaacgg gtgaccatta getgtacggg taataccggg

aatatcgggt ctaactacgt gaactggtat cagcagcttc cagggacagc tcccaagttg

ctgatctatc gcgacgacaa aagaccctca ggggtccctg accgatttag tggcagcaaa

agcggtactt ccgcttecct ggegataace ggetttcagg ccgaagatga ggcagactac

tattgccagt catattccag cggcttcatc ttcggaggeg gaactaaget gacagtgttg

g99ggaggcg gttcagaggt gcagetggtg gagtctgggg gaggegtggt ccagectggg

aggtccctga caccctecty ttcagegtct ggattctcca tcegtagtta tgatatgeac

tgggtecgee aggetccagg caaggggeta gagtgggtgg ccactatatc atatgatgga

agtcagaagt acttcgcaga ctccgtgaag ggccgattta ccatcttcag agacgaatcg

gagaacatgg tgtatctgca aatgagcggc ctgagagttg aggacacggce cgtttatcac

tgtgcgagag ggagtagtaa tcattatgag gcttttgata tctggggeca agggacaatg

gtcaccgtct cttcagectc caccaaggge ccaagegtct tcccectgge accctectec

aagagcacct ctggcggecac agecgecctg ggetgectgg tcaaggacta cttccccgaa

ccegtgaccg tgagetggaa ctcaggegee ctgaccageg gegtgeacac cttceccget
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gtcctgeagt cctcaggact

ttgggcacce agacctacat

aagagagttg agcccaaatc

gaagccgeag ggggacccte

atctcccgga ccectgaggt

gtcaagttca actggtacgt

gaggagcagt acaacagcac

tggctgaaty gcaaggagta

gagaaaacca tctccaaagc

ccatcceggg acgagetgac

tatcccageg acatcgecgt

accaccccte ccgtgetgga

ctactcccte agcagegtgg tgaccgtgee

ctgcaacgtg aatcacaagc ccagcaacac

ttgtgacaaa actcacacat gcccaccctg

agtcttcctc ttccccccaa aacccaagga

cacatgcgty gtggtgtcag tgagccacga

ggacggcgty gaggtgcata atgccaagac

gtaccgggty gtcagegtec tcaccgtect

caagtgcaag gtctccaaca aagccctccc

caaaggccag ccccgggaac cacaggtgta

caagaaccag gtcagcctga cctgectggt

ggagtgggag agcaatggcc agcccgagaa

ctccgacgge tecttegece tegtgageaa

ctccageage

caaggtggac

cccagcacct

caccctcatg

agaccctgag

aaagccecgg

gcaccaggac

agcccccatc

cgtgtacccc

caaaggcttc

caactacaag

gctcaccgtg

gacaagagca ggtggcagca gggcaacgtc ttctcatget ccgtgatgea tgaggctctg

cacaaccact acacccagaa

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

110
711
DNA
Artificial

<220>
<223>

<400> 110

gagcctctee ctgtctcecy ge

Full-length nucleotide sequence of NYA-1154-LC

atggtgctge agacccaggt gttcatctcc ctgctgcetgt ggatctccgg cgegtacgge

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc
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tectgetety gaageagctc caacattggg aataattatg tatcctggta ccageggetc
ccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct
gaccgattct ctggctccaa gtctggeacg tcagecacce tgggcatcac cggactccag
actggggacg aggccgatta ctactgcgga gcatgggata gcagectgag tgccccttgg
gtgttcggeg gagggaccaa ggtcaccgte ctaggccage ctaaggetge ccctagegtg
accctgttcc ctecttecag cgaggagett caagctaaca aggccaccct ggtgtgtett
atctctgact tctaccctgg cgctgtgace gtggectgga aggctgacag ctcccctgty
aaggccggag tggagaccac cacacctage aagcagtcta acaacaagta cgctgccage
tcctacctga gecttaccee tgagcagtgg aagtctcaca gaagctactc ctgtcaagtg
acccacgagg gcagcaccgt ggagaagacc gtggctccta ccgagtgtte c

<210> 111

<211> 735

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of OAA-HC1-k delete

<400> 111
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegac

aaaactcaca catgcccacc ctgcccagca cctgaagecg cagggggace ctcagtctte

ctcttcccece caaaacccaa ggacaccctc atgatctcece ggaccectga ggtcacatge

gtggtggtgt cagtgagcca cgaagaccct gaggtcaagt tcaactggta cgtggacgge

gtggaggtygc ataatgccaa gacaaagcce cgggaggage agtacaacag cacgtaccgg

gtggtcageg tcctcacegt cctgcaccag gactggctga atggcaagga gtacaagtge
184/349

180

240

300

360

420

480

540

600

660

711

60

120

180

240

300

360



aaggtctcca acaaagccct cccageccee atcgagaaaa ccatctccaa agccaaagge

cagcceeggg aaccacaggt gtacgtgetg cccccatcece gggacgaget gaccaagaac

caggtcagee tgctgtgect ggtcaaagge ttctatccca gegacatcge cgtggagtgg

gagagcaatg gccagcccga gaacaactac ctgacctgge ctccegtget ggactccgac

ggctccttct tcctctacag caagctcace gtggacaaga gcaggtggea gcagggcaac

gtcttctcat getcegtgat geatgagget ctgcacaace actacaccca gaagagcectc

tcectgtete ccgge

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

<220>
<223>

<400>

112
714
PRT
Artificial

Full-length amino acid sequence of C3E-7085-NYA-1154-Fab-HC2-k
delete

112

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
35 40 45

Phe Asn Tyr Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly
50 55 60

185/349

420

480

540

600

660

720

735



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

Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
85 90 95

Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
115 120 125

Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly
130 135 140

Gly Gly Gly Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro
145 150 155 160

Ser Ser Val Ser Gly Val Pro Gly GIn Arg Val Thr lle Ser Cys Thr
165 170 175

Gly Asn Thr Gly Asn Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn
180 185 190

Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg
195 200 205

Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser
210 215 220

Ala Ser Leu Ala Ile Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr
186/349



225 230 235 240

Tyr Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys
245 250 255

Leu Thr Val Leu Gly Gly Gly Gly Ser Glu Val GIn Leu Val Glu Ser
260 265 270

Gly Gly Gly Val Val GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser
275 280 285

Ala Ser Gly Phe Ser lle Arg Ser Tyr Asp Met His Trp Val Arg GIn
290 295 300

Ala Pro Gly Lys Gly Leu Glu Trp Val Ala Thr Ile Ser Tyr Asp Gly
305 310 315 320

Ser GIn Lys Tyr Phe Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe
325 330 335

Arg Asp Glu Ser Glu Asn Met Val Tyr Leu GIn Met Ser Gly Leu Arg
340 345 350

Val Glu Asp Thr Ala Val Tyr His Cys Ala Arg Gly Ser Ser Asn His
355 360 365

Tyr Glu Ala Phe Asp lle Trp Gly GIn Gly Thr Met Val Thr Val Ser
370 375 380

Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser
385 390 395 400

187/349



Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp
405 410 415

Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr
420 425 430

Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr
435 440 445

Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn
450 455 460

Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp
465 470 475 480

Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro
485 490 495

Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro
500 505 510

Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr
515 520 525

Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn
530 535 540

Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg
545 550 555 560

Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val
188/349



565 570 575

Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser
580 585 590

Asn Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys
595 600 605

Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp
610 615 620

Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe
625 630 635 640

Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu
645 650 655

Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe
660 665 670

Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly
675 680 685

Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr
690 695 700

Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly
705 710

<210> 113
<211> 237
<212> PRT
189/349



<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-1154-LC

<400> 113
Met Val Leu GIn Thr GIn Val Phe Ile Ser Leu Leu Leu Trp Ile Ser

1 5 10 15

Gly Ala Tyr Gly GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala
20 25 30

Ala Pro Gly GIn Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn
35 40 45

Ile Gly Asn Asn Tyr Val Ser Trp Tyr GIn Arg Leu Pro Gly Thr Ala
50 55 60

Pro Lys Leu Leu Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly lle Pro
65 70 75 80

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly lle
85 90 95

Thr Gly Leu GIn Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Ala Trp
100 105 110

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

Thr Val Leu Gly GIn Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro
130 135 140

190/349



Pro Ser Ser Glu Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu
145 150 155 160

Ile Ser Asp Phe Tyr Pro Gly Ala Val Thr val Ala Trp Lys Ala Asp
165 170 175

Ser Ser Pro Val Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn
180 185 190

Ser Asn Asn Lys Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu
195 200 205

GIn Trp Lys Ser His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly
210 215 220

Ser Thr Val Glu Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230 235

<210> 114
<211> 245
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of OAA-HC1-k delete

<400> 114

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

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

20 25 30

191/349



Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
35 40 45

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser
50 55 60

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
65 70 75 80

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn
85 90 95

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp
100 105 110

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
115 120 125

Ala Pro Ile Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu
130 135 140

Pro GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
145 150 155 160

GIn Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
165 170 175

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr
180 185 190

Trp Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
192/349



195 200 205

Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys
210 215 220

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
225 230 235 240

Ser Leu Ser Pro Gly
245

<210> 115
<211> 2232
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0010-HC2-k delete

<400> 115
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tgcactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggecgttt atcactgtge gagagggagt

agtaatcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggcgg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

193/349

60

120

180

240
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360

420

480

540



agctccaaca ttgggaataa ttatgtatcc tggtaccage ggetcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattactact gcggagcaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc cagcggettc

atcttcggag geggaactaa getgacagtg ttggcagecg ageccaaatc ttctgacaaa

actcacacat gcccaccctg cccagcacct gaagecgeag ggggaccctc agtcttccte

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt cacatgegtg

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt ggacggegtg

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac gtaccgggtg

194/349

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800



gtcagegtec tcaccgtect geaccaggac tggctgaaty gcaaggagta caagtgcaag
gtctccaaca aagccctece ageccecatc gagaaaacca tctccaaage caaaggecag
cccegggaac cacaggtgta cgtgtaccce ccatcecggg acgagetgac caagaaccag
gtcagectga cctgectggt caaaggettce tatcccageg acatcgecgt ggagtgggag
agcaatggcc agcccgagaa caactacaag accacccctc ccgtgetgga ctecgacgge
tccttegece tegtgagcaa getcaccgty gacaagagea ggtggeagea gggcaacgtc
ttctcatgct ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec
ctgtctceeg gc

<210> 116

<211> 2232

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0004-HC2-k delete

<400> 116
atgaaacacc tgtggttctt cctectgetg gtggcagetc ccagatgggt getgagegga

gaagtgcagc tggtggaatc cggggggggc ctggtgcagc ctggggggag cctgagactg

agttgtgccy cctctggggt gacatttaac tactatggca tgtcttggat ccgccaggca

cctggaaagy gectggagty ggtggecage atcactaggt ccggegggeg aatctactat

cccgacageg tcaagggeag gttcacaatt tcccgcgaga acacacagaa aactctgtac

ctgcagatga atagcctgag agccgaagat acagetgtgt actattgcac tctggacgge

agggatgggt gggtcgecta ttgggggcag ggaaccctgg tgacagtcag ctccggagga

ggaggatcty geggaggagy cagtggggga ggegggtcaa actttatget cactcagecg

195/349

1860

1920

1980

2040

2100

2160

2220

2232

60

120

180

240

300

360

420

480



tcctetgttt ctggegtace tggecaacgg gtgaccatta getgtacggg taataccggg

aatatcgggt ctaactacgt gaactggtat cagcagcttc cagggacagc tcccaagttg

ctgatctatc gcgacgacaa aagaccctca ggggtccctg accgatttag tggcagcaaa

agcggtactt ccgettecct ggegataace ggetttcagg ccgaagatga ggcagactac

tattgccagt catattccag cggcttcatc ttcggaggeg gaactaaget gacagtgttg

gggggaggey gttcagaggt geagetggty gagtctgggy gaggegtogt ccagectgyg

aggtccctga caccctecty ttcagegtct ggattctcca tcegtagtta tgatatgeac

tgggtecgee aggetecagg caaggggeta gagtgggtgg ccactatatc atatgatgga

agtcagaagt acttcgcaga ctccgtgaag ggccgattta ccatcttcag agacgaatcg

gagaacatgg tgtatctgca aatgagcggce ctgagagttg aggacacggce cgtttatcac

tgtgcgagag ggagtagtaa tcattatgag gcettttgata tctggggeca agggacaatg

gtcaccgtct cttcaggtgy aggcggttca ggeggaggty geageggegg tggcgggagt

cagtctgtgt tgacgcagec gecctcagtg tctgeggece caggacagaa ggtcaccatc

tcctgetety gaageagetc caacattggg aataattatg tatcctggta ccageggetc

Cccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct

gaccgattct ctggctccaa gtctggcacg tcageccacce tgggcatcac cggactccag

actggggacg aggccgatta ctactgcgga geatgggata geagectgag tgecccttgg

gtgttcggey gagggaccaa ggtcaccgtc ctagcagecg ageccaaatc ttctgacaaa

actcacacat gcccaccctg cccagcacct gaagecgecag ggggaccctc agtcttccte

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt cacatgegtg

gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt ggacggegtg

196/349

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740



gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac gtaccgggtg
gtcagegtec tcaccgtect geaccaggac tggctgaaty gcaaggagta caagtgcaag
gtctccaaca aagccctcece ageccccatc gagaaaacca tctccaaagc caaaggecag
cccegggaac cacaggtgta cgtgtaccece ccatcecggg acgagetgac caagaaccag
gtcagectga cctgectggt caaaggette tatcccageg acatcgecgt ggagtgggag
agcaatggcc agcccgagaa caactacaag accacccctc ccgtgetgga ctecgacgge
tccttegece tegtgagcaa getcaccgty gacaagagea ggtggeagea gggcaacgtc
ttctcatgct ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec
ctgtctceeg gc

<210> 117

<211> 2232

<212> DNA

<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0011-HC2-k delete

<400> 117
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agetatgata tacactgggt ccgectgget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

197/349

1800

1860

1920

1980

2040

2100
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60
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ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgecct cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaattg gtatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty gecacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac agctcccaag ttgctgatct atcgcgacga caaaagacce

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata

accggctttc aggccgaaga tgaggcagac tactattgec agtcatattc cagcggettc

atcttcggag geggaactaa getgacagtg ttggcagecg ageccaaatc ttctgacaaa

actcacacat gcccaccctg cccagcacct gaagecgecag ggggaccctc agtcttccte

ttccececcaa aacccaagga caccctcatg atctccecgga cccctgaggt cacatgegtg

198/349

480

540

600
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1200

1260

1320

1380

1440

1500

1560

1620

1680



gtggtgtcag tgagccacga agaccctgag gtcaagttca actggtacgt ggacggegtg

gaggtgcata atgccaagac aaagccccgg gaggagcagt acaacagcac gtaccgggtg

gtcagegtee tcaccgtect gecaccaggac tggctgaatg gcaaggagta caagtgcaag

gtctccaaca aagccctccc agcccccatc gagaaaacca tctccaaagc caaaggccag

ccecgggaac cacaggtgta cgtgtaccee ccatcccggg acgagetgac caagaaccag

gtcagectga cctgectggt caaaggettc tatcccageg acatcgecgt ggagtgggag

agcaatggcc agcccgagaa caactacaag accacccctc ccgtgetgga ctccgacgge

tccttegece tcgtgagcaa getcacegty gacaagagca ggtggeagea gggcaacgtc

ttctcatgct ccgtgatgca tgaggctctg cacaaccact acacccagaa gagcctctcc

ctgtctcecg gc

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

<220>
<223>

<400>

118
744
PRT
Artificial

Full-length amino acid sequence of NYF-0010-HC2-k delete

118

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1

5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val

20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser

35 40 45

199/349
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Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Asn His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
200/349



210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Ala Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380
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Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
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545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720
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Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly
740

<210> 119
<211> 744
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0004-HC2-k delete

<400> 119
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
35 40 45

Phe Asn Tyr Tyr Gly Met Ser Trp Ile Arg GIn Ala Pro Gly Lys Gly
50 55 60

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

Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
85 90 95
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Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
115 120 125

Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly
130 135 140

Gly Gly Gly Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro
145 150 155 160

Ser Ser Val Ser Gly Val Pro Gly GIn Arg Val Thr lle Ser Cys Thr
165 170 175

Gly Asn Thr Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GlIn
180 185 190

Leu Pro Gly Thr Ala Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg
195 200 205

Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser
210 215 220

Ala Ser Leu Ala Ile Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr
225 230 235 240

Tyr Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys
245 250 255

Leu Thr Val Leu Gly Gly Gly Gly Ser Glu Val GIn Leu Val Glu Ser
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260 265 270

Gly Gly Gly Val Val GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser
275 280 285

Ala Ser Gly Phe Ser lle Arg Ser Tyr Asp Met His Trp Val Arg GIn
290 295 300

Ala Pro Gly Lys Gly Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly
305 310 315 320

Ser GIn Lys Tyr Phe Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe
325 330 335

Arg Asp Glu Ser Glu Asn Met Val Tyr Leu GIn Met Ser Gly Leu Arg
340 345 350

Val Glu Asp Thr Ala Val Tyr His Cys Ala Arg Gly Ser Ser Asn His
355 360 365

Tyr Glu Ala Phe Asp lle Trp Gly GIn Gly Thr Met Val Thr Val Ser
370 375 380

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
385 390 395 400

GIn Ser Val Leu Thr GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn
405 410 415

Lys Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn
420 425 430
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Tyr Val Ser Trp Tyr GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu
435 440 445

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser
450 455 460

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn
465 470 475 480

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Ala Trp Asp Ser Ser Leu
485 490 495

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Val Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
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595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr lIle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly
740

<210> 120
<211> 744
<212> PRT
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<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0011-HC2-k delete

<400> 120
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

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

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140
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Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
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305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480
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Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
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645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly
740

<210> 121

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 1F

<400> 121
Phe Leu Leu Met Trp Ile Thr GIn Cys

1 5

<210> 122
213/349



<211> 9
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 2M

<400> 122

Ser Met Leu Met Trp Ile Thr GIn Cys
1 5

<210> 123

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 3A

<400> 123

Ser Leu Ala Met Trp Ile Thr GIn Cys
1 5

<210> 124

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 4A

<400> 124
Ser Leu Leu Ala Trp lle Thr GIn Cys

1 5

<210> 125
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<211> 9
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 5A

<400> 125

Ser Leu Leu Met Ala lle Thr GIn Cys
1 5

<210> 126

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 6L

<400> 126

Ser Leu Leu Met Trp Leu Thr GIn Cys
1 5

<210> 127

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 7F

<400> 127
Ser Leu Leu Met Trp Ile Phe GIn Cys

1 5

<210> 128
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<211> 9
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 8A

<400> 128

Ser Leu Leu Met Trp lle Thr Ala Cys
1 5

<210> 129

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of point mutated NY-ESO peptide 9A

<400> 129

Ser Leu Leu Met Trp lle Thr GIn Ala
1 5

<210> 130

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of gpl00 peptide

<400> 130
Ile Met Asp GIn Val Pro Phe Ser Val

1 5

<210> 131
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<211>
<212>
<213>

<220>
<223>

<400>

9

PRT

Artificial

Amino acid sequence of homologous peptide DOLPP1

131

Ser GIn Phe Met Trp Phe Phe Ser Val

1

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

<220>
<223>

<400>

5
132
9
PRT
Artificial

Amino acid sequence of homologous peptide IL20RB

132

Ser Leu Phe Met Trp Phe Phe Tyr Ala

1

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

<220>
<223>

<400>

5
133
9
PRT
Artificial

Amino acid sequence of homologous peptide PRKD2

133

Ser Leu Asp Met Trp Ser Val Gly Vval

1

<210>

5

134
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<211> 9
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of homologous peptide CD163

<400> 134

Ser lle Pro Met Trp Val Asp Asn Val
1 5

<210> 135

<211> 9

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of homologous peptide P2RY8

<400> 135

Ser Val Ala Met Trp Ala Val Phe Leu
1 5

<210> 136
<211> 269
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of C3E-7034

<400> 136
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45

Val Ala Ser lle Thr Asn Ser Gly Gly Arg lle Tyr Tyr Pro Asp Ser
50 55 60

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

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

Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
115 120 125

Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro His Ser Val
130 135 140

Ser Glu Ser Pro Gly Lys Thr Val Thr Ile Ser Cys Lys Arg Asn Thr
145 150 155 160

Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn His Glu Gly
165 170 175

Ser Ser Pro Thr Thr 1le Ile Tyr Arg Asp Asp Lys Arg Pro Asp Gly
180 185 190
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Val Ser Asp Arg Phe Ser Gly Ser lle Asp Arg Ser Ser Lys Ser Ala
195 200 205

Ser Leu Thr Ile Ser Asn Leu Lys Thr Glu Asp Glu Ala Asp Tyr Phe
210 215 220

Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu
225 230 235 240

Thr Val Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp
245 250 255

Asp Asp Lys Gly Ala Ala Ala His His His His His His
260 265

<210> 137
211> 267
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of C3E-7036

<400> 137
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

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

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

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

Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
115 120 125

Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val
130 135 140

Ser Gly Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr
145 150 155 160

Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly
165 170 175

Thr Ala Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg Pro Ser Gly
180 185 190

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

Ala 1le Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn
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210 215 220

Ser Tyr Ser Ser Gly Phe lle Phe Gly Gly Gly Thr Lys Leu Thr Val
225 230 235 240

Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp
245 250 255

Lys Gly Ala Ala Ala His His His His His His
260 265

<210> 138
211> 267
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of C3E-7085

<400> 138
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45

Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr Pro Asp Ser
50 55 60

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

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

Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
115 120 125

Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val
130 135 140

Ser Gly Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr
145 150 155 160

Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly
165 170 175

Thr Ala Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg Pro Ser Gly
180 185 190

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

Ala 1le Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn
210 215 220

Ser Tyr Ser Ser Gly Phe lle Phe Gly Gly Gly Thr Lys Leu Thr Val
225 230 235 240
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Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp
245 250 255

Lys Gly Ala Ala Ala His His His His His His
260 265

<210> 139
<211> 269
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of C3E-7088

<400> 139
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45

Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr Pro Asp Ser
50 55 60

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

Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr
85 90 95
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Cys Thr Leu Asp Gly Arg Asp Gly
100

Thr Leu Val Thr Val Ser Ser Gly
115 120

Ser Gly Gly Gly Gly Ser Asn Phe
130 135

Ser Glu Ser Pro Gly Lys Thr Val
145 150

Gly Asn lle Gly Ser Asn Tyr Val
165

Ser Ser Pro Thr Thr lle lle Tyr
180

Val Ser Asp Arg Phe Ser Gly Ser
195 200

Ser Leu Thr Ile Ser Asn Leu Lys
210 215

Cys GIn Ser Tyr Ser Ser Gly Phe
225 230

Thr Val Leu Gly Ala Ala Ala Gly
245

Asp Asp Lys Gly Ala Ala Ala His

Trp Val Ala Tyr Trp Gly GIn Gly
105 110

Gly Gly Gly Ser Gly Gly Gly Gly
125

Met Leu Thr GIn Pro His Ser Val
140

Thr Ile Ser Cys Lys Arg Asn Thr
155 160

Asn Trp Tyr GIn GIn His Glu Gly
170 175

Arg Asn Asp Lys Arg Pro Asp Gly
185 190

Ile Asp Arg Ser Ser Lys Ser Ala
205

Thr Glu Asp Glu Ala Asp Tyr Phe
220

Ile Phe Gly Gly Gly Thr Lys Leu
235 240

Ala Gly Gly Asp Tyr Lys Asp Asp
250 255

His His His His His
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260 265

<210> 140
<211> 269
<212> PRT
<213> Artificial

<220>
<223> Amino acid sequence of C3E-7093

<400> 140
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45

Val Ala Ser lle Thr Ser Ser Gly Gly Arg lle Tyr Tyr Pro Asp Ser
50 55 60

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

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

Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
226/349



115 120

Ser Gly Gly Gly Gly Ser Asn Phe
130 135

Ser Glu Ser Pro Gly Lys Thr Val
145 150

Gly Asn lle Gly Ser Asn Tyr Val
165

Ser Ser Pro Thr Thr lle lle Tyr
180

Val Ser Asp Arg Phe Ser Gly Ser
195 200

Ser Leu Thr lle Ser Asn Leu Lys
210 215

Cys GIn Ser Tyr Ser Ser Gly Phe
225 230

Thr Val Leu Gly Ala Ala Ala Gly
245

Asp Asp Lys Gly Ala Ala Ala His
260

<210> 141
<211> 8
<212> PRT

125

Met Leu Thr GIn Pro His Ser Val
140

Thr Ile Ser Cys Lys Arg Asn Thr
155 160

Asn Trp Tyr GIn GIn His Glu Gly
170 175

Arg Asn Asp Lys Arg Pro Asp Gly
185 190

Ile Asp Arg Ser Ser Lys Ser Ala
205

Thr Glu Asp Glu Ala Asp Tyr Phe
220

Ile Phe Gly Gly Gly Thr Lys Leu
235 240

Ala Gly Gly Asp Tyr Lys Asp Asp
250 255

His His His His His
265
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<213> Artificial

<220>
<223> Amino acid sequence of heavy chain CDR1 of C3E-7085

<400> 141

Gly val Thr Phe Asn Tyr Tyr Gly
1 5

<210> 142

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of heavy chain CDR2 of C3E-7085

<400> 142

Ile Thr Arg Ser Gly Gly Arg lle
1 5

<210> 143

<211> 11

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of heavy chain CDR3 of C3E-7085

<400> 143

Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr
1 5 10

<210> 144
<211> 8
<212> PRT
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<213> Artificial

<220>
<223> Amino acid sequence of light chain CDR1 of C3E-7085

<400> 144

Thr Gly Asn Ile Gly Ser Asn Tyr
1 5

<210> 145

<211> 3

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of light chain CDR2 of C3E-7085

<400> 145

Arg Asp Asp
1

<210> 146

<211> 8

<212> PRT

<213> Artificial

<220>
<223> Amino acid sequence of light chain CDR3 of C3E-7085

<400> 146

GIn Ser Tyr Ser Ser Gly Phe lle
1 5

<210> 147
<211> 269
<212> PRT
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<213> Artificial

<220>
<223> Amino acid sequence of C3E-7078

<400> 147
Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly

1 5 10 15

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

Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45

Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr Pro Asp Ser
50 55 60

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

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

Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
115 120 125

Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro His Ser Val
130 135 140
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Ser Glu Ser Pro Gly Lys Thr Val Thr Ile Ser Cys Lys Arg Asn Thr
145 150 155 160

Gly Asn lle Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn His Glu Gly
165 170 175

Ser Ser Pro Thr Thr 1le Ile Tyr Arg Asp Asp Lys Arg Pro Asp Gly
180 185 190

Val Ser Asp Arg Phe Ser Gly Ser lle Asp Arg Ser Ser Lys Ser Ala
195 200 205

Ser Leu Thr Ile Ser Asn Leu Lys Thr Glu Asp Glu Ala Asp Tyr Phe
210 215 220

Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu
225 230 235 240

Thr Val Leu Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp
245 250 255

Asp Asp Lys Gly Ala Ala Ala His His His His His His
260 265

<210> 148
<211> 2235
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYF-0014-HC2

<400> 148
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atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegga

gaggtgcage tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgacacce

tcctgttcag cgtctggatt ctccatccgt agttatgata tacactgggt ccgecagget

ccaggcaagg ggctagagty ggtggecact atatcatatg atggaagtca gaagtacttc

gcagactccyg tgaagggecy atttaccatc ttcagagacy aatcggagaa catggtgtat

ctgcaaatga gcggectgag agttgaggac acggetgttt atcactgtge gagagggagt

agtggtcatt atgaggcttt tgatatctgg ggccaaggga caatggtcac cgtctcttca

ggtggaggeg gttcaggegg aggtggcage ggeggtggeg ggagtcagtc tgtgttgacy

cagccgeect cagtgtctge ggecccagga cagaaggtca ccatctcctg ctctggaage

agctccaaca ttgggaataa ttatgtatcc tggtaccagc agctcccagg aacagcccce

aaactcctca tttatgacaa taataagcga ccctcaggga ttcctgaceg attctctgge

tccaagtcty geacgtcage caccctggge atcaccggac tccagactgg ggacgaggec

gattattact gcggaacaty ggatagcagc ctgagtgecc cttgggtgtt cggcggaggg

accaaggtca ccgtcctagg gggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag gcacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagcect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

cagggaaccc tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa
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cgggtgacca ttagctgtac gggtaatacc gggaatatcy ggtctaacta

tatcagcagc

tcaggggtee

accggctttc

atcttcggag

actcacacat

ttccceccaa

gtggtgtcag

gaggtgcata

gtcagegtcec

gtctccaaca

ccecgggaac

gtcagcctga

agcaatggcc

tccttegece

ttccagggac

ctgaccgatt

aggccgaaga

gcggaactaa

gcecaccctg

aacccaagga

tgagccacga

atgccaagac

tcaccgtect

aagccctccc

cacaggtgta

cctgectggt

agcccgagaa

tcgtgagcaa

agctcccaag ttgctgatct atcgcgacga

tagtggcagc aaaagcggta cttccgette

tgaggcagac tactattgcc agtcatattc

gctgacagty ttggcagecy agcccaaatc

cccagcacct gaagccgeag ggggacccte

caccctcatg atctcccgga cccctgaggt

agaccctgag gtcaagttca actggtacgt

aaagccccgg gaggagcagt acaacagcac

gcaccaggac tggctgaatg gcaaggagta

agcccccatc gagaaaacca tctccaaagc

cgtgtaccce ccatcccggg acgagetgac

caaaggcttc tatcccagcg acatcgecgt

caactacaag accacccctc ccgtgetgga

gctcaccgtyg gacaagagca ggtggcagea

cgtgaactgg

Caaaagaccc

cctggegata

cagcggcttc

ttctgacaaa

agtcttcctc

cacatgcgtg

ggacggcgtg

gtaccggotg

caagtgcaag

caaaggccag

caagaaccag

ggagtgggag

ctccgacgge

gggcaacgtc

ttctcatget ccgtgatgea tgaggetctg cacaaccact acacccagaa gagectctec

ctgtctcecg

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

149
745
PRT

<220>
<223>

gcaag

Artificial

Full-length amino acid sequence of NYF-0014-HC2
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<400> 149
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

lle Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160
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GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
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325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495
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Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
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660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 150
<211> 745
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYF-0082-HC2

<400> 150
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Thr Pro Ser Cys Ser Ala Ser Gly Phe Ser
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35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Phe
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Phe Arg Asp Glu Ser Glu
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Met Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Asn Tyr Val Ser Trp Tyr
180 185 190

GIn Arg Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205
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Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Ser Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
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370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495

Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540
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Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
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705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 151
<211> 207
<212> PRT
<213> Homo sapiens

<400> 151
Met GIn Ser Gly Thr His Trp Arg Val Leu Gly Leu Cys Leu Leu Ser

1 5 10 15

Val Gly Val Trp Gly GIn Asp Gly Asn Glu Glu Met Gly Gly Ile Thr
20 25 30

GIn Thr Pro Tyr Lys Val Ser lle Ser Gly Thr Thr Val Ile Leu Thr
35 40 45

Cys Pro GIn Tyr Pro Gly Ser Glu Ile Leu Trp GIn His Asn Asp Lys
50 55 60

Asn 1le Gly Gly Asp Glu Asp Asp Lys Asn lle Gly Ser Asp Glu Asp
65 70 75 80

His Leu Ser Leu Lys Glu Phe Ser Glu Leu Glu GIn Ser Gly Tyr Tyr
85 90 95
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Val Cys Tyr Pro Arg Gly Ser Lys Pro Glu Asp Ala Asn Phe Tyr Leu
100 105 110

Tyr Leu Arg Ala Arg Val Cys Glu Asn Cys Met Glu Met Asp Val Met
115 120 125

Ser Val Ala Thr lle Val Ile Val Asp lle Cys Ile Thr Gly Gly Leu
130 135 140

Leu Leu Leu Val Tyr Tyr Trp Ser Lys Asn Arg Lys Ala Lys Ala Lys
145 150 155 160

Pro Val Thr Arg Gly Ala Gly Ala Gly Gly Arg GIn Arg Gly GIn Asn
165 170 175

Lys Glu Arg Pro Pro Pro Val Pro Asn Pro Asp Tyr Glu Pro lle Arg
180 185 190

Lys Gly GIn Arg Asp Leu Tyr Ser Gly Leu Asn GIn Arg Arg lle
195 200 205

<210> 152
<211> 2235
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYZ-0038-HC2

<400> 152

atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgageggt 60
gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc 120
tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec 180
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cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggeggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgyg caccceggge caacgggtca caatatcatg ttctggetcet

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagege tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaagctga ccgtcttggg aggaggcggt tcagaagtgc agctggtgga atccgggggg

ggcctggtge agectggggy gagectgaga ctgagttgtg ccgectctgg ggtgacattt

aactactatg gcatgtctty gatccgccag geacctggaa agggectgga gtgggtggec

agcatcacta ggtccggegg gegaatctac tatcccgaca gegtcaaggg caggttcaca

atttcccgeg agaacacaca gaaaactctg tacctgcaga tgaatagect gagagccgaa

gatacagctg tgtactattg cactctggac ggcagggaty ggtgggtcge ctattggggg

tgtggaacce tggtgacagt cagctccgga ggaggaggat ctggeggagg aggcagtggg

ggaggcgggt caaactttat getcactcag ccgtcctctg tttctggegt acctggecaa

cgggtgacca ttagctgtac gggtaatacc gggaatatcg ggtctaacta cgtgaactgg

tatcagcagc ttccagggac atgtcccaag ttgctgatct atcgcgacga caaaagacce

tcaggggtee ctgaccgatt tagtggcage aaaageggta cttccgettc cctggegata
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accggctttc aggccgaaga

atcttcggag gcggaactaa

actcacacat gcccaccctg

ttccececcaa aacccaagga

gtggtgtcag tgagccacga

gaggtgcata atgccaagac

gtcagcgtee tcaccgtect

gtctccaaca aagccctccc

ccecgggaac cacaggtgta

gtcagectga cctgectggt

agcaatggcc agcccgagaa

tccttegeee tegtgageaa

ttctcatget ccgtgatgea

ctgtctcccg geaag

<210> 153

<211> 2250

<212> DNA

<213> Artificial

<220>

tgaggcagac tactattgec agtcatattc cagcggettc

gctgacagty ttggcagecy ageccaaatc ttctgacaaa

cccagcacct gaagccgeag ggggaccctc agtcttccte

caccctcatg atctcccgga cccctgaggt cacatgegtg

agaccctgag gtcaagttca actggtacgt ggacggegtg

aaagccccygg gaggagcagt acaacagcac gtaccgggtg

gcaccaggac tggctgaatg gcaaggagta caagtgcaag

agcccccatc gagaaaacca tctccaaagc caaaggccag

cgtgtaccce ccatceccggg acgagetgac caagaaccag

caaaggcttc tatcccagcg acatcgeegt ggagtgggag

caactacaag accacccctc ccgtgetgga ctccgacgge

gctcaccgtg gacaagagca ggtggcagea gggcaacgtc

tgaggctctg cacaaccact acacccagaa gagcctctcc

<223> Full-length nucleotide sequence of NYZ-0082-HC2

<400> 153
atgaaacacc tgtggttctt

gaggtacagc tggtggaatc

cctectgety gtggeagete ccagatgggt getgageggt

cggtggagge cttgtgcaac cgggaggetc cctgegacte
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tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaagcggagg cggcggttce ggaggaggty gaagtggagg aggtggatct

caatccgttc tgactcagce accctccgee tctggcacce cgggecaacg ggtcacaata

tcatgttcty getcttcaag caacatcgga aactggtacg tgagctggta ccagcagetc

cceggeacgg cgeccaaget tctgatatat gacaacaaca aacggeccag tggagttect

gacagattca gtgggtctaa aagtggtaca agcgctagec tggccataag tggtctgeag

agtgaagatg aggcggacta ttattgcgga acctgggact ccagectgag cgetcectgg

gttttcggey gaggtactaa getgaccgtc ttgggaggag geggttcaga agtgcagetg

gtggaatccy gggggggect ggtgcagect ggggggagee tgagactgag ttgtgecgec

tctggggtga catttaacta ctatggcatg tcttggatce gecaggcace tggaaagggc

ctggagtggy tggccageat cactaggtcc ggegggcgaa tctactatce cgacagegtc

aagggcaggt tcacaatttc ccgcgagaac acacagaaaa ctctgtacct gcagatgaat

agcctgagag ccgaagatac agetgtgtac tattgcactc tggacggcag ggatgggtgg

gtcgectatt gggggtgtgy aaccctggtg acagtcaget ccggaggagg aggatctgge

ggaggaggca gtgggggagy cgggtcaaac tttatgctca ctcagecgtc ctctgtttet

ggcgtacctg gccaacgggt gaccattagc tgtacgggta ataccgggaa tatcgggtct

aactacgtga actggtatca gcagcttcca gggacatgtc ccaagttget gatctatcge
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gacgacaaaa gaccctcagg ggtccctgac

gcttecctgy cgataaccgy ctttcaggec

tattccagcg gettcatctt cggaggcgga

aaatcttctg acaaaactca cacatgccca

ccctcagtct tcctcttecc cccaaaaccc

gaggtcacat gcgtggtggt gtcagtgage

tacgtggacy gcgtggaggt geataatgec

agcacgtacc gggtggtcag cgtcctcace

gagtacaagt gcaaggtctc caacaaagcc

cgatttagtg gcagcaaaag

gaagatgagg cagactacta

actaagctga cagtgttggc

ccctgeccag cacctgaage

aaggacaccc tcatgatctc

cacgaagacc ctgaggtcaa

aagacaaagC cccgggagga

gtcctgeace aggactggcet

ctcccagece ccatcgagaa

aaagccaaag gccagecccg ggaaccacag gtgtacgtgt accccccatc

ctgaccaaga accaggtcag cctgacctgc ctggtcaaag gcttctatcc

gcegtggagt gggagagcaa tggecagece gagaacaact acaagaccac

ctggactccg acggctectt cgecctegtyg agcaagetca cegtggacaa

cagcagggca acgtcttctc atgctccgtg atgcatgagg ctctgcacaa

cagaagagcc tctccctgte tcccggcaag

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

<220>
<223>

<400>

154

2250

DNA
Artificial

Full-length nucleotide sequence of NYZ-0083-HC2

154

cggtacttcc

ttgccagtca

agccgagcecc

cgcaggggga

ccggacccct

gttcaactgg

gcagtacaac

gaatggcaag

aaccatctcc

Cccgggacgag

cagcgacatc

cecteecgty

gagcaggtgg

ccactacacc

atgaaacacc tgtggttctt cctcctgetg gtggecagetc ccagatgggt getgageggt
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gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtgc aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaagcggagg cggcggttce ggaggaggty gaagtggagg aggtggatct

caatccgttc tgactcagce accctccgee tctggcacce cgggecaacg ggtcacaata

tcatgttcty getcttcaag caacatcgga aactggtacg tgagctggta ccagcagetc

cceggeacgg cgeccaaget tctgatatat gacaacaaca aacggeccag tggagttect

gacagattca gtgggtctaa aagtggtaca agcgctagec tggccataag tggtctgeag

agtgaagatg aggcggacta ttattgcgga acctgggact ccagectgag cgetcectgg

gttttcggey gaggtactaa getgaccgtc ttgggaggag geggttcaga agtgcagetg

gtggaatccy gggggggect ggtgcagect ggggggagee tgagactgag ttgtgecgec

tctggggtga catttaacta ctatggcatg tcttggatce gecaggcace tggaaagtgt

ctggagtggg tggccageat cactaggtcc ggegggcgaa tctactatce cgacagegtc

aagggcaggt tcacaatttc ccgcgagaac acacagaaaa ctctgtacct gcagatgaat

agcctgagag ccgaagatac agetgtgtac tattgcactc tggacggcag ggatgggtgg

gtcgectatt gggggcaggy aaccctggtg acagtcaget ccggaggagg aggatctgge

ggaggaggca gtgggggagy cgggtcaaac tttatgctca ctcagecgtc ctctgtttet

ggcgtacctg gccaacgggt gaccattagc tgtacgggta ataccgggaa tatcgggtct
249/349
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aactacgtga actggtatca gcagcttcca gggacagetc ccaagttget gatctatcge

gacgacaaaa gaccctcagg ggtccctgac

gcttecctgy cgataaccgg ctttcaggec

tattccagcg gettcatctt cggatgtgga

aaatcttctg acaaaactca cacatgccca

ccctcagtct tcctcttecc cccaaaaccc

gaggtcacat gcgtggtggt gtcagtgage

tacgtggacg gcgtggaggt geataatgec

agcacgtacc gggtggtcag cgtcctcace

gagtacaagt gcaaggtctc caacaaagcc

cgatttagtg gcagcaaaag

gaagatgagg cagactacta

actaagctga cagtgttggc

ccctgeccag cacctgaage

aaggacaccc tcatgatctc

cacgaagacc ctgaggtcaa

aagacaaagC cccgggagga

gtcctgeace aggactggcet

ctcccagece ccatcgagaa

aaagccaaag gccagecccg ggaaccacag gtgtacgtgt accccccatc

ctgaccaaga accaggtcag cctgacctgc ctggtcaaag gcttctatcc

gcegtggagt gggagagcaa tggecagece gagaacaact acaagaccac

ctggactccg acggctectt cgecctegtyg agcaagetca cegtggacaa

cagcagggca acgtcttcte atgctccgtg atgcatgagg ctctgcacaa

cagaagagcc tctccctgte tcccggcaag

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

<220>
<223>

155
745
PRT
Artificial

Full-length amino acid sequence of NYZ-0038-HC2

250/349

cggtacttcc

ttgccagtca

agccgagcecc

cgcaggggga

ccggacccct

gttcaactgg

gcagtacaac

gaatggcaag

aaccatctcc

Cccgggacgag

cagcgacatc

cecteeegty

gagcaggtgg

ccactacacc

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2250



<400> 155

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr 1le Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

251/349



GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335
252/349



Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly Cys Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
405 410 415

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
420 425 430

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Cys
435 440 445

Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
450 455 460

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
465 470 475 480

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
485 490 495
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Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Ala
500 505 510

Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
515 520 525

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
530 535 540

Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
545 550 555 560

Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
565 570 575

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
580 585 590

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
595 600 605

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
610 615 620

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
625 630 635 640

Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu
645 650 655

Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
660 665 670
254/349



Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
675 680 685

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

Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
705 710 715 720

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
725 730 735

Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745

<210> 156
<211> 750
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYZ-0082-HC2

<400> 156
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45
255/349



Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
145 150 155 160

GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
165 170 175

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
180 185 190

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
195 200 205
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Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
210 215 220

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
225 230 235 240

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
245 250 255

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
260 265 270

Gly Gly Gly Ser Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
275 280 285

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
290 295 300

Phe Asn Tyr Tyr Gly Met Ser Trp Ile Arg GIn Ala Pro Gly Lys Gly
305 310 315 320

Leu Glu Trp Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr
325 330 335

Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
340 345 350

Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
355 360 365

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
370 375 380
2571349



Gly Cys Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro
405 410 415

Ser Ser Val Ser Gly Val Pro Gly GIn Arg Val Thr lle Ser Cys Thr
420 425 430

Gly Asn Thr Gly Asn Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn
435 440 445

Leu Pro Gly Thr Cys Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg
450 455 460

Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser
465 470 475 480

Ala Ser Leu Ala Ile Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr
485 490 495

Tyr Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Gly Gly Thr Lys
500 505 510

Leu Thr val Leu Ala Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr
515 520 525

Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe
530 535 540
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Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
545 550 555 560

Glu val Thr Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu Val
565 570 575

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
580 585 590

Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
595 600 605

Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
610 615 620

Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr lle Ser
625 630 635 640

Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro
645 650 655

Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val
660 665 670

Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly
675 680 685

GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
690 695 700

Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
705 710 715 720
259/349



GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
725 730 735

Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745 750

<210> 157
<211> 750
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYZ-0083-HC2

<400> 157
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95
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Asn Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
145 150 155 160

GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
165 170 175

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
180 185 190

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
210 215 220

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
225 230 235 240

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
245 250 255
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Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
260 265 270

Gly Gly Gly Ser Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
275 280 285

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
290 295 300

Phe Asn Tyr Tyr Gly Met Ser Trp Ile Arg GIn Ala Pro Gly Lys Cys
305 310 315 320

Leu Glu Trp Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr
325 330 335

Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
340 345 350

Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
355 360 365

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
370 375 380

Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly
385 390 395 400

Gly Gly Gly Ser Gly Gly Gly Gly Ser Asn Phe Met Leu Thr GIn Pro
405 410 415

Ser Ser Val Ser Gly Val Pro Gly GIn Arg Val Thr lle Ser Cys Thr
420 425 430
262/349



Gly Asn Thr Gly Asn Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn
435 440 445

Leu Pro Gly Thr Ala Pro Lys Leu Leu lle Tyr Arg Asp Asp Lys Arg
450 455 460

Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser
465 470 475 480

Ala Ser Leu Ala Ile Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr
485 490 495

Tyr Cys GIn Ser Tyr Ser Ser Gly Phe Ile Phe Gly Cys Gly Thr Lys
500 505 510

Leu Thr val Leu Ala Ala Glu Pro Lys Ser Ser Asp Lys Thr His Thr
515 520 525

Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe
530 535 540

Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
545 550 555 560

Glu val Thr Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu Val
565 570 575

Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
580 585 590

263/349



Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
595 600 605

Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
610 615 620

Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr lle Ser
625 630 635 640

Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro
645 650 655

Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val
660 665 670

Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly
675 680 685

GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
690 695 700

Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
705 710 715 720

GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
725 730 735

Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
740 745 750

<210> 158
<211> 2172
264/349



<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYZ-1010-HC2

<400> 158
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaagcggagg cggcggttce ggaggaggty gaagtggagg aggtggatct

caatccgttc tgactcagee accctccgee tctggcacce cgggecaacg ggtcacaata

tcatgttcty getcttcaag caacatcgga aactggtacg tgagctggta ccagcagetc

cceggeacgg cgeccaaget tctgatatat gacaacaaca aacggeccag tggagttect

gacagattca gtgggtctaa aagtggtaca agcgctagec tggccataag tggtctgeag

agtgaagatg aggcggacta ttattgcgga acctgggact ccagectgag cgetcectgg

gttttcggey gaggtactaa getgaccgtc ttgggaggag geggttcaga agtgcagetg

gtggaatccy gggggggect ggtgcagect ggggggagee tgagactgag ttgtgecgec

tctggggtga catttaacta ctatggcatg tcttggatce gecaggcace tggaaagggc

ctggagtggg tggccageat cactaggtcc ggegggcgaa tctactatce cgacagegtc

aagggcaggt tcacaatttc ccgcgagaac acacagaaaa ctctgtacct gcagatgaat
265/349
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agcctgagag

gtcgectatt

agcgtcttcc

tgcctggtca

accagcggceg

agcgtggtga

CacCaagccca

cacacatgcc

CCCCCaaaacC

gtgtcagtga

gtgcataatg

agcgtcctca

tccaacaaag

cgggaaccac

agcctgacct

aatggccage

ttcgecctceg

tcatgctccg

tcteccggea

<210> 159
<211> 699

ccgaagatac

ggggtcaggg

ccetggeace

aggactactt

tgcacacctt

ccgtgeecte

gCaacCacCcCaa

caccctgccc

ccaaggacac

gccacgaaga

CCaagacCaaa

ctgtcctgca

ccctcccagce

aggtgtacgt

gcctggtcaa

ccgagaacaa

tgagcaagct

agctgtgtac tattgcactc tggacggceag

aaccctggtg acagtcagct ccgectccac

ctcctccaag agcacctctg geggcacage

ccecgaacce gtgaccgtga getggaactc

cccegetgte ctgecagtect caggactcta

cagcagcttg ggcacccaga cctacatctg

ggtggacaag agagttgagc ccaagtcttg

agcacctgaa gccgcagggg gaccctcagt

cctcatgatc tcccggacce ctgaggtcac

ccctgaggte aagttcaact ggtacgtgga

gceeccgggag gagcagtaca acagcacgta

ccaggactgg ctgaatggca aggagtacaa

ccccatcgag aaaaccatct ccaaagccaa

gtacccccca tcccgggacg agetgaccaa

aggcttctat cccagcgaca tcgecgtgga

ctacaagacc acccctcceg tgctggactc

caccgtggac aagagcaggt ggcagcaggg

ggatgggtgg

caagggccca

cgeectggge

aggcgeectg

ctccctcagce

caacgtgaat

Cgacaaaact

cttcctcttc

atgcgtggtg

cggcgtggag

ccgggtggte

gtgcaaggtc

aggccagccc

gaaccaggtc

gtgggagagc

cgacggctce

caacgtcttc

tgatgcatga ggctctgcac aaccactaca cccagaagag cctctcectg

ag
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<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of C3E-7085-LC

<400> 159
atggtgctgc agacccaggt gttcatctcc ctgctgctgt ggatctcegg

aactttatgc tcactcagcc gtcctctgtt tctggegtac ctggecaacg
agctgtacgg gtaataccgg gaatatcggg tctaactacyg tgaactggta
ccagggacag ctcccaagtt gctgatctat cgcgacgaca aaagaccctc
gaccgattta gtggcagcaa aagcggtact tccgctteece tggcgataac
gccgaagatg aggcagacta ctattgccag tcatattcca geggcettcat
ggaactaagc tgacagtgct gggccagect aaggctgecc ctagegtgac
ccttccageg aggagettca agctaacaag gecaccetgg tgtgtcttat
taccctggeg ctgtgaccgt ggectggaag getgacaget cccctgtgaa
gagaccacca cacctagcaa gcagtctaac aacaagtacg ctgccagctc
cttacccctg agcagtggaa gtctcacaga agctactcct gtcaagtgac
agcaccgtgg agaagaccgt ggctcctacc gagtgttcc

<210> 160

<211> 724

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYZ-1010-HC2

<400> 160

267/349

cgegtacgge

ggtgaccatt

tcagcagett

aggggtccct

cggctttcag

cttcggagge

cctgttecct

ctctgacttc

ggccggagtg

ctacctgagc

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
145 150 155 160

GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
165 170 175
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Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
180 185 190

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
210 215 220

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
225 230 235 240

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
245 250 255

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
260 265 270

Gly Gly Gly Ser Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
275 280 285

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr
290 295 300

Phe Asn Tyr Tyr Gly Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly
305 310 315 320

Leu Glu Trp Val Ala Ser lle Thr Arg Ser Gly Gly Arg lle Tyr Tyr
325 330 335
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Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr Gin
340 345 350

Lys Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
355 360 365

Val Tyr Tyr Cys Thr Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp
370 375 380

Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro
385 390 395 400

Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr
405 410 415

Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr
420 425 430

Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro
435 440 445

Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr
450 455 460

Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn
465 470 475 480

His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser
485 490 495

Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala
500 505 510
270/349



Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
515 520 525

Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val Ser
530 535 540

His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu
545 550 555 560

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
565 570 575

Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn
580 585 590

Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro
595 600 605

Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn
610 615 620

Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val
625 630 635 640

Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Vval
645 650 655

Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro
660 665 670
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Pro Val Leu Asp Ser Asp Gly Ser Phe Ala Leu Val Ser Lys Leu Thr
675 680 685

Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val
690 695 700

Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
705 710 715 720

Ser Pro Gly Lys

<210> 161
<211> 233
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of C3E-7085-LC

<400> 161
Met Val Leu GIn Thr GIn Val Phe Ile Ser Leu Leu Leu Trp Ile Ser

1 5 10 15

Gly Ala Tyr Gly Asn Phe Met Leu Thr GIn Pro Ser Ser Val Ser Gly
20 25 30

Val Pro Gly GIn Arg Val Thr Ile Ser Cys Thr Gly Asn Thr Gly Asn
35 40 45

Ile Gly Ser Asn Tyr Val Asn Trp Tyr GIn GIn Leu Pro Gly Thr Ala
50 55 60
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Pro Lys Leu Leu Ile Tyr Arg Asp Asp Lys Arg Pro Ser Gly Val Pro
65 70 75 80

Asp Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle
85 90 95

Thr Gly Phe GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr
100 105 110

Ser Ser Gly Phe lle Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
115 120 125

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

Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe
145 150 155 160

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val
165 170 175

Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn Ser Asn Asn Lys
180 185 190

Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser
195 200 205

His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu
210 215 220

Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230
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<210> 162

<211> 5

<212> PRT

<213> Artificial

<220>
<223> Peptide linker

<400> 162
Gly Gly Gly Gly Ser

1 5

<210> 163
<211> 891
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYA-3061

<400> 163
atgaaacacc tgtggttctt cctcctgetg gtggcagetce ccagatgggt getgageggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtgc aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaagcggagg cggcggttce ggaggaggty gaagtggagg aggtggatct

caatccgttc tgactcagec accctccgee tctggcacce cgggecaacg ggtcacaata
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tcatgttcty getcttcaag caacatcgga aactggtacg tgagctggta ccagcagetc 600

cceggeacgg cgeccaaget tctgatatat gacaacaaca aacggeccag tggagttect 660
gacagattca gtgggtctaa aagtggtaca agcgctagec tggccataag tggtctgeag 720
agtgaagatg aggcggacta ttattgcgga acctgggact ccagectgag cgetcectgg 780
gttttcggey gaggtactaa getgaccgtc ttgggegegg ccgcaggtge aggtggtgat 840
tacaaagatg atgacgataa aggtgcagcg gcgcatcacc atcatcacca ¢ 891
<210> 164
<211> 297
<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYA-3061

<400> 164
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80
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Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
145 150 155 160

GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
165 170 175

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
180 185 190

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
210 215 220

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
225 230 235 240
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Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
245 250 255

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
260 265 270

Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly
275 280 285

Ala Ala Ala His His His His His His
290 295

<210> 165
<211> 903
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0005

<400> 165
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

agctgtgtgg ccageggett caccttcgac gactacgeca tgtactgggt ccgacaggtg

ccaggcaagg acctggaaty ggtgtccctg atttctggeg acggegacat cacctactac

gtggactctg tgaagggcag attcaccgtg tccagagaca acaacaagaa cagcctgtac

ctgcagatga agtccctgey cgtggaagat acagecctgt actactgege caaggacatg

atctactacg cctcttggag cggctacgge agcagcgatt actactacta tgtgatggac

gtgtggggcc agggcaccac cgttacagtt tctagcggag geggaggaag tggeggegga

ggatctggeg gtggtggttc tgatatccag atgacacaga gecccageag cctgtctgec
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tctgtgggag acagagtgac catcacctgt agagccagec agagcatcag cagctacctg
aactggtatc agcagaagcc cggcaaggcc cctaaactge tgatctatge cgcctccagt
ctgcagagcg gagtgcctag cagattttct ggcagegget ccggeaccga tttcaccety
accatatcta gcctgcagee tgaggacttc gecacctact attgccagca gagctacage
acccctecta tcacctttgg ccagggaacc agactggaaa tcaaaggege tgctgcagge
gctggeggeyg actacaaaga cgatgatgat aagggegetg ccgctcacca ccaccatcac
cat

<210> 166

<211> 301

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0005

<400> 166

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met Tyr Trp Val Arg GIn Val Pro Gly Lys Asp
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Asp lle Thr Tyr Tyr
65 70 75 80

Val Asp Ser Val Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Asn Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met lle Tyr Tyr Ala Ser Trp Ser Gly
115 120 125

Tyr Gly Ser Ser Asp Tyr Tyr Tyr Tyr Val Met Asp Val Trp Gly GIn
130 135 140

Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Gly Gly Gly Gly Ser Asp Ile GIn Met Thr GIn Ser Pro Ser
165 170 175

Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala
180 185 190

Ser GIn Ser Ile Ser Ser Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly
195 200 205

Lys Ala Pro Lys Leu Leu lle Tyr Ala Ala Ser Ser Leu GIn Ser Gly
210 215 220

Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu
225 230 235 240
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Thr 1le Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn
245 250 255

GIn Ser Tyr Ser Thr Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu
260 265 270

Glu Ile Lys Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp
275 280 285

Asp Asp Lys Gly Ala Ala Ala His His His His His His
290 295 300

<210> 167
<211> 903
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0006

<400> 167
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcage tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

tcttgtgeey ccageggett caccttcgac gactacgeca tgtactgggt ccgacaggec

cctggcaaag gecttgaaty ggtgtccctg atcageggag atggeggeag catgtactac

gcegatageg tgaagggeag attcaccatc agccgggaca acagcaagaa cagectgtac

ctgcagatga actccctgeg gaccgaggac acagecctgt actactgege caaggatatg

atcttctacyg ccttttggag cggctacgge agcagcgatt actactacta cgtgatggac

gtgtggggcc agggcaccac agtgacagtt tattctggeg geggaggatc tggcggaggt
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ggaagcggag geggtggate tgatatccag atgacacaga gecccageag cctgtctgec
tctgtgggag acagagtgac catcacctgt cgggccagec agagaatcag cacctacctg
aactggtatc agcagaagcc cggcaaggee cctaagctge tgatctatge tgcctccagt
ctgcagageg gegtgecaag cagattttct ggcagegget ctggcaccga cttcaccctg
accatatcta gcctgcagee tgaggacttc gecacctact actgccagca gagctacage
acccctecta tcacctttgg ccagggaacc agactggaaa tcaaaggege tgctgcagge
gcaggcggeyg actacaaaga cgatgatgat aagggegetg ccgctcacca ccaccatcac
cat

<210> 168

<211> 301

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0006

<400> 168
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met Tyr Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Gly Ser Met Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met lle Phe Tyr Ala Phe Trp Ser Gly
115 120 125

Tyr Gly Ser Ser Asp Tyr Tyr Tyr Tyr Val Met Asp Val Trp Gly GIn
130 135 140

Gly Thr Thr Val Thr Val Tyr Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Gly Gly Gly Gly Ser Asp Ile GIn Met Thr GIn Ser Pro Ser
165 170 175

Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala
180 185 190

Ser GIn Arg Ile Ser Thr Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly
195 200 205

Lys Ala Pro Lys Leu Leu lle Tyr Ala Ala Ser Ser Leu GIn Ser Gly
210 215 220
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Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu
225 230 235 240

Thr 1le Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn
245 250 255

GIn Ser Tyr Ser Thr Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu
260 265 270

Glu Ile Lys Gly Ala Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp
275 280 285

Asp Asp Lys Gly Ala Ala Ala His His His His His His
290 295 300

<210> 169
<211> 888
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0007

<400> 169
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

tcttgtgeey ccageggett caccttcgac gattatgeca tgcactgggt ccgacaggec

cctggcaaag gacttgaaty ggtgtccctg atcagcggeg acggegacaa tacctactac

gcegatageg tgaagggeag attcaccatc agccgggaca acaacaagaa cagectgtac

ctgcagatga actccctgeg gaccgaggac accgecttct actactgtge caaagagetg

atcttcggea aggtgctgea cgacttttac tactacgtga tggacgtgtg gggccaggge
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accacagtga cagtttctag cggaggcgga ggaagtggcg geggaggatc tggeggtggt
ggttctgata tccagatgac acagagccce agcagectgt ctgectctgt gggagacaga
gtgaccatca cctgtagagc cagccagage atcagcagct acctgaactg gtatcagcag
aagcccggea aggeccctaa actgetgate tatgecgect ccagtctgea gageggagtg
cctagcagat tttctggcag cggctecgge accgatttca cectgaccat atctagectg
cagcctgagg acttcgecac ctactactge cagcagagct acagcaccec tcctatcace
tttggccagg gaaccagact ggaaatcaaa ggcgctgetg caggegeagg cggegactac
aaagacgatg atgataaggg cgctgccget caccaccacc atcaccat

<210> 170

<211> 296

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0007

<400> 170
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser
65 70

Ala Asp Ser Val Lys Gly Arg Phe
85

Asn Ser Leu Tyr Leu GIn Met Asn
100

Phe Tyr Tyr Cys Ala Lys Glu Leu
115 120

Phe Tyr Tyr Tyr Val Met Asp Val
130 135

Val Ser Ser Gly Gly Gly Gly Ser
145 150

Gly Ser Asp lle GIn Met Thr GIn
165

Val Gly Asp Arg Val Thr lIle Thr
180

Ser Tyr Leu Asn Trp Tyr GIn GIn
195 200

Leu Ile Tyr Ala Ala Ser Ser Leu
210 215

Gly Asp Gly Asp Asn Thr Tyr Tyr
75 80

Thr Ile Ser Arg Asp Asn Asn Lys
90 95

Ser Leu Arg Thr Glu Asp Thr Ala
105 110

Ile Phe Gly Lys Val Leu His Asp
125

Trp Gly GIn Gly Thr Thr Val Thr
140

Gly Gly Gly Gly Ser Gly Gly Gly
155 160

Ser Pro Ser Ser Leu Ser Ala Ser
170 175

Cys Arg Ala Ser GIn Ser lle Ser
185 190

Lys Pro Gly Lys Ala Pro Lys Leu
205

GIn Ser Gly val Pro Ser Arg Phe
220
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Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
225 230 235 240

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Thr
245 250 255

Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu Ile Lys Gly Ala
260 265 270

Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala
275 280 285

Ala Ala His His His His His His
290 295

<210> 171
<211> 888
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0008

<400> 171
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggcte tctgagactg
agctgtgaag cctceggett catcttcgac gactacgeca tgcactgggt ccgacaggca
cctggcaaag gecttgaaty ggtgtecctg atctctggeg acggegacat catctactac
gccgactctyg tgaagggcag attcaccatc agccgggaca acagcaagaa cagectgtac
ctgcagatga actccctgat catcgaggac acagccctgt actactgcgce caaggattgg

gtgttcggey tcgtgatgac ccactactgg tacttcggec tggatgtgtg gggecaggga
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accacagtga cagtttctag cggaggcgga ggaagtggcg geggaggatc tggeggtggt
ggttctgata tccagatgac acagagcccc agcagectgt ctgectctga aggcgacaga
gtgaccatca cctgtagagc cagccagage atcagcacct acctgaactg gtatcagcag
aagcceggea aggeecctaa getgetgate tatggtgect ccagtctgea gageggegty
ccaagcagat tttctggcag cggctctgge accgacttca ccctgaccat atctagectg
cagcctgagg acttcgecac ctactactge cagcagtcct acagcaccec tcctatcaca
tttggccagg gcaccaaggt ggaaatcaaa ggcgetgetg caggegetgg cggegactac
aaagacgatg atgataaggg cgctgccget caccaccacc atcaccat

<210> 172

<211> 296

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0008

<400> 172
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Ile
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Asp lle lle Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

Asn Ser Leu Tyr Leu GIn Met Asn Ser Leu lle Ile Glu Asp Thr Ala
100 105 110

Leu Tyr Tyr Cys Ala Lys Asp Trp Val Phe Gly Val Val Met Thr His
115 120 125

Tyr Trp Tyr Phe Gly Leu Asp Val Trp Gly GIn Gly Thr Thr Val Thr
130 135 140

Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser
165 170 175

Glu Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Ser lle Ser
180 185 190

Thr Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu
195 200 205

Leu Ile Tyr Gly Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe
210 215 220
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Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
225 230 235 240

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Thr
245 250 255

Pro Pro lle Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Gly Ala
260 265 270

Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala
275 280 285

Ala Ala His His His His His His
290 295

<210> 173
<211> 885
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0009

<400> 173
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggcte tctgagactg
tcttgtgecg ccageggett caccttegac gattatgeca tgcactgggt ccgacaggec
cctggcaaag gacttgaatg ggtgtccctg atctctggeg gaggeggegg aacctactac
agcgattctg tgaagggcag attcaccatc agccgggaca ccagcaagga cagectgtac
ctgcagatga acagcctgcg gaccgaggac acagecctgt actactgegce caaggacatg

gtgttcggey tggtcaccee ttactactac ttcgecctgg atgtgtgggg ccagggcaca
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acagtgacag tctcttctgg cggcggagga ageggaggcy gaggatcegg tggtggtgga
tctgacatce agatgacaca gagccccage agectgtctg cctetgtggg agacagagtg
accatcacct gtagagccag ccagagcatc aacagctacc tgaactggta tcagcagaag
cccggeaagg ccectaaget getgatctat getgectcea gtctgcagag cggegtgeca
agcagatttt ctggcagcgg ctctggecace gacttcacce tgaccatatc tagectgeag
cctgaggact tcgccaccta ctactgccag cagagctaca gegeccctee tatcacattt
ggccagggaa ccagactgga aatcaaaggc getgetgecag gegeaggegg cgactacaaa
gacgatgatg ataagggcgc tgccgctcac caccatcacc atcat

<210> 174

<211> 295

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0009

<400> 174
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser Gly Gly Gly Gly Gly Thr Tyr Tyr
65 70 75 80

Ser Asp Ser Val Lys Gly Arg Phe Thr lIle Ser Arg Asp Thr Ser Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met Val Phe Gly Val Val Thr Pro Tyr
115 120 125

Tyr Tyr Phe Ala Leu Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val
130 135 140

Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
145 150 155 160

Ser Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val
165 170 175

Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Ser Ile Asn Ser
180 185 190

Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe Ser
210 215 220
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Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn
225 230 235 240

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Ala Pro
245 250 255

Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Gly Ala Ala
260 265 270

Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala Ala
275 280 285

Ala His His His His His His
290 295

<210> 175
<211> 888
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0010

<400> 175
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt gttgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

agctgtgety tgtceggett caccttcgac gactacgeca tgcactgggt ccgacaggca

cctggcaaag gecttgaatg ggtgtcectg atcageggag atggeggeag cacacactac

gcegattctg tgaagggeag attcaccatc agccgggaca acagcaagaa cagectgtac

ctgcagatga actccctgeg gacaggcgac acagecctgt actactgege caaggacatg

atcttcgecy tggtcatcac cgactaccac tactacggca tggacgtgtg gggccaggga
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accacagtga cagtttctag cggaggcgga ggaagtggcg geggaggatc tggeggtggt
ggttctgata tccagatgac acagagccce agcagectgt ctgectctgt gggagacaga
gtgaccatca cctgtagagc cagccagage atcagcagct acctgaactg gtatcagcag
aagcccggea aggeccctaa actgetgate tatgecgect ccagtctgea gageggagtg
cctagcagat tttctggcag cggctecgge accgatttca cectgaccat atctagectg
cagcctgagg acttcgecac ctactactge cagcagagct acagcaccec tcctatcace
tttggccagg gcaccagact ggaaatcaaa ggcgetgetg caggegetgg cggegactac
aaagacgatg atgataaggg cgctgccget caccaccacc atcaccat

<210> 176

<211> 296

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0010

<400> 176
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ser Leu lle Ser
65 70

Ala Asp Ser Val Lys Gly Arg Phe
85

Asn Ser Leu Tyr Leu GIn Met Asn
100

Leu Tyr Tyr Cys Ala Lys Asp Met
115 120

Tyr His Tyr Tyr Gly Met Asp Val
130 135

Val Ser Ser Gly Gly Gly Gly Ser
145 150

Gly Ser Asp lle GIn Met Thr GIn
165

Val Gly Asp Arg Val Thr lIle Thr
180

Ser Tyr Leu Asn Trp Tyr GIn GIn
195 200

Leu Ile Tyr Ala Ala Ser Ser Leu
210 215

Gly Asp Gly Gly Ser Thr His Tyr
75 80

Thr 1le Ser Arg Asp Asn Ser Lys
90 95

Ser Leu Arg Thr Gly Asp Thr Ala
105 110

Ile Phe Ala Val Val lle Thr Asp
125

Trp Gly GIn Gly Thr Thr Val Thr
140

Gly Gly Gly Gly Ser Gly Gly Gly
155 160

Ser Pro Ser Ser Leu Ser Ala Ser
170 175

Cys Arg Ala Ser GIn Ser lle Ser
185 190

Lys Pro Gly Lys Ala Pro Lys Leu
205

GIn Ser Gly val Pro Ser Arg Phe
220

294/349



Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
225 230 235 240

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Thr
245 250 255

Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu Ile Lys Gly Ala
260 265 270

Ala Ala Gly Ala Gly Gly Asp Tyr Lys Asp Asp Asp Asp Lys Gly Ala
275 280 285

Ala Ala His His His His His His
290 295

<210> 177
<211> 738
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of HC-h

<400> 177
atgaaacacc tgtggttctt cctcctgetg gtggcagetc ccagatgggt getgagegac

aaaactcaca catgcccacc ctgceccagea cctgaagecg ccggeggace ctcagtctte

ctcttcccece caaaacccaa ggacaccctc atgatctcce ggaccectga ggtcacatge

gtgotggtgy acgtgageca cgaagaccct gaggtcaagt tcaactggta cgtggacgge

gtggaggtge ataatgccaa gaccaagcect agagaggaac agtacaacag cacctaccgg

gtggtgtccy tgctgacagt getgeaccag gactggctga acggcaaaga gtacaagtge

aaggtgtcca acaaggccct gectgeccee atcgagaaaa ccatcagcaa ggccaaggge
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cagccccgeg aacctcaagt gtgcaccctg ccacceteec gggatgaget gaccaagaac
caggtgtccce tgagctgtge cgtgaaggge ttctaccect ccgatatcge cgtggaatgg
gagagcaacg gccagcccga gaacaactac aagaccaccc cccctgtget ggacagegac
ggctcattct tcctggtgte caagctgace gtggacaagt ccagatggea gcagggcaac
gtcttctcat getcegtgat geatgagget ctgcacaacc actacaccca gaagagectc
tccctgtete ccggcaaa

<210> 178

<211> 246

<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of HC-h

<400> 178

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

Val Leu Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu
20 25 30

Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
35 40 45

Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
50 55 60

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly
65 70 75 80
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Val Glu Val His Asn
85

Ser Thr Tyr Arg Val
100

Leu Asn Gly Lys Glu
115

Ala Pro Ile Glu Lys
130

Pro GIn Val Cys Thr
145

GIn Val Ser Leu Ser
165

Ala Vval Glu Trp Glu
180

Thr Pro Pro Val Leu
195

Leu Thr Val Asp Lys
210

Ser Val Met His Glu
225

Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn
90 95

Val Ser Val Leu Thr Val Leu His GIn Asp Trp
105 110

Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
120 125

Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu
135 140

Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
150 155 160

Cys Ala Val Lys Gly Phe Tyr Pro Ser Asp lle
170 175

Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
185 190

Asp Ser Asp Gly Ser Phe Phe Leu Val Ser Lys
200 205

Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys
215 220

Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
230 235 240
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Ser Leu Ser Pro Gly Lys
245

<210> 179
<211> 1500
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYD-2047-HC-k

<400> 179
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctggt

caagtacagc tggtggaatc cggtggagge gtggtccage cgggacgeag cttgagactg

tcetgegety catctggett ttccatacga tectacgata tgcactgggt tcgccaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattac

gcggattcag tgaaggggey gttcacaatt tcacgggaca attcaaagaa taccttgtat

ctccagatgt cttcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgtgagtge agegectgga cagaaggtca caatatcatg ttctggcetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggaa tccctgacag attcagtggg

tctaaaagty gtacaagegc taccctgggt atcaccggat tgcagaccgg agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaaggtta ccgtcttggg cggagaaccc aagagcgcag acaagaccca cacctgtcct

ccatgtccty ctccagaage tgcaggegge ccttcegtgt ttetgttceee tccaaagect
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aaggacaccc tgatgatcag ccggacacct gaagtgacct gegtggtggt ggatgtgtcc

cacgaggatc ccgaagtgaa gttcaattgg tacgtggacg gcgtggaagt gcacaacgcc

aagaccaagc ctagagagga acagtacaac agcacctaca gagtggtgtc tgtgctgaca

gtgctgcace aggactgget gaacggcaaa gagtacaagt gcaaggtgtc caacaaggcc

ctgcctgcte ctatcgagaa aaccatcagc aaggccaagg gecagectag ggaaccccag

gtttacaccc tgcctccaty cagggatgag ctgaccaaga accaggtgtc cctgtggtge

ctggttaagyg gettctacce ctccgatatc gecgtggaat gggagagcaa tggccageca

gagaacaact acaagacaac ccctcctgtg ctggactceg acggetcatt cttectgtac

agcaagctga ccgtggacaa gagcagatgg cagcagggca acgtgttcag ctgcagegtg

atgcacgagg ccctgcacaa ccactacaca cagaagtcce tgtctctgag ccccggcaaa

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

<220>
<223>

<400>

180
500
PRT
Artificial

Full-length amino acid sequence of NYD-2047-HC-k

180

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1

5 10 15

Val Leu Ser Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val

20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser

35 40 45
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Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205
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Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala
275 280 285

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
290 295 300

Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser
305 310 315 320

His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu
325 330 335

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
340 345 350

Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn
355 360 365

Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro
370 375 380
301/349



Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn
385 390 395 400

Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr Lys Asn GIn Val
405 410 415

Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val
420 425 430

Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro
435 440 445

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

Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val
465 470 475 480

Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
485 490 495

Ser Pro Gly Lys
500

<210> 181
<211> 1500
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYD-2061-HC-k
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<400> 181
atgaagcacc tgtggttctt tctgctgctg gtggecgete ctagatgggt getgtctggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggetc cctgegactc

tcttgegeey catctggett ttccatacga tectacgata ttcattgggt ccgacaagec

cctggcaaag gtcttgaaty ggttgecact atctcctacy acgggtctca gaaatattat

gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc

tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaageggagy cggcggttce ggaggaggty gaagtcaatc cgttctgact

cagccaccct ccgectctgg cacceceggge caacgggtca caatatcatg ttctggetct

tcaagcaaca tcggaaactg gtacgtgagc tggtaccagc agctccccgg cacggegece

aagcttctga tatatgacaa caacaaacgg cccagtggag ttcctgacag attcagtggg

tctaaaagty gtacaagege tagectggec ataagtggtc tgcagagtga agatgaggceg

gactattatt gcggaaccty ggactccage ctgagegetc cctgggtttt cggcggaggt

actaagctga ccgtcttggg cggagaacce aagagcgcag acaagaccca cacctgtcct

ccatgtccty ctccagaage tgcaggegge ccttcegtgt ttetgttceee tccaaagect

aaggacaccc tgatgatcag ccggacacct gaagtgacct gegtggtggt ggatgtgtcc

cacgaggatc ccgaagtgaa gttcaattgg tacgtggacg gcgtggaagt gcacaacgcc

aagaccaagc ctagagagga acagtacaac agcacctaca gagtggtgtc tgtgctgaca

gtgctgcace aggactgget gaacggcaaa gagtacaagt gcaaggtgtc caacaaggcc

ctgcctgcte ctatcgagaa aaccatcagc aaggccaagg gecagectag ggaaccccag

gtttacaccc tgcctccaty cagggatgag ctgaccaaga accaggtgtc cctgtggtge
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ctggttaagyg gcttctacce ctccgatatc gecgtggaat gggagagcaa tggccageca
gagaacaact acaagacaac ccctcctgtg ctggactceg acggetcatt cttectgtac
agcaagctga ccgtggacaa gagcagatgg cagcagggca acgtgttcag ctgcagegtg
atgcacgagg ccctgcacaa ccactacaca cagaagtcce tgtctctgag ccccggcaaa
<210> 182
<211> 500
<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYD-2061-HC-k

<400> 182
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95
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Asn Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
100 105 110

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr lIle Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255
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Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Gly Glu Pro Lys Ser
260 265 270

Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala
275 280 285

Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
290 295 300

Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser
305 310 315 320

His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu
325 330 335

Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
340 345 350

Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn
355 360 365

Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro
370 375 380

lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn
385 390 395 400

Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr Lys Asn GIn Val
405 410 415

Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Vval
420 425 430
306/349



Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro
435 440 445

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

Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val
465 470 475 480

Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
485 490 495

Ser Pro Gly Lys
500

<210> 183
<211> 1515
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYD-3061-HC-k

<400> 183
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctggt

gaggtacagc tggtggaatc cggtggagge cttgtgcaac cgggaggctce cctgegactc
tcttgegeeg catctggett ttccatacga tectacgata ttcattgggt ccgacaagec
cctggcaaag gtcttgaatg ggttgecact atctcctacg acgggtctca gaaatattat
gcggattcag tgaaggggeg gttcacaatt tcacgagacg agtcaaagaa tacactgtac

ctccaaatga attcactgag agccgaggat actgcagtct atcattgtge aagagggtcc
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tcaggcecact acgaggectt tgatatatgg ggccaaggca ccttggtaac cgttagtage

ggaggtggag gaagcggagg cggcggttce ggaggaggtyg gaagtggagg aggtggatct

caatccgttc tgactcagce accctccgee tctggcacce cgggecaacg ggtcacaata

tcatgttcty getcttcaag caacatcgga aactggtacg tgagctggta ccagcagetc

cceggeacgg cgeccaaget tctgatatat gacaacaaca aacggeccag tggagttcct

gacagattca gtgggtctaa aagtggtaca agcgctagec tggccataag tggtctgeag

agtgaagatg aggcggacta ttattgcgga acctgggact ccagectgag cgetcectgg

gttttcggey gaggtactaa getgaccgtc ttgggcggag aacccaagag cgcagacaag

acccacacct gtcctccatg tcctgcteca gaagetgeag geggecctte cgtgtttctg

ttcectecaa agectaagga caccctgatg atcagecgga cacctgaagt gacctgegtg

gtggtggaty tgtcccacga ggatcccgaa gtgaagttca attggtacgt ggacggegtg

gaagtgcaca acgccaagac caagcctaga gaggaacagt acaacagcac ctacagagtg

gtgtctgtge tgacagtgct gecaccaggac tggctgaacy gcaaagagta caagtgcaag

gtgtccaaca aggcecctgee tgctcctatc gagaaaacca tcagcaaggc caagggecag

cctagggaac cccaggttta caccctgect ccatgcaggg atgagctgac caagaaccag

gtgtccctgt ggtgectggt taagggettc tacccctceg atatcgecgt ggaatgggag

agcaatggcc agccagagaa caactacaag acaacccctc ctgtgctgga ctccgacgge

tcattcttce tgtacagcaa gctgaccgty gacaagagca gatggcagca gggcaacgtg

ttcagctgea gegtgatgea cgaggeccty cacaaccact acacacagaa gtccctgtct

ctgagceecyg gcaaa
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<210> 184
<211> 505
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYD-3061-HC-k

<400> 184

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125
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Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
145 150 155 160

GIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
165 170 175

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp
180 185 190

Tyr Val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
210 215 220

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu GIn
225 230 235 240

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
245 250 255

Ser Ala Pro Trp Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly
260 265 270

Gly Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro
275 280 285

Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
290 295 300
310/349



Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val
305 310 315 320

Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr
325 330 335

Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
340 345 350

GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His
355 360 365

GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys
370 375 380

Ala Leu Pro Ala Pro lle Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
385 390 395 400

Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu
405 410 415

Thr Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro
420 425 430

Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
435 440 445

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu
450 455 460
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Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val
465 470 475 480

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn
485 490 495

Lys Ser Leu Ser Leu Ser Pro Gly Lys
500 505

<210> 185
<211> 1527
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0011-HC-k

<400> 185
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

agctgtgtgg ccageggett caccttcgac gactacgeca tgtactgggt ccgacaggtg

ccaggcaagg acctggaaty ggtgtccctg atttctggeg acggegacat cacctactac

gtggactcty tgaagggcag attcaccgtg tccagagaca acaacaagaa cagcectgtac

ctgcagatga agtccctgey cgtggaagat acagecctgt actactgege caaggacatg

atctactacg cctcttggag cggctacgge agcagcgatt actactacta tgtgatggac

gtgtggggcc agggcaccac cgttacagtt tctagcggag geggaggaag tggcggegga

ggatctggeyg gtggtggttc tgatatccag atgacacaga gecccageag cctgtctgec

tctgtgggag acagagtgac catcacctgt agagccagec agagcatcag cagctacctg

aactggtatc agcagaagcc cggcaaggec cctaaactge tgatctatge cgectccagt
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ctgcagagcg gagtgectag

accatatcta gcctgcagec

acccctecta tcacctttgg

agcgcagaca agacccacac

tcegtgttte tgttcectee

gtgacctgeg tggtggtgga

gtggacggcg tggaagtgca

acctacagag tggtgtctgt

tacaagtgca aggtgtccaa

gccaagggee agectaggga

accaagaacc aggtgtccct

gtggaatggg agagcaatgg

gactccgacy getcattctt

cagggcaacg tgttcagctg

aagtccctgt ctctgagece

<210> 186

<211> 509

<212> PRT

<213> Artificial

<220>

cagattttct ggcagcggct ccggcaccga tttcacccetg

tgaggacttc gccacctact attgccagca gagctacage

ccagggaacc agactggaaa tcaaaggcgg agaacccaag

ctgtccteca tgtectgete cagaagetge aggeggecct

aaagcctaag gacaccctga tgatcagccg gacacctgaa

tgtgtcccac gaggatccey aagtgaagtt caattggtac

caacgccaag accaagccta gagaggaaca gtacaacagc

gctgacagtg ctgcaccagg actggctgaa cggcaaagag

caaggccctg cctgetecta tcgagaaaac catcagcaag

accccaggtt tacaccctgce ctccatgcag ggatgagctg

gtggtgecty gttaaggget tctaccccte cgatatcgec

ccagccagag aacaactaca agacaacccc tcctgtgctg

cctgtacagc aagctgaccg tggacaagag cagatggcag

cagcgtgatg cacgaggecc tgcacaacca ctacacacag

cggcaaa

<223> Full-length amino acid sequence of NYC-0011-HC-k

<400> 186
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Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met Tyr Trp Val Arg GIn Val Pro Gly Lys Asp
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Asp lle Thr Tyr Tyr
65 70 75 80

Val Asp Ser Val Lys Gly Arg Phe Thr Val Ser Arg Asp Asn Asn Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met lle Tyr Tyr Ala Ser Trp Ser Gly
115 120 125

Tyr Gly Ser Ser Asp Tyr Tyr Tyr Tyr Val Met Asp Val Trp Gly GIn
130 135 140

Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Gly Gly Gly Gly Ser Asp Ile GIn Met Thr GIn Ser Pro Ser
165 170 175
314/349



Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala
180 185 190

Ser GIn Ser Ile Ser Ser Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly
195 200 205

Lys Ala Pro Lys Leu Leu lle Tyr Ala Ala Ser Ser Leu GIn Ser Gly
210 215 220

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

Thr 1le Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn
245 250 255

GIn Ser Tyr Ser Thr Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu
260 265 270

Glu Ile Lys Gly Gly Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys
275 280 285

Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu
290 295 300

Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
305 310 315 320

Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys
325 330 335

315/349



Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys
340 345 350

Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu
355 360 365

Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
370 375 380

Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr lle Ser Lys
385 390 395 400

Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys
405 410 415

Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys
420 425 430

Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn
435 440 445

Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
450 455 460

Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn
465 470 475 480

GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
485 490 495

His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
500 505
316/349



<210> 187
<211> 1527
<212> DNA
<213> Artificial

<220>
<223>

<400> 187
atgaagcacc tgtggttctt tctgctgetg

gaagtgcagc tggtggaatc tggtggcgga

tcttgtgeey ccageggett caccttcgac

cctggcaaag gecttgaaty ggtgtecctg

gcegatageg tgaagggeag attcaccatc

ctgcagatga actccctgeg gaccgaggac

atcttctacg ccttttggag cggctacgge

gtgtggggcc agggcaccac agtgacagtt

ggaagcggag geggtggate tgatatccag

tctgtgggag acagagtgac catcacctgt

aactggtatc agcagaagcc cggcaaggcc

ctgcagagcg gegtgecaag cagattttct

accatatcta gcctgcagcc tgaggacttc

acccctecta tcacctttgg ccagggaacc

agcgcagaca agacccacac ctgtcctcca

tccgtgttte tgttecctee aaagectaag

Full-length nucleotide sequence of NYC-0012-HC-k

gtggecgete ctagatgggt getgtctgge

gttgttcage ctggeggete tctgagactg

gactacgcca tgtactgggt ccgacaggcec

atcagcggag atggeggcag catgtactac

agccgggaca acagcaagaa cagcctgtac

acagccctgt actactgege caaggatatg

agcagcgatt actactacta cgtgatggac

tattctggcyg geggaggate tggeggaggt

atgacacaga gccccageag cctgtctgec

cgggccagee agagaatcag cacctacctg

cctaagctgc tgatctatgc tgcctccagt

ggcagegget ctggcaccga cttcaccctg

gccacctact actgccagca gagctacage

agactggaaa tcaaaggcgg agaacccaag

tgtcctgete cagaagetge aggeggecct

gacaccctga tgatcagccg gacacctgaa
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gtgacctgcg tggtggtgga tgtgtcccac gaggatcceg aagtgaagtt caattggtac

gtggacggeg tggaagtgca caacgccaag accaagecta gagaggaaca gtacaacagc

acctacagag tggtgtctgt gctgacagtg ctgcaccagg actggctgaa cggcaaagag

tacaagtgca aggtgtccaa caaggccctg cctgctecta tcgagaaaac catcagcaag

gccaagggee agectaggga accccaggtt tacaccctge ctccatgecag ggatgagetg

accaagaacc aggtgtccct gtggtgectg gttaaggget tctacccctc cgatatcgec

gtggaatggg agagcaatgg ccagccagag aacaactaca agacaacccce tectgtgetg

gactccgacg getcattctt cctgtacage aagctgaccg tggacaagag cagatggcag

cagggcaacg tgttcagctg cagcgtgatg cacgaggecc tgcacaacca ctacacacag

aagtccctgt ctctgagece cggcaaa

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

<220>
<223>

<400>

188
509
PRT
Artificial

Full-length amino acid sequence of NYC-0012-HC-k

188

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1

5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val

20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr

35 40 45
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Phe Asp Asp Tyr Ala Met Tyr Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Gly Ser Met Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met lle Phe Tyr Ala Phe Trp Ser Gly
115 120 125

Tyr Gly Ser Ser Asp Tyr Tyr Tyr Tyr Val Met Asp Val Trp Gly GIn
130 135 140

Gly Thr Thr Val Thr Val Tyr Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Gly Gly Gly Gly Ser Asp Ile GIn Met Thr GIn Ser Pro Ser
165 170 175

Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala
180 185 190

Ser GIn Arg Ile Ser Thr Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly
195 200 205
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Lys Ala Pro Lys Leu Leu lle Tyr Ala Ala Ser Ser Leu GIn Ser Gly
210 215 220

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

Thr 1le Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn
245 250 255

GIn Ser Tyr Ser Thr Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu
260 265 270

Glu Ile Lys Gly Gly Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys
275 280 285

Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu
290 295 300

Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
305 310 315 320

Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys
325 330 335

Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys
340 345 350

Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu
355 360 365

Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
370 375 380
320/349



Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr lle Ser Lys
385 390 395 400

Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys
405 410 415

Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys
420 425 430

Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn
435 440 445

Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
450 455 460

Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn
465 470 475 480

GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
485 490 495

His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
500 505

<210> 189
<211> 1512
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0013-HC-k

321/349



<400> 189
atgaagcacc tgtggttctt tctgetgetg

gaagtgcagc tggtggaatc tggtggcgga

tcttgtgeey ccageggett caccttcgac

cctggcaaag gacttgaatg ggtgtccctg

gcegatageg tgaagggeag attcaccatc

ctgcagatga actccctgeg gaccgaggac

atcttcggca aggtgctgca cgacttttac

accacagtga cagtttctag cggaggcgga

ggttctgata tccagatgac acagagccce

gtgaccatca cctgtagagc cagccagagc

aagcccggea aggeccctaa actgetgate

cctagcagat tttctggcag cggctecgge

cagcctgagg acttcgecac ctactactge

tttggccagy gaaccagact ggaaatcaaa

cacacctgtc ctccatgtec tgctccagaa

cctccaaagc ctaaggacac cctgatgatc

gtggatgtgt cccacgagga tcccgaagty

gtgcacaacg ccaagaccaa gcctagagag

tctgtgctga cagtgetgea ccaggactgg

tccaacaagg ccctgectge tectatcgag

agggaacccc aggtttacac cctgcctcca

gtggccgete ctagatgggt getgtctgge

gttgttcage ctggeggete tctgagactg

gattatgcca tgcactgggt ccgacaggec

atcagcggeg acggcgacaa tacctactac

agccgggaca acaacaagaa cagcctgtac

accgccttct actactgtgc caaagagctg

tactacgtga tggacgtgty gggccaggge

ggaagtggeg gcggaggatc tggeggtggt

agcagcctgt ctgectctgt gggagacaga

atcagcagct acctgaacty gtatcagcag

tatgccgect ccagtctgea gageggagtg

accgatttca ccctgaccat atctagcctg

cagcagagct acagcacccc tcctatcacc

ggcggagaac ccaagagcgc agacaagace

gctgeaggeg gecctteegt gtttetgtte

agccggacac ctgaagtgac ctgegtggtg

aagttcaatt ggtacgtgga cggcgtggaa

gaacagtaca acagcaccta cagagtggtg

ctgaacggca aagagtacaa gtgcaaggtg

aaaaccatca gcaaggccaa gggccagect

tgcagggatg agctgaccaa gaaccaggtg
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tcectgtggt gectggttaa gggettctac cectecgata tegecgtgga atgggagage 1320

aatggccagc cagagaacaa ctacaagaca acccctcctg tgctggactc cgacggctca 1380

ttcttectgt acagcaaget gaccgtggac aagagcagat ggcagcaggg caacgtgttc 1440

agctgcageg tgatgcacga ggecctgecac aaccactaca cacagaagtc cctgtctctg 1500
agccceggea aa 1512
<210> 190
<211> 504
<212> PRT

<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0013-HC-k

<400> 190

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Asp Asn Thr Tyr Tyr
65 70 75 80
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Ala Asp Ser Val Lys Gly Arg Phe
85

Asn Ser Leu Tyr Leu GIn Met Asn
100

Phe Tyr Tyr Cys Ala Lys Glu Leu
115 120

Phe Tyr Tyr Tyr Val Met Asp Val
130 135

Val Ser Ser Gly Gly Gly Gly Ser
145 150

Gly Ser Asp lle GIn Met Thr GIn
165

Val Gly Asp Arg Val Thr l1le Thr
180

Ser Tyr Leu Asn Trp Tyr GIn GIn
195 200

Leu Ile Tyr Ala Ala Ser Ser Leu
210 215

Ser Gly Ser Gly Ser Gly Thr Asp
225 230

GIn Pro Glu Asp Phe Ala Thr Tyr
245

Thr Ile Ser Arg Asp Asn Asn Lys
90 95

Ser Leu Arg Thr Glu Asp Thr Ala
105 110

Ile Phe Gly Lys Val Leu His Asp
125

Trp Gly GIn Gly Thr Thr Val Thr
140

Gly Gly Gly Gly Ser Gly Gly Gly
155 160

Ser Pro Ser Ser Leu Ser Ala Ser
170 175

Cys Arg Ala Ser GIn Ser Ile Ser
185 190

Lys Pro Gly Lys Ala Pro Lys Leu
205

GIn Ser Gly val Pro Ser Arg Phe
220

Phe Thr Leu Thr Ile Ser Ser Leu
235 240

Tyr Cys GIn GIn Ser Tyr Ser Thr
250 255
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Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu Ile Lys Gly Gly
260 265 270

Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
275 280 285

Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro
290 295 300

Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val
305 310 315 320

Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val
325 330 335

Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn
340 345 350

Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn
355 360 365

Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala
370 375 380

Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro
385 390 395 400

Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr
405 410 415
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Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro Ser
420 425 430

Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
435 440 445

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

Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe
465 470 475 480

Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys
485 490 495

Ser Leu Ser Leu Ser Pro Gly Lys
500

<210> 191
<211> 1512
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0014-HC-k

<400> 191
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggetc tctgagactg
agctgtgaag cctceggett catcttcgac gactacgeca tgcactgggt ccgacaggcea
cctggcaaag gecttgaaty ggtgtccctg atctctggeg acggegacat catctactac

gcegactctg tgaagggeag attcaccatc agccgggaca acagcaagaa cagectgtac
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ctgcagatga

gtgttcggcg

accacagtga

ggttctgata

gtgaccatca

aagcceggcea

ccaagcagat

cagcctgagg

tttggccagg

cacacctgtc

cctccaaagc

gtggatgtgt

gtgcacaacg

tctgtgctga

tccaacaagg

agggaaccce

tecectgtggt

aatggccage

ttcttectgt

actccctgat

tcgtgatgac

cagtttctag

tccagatgac

cctgtagage

aggcccctaa

tttctggcag

acttcgccac

gcaccaaggt

ctccatgtcc

ctaaggacac

cccacgagga

CCaagaccCaa

cagtgctgca

ccctgectge

aggtttacac

gcctggttaa

cagagaacaa

acagcaagct

catcgaggac acagccctgt actactgege

ccactactgg tacttcggec tggatgtgtg

cggaggcgga ggaagtggcg gcggaggatc

acagagccce agcagectgt ctgectctga

cagccagagc atcagcacct acctgaactg

gctgetgate tatggtgect ccagtctgea

cggctctgge accgacttca ccctgaccat

ctactactgc cagcagtcct acagcacccc

ggaaatcaaa ggcggagaac ccaagagcgc

tgctccagaa getgecaggeg geecttecgt

cctgatgatc agccggacac ctgaagtgac

tcccgaagty aagttcaatt ggtacgtgga

gcctagagag gaacagtaca acagcaccta

ccaggactgg ctgaacggca aagagtacaa

tcctatcgag aaaaccatca gcaaggcecaa

cctgectcca tgcagggatg agctgaccaa

gggcttctac ccctecgata tcgeegtgga

ctacaagaca acccctccty tgctggacte

gaccgtggac aagagcagat ggcagcaggg

agctgcageg tgatgcacga ggecctgecac aaccactaca cacagaagtc

agccceggea

aa

327/349

caaggattgg

gggccaggga

tggcggtgot

aggcgacaga

gtatcagcag

gagcggegtg

atctagcctg

tcctatcaca

agacaagacc

gtttctgttc

ctgcgtggtg

cggcgtggaa

cagagtggtg

gtgcaaggtg

gggccagect

gaaccaggtg

atgggagagc

cgacggctca

caacgtgttc

cctgtctetg
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<210> 192
<211> 504
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYC-0014-HC-k

<400> 192
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Glu Ala Ser Gly Phe Ile
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Asp lle lle Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

Asn Ser Leu Tyr Leu GIn Met Asn Ser Leu lle Ile Glu Asp Thr Ala
100 105 110

Leu Tyr Tyr Cys Ala Lys Asp Trp Val Phe Gly Val Val Met Thr His
115 120 125
328/349



Tyr Trp Tyr Phe Gly Leu Asp Val Trp Gly GIn Gly Thr Thr Val Thr
130 135 140

Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser
165 170 175

Glu Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Ser lle Ser
180 185 190

Thr Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu
195 200 205

Leu Ile Tyr Gly Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe
210 215 220

Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
225 230 235 240

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Thr
245 250 255

Pro Pro lle Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Gly Gly
260 265 270

Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
275 280 285
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Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro
290 295 300

Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val
305 310 315 320

Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val
325 330 335

Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn
340 345 350

Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn
355 360 365

Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala
370 375 380

Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro
385 390 395 400

Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr
405 410 415

Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro Ser
420 425 430

Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
435 440 445

Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
450 455 460
330/349



Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe
465 470 475 480

Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys
485 490 495

Ser Leu Ser Leu Ser Pro Gly Lys
500

<210> 193
<211> 1509
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0015-HC-k

<400> 193
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

tcttgtgeey ccageggett caccttcgac gattatgeca tgcactgggt ccgacaggec

cctggcaaag gacttgaaty ggtgtccctg atctctggeg gaggeggegg aacctactac

agcgattctg tgaagggcag attcaccatc agccgggaca ccagcaagga cagectgtac

ctgcagatga acagcctgeg gaccgaggac acagecctgt actactgege caaggacatg

gtgttcggey tggtcaccee ttactactac ttcgecctgg atgtgtgggg ccagggcaca

acagtgacag tctcttctgg cggcggagga agcggaggeg gaggatccgg tggtggtgga

tctgacatcc agatgacaca gagccccage agectgtctg cctctgtggg agacagagtg

accatcacct gtagagccag ccagagcatc aacagctacc tgaactggta tcagcagaag
331/349

60

120

180

240

300

360

420

480

540
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cceggcaagg

agcagatttt

cctgaggact

ggccagggaa

acctgtcctc

CCaaagccta

gatgtgtccc

CacCaacgcca

gtgctgacag

aacaaggccc

gaaccccagg

ctgtggtgcc

ggccagecag

ttcctgtaca

tgcagegtga

cceggcaaa

<210>

<211>

<212>
<213>

194
503
PRT

<220>
<223>

cccctaagct

ctggcagegg

tcgccaccta

ccagactgga

catgtcctgc

aggacaccct

acgaggatcc

agaccaagcc

tgctgcacca

tgcctgetee

tttacaccct

tggttaaggg

agaacaacta

gcaagctgac

tgcacgaggc

Artificial

gctgatctat getgecteca gtctgcagag cggegtgeca

ctctggeacc gacttcaccc tgaccatatc tagcctgeag

ctactgccag cagagctaca gegeccctee tatcacattt

aatcaaaggc ggagaaccca agagcgcaga caagacccac

tccagaagct gecaggeggee cttecgtgtt tctgtteect

gatgatcagc cggacaccty aagtgaccty cgtggtggtg

cgaagtgaag ttcaattggt acgtggacgg cgtggaagtg

tagagaggaa cagtacaaca gcacctacag agtggtgtct

ggactggctg aacggcaaag agtacaagtg caaggtgtcc

tatcgagaaa accatcagca aggccaaggg ccagectagg

gcctccatge agggatgage tgaccaagaa ccaggtgtcec

cttctaccce tccgatatcg ccgtggaatg ggagagcaat

caagacaacc cctcctgtgc tggactccga cggctcattc

cgtggacaag agcagatggc agcagggcaa cgtgttcage

cctgcacaac cactacacac agaagtccct gtctctgage

Full-length amino acid sequence of NYC-0015-HC-k
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720

780
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1140

1200
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1380

1440

1500

1509



<400> 194

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

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Gly Gly Gly Gly Thr Tyr Tyr
65 70 75 80

Ser Asp Ser Val Lys Gly Arg Phe Thr lIle Ser Arg Asp Thr Ser Lys
85 90 95

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

Leu Tyr Tyr Cys Ala Lys Asp Met Val Phe Gly Val Val Thr Pro Tyr
115 120 125

Tyr Tyr Phe Ala Leu Asp Val Trp Gly GIn Gly Thr Thr Val Thr Val
130 135 140

Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
145 150 155 160
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Ser Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val
165 170 175

Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Ser Ile Asn Ser
180 185 190

Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu
195 200 205

Ile Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe Ser
210 215 220

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn
225 230 235 240

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Ala Pro
245 250 255

Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Gly Gly Glu
260 265 270

Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
275 280 285

Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
290 295 300

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
305 310 315 320

Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp
325 330 335
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Gly Val Glu Val His Asn
340

Asn Ser Thr Tyr Arg Val
355

Trp Leu Asn Gly Lys Glu
370

Pro Ala Pro Ile Glu Lys
385 390

Glu Pro GIn Val Tyr Thr
405

Asn GIn Val Ser Leu Trp
420

Ile Ala Val Glu Trp Glu
435

Thr Thr Pro Pro Val Leu
450

Lys Leu Thr Val Asp Lys
465 470

Ala Lys Thr Lys Pro Arg Glu Glu
345 350

Val Ser Val Leu Thr Val Leu His
360 365

Tyr Lys Cys Lys Val Ser Asn Lys
375 380

Thr Ile Ser Lys Ala Lys Gly GIn
395

Leu Pro Pro Cys Arg Asp Glu Leu
410

Cys Leu Val Lys Gly Phe Tyr Pro
425 430

Ser Asn Gly GIn Pro Glu Asn Asn
440 445

Asp Ser Asp Gly Ser Phe Phe Leu
455 460

Ser Arg Trp GIn GIn Gly Asn Val
475

GIn Tyr

GIn Asp

Ala Leu

Pro Arg

400

Thr Lys

415

Ser Asp

Tyr Lys

Tyr Ser

Phe Ser
480

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

485

490

335/349

495



Leu Ser Leu Ser Pro Gly Lys
500

<210> 195
<211> 1512
<212> DNA
<213> Artificial

<220>
<223> Full-length nucleotide sequence of NYC-0016-HC-k

<400> 195
atgaagcacc tgtggttctt tctgctgetg gtggecgete ctagatgggt getgtctgge

gaagtgcagc tggtggaatc tggtggegga gttgttcage ctggeggete tctgagactg

agctgtgety tgtceggett caccttcgac gactacgeca tgcactgggt ccgacaggcea

cctggcaaag gecttgaatg ggtgtcectg atcageggag atggeggeag cacacactac

gcegattctg tgaagggeag attcaccatc agccgggaca acagcaagaa cagectgtac

ctgcagatga actccctgeg gacaggcgac acagecctgt actactgege caaggacatg

atcttcgecyg tggtcatcac cgactaccac tactacggca tggacgtgtg gggccaggga

accacagtga cagtttctag cggaggcgga ggaagtggeg geggaggatc tggeggtggt

ggttctgata tccagatgac acagagccce agcagectgt ctgectctgt gggagacaga

gtgaccatca cctgtagagc cagccagagc atcagcaget acctgaactg gtatcagcag

aagcceggea aggeccctaa actgetgate tatgecgect ccagtctgea gageggagtg

cctagcagat tttctggcag cggctecgge accgatttca ccctgaccat atctagectg

cagcctgagg acttcgecac ctactactge cagcagaget acagcaccec tcctatcacc

tttggccagy gcaccagact ggaaatcaaa ggcggagaac ccaagagcgc agacaagace

cacacctgtc ctccatgtee tgctccagaa getgecaggeg gecctteegt gtttctgtte
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cctccaaagc

gtggatgtgt

gtgcacaacg

tctgtgctga

tccaacaagg

agggaaccce

tecectgtggt

aatggccage

ttcttectgt

agctgcagceg

agccceggea

<210>

<211>

<212>
<213>

196
504
PRT

<220>

<223>

<400> 196

ctaaggacac cctgatgatc agccggacac ctgaagtgac

cccacgagga tcccgaagtg aagttcaatt ggtacgtgga

ccaagaccaa gcctagagag gaacagtaca acagcaccta

cagtgctgca ccaggactgg ctgaacggca aagagtacaa

ccetgectge tcctatcgag aaaaccatca gcaaggcecaa

aggtttacac cctgcctcca tgcagggatg agctgaccaa

gcctggttaa gggettctac ccctcegata tcgecgtgga

cagagaacaa ctacaagaca acccctcctg tgctggactc

acagcaagct gaccgtggac aagagcagat ggcagcaggg

tgatgcacga ggccctgcac aaccactaca cacagaagtc

aa

Artificial

ctgegtygty

cggcgtggaa

cagagtggtg

gtgcaaggtg

gggccagect

gaaccaggtg

atgggagagc

cgacggctca

caacgtgttc

cctgtctetg

Full-length amino acid sequence of NYC-0016-HC-k

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1

5 10

15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val

20 25 30
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GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Thr
35 40 45

Phe Asp Asp Tyr Ala Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ser Leu lle Ser Gly Asp Gly Gly Ser Thr His Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

Asn Ser Leu Tyr Leu GIn Met Asn Ser Leu Arg Thr Gly Asp Thr Ala
100 105 110

Leu Tyr Tyr Cys Ala Lys Asp Met lle Phe Ala Val Val lle Thr Asp
115 120 125

Tyr His Tyr Tyr Gly Met Asp Val Trp Gly GIn Gly Thr Thr Val Thr
130 135 140

Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
145 150 155 160

Gly Ser Asp lle GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser
165 170 175

Val Gly Asp Arg Val Thr lIle Thr Cys Arg Ala Ser GIn Ser Ile Ser
180 185 190

Ser Tyr Leu Asn Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu
195 200 205
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Leu Ile Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe
210 215 220

Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu
225 230 235 240

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ser Tyr Ser Thr
245 250 255

Pro Pro lle Thr Phe Gly GIn Gly Thr Arg Leu Glu lle Lys Gly Gly
260 265 270

Glu Pro Lys Ser Ala Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
275 280 285

Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro
290 295 300

Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val
305 310 315 320

Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val
325 330 335

Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn
340 345 350

Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn
355 360 365
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Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala
370 375 380

Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro
385 390 395 400

Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Cys Arg Asp Glu Leu Thr
405 410 415

Lys Asn GIn Val Ser Leu Trp Cys Leu Val Lys Gly Phe Tyr Pro Ser
420 425 430

Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
435 440 445

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

Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe
465 470 475 480

Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys
485 490 495

Ser Leu Ser Leu Ser Pro Gly Lys
500

<210> 197
<211> 719
<212> PRT
<213> Artificial

<220>
340/349



<223> Full-length amino acid sequence of NYZ-1007-HC2
<400> 197
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1 5 10 15

Val Leu Ser Gly Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val
20 25 30

GIn Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Ile His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60

Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Glu Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160
341/349



GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn Arg Val Thr lIle Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn Ser Glu Asp Glu Ala
225 230 235 240

Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320
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Ser lle Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr lle Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu
385 390 395 400

Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys
405 410 415

Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser
420 425 430

Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
435 440 445

Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser
450 455 460

Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn
465 470 475 480

Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His
485 490 495
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Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val
500 505 510

Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr
515 520 525

Pro Glu Val Thr Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu
530 535 540

Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys
545 550 555 560

Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser
565 570 575

Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys
580 585 590

Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile
595 600 605

Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro
610 615 620

Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu
625 630 635 640

Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn
645 650 655
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Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser
660 665 670

Asp Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg
675 680 685

Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu
690 695 700

His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
705 710 715

<210> 198
<211> 719
<212> PRT
<213> Artificial

<220>
<223> Full-length amino acid sequence of NYZ-1017-HC2

<400> 198

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

Val Leu Ser Gly GIn Val GIn Leu Val Glu Ser Gly Gly Gly Val Val
20 25 30

GIn Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser
35 40 45

Ile Arg Ser Tyr Asp Met His Trp Val Arg GIn Ala Pro Gly Lys Gly
50 55 60
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Leu Glu Trp Val Ala Thr lle Ser Tyr Asp Gly Ser GIn Lys Tyr Tyr
65 70 75 80

Ala Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys
85 90 95

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

Val Tyr His Cys Ala Arg Gly Ser Ser Gly His Tyr Glu Ala Phe Asp
115 120 125

Ile Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser GIn Ser Val Leu Thr
145 150 155 160

GIn Pro Pro Ser Val Ser Ala Ala Pro Gly GIn Lys Val Thr Ile Ser
165 170 175

Cys Ser Gly Ser Ser Ser Asn lle Gly Asn Trp Tyr Val Ser Trp Tyr
180 185 190

GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile Tyr Asp Asn Asn
195 200 205

Lys Arg Pro Ser Gly lle Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
210 215 220

Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu GIn Thr Gly Asp Glu Ala
225 230 235 240
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Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu Ser Ala Pro Trp Val
245 250 255

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

Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
275 280 285

Leu Arg Leu Ser Cys Ala Ala Ser Gly Val Thr Phe Asn Tyr Tyr Gly
290 295 300

Met Ser Trp lle Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ala
305 310 315 320

Ser Ile Thr Arg Ser Gly Gly Arg Ile Tyr Tyr Pro Asp Ser Val Lys
325 330 335

Gly Arg Phe Thr Ile Ser Arg Glu Asn Thr GIn Lys Thr Leu Tyr Leu
340 345 350

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Thr
355 360 365

Leu Asp Gly Arg Asp Gly Trp Val Ala Tyr Trp Gly GIn Gly Thr Leu
370 375 380

Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu
385 390 395 400
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Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys
405 410 415

Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser
420 425 430

Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser
435 440 445

Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser
450 455 460

Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn
465 470 475 480

Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His
485 490 495

Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val
500 505 510

Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr
515 520 525

Pro Glu Val Thr Cys Val Val Val Ser Val Ser His Glu Asp Pro Glu
530 535 540

Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys
545 550 555 560

Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser
565 570 575
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Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys
580 585 590

Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile
595 600 605

Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro
610 615 620

Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu
625 630 635 640

Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn
645 650 655

Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser
660 665 670

Asp Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg
675 680 685

Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu
690 695 700

His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
705 710 715
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